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1 AA466341 1.043411 0.832632 0.909473 0.914402 0.860996 0.906794 0.97569 0.999499 -23195 -6.9976 -2984.05 -3910.91 -97.7862 -2566.1 -32996.7 -39618.8
2 13030 AA510750 cathepsin B Ctsb 1.071031 1.009296 0.844114 0.884 0.894934 1.013363 0.967295 0.94732 0.173331 -2.37219 0.99844 0.95649 0.904545 -2.27739 -1.46425 -0.40893
3 15251 AA511100 hypoxia inducible factor 1, alpha subunitHif1a 0.997892 0.924819 0.904727 0.828188 0.801044 0.886709 0.984521 0.9205 -1.01033 0.436821 0.74304 0.997476 0.999707 0.893186 -0.9097 0.5199
4 17210 AA498218 myeloid cell leukemia sequence 1Mcl1 0.954449 0.956611 0.929928 0.859841 0.867762 1.002511 0.950395 1.025451 -0.40357 -0.42832 -0.09186 0.721922 0.662144 -0.67443 -0.36055 -0.59004
5 66256 AA498292 signal sequence receptor, betaSsr2 1.188152 0.864929 0.874102 0.898207 1.062467 1.000948 0.869383 1.048789 0.885305 0.682533 0.546708 -0.02532 -1.82632 -3.59024 0.623586 -2.39918
6 14073 AA498162 fatty acid amide hydrolase Faah 0.952066 0.929355 0.934076 0.861995 0.82361 0.951026 0.905876 0.986121 -6.46109 -4.82161 -5.20794 -0.47032 0.564471 -6.41257 -3.03724 -8.0361
7 15945 AA510124 chemokine (C-X-C motif) ligand 10Cxcl10 0.911601 0.923272 0.922178 0.976271 0.841074 1.028023 0.978827 1.085532 0.602668 0.146893 0.19814 -6.36363 0.999397 -5.85418 -6.697 0.246823
8 17191 AA510881 methyl-CpG binding domain protein 2Mbd2 0.969612 1.175122 1.044619 1.252454 1.086029 1.087285 1.039306 0.98816 -10.7256 0.998582 -6.76309 0.999998 -0.04829 0.019266 -8.28615 -15.5961
9 21413 AA518455 transcription factor 4 Tcf4 0.96214 0.948596 0.902457 0.924673 0.839192 0.912188 1.036853 1.009592 -24.5644 -20.1206 -5.81687 -11.8865 0.563761 -8.1278 -25.2456 -30.6921

10 17750 AA521728 metallothionein 2 Mt2 0.999708 0.976761 0.930445 1.010044 0.995209 0.980981 1.000369 1.015123 -39618.8 -33196.2 -7717.8 -38378.6 -39331 -35237.7 -39618.8 -36811.7
11 78330 AA521758 RIKEN cDNA 1500032D16 gene1500032D16Rik 0.91557 0.901512 0.889425 0.889201 0.933696 0.899971 0.957191 1.020667 -4.87216 -3.05908 -1.85395 -1.85395 -7.57628 -2.93156 -11.1262 -13.6562
12 15979 AA541842 interferon gamma receptor Ifngr 1.08749 0.911697 0.944482 0.820807 0.839716 0.979504 0.93993 0.985309 -8.31909 -7.30019 -11.2104 -0.04487 -0.82447 -13.957 -10.6963 -14.1881
13 68011 AA530032 small nuclear ribonucleoprotein polypeptide GSnrpg 1.009605 1.329251 1.354415 1.277957 1.268282 1.384609 1.348793 1.222659 -6.23629 0.999998 1 0.999962 0.99993 1 1 0.998884
14 17220 AA544948 minichromosome maintenance deficient 7 (S. cerevisiae)Mcm7 1.008756 0.9456 0.947066 0.890582 0.931154 1.029357 1.139088 1.073595 -6.21971 -1.55793 -1.70638 0.896566 -0.34682 -4.5339 0.963115 -0.37088
15 20823 AA544321 Sjogren syndrome antigen BSsb 0.926142 0.907009 0.913694 0.903916 0.818113 0.99748 0.957512 0.978933 -0.50329 0.089306 -0.09487 0.173331 0.981257 -2.46153 -1.64372 -2.24306
16 15388 AA545633 heterogeneous nuclear ribonucleoprotein LHnrpl 1.081771 0.905647 0.955723 0.943368 0.948115 0.888601 0.712459 0.686459 -1.09083 -0.56118 -1.93693 -1.62418 -1.73953 -0.12761 0.998865 0.999757
17 20375 AA543251 SFFV proviral integration 1 Sfpi1 0.907796 0.917315 0.941216 1.027172 0.897188 0.889093 0.936825 0.927194 0.886977 0.780394 0.145927 -1.62418 0.950414 0.974575 0.313278 0.598625
18 100563 AA546085 expressed sequence AF013969AF013969 1.008713 0.969729 0.851455 0.913846 0.861774 0.877128 0.943211 1.023273 -2.39443 -1.7016 0.992322 0.566019 0.982772 0.94911 -0.40893 -2.00317
19 19184 AA546216 protease (prosome, macropain) 26S subunit, ATPase 5Psmc5 0.967565 1.035845 0.91802 0.950146 0.94921 0.935769 0.997721 1.072786 -1.11174 -0.96567 0.850162 -0.07872 -0.03112 0.503976 -2.45571 0.598625
20 21928 AA537672 tumor necrosis factor, alpha-induced protein 2Tnfaip2 0.965224 1.075066 0.931012 0.935351 0.88575 0.944611 1.084702 0.927207 -1.83178 -0.50329 -0.42758 -0.69953 0.650957 -1.04903 -0.21189 -0.3904
21 22221 AA537117 upstream binding protein 1 Ubp1 1.005988 0.934931 1.057187 0.852582 0.887263 0.957152 1.011586 1.176496 -1.00368 -0.22642 -0.43115 0.857847 0.565542 -0.63407 -0.98255 0.87246
22 18667 NM_008829progesterone receptor Pgr 0.988069 1.134471 1.045456 1.120452 1.1069 1.190837 1.107772 1.085213 -0.93318 0.964615 -0.17788 0.927813 0.863853 0.998594 0.869644 0.659913
23 59050 AA638670 RIKEN cDNA 5730427N09 gene5730427N09Rik 1.09161 1.070917 0.888543 0.818425 0.689352 0.769308 0.906251 0.750315 0.213823 -0.12953 0.628131 0.979008 0.999996 0.998759 0.382817 0.999644
24 19124 AA672430 protein C receptor, endothelialProcr 0.938142 1.064415 1.026509 0.877726 0.825148 0.976483 0.966088 1.06584 -0.58005 -0.60191 -0.93318 0.255599 0.757574 -0.94384 -0.87647 -0.58005
25 21408 AA616580 zinc finger protein 354A Zfp354a 1.06266 0.938263 0.83776 0.899691 0.862009 0.846074 1.04407 1.012817 -0.09348 -0.02218 0.983076 0.672042 0.935913 0.972664 -0.47802 -0.95845
26 53357 AA592727 phospholipase A2, group VIPla2g6 0.966635 0.936628 0.932851 0.8716 0.892637 0.903088 0.973258 1.02346 -0.01042 0.831552 0.875225 0.999844 0.997833 0.99289 -0.28713 -0.45468
27 AA793036 vascular endothelial growth factor AVegfa 0.951803 0.929289 0.957223 0.874127 0.83822 0.895001 0.985752 1.008536 0.170913 0.700932 -0.01042 0.994523 0.999844 0.968875 -0.86202 -0.95845
28 12802 AA796154 cannabinoid receptor 2 (macrophage)Cnr2 0.939137 0.940688 0.936728 0.878635 0.896409 0.927354 0.954755 1.047425 0.149056 0.10459 0.203199 0.937433 0.838478 0.410204 -0.26286 -0.25072
29 14716 AA619097 0.819885 1.066742 0.631838 0.505944 0.318473 0.423777 0.608349 0.551503 0.37352 -0.77169 0.99348 0.999974 1 1 0.997236 0.999751
30 18458 AA615571 poly A binding protein, cytoplasmic 1Pabpc1 0.966138 0.994028 1.004709 1.058283 0.984077 1.097499 1.14003 1.082337 -0.17788 -0.97901 -0.99197 0.511986 -0.7894 0.947207 0.997766 0.863853
31 19223 AA616188 prostaglandin I2 (prostacyclin) synthasePtgis 0.997151 0.88532 0.817804 0.841714 0.968954 0.975778 1.140009 1.236516 -1.00941 0.797288 0.994194 0.975387 -0.71546 -0.82316 0.857847 0.996787
32 14688 AA647753 guanine nucleotide binding protein, beta 1Gnb1 1.000679 1.048074 0.991956 1.018404 0.939005 0.909414 1.046166 1.031147 -1.01187 -0.23857 -0.98255 -0.86933 0.149056 0.700932 -0.28713 -0.63407
33 18674 AA869051 solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 3Slc25a3 0.923003 0.912182 0.953501 0.886754 0.800614 0.918862 0.878559 1.048939 -0.23857 -0.06958 -0.69575 0.315996 0.940377 -0.17788 0.419162 -0.69575
34 15251 AA870338 hypoxia inducible factor 1, alpha subunitHif1a 1.011367 1.190886 1.437063 1.505472 1.476807 1.570311 1.549568 1.444421 -0.9386 0.998939 1 1 1 1 1 1
35 22352 AA870527 vimentin Vim 1.025682 1.042395 0.965552 1.039237 0.988195 0.923091 1.016674 0.991221 -0.63407 -0.16577 -0.35961 -0.25072 -0.92179 0.722607 -0.83916 -0.96294
36 27354 AA674908 nibrin Nbn 1.043387 1.115277 1.040825 0.834087 1.119493 0.999142 0.883622 0.904149 -0.87647 -0.38359 -0.95376 0.047712 -0.86933 -0.98903 0.213823 -0.66537
37 AA636829 1.008798 0.921317 0.961439 0.984572 0.962297 0.947224 0.960992 1.072842 -0.95376 0.841851 -0.09348 -0.83124 -0.12953 0.354674 -0.08152 0.695316
38 78142 AA637702 RIKEN cDNA 7330406P05 gene7330406P05Rik0.956662 1.188456 1.188523 1.048776 1.162558 0.964186 1.163749 1.324391 -0.20141 0.983871 0.983871 -0.14203 0.954955 -0.33378 0.957109 0.999966
39 14923 AA929137 guanylate kinase 1 Guk1 1.012992 1.056494 1.060733 1.009783 0.979961 0.875339 1.023226 1.108014 -0.60011 0.254468 0.336572 -0.63438 -0.49709 0.97896 -0.45219 0.886642
40 19166 AA762631 proteasome (prosome, macropain) subunit, alpha type 2Psma2 1.052171 1.044959 1.051811 1.022446 1.024633 1.071076 1.104914 0.97634 -0.1916 -0.2971 -0.20141 -0.56819 -0.55035 0.089552 0.531089 -0.55643
41 15569 AA636307 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 2 (Hu antigen B)Elavl2 0.857736 1.015777 0.785606 0.707355 0.698636 0.940495 1.036279 1.12545 0.345418 -0.65854 0.824278 0.98004 0.985124 -0.43637 -0.59004 0.039434
42 15395 AA636231 homeo box A10 Hoxa10 0.955943 1.025839 1.028177 0.932064 0.969256 0.896893 0.943122 1.09814 -0.50341 -1.07368 -1.01414 0.224293 -0.92556 0.825417 -0.08986 0.666562
43 110198 AA636461 aldo-keto reductase family 7, member A5 (aflatoxin aldehyde reductase)Akr7a5 1.009853 0.979285 0.859444 0.925574 0.989585 0.97365 0.962257 0.94438 -1.3485 -1.11876 0.995239 0.591203 -1.33657 -0.93855 -0.54718 0.092779
44 54152 AA681606 dynein, axonemal, light chain 4Dnalc4 0.932539 1.09328 0.948875 0.927577 0.874045 1.017242 1.041313 1.050622 0.0086 0.607506 -0.794 0.209826 0.976516 -3.17874 -1.7155 -1.12076
45 AA656606 0.963463 0.997244 0.953963 0.845345 0.833943 0.930128 0.880671 0.915708 -2.8236 -3.58743 -2.4255 0.867198 0.923279 -1.27896 0.424862 -0.65202
46 14828 AA693136 heat shock 70kD protein 5 (glucose-regulated protein)Hspa5 0.997978 0.920357 0.876881 0.994823 1.135396 1.07456 1.259949 1.393189 -3.58532 0.546708 0.980736 -3.54552 0.972989 0.209826 0.999997 1
47 AA693054 1.031477 0.926069 0.883811 0.828668 0.88518 1.067164 0.963986 1.065129 -3.249 -1.85404 -0.34587 0.708965 -0.38734 -3.12245 -3.10303 -2.86958
48 14422 AA823657 UDP-N-acetyl-alpha-D-galactosamine:(N-acetylneuraminyl)-galactosyl-N-acetylglucosaminylpolypeptide-beta-1, 4-N-acetylgalactosaminyltransferaseGalgt2 1.032822 0.992204 1.039619 1.043095 1.019838 0.971809 1.012867 1.060144 -2.29268 -3.4985 -1.85404 -1.60503 -3.06323 -2.52935 -3.35779 -0.58337
49 20813 AA691161 signal recognition particle 14Srp14 1.041571 0.93269 0.970259 1.069201 0.997804 1.116083 1.318739 1.184382 -1.55003 0.151422 -2.31948 0.025259 -3.58275 0.915038 1 0.999186
50 12323 AA691743 calcium/calmodulin-dependent protein kinase II, betaCamk2b 0.986327 0.974427 0.742721 0.817451 0.839485 0.970117 1.026973 1.092161 -3.44723 -3.12245 0.999952 0.987502 0.953361 -2.95845 -3.08328 -0.32543
51 233575 AA759453 FGF receptor activating protein 1Frag1 1.202128 0.849935 1.438749 0.987905 0.989771 0.733111 0.810635 0.515211 -0.28513 -0.69867 0.955796 -3.56293 -3.57225 0.857226 0.105585 0.999989
52 57312 AA733327 mitochondrial ribosomal protein S31Mrps31 1.001525 0.940088 1.216005 1.177154 1.10771 0.960093 1.066352 1.074264 -3.58907 -1.14685 0.994744 0.966305 0.402241 -2.29268 -1.01768 -0.65202
53 66043 AA755526 RIKEN cDNA 0610008F14 gene0610008F14Rik0.952034 0.851839 0.939972 0.916657 0.818492 0.870928 0.949112 1.038577 -1.74319 0.969819 -1.01768 0.057983 0.997422 0.901172 -1.55003 -2.37274
54 AA645035 1.014964 0.869328 0.88361 1.007418 0.955207 1.072083 1.084407 1.05413 -3.23196 0.992214 0.972227 -3.4985 -1.14685 0.181009 0.546708 -0.67526
55 22401 AA710789 wild-type p53-induced gene 1Wig1 0.930334 0.924394 0.919388 0.835215 0.812417 0.958287 0.897528 1.035371 -2.18451 -1.9648 -1.7986 0.498752 0.750733 -3.04286 -1.01768 -3.21457
56 AA712092 1.028522 1.044123 0.895338 1.032285 0.960781 0.913112 1.103919 1.039219 -2.68011 -1.7155 0.823226 -2.45168 -1.93714 0.508657 0.668576 -2.02002
57 78891 AA726689 SCY1-like 1 (S. cerevisiae) Scyl1 0.999148 0.908943 1.039239 1.097615 1.012731 1.037475 1.087923 1.05424 -3.59024 0.695991 -1.88175 0.661406 -3.37179 -2.02002 0.468074 -0.94179
58 21917 AA734516 thymopoietin Tmpo 1.01229 0.959811 0.988381 0.918993 0.899275 1.039858 0.97895 0.868484 -7.74763 -4.37817 -7.80123 -0.04356 0.685658 -4.65527 -6.96366 0.968459
59 14998 AA717747 histocompatibility 2, class II, locus DMaH2-DMa 1.009257 0.959435 0.937436 1.072048 0.958081 1.00187 0.974922 1.054517 -7.89858 -3.88366 -1.01745 -0.60972 -3.66721 -8.1749 -6.21444 -2.25943
60 66144 AA636882 ATPase, H+ transporting, V1 subunit FAtp6v1f 0.975745 0.959594 0.957208 1.059045 1.032704 0.995045 1.013031 1.065172 -6.46109 -4.1574 -3.77511 -2.03409 -5.42635 -6.92056 -7.66125 -1.3768
61 13798 AA711901 engrailed 1 En1 0.933175 1.06794 0.946473 0.849474 0.882514 0.848625 0.911047 1.000691 -2.93571 -3.29568 -4.37817 0.884622 0.350934 0.890544 -1.01745 -8.18614
62 11770 AA712099 fatty acid binding protein 4, adipocyteFabp4 0.905751 0.959877 0.995591 1.052593 1.001421 1.016662 1.37729 1.570235 -0.12869 -5.31743 -8.14874 -4.1574 -8.18239 -7.63089 0.999999 1
63 AA739325 0.988407 1.021385 0.990717 0.845028 0.917407 0.89939 0.883851 0.977538 -7.82681 -7.04813 -7.96273 0.993375 -0.12869 0.593402 0.854175 -6.87692
64 20184 AA739003 retinoid X receptor interacting protein 110Rxrip110 0.995108 1.056807 1.002776 1.062253 1.046057 1.134774 1.139138 1.075111 -8.10778 -2.30557 -8.16368 -1.73428 -3.61353 0.934405 0.950298 -0.60972
65 22190 AA880165 ubiquitin C Ubc 0.936032 0.949191 0.925925 0.896397 0.929554 0.944253 1.044099 1.100158 0.442672 -0.55282 0.776092 0.991771 0.685658 -0.08546 -1.69299 0.962537
66 16188 AA797533 interleukin 3 receptor, alpha chainIl3ra 0.929248 1.013126 0.933025 0.922246 0.873969 0.855448 0.890894 0.973567 0.036359 -7.53528 -0.21922 0.391701 0.990694 0.998706 0.951672 -5.7486
67 AA880004 1.064255 1.062602 1.035667 1.112902 1.114935 1.028208 1.09998 1.193762 -2.44609 -2.63816 -5.69543 0.430282 0.478475 -6.55683 -0.00296 0.991514
68 19752 AA790398 ribonuclease, RNase A family, 1 (pancreatic)Rnase1 0.945522 1.047864 0.984193 0.950253 0.903767 0.901645 1.001099 1.120543 -2.58966 -3.77511 -7.85157 -3.19154 0.512292 0.574307 -8.18239 0.764789
69 18575 AA856411 phosphodiesterase 1C Pde1c 1.005024 1.027139 0.937983 0.924666 0.961916 1.006619 1.138328 1.122206 -8.1194 -6.55683 -2.12314 -0.85276 -5.15301 -8.08182 0.857886 0.678108
70 16477 AA759387 Jun-B oncogene Junb 1.182179 1.392837 0.923971 0.913718 1.00021 0.872917 0.872347 0.901894 0.963592 1 -1.41493 -0.60972 -8.18661 0.792137 0.797251 0.036359
71 14148 AA881439 ferredoxin 1 Fdx1 1.278843 1.120143 1.18535 1.06085 0.957313 0.995635 1.160926 1.095029 -0.00296 -4.32287 -1.73428 -6.92056 -7.46785 -8.18614 -2.58966 -5.48055
72 75705 AA867136 RIKEN cDNA 2310046H11 gene2310046H11Rik 0.97662 1.032019 1.130624 0.972604 0.904356 1.051608 1.166374 1.137846 -7.5679 -7.08948 -0.44357 -7.32449 -1.61157 -5.69543 0.466765 -0.19607
73 AA867214 1.085218 0.902125 0.886139 1.0094 0.901073 0.935547 0.961113 1.035319 -0.55282 0.417659 0.78156 -7.96273 0.454832 -1.77597 -4.98763 -5.58841
74 12568 AA881868 cyclin-dependent kinase 5 Cdk5 1.032301 0.97869 0.908203 0.932447 0.979761 0.989328 1.067537 1.099253 -4.71073 -6.36363 0.846486 0.016858 -6.50918 -7.69083 -0.29077 0.825632
75 71819 AA798124 kinesin family member 23 Kif23 0.813436 0.756108 0.631962 0.7203 0.778342 0.77526 0.816189 0.882582 0.996581 0.999979 1 0.999999 0.999828 0.999874 0.99573 0.611749
76 110119 AA915049 mannose phosphate isomerase 1Mpi1 1.016935 0.96361 0.924262 0.892481 0.945433 0.9835 1.088413 1.019673 -7.13023 -4.04755 0.307895 0.945954 -1.3768 -7.13023 0.523138 -6.788
77 12579 AA914666 cyclin-dependent kinase inhibitor 2B (p15, inhibits CDK4)Cdkn2b 1.390997 1.744014 1.183596 1.572807 1.212128 1.285853 1.294776 1.310551 -0.64041 0.965226 -8.28615 0.76 -6.66521 -3.3549 -3.01134 -2.50158
78 228836 AA874407 cDNA sequence BC024558BC024558 1.104161 0.961884 0.969389 0.974761 1.024493 1.040109 1.09487 1.069292 -3.64361 -13.3467 -14.3949 -15.1474 -15.2826 -13.2534 -4.74963 -8.49545
79 12122 AA915729 BH3 interacting domain death agonistBid 0.964227 0.931209 0.930135 1.022108 0.890637 0.883261 1.078081 1.011919 -13.7114 -7.87123 -7.66588 -15.5363 -2.26492 -1.57713 -7.26004 -16.0664
80 74255 AA939752 RIKEN cDNA 2610203K23 gene2610203K23Rik0.974868 0.96356 0.974992 0.844248 0.8317 0.928595 0.91663 0.947701 -14.8612 -12.9688 -14.8612 0.795021 0.901717 -6.08961 -4.02172 -9.87435
81 234734 AI154346 alanyl-tRNA synthetase Aars 0.903356 0.832565 0.925532 1.120608 0.998497 1.036461 0.94931 1.09563 -0.60701 0.985125 -3.28465 0.103512 -16.6566 -11.9767 -8.18193 -1.48199
82 19217 AA958901 prostaglandin E receptor 2 (subtype EP2)Ptger2 1.014314 0.975749 0.989519 0.998774 1.086171 0.870213 0.935562 1.054852 -15.7667 -14.1463 -16.1536 -16.6566 -2.32296 0.800381 -4.83417 -7.66588
83 19293 AA980158 parvalbumin Pva 0.965913 0.939114 0.896998 1.006326 0.879459 0.99296 0.941957 1.04475 -12.7754 -6.86149 -0.70893 -16.5131 0.287327 -16.489 -7.46211 -10.9371
84 14705 AA980499 Bernardinelli-Seip congenital lipodystrophy 2 homolog (human)Bscl2 1.022585 1.043567 0.919623 0.970276 0.88121 1.0095 0.977886 0.969399 -15.2157 -11.9767 -4.50035 -14.1463 -0.33083 -16.6647 -15.2157 -13.9753
85 68003 AI049437 RIKEN cDNA 3110001O07 gene3110001O07Rik0.997145 0.942831 1.034999 1.062449 1.055311 1.179032 1.238156 1.135823 -16.6422 -9.34152 -13.7114 -9.02291 -10.1942 0.664713 0.969135 -0.54187
86 15401 AI006119 homeo box A4 Hoxa4 1.010698 0.918272 0.909392 0.984337 0.926839 1.120514 1.14826 0.977706 -16.0204 -0.81606 -0.07167 -15.2826 -4.13897 0.358982 0.879829 -26.2201
87 16780 AI019837 laminin, beta 3 Lamb3 0.639624 0.511951 0.456719 0.568259 0.893887 0.749155 0.602235 0.879517 -3.77272 0.463449 0.865277 -0.62952 -27.4163 -16.0691 -1.80261 -26.2201
88 19222 AI019668 prostaglandin I receptor (IP)Ptgir 1.011988 1.104168 0.922685 0.988485 0.976583 0.969271 0.999555 1.004841 -29.0574 0.490321 -0.94794 -29.1662 -23.8614 -19.7344 -31.1068 -30.7892
89 16590 AI020663 kit oncogene Kit 0.962632 0.95309 0.926799 0.997237 0.983484 0.996194 1.012737 1.107391 -9.14751 -4.23378 0.575017 -30.9109 -24.5644 -30.7422 -27.1293 0.978911
90 12315 AI020695 calmodulin 3 Calm3 1.009384 1.037204 0.99523 0.963305 0.9295 0.917033 0.936783 1.307338 -30.6921 -25.2456 -31.0038 -25.0775 -13.4693 -9.60457 -21.6504 0.97956
91 AI120868 0.958346 1.076674 1.148349 1.343538 1.256132 1.375673 1.298158 1.125619 -14.3813 -2.72003 0.967475 1 0.999995 1 1 0.826285
92 14425 AI180761 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 3Galnt3 0.998309 1.010532 1.113845 1.185677 0.94634 1.03583 0.937314 0.858153 -56.4594 -55.1048 -11.6289 0.834059 -28.2158 -42.5599 -21.7742 0.529235
93 66711 AI180905 Shwachman-Bodian-Diamond syndrome homolog (human)Sbds 0.986189 1.13569 1.189342 1.323582 1.308771 1.319608 1.173719 1.091027 -52.6333 0.729713 0.994175 1 0.999999 1 0.981165 -3.06302
94 AI036494 0.992007 1.135628 1.013246 0.976345 1.031449 0.91975 1.02299 0.974063 -56.0129 -6.34443 -55.2279 -52.4291 -49.6385 -22.0798 -52.6333 -51.567
95 12750 AI120656 CDC like kinase 4 Clk4 0.966314 0.99438 0.933947 0.892057 0.851313 0.827438 0.975014 1.130556 -32.6662 -55.6652 -5.53247 0.751749 0.997014 0.999842 -48.8509 0.856624
96 11605 AA832920 galactosidase, alpha Gla 1.018449 0.951447 0.92343 0.986372 0.943622 1.011089 1.031184 0.994822 -98.4258 -68.7628 -36.2889 -100.803 -59.2634 -101.976 -88.6088 -102.56
97 268977 AA833086 latent transforming growth factor beta binding protein 1Ltbp1 0.936062 0.865559 0.740813 0.916227 0.742967 0.716603 0.835393 0.797951 -70.0209 -16.1313 0.911497 -51.7803 0.899882 0.978085 -5.51775 -0.50427
98 14313 AA839542 follistatin Fst 0.905554 0.857261 0.747921 0.786382 0.802179 0.679237 0.881706 0.894446 -94.0658 -46.6827 -0.49544 -7.5844 -9.04297 0.935606 -71.2348 -79.9052
99 56697 AI286847 A kinase (PRKA) anchor protein 10Akap10 0.871889 0.952259 0.870526 1.012859 0.867795 0.893288 0.931663 1.127966 -5.13351 -290.757 -4.51359 -518.996 -3.56565 -23.0227 -150.927 -14.6997

100 18749 AI159395 protein kinase, cAMP dependent, catalytic, betaPrkacb 0.971416 0.868138 0.729014 0.766419 0.709948 0.697165 0.736928 0.822289 -31545.5 -140.457 0.999824 0.977106 0.99998 0.999996 0.999131 -5.36481
101 15109 AI154681 histidine ammonia lyase Hal 1.133657 0.744466 0.61545 0.610897 0.58706 0.458529 0.679613 0.876274 -78.3093 0.075143 0.999425 0.999567 0.999922 1 0.967261 -70.4725
102 20366 AI529008 small EDRK-rich factor 2 pseudogeneSerf2-ps 0.965516 0.930351 0.956263 1.187174 0.939412 0.912513 1.049425 1.039234 -95.6779 -50.3226 -84.5137 -0.4092 -61.8754 -30.0914 -79.6306 -91.8832
103 217737 AA833239 AHA1, activator of heat shock 90kDa protein ATPase homolog 1 (yeast)Ahsa1 1.055698 1.360585 1.285259 1.25055 1.128507 1.149697 1.00534 1.014474 -41.9349 0.995275 0.92131 0.729689 -10.0518 -5.3843 -59.6647 -58.3798
104 13424 AA833263 dynein, cytoplasmic, heavy chain 1Dnchc1 0.988638 1.151374 0.947615 0.930998 0.977941 0.913993 0.972311 1.095145 -57.135 0.8837 -21.2081 -9.47496 -49.9941 -2.94332 -45.1025 -2.77449
105 69019 AA833338 RIKEN cDNA 1810004F21 gene1810004F21Rik1.024132 1.006976 1.018216 1.092088 1.122725 1.114484 0.980423 1.230552 -26.5598 -31.7502 -28.8964 -1.8464 0.457705 0.126341 -28.1694 0.999629
106 101568 AI152017 vaccinia related kinase 3 Vrk3 0.923097 0.931043 0.922867 0.974113 1.048233 1.021679 0.899518 1.057081 -2.93411 -4.93941 -2.85758 -25.1478 -14.5691 -27.3887 0.126341 -10.6474
107 12912 AI158037 cAMP responsive element binding protein 1Creb1 1.006544 1.127825 1.018524 0.917279 0.959239 1.050413 0.849596 1.328074 -32.2126 -15.1417 -31.7502 -21.8967 -29.4359 -28.4669 -7.89227 0.265164
108 12483 AI159351 CD22 antigen Cd22 0.923985 0.947898 1.0365 1.018 1.631378 0.688171 0.894041 0.8846 -29.171 -29.6906 -31.8639 -26.5598 -2.35463 -7.47763 -20.501 -31.7502
109 11911 AI152301 activating transcription factor 4Atf4 0.945222 0.990411 0.98145 0.839265 1.150371 1.096222 1.097166 0.868613 -21.1013 -31.9159 -30.8032 0.168218 -3.09079 -12.0102 -10.3194 -1.90624
110 11486 AI152550 adenosine deaminase Ada 0.798152 0.821246 0.982496 0.910464 0.821462 1.056731 0.788142 1.057112 0.347418 -1.38205 -14.2152 -7.66869 -0.34779 -13.558 0.484073 -12.8647
111 12638 AI156185 cystic fibrosis transmembrane conductance regulator homologCftr 0.964313 1.011382 0.946923 0.905118 0.931628 0.935348 0.890697 0.875058 -13.054 -14.4379 -12.6655 -6.75454 -11.294 -9.80157 -4.9526 -5.11512
112 15374 AI573524 hematological and neurological expressed sequence 1Hn1 0.897942 1.00033 1.294929 1.246827 1.108304 1.041759 1.109271 1.419435 -1.56317 -14.4403 0.998093 0.983371 -1.95606 -10.7834 -1.90468 0.999993
113 16601 AI153855 basic transcription element binding protein 1Bteb1 0.926422 0.916206 1.115929 1.037941 0.799418 1.370667 0.951418 1.266938 -10.3432 -9.24964 -7.20859 -13.3463 -0.1883 0.74197 -12.5275 0.103725
114 17105 AI157812 lysozyme Lyzs 0.970298 0.997077 0.921255 0.880894 0.751539 0.893055 0.918993 1.567026 -13.507 -14.434 -8.87821 -4.3252 0.892737 -5.61525 -8.59874 0.999711
115 18260 AI154892 occludin Ocln 0.977654 1.028451 0.846919 0.989984 0.918797 1.018691 0.977539 1.20066 -12.457 -11.4592 0.979422 -14.0303 -1.33833 -13.054 -12.3855 0.993875
116 53599 AI155272 CD164 antigen Cd164 0.903049 0.972268 0.975754 0.989028 0.86502 0.830218 0.903284 0.944056 -4.40157 -13.233 -13.507 -14.2409 -0.89713 0.458955 -4.40157 -9.98349
117 AA981395 1.040852 1.165676 0.875666 0.778322 0.949063 0.898712 0.92683 1.144013 -12.3131 -1.08879 -2.11417 0.923211 -10.9559 -4.40157 -8.03976 -1.95606
118 12551 AA982462 cadherin 10 Cdh10 1.048361 1.006457 0.934488 1.043504 1.241796 1.05444 1.04563 0.899921 -12.9289 -14.3625 -13.233 -14.0303 -3.32217 -13.1745 -13.4547 -10.2539
119 11964 AI195304 ATPase, H+ transporting, V1 subunit A, isoform 1Atp6v1a1 1.060675 0.965875 0.99449 0.931691 0.976634 0.970153 0.918527 1.125417 -7.94682 -12.0903 -14.3774 -6.04526 -13.1148 -12.3131 -4.02588 -0.82447
120 59027 AI227311 RIKEN cDNA 1110035O14 gene1110035O14Rik1.223566 1.238869 0.987569 0.805593 0.971423 0.980598 0.868179 1.079091 -0.55573 -0.16331 -14.3086 -0.11465 -13.7032 -14.0978 -3.87998 -9.98349
121 13013 AI037715 cystatin 9 Cst9 0.889445 0.894036 0.975725 0.95882 0.886204 0.858447 1.051944 1.009646 -1.75444 -2.1682 -13.507 -11.294 -1.47135 0.103725 -10.4322 -14.3086
122 22024 AI046576 cysteine-rich secretory protein 2Crisp2 0.960163 0.841743 0.988961 0.835518 0.82305 0.929729 0.979145 0.999029 -4.74297 0.888188 -6.28178 0.920523 0.960981 -2.30088 -5.91751 -6.41553
123 20877 AI048384 aurora kinase B Aurkb 0.917528 0.945639 0.937514 0.905859 0.796966 0.987562 0.846897 1.218593 -3.78963 -5.17703 -4.78401 -3.16396 0.588209 -6.3534 -0.52183 0.190234
124 102462 AI173034 RIKEN cDNA 1190002L16 gene1190002L16Rik 0.984445 0.974346 1.007981 0.926399 0.964092 0.986326 1.014433 1.03151 -5.77998 -4.82476 -6.25216 0.015631 -3.6107 -5.91751 -5.89118 -4.23224
125 14260 AI173036 formin Fmn 0.911509 0.886174 0.957121 0.991132 0.887654 0.950123 1.016294 1.026017 -0.94976 -0.1442 -4.44865 -6.32086 0.157456 -3.87884 -6.1059 -5.69067
126 AI037693 0.875018 0.980733 0.974503 0.883019 0.828702 0.972947 0.932975 1.072569 -0.49588 -6.16586 -5.96837 -0.85836 0.656306 -5.91751 -3.78963 -3.74494
127 20671 AI048425 SRY-box containing gene 17Sox17 0.812836 1.123656 1.162715 0.858618 0.78599 0.870644 1.037721 -0.6564 -3.3422 -2.81168 -3.38689 -1.04406 -3.3422 -6.18449 NA
128 11640 AI047078 A kinase (PRKA) anchor protein 1Akap1 1.018901 1.253773 1.02708 0.943559 0.963861 0.98903 0.915983 1.019115 -5.1012 1 -3.96779 -0.1655 -2.46823 -5.91751 0.866188 -5.06273
129 54137 AI047576 proacrosin binding protein Acrbp 0.909844 1.083479 0.878668 0.91415 0.861647 0.915425 0.958085 1.073048 -0.5481 -1.37896 0.578933 -0.79904 0.823637 -0.85836 -4.31932 -2.05638
130 15234 AI225823 hepatocyte growth factor Hgf 0.918082 0.962481 0.964091 0.940069 0.866711 0.796132 0.807384 1.030689 -4.01214 -5.86425 -5.89118 -5.0239 -1.52154 0.487132 0.296959 -6.06262
131 14211 AI255214 SMC2 structural maintenance of chromosomes 2-like 1 (yeast)Smc2l1 0.862671 1.067483 1.061498 0.972222 0.949258 0.991511 0.788327 1.429349 0.416991 -3.43162 -3.83426 -5.72099 -4.31932 -6.3534 0.984041 0.999963
132 11609 AI316812 angiotensin II receptor, type 2Agtr2 0.997186 1.069633 1.069687 1.002822 1.07291 1.116522 0.937344 1.180067 -6.41553 -5.69067 -5.72099 -6.41553 -5.49786 -4.90537 -5.89118 -2.59576
133 13039 AA174215 cathepsin L Ctsl 0.938709 0.800791 0.792596 0.782658 0.80374 0.660493 0.684916 0.635001 -3.47637 0.97379 0.984041 0.991246 0.968879 0.999995 0.999993 1
134 58810 AI605721 aldo-keto reductase family 1, member A4 (aldehyde reductase)Akr1a4 0.978433 1.101422 1.136045 1.26189 1.229644 1.298167 1.512489 1.406884 -5.62844 0.123625 0.805381 0.999791 0.998642 0.999976 1 1
135 20090 W12819 ribosomal protein S29 Rps29 1.041233 1.023393 1.04557 1.041479 1.016007 1.100386 1.061667 1.16821 -4.70166 -5.80864 -4.36261 -4.66009 -6.12655 -0.74101 -3.16396 0.805381
136 74617 W10703 RIKEN cDNA 4833411K15 gene4833411K15Rik1.070175 1.288243 1.325099 1.364401 1.434876 1.43016 1.186675 1.293387 -2.13696 0.999652 0.999947 0.999993 1 1 0.951242 0.999734
137 11544 W10726 ADP-ribosylarginine hydrolaseAdprh 0.943906 0.853915 0.980203 0.941635 0.682269 0.774136 0.800568 0.963671 -2.76819 0.930484 -5.83674 -2.55307 1 0.999846 0.998551 -4.61826
138 16322 W10710 inhibin alpha Inha 0.999043 1.05969 0.997174 0.963272 0.957947 0.939117 0.998701 1.030353 -6.41553 -1.41416 -6.39853 -3.6107 -2.98695 -1.0123 -6.41364 -4.49138
139 W12178 0.904172 1.192805 0.966184 0.962691 0.981017 1.036883 1.017642 1.017561 0.47596 0.995278 -4.36261 -4.01214 -5.72099 -4.18847 -5.80864 -5.83674
140 12581 W12208 cyclin-dependent kinase inhibitor 2D (p19, inhibits CDK4)Cdkn2d 0.988299 0.836564 0.848883 0.98143 0.783852 0.972961 0.949124 1.066981 -6.21971 0.97379 0.940913 -5.91751 0.999529 -5.39487 -3.3422 -2.25957
141 14451 W13049 growth arrest specific 1 Gas1
142 W13631 1.002342 0.992168 0.988141 0.967968 1.005517 0.960927 1.085827 1.166793 -6.39287 -6.16586 -5.86425 -3.20842 -6.29553 -2.1776 0.763746 0.999783
143 17158 W09023 mannosidase 2, alpha 1 Man2a1 1.101472 1.071348 0.8847 0.746783 0.875866 0.847407 0.808996 0.982207 0.379027 -1.04406 0.848152 1 0.916184 0.990697 0.999725 -5.77998
144 20932 W12260 surfeit gene 4 Surf4 1.063635 0.997678 1.152817 1.079512 0.982711 1.008549 0.981907 0.897065 -0.69953 -2.46153 0.902194 -0.1609 -2.26624 -2.41943 -2.25479 0.598625
145 56334 W14393 RIKEN cDNA 1110032D12 gene1110032D12Rik1.023962 0.965147 1.051101 1.162615 1.05443 0.92967 1.032665 1.03456 -2.27739 -2.05062 -1.7016 0.606464 -1.62418 -1.04903 -2.12508 -2.08112
146 51793 W99217 dimethylarginine dimethylaminohydrolase 2Ddah2 0.934431 0.971181 1.026269 1.041059 1.033389 1.012287 1.030596 1.052889 -0.52248 -1.97046 -2.06598 -1.58478 -1.84975 -2.37219 -1.93693 -1.15357
147 W12121 1.009523 1.037174 0.912071 1.033793 1.021241 0.963438 0.86399 1.081129 -2.37993 -1.42344 0.475374 -1.66313 -2.08112 -1.40293 0.980179 0.289184
148 18160 W13098 natriuretic peptide receptor 1Npr1 1.090347 1.087918 1.157781 1.087699 1.107065 1.037523 0.984768 1.005003 -0.24656 -0.31748 0.794412 -0.31748 0.145927 -1.86755 -2.35574 -2.45307
149 20024 W11216 RNA polymerase II transcriptional coactivatorRpo2tc1 0.959728 0.945846 0.909334 0.992064 1.04607 0.964125 0.917798 1.018851 -0.92417 -0.19476 0.824183 -2.38734 -0.71963 -1.17448 0.703837 -2.06598
150 W13691 1.035147 1.106196 1.167031 1.333822 1.179552 1.241099 1.336134 1.261423 -2.08112 -0.31748 0.621774 0.9968 0.72188 0.946408 0.997083 0.970057
151 11792 W08299 apurinic/apyrimidinic endonuclease 1Apex1 0.981582 0.989507 1.284906 1.247879 1.377041 1.122836 1.039386 1.21286 -2.1668 -2.36412 0.999987 0.99988 1 0.863455 -1.36174 0.999002
152 15902 W08387 inhibitor of DNA binding 2 Idb2 1.305184 1.394446 0.93843 1.089213 1.401255 1.126168 1.262793 1.516238 0.703837 0.917624 -1.98692 -1.66313 0.925428 -1.09083 0.485045 0.987401
153 15203 W11571 hephaestin Heph 1.052379 0.856196 1.240755 1.065042 1.192696 1.315304 1.166052 1.166392 -2.08112 -0.21189 0.522365 -1.90261 0.089306 0.850162 -0.24656 -0.22916
154 W34460 1.031724 1.091516 1.249171 1.428044 1.370505 1.458441 1.339824 1.403285 -1.73953 0.414416 0.999801 1 1 1 0.999999 1
155 66082 W34507 abhydrolase domain containing 6Abhd6 1.01315 1.487997 1.738151 1.559963 1.389969 1.299608 1.023893 1.29113 -2.37993 1 1 1 0.99998 0.999094 -2.20616 0.998711
156 W14555 1.018943 1.004391 0.964926 0.974456 1.012794 0.989035 0.883237 1.070873 -2.45307 -2.458 -2.31903 -2.09601 -2.41368 -2.42484 0.089306 -1.11174
157 23833 W15001 CD52 antigen Cd52 0.938854 0.953592 1.016635 1.13759 0.869522 0.907071 1.316955 1.997559 -1.62418 -1.95379 -2.40118 -0.11117 0.089306 -0.78036 0.972402 1
158 56040 W14267 ribosomal protein, large, P1Rplp1 0.815646 0.92339 1.032731 1.067985 0.981855 1.170967 1.416699 1.334987 0.828117 -1.13265 -2.19331 -1.48455 -2.37993 0.455617 0.998751 0.988773
159 12068 W18376 blocked early in transport 1 homolog (S. cerevisiae)Bet1 1.002436 0.996498 0.998238 1.064108 0.88913 0.989529 0.980414 0.964603 -2.46153 -2.458 -2.46277 -0.98647 0.503976 -2.4076 -2.27739 -1.86755
160 27360 W18074 adducin 3 (gamma) Add3 0.994427 1.033844 1.115935 1.06266 1.010585 1.009094 1.013992 1.106418 -2.42484 -1.34107 0.93589 0.045261 -2.32867 -2.36412 -2.23104 0.886977
161 15399 AI324701 homeo box A2 Hoxa2 1.024545 1.119441 1.001075 1.039717 0.961424 0.992027 1.041709 1.024301 -2.01921 0.798912 -2.46365 -1.42344 -1.40293 -2.41368 -1.34107 -2.01921
162 68198 AI391300 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 2Ndufb2 0.997184 0.758124 0.813477 0.74259 0.728002 0.599028 1.058198 0.952409 -2.46277 0.977226 0.811911 0.988444 0.994299 0.999998 -1.75829 -1.91986
163 28080 W36942 ATP synthase, H+ transporting, mitochondrial F1 complex, O subunitAtp5o 1.006748 1.043747 0.965216 1.077214 1.063378 1.054887 1.08606 1.007325 -2.4299 -1.25799 -1.58478 0.030281 -0.44634 -0.78036 0.276912 -2.41943
164 20016 W20956 RNA polymerase 1-1 Rpo1-1 0.938867 1.100229 1.082846 1.05124 1.05157 1.04164 1.020016 1.195653 -0.29955 0.61418 0.25192 -0.86223 -0.86223 -1.2996 -2.13924 0.9967
165 W34262 1.031391 1.060413 1.087766 1.070789 1.151281 1.218512 0.980918 0.93518 -2.35574 -2.19331 -1.64372 -1.97046 -0.60026 -0.40893 -2.34703 -2.05062
166 19042 W18642 protein phosphatase 1A, magnesium dependent, alpha isoformPpm1a 1.028792 1.013955 0.855396 0.846684 0.956691 0.911523 0.923716 1.023017 -1.60453 -2.23104 0.998115 0.999229 -0.73981 0.811911 0.606464 -1.88517
167 13542 W29705 dishevelled, dsh homolog 1 (Drosophila)Dvl1 1.074892 1.068638 0.992372 0.976312 1.221675 1.072623 0.979656 1.088313 0.159704 -0.03112 -2.4076 -1.95379 0.999693 0.213305 -2.08112 0.503976
168 W30430 1.133195 1.295883 1.258786 1.106886 1.235727 1.294044 1.306507 1.260482 -0.11117 0.963855 0.9113 -0.61994 0.850162 0.962878 0.972402 0.915562
169 14751 W29397 glucose phosphate isomerase 1Gpi1 0.997496 1.047788 0.976206 1.03944 0.971958 1.080337 0.951828 0.987892 -2.458 -0.69953 -1.84975 -1.11174 -1.64372 0.485045 -0.56118 -2.29881
170 27053 W29492 asparagine synthetase Asns 1.007497 0.848498 1.077371 1.028861 1.118877 1.043175 0.815636 1.081839 -2.45007 0.54895 -1.23714 -2.25479 -0.29955 -2.00317 0.843104 -1.13265
171 53323 W29921 huntingtin interacting protein 2Hip2 1.034868 1.163004 1.159161 1.227045 1.196893 1.1387 1.220998 1.302437 -1.52491 0.98627 0.982772 0.999712 0.998115 0.947775 0.999572 0.999998
172 16619 W34620 kallikrein 27 Klk27 0.904608 0.98255 0.964115 0.97126 1.049825 0.898699 0.932117 0.919729 0.485045 -2.25479 -1.66313 -1.93693 -1.17448 0.598625 -0.33552 0.103687
173 13167 W33910 diazepam binding inhibitor Dbi 0.935202 1.01033 1.182234 1.011949 1.089272 1.195282 1.05059 0.965029 -1.25799 -2.4299 0.733394 -2.41943 -0.73981 0.807661 -1.73953 -2.06598
174 385608 AI430677 similar to 40S ribosomal protein S10na 1.01184 0.981323 1.116038 1.225958 1.205491 1.10955 1.410957 1.24999 -2.37993 -2.24306 0.57436 0.995241 0.988105 0.475374 0.999999 0.998489
175 56443 W34547 actin related protein 2/3 complex, subunit 1AArpc1a 0.991099 1.11884 1.091015 1.059588 1.168992 1.073137 1.041646 1.218387 -2.30907 0.992975 0.929075 0.424929 0.999933 0.749918 -0.3904 0.999999
176 14325 W34689 ferritin light chain 1 Ftl1 0.999673 1.000481 1.000234 1.001668 0.999997 0.999239 1.000239 0.999812 -2.46418 -2.46365 -2.46418 -2.45571 -2.46436 -2.46277 -2.46418 -2.46418
177 22784 W34988 solute carrier family 30 (zinc transporter), member 3Slc30a3 1.18942 0.982874 1.035924 0.951194 1.183856 1.170258 1.12796 1.251983 0.703837 -2.37993 -2.11067 -1.79535 0.664848 0.54895 -0.03112 0.937499
178 22378 W41126 WW domain binding protein 2Wbp2 0.988633 1.0569 1.046331 0.964766 1.026615 0.990262 0.92541 1.107346 -2.26624 0.117918 -0.37199 -0.92417 -1.52491 -2.31903 0.749918 0.95649
179 107686 W41213 small nuclear ribonucleoprotein D2Snrpd2 0.991453 1.040697 1.145243 1.187934 1.243373 1.336339 1.202536 1.398072 -2.37219 -0.92417 0.992546 0.999672 0.999995 1 0.999895 1
180 22174 W41438 TYRO3 protein tyrosine kinase 3Tyro3 0.995714 1.074616 1.071835 1.047049 1.187762 1.113203 1.127229 1.238654 -2.44673 0.239199 0.159704 -0.84168 0.99839 0.866612 0.93589 0.999945
181 12812 W40627 coilin Coil 1.151179 0.848111 0.996959 1.105529 1.147789 1.112055 0.767096 0.719261 -0.65957 -0.2641 -2.46277 -1.38236 -0.71963 -1.27881 0.72188 0.921613
182 15425 W33293 homeo box C6 Hoxc6 1.033419 1.128953 1.039266 1.028562 0.97194 1.022461 1.037882 1.083764 -0.65957 0.999301 -0.28176 -1.02816 -1.0073 -1.46425 -0.37199 0.942109
183 16158 W41820 interleukin 11 receptor, alpha chain 2Il11ra2 0.975336 0.961214 0.959548 0.935225 0.942287 0.94707 0.944827 0.861953 -1.93693 -1.2996 -1.21627 -0.07872 -0.3904 -0.60026 -0.50329 0.98228
184 W48168 0.989647 1.111815 1.038624 1.098335 1.094679 1.110418 1.213965 1.391199 -2.35574 0.850162 -1.27881 0.709956 0.65796 0.839467 0.999672 1
185 19730 W48230 ral guanine nucleotide dissociation stimulatorRalgds 0.908174 0.980178 1.063349 1.051929 1.000642 1.001272 1.187776 1.508639 0.173331 -2.25479 -0.92417 -1.32036 -2.46418 -2.46365 0.952932 1
186 26559 W41683 hormonally upregulated Neu-associated kinaseHunk 1.003407 0.772381 0.808158 0.790254 0.731997 0.802135 0.907043 1.080188 -2.458 0.999858 0.997578 0.999386 0.999996 0.99844 0.370926 -0.17776
187 66913 W46090 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 2Kdelr2 0.974961 1.188862 1.18516 0.919316 0.827504 0.927807 1.072864 1.052743 -2.31903 0.513238 0.475374 -1.15357 0.664848 -1.36174 -1.48455 -1.90261
188 66420 W45751 polymerase (RNA) II (DNA directed) polypeptide EPolr2e 0.951652 0.960498 0.998262 1.044422 1.067672 1.010527 0.967804 1.053153 0.074774 -0.42758 -2.458 -0.24656 0.643838 -2.26624 -0.92417 0.186807
189 69955 W45807 RIKEN cDNA 2810431B21 gene2810431B21Rik 1.02791 0.990379 0.954774 0.966559 1.009469 0.98218 0.976575 1.076478 -0.98647 -2.23104 0.25192 -0.4842 -2.24306 -1.72063 -1.2996 0.917624
190 18582 W45989 phosphodiesterase 6D, cGMP-specific, rod, deltaPde6d 1.025568 1.116799 1.074931 0.992362 1.093251 0.995606 1.031874 1.049447 -1.58478 0.979619 0.664848 -2.37219 0.892267 -2.43463 -1.19538 -0.19476
191 20692 W46030 secreted acidic cysteine rich glycoproteinSparc 1.003332 1.001617 1.16475 1.096909 1.036638 0.924374 1.091109 1.356582 -2.458 -2.46277 0.917624 0.173331 -1.77689 -0.21189 0.030281 0.999986
192 21652 AI425579 PHD finger protein 1 Phf1 0.929352 0.946285 0.889175 0.819598 0.951037 0.88122 1.078893 1.030785 -0.50329 -1.15357 0.57436 0.987401 -1.34107 0.691278 -0.40893 -2.00317
193 21428 W61621 transcription factor-like 4 Tcfl4 1.009848 0.814297 1.059815 0.922609 0.986157 0.900557 1.033606 1.033246 -2.42484 0.969236 -1.2996 -0.58067 -2.37993 0.074774 -2.03502 -2.03502
194 20525 W62486 solute carrier family 2 (facilitated glucose transporter), member 1Slc2a1 1.013833 1.185386 0.972926 1.032017 0.904793 1.061727 1.242522 0.97629 -2.33801 0.980179 -1.98692 -1.84975 0.485045 -0.71963 0.998751 -2.09601
195 13353 W54234 DiGeorge syndrome critical region gene 6Dgcr6 1.048043 0.850988 0.897275 0.921513 0.892107 1.016834 1.078407 1.044672 -0.88283 0.994125 0.839467 0.424929 0.884247 -2.20616 0.25192 -1.04903
196 15193 W53883 hepatoma-derived growth factor, related protein 2Hdgfrp2 0.954802 0.847493 0.884582 0.838888 0.840381 0.849054 0.94951 0.917387 -0.31748 0.999876 0.992322 0.999957 0.999947 0.999853 -0.03112 0.860232
197 21402 W53991 S-phase kinase-associated protein 1ASkp1a 1.009973 0.983143 1.004215 1.057308 0.964557 1.165292 1.312055 1.19681 -2.38734 -2.24306 -2.45007 -0.69953 -1.56492 0.974575 0.999993 0.980179
198 W61383 1.041526 1.132773 0.977828 0.936641 0.983334 1.016147 0.991889 1.050644 -1.11174 0.951688 -1.98692 0.015152 -2.18018 -2.20616 -2.39443 -0.67951
199 14608 W62391 G protein-coupled receptor 83Gpr83 1.022061 0.8254 0.97272 0.964716 0.921417 0.963649 0.935495 0.907502 -1.97046 0.999787 -1.72063 -1.2996 0.557549 -1.23714 0.131998 0.650957
200 14287 W59651 folylpolyglutamyl synthetase Fpgs 0.92551 0.968755 1.042062 1.078024 0.975963 1.145738 1.163926 1.010511 0.557549 -1.42344 -0.90348 0.503976 -1.81365 0.99029 0.997258 -2.32867
201 23994 W64075 DAZ associated protein 2 Dazap2 0.906769 0.76616 0.895857 0.948388 0.859639 0.842475 0.981039 0.953412 0.678286 0.999997 0.820171 -0.67951 0.983717 0.995655 -2.15315 -0.92417
202 15181 W62765 histone deacetylase 1 Hdac1 0.939389 0.945679 1.058248 1.031289 0.97392 0.971064 0.934486 1.045787 0.566019 0.348308 0.370926 -1.06992 -1.36174 -1.15357 0.57436 -0.17776
203 18472 W61996 platelet-activating factor acetylhydrolase, isoform 1b, beta1 subunitPafah1b1 0.914309 0.907902 0.902868 0.961543 0.896397 0.966398 1.011538 1.056505 0.875704 0.925428 0.950414 -0.76005 0.97164 -1.06992 -2.26624 0.060093
204 W62708 0.971886 0.955614 0.887957 0.923952 0.902638 1.045436 1.023152 0.952544 -1.77689 -0.96567 0.909097 0.348308 0.780394 -1.58478 -2.00317 -0.82118
205 68398 W70782 0.964645 1.024229 0.900099 0.879636 0.932013 0.958495 1.05795 0.923492 -1.52491 -2.01921 0.733394 0.915562 -0.06271 -1.23714 -0.61994 0.226327
206 15427 W64848 homeo box C9 Hoxc9 1.037939 0.969836 1.023594 1.057314 1.039189 1.093736 1.05002 1.017289 -1.11174 -1.46425 -1.84975 -0.14418 -1.04903 0.780394 -0.4842 -2.11067
207 17136 W76964 myelin-associated glycoproteinMag 0.926962 0.914467 0.856878 0.821973 0.872101 0.886286 0.887954 0.973958 -0.04684 0.325103 0.965738 0.997083 0.913454 0.811911 0.798912 -1.98692
208 66416 W64426 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 7 (B14.5a)Ndufa7 1.000032 1.021286 0.887009 0.943837 0.909763 0.977447 1.08358 0.986592 -2.46436 -1.91986 0.978453 0.030281 0.869706 -1.83178 0.684837 -2.23104
209 14252 W66775 flotillin 2 Flot2 0.949237 0.904963 0.814814 0.815736 0.825902 0.810153 0.962303 0.881004 0.045261 0.9598 0.999999 0.999999 0.999995 0.999999 -0.69953 0.996269
210 19725 W70909 regulatory factor X, 2 (influences HLA class II expression)Rfx2 0.972167 0.917615 0.992226 0.900188 0.871028 0.975928 1.007598 1.132059 -0.56899 0.78034 -0.97528 0.922533 0.990543 -0.67561 -0.97528 0.975387
211 W70994 1.032352 0.976354 1.114749 1.101804 1.00004 1.027898 1.197663 1.088593 -0.68573 -0.81494 0.72783 0.601176 -1.01198 -0.76264 0.988806 0.419162
212 13057 W74825 cytochrome b-245, alpha polypeptideCyba 0.952655 0.978811 0.957176 0.936035 0.876363 0.913661 1.021469 1.252156 -0.26286 -0.83124 -0.37162 0.160017 0.926089 0.594223 -0.83916 0.999619
213 54006 W71604 deformed epidermal autoregulatory factor 1 (Drosophila)Deaf1 0.966762 0.931038 0.952894 0.927469 0.905631 0.94737 1.021851 0.996916 0.245265 0.96723 0.717306 0.978441 0.998759 0.824383 -0.34758 -0.99471
214 23850 W81981 cellular repressor of E1A-stimulated genesCreg 1.027574 1.223182 1.294266 1.380283 1.265604 1.42815 1.586781 1.22991 -0.71546 0.999035 0.99998 1 0.999906 1 1 0.99932
215 14131 W82159 Fc receptor, IgG, low affinity IIIFcgr3 0.97605 1.045939 1.174609 1.011535 0.979987 0.861485 1.162128 1.662466 -0.77169 -0.29925 0.988489 -0.95376 -0.83916 0.977264 0.978441 1
216 57423 W82194 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit f, isoform 2Atp5j2 1.030024 1.041257 0.929342 0.993673 1.006954 1.017737 1.114151 0.987757 -0.40745 -0.03397 0.762271 -0.97901 -0.97136 -0.77169 0.976653 -1.01157
217 81489 W75670 DnaJ (Hsp40) homolog, subfamily B, member 1Dnajb1 0.930302 1.106641 0.922393 1.08388 0.745414 1.001955 0.96671 1.103519 -0.34758 0.082002 -0.21428 -0.21428 0.994834 -1.01157 -0.83916 0.047712
218 26362 W78330 AXL receptor tyrosine kinaseAxl 0.896791 0.961089 0.928871 0.89636 0.804064 0.762763 1.010402 1.5246 0.683841 -0.55786 0.149056 0.689619 0.997552 0.99988 -0.97901 1
219 74173 W82973 RIKEN cDNA 1700012B15 gene1700012B15Rik0.955616 0.915256 0.944945 0.852629 0.827428 0.985997 0.884101 1.025531 -0.72514 -0.12953 -0.59102 0.677982 0.841851 -0.98255 0.335498 -0.92179
220 26431 W80023 G protein-coupled receptor kinase-interactor 2Git2 0.803914 0.997228 0.879659 0.849047 0.8004 0.909134 1.03696 1.120052 0.999978 -1.00695 0.978441 0.998253 0.999949 0.851619 -0.35961 0.9459
221 13010 W78651 cystatin C Cst3 1.011863 0.840404 0.930703 0.970665 0.901742 0.915073 0.991874 1.108608 -0.88345 0.999982 0.816964 -0.31136 0.982133 0.943198 -0.94889 0.981644
222 17955 W81759 nucleosome assembly protein 1-like 4Nap1l4 0.986961 0.997631 0.987067 0.995176 0.967077 0.98963 1.06718 1.019152 -0.84694 -1.00695 -0.84694 -0.98903 -0.14159 -0.90339 0.74304 -0.67561
223 109979 W82798 ADP-ribosyltransferase 3 Art3 1.078147 0.833392 0.890763 0.893924 0.807223 0.827236 0.873108 0.94384 0.245265 0.989709 0.788951 0.757574 0.998198 0.99289 0.904614 -0.275
224 15312 W83341 high mobility group nucleosomal binding domain 1Hmgn1 0.922316 1.008057 0.93206 1.045987 0.944089 1.038541 0.895637 0.905165 0.587183 -0.97901 0.40116 -0.21428 0.115797 -0.40745 0.888296 0.81316
225 105988 W83574 extra spindle poles-like 1 (S. cerevisiae)Espl1 0.967829 0.880929 0.936404 0.954297 0.888106 0.946674 1.04982 0.992201 -0.08152 0.999341 0.820705 0.428035 0.998456 0.634656 0.479453 -0.9386
226 54405 W83104 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 1Ndufa1 1.011087 0.980382 0.932345 0.929896 0.92425 0.994279 0.941518 0.925281 -0.9097 -0.69575 0.74304 0.78034 0.845165 -0.98255 0.565542 0.835045
227 20778 W82738 scavenger receptor class B, member 1Scarb1 0.952207 0.938861 0.891511 1.059703 0.736605 0.758802 0.997719 0.872718 -0.58005 -0.34758 0.445522 -0.43115 0.999341 0.997552 -1.01105 0.666019
228 67264 W83085 NADH dehydrogenase (ubiquinone) 1 beta subcomplex 8Ndufb8 0.984417 1.015848 0.911896 0.964488 0.974984 1.038857 1.050895 0.981537 -0.80657 -0.80657 0.93436 -0.15367 -0.52403 -0.08152 0.286147 -0.7347
229 12257 W82946 benzodiazepine receptor, peripheralBzrp 1.124266 0.955142 0.934438 0.880632 0.787176 0.892665 0.849944 1.0429 0.487718 -0.62344 -0.26286 0.594223 0.989416 0.445522 0.845165 -0.68573
230 26572 W83216 COP9 (constitutive photomorphogenic) homolog, subunit 3 (Arabidopsis thaliana)Cops3 1.061635 0.96782 1.03216 0.952377 0.962884 1.083327 0.855827 0.97598 -0.20214 -0.72514 -0.7347 -0.41932 -0.63407 0.192505 0.927813 -0.84694
231 14419 W83304 galanin Gal 0.950552 0.985951 0.933387 0.858821 0.842743 0.956882 0.911954 0.98638 -0.61272 -0.97528 -0.33553 0.711927 0.824383 -0.69575 0.03618 -0.97901
232 14230 W84142 FK506 binding protein 10 Fkbp10 1.033687 1.131909 1.186014 1.230404 1.193944 1.27988 1.149273 1.032066 -0.26286 0.994194 0.999923 0.999998 0.99996 1 0.998456 -0.31136
233 15437 AI430412 homeo box D8 Hoxd8 0.929809 0.985562 0.880547 0.885884 0.94154 1.006813 0.977591 0.939348 0.683841 -0.86202 0.989416 0.983529 0.436821 -0.97901 -0.67561 0.487718
234 13136 W83988 decay accelerating factor 1 Daf1 0.861103 0.966559 0.981548 0.972729 0.913828 0.902156 1.037396 1.052513 0.93436 -0.66537 -0.90339 -0.78062 0.445522 0.62152 -0.61272 -0.31136
235 16391 W84302 interferon dependent positive acting transcription factor 3 gammaIsgf3g 0.961173 0.887807 0.877652 0.875755 0.791672 0.841285 0.968812 0.927594 -0.33553 0.937433 0.96723 0.971202 0.999977 0.997833 -0.54665 0.527726
236 W87045 0.936754 0.978189 0.908487 0.96879 0.960217 1.013578 0.987431 1.000627 0.203199 -0.80657 0.717306 -0.61272 -0.39554 -0.93318 -0.94384 -1.01187
237 56612 W88132 prefoldin 5 Pfdn5 0.962123 0.970995 0.923391 0.979479 0.980326 1.007077 1.083797 1.031042 0.234857 -0.14159 0.957762 -0.52403 -0.55786 -0.94889 0.960833 -0.09348
238 20643 W85296 small nuclear ribonucleoprotein ESnrpe 0.967393 1.067308 0.986902 0.927554 0.851451 0.978951 0.933688 1.041489 -0.79806 -0.29925 -0.97528 -0.11749 0.845165 -0.92179 -0.23857 -0.69575
239 30926 W85535 thioredoxin-like 2 Txnl2 1.001791 1.087641 1.043039 1.134655 1.113721 1.11792 1.07859 1.145386 -1.01033 0.757574 -0.16577 0.979008 0.932775 0.9459 0.641096 0.988806
240 17000 W89254 lymphotoxin B receptor Ltbr 1.063259 0.899628 0.856784 0.844191 0.779635 0.809317 0.885591 0.944773 0.03618 0.88578 0.993847 0.997766 0.999995 0.999906 0.952159 0.149056
241 13043 W96939 cortactin Cttn 0.997633 0.912078 0.972769 1.037681 0.962311 1.078959 1.170212 1.150058 -1.00368 0.99527 -0.09348 0.315996 0.37352 0.971942 0.999999 0.999991
242 56717 AI325857 FK506 binding protein 12-rapamycin associated protein 1Frap1 1.005474 0.961041 0.839816 0.889028 0.907907 0.921337 0.925559 1.05801 -0.97901 0.170913 0.999997 0.997962 0.984403 0.944563 0.918828 0.653725
243 18541 W89405 pericentrin 2 Pcnt2 1.182976 0.840511 1.188965 0.881369 0.927566 0.810768 0.828838 0.585022 0.419162 0.471101 0.462662 0.012971 -0.55786 0.706469 0.572843 0.999945
244 11520 W89846 adipose differentiation related proteinAdfp 0.89194 0.663487 0.687485 0.807231 0.870379 1.321784 1.159879 1.291618 -0.29925 0.988163 0.974058 0.550678 -0.05768 0.835045 0.03618 0.757574
245 54364 W89823 ribonuclease P2 Rnasep2 0.959657 0.970055 0.946494 0.867361 0.877071 0.984114 0.940065 1.023254 -0.50115 -0.71546 -0.20214 0.92433 0.880602 -0.92179 -0.04581 -0.83916
246 12297 W90827 calcium channel, voltage-dependent, beta 3 subunitCacnb3 0.996717 0.910856 0.88454 0.944841 0.926117 0.979909 1.040811 1.01692 -1.00368 0.927813 0.991795 0.436821 0.797288 -0.70566 -0.05768 -0.79806
247 21807 W96821 transforming growth factor beta 1 induced transcript 4Tgfb1i4 0.936221 0.850068 1.1449 1.197433 1.101142 0.963288 1.165863 0.956067 -0.76264 0.082002 -0.16577 0.234857 -0.52403 -0.92757 0.001298 -0.89027
248 66596 W99934 general transcription factor III AGtf3a 1.002225 1.020759 1.016055 1.157171 1.083433 0.99211 1.050656 1.004095 -1.00695 -0.62344 -0.77169 0.99976 0.906768 -0.94889 0.40116 -0.99471
249 15417 W97853 homeo box B9 Hoxb9 0.958344 0.962127 0.864611 0.936385 0.980562 0.925967 1.021689 1.032301 -0.53538 -0.61272 0.897891 -0.05768 -0.89692 0.160017 -0.87647 -0.7347
250 12015 W98547 Bcl-associated death promoterBad 0.993944 0.875855 0.890433 0.857739 0.904977 0.808716 0.960216 0.902599 -0.98255 0.996485 0.986403 0.999439 0.954476 0.999998 -0.03397 0.962767
251 22419 W91468 wingless-related MMTV integration site 5BWnt5b 0.997155 1.065038 1.050712 0.985696 0.884006 1.001743 1.024363 0.891605 -1.00828 0.170913 -0.16577 -0.92179 0.920699 -1.01033 -0.76264 0.880602
252 18971 W91387 polymerase (DNA directed), delta 1, catalytic subunitPold1 0.982455 0.982845 0.970731 1.05921 0.987849 0.984129 0.986388 1.084803 -0.7894 -0.79806 -0.44294 0.410204 -0.90339 -0.82316 -0.87647 0.816964
253 11765 AA002389 adaptor protein complex AP-1, gamma 1 subunitAp1g1 0.903414 1.007386 0.951275 0.940139 0.834039 0.781455 0.992482 0.908581 0.926089 -0.97528 0.126945 0.436821 0.999816 0.999999 -0.97136 0.895562
254 18673 AA000102 prohibitin Phb 0.96327 1.025232 0.999797 1.047638 1.014272 1.148006 1.120503 1.050635 -0.16577 -0.58005 -1.01187 0.138032 -0.86202 0.997236 0.981143 0.224376
255 140858 AA000181 WD repeat domain 5 Wdr5 0.89723 0.958174 0.9846 1.025959 0.997037 0.87488 0.923607 0.968646 0.982133 0.093324 -0.80657 -0.51262 -1.00368 0.997899 0.857847 -0.28713
256 20020 AA000244 polymerase (RNA) II (DNA directed) polypeptide APolr2a 1.008112 1.172486 0.998989 0.945243 0.879726 0.920484 0.996924 0.96921 -0.96725 0.998594 -1.01105 0.286147 0.985634 0.771448 -1.00542 -0.45468
257 11465 AA000327 actin, gamma, cytoplasmic Actg 0.871138 0.934134 1.468898 1.340102 1.228878 0.845909 1.054135 1.004127 -0.23857 -0.7894 0.941803 0.757574 0.306126 0.012971 -0.87647 -1.01105
258 18632 AA003271 peroxisomal biogenesis factor 11bPex11b 0.943326 0.941293 0.987535 0.958501 0.934035 1.015878 1.046467 1.044689 0.775929 0.80929 -0.80657 0.382817 0.895562 -0.70566 0.479453 0.428035
259 AA051014 0.902929 0.953146 0.834452 0.724314 0.721348 0.867782 0.905281 0.833254 0.851619 -0.10547 0.998834 1 1 0.983972 0.835045 0.998939
260 17865 AA003042 myeloblastosis oncogene-like 2Mybl2 0.901263 1.004647 0.924831 0.938784 0.859657 0.910666 1.099981 0.968667 0.906768 -0.9996 0.659913 0.37352 0.995407 0.835045 0.851619 -0.48961
261 19255 AA003599 protein tyrosine phosphatase, non-receptor type 2Ptpn2 0.964973 0.977305 0.952604 0.952491 0.932228 0.918311 0.9006 0.936113 -0.19001 -0.61272 0.234857 0.245265 0.722607 0.88578 0.970445 0.653725
262 245474 AA008051 similar to DYSKERIN na 0.971092 1.098625 1.0743 0.950244 1.011067 0.896884 0.97169 0.97351 -0.71546 0.580056 0.203199 -0.25072 -0.96725 0.747959 -0.7347 -0.76264
263 15893 AA008044 islet cell autoantigen 1 Ica1 0.976813 0.985229 1.004775 0.958213 0.920256 0.988061 1.004567 1.04514 -0.68573 -0.86933 -0.99726 -0.11749 0.766896 -0.92179 -0.9996 -0.08152
264 56455 AA008134 dynein, cytoplasmic, light chain 1Dnclc1 1.020499 1.295087 1.957959 1.908984 2.078966 1.719293 1.495152 1.459241 -1.00941 0.893186 1 0.999999 1 0.999965 0.997319 0.994523
265 22210 AA003956 ubiquitin-conjugating enzyme E2B, RAD6 homology (S. cerevisiae)Ube2b 0.927666 0.884923 0.797064 0.903598 0.823008 1.024771 0.864906 0.991299 0.345127 0.88578 0.999677 0.72783 0.997552 -0.78062 0.960833 -0.98255
266 20744 AA014532 spermatid perinuclear RNA binding proteinSpnr 1.034602 1.050103 0.962204 0.897527 0.967309 0.946686 0.944661 1.017492 -0.47802 -0.06958 -0.35961 0.893186 -0.50115 0.082002 0.138032 -0.85456
267 21645 AA008471 t-complex-associated testis expressed 1Tcte1 0.945499 0.89143 0.857725 0.82565 0.85844 0.881415 0.975339 0.944723 0.047712 0.897891 0.987829 0.998939 0.987135 0.943198 -0.7347 0.059195
268 85305 AA004176 lysyl-tRNA synthetase Kars 0.984986 0.958695 0.996785 1.119955 1.045162 1.038177 1.068347 1.063024 -0.89027 -0.25072 -1.00695 0.920699 -0.20214 -0.38359 0.364138 0.245265
269 18991 AA014507 POU domain, class 3, transcription factor 1Pou3f1 1.041796 0.952765 0.808525 0.8992 0.895674 0.969895 0.921655 0.985548 0.213823 0.454135 1 0.99348 0.995541 -0.19001 0.941803 -0.78062
270 18762 AA014771 protein kinase C, zeta Prkcz 0.942551 0.836568 0.834946 0.852662 0.846488 0.789716 0.898189 0.89635 -0.21428 0.971202 0.974058 0.935913 0.952159 0.998253 0.601176 0.628131
271 14645 AA011759 glutamate-ammonia ligase (glutamine synthase)Glul 1.250595 0.962987 1.015184 0.993647 0.704737 0.795091 0.720565 0.780646 0.695316 -0.90339 -0.99471 -1.00828 0.975387 0.722607 0.959833 0.797288
272 20115 AA014823 ribosomal protein S7 Rps7 0.942311 1.017499 1.233012 1.164236 1.363143 1.27037 1.375013 1.291228 -0.51262 -0.96294 0.929502 0.672042 0.997833 0.972664 0.998456 0.983972
273 110809 AA013943 splicing factor, arginine/serine-rich 1 (ASF/SF2)Sfrs1 0.895893 0.863715 1.006568 1.197554 1.026717 1.069805 0.996301 1.039441 0.949737 0.996039 -0.98255 0.999726 -0.60191 0.527726 -1.00368 -0.23857
274 71904 AA015365 RIKEN cDNA 2310021M12 gene2310021M12Rik0.987332 0.983886 0.982062 0.997964 0.990716 1.01137 0.999656 1.019448 -0.83124 -0.7347 -0.66537 -1.00695 -0.91583 -0.86933 -1.01187 -0.62344
275 67782 AA015478 1.058441 0.971059 1.019961 1.096297 0.866771 0.953215 0.870112 1.042873 -0.7347 -0.93318 -0.97528 -0.35961 0.203199 -0.80657 0.170913 -0.85456
276 12424 AA016824 cholecystokinin Cck 1.013157 0.977015 0.915107 0.946951 0.864444 0.905413 1.001887 0.872829 -0.9386 -0.7894 0.62152 -0.05768 0.972664 0.747959 -1.01033 0.954476
277 16832 AA017955 lactate dehydrogenase 2, B chainLdh2 0.967993 1.009097 0.964069 0.840392 0.920311 0.997516 1.021242 0.969698 -0.65504 -0.98255 -0.56899 0.987135 0.419162 -1.00941 -0.85456 -0.69575
278 19988 AA014108 ribosomal protein L6 Rpl6 1.012466 0.990126 1.087243 1.14966 1.15718 1.302575 1.264448 1.193177 -0.91583 -0.94889 0.762271 0.992251 0.995129 1 0.999997 0.999538
279 15526 AA014915 heat shock protein, A Hspa9a 0.871798 0.911383 0.976672 1.015398 1.076112 1.017037 1.042981 1.160129 0.677982 0.149056 -0.90339 -0.96294 -0.17788 -0.95376 -0.68573 0.762271
280 AA015216 1.003957 1.020732 0.928897 0.948377 0.940423 1.067336 0.970604 1.005818 -1.00695 -0.88345 0.115797 -0.31136 -0.14159 -0.05768 -0.75345 -1.00174
281 53611 AA016379 vesicle transport through interaction with t-SNAREs homolog 1A (yeast)Vti1a 0.956448 0.992147 0.962011 0.93284 0.885762 0.965642 0.965371 1.058472 -0.04581 -0.97136 -0.22642 0.580056 0.977264 -0.34758 -0.33553 0.296175
282 17219 AA016759 minichromosome maintenance deficient 6 (MIS5 homolog, S. pombe) (S. cerevisiae)Mcm6 0.84296 0.976136 0.88249 0.918249 0.626767 0.824316 0.809672 1.140793 0.888296 -0.89027 0.587183 0.047712 1 0.947207 0.971942 0.653725
283 17776 AA016762 microtubule associated testis specific serine/threonine protein kinaseMtssk 1.002408 1.01012 1.029351 1.05892 0.916386 0.90573 0.948126 0.937676 -1.00695 -0.93318 -0.44294 0.428035 0.883215 0.9459 0.325787 0.587183
284 15184 AA017742 histone deacetylase 5 Hdac5 1.03898 1.073872 1.035398 0.948826 0.857936 1.048398 1.208372 1.156446 -0.77169 -0.28713 -0.80657 -0.58005 0.72783 -0.65504 0.897891 0.672042
285 AA023906 1.009796 1.124911 1.167329 1.190298 1.330729 1.284633 1.161691 1.040565 -0.95845 0.954476 0.996039 0.999035 1 0.999998 0.994361 -0.26286
286 22359 AA020307 very low density lipoprotein receptorVldlr 1.154768 1.145509 1.000632 1.245562 1.468807 1.63806 1.798798 1.104617 0.354674 0.265858 -1.01187 0.845165 0.998456 0.999964 0.999999 -0.16577
287 AA023082 0.887007 0.928921 0.885089 0.846393 0.922078 0.828582 0.990087 1.144477 0.80929 0.192505 0.820705 0.974058 0.335498 0.991064 -0.97901 0.893186
288 22286 AA023614 undifferentiated embryonic cell transcription factor 1Utf1 0.931296 0.990791 0.975523 0.801344 0.885181 0.890562 1.022194 1.159118 0.126945 -0.98255 -0.81494 0.998306 0.80929 0.766896 -0.85456 0.932775
289 16453 AA023670 Janus kinase 3 Jak3 0.964329 0.911623 1.066656 1.005286 0.956453 0.941393 1.014472 1.128481 -0.66537 0.392031 -0.11749 -1.00368 -0.51262 -0.20214 -0.95376 0.72783
290 20364 AA023745 selenoprotein W, muscle 1 Sepw1 0.959923 0.940767 0.951406 1.042964 0.945238 1.020759 0.98688 1.103571 0.001298 0.572843 0.286147 0.047712 0.462662 -0.68573 -0.86933 0.956691
291 12916 AA030254 cAMP responsive element modulatorCrem 1.049913 1.179301 0.999474 1.171298 1.140577 0.890424 0.941069 0.951365 -0.6446 0.775929 -1.01187 0.732976 0.511986 0.181743 -0.47802 -0.63407
292 22218 AA030059 ubiquitin-like 1 Ubl1 0.973619 1.221945 0.937863 1.019594 0.984381 0.965204 0.933542 1.116379 -0.53538 0.999987 0.558154 -0.74414 -0.83124 -0.26286 0.641096 0.970445
293 12144 AA030433 Bloom syndrome homolog (human)Blm 0.92264 0.85751 0.882299 0.90223 0.946566 1.090463 0.951451 1.107249 0.511986 0.983972 0.926089 0.793154 -0.03397 0.608044 -0.16577 0.78468
294 AA032512 1.020361 0.984554 1.009695 0.980497 1.002667 0.949158 0.912102 0.996695 -0.68573 -0.80657 -0.93318 -0.69575 -1.00542 0.37352 0.937433 -1.00174
295 320499 AA027367 0.912977 1.084101 1.024473 0.917929 1.020138 0.925056 0.880102 0.985845 0.972664 0.935913 -0.44294 0.956691 -0.61272 0.918828 0.999227 -0.79806
296 12464 AA027583 chaperonin subunit 4 (delta)Cct4 0.977103 1.041266 0.990389 0.995154 1.020893 1.067933 0.937688 1.108723 -0.86202 -0.58005 -0.98588 -1.00542 -0.89027 -0.06958 -0.10547 0.565542
297 20085 AA030284 ribosomal protein S19 Rps19 1.001486 1.010273 1.157823 1.272461 1.269637 1.344844 1.312596 1.329501 -1.01105 -0.96294 0.983529 0.999977 0.999972 1 0.999998 0.999999
298 17256 AA028786 male enhanced antigen 1 Mea1 1.010073 1.011679 1.058814 1.0312 1.054609 1.024239 1.025416 1.092071 -0.87647 -0.83124 0.766896 -0.05768 0.695316 -0.35961 -0.31136 0.984403
299 16828 AA028349 lactate dehydrogenase 1, A chainLdh1 1.131473 0.875038 1.289939 0.993372 1.130159 1.194806 1.076011 1.298256 0.012971 0.126945 0.888296 -1.00828 0.001298 0.527726 -0.55786 0.902417
300 59069 AA032933 tropomyosin 3, gamma Tpm3 0.96524 0.981132 0.983926 0.970933 1.085766 0.958983 0.997333 1.267519 -0.33553 -0.7894 -0.84694 -0.51262 0.762271 -0.14159 -1.00695 0.999998
301 11545 AA032357 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 1Adprt1 0.974709 0.978655 0.994169 1.055385 0.899326 0.969752 0.890463 0.893371 -0.43115 -0.58005 -0.97528 0.535464 0.989416 -0.23857 0.995797 0.994361
302 22117 AA032612 thiosulfate sulfurtransferase, mitochondrialTst 0.942217 1.018153 0.993915 1.064862 0.929589 0.958267 0.895963 0.952187 0.047712 -0.87647 -0.99471 0.126945 0.345127 -0.35961 0.831552 -0.20214
303 51810 AA032558 heterogeneous nuclear ribonucleoprotein UHnrpu 0.975836 1.130921 1.010266 1.014158 0.966172 0.832675 0.935353 1.06284 -0.75345 0.92433 -0.96294 -0.92179 -0.53538 0.997625 0.265858 0.138032
304 17096 AA032394 Yamaguchi sarcoma viral (v-yes-1) oncogene homologLyn 0.972121 1.070245 0.99969 0.953202 0.904099 0.975964 1.020228 1.288665 -0.37162 0.762271 -1.01187 0.315996 0.977264 -0.51262 -0.65504 1
305 12442 AA033463 cyclin B2 Ccnb2 0.952825 1.033975 1.020441 0.96161 0.859809 0.925812 0.891739 1.140933 -0.60191 -0.80657 -0.93318 -0.7347 0.762271 -0.12953 0.428035 0.608044
306 381799 AA033337 similar to Translationally controlled tumor protein (TCTP) (p23) (21 kDa polypeptide) (p21) (Lens epithelial protein)na 1.029705 1.044631 1.090761 1.091548 0.973941 0.983025 1.090796 1.042747 -0.77169 -0.51262 0.335498 0.354674 -0.81494 -0.92757 0.335498 -0.54665
307 229663 AA033352 DNA segment, Chr 3, MJeffers 1D3Jfr1 1.076581 1.114581 1.064975 1.09514 1.203191 1.087773 1.078128 1.168117 0.40116 0.845165 0.170913 0.672042 0.997833 0.580056 0.428035 0.986403
308 12626 AA033392 centrin 3 Cetn3 1.019437 0.999977 0.983067 1.009358 1.045478 1.010928 0.992741 1.198162 -0.62344 -1.01198 -0.69575 -0.91583 0.345127 -0.87647 -0.94889 0.999999
309 69953 AA034754 RIKEN cDNA 2810025M15 gene2810025M15Rik1.017982 0.981174 1.013687 0.909031 0.894959 0.983307 0.891068 1.127519 -0.96294 -0.95376 -0.98255 0.024599 0.245265 -0.96725 0.296175 0.354674
310 18002 AA014342 neural precursor cell expressed, developmentally down-regulated gene 8Nedd8 1.005797 1.050472 1.066855 1.004278 1.063695 0.959321 0.98105 1.118241 -0.96294 0.666019 0.902417 -0.98255 0.875225 0.445522 -0.52403 0.99942
311 17128 AA030901 MAD homolog 4 (Drosophila)Madh4 1.016802 1.031768 1.045031 0.93408 1.047488 0.927831 0.868021 0.967219 -0.92179 -0.71546 -0.47802 0.03618 -0.43115 0.170913 0.902417 -0.68573
312 20832 AA030906 signal sequence receptor, deltaSsr4 1.018756 0.972676 1.108396 1.046251 1.01163 0.981882 0.987826 0.997497 -0.7894 -0.54665 0.931155 -0.01042 -0.92179 -0.79806 -0.9097 -1.00828
313 68776 AA034616 TAF11 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf11 0.897383 1.016494 0.935979 1.029728 0.981797 1.031488 1.037309 1.069283 0.984824 -0.78062 0.706469 -0.35961 -0.72514 -0.29925 -0.09348 0.722607
314 20044 AA015188 ribosomal protein S14 Rps14 1.071312 0.97422 1.052516 1.162276 1.058732 1.188766 1.239747 1.253846 0.296175 -0.72514 -0.11749 0.981143 0.024599 0.994984 0.999687 0.999854
315 15191 AA015083 hepatoma-derived growth factorHdgf 0.992494 1.149097 0.981974 1.037967 1.044782 1.011239 1.011278 1.058758 -0.97901 0.989994 -0.81494 -0.32345 -0.12953 -0.9386 -0.9386 0.245265
316 14254 AA014250 FMS-like tyrosine kinase 1 Flt1 0.922356 0.986666 0.906217 0.917517 0.838353 0.882432 0.946562 0.944595 0.835045 -0.86933 0.9459 0.880602 0.999923 0.992683 0.382817 0.436821
317 19921 AA035973 ribosomal protein L19 Rpl19 1.333703 0.90437 1.113606 1.075341 1.126948 1.191606 1.14027 1.157942 0.944563 -0.26286 -0.17788 -0.58005 -0.04581 0.495895 0.082002 0.245265
318 54401 AA039002 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, beta polypeptideYwhab 1.012179 1.168096 1.08943 0.969558 1.091492 1.041995 1.017891 1.042246 -0.9097 0.998759 0.831552 -0.43115 0.848421 -0.10547 -0.79806 -0.10547
319 AA041636 0.974807 0.958267 1.063989 0.916495 1.039282 0.945651 1.050969 1.157642 -0.65504 -0.16577 0.354674 0.775929 -0.28713 0.203199 0.03618 0.993666
320 22057 AA036170 transducer of ErbB-2.1 Tob1 0.799723 0.98198 0.614139 0.621759 0.681466 0.786092 0.798613 0.896998 0.869644 -0.97528 0.999967 0.999949 0.998719 0.914968 0.875225 -0.02218
321 58803 AA038137 RIKEN cDNA 1110035E17 gene1110035E17Rik0.984933 1.009383 1.036722 1.082571 1.137758 1.162026 1.073993 1.209855 -0.77169 -0.91583 0.001298 0.920699 0.999176 0.999915 0.857847 0.999999
322 12874 AA038455 carboxypeptidase D Cpd 0.942622 1.068905 1.035714 0.905521 0.991709 0.933524 1.065619 1.128452 -0.05768 0.115797 -0.60191 0.659913 -0.98588 0.160017 0.047712 0.851619
323 19170 AA039189 proteasome (prosome, macropain) subunit, beta type 1Psmb1
324 11758 AA039135 peroxiredoxin 6 Prdx6 1.102361 1.000012 0.915427 1.00069 1.032706 1.009809 1.013638 0.866354 0.535464 -1.01198 0.40116 -1.01187 -0.70566 -0.98255 -0.95376 0.906768
325 15463 AA049862 HIV-1 Rev binding protein Hrb 0.936175 1.000113 0.951623 0.976621 0.989637 0.90308 1.049256 1.085529 0.683841 -1.01198 0.306126 -0.58005 -0.91583 0.969669 0.255599 0.877939
326 70533 AA041651 RIKEN cDNA 4632412E09 gene4632412E09Rik 0.97238 0.985748 0.973757 1.105742 1.067177 1.01412 1.068651 1.1298 -0.43115 -0.83916 -0.47802 0.966379 0.659913 -0.84694 0.689619 0.994023
327 15893 AA041785 islet cell autoantigen 1 Ica1 1.022084 0.984097 0.944385 1.037313 1.056789 0.930739 1.051453 1.112232 -0.88345 -0.9386 -0.275 -0.66537 -0.32345 0.012971 -0.41932 0.565542
328 AA050086 0.953231 1.004482 1.016813 1.033436 0.928962 0.880514 1.015092 1.052152 0.454135 -0.98903 -0.71546 -0.08152 0.897891 0.999341 -0.76264 0.535464
329 19684 AA050683 radixin Rdx 0.958419 0.985561 0.752254 0.86196 0.778413 0.757786 0.733227 0.912982 -0.21428 -0.89692 1 0.992251 0.999997 1 1 0.78468
330 AA049474 1.055178 1.036076 1.02145 1.047599 1.004718 1.038885 1.06185 1.125607 0.565542 -0.02218 -0.58005 0.364138 -0.98903 0.082002 0.695316 0.997476
331 19242 AA049699 pleiotrophin Ptn 1.045554 0.970051 1.056123 1.044762 1.101421 1.074643 1.099164 1.151232 -0.01042 -0.45468 0.286147 -0.03397 0.91095 0.659913 0.897891 0.99592
332 20463 AA050684 cytochrome c oxidase subunit VIIa polypeptide 2-likeCox7a2l 1.044151 1.037315 1.097108 1.05888 1.009719 1.028329 1.083005 1.163341 -0.46638 -0.60191 0.511986 -0.16577 -0.97901 -0.76264 0.296175 0.9459
333 15289 AA050755 high mobility group box 1 Hmgb1 1.011689 1.081357 1.025042 0.94794 0.941868 0.952218 0.922404 1.058666 -0.91583 0.775929 -0.60191 0.296175 0.454135 0.170913 0.805356 0.382817
334 AA050665 1.003658 1.126557 1.136924 1.04182 1.156239 1.103614 1.227146 1.337632 -1.00368 0.950962 0.971942 -0.26286 0.990273 0.851619 0.999876 1
335 78038 AA050443 RIKEN cDNA 4930552N12 gene4930552N12Rik0.989295 1.018296 1.043527 1.086583 1.13596 1.118826 1.067198 1.074687 -0.87647 -0.6446 0.315996 0.958809 0.999522 0.997552 0.827999 0.897891
336 67186 AA047991 ribosomal protein, large P2 Rplp2 0.982089 1.017731 1.17584 1.198879 1.181699 1.194522 1.313231 1.199769 -0.92179 -0.92757 0.929502 0.96723 0.941803 0.961811 0.999594 0.968875
337 12585 AI385804 cerebellar degeneration-related 2Cdr2 0.952701 0.94035 0.914262 1.095985 1.100967 1.031422 0.954865 0.963137 -0.23857 0.082002 0.445522 0.634656 0.689619 -0.6446 -0.28713 -0.50115
338 15211 AA050045 hexosaminidase A Hexa 1.043 1.125622 1.047624 1.131457 1.093437 1.12076 1.28236 1.629933 -0.19001 0.957762 -0.05768 0.969669 0.793154 0.9459 0.999998 1
339 12859 AA049270 cytochrome c oxidase, subunit VbCox5b 1.008361 1.041057 0.973744 1.212415 1.08506 1.016984 1.03701 0.945088 -0.99726 -0.67561 -0.85456 0.958809 0.047712 -0.94889 -0.7347 -0.40745
340 19942 AA049235 ribosomal protein L27 Rpl27 0.969969 1.010524 1.073513 1.19116 1.17142 1.270673 1.256485 1.210814 -0.51262 -0.94384 0.565542 0.999401 0.997833 0.999997 0.999993 0.999839
341 20422 AI323052 split hand/foot deleted gene 1Shfdg1 1.004487 0.989683 0.983918 1.06215 1.062208 1.067471 0.961273 1.095222 -0.99197 -0.91583 -0.78062 0.614825 0.614825 0.706469 0.024599 0.9459
342 22433 AA049245 X-box binding protein 1 Xbp1 0.970574 1.013135 1.159203 1.219558 1.132312 0.821264 0.840364 1.330289 -0.88345 -0.98588 0.572843 0.866775 0.325787 0.860877 0.757574 0.990273
343 14768 AA059861 LanC (bacterial lantibiotic synthetase component C)-likeLancl1 0.979846 1.032748 1.015253 0.966026 0.950833 0.992999 0.96891 1.241994 -0.86933 -0.67561 -0.93318 -0.63407 -0.28713 -0.99471 -0.68573 0.998503
344 84095 AA059952 phosphatidylinositol 4-kinase type 2 alphaPi4k2a 0.951204 0.82595 0.910706 0.92911 0.945754 0.915657 0.996074 0.963513 -0.08152 0.999202 0.752804 0.462662 0.070625 0.689619 -1.00368 -0.43115
345 17748 AA051654 metallothionein 1 Mt1 0.749597 0.705322 0.697177 0.503178 1.055808 0.516723 0.543798 1.016245 0.203199 0.479453 0.5199 0.984403 -0.94384 0.978441 0.959833 -1.00542
346 14681 AA051709 guanine nucleotide binding protein, alpha oGnao 0.959599 1.021244 0.990944 0.841134 0.924929 0.944143 0.995861 1.08111 -0.28713 -0.75345 -0.96725 0.997833 0.572843 0.138032 -1.00368 0.572843
347 114896 AI385819 AFG3(ATPase family gene 3)-like 1 (yeast)Afg3l1 0.994696 1.075083 1.031681 1.019333 1.099262 1.017512 0.924388 1.11845 -0.97136 0.937433 -0.02218 -0.55786 0.993092 -0.62344 0.955596 0.999035
348 76709 AA064058 actin related protein 2/3 complex, subunit 2Arpc2 1.039792 1.120617 1.039091 1.078758 1.151371 1.04739 1.054163 1.104425 -0.37162 0.906768 -0.39554 0.511986 0.979562 -0.17788 -0.01042 0.81316
349 26457 AA059983 solute carrier family 27 (fatty acid transporter), member 1Slc27a1 0.949078 1.000258 0.824487 0.766027 0.801431 0.793844 0.905126 0.977154 -0.28713 -1.01198 0.992251 0.99988 0.998306 0.999004 0.594223 -0.83916
350 AA087137 1.028953 1.122678 1.023645 1.105235 1.128873 1.204749 1.331663 1.284136 -0.58005 0.952159 -0.70566 0.883215 0.965507 0.999677 1 0.999998
351 AA060906 0.98336 1.054049 1.034337 1.122974 0.997495 1.028932 1.07753 1.121168 -0.86202 0.059195 -0.46638 0.938921 -1.00828 -0.60191 0.558154 0.93436
352 14595 AA079961 UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, polypeptide 1B4galt1 1.055667 1.341854 1.115805 1.044699 1.09048 0.950111 1.016318 1.125912 -0.02218 0.999999 0.857847 -0.29925 0.628131 -0.10547 -0.89027 0.906768
353 22388 AA097808 WD repeat domain 1 Wdr1 0.923771 0.9724 1.115292 1.146617 1.183312 0.967004 1.02402 1.197021 -0.19001 -0.88345 0.245265 0.558154 0.788951 -0.83124 -0.92179 0.845165
354 14077 AA098541 fatty acid binding protein 3, muscle and heartFabp3 0.749062 0.778207 0.753753 0.679548 0.930446 0.637451 0.736224 1.034506 0.689619 0.511986 0.666019 0.922533 -0.78062 0.97337 0.752804 -0.95845
355 50878 AA097991 stromal antigen 3 Stag3 0.944143 0.998287 0.994118 1.026375 1.06135 0.980654 1.109066 1.20829 0.608044 -1.00941 -0.97528 -0.43115 0.647452 -0.65504 0.985634 0.999998
356 56012 AA063766 phosphoglycerate mutase 2 Pgam2 0.992499 1.036523 0.974922 0.94654 1.028808 0.936609 1.010386 1.026954 -0.96725 -0.22642 -0.56899 0.364138 -0.46638 0.601176 -0.92757 -0.52403
357 108143 AA108210 TAF9 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf9 1.014012 0.988877 1.136318 1.112461 1.107166 0.921575 0.88378 1.073219 -0.91583 -0.94889 0.957762 0.87246 0.838478 0.614825 0.947207 0.419162
358 AI325672 0.845304 1.001313 0.942232 0.99862 0.99966 1.023111 1.003962 1.001814 0.857847 -1.01157 -0.41932 -1.01157 -1.01198 -0.9097 -1.00941 -1.01105
359 19941 AA089242 ribosomal protein L26 Rpl26 1.090337 1.096663 1.170469 1.131736 1.168884 1.142388 1.299686 1.19181 0.160017 0.255599 0.877939 0.653725 0.87246 0.738046 0.998357 0.93436
360 320184 AI325749 RIKEN cDNA C330018J07 geneC330018J07Rik0.954931 0.988637 1.267803 1.212712 0.909662 1.021122 1.176047 1.182024 -0.83916 -0.9996 0.801355 0.572843 -0.37162 -0.97528 0.335498 0.382817
361 18263 AA117848 ornithine decarboxylase, structuralOdc 0.922401 1.065859 1.281051 1.21122 1.038148 0.965245 0.910344 1.086249 0.001298 -0.29925 0.992251 0.952159 -0.72514 -0.75345 0.224376 0.03618
362 22187 AA117928 ubiquitin B Ubb 1.125761 1.119262 1.053232 1.220871 1.020295 1.149869 1.145774 1.062627 0.677982 0.62152 -0.40745 0.984824 -0.90339 0.835045 0.816964 -0.22642
363 21778 AA119696 testis expressed gene 9 Tex9 0.922572 0.979248 0.971027 0.931872 0.878322 0.945601 0.897826 1.119956 0.149056 -0.89692 -0.7894 -0.03397 0.771448 -0.32345 0.558154 0.62152
364 66105 AA123113 ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast)Ube2d3 0.971217 1.043024 0.955844 1.012549 1.010198 0.980783 0.936992 1.031958 -0.32345 0.149056 0.255599 -0.86202 -0.9097 -0.66537 0.732976 -0.23857
365 19164 AA162310 presenilin 1 Psen1 0.958833 1.032644 0.975941 1.107518 1.008942 1.009669 0.970131 1.161496 0.558154 0.181743 -0.19001 0.999251 -0.87647 -0.85456 0.093324 0.999999
366 73834 AA109695 ATPase, H+ transporting, V1 subunit DAtp6v1d 1.026407 0.955093 0.975164 0.983264 0.957187 0.914998 0.933297 0.942534 -0.41932 0.306126 -0.45468 -0.7347 0.234857 0.95333 0.805356 0.647452
367 57320 AA108826 Parkinson disease (autosomal recessive, early onset) 7Park7 1.03664 1.030397 1.073944 1.04538 1.043124 1.114423 1.066902 1.027132 -0.65504 -0.75345 0.059195 -0.48961 -0.53538 0.647452 -0.06958 -0.80657
368 22340 AI326671 vascular endothelial growth factor BVegfb 1.012113 0.998731 1.044597 1.086161 1.122648 1.17874 1.200076 1.157695 -0.94889 -1.01105 -0.32345 0.535464 0.877939 0.990543 0.990273 0.974058
369 11677 AA108357 aldo-keto reductase family 1, member B3 (aldose reductase)Akr1b3 1.015013 1.05864 1.055413 1.023922 1.071787 1.039116 0.954505 1.153769 -0.90339 0.10459 0.024599 -0.74414 0.382817 -0.39554 -0.16577 0.981644
370 103694 AA109932 RIKEN cDNA 1110014L17 gene1110014L17Rik 1.012684 1.02786 1.08456 1.074337 1.084183 1.011197 1.021833 1.05935 -0.86202 -0.38359 0.90888 0.824383 0.906768 -0.89027 -0.59102 0.594223
371 76281 AA111643 RIKEN cDNA 1300011C24 gene1300011C24Rik 0.92427 1.07467 1.110654 1.13218 1.164287 1.111079 0.931901 1.226897 0.700932 0.594223 0.926089 0.977859 0.996974 0.927813 0.445522 0.999957
372 16201 AA108959 interleukin enhancer binding factor 3Ilf3 0.954302 1.148046 1.470362 1.289265 1.372106 1.112401 1.362242 1.140671 -0.71546 0.471101 0.999726 0.971202 0.996378 0.093324 0.995407 0.40116
373 67003 AA108590 RIKubiquinol cytochrome c reductase core protein 2Uqcrc2 0.993709 1.142175 1.100561 1.041028 0.99989 0.996627 1.142516 1.227227 -1.00695 0.392031 -0.06958 -0.79806 -1.01198 -1.01033 0.40116 0.87246
374 26442 AA110250 proteasome (prosome, macropain) subunit, alpha type 5Psma5 1.017907 1.088708 1.149841 1.135975 1.112464 1.081224 1.22325 1.21031 -0.87647 0.565542 0.960833 0.927813 0.81316 0.454135 0.999035 0.998083
375 67680 AA108475 succinate dehydrogenase complex, subunit B, iron sulfur (Ip)Sdhb 1.04709 1.085764 0.9746 0.995098 0.98746 1.012205 1.148266 1.175781 -0.78062 -0.35961 -0.9386 -1.00941 -0.99471 -0.99471 0.325787 0.543115
376 AA111722 0.910298 1.170263 1.010837 1.073149 0.863721 0.904223 0.97002 1.036894 0.059195 0.747959 -0.99197 -0.31136 0.672042 0.160017 -0.85456 -0.79806
377 56752 AA109914 aldehyde dehydrogenase 9, subfamily A1Aldh9a1 1.205175 1.274723 1.013179 0.977829 1.071644 1.060757 1.07477 1.173723 0.835045 0.966379 -0.98588 -0.9386 -0.40745 -0.54665 -0.35961 0.689619
378 13427 AA118591 dynein, cytoplasmic, intermediate chain 2Dncic2 1.010709 1.062886 0.973223 0.978411 1.01976 0.978153 0.982865 1.127178 -0.9097 0.601176 -0.44294 -0.62344 -0.69575 -0.61272 -0.76264 0.993666
379 84092 AA119665 ubiquitin specific protease 8Usp8 0.997124 1.022222 0.937203 0.933658 0.986248 0.847738 0.894233 1.081697 -1.00174 -0.48961 0.835045 0.875225 -0.7894 0.999996 0.997766 0.944563
380 19286 AA117045 6-pyruvoyl-tetrahydropterin synthasePts 0.990396 1.000754 0.892537 0.903575 0.956613 0.969902 1.007021 1.066168 -0.60493 -0.67486 0.992768 0.979507 0.318707 -0.08178 -0.63796 0.736762
381 18813 AA110641 proliferation-associated 2G4Pa2g4 1.026878 1.138898 1.354987 1.245278 1.203161 1.063858 1.031339 1.162903 -0.31557 0.991187 1 0.999995 0.999897 0.538333 -0.21119 0.998196
382 67870 AA119312 RIKEN cDNA 2310057D15 gene2310057D15Rik1.005692 1.038785 1.072805 0.969939 1.119941 0.958903 1.020834 1.089317 -0.64465 0.2638 0.886642 0.009184 0.997404 0.380201 -0.31557 0.965704
383 AI510635 0.914384 1.218947 1.819504 1.370969 1.474234 1.078623 1.827314 1.159679 -0.23062 0.613221 0.999974 0.953843 0.991187 -0.34278 0.999977 0.273082
384 69192 AA119035 DEAH (Asp-Glu-Ala-His) box polypeptide 16Dhx16 1.048341 1.051178 1.142269 1.06866 1.13053 0.973367 0.980161 1.048432 0.690376 0.746316 0.999934 0.9355 0.9999 0.049493 -0.22093 0.695809
385 27406 AA125260 ATP-binding cassette, sub-family F (GCN20), member 3Abcf3 0.924906 0.931482 1.104102 1.091019 0.986427 0.912839 1.063027 1.039448 0.726937 0.632112 0.902763 0.820722 -0.5794 0.853779 0.454743 -0.06158
386 AI530746 0.954389 0.971182 0.912573 0.916416 0.884446 0.973169 1.013772 1.011845 0.148922 -0.28777 0.862656 0.827777 0.977827 -0.33378 -0.5794 -0.60493
387 16842 AA119479 lymphoid enhancer binding factor 1Lef1 1.039842 0.931037 0.991089 1.07534 0.873311 0.934202 0.983062 1.010165 -0.08178 0.600262 -0.63796 0.619591 0.986655 0.545505 -0.53779 -0.62673
388 14651 AA125236 hydroxyacyl glutathione hydrolaseHagh 1.030331 1.017561 0.893976 0.949711 0.827762 0.8832 0.971445 0.946856 -0.45995 -0.59515 0.750992 -0.11198 0.989581 0.834605 -0.4676 -0.05148
389 50995 AA123862 ubiquitin-like 1 (sentrin) activating enzyme E1BUble1b 1.017286 0.960424 1.019989 1.093783 0.954813 0.9677 0.996044 0.965019 -0.55643 -0.11198 -0.51799 0.760146 0.019278 -0.27838 -0.66829 -0.22093
390 229906 AA120690 general transcription factor IIBGtf2b 0.911464 1.052552 1.023519 1.072379 0.914942 0.900027 0.963194 1.052789 0.850717 0.216672 -0.42832 0.58701 0.817108 0.922374 -0.11198 0.226189
391 TRZ502 1.06713 1.202181 1.214536 1.274896 0.962351 1.019902 0.998513 0.931639 0.187867 0.991669 0.995166 0.999693 -0.2971 -0.56819 -0.67443 0.119363
392 66419 AA125287 mitochondrial ribosomal protein L11Mrpl11 0.959565 0.972851 1.009949 1.095777 0.998373 1.023058 1.091097 1.10441 0.397221 -0.05148 -0.5794 0.984717 -0.67213 -0.22093 0.97724 0.992768
393 22272 AA125131 RIKEN cDNA 1500040F11 gene1500040F11Rik1.037831 0.961142 1.046572 1.079556 0.943794 0.920192 0.990056 0.84459 -0.33378 -0.28777 -0.26893 0.354204 0.039434 0.454743 -0.64776 0.978401
394 15356 AA125224 3-hydroxy-3-methylglutaryl-Coenzyme A lyaseHmgcl 0.986517 0.943871 0.941539 0.977788 0.90475 1.007386 1.066531 0.981688 -0.60011 0.2638 0.30969 -0.47514 0.844434 -0.65348 0.388742 -0.53779
395 21841 AA117605 cytotoxic granule-associated RNA binding protein 1Tia1 1.010439 0.993003 1.025169 0.959513 1.122249 1.026364 0.945795 1.010043 -0.63796 -0.65854 -0.4676 -0.17186 0.884164 -0.45219 0.119363 -0.64139
396 18607 AA117492 3-phosphoinositide dependent protein kinase-1Pdpk1 0.959812 1.422508 1.110763 1.066157 0.966251 1.050834 1.185868 1.298743 -0.28777 0.999999 0.690376 0.119363 -0.38661 -0.14203 0.976023 0.9998
397 12465 AA120241 chaperonin subunit 5 (epsilon)Cct5 0.968586 1.012266 1.00899 0.83857 1.038661 1.027415 1.090468 0.893901 -0.40357 -0.63063 -0.6507 0.988039 -0.30637 -0.47514 0.538333 0.798153
398 AI386097 0.994684 0.977571 0.990714 1.003184 0.992517 1.002482 0.932808 0.964049 -0.65609 -0.36932 -0.61847 -0.66829 -0.63796 -0.67102 0.736762 0.009184
399 21672 AA117023 peroxiredoxin 2 Prdx2 0.991594 0.971921 0.876078 0.973469 0.921442 0.976127 1.064439 1.005298 -0.59004 0.059536 0.99994 -0.00092 0.979507 -0.10193 0.881641 -0.64139
400 AA137762 1.034228 1.021187 1.01835 1.041086 0.923131 0.981403 1.046911 0.921566 -0.28777 -0.51114 -0.55035 -0.152 0.606778 -0.54413 -0.03125 0.625888
401 20924 AA137833 suppressor of Ty 5 homolog (S. cerevisiae)Supt5h 0.911942 0.999702 1.064358 1.020494 0.918025 0.869878 1.058565 0.960246 0.978401 -0.67511 0.790147 -0.33378 0.962096 0.9998 0.706464 0.318707
402 12301 AA123692 calcyclin binding protein Cacybp 1.044573 1.07478 1.0693 1.088166 1.02603 1.015019 1.02882 0.97918 -0.25943 0.216672 0.1391 0.413985 -0.51799 -0.61847 -0.48257 -0.56819
403 21767 AA122430 testis expressed gene 264 Tex264 1.010126 1.004554 0.886399 0.956315 0.938734 0.93706 1.032888 1.011578 -0.5794 -0.65609 0.998934 0.470572 0.820722 0.841212 0.089552 -0.55035
404 68067 AA123801 RIKEN cDNA 3010026O09 gene3010026O09Rik0.942133 1.039221 0.956886 1.018449 0.973429 1.112262 1.034062 0.94406 -0.24027 -0.47514 -0.42016 -0.62673 -0.57386 0.345418 -0.52472 -0.26893
405 12349 AA122925 carbonic anhydrase 2 Car2 0.941335 1.447582 1.46728 1.867755 1.393895 1.326419 1.681635 2.437422 -0.12202 0.999989 0.999994 1 0.999921 0.999144 1 1
406 14433 AA122891 glyceraldehyde-3-phosphate dehydrogenaseGapd 1.040759 0.923447 0.993014 0.964315 0.940111 1.03283 0.930025 0.885561 -0.32471 0.336572 -0.66294 -0.37801 0.039434 -0.43637 0.216672 0.794181
407 56434 AA153003 transmembrane 4 superfamily member 8Tm4sf8 0.956457 1.031913 0.964695 0.975638 0.838546 1.006678 0.934231 1.053507 -0.49709 -0.58479 -0.55643 -0.61847 0.695809 -0.67102 -0.28777 -0.43637
408 21917 AI386176 thymopoietin Tmpo 1.026992 1.154836 1.153012 1.057098 0.891537 0.867483 0.983074 1.082806 -0.43637 0.972006 0.969777 0.129246 0.884164 0.969 -0.57386 0.552604
409 56398 AA137748 RIKEN cDNA 1500003O03 gene1500003O03Rik1.002961 1.05443 1.050242 0.952315 0.959577 0.960671 1.135716 1.00712 -0.67307 -0.12202 -0.18174 -0.1916 -0.31557 -0.32471 0.820722 -0.66294
410 12215 AA145723 basigin Bsg 1.09722 1.04575 1.0961 1.1962 1.0518 1.197125 1.410371 1.41341 0.545505 -0.23062 0.531089 0.982049 -0.13203 0.982983 0.999998 0.999999
411 11951 AA139793 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 1Atp5g1 1.025755 1.003509 1.025989 1.002575 0.906334 0.951407 1.041322 0.928908 -1.29553 -1.4165 -1.29553 -1.41736 -0.11714 -0.97687 -1.11876 -0.56175
412 67857 AA146157 protein phosphatase 6, catalytic subunitPpp6c 0.943433 0.98893 0.914715 0.935359 0.911379 0.913438 1.000829 0.975062 0.054985 -1.33657 0.7198 0.291042 0.761221 0.73596 -1.41798 -1.02632
413 AA152636 1.00804 0.929152 1.068062 1.150729 1.045496 1.136836 1.164301 1.198283 -1.37437 0.44161 0.258122 0.983656 -0.4013 0.964474 0.992386 0.99901
414 17344 AA142756 Msx-interacting-zinc finger Miz1 0.93045 0.956112 1.026006 0.962895 0.948066 1.024416 1.15823 1.117593 0.394046 -0.4013 -1.02632 -0.64874 -0.13088 -1.06205 0.987973 0.897789
415 AA154420 1.001198 0.937079 0.897384 1.032162 1.047785 1.003201 0.922382 0.978875 -1.41736 0.246946 0.892959 -0.81823 -0.31441 -1.41059 0.598542 -1.12964
416 12774 AA144482 chemokine (C-C motif) receptor 5Ccr5
417 17184 AA138194 matrin 3 Matr3 0.955873 0.952361 0.977349 0.964581 0.90467 0.963325 0.918019 1.06561 -0.97687 -0.91247 -1.29553 -1.12964 0.080268 -1.10771 -0.18645 -0.63431
418 18854 AI324338 promyelocytic leukemia Pml 0.951165 1.110616 1.08982 1.184979 0.807237 0.831675 1.045705 1.315097 -1.01414 -0.08986 -0.4013 0.691124 0.900132 0.477764 -1.08517 0.984102
419 67345 AA146534 RIKEN cDNA 1700056O17 gene1700056O17Rik0.935244 0.982903 0.955419 1.081495 1.003471 1.04442 1.084394 1.170745 0.459898 -1.18162 -0.18645 0.685121 -1.4085 -0.27137 0.725272 0.998554
420 14268 AA145458 fibronectin 1 Fn1 0.95093 1.036626 0.96242 0.804683 0.845687 0.744807 0.784507 0.886855 -0.48881 -0.88599 -0.83195 0.99901 0.982251 0.999994 0.999799 0.825417
421 21917 AA138415 thymopoietin Tmpo 0.964884 1.066758 1.061923 1.003361 0.908169 0.858293 0.908104 1.007 -0.63431 0.323037 0.201243 -1.41059 0.843307 0.99602 0.846693 -1.3831
422 13000 AA155019 casein kinase II, alpha 2, polypeptideCsnk2a2 0.951901 1.043828 1.009432 1.021563 1.030655 1.034299 1.114475 1.118433 -0.28568 -0.50341 -1.36471 -1.15093 -0.91247 -0.80444 0.868695 0.89047
423 12517 AA163997 CD72 antigen Cd72 1.060527 1.010638 0.861998 0.864917 0.762072 0.816859 0.776955 0.922497 -0.43043 -1.37885 0.900132 0.885342 0.999793 0.991205 0.999388 0.092779
424 22041 AA172830 transferrin Trf 0.999942 0.999912 0.999431 1.00004 1.000587 0.999207 0.998749 0.999235 -1.41847 -1.41847 -1.41798 -1.41847 -1.41798 -1.41736 -1.41539 -1.41736
425 22222 AA154379 ubiquitin protein ligase E3 component n-recognin 1Ubr1 0.907998 0.985439 0.923507 0.985577 0.756218 0.831006 0.880836 0.925212 0.583764 -1.31702 0.280171 -1.39089 0.999985 0.9832 0.877262 0.23567
426 269523 AA168189 valosin containing protein Vcp 1.015948 1.108904 1.154888 1.112088 1.000794 1.078374 1.16025 1.054774 -1.34265 0.384217 0.821641 0.432308 -1.41835 -0.15855 0.846693 -0.66313
427 19118 AI322783 protamine 1 Prm1 1.08116 1.033007 0.964476 1.05842 0.944032 0.756035 0.971204 0.974312 -0.37224 -1.12964 -1.11876 -0.73447 -1.30291 0.495211 -1.21075 -1.32375
428 21954 AI324533 troponin I, cardiac Tnni3 1.060222 1.036056 0.960469 1.010215 0.939061 0.952003 1.128231 1.137102 0.30181 -0.51801 -0.32882 -1.33027 0.422901 0.003406 0.981758 0.990138
429 AA178349 1.007201 1.211868 1.007743 0.930254 0.967491 0.999793 1.085083 1.129978 -1.39772 0.992162 -1.39442 0.016424 -1.00184 -1.41847 0.224293 0.79752
430 AA178369 1.000332 1.194082 1.100603 1.072052 1.133537 1.134375 1.258517 1.278631 -1.41835 0.999624 0.865727 0.495211 0.979097 0.980202 0.999996 0.999999
431 AA174585 0.987687 1.11918 0.925622 0.890659 0.999917 1.08177 1.005781 1.090845 -1.3485 0.770759 0.224293 0.70286 -1.4165 -0.20048 -1.4036 0.422901
432 11819 AA170421 nuclear receptor subfamily 2, group F, member 2Nr2f2 0.986405 1.006795 1.073606 1.28158 1.091392 1.177604 1.215315 1.122494 -1.27217 -1.3831 0.537005 0.999999 0.793248 0.998945 0.999927 0.96161
433 14489 AA175524 myotrophin Mtpn 1.042853 0.988954 0.93136 0.947621 0.898699 0.83921 0.916269 1.008329 -0.44502 -1.33027 0.44161 -0.03612 0.900132 0.999041 0.730658 -1.36965
434 53334 AA178009 golgi SNAP receptor complex member 1Gosr1 1.009301 1.106459 1.057829 1.082757 1.05138 1.058716 1.358133 1.622439 -3.4985 0.573644 -1.14685 -0.02532 -1.5226 -1.0948 1 1
435 18127 AA177240 nitric oxide synthase 3, endothelial cellNos3 1.013788 0.916373 0.94394 0.965844 0.959761 0.958555 0.97101 0.90153 -3.3434 0.446802 -0.794 -2.23877 -1.82632 -1.74319 -2.58032 0.756259
436 20511 AA177545 solute carrier family 1, member 2Slc1a2 1.012705 1.028846 0.99242 1.102623 1.008732 1.12277 1.203221 1.179322 -3.32862 -2.39918 -3.48911 0.839128 -3.45834 0.953361 0.999857 0.999132
437 54138 AA186130 spinocerebellar ataxia 10 homolog (human)Sca10 0.949398 0.904214 0.854258 0.831594 0.87355 0.962637 0.915754 0.981989 -0.5385 0.906005 0.999186 0.999939 0.994064 -1.5226 0.777323 -3.00124
438 68028 AA174807 RIKEN cDNA 3110001N18 gene3110001N18Rik1.011798 1.004679 0.990616 1.254098 1.217688 1.321999 1.364886 1.309482 -3.45834 -3.56782 -3.50745 0.99955 0.99679 0.999989 0.999999 0.999979
439 14102 AA178126 tumor necrosis factor receptor superfamily, member 6Tnfrsf6 0.89148 0.868827 0.995137 0.947428 0.893911 1.00796 0.881731 1.08504 -0.91678 -0.26528 -3.57225 -2.91455 -0.99224 -3.58907 -0.96695 -2.21168
440 16452 AA178495 Janus kinase 2 Jak2 1.065089 0.989439 0.865918 1.0387 1.00308 0.936196 0.987618 1.092241 -1.5226 -3.51596 0.77221 -2.68011 -3.58532 -1.38645 -3.47929 -0.42958
441 231329 AA178762 polymerase (RNA) II (DNA directed) polypeptide BPolr2b 0.9699 1.100594 1.066728 0.884215 0.967258 0.76338 0.978538 0.899558 -3.32862 -1.5775 -2.52935 -0.794 -3.28197 0.934286 -3.45834 -1.27896
442 22411 AA183414 wingless-related MMTV integration site 11Wnt11 0.941645 0.782433 0.973352 1.019736 1.275617 1.028666 1.3324 0.870602 -2.55492 0.708965 -3.42373 -3.42373 -0.34587 -3.4985 0.846597 -2.50361
443 16177 AA177717 interleukin 1 receptor, type I Il1r1 0.873813 1.01057 1.115575 1.193154 1.020606 1.068797 1.014848 1.064601 -0.15033 -3.55178 -0.84264 0.546708 -3.44723 -2.26578 -3.51596 -2.39918
444 12540 AA177796 cell division cycle 42 homolog (S. cerevisiae)Cdc42 1.054009 1.003116 1.034476 0.980029 0.925826 0.875289 1.041624 1.172304 -2.18451 -3.58532 -2.95845 -3.3434 -1.22579 0.402241 -2.68011 0.518403
445 14069 AA184901 coagulation factor VIII F8 0.92945 0.994663 1.001779 0.878082 0.82381 0.831654 0.937054 1.072747 -0.47259 -3.56293 -3.58743 0.853758 0.996252 0.993096 -0.8672 -0.60607
446 13163 AA184772 Fas death domain-associated proteinDaxx 0.988266 1.030865 1.01475 1.084935 1.045312 1.170668 1.246211 1.196988 -3.3434 -2.15725 -3.21457 0.654108 -1.0948 0.999103 0.999998 0.999891
447 67185 AA186138 RIKEN cDNA 2700059D21 gene2700059D21Rik1.017888 1.064632 1.04623 1.121151 1.015639 0.989032 1.01542 1.010801 -2.91455 0.342639 -0.65202 0.988212 -3.06323 -3.31345 -3.06323 -3.32862
448 20022 AA182240 polymerase (RNA) II (DNA directed) polypeptide JPolr2j 0.988662 1.048082 1.080893 1.087636 0.985473 1.010469 1.030915 1.018725 -3.28197 -0.40836 0.801426 0.876547 -3.08328 -3.32862 -1.77089 -2.80025
449 12343 AA185066 capping protein (actin filament) muscle Z-line, alpha 2Capza2 0.985858 0.974133 0.957749 0.999083 0.962515 0.964681 1.024261 1.058957 -3.41136 -3.00124 -2.18451 -3.59024 -2.45168 -2.55492 -3.10303 -1.41354
450 12331 AA189995 CAP, adenylate cyclase-associated protein 1 (yeast)Cap1 0.928063 0.920408 0.888258 0.934113 0.892597 0.888109 0.973932 1.066554 -0.00826 0.27855 0.882449 -0.28513 0.842902 0.882449 -2.77667 -0.47259
451 110074 AA204226 deoxyuridine triphosphataseDutp 0.965607 1.020778 0.968159 1.02238 0.988491 1.107297 1.110648 0.998171 -2.55492 -3.19683 -2.68011 -3.14155 -3.45834 0.435917 0.508657 -3.58743
452 12530 AA204385 cell division cycle 25 homolog A (S. cerevisiae)Cdc25a 1.006852 0.976275 1.118827 1.073332 1.183132 1.086113 1.152257 1.20429 -3.56293 -3.26566 0.0086 -1.46794 0.835276 -0.96695 0.590863 0.91717
453 68275 AA200638 replication protein A1 Rpa1 0.99717 0.971047 1.139923 1.115464 0.995752 0.99665 0.932282 1.15023 -3.58275 -2.86958 0.805965 0.518403 -3.57621 -3.57972 -0.76991 0.873498
454 12366 AA200808 caspase 2 Casp2 1.071063 1.118758 1.046725 0.980558 0.936379 0.978456 1.098638 1.020499 0.390672 0.971445 -0.84264 -2.86958 0.291734 -2.72882 0.885305 -2.8236
455 21390 AA198565 thromboxane A2 receptor Tbxa2r 0.982584 0.926622 0.93625 0.895716 0.85854 1.08292 0.958431 1.037366 -3.47929 -1.90945 -2.26578 -0.794 0.223948 -2.04757 -3.12245 -3.23196
456 14678 AA197631 guanine nucleotide binding protein, alpha inhibiting 2Gnai2 1.047239 1.014942 0.979007 1.056865 0.899311 0.969873 1.089917 1.27853 -0.84264 -3.17874 -2.77667 -0.24562 0.948117 -2.07508 0.777323 1
457 66832 AA197708 RIKEN cDNA 4930524H12 gene4930524H12Rik0.967073 0.887557 0.931871 0.903032 0.843037 0.874748 0.945421 0.96861 -1.41354 0.996477 0.702538 0.98018 0.99999 0.999262 0.223948 -1.55003
458 15369 AA204279 heme oxygenase (decycling) 2Hmox2 0.983063 1.033985 1.152523 1.134912 0.867601 0.953579 1.227398 1.050832 -3.5388 -3.39858 -1.14685 -1.49524 -1.14685 -3.21457 0.04172 -3.17874
459 12336 AA221288 calpain, small subunit 1 Capns1 0.983676 0.939861 0.994948 0.951274 0.876104 0.904598 0.976365 1.004666 -3.16031 -0.15033 -3.54552 -0.8672 0.985121 0.853758 -2.72882 -3.55178
460 13018 AA185183 CCCTC-binding factor Ctcf 0.923708 1.034145 0.954185 0.898036 0.851734 0.942401 0.947343 1.01771 -1.27896 -3.04286 -2.58032 -0.28513 0.708965 -2.10253 -2.29268 -3.43569
461 55989 AA186002 nucleolar protein 5 Nol5 0.905517 1.058003 1.073164 0.883311 0.937607 0.849482 0.962379 0.993543 0.36701 -1.38645 -0.65202 0.777323 -0.96695 0.969819 -2.37274 -3.55178
462 20687 AA204627 trans-acting transcription factor 3Sp3 0.974041 0.957685 0.969288 0.928273 0.829332 0.946321 0.899278 1.045974 -3.3434 -2.95845 -3.249 -1.99243 0.661406 -2.63059 -0.91678 -2.91455
463 AA265430 RIKEN cDNA 4921520N01 gene4921520N01Rik1.067657 0.991196 0.900553 0.953576 0.881742 0.837417 0.981456 1.043084 -0.81824 -3.51596 0.537427 -1.7986 0.823226 0.989825 -3.249 -2.10253
464 97076 AA212292 1.036305 1.164369 1.324806 1.410285 1.408568 1.252226 1.233275 1.142081 -2.70457 0.876547 0.999898 0.999998 0.999998 0.996985 0.993096 0.721465
465 15216 AA217236 hemochromatosis Hfe 0.816958 0.97868 1.23261 1.325028 1.171527 1.09461 1.152767 0.998674 0.991735 -3.23196 0.994414 0.999932 0.921289 -0.13187 0.835276 -3.59024
466 57808 AA221110 ribosomal protein L35a Rpl35a 1.034791 1.001642 1.037198 1.13183 1.150729 1.148469 1.272583 1.149916 -2.26578 -3.58743 -2.12993 0.925222 0.973732 0.970642 0.999989 0.972989
467 12843 AA222683 procollagen, type I, alpha 2 Col1a2 0.973421 0.966592 1.117198 1.199929 1.076805 1.133499 1.21798 1.18067 -2.55492 -2.07508 0.912856 0.999678 0.27855 0.968107 0.999917 0.998719
468 20588 AA221079 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 1Smarcc1 0.999556 1.111939 0.998617 0.987886 0.990082 0.780415 1.050664 1.113689 -3.59094 0.564815 -3.58907 -3.44723 -3.48911 0.999908 -1.7155 0.590863
469 17069 AA221666 lymphocyte antigen 6 complex, locus ELy6e 0.942077 0.984113 0.966734 0.981398 0.775844 0.764415 0.850203 1.169113 -2.84672 -3.53164 -3.3434 -3.51596 0.77221 0.835276 -0.28513 -0.40836
470 12824 AA221672 procollagen, type II, alpha 1 Col2a1 0.969575 0.967989 1.020929 1.036092 0.846826 0.906077 0.975453 1.085588 -2.15725 -2.02002 -2.86958 -1.7986 0.999519 0.876547 -2.60555 0.646678
471 17938 AA230684 nascent polypeptide-associated complex alpha polypeptideNaca 1.419451 1.120565 1.152758 1.004453 1.037661 1.001499 1.057371 1.034605 0.993096 -1.12076 -0.38734 -3.58532 -3.23196 -3.59024 -2.80025 -3.28197
472 12870 AA230354 ceruloplasmin Cp 0.999942 0.963507 0.908117 0.989957 0.879265 0.968428 1.080329 1.07431 -3.59117 -2.63059 0.025259 -3.50745 0.695991 -2.84672 -0.67526 -0.91678
473 23897 AA253722 HS1 binding protein Hs1bp1 0.968777 0.9711 1.0985 1.154602 1.149483 1.191265 1.26823 1.113371 -2.50361 -2.63059 0.537427 0.971445 0.96138 0.996584 0.999972 0.76168
474 21371 AA222795 tubulin cofactor a Tbca 1.05881 1.184541 1.257911 1.370635 1.318109 1.393011 1.449784 1.411543 -0.69867 0.997797 0.999985 1 1 1 1 1
475 14872 AA230348 glutathione S-transferase, theta 2Gstt2 1.025504 1.18377 0.870958 1.09619 1.17051 1.402546 1.409224 1.35084 -3.3434 0.599256 0.136338 -1.17305 0.457521 0.999186 0.999353 0.996012
476 AA222128 0.956958 1.03066 0.949197 0.982061 0.956507 0.933279 1.035208 0.981869 -0.794 -1.93714 -0.22617 -2.89219 -0.746 0.527993 -1.55003 -2.89219
477 15077 AA231572 histone 2, H3c1 Hist2h3c1 1.04743 1.011781 1.08703 1.123584 1.005447 1.032666 1.039767 1.108584 -1.14685 -3.37179 0.573644 0.945297 -3.54552 -2.18451 -1.68784 0.867198
478 20181 AA209592 retinoid X receptor alpha Rxra 0.866541 1.323543 1.161836 1.14428 0.760396 0.804882 1.080643 1.084966 -1.41354 0.573644 -1.27896 -1.60503 0.527993 -0.07769 -2.80025 -2.72882
479 67160 AA240994 RIKEN cDNA 2610301D06 gene2610301D06Rik 0.99656 1.081853 1.220911 1.232871 1.157437 1.114233 1.185733 1.122106 -3.57225 0.291734 0.999824 0.999925 0.988212 0.850215 0.99812 0.903616
480 66046 AA222463 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5Ndufb5 1.044539 1.07031 0.971862 1.035977 1.040052 1.065804 1.125161 1.047075 -0.58337 0.623586 -1.90945 -1.27896 -0.94179 0.498752 0.995349 -0.40836
481 50912 AA231279 polymyositis/scleroderma autoantigen 2Pmscl2 0.94736 1.02294 1.050999 1.147865 1.04716 0.945878 0.920286 1.00584 0.025259 -2.47772 -0.67526 0.999213 -0.47259 0.105585 0.860621 -3.50745
482 19186 AA239485 proteasome (prosome, macropain) 28 subunit, alphaPsme1 0.950128 0.997866 0.932686 1.070926 0.898445 0.846497 0.950625 1.125113 -0.69867 -3.58275 0.251624 0.209826 0.923279 0.999433 -0.72225 0.965369
483 30939 AA250500 pituitary tumor-transforming 1Pttg1 0.916769 0.867547 0.866329 0.933265 0.975287 0.875017 0.9266 1.10459 0.857226 0.998945 0.999073 0.508657 -2.37274 0.997501 0.695991 0.946725
484 19177 AA212838 proteasome (prosome, macropain) subunit, beta type 7Psmb7 1.019004 1.042992 0.987176 1.011859 1.030928 1.009343 1.071718 1.156413 -3.08328 -1.55003 -3.3434 -3.38538 -2.37274 -3.45834 0.04172 0.991227

Suppl-Table 4.  TCDD time course microarray data.  Ratios represent expression relative to the time matched vehicle control.  P1t-values represent posterior probabilities of activity on a per gene and time-point basis using the model-
based t-value.  Blank values for ratios are due to filtered values during analysis while blank values for t-statistic are due to the absence of expression values or inappropriate number of values for statistical calculations.  



485 12175 AA212780 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP2Bnip2 1.002929 0.957775 0.928371 0.891453 0.882105 0.964702 0.891699 1.081816 -3.58532 -2.60555 -1.22579 0.151422 0.378929 -2.86958 0.136338 -1.06896
486 15368 AA213167 heme oxygenase (decycling) 1Hmox1 0.931781 1.8423 0.881065 1.132997 1.208579 0.8819 1.015329 1.557421 -2.31948 1 -0.62896 -0.67526 0.518403 -0.65202 -3.52402 0.99987
487 12007 AA213011 alpha-2-glycoprotein 1, zincAzgp1 1.000094 1.000834 1.001672 1.000842 0.995221 0.999825 0.971958 0.996053 -3.59117 -3.59024 -3.58743 -3.59024 -3.56293 -3.59117 -2.65545 -3.57225
488 15439 AA237115 haptoglobin Hp 0.999673 1.000481 0.950358 1.001668 0.947701 0.958332 0.818311 0.913879 -3.59094 -3.59094 -1.38645 -3.58743 -1.22579 -1.90945 0.997579 0.251624
489 11651 AA237366 thymoma viral proto-oncogene 1Akt1 1.068389 1.000551 1.025318 1.142571 1.058485 0.959719 0.938823 0.93801 -1.12076 -3.59094 -3.10303 0.766996 -1.60503 -2.39918 -1.27896 -1.22579
490 AA244638 0.912325 1.084316 1.30435 0.946078 1.139397 0.743833 0.820725 1.085227 -1.5775 -1.90945 0.949477 -2.70457 -0.42958 0.980736 0.654108 -1.88175
491 68117 AA250107 RIKEN cDNA 9430083G14 gene9430083G14Rik1.014918 1.092016 0.968825 0.984043 1.13653 1.086102 0.955501 1.210737 -3.17874 0.796795 -1.99243 -3.10303 0.990409 0.708965 -0.794 0.999976
492 16325 AA242421 inhibin beta-C Inhbc 1.164693 1.152731 1.227076 0.84885 0.839624 0.708615 0.772439 0.659698 -0.26528 -0.49437 0.527993 -0.04258 0.136338 0.988212 0.863945 0.998874
493 229905 AA245984 cDNA sequence BC037135BC037135 1.112122 1.447207 1.172049 1.159296 1.22039 1.102934 1.365416 0.99821 -0.15033 0.999991 0.766996 0.661406 0.952098 -0.40836 0.999785 -3.58907
494 73078 AA244687 RIKEN cDNA 3110004O18 gene3110004O18Rik0.994036 1.007698 0.936965 0.928119 0.955903 0.962744 0.957953 1.097314 -3.51596 -3.46903 0.317551 0.607506 -0.81824 -1.35945 -0.96695 0.888098
495 234664 AA250151 amyloid beta precursor protein binding protein 1Appbp1 0.979607 0.893626 0.959698 0.912782 1.018404 0.86838 0.964594 1.013784 -3.06323 0.846597 -1.82632 0.537427 -3.17874 0.973732 -2.15725 -3.3434
496 218451 AA241859 1.027475 0.820732 0.833933 0.899573 0.824016 1.02539 0.902244 0.740174 -3.38538 0.537427 0.354913 -1.33253 0.498752 -3.41136 -1.41354 0.970642
497 11632 AA245324 aryl-hydrocarbon receptor-interacting proteinAip 0.980998 0.980094 0.929357 0.905683 0.933701 0.912514 0.948243 1.077662 -2.8236 -2.75285 0.654108 0.950804 0.527993 0.908341 -0.15033 0.689323
498 11972 AA239242 ATPase, H+ transporting, V0 subunit D isoform 1Atp6v0d1 1.044834 1.116581 1.131718 1.090824 1.115402 1.176925 1.263655 1.255037 -1.6602 0.827326 0.921289 0.435917 0.814771 0.994242 0.999979 0.999963
499 19364 AA237779 RAD51-like 3 (S. cerevisiae)Rad51l3 0.948622 0.943026 0.925923 0.979007 0.938923 0.957715 0.944319 1.047641 0.12106 0.390672 0.846597 -2.47772 0.555837 -0.49437 0.342639 -0.26528
500 20656 AA237953 superoxide dismutase 2, mitochondrialSod2 1.037998 1.206848 1.049913 1.041904 1.070529 1.116478 1.221253 1.248156 -1.5775 0.999964 -0.72225 -1.27896 0.304734 0.956969 0.999989 0.999999
501 22627 AA250612 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, epsilon polypeptideYwhae 1.037921 1.053514 1.044772 1.075901 1.116384 0.980865 0.90677 0.989041 -2.12993 -1.17305 -1.68784 -0.06003 0.810412 -3.14155 0.639115 -3.43569
502 18669 AA239727 ATP-binding cassette, sub-family B (MDR/TAP), member 1BAbcb1b 1.035283 1.137934 1.013402 0.977529 0.926834 1.063211 0.991883 1.02557 -2.45168 0.89083 -3.39858 -3.06323 -0.18785 -0.89191 -3.51596 -2.93663
503 109900 AA239933 argininosuccinate lyase Asl 1.012166 1.002386 1.037139 0.875437 0.913259 0.876226 0.844935 0.826133 -3.48911 -3.58743 -2.75285 0.661406 -0.32543 0.646678 0.919254 0.972227
504 218490 AA238461 basic transcription factor 3 Btf3 1.053579 1.054851 1.189269 1.042801 1.278021 1.103867 1.081853 1.144477 -1.46794 -1.41354 0.989825 -2.07508 0.999925 0.468074 -0.15033 0.903616
505 16418 AA253664 integrin beta 4 binding proteinItgb4bp 1.08921 1.306342 1.542487 1.646769 1.729009 1.39072 1.338902 1.262286 0.181009 0.999992 1 1 1 1 0.999999 0.999891
506 11468 AA220739 actin, gamma 2, smooth muscle, entericActg2 0.8445 0.90804 1.109222 1.032187 0.997503 1.030029 0.934942 1.028151 0.882449 -0.45099 -0.07769 -3.00124 -3.58743 -3.19683 -1.46794 -3.12245
507 16976 AA253890 low density lipoprotein receptor-related protein associated protein 1Lrpap1 0.951192 0.987337 0.950608 1.078709 0.982916 1.014084 0.989872 0.999166 -0.746 -3.31345 -0.72225 0.468074 -3.08328 -3.249 -3.41136 -3.59024
508 AA220113 0.990035 1.24016 1.243551 1.3536 1.225104 1.213555 1.209558 1.115184 -3.35779 1 1 1 0.999999 0.999997 0.999996 0.98018
509 11522 AA221141 alcohol dehydrogenase 1 (class I)Adh1 1.00011 0.998946 1.003175 0.998449 0.999077 0.998067 0.997939 0.998983 -3.59117 -3.59024 -3.57972 -3.58743 -3.59024 -3.58532 -3.58532 -3.59024
510 16404 AA222315 integrin alpha 7 Itga7 0.934834 0.847356 0.835217 0.848416 0.808949 0.9467 0.921735 0.949632 -1.14685 0.937622 0.968974 0.934286 0.994414 -1.77089 -0.51634 -1.90945
511 20103 AA240279 ribosomal protein S5 Rps5 1.191936 0.984196 1.165584 1.210249 1.175332 1.229912 1.205608 1.118813 0.956969 -3.39858 0.876547 0.979609 0.915038 0.991227 0.975161 0.378929
512 12018 AA220617 BCL2-antagonist/killer 1 Bak1 0.840015 1.070498 1.055671 1.003344 0.79964 0.807154 0.967588 1.241946 0.573644 -2.15725 -2.60555 -3.58743 0.896117 0.860621 -3.00124 0.870382
513 AA230924 0.974727 1.011721 1.023954 1.080248 1.156268 1.149306 1.053679 1.224499 -2.68011 -3.38538 -2.80025 0.330185 0.991227 0.986361 -0.8672 0.999925
514 21917 AA266119 thymopoietin Tmpo 0.96143 1.222253 1.247397 1.08766 1.010329 0.807064 0.930987 1.192564 -2.58032 0.985121 0.994902 -0.51634 -3.51596 0.992668 -1.06896 0.949477
515 74108 AA238652 poly(A)-specific ribonuclease (deadenylation nuclease)Parn 0.959207 0.994788 0.982128 0.956959 1.040362 1.040037 0.861831 1.138971 -2.8236 -3.57621 -3.43569 -2.75285 -2.89219 -2.91455 0.508657 0.181009
516 67942 AA239148 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 2Atp5g2 1.001409 1.06543 1.047825 1.065468 1.167013 1.14113 1.052667 1.109051 -3.58743 -0.16899 -1.14685 -0.15033 0.99679 0.981277 -0.84264 0.863945
517 23991 AA245436 calcium and integrin binding 1 (calmyrin)Cib1 1.04302 1.00298 1.059112 1.042535 0.950539 0.965209 0.967811 1.014876 -1.7155 -3.57972 -0.72225 -1.74319 -1.14685 -2.15725 -2.34616 -3.29789
518 214552 AA245628 hypothetical protein D030051D21D030051D21 1.086177 1.038911 0.954518 1.039567 1.103111 1.007997 1.062025 1.084473 0.27855 -2.04757 -1.5226 -2.02002 0.646678 -3.50745 -0.69867 0.223948
519 16765 AA265396 stathmin 1 Stmn1 0.772055 1.211503 1.219002 1.008618 0.756279 0.648015 0.884522 1.697311 0.639115 -0.09555 -0.00826 -3.57621 0.756259 0.993693 -1.55003 0.999565
520 AA403437 0.980568 1.053089 1.073444 1.130023 1.035528 1.136615 1.06537 1.045975 -3.08328 -1.04326 -0.02532 0.932558 -2.15725 0.954594 -0.36651 -1.49524
521 AA261528 1.10116 1.101903 1.289266 1.238176 1.227327 1.21064 1.164654 1.122363 0.518403 0.537427 0.999985 0.999678 0.999374 0.998345 0.977168 0.810412
522 21926 AA261175 tumor necrosis factor Tnf 1.115286 1.051992 0.946566 0.974616 0.927107 0.999873 0.943676 1.125935 -0.8672 -2.77667 -2.63059 -3.35779 -1.9648 -3.59117 -2.55492 -0.58337
523 56692 AA266352 mitogen-activated protein kinase kinase 1 interacting protein 1Map2k1ip1 0.980987 1.032423 1.047517 0.955312 0.980647 0.945517 0.957374 1.139677 -3.04286 -2.23877 -1.22579 -1.27896 -3.0222 -0.60607 -1.41354 0.976516
524 93765 AA261605 ubiquitin-conjugating enzyme E2NUbe2n 0.982836 1.08074 1.105841 1.102866 1.112121 1.014225 0.983941 1.042112 -3.32862 -0.40836 0.342639 0.27855 0.468074 -3.41136 -3.35779 -2.26578
525 AA266335 ESTs, Highly sim1.075227 1.131225 1.006144 0.95933 1.064147 0.862928 0.94824 1.062905 -0.60607 0.750733 -3.55758 -2.23877 -1.12076 0.921289 -1.60503 -1.17305
526 18128 AA265694 Notch gene homolog 1 (Drosophila)Notch1 1.497356 2.270038 1.788766 1.76661 1.908939 2.423614 2.239826 2.353953 1 1 1 1 1 1 1 1
527 269846 AA265714 T-cell receptor beta, variable 13Tcrb-V13 1.074291 1.044936 1.065999 0.855079 0.967655 1.035674 0.905876 1.176725 -1.35945 -2.58032 -1.7155 0.739358 -2.97998 -2.91455 -0.32543 0.819042
528 18044 AA261057 nuclear transcription factor-Y alphaNfya 1.038598 1.014405 1.151978 1.080453 1.159471 1.178155 1.168097 1.133253 -0.69867 -2.97998 0.999941 0.908341 0.999974 0.999997 0.99999 0.999655
529 19158 AA267598 pleckstrin homology, Sec7 and coiled-coil domains 2Pscd2 0.927656 0.8382 0.906589 0.877653 0.889426 0.981325 0.939181 1.107252 0.136338 0.99859 0.518403 0.95923 0.906005 -3.12245 -0.40836 0.766996
530 18005 AA268349 NIMA (never in mitosis gene a)-related expressed kinase 2Nek2 0.806717 1.006137 1.158413 1.16946 0.971865 1.094473 1.010179 1.691226 0.413637 -3.58275 -0.69867 -0.49437 -3.42373 -2.15725 -3.56782 0.999861
531 11841 AA266938 ADP-ribosylation factor 2 Arf2 0.958151 0.979945 1.014472 0.943397 0.965665 0.959465 0.948275 1.08898 -1.38645 -2.95845 -3.26566 -0.38734 -1.9648 -1.49524 -0.69867 0.623586
532 12211 AA260747 baculoviral IAP repeat-containing 6Birc6 0.955829 1.061268 1.086058 1.115941 1.142217 1.138005 1.162266 1.102856 -1.22579 -0.32543 0.555837 0.915038 0.984237 0.979023 0.996012 0.819042
533 14163 AA272942 FYVE, RhoGEF and PH domain containing 1Fgd1 0.977559 0.956843 0.93398 0.983984 0.945222 0.958509 0.905037 1.059174 -2.34616 -0.42958 0.695991 -2.91455 0.291734 -0.56084 0.980736 0.342639
534 19699 AA268883 reelin Reln 0.973933 1.017337 1.137451 1.211747 1.151237 1.19238 1.273503 1.340568 -2.70457 -3.17874 0.95923 0.999655 0.982317 0.99876 0.999995 1
535 16403 AA270921 integrin alpha 6 Itga6 0.935274 1.02773 1.025512 1.064119 0.977709 0.930737 0.966636 0.981769 -0.94179 -2.95845 -3.04286 -1.17305 -3.16031 -0.69867 -2.65545 -3.29789
536 59043 AA259925 expressed sequence AA673511AA673511 0.944695 1.001986 0.986228 0.918652 1.075355 0.954128 1.082541 1.124075 -0.22617 -3.58275 -3.23196 0.733506 0.446802 -0.8672 0.527993 0.972989
537 16324 AA269776 inhibin beta-B Inhbb 0.896083 0.997447 0.923216 0.935074 0.949823 1.082364 0.821426 1.191804 -1.27896 -3.58907 -2.15725 -2.52935 -2.93663 -2.18451 0.478462 0.195513
538 19766 AA269857 receptor (TNFRSF)-interacting serine-threonine kinase 1Ripk1 0.966849 1.105101 1.153366 1.416973 1.748461 1.809921 2.742388 4.53268 -2.95845 -0.26528 0.639115 0.999981 1 1 1 1
539 67100 AA270017 1.074837 0.994625 1.067677 0.994608 0.769839 0.966874 0.913095 1.13592 -2.55492 -3.58532 -2.72882 -3.58532 0.810412 -3.3434 -2.04757 -1.0948
540 69742 AA269940 RIKEN cDNA 2410018G23 gene2410018G23Rik 1.04982 1.101629 1.23228 1.126284 1.144237 1.11176 1.056456 1.175564 -0.69867 0.89083 0.999996 0.98018 0.994902 0.943835 -0.30518 0.999579
541 26417 AA270930 mitogen activated protein kinase 3Mapk3 0.958004 0.902942 0.798891 0.870418 0.788559 0.931862 0.97558 1.055435 -0.91678 0.954594 1 0.998397 1 0.537427 -2.4255 -0.16899
542 19275 AA260000 protein tyrosine phosphatase, receptor type, NPtprn 1.048329 1.07044 1.019705 1.049587 1.036038 1.114129 1.144491 1.216518 -1.5226 -0.34587 -3.14155 -1.46794 -2.29268 0.766996 0.949477 0.999238
543 17762 AA274904 microtubule-associated protein tauMapt 0.96008 1.048483 0.987562 1.063846 0.939634 0.977101 1.077996 1.155478 -1.14685 -0.67526 -3.26566 0.166312 0.181009 -2.58032 0.615616 0.998719
544 66706 AA274987 RIKEN cDNA 4733401H18 gene4733401H18Rik0.998409 0.892524 1.001501 0.951825 1.065538 1.077552 0.914301 0.961255 -3.58907 0.424862 -3.58907 -2.04757 -1.35945 -0.84264 -0.24562 -2.52935
545 14208 AA271895 protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoformPpm1g 1.041302 1.050364 1.152017 1.019574 0.953893 0.957941 0.952579 1.107474 -2.86958 -1.99243 0.835276 -3.29789 -2.10253 -2.31948 -2.04757 0.223948
546 73274 AA272124 RIKEN cDNA 1700034P14 gene1700034P14Rik0.967197 0.963802 0.899647 0.805322 0.856905 0.857481 0.863812 1.068764 -2.60555 -2.39918 0.564815 0.999238 0.96138 0.960318 0.940803 -0.76991
547 68292 AA277846 RIKEN cDNA 1300006C19 gene1300006C19Rik 1.06398 0.965034 1.047251 0.955674 0.973596 0.936356 0.942234 0.799431 -1.17305 -2.58032 -2.02002 -2.07508 -2.97998 -0.99224 -1.3057 0.998945
548 17995 AA277555 NADH dehydrogenase (ubiquinone) flavoprotein 1Ndufv1 1.121931 1.057845 1.046967 1.075747 1.093845 1.10412 1.097898 1.145463 0.646678 -1.41354 -1.99243 -0.58337 0.074048 0.330185 0.181009 0.863945
549 192159 AA277696 pre-mRNA processing factor 8Prpf8 1.012255 1.075332 1.068272 0.992393 0.989354 0.973257 0.948718 0.99917 -3.31345 0.457521 0.223948 -3.45834 -3.37179 -2.37274 -0.47259 -3.59024
550 12894 AA277495 carnitine palmitoyltransferase 1a, liverCpt1a 1.094101 1.375192 1.14303 0.781607 0.73333 0.97518 0.884393 1.26828 -2.21168 0.925222 -1.12076 0.639115 0.908341 -3.46903 -1.38645 0.573644
551 26443 AA271066 proteasome (prosome, macropain) subunit, alpha type 6Psma6 1.008074 1.091279 1.056474 0.935159 1.036589 0.974727 0.975181 1.058482 -3.44723 0.863945 -0.07769 0.457521 -1.4407 -2.31948 -2.37274 0.025259
552 97165 AA275111 high mobility group box 2 Hmgb2 1.316944 1.74679 1.375624 1.351753 1.156016 1.100133 1.046934 1.385424 0.925222 0.999995 0.979023 0.964409 -0.36651 -1.68784 -3.06323 0.983303
553 12772 AA289476 chemokine (C-C) receptor 2Ccr2 0.965666 0.967877 0.932797 0.945676 0.926568 0.891768 1.049535 1.221451 -2.77667 -2.86958 -1.12076 -1.77089 -0.81824 0.402241 -2.15725 0.985959
554 16792 AA288513 lysosomal-associated protein transmembrane 5Laptm5 0.930485 0.974696 1.003096 1.081927 0.785073 0.836076 1.097753 1.712638 -1.74319 -3.29789 -3.58743 -1.49524 0.975847 0.77221 -0.96695 1
555 18082 AA261261 4-nitrophenylphosphatase domain and non-neuronal SNAP25-like protein homolog 1 (C. elegans)Nipsnap1 0.972132 0.86842 0.822457 0.916038 1.037648 1.066105 0.976394 1.025341 -2.37274 0.994414 0.99996 0.721465 -1.7155 0.0086 -2.68011 -2.60555
556 11430 AA261287 acyl-Coenzyme A oxidase 1, palmitoylAcox1 0.969071 1.14453 0.933989 0.790019 0.775977 0.80495 0.946426 0.907935 -3.12245 0.342639 -1.74319 0.981804 0.991484 0.960318 -2.29268 -0.65202
557 15369 AA274811 heme oxygenase (decycling) 2Hmox2 0.848653 1.074333 1.125048 0.994768 0.995689 1.040901 1.105353 1.173573 0.984237 -0.40836 0.787252 -3.56293 -3.57225 -2.15725 0.518403 0.979609
558 17966 AA270187 neighbor of Brca1 gene 1 Nbr1 0.955756 1.020196 0.91644 0.957795 0.874861 0.955128 0.839733 1.048149 -1.14685 -2.95845 0.695991 -1.3057 0.988212 -1.0948 0.999644 -1.01768
559 53328 AA288129 progesterone receptor membrane component 1Pgrmc1 0.901063 0.97183 1.171712 0.979328 0.987363 0.969149 1.037913 1.197376 -0.94179 -3.29789 0.342639 -3.43569 -3.53164 -3.249 -3.10303 0.615616
560 27632 AA290538 RD RNA-binding protein Rdbp 0.991124 0.896923 0.941365 0.926096 0.966818 0.880288 0.885236 0.967162 -3.42373 0.972227 0.151422 0.682533 -1.68784 0.994744 0.991227 -1.7155
561 14663 AA288467 glycosylation dependent cell adhesion molecule 1Glycam1 0.897384 1.011288 1.011443 1.016895 1.088362 1.13597 0.80875 1.005604 -0.13187 -3.52402 -3.51596 -3.43569 -0.91678 0.330185 0.969819 -3.57225
562 19216 AA396341 prostaglandin E receptor 1 (subtype EP1)Ptger1 0.986603 1.045629 1.057217 1.018452 1.077319 0.981387 1.078335 1.146507 -3.23196 -0.89191 -0.16899 -2.63059 0.582327 -2.91455 0.607506 0.996985
563 11566 AA388461 adenylosuccinate synthetase 2, non muscleAdss2 1.012071 1.084115 1.078846 0.890839 0.961737 0.996422 0.832801 1.133278 -3.54552 -1.85404 -2.02002 -0.746 -3.10303 -3.58743 0.564815 -0.49437
564 14210 AA388985 fibroblast growth factor inducible 15Fin15 1.043643 1.050152 1.129393 0.941811 1.040233 0.883035 0.975073 0.962659 -2.39918 -2.10253 0.546708 -1.88175 -2.55492 0.590863 -3.14155 -2.63059
565 12494 AA472876 CD38 antigen Cd38 0.923226 0.925235 1.077857 1.08278 0.935315 1.008237 1.077559 1.198522 0.518403 0.457521 0.378929 0.508657 0.074048 -3.47929 0.36701 0.999777
566 20182 AA289135 retinoid X receptor beta Rxrb 1.00748 1.059969 1.006824 0.87679 0.945114 0.922486 0.964712 1.029406 -3.50745 -0.49437 -3.52402 0.975847 -0.60607 0.435917 -1.99243 -2.47772
567 26411 AA288220 mitogen activated protein kinase kinase kinase kinase 1Map4k1 1.045352 1.027577 1.001003 1.042623 1.08519 1.032463 1.046631 1.060153 -0.67526 -2.12993 -3.58907 -0.89191 0.823226 -1.7155 -0.58337 0.181009
568 15247 AA389935 hippocampus abundant gene transcript 1Hiat1 1.047463 0.979081 0.891444 0.846171 0.90147 0.85813 0.928781 1.119727 -1.14685 -2.91455 0.940803 0.999011 0.873498 0.99679 0.304734 0.932558
569 19362 AA386769 RAD51 associated protein 1Rad51ap1 0.901627 1.028093 1.020711 0.965531 0.969819 1.022349 0.990616 1.15598 0.695991 -2.75285 -3.10303 -2.31948 -2.58032 -3.0222 -3.47929 0.971445
570 57294 AA274176 ribosomal protein S27 Rps27 1.088706 0.997783 1.135661 1.03599 1.134337 1.103103 1.237247 1.155232 -1.22579 -3.58907 0.057983 -3.04286 0.04172 -0.76991 0.932558 0.402241
571 19384 AA271948 RAN, member RAS oncogene familyRan 1.003803 1.054846 1.341515 1.316757 1.30416 1.216828 1.225723 1.304988 -3.58532 -2.52935 0.995349 0.990121 0.985546 0.831342 0.867198 0.985959
572 13688 AA272186 eukaryotic translation initiation factor 4E binding protein 2Eif4ebp2 0.946898 1.141925 1.070516 1.066695 1.01482 1.022387 1.037825 1.086502 -1.12076 0.934286 -0.40836 -0.58337 -3.3434 -3.04286 -2.21168 0.195513
573 268656 AA386799 serine palmitoyltransferase, long chain base subunit 1Sptlc1 1.041793 1.005396 1.090974 0.976148 1.017144 1.010603 1.01606 1.205291 -6.96366 -8.16368 -3.77511 -7.71962 -7.96273 -8.09525 -7.98239 0.478475
574 AA386718 0.938429 1.089445 1.158655 1.009095 1.028141 0.983499 1.012785 1.11487 0.164266 0.865053 0.999822 -7.71962 -4.71073 -6.74275 -7.32449 0.986185
575 14177 AA387563 fibroblast growth factor 6 Fgf6 1.028048 1.013645 1.133766 0.993694 0.979449 1.026008 0.854848 1.103983 -7.77483 -8.08182 -2.63816 -8.16368 -7.96273 -7.82681 -1.19212 -4.1574
576 AA387675 1.083591 1.061231 1.036622 0.976063 1.030964 0.983873 0.9746 1.029002 0.322499 -1.12105 -4.32287 -6.16396 -5.20794 -7.20986 -5.95867 -5.48055
577 18764 AA275686 polycystic kidney disease 2 Pkd2 0.95751 0.934622 0.921499 0.906585 0.918618 1.01717 1.087304 1.056729 -4.10242 -1.22825 -0.19607 0.489964 -0.0231 -7.39756 -0.08546 -2.54147
578 56550 AA276008 ubiquitin-conjugating enzyme E2D 2Ube2d2 0.977156 1.067048 1.050464 1.03445 1.022592 0.880684 0.962456 0.965014 -6.50918 -0.98372 -2.78558 -4.98763 -6.65076 0.9592 -4.32287 -4.76618
579 16186 AA274104 interleukin 2 receptor, gamma chainIl2rg 0.881732 0.900851 1.013422 1.17695 0.865214 0.852516 1.085227 1.52807 -0.91745 -2.12314 -8.01908 0.293028 -0.19607 0.214648 -3.72108 0.99999
580 12505 AA273296 CD44 antigen Cd44 0.740439 0.838838 1.042915 0.946902 0.746823 0.801442 1.160016 2.027043 0.764789 -1.45347 -7.50193 -7.04813 0.71432 -0.17327 -2.58966 0.999999
581 14933 AA275564 glycerol kinase Gyk 0.967507 0.919009 0.800344 0.655415 0.725727 0.808299 0.865043 0.754413 -6.50918 -1.53173 0.996238 1 0.999993 0.993166 0.752979 0.999914
582 20657 AA276287 superoxide dismutase 3, extracellularSod3 1.001547 1.053118 0.98504 0.977397 0.95323 0.979361 1.03048 1.102929 -8.18239 -4.76618 -7.82681 -7.36136 -5.15301 -7.24872 -6.83272 -0.78966
583 21802 AA276915 transforming growth factor alphaTgfa 1.050969 0.945305 0.879574 1.098796 0.986084 0.985113 1.0259 1.16684 -4.21247 -3.45365 0.746878 -0.24272 -7.77483 -7.71962 -6.87692 0.941258
584 AA276721 1.045928 0.978147 0.832855 0.803437 0.840487 0.866116 1.030038 0.940304 -7.00618 -7.96273 -0.06435 0.336844 -1.08612 -1.3768 -7.66125 -6.46109
585 12550 AA276110 cadherin 1 Cdh1 0.919507 0.836838 0.81627 0.951847 0.728887 0.706308 0.734785 0.951689 -3.99279 0.336844 0.685658 -6.41257 0.995 0.998706 0.993166 -6.41257
586 70628 AA276213 0.989173 0.968423 1.051484 1.085436 1.006381 1.01247 1.051799 1.045295 -7.87549 -5.7486 -3.40077 -0.34025 -8.08182 -7.77483 -3.34811 -4.1574
587 19701 AA276457 renin 1 structural Ren1 0.855261 0.981353 1.008688 0.961544 0.89522 1.073436 0.950702 1.04849 0.378359 -7.82681 -8.10778 -6.697 -1.30173 -4.1574 -5.85418 -6.06197
588 231086 AA286024 hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional  protein), beta subunitHadhb 1.021357 1.157524 1.050623 1.007114 0.99614 1.052757 1.063562 1.058493 -7.24872 0.913898 -4.1574 -8.08182 -8.15667 -3.88366 -2.73613 -3.29568
589 15078 AA275906 H3 histone, family 3A H3f3a 0.975762 0.993882 0.953902 1.002278 0.954626 0.973502 1.02733 1.063798 -6.87692 -8.09525 -4.26763 -8.1749 -4.32287 -6.65076 -6.65076 -2.54147
590 AA419665 0.999652 1.001117 0.999327 0.997054 1.000084 0.999969 0.99818 1.000653 -8.18614 -8.17911 -8.18473 -8.1301 -8.18661 -8.18661 -8.16368 -8.18473
591 20873 AA276998 serine/threonine kinase 18 Stk18 0.977906 1.071641 1.074836 0.876024 0.85805 0.991829 0.985868 1.054728 -7.5679 -3.72108 -3.45365 0.129226 0.593402 -8.09525 -7.92082 -5.15301
592 20768 AA414662 selenophosphate synthetase 2Sephs2 0.954576 0.945539 0.877973 0.889693 0.575038 0.805549 0.817865 0.71858 -7.13023 -6.697 -2.54147 -3.24349 0.999985 0.262495 -0.0231 0.964618
593 27058 AA413739 signal recognition particle 9Srp9 1.054075 0.930168 0.982864 1.037128 0.888637 0.91199 1.036298 0.93915 -5.31743 -3.56004 -7.82681 -6.65076 -0.47032 -1.94654 -6.74275 -4.37817
594 13663 AA413622 etoposide induced 2.4 mRNAEi24 0.950691 0.877071 0.969037 0.911459 0.904255 0.900892 1.135974 0.94232 -5.04284 0.364771 -6.83272 -1.33906 -0.82101 -0.63874 0.277896 -4.1574
595 12402 AA414809 Casitas B-lineage lymphomaCbl 0.836965 0.999254 1.187986 1.039645 0.6484 0.540846 1.111024 1.098759 -1.26479 -7.50193 -1.45347 -7.00618 0.70738 -0.36553 -3.66721 -5.31743
596 27054 AA290021 SEC23B (S. cerevisiae) Sec23b 1.012962 0.802858 1.312513 1.242402 1.112554 0.822709 1.061955 0.751667 -8.1194 -0.15081 0.593402 -0.19607 -4.54435 -0.7587 -6.83272 0.700291
597 15404 AA388599 homeo box A7 Hoxa7 0.866119 0.906279 1.053247 0.795475 0.948539 1.181868 0.93749 0.952478 -4.5998 -6.26455 -7.20986 -2.98634 -7.74763 -5.95867 -7.87549 -7.28693
598 68145 AA473938 RIKEN cDNA 5730466H23 gene5730466H23Rik0.929383 0.954579 0.86241 0.913969 0.803898 0.752705 0.819785 1.04294 -4.71073 -7.04813 -1.4924 -5.64203 0.417659 0.941258 0.092995 -6.65076
599 11927 AA416325 ATX1 (antioxidant protein 1) homolog 1 (yeast)Atox1 1.031882 0.984263 0.957446 0.962289 0.902222 0.967572 1.129043 1.077738 -5.7486 -7.50193 -4.10242 -4.82161 0.58395 -5.53458 0.865053 -0.69794
600 15194 AA437749 Huntington disease gene homologHdh 0.977237 1.072593 0.963264 0.991272 0.914681 1.06126 1.138168 1.062541 -7.5679 -4.71073 -6.60403 -8.09525 -2.21364 -4.71073 -0.04356 -4.5998
601 51788 AA466087 H2A histone family, member ZH2afz 0.918851 0.932376 1.012163 0.887822 0.833449 0.786142 0.874052 1.07139 -1.4924 -2.73613 -7.9422 0.262495 0.964618 0.998902 0.620649 -2.83533
602 66878 AA444950 RIO kinase 3 (yeast) Riok3 1.010943 1.008967 0.96362 0.888021 0.854222 0.969185 0.94352 1.022539 -7.92082 -8.00117 -5.48055 0.693051 0.969356 -6.16396 -2.88538 -7.08948
603 68024 AA444660 histone 1, H2bc Hist1h2bc 1.004732 0.992876 1.131816 1.050614 0.976871 0.927623 0.995282 0.987503 -8.15667 -8.10778 0.146893 -5.20794 -7.39756 -2.73613 -8.15667 -7.96273
604 17311 AA403846 kit ligand Kitl 0.951719 1.063776 0.987289 0.895411 0.904304 1.014531 1.133015 1.093073 -7.17036 -6.60403 -8.10778 -4.21247 -5.26275 -8.1194 -3.34811 -5.90657
605 83397 AA403828 A kinase (PRKA) anchor protein (gravin) 12Akap12 1.025833 1.012808 0.984432 0.993115 0.877107 0.928268 1.117629 0.948433 -7.04813 -7.89858 -7.74763 -8.09525 0.637916 -2.07843 0.146893 -4.26763
606 AA433053 1.089013 1.032474 0.933332 0.879908 1.003639 0.942191 1.07437 1.029947 -2.25943 -6.92056 -3.66721 0.055547 -8.16976 -4.54435 -3.40077 -7.08948
607 20449 AA423143 sialyltransferase 8 (alpha-2, 8-sialyltransferase) ASiat8a 1.030415 1.033606 0.931669 0.842431 1.037851 0.885743 0.935418 0.765009 -7.82681 -7.82681 -6.41257 -1.77597 -7.98239 -4.93234 -7.32449 -0.7587
608 280668 AA647124 a disintegrin and metalloproteinase domain 1aAdam1a 0.923928 0.976631 1.037265 0.97222 1.063427 1.030536 1.02604 0.970036 -5.80152 -8.0361 -7.5679 -7.96273 -7.39756 -7.69083 -7.85157 -7.92082
609 20224 AA444425 SAR1a gene homolog 1 (S. cerevisiae)Sara1 0.906038 1.0966 1.096364 1.037917 0.924614 0.813366 0.897403 0.982282 -0.55282 -0.91745 -0.95039 -6.06197 -1.94654 0.992021 -0.08546 -7.66125
610 AA444533 0.986119 1.107355 1.105419 1.147015 1.064857 0.979488 1.044248 1.108712 -7.87549 -0.47032 -0.55282 0.637916 -3.50674 -7.50193 -5.53458 -0.39118
611 71955 AA427055 RIKEN cDNA 2400003C14 gene2400003C14Rik0.898686 1.060312 1.008955 1.030291 1.038762 1.031831 0.981577 1.017269 0.564471 -2.54147 -7.98239 -6.11313 -5.09798 -5.95867 -7.32449 -7.46785
612 69077 AA465980 proteasome (prosome, macropain) 26S subunit, non-ATPase, 11Psmd11 0.939135 0.971178 1.179884 1.077429 1.000915 1.03226 1.192206 1.148326 -4.1574 -7.08948 0.78156 -3.08841 -8.18473 -6.92056 0.861512 0.364771
613 AA465987 1.029279 1.001445 0.97792 0.859833 0.862292 0.869868 1.095768 0.947871 -7.36136 -8.18473 -7.66125 0.246823 0.181347 -0.06435 -2.54147 -5.58841
614 66218 AA415725 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 9Ndufb9 1.080668 0.980768 0.947024 0.985379 1.017026 0.941516 1.082097 0.991231 -4.82161 -7.92082 -6.36363 -8.0361 -7.98239 -5.95867 -4.76618 -8.1301
615 26400 AA451434 mitogen activated protein kinase kinase 7Map2k7 0.9388 1.068556 1.022213 1.017164 0.850067 0.863767 1.014154 1.00579 -4.26763 -3.99279 -7.59978 -7.82681 0.70738 0.466765 -7.9422 -8.13988
616 56615 AA433516 microsomal glutathione S-transferase 1Mgst1 1.007418 1.021434 1.019617 1.07799 0.935902 0.99771 0.950944 0.984837 -8.01908 -6.87692 -7.08948 -0.44357 -1.15639 -8.16976 -2.93571 -7.50193
617 68349 AA422241 NADH dehydrogenase (ubiquinone) Fe-S protein 3Ndufs3 0.916712 1.015847 0.94335 1.009002 1.000719 1.072455 1.129062 1.04076 0.875187 -6.87692 -0.21922 -7.74763 -8.18239 0.466765 0.996117 -2.49362
618 16149 AA419750 Ia-associated invariant chainIi 0.889832 0.781779 0.967429 1.17907 0.836463 0.690304 1.127665 2.896693 -5.20794 -0.69794 -7.89858 -3.24349 -2.68699 0.770503 -5.09798 1
619 30963 AA419741 protein tyrosine phosphatase-like (proline instead of catalytic arginine), member aPtpla 1.022903 1.060996 0.933702 0.966059 0.971017 1.036011 1.171394 1.089441 -7.24872 -3.45365 -2.49362 -6.16396 -6.697 -6.06197 0.920599 -1.08612
620 19228 AA575668 parathyroid hormone receptor 1Pthr1 1.014317 0.767344 0.785369 0.883398 0.746854 0.745227 0.995415 0.956291 -7.98239 0.988123 0.967537 -0.82101 0.996581 0.996893 -8.16368 -6.41257
621 18399 AA575680 solute carrier family 22 (organic anion transporter), member 6Slc22a6 0.913222 1.0551 0.789771 0.93569 1.134678 1.068015 1.000088 0.933753 -5.42635 -6.60403 -1.08612 -7.17036 -3.08841 -6.06197 -8.10778 -7.08948
622 12450 AA458196 cyclin G1 Ccng1 0.955839 1.044639 1.036787 0.873652 0.838716 0.895169 0.899307 1.192818 -6.788 -6.87692 -7.28693 -1.22825 0.146893 -2.49362 -2.78558 0.146893
623 16923 AA451423 linker of T-cell receptor pathwaysLnk 0.899639 1.005308 0.915171 0.923511 0.924267 0.847539 1.080723 1.238091 -3.13985 -8.1749 -4.26763 -4.877 -4.877 -0.7587 -4.98763 0.58395
624 13645 AI098350 epidermal growth factor Egf 0.988318 1.049038 0.997051 1.041634 0.954083 1.101107 0.86818 1.004701 -8.08182 -6.50918 -8.00117 -6.92056 -6.55683 -3.08841 -0.66815 -8.16976
625 20686 AA444790 sperm autoantigenic protein 17Spa17 1.067261 1.359647 1.347022 0.992781 1.281704 0.952467 1.102077 1.000072 -4.98763 0.997178 0.99573 -8.13988 0.964618 -6.21444 -2.58966 -8.18661
626 13723 AA450836 embigin Emb 0.939035 1.01422 1.053583 0.917661 0.870235 0.973674 0.935698 1.043564 -5.69543 -8.0361 -6.36363 -4.10242 -1.01745 -7.66125 -5.48055 -6.92056
627 67130 AA462323 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (B14)Ndufa6 1.031478 0.936175 0.962918 1.031436 0.953492 1.079008 1.050938 0.974327 -6.21444 -2.12314 -5.42635 -6.21444 -4.21247 -1.22825 -3.99279 -6.74275
628 54381 AA475930 RIKEN cDNA 1190003P12 gene1190003P12Rik0.971375 0.997785 0.856391 0.912377 0.810788 0.848155 1.074926 1.044337 -6.697 -8.17911 0.906679 -0.66815 0.99647 0.944429 -2.16821 -5.20794
629 24128 AA475568 5'-3' exoribonuclease 2 Xrn2 0.957938 0.988235 0.922329 1.047212 0.886559 0.885509 1.007395 1.080021 -3.99279 -7.77483 -0.15081 -3.56004 0.887619 0.896187 -8.01908 -0.39118
630 11804 AA475422 amyloid beta (A4) precursor-like protein 2Aplp2 0.982487 1.089856 0.907019 0.997423 0.835618 0.957424 1.136825 1.04485 -7.50193 -0.49745 0.092995 -8.16976 0.9925 -4.71073 0.807142 -4.65527
631 69263 AA607457 replication factor C (activator 1) 3Rfc3 0.920159 0.891635 0.917599 0.878047 0.862157 0.977249 0.96489 0.925426 -2.63816 -0.63874 -2.44609 -0.0231 0.454832 -7.53528 -6.74275 -3.08841
632 22687 AA051554 zinc finger protein 259 Zfp259 1.013801 1.080058 1.024148 1.233864 1.047697 1.23421 1.307271 1.173304 -7.63089 -0.39118 -6.60403 0.999908 -3.56004 0.999908 0.999999 0.993578
633 11951 AA139793 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 1Atp5g1 0.972489 0.986813 1.06021 1.015129 0.970386 0.989658 1.132254 0.955369 -7.24872 -7.96273 -4.76618 -7.89858 -7.13023 -8.1301 -0.21922 -5.90657
634 AA271505 1.025719 1.040122 0.90732 0.864701 0.835409 0.90909 1.059096 0.992511 -7.00618 -5.64203 -0.31533 0.854175 0.979031 -0.41719 -3.61353 -8.08182
635 22702 AA607102 zinc finger protein 42 Zfp42 0.977478 1.101672 0.981054 1.075208 1.254373 -8.13988 -7.36136 -8.1749 -7.71962 -5.95867 NA NA
636 17393 AI316399 matrix metalloproteinase 7 Mmp7 0.930582 1.101662 0.936836 0.915204 0.869495 0.846026 0.983811 1.112783 -5.37197 -3.56004 -5.80152 -4.26763 -0.85276 0.036359 -8.09525 -2.93571
637 21333 AA982788 tachykinin 1 Tac1 0.895731 1.003725 0.979578 0.846136 0.852589 0.996502 0.926124 1.016806 -3.08841 -8.17911 -7.92082 -0.47032 -0.72812 -8.17911 -5.20794 -8.01908
638 14202 AI173197 four and a half LIM domains 4Fhl4 0.952689 0.885585 1.052069 0.898405 0.939495 0.95031 0.954016 0.919139 -6.11313 -0.95039 -5.95867 -1.73428 -5.04284 -5.95867 -5.7486 -3.29568
639 69980 AI173214 1.005284 1.012948 1.024342 0.938061 0.830792 0.931255 0.903206 0.932424 -8.1749 -8.1194 -7.9422 -6.65076 -1.01745 -6.31428 -4.76618 -6.36363
640 13430 AI156587 dynamin 2 Dnm2 0.979287 1.025723 0.972612 0.950383 0.849113 0.911103 0.868694 0.967129 -7.9422 -7.82681 -7.77483 -6.87692 -0.91745 -4.43352 -1.86049 -7.59978
641 11723 AI037706 amylase 2, pancreatic Amy2 1.176347 1.147436 0.901697 0.957868 0.944957 1.42486 1.133243 1.067302 -3.40077 -4.43352 -6.26455 -7.71962 -7.59978 0.662527 -4.93234 -7.13023
642 12585 AI385804 cerebellar degeneration-related 2Cdr2 0.933426 0.97873 0.935598 1.027028 1.111759 1.152902 0.980594 0.979485 -5.09798 -7.69083 -5.26275 -8.10778 -2.73613 -1.4924 -7.89858 -7.85157
643 16330 AA289577 inositol polyphosphate-5-phosphatase BInpp5b 0.977191 0.928285 0.927112 0.829291 0.880947 0.941685 0.888599 0.931278 -7.20986 -1.99013 -1.86049 0.984882 0.602668 -3.40077 0.4048 -2.25943
644 3xSSC 0.91578 0.908309 1.066101 0.958677 0.980711 0.941125 0.957792 0.986451 -6.41257 -6.41257 -7.20986 -7.71962 -8.06748 -7.43306 -8.1301 -8.09525
645 3xSSC 0.952303 1.233328 0.945649 0.907191 1.039901 1.281609 1.150858 1.090782 -7.77483 -0.52495 -7.00618 -3.66721 -8.17911 -2.78558 -2.39891 -4.82161
646 3xSSC 0.967898 1.104772 1.065442 0.914837 1.0486 0.990128 1.111983 1.126079 -7.04813 -1.81803 -4.65527 -2.54147 -6.01048 -7.74763 -1.41493 -0.72812
647 381323 AU050846 similar to 60S ribosomal protein L18ana 1.030466 1.048123 1.128868 1.272887 1.197985 1.263443 1.387994 1.29104 -6.26455 -4.21247 0.740644 0.999935 0.993966 0.999886 1 0.999979
648 20755 AI596101 small proline-rich protein 2ASprr2a 0.968482 1.001236 1.119804 1.08011 0.910565 1.011272 0.906515 0.981888 -6.41257 -8.18239 0.293028 -1.73428 -0.55282 -7.9422 -0.31533 -7.5679
649 15135 AV005302 hemoglobin Y, beta-like embryonic chainHbb-y 1.261545 0.830979 1.066125 1.102181 0.985827 1.065226 0.843327 0.637963 0.277896 -0.7587 -6.50918 -4.76618 -8.09525 -6.55683 -1.26479 0.998021
650 17283 AW321532 multiple endocrine neoplasia 1Men1 0.86221 0.978078 1.019345 0.911914 0.688612 0.698443 0.835087 0.901631 0.164266 -7.69083 -7.80123 -2.54147 0.999961 0.99992 0.71432 -1.77597
651 51798 AA667410 enoyl coenzyme A hydratase 1, peroxisomalEch1 0.917083 0.814847 0.91153 1.033476 0.894264 0.928267 1.00599 1.054856 -1.94654 0.971078 -1.53173 -6.788 -1.30173 -2.93571 -8.13988 -4.93234
652 15135 W29631 hemoglobin Y, beta-like embryonic chainHbb-y 1.277622 0.772213 1.247939 1.021624 1.13344 1.185743 0.772239 0.684453 -0.31533 -0.06435 -0.85276 -8.05224 -4.43352 -2.54147 -0.06435 0.890544
653 28077 AL034823 DNA segment, Chr 13, Wayne State University 50, expressedD13Wsu50e 0.909293 0.912544 1.000817 1.016529 0.984126 0.954669 0.976541 1.101216 0.230875 0.092995 -8.18473 -7.50193 -7.53528 -3.99279 -6.83272 0.277896
654 77067 AA143951 RIKEN cDNA 5930434B04 gene5930434B04Rik0.962924 0.944421 1.095377 1.192341 1.1003 1.213151 1.321667 1.185979 -5.42635 -3.03724 -0.19607 0.990405 0.016858 0.997178 0.999996 0.986185
655 66616 AI155753 sorting nexin 9 Snx9 1.053175 1.009914 1.176525 1.006828 1.100906 1.098642 1.29146 1.098591 -5.26275 -8.05224 0.734273 -8.1301 -1.53173 -1.65208 0.996893 -1.65208
656 66616 AI155753 sorting nexin 9 Snx9 0.96193 0.888486 0.896518 1.050037 0.922765 0.97164 0.868845 0.898308 -6.01048 0.164266 -0.17327 -4.98763 -1.94654 -6.92056 0.670398 -0.26657
657 68052 AA051755 ribosomal protein S13 Rps13 0.949886 1.0161 1.11915 1.213157 1.155721 1.261627 1.296202 1.222234 -2.68699 -7.39756 0.850375 0.999781 0.986185 0.999994 1 0.999886
658 12317 W44140 calreticulin Calr 1.052484 1.090078 1.214862 1.102638 0.802633 0.941647 0.679961 0.77109 -5.7486 -2.88538 0.854175 -2.03409 0.94744 -4.98763 0.999986 0.991249
659 15904 AA008963 inhibitor of DNA binding 4 Idb4 1.002532 1.001089 1.012443 0.981089 0.95443 1.043714 0.874829 0.920007 -8.18239 -8.18614 -8.06748 -7.92082 -6.697 -6.92056 -1.26479 -4.5998
660 66481 AA832666 RIKEN cDNA 2410030A14 gene2410030A14Rik1.021834 0.959515 1.069686 1.178859 1.11314 1.182304 1.341456 1.216852 -6.92056 -4.37817 -1.26479 0.994332 0.693051 0.995593 1 0.999569
661 W83976 1.025688 1.047086 1.034768 1.130982 1.20128 1.208052 1.443976 1.068136 -7.50193 -6.11313 -7.00618 -0.58108 0.78156 0.825632 0.999968 -4.48892
662 W64037 1.028382 1.038994 0.953241 0.933465 0.922375 0.910694 0.997173 0.990391 -5.15301 -3.34811 -1.86049 0.129226 0.620649 0.857886 -8.14874 -7.74763
663 20377 AW011917 secreted frizzled-related sequence protein 1Sfrp1 0.917933 0.954594 1.024074 1.028961 0.926461 0.942441 1.016801 0.935947 -0.82101 -4.65527 -7.08948 -6.65076 -1.4924 -3.19154 -7.63089 -2.44609
664 AA607397 1.185291 1.030201 0.989623 1.044743 1.110478 1.169344 1.213893 1.068411 -0.98372 -7.74763 -8.1301 -7.28693 -4.04755 -1.4924 -0.26657 -6.21444
665 60409 AA250067 trafficking protein particle complex 4Trappc4 0.955342 0.947326 1.073885 1.00331 1.070766 0.962436 1.117036 1.049032 -2.16821 -1.12105 0.246823 -8.1301 0.092995 -3.34811 0.968459 -1.90332
666 53319 AA125156 nuclear RNA export factor 1 homolog (S. cerevisiae)Nxf1 0.990583 1.108337 1.080497 1.096853 1.080991 0.910883 1.119256 0.977372 -7.87549 0.770503 -0.06435 0.55444 -0.04356 0.574307 0.884622 -6.55683
667 69871 AA041846 RIKEN cDNA 2010007H12 gene2010007H12Rik1.036129 1.038006 1.002556 1.0343 1.054502 1.112544 1.348675 1.281233 -4.82161 -4.54435 -8.16368 -5.04284 -2.30557 0.811923 1 0.999999
668 T43360 0.97667 1.010976 1.030514 1.025884 0.940434 0.940611 1.053945 1.097614 -7.50193 -8.0361 -7.08948 -7.36136 -4.43352 -4.43352 -5.20794 -1.77597
669 T21166 0.998661 0.936298 1.047635 1.040254 0.718942 0.909128 0.814813 0.915784 -8.18614 -6.92056 -7.00618 -8.0361 0.918421 -7.20986 -0.66815 -5.69543
670 AF124205 1.155709 1.116037 0.904648 0.996275 0.865397 1.393221 1.032841 0.98992 -3.03724 -4.71073 -5.20794 -8.18239 -3.08841 0.834263 -7.77483 -8.14874
671 M33419 1.074282 1.001588 0.959819 1.028506 1.071561 0.977249 1.176124 1.106532 -2.68699 -8.18239 -5.80152 -6.96366 -2.93571 -7.36136 0.884622 -1.53173
672 M36771 0.982785 1.117083 1.011965 1.021528 0.952811 1.030163 1.000701 1.110772 -7.80123 -0.72812 -7.98239 -7.63089 -5.64203 -7.13023 -8.18614 -1.01745
673 19084 AA537355 protein kinase, cAMP dependent regulatory, type I, alphaPrkar1a 0.923899 0.952693 0.94132 0.933928 0.956075 0.917303 0.910726 1.061703 0.336844 -2.30557 -2.39891 -0.26657 -2.83533 0.58395 0.746878 -0.98372
674 19124 AA672430 protein C receptor, endothelialProcr 0.955094 0.961172 0.940672 0.963717 0.917519 0.978136 0.984615 1.025721 -2.54147 -3.50674 -0.72812 -3.93816 0.62937 -6.36363 -7.20986 -5.85418
675 18746 AA636642 pyruvate kinase, muscle Pkm2 0.967941 1.004806 1.068592 1.202101 1.204757 1.108872 1.313208 1.885677 -6.01048 -8.1301 -2.07843 0.994332 0.995155 0.293028 0.999993 1
676 67117 AA636653 t-complex-associated-testis-expressed 1-likeTcte1l 1.006836 0.938428 0.847025 0.855987 0.900372 0.845423 0.849549 1.021634 -8.10778 -3.29568 0.922724 0.865053 -0.21922 0.928786 0.909145 -7.43306
677 AA823833 1.036392 1.492142 1.094615 1.049851 1.060892 0.974246 1.012935 1.168525 -6.21444 1 -0.98372 -4.82161 -3.72108 -7.04813 -7.89858 0.875187
678 20068 AI225433 ribosomal protein S17 Rps17 0.993795 0.933894 1.171838 1.265366 1.171866 1.13406 1.295193 1.210429 -8.13988 -3.82931 0.662527 0.989483 0.662527 -0.10691 0.996792 0.911551
679 15425 W33293 homeo box C6 Hoxc6 0.975818 0.93188 0.982663 0.996846 0.991395 1.030875 0.96242 1.257709 -7.20986 -2.63816 -7.66125 -8.16976 -8.05224 -6.74275 -5.95867 0.997889
680 18582 W45989 phosphodiesterase 6D, cGMP-specific, rod, deltaPde6d 0.930779 0.90748 0.872813 0.804374 0.84405 0.874949 0.842706 0.936871 -1.19212 0.293028 0.924796 0.999822 0.9925 0.911551 0.993375 -1.81803
681 W48168 0.989596 1.038756 1.041045 1.021711 1.171314 1.155814 1.169587 1.352204 -7.9422 -5.37197 -5.09798 -7.17036 0.970228 0.930706 0.96659 0.999999
682 19730 W48230 ral guanine nucleotide dissociation stimulatorRalgds 0.941445 1.012592 1.026062 0.836412 0.932396 0.976663 0.931956 1.126221 -4.65527 -8.00117 -7.39756 0.71432 -3.82931 -7.53528 -3.77511 -0.49745
683 12867 W48245 cytochrome c oxidase, subunit VIIcCox7c 1.111312 1.020247 0.961938 0.981444 1.088525 1.089282 1.048605 1.160027 0.055547 -7.43306 -5.69543 -7.53528 -1.05159 -1.01745 -4.71073 0.878407
684 97532 AA007791 RIKEN cDNA C230084J24 geneC230084J24Rik1.114992 1.184683 1.066916 0.974332 1.121279 0.938438 0.917837 0.996605 0.924796 0.999722 -0.49745 -5.80152 0.865053 -0.60972 0.58395 -8.13988
685 12461 AA003927 chaperonin subunit 2 (beta) Cct2 1.072852 1.07932 1.129912 1.232758 1.121601 1.147896 1.106956 1.122333 -1.53173 -1.05159 0.770503 0.999376 0.654492 0.909145 0.322499 0.670398
686 67281 AA008895 ribosomal protein L37 Rpl37 1.02207 1.081322 1.055626 1.122264 1.084414 1.073812 1.19907 1.229194 -7.43306 -2.16821 -4.48892 0.036359 -1.94654 -2.78558 0.953011 0.987757
687 69225 AA032328 RIKEN cDNA 2810407E01 gene2810407E01Rik1.014501 1.007645 0.953312 0.973924 0.978842 1.039252 0.926035 1.037492 -7.13023 -7.87549 -1.41493 -5.04284 -6.01048 -2.83533 0.670398 -3.13985
688 67281 AA008895 ribosomal protein L37 Rpl37 1.027653 1.06417 1.100994 1.110398 1.091099 1.137537 1.216092 1.22238 -7.32449 -4.48892 -1.69299 -1.15639 -2.35207 -0.06435 0.918421 0.934405
689 14548 AA018028 ganglioside-induced differentiation-associated-protein 3Gdap3 0.958359 0.97537 0.964882 0.962711 0.994654 0.946794 0.968766 1.048776 -3.72108 -6.31428 -4.76618 -4.43352 -8.09525 -2.12314 -5.37197 -3.03724
690 14972 AA017870 histocompatibility 2, K regionH2-K 0.999453 1.00032 1.000997 0.999697 0.999562 0.999219 1.045707 0.999201 -8.18473 -8.18614 -8.18239 -8.18614 -8.18614 -8.18473 -2.58966 -8.18473
691 18626 AA051328 period homolog 1 (Drosophila)Per1 0.809792 0.989585 0.940121 0.792311 0.889832 1.027449 0.925719 1.067765 0.293028 -8.1301 -6.31428 0.574307 -3.08841 -7.80123 -5.42635 -6.11313
692 23988 AA051390 protein (peptidyl-prolyl cis/trans isomerase) NIMA-interacting 1Pin1 0.994968 0.926465 1.072315 1.048961 1.134034 0.942799 0.972457 1.017776 -8.1301 -1.15639 -1.73428 -4.1574 0.78156 -2.83533 -6.55683 -7.50193
693 17714 AI385511 GrpE-like 2, mitochondrial Grpel2 1.358596 1.648895 1.372944 1.425645 1.317272 1.850558 1.421518 1.484649 0.996356 1 0.997748 0.999597 0.986185 1 0.999539 0.999941
694 AA073887 1.070033 1.047011 0.992869 0.937096 1.010891 0.903942 0.946732 0.977881 -1.57145 -4.04755 -8.05224 -1.81803 -7.87549 0.417659 -2.93571 -6.96366
695 12895 AA061685 carnitine palmitoyltransferase 1b, muscleCpt1b 1.028415 0.940748 0.975188 0.885868 0.945752 0.94921 1.001942 0.980676 -6.36363 -2.30557 -6.697 0.797251 -2.93571 -3.34811 -8.1749 -7.24872
696 100972 AI427886 RAB28, member RAS oncogene familyRab28 1.010799 1.033185 1.16669 1.050585 1.15522 0.908173 1.034946 1.053641 -7.77483 -4.98763 0.997354 -2.49362 0.993578 0.721114 -4.71073 -2.12314
697 56691 AA066043 DnaJ (Hsp40) homolog, subfamily B, member 8Dnajb8 0.916941 0.871053 0.870199 0.958299 1.01432 0.953939 0.918807 1.12047 -1.4924 0.620649 0.637916 -5.64203 -7.85157 -5.20794 -1.65208 -0.00296
698 77605 AA039028 RIKEN cDNA C530002L11 geneC530002L11Rik0.895425 0.981439 0.850743 0.916259 0.814343 0.927838 0.91589 1.055715 0.322499 -7.50193 0.953011 -0.72812 0.997086 -1.69299 -0.72812 -3.77511
699 17896 AA051123 myosin, light polypeptide 4, alkali; atrial, embryonicMyl4 0.944165 0.933589 0.926453 0.912643 0.962667 0.980282 0.963834 1.218625 -2.78558 -1.61157 -0.98372 -0.04356 -5.20794 -7.24872 -5.37197 0.998706
700 319475 AA031146 RIKEN cDNA 4930488P06 gene4930488P06Rik1.010118 1.612476 1.325693 1.171544 1.38202 1.192767 1.195783 1.35264 -8.05224 1 0.999355 0.700291 0.999943 0.861512 0.875187 0.999803
701 18081 AA016456 ninjurin 1 Ninj1 0.962836 1.011145 1.074622 1.099614 0.987945 0.905744 0.973772 0.976206 -4.93234 -7.85157 -0.95039 0.336844 -7.77483 0.466765 -6.41257 -6.697
702 19943 AA049167 ribosomal protein L28 Rpl28 1.080298 1.025072 1.111018 1.264685 1.023807 1.067123 1.030367 1.085778 -5.15301 -7.82681 -3.40077 0.70738 -7.85157 -5.90657 -7.66125 -4.877
703 16923 AI429186 linker of T-cell receptor pathwaysLnk 0.960876 0.833284 0.898119 0.910942 0.836914 1.108347 0.950414 1.114979 -5.53458 0.983462 0.146893 -0.49745 0.978404 -0.04356 -4.32287 0.181347
704 AA108260 0.905286 1.025693 0.907989 0.789301 0.830708 0.955322 0.951998 0.953085 -4.48892 -7.87549 -4.65527 0.430282 -0.60972 -7.24872 -7.08948 -7.13023
705 26446 AA108678 proteasome (prosome, macropain) subunit, beta type 3Psmb3 0.979927 1.032548 1.066386 1.045706 1.089204 1.052624 1.011425 1.114593 -7.28693 -6.11313 -2.35207 -4.5998 -0.58108 -3.77511 -7.89858 0.430282
706 22335 AA042052 voltage-dependent anion channel 3Vdac3 1.03832 1.00155 1.019185 1.04112 1.084104 1.015055 0.900525 1.021351 -4.93234 -8.17911 -7.20986 -4.5998 -0.31533 -7.5679 0.620649 -7.00618
707 14718 AA060494 glutamate oxaloacetate transaminase 1, solubleGot1 0.898481 0.732808 0.718308 0.693658 0.600232 0.463328 0.603595 0.595855 -5.58841 0.364771 0.544209 0.752979 0.987757 0.999982 0.986185 0.989799
708 20525 AA050085 solute carrier family 2 (facilitated glucose transporter), member 1Slc2a1 1.092644 1.247827 1.097174 1.135841 1.015998 1.091775 1.328082 0.986034 -1.33906 0.995155 -1.05159 0.417659 -8.05224 -1.3768 0.999901 -7.87549
709 22365 AA060373 vacuolar protein sorting 45 (yeast)Vps45 0.920374 0.985109 1.010557 0.952646 0.877599 0.995299 0.945961 1.017204 -2.30557 -7.87549 -8.0361 -5.48055 0.19814 -8.15667 -4.82161 -7.80123
710 66704 AA139442 RIKEN cDNA 4921506I22 gene4921506I22Rik 1.079804 1.126914 0.977367 0.976876 0.986627 1.019101 1.059805 0.986826 0.322499 0.974993 -6.21444 -6.11313 -7.43306 -6.788 -0.98372 -7.46785
711 AA152754 0.977887 1.07187 1.052551 1.084432 1.020506 1.035478 1.065358 1.185118 -5.42635 0.637916 -0.49745 0.878407 -5.85418 -2.88538 0.4048 0.999998
712 22144 AA144835 tubulin, alpha 3 Tuba3 0.942237 1.151944 1.07401 1.029328 0.952767 0.960206 1.01356 0.976448 -3.56004 0.786907 -2.35207 -6.74275 -4.76618 -5.58841 -7.85157 -7.20986
713 AA152754 1.019874 1.166393 1.224867 1.232759 1.083963 1.015849 1.109375 1.598068 -7.28693 0.964618 0.998827 0.999287 -0.7587 -7.59978 0.364771 1
714 28113 AA209987 Terf1 (TRF1)-interacting nuclear factor 2Tinf2 0.965998 1.054446 1.031281 0.951442 0.848897 0.981504 0.892886 1.10504 -7.20986 -6.06197 -7.39756 -6.31428 0.164266 -7.89858 -1.86049 -2.68699
715 12482 AA174292 membrane-spanning 4-domains, subfamily A, member 1Ms4a1 0.955814 0.982109 0.979957 0.927485 0.895278 1.008909 0.960246 1.15503 -6.788 -7.9422 -7.87549 -4.82161 -2.44609 -8.1301 -7.04813 -0.78966
716 66254 AA199274 RIKEN cDNA 1500031M22 gene1500031M22Rik 0.98983 1.016649 0.980649 0.991932 0.941743 0.952416 0.867759 0.947567 -8.09525 -7.96273 -7.87549 -8.1301 -5.69543 -6.46109 -0.60972 -6.11313
717 14083 AA146243 PTK2 protein tyrosine kinase 2Ptk2 0.99472 1.064716 1.043224 1.069742 0.9916 0.918861 0.964405 0.977602 -8.09525 -1.30173 -3.82931 -0.85276 -7.96273 0.214648 -4.76618 -6.65076
718 18578 AA209984 phosphodiesterase 4B, cAMP specificPde4b 0.918233 0.860257 0.877275 0.882689 0.918247 0.996911 0.785111 0.862654 -5.80152 -2.63816 -3.56004 -3.82931 -5.64203 -8.18239 0.111261 -2.73613
719 18039 AA253725 neurofilament, light polypeptideNefl 1.122991 1.096028 0.98805 0.903308 0.932647 0.984968 0.867545 1.046052 -2.98634 -4.43352 -8.10778 -3.82931 -5.80152 -8.05224 -1.65208 -7.08948
720 242721 AA139621 RIKEN cDNA B230308G19 geneB230308G19Rik 0.92567 0.981338 1.040616 0.976591 1.004056 0.862073 0.853704 0.994447 -4.54435 -7.92082 -7.00618 -7.74763 -8.1749 -0.49745 -0.17327 -8.16368
721 18039 AA253725 neurofilament, light polypeptideNefl 0.951852 0.957453 0.980899 0.83106 0.8521 0.958788 0.827909 1.064279 -7.24872 -7.46785 -8.0361 -1.15639 -2.07843 -7.50193 -1.05159 -6.74275
722 AA124030 0.975268 0.951789 0.964455 0.963272 1.03601 0.972635 0.988285 0.932644 -5.58841 -1.61157 -3.61353 -3.40077 -3.77511 -5.15301 -7.53528 0.214648
723 67817 AA137370 1.063163 1.037092 1.073649 1.105287 0.995245 1.07132 0.922646 1.047722 -2.73613 -5.64203 -1.77597 0.111261 -7.63089 -1.94654 -0.98372 -4.43352
724 AA242680 1.037274 1.039979 0.883367 0.936689 0.978971 0.884746 0.827957 0.943357 -5.53458 -5.20794 0.764789 -2.12314 -7.17036 0.746878 0.996238 -2.88538
725 AA242192 0.974166 1.030065 0.924409 0.936268 0.931644 0.999798 0.923276 1.081818 -6.96366 -6.65076 -1.61157 -2.78558 -2.30557 -8.18661 -1.53173 -1.61157
726 14431 AA222404 guanidinoacetate methyltransferaseGamt 0.98104 1.078691 0.937886 0.952898 0.864933 0.912734 0.856222 1.055111 -7.00618 -0.19607 -1.08612 -2.93571 0.989799 0.501235 0.99573 -2.21364
727 20851 AA212445 signal transducer and activator of transcription 5BStat5b 0.907419 0.963784 1.018955 1.131619 0.979339 1.093512 1.084134 1.101288 0.816597 -4.04755 -6.83272 0.978404 -6.55683 0.678108 0.417659 0.807142
728 74104 AA212806 ATP-binding cassette, sub-family B (MDR/TAP), member 6Abcb6 1.041555 1.094318 1.04261 1.071252 0.983273 1.116208 1.005079 1.129883 -6.55683 -2.58966 -6.50918 -4.32287 -7.87549 -1.30173 -8.15667 -0.69794
729 66542 AA139624 1.068311 1.264578 0.868318 1.302044 1.131707 1.079828 1.210716 1.085767 -6.21444 0.489964 -2.07843 0.752979 -2.98634 -5.64203 -0.29077 -5.31743
730 18663 AA145650 phosphoglycerate kinase 2 Pgk2 1.022402 1.025731 1.011512 0.947509 0.948388 0.945607 0.963089 1.000748 -7.53528 -7.32449 -8.00117 -4.93234 -4.98763 -4.71073 -6.41257 -8.18614
731 15194 AA250402 Huntington disease gene homologHdh 0.958303 1.039457 1.031522 0.966519 0.994653 0.989815 0.906014 1.058496 -5.15301 -5.58841 -6.41257 -6.11313 -8.1301 -7.98239 -0.12869 -3.50674
732 12234 AA230588 beta-transducin repeat containing proteinBtrc 0.957951 1.22836 1.211122 1.135036 1.153285 1.050913 0.934516 1.172377 -3.61353 0.999964 0.999865 0.961454 0.989158 -2.63816 -0.69794 0.997354
733 252870 AA242262 ubiquitin specific protease 7Usp7 1.061431 0.998515 1.032394 1.008415 0.977107 0.945712 1.03971 0.95419 -2.25943 -8.17911 -5.80152 -8.00117 -6.83272 -2.68699 -4.877 -3.77511
734 66542 AA139624 1.005321 1.065754 0.942446 1.010258 0.997026 1.068532 1.139701 1.04686 -8.09525 -1.19212 -1.65208 -7.85157 -8.15667 -0.95039 0.964618 -3.34811
735 56296 AA144949 DMRT-like family B with proline-rich C-terminal, 1Dmrtb1 1.009087 1.035186 0.966734 0.92728 1.00037 0.910102 0.949128 1.103482 -8.09525 -6.92056 -6.96366 -3.61353 -8.18614 -2.16821 -5.58841 -1.86049
736 AA237207 0.977317 1.113637 0.986979 1.003864 0.964548 1.012123 1.03799 0.979568 -7.28693 -0.06435 -7.87549 -8.15667 -6.16396 -7.9422 -6.01048 -7.46785
737 14824 AA242654 granulin Grn 0.823932 0.838147 0.837559 0.815713 0.816103 0.874044 0.75139 0.917255 0.850375 0.71432 0.721114 0.898907 0.896187 -0.15081 0.997597 -2.83533
738 56296 AA144949 DMRT-like family B with proline-rich C-terminal, 1Dmrtb1 1.002074 0.956809 0.919684 0.922661 0.904373 0.879783 0.857112 1.012999 -8.17911 -5.37197 -1.57145 -1.81803 -0.49745 -0.15081 0.846486 -7.89858
739 18286 AA140320 outer dense fiber of sperm tails 2Odf2 0.996881 0.963283 0.999976 0.938308 0.967392 0.951068 1.038401 1.143933 -8.17911 -7.04813 -8.18661 -5.26275 -7.28693 -6.21444 -7.00618 -0.72812
740 67444 AA231522 RIKEN cDNA 0710007A14 gene0710007A14Rik 0.97421 1.058416 1.043983 0.971282 1.000145 0.943742 0.899175 0.95173 -5.15301 -0.44357 -2.12314 -4.5998 -8.18661 -0.34025 0.976414 -1.22825
741 AA237290 0.957908 0.909637 1.016014 0.916883 1.033706 0.913942 0.951065 1.006928 -4.877 -0.15081 -7.63089 -0.58108 -6.06197 -0.39118 -4.04755 -8.08182
742 114143 AA238482 ATPase, H+ transporting, V0 subunit BAtp6v0b 1.057565 1.036272 1.059945 1.0971 1.117424 0.989425 0.964801 1.086991 -0.58108 -3.45365 -0.36553 0.904152 0.983462 -7.59978 -3.40077 0.786907
743 AA217989 1.033972 1.061468 1.054107 0.931106 1.001448 1.031661 0.92792 1.10596 -7.20986 -5.42635 -5.95867 -4.54435 -8.18473 -7.32449 -4.26763 -2.39891
744 11629 AA245272 allograft inflammatory factor 1Aif1 0.935898 1.059864 1.103996 1.047471 1.045398 0.926045 0.975405 1.115607 -5.42635 -5.95867 -3.13985 -6.697 -6.83272 -4.65527 -7.71962 -2.49362
745 14964 AA221044 histocompatibility 2, D region locus 1H2-D1 1.00162 1.000315 0.938223 1.00044 1.000777 0.994897 0.998085 0.963578 -8.17911 -8.18614 -1.57145 -8.18614 -8.18473 -8.10778 -8.1749 -4.93234
746 26425 AA220463 nucleotide binding protein 1Nubp1 0.855806 1.030046 0.99323 0.937104 0.656675 0.715429 0.809704 0.906067 0.230875 -7.36136 -8.13988 -4.877 0.999993 0.999507 0.884622 -2.30557
747 AA217989 0.942949 1.004829 1.020023 0.918719 0.84316 0.99927 0.901392 1.125835 -5.04284 -8.16368 -7.74763 -2.88538 0.662527 -8.18614 -1.57145 -0.7587
748 16478 AA241105 Jun proto-oncogene related gene d1Jund1 0.910534 0.915845 1.367761 1.014457 1.016621 1.172998 0.91672 0.791927 -5.20794 -5.53458 0.838432 -8.10778 -8.08182 -2.03409 -5.58841 0.092995
749 17149 AA254528 mago-nashi homolog, proliferation-associated (Drosophila)Magoh 0.948279 0.944947 1.007215 1.047955 1.023841 0.970793 0.949367 0.995422 -2.93571 -2.54147 -8.0361 -3.72108 -6.74275 -6.06197 -3.08841 -8.1301
750 15115 AI608026 histidyl-tRNA synthetase Hars 1.065548 1.123368 1.156379 1.250416 1.142568 1.097813 1.055426 1.072329 -2.98634 0.378359 0.842506 0.998572 0.71432 -0.58108 -4.04755 -2.35207
751 13627 AA259551 eukaryotic translation elongation factor 1 alpha 1Eef1a1 0.988236 1.029741 1.112815 1.052502 0.94429 0.938802 1.053925 1.152442 -7.9422 -6.788 -0.15081 -4.5998 -3.93816 -3.34811 -4.48892 0.740644
752 76238 AA276224 glyoxylate reductase/hydroxypyruvate reductaseGrhpr 1.403023 1.057877 0.870843 0.974273 0.913497 0.968392 0.917226 0.924016 0.884622 -7.04813 -3.19154 -7.92082 -5.53458 -7.80123 -5.7486 -6.11313
753 56486 AA272212 gamma-aminobutyric acid receptor associated proteinGabarap 1.077953 0.941226 1.101884 1.040414 1.040543 1.012696 1.019423 1.057915 -4.82161 -5.85418 -3.34811 -7.08948 -7.08948 -8.06748 -7.92082 -6.11313
754 12745 AA285509 calmegin Clgn 0.981656 1.092099 1.156384 1.070941 1.08113 0.907887 0.908626 1.089318 -7.98239 -4.5998 -1.45347 -5.80152 -5.20794 -4.04755 -4.10242 -4.76618
755 12745 AA285509 calmegin Clgn 0.953323 0.87151 0.857125 0.891473 0.944125 0.991922 0.887675 0.928781 -6.16396 -0.29077 0.19814 -1.30173 -5.42635 -8.1194 -1.08612 -4.1574
756 68961 AA266813 5phosphorylase kinase, gamma 2 (testis)Phkg2 1.037733 0.998155 1.059599 0.938987 1.052096 1.021134 1.009409 1.157876 -6.83272 -8.18239 -5.26275 -4.877 -5.85418 -7.74763 -8.09525 0.129226
757 110954 AA286316 ribosomal protein 10 Rpl10 1.045585 1.007702 1.220946 1.222197 1.080146 1.201828 1.220225 1.193167 -3.88366 -8.01908 0.999703 0.999722 -0.47032 0.998865 0.999682 0.997956
758 13194 AA266564 damage specific DNA binding protein 1Ddb1 1.042016 1.171667 1.087172 1.067159 0.966285 0.971104 0.949154 1.067043 -6.92056 -0.06435 -3.93816 -5.31743 -7.28693 -7.50193 -6.21444 -5.31743
759 13047 AA261063 cut-like 1 (Drosophila) Cutl1 1.001876 0.977253 0.919663 0.85938 0.930497 0.990339 0.852931 0.990879 -8.18473 -7.9422 -5.48055 -1.90332 -6.11313 -8.13988 -1.69299 -8.14874
760 19085 AA270948 protein kinase, cAMP dependent regulatory, type I betaPrkar1b 1.077126 1.046261 0.98581 1.145487 1.127127 1.156096 1.173277 1.130871 -1.05159 -4.21247 -7.66125 0.918421 0.78156 0.954315 0.983462 0.821166
761 20775 AA268608 squalene epoxidase Sqle 1.034074 0.965757 1.05375 0.767065 0.949583 1.04269 0.705711 0.895106 -7.71962 -7.66125 -7.04813 0.602668 -7.08948 -7.46785 0.950298 -4.1574
762 27425 AA269701 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit gAtp5l 1.011777 1.028573 1.047601 1.024494 1.061719 0.846773 0.973105 1.073276 -8.09525 -7.66125 -6.83272 -7.80123 -6.06197 -0.26657 -7.69083 -5.37197
763 66475 AA270534 ribosomal protein S23 Rps23 1.075588 1.013227 1.010516 1.016784 1.011607 1.094573 1.08991 1.211466 -4.1574 -8.01908 -8.08182 -7.92082 -8.05224 -2.78558 -3.13985 0.786907
764 19085 AA270948 protein kinase, cAMP dependent regulatory, type I betaPrkar1b 0.953948 1.045093 0.948064 0.963673 0.9596 0.859812 0.908297 1.085691 -5.37197 -5.69543 -4.76618 -6.36363 -5.95867 0.721114 -1.08612 -2.07843
765 66171 AA276345 6-phosphogluconolactonasePgls 1.022673 0.933965 1.07972 0.933013 0.951935 0.993395 0.963345 1.167596 -6.92056 -1.41493 -0.72812 -1.30173 -3.56004 -8.06748 -5.09798 0.981916
766 TRZ503 0.967226 1.070058 0.993088 0.877903 0.897721 0.929949 0.88374 1.068454 -6.83272 -3.72108 -8.1749 0.146893 -0.7587 -3.29568 -0.08546 -3.88366
767 21945 AA471746 death effector domain-containingDedd 0.991458 1.10125 1.122192 0.997399 1.009024 0.945006 0.973805 1.067253 -16.0204 0.747164 0.95049 -16.6071 -15.9728 -2.75034 -11.4613 -1.3444
768 14866 AA461810 glutathione S-transferase, mu 5Gstm5 1.102387 1.1078 1.10181 0.90817 1.164588 0.982933 0.998087 1.060688 -1.82724 -1.3444 -1.87939 -1.93227 0.753658 -15.6545 -16.6503 -7.87123
769 11832 AA500661 aquaporin 7 Aqp7 0.996543 0.963946 0.942931 0.771729 0.802413 0.925651 0.847348 1.010606 -16.6503 -15.2826 -13.2534 0.619757 -0.04829 -11.2525 -2.44128 -16.5354
770 21945 AA471746 death effector domain-containingDedd 0.972241 0.975864 0.939953 0.841671 0.808694 0.939783 0.900542 1.022565 -14.8612 -15.2157 -9.23519 0.664713 0.945976 -9.23519 -2.81444 -15.4123
771 AA426845 0.959661 0.913987 0.959868 0.85601 0.841875 0.928782 0.875759 1.014782 -14.6334 -9.02291 -14.7105 -2.38175 -1.3444 -11.0425 -4.25767 -16.4063
772 15275 AA451263 hexokinase 1 Hk1 1.004321 0.90829 0.854382 0.902504 0.830927 0.887814 0.98085 0.921272 -16.4632 0.921546 0.999935 0.959679 0.999998 0.993426 -12.8724 0.697159
773 AI508884 ESTs 0.917332 0.937062 0.940633 0.900783 0.871265 1.067078 1.01738 0.960121 -3.14645 -6.66521 -7.46211 -1.17033 0.489042 -6.66521 -15.6545 -11.6687
774 268449 AA473164 similar to 60S ribosomal protein L23ana 1.032072 1.046791 1.132337 1.169113 0.980038 1.021208 1.117509 1.179736 -14.7865 -12.9688 -2.32296 -0.30275 -15.8729 -15.8206 -3.57028 0.019266
775 73545 AA465846 RIKEN cDNA 1700094D03 gene1700094D03Rik0.910416 0.921758 0.951742 0.954346 0.973706 0.978861 0.97729 1.029174 -4.17827 -5.99572 -11.5652 -11.9767 -15.0069 -15.5363 -15.4123 -14.7105
776 68153 AA412879 general transcription factor II E, polypeptide 2 (beta subunit)Gtf2e2 1.027308 1.088197 0.945824 0.964505 0.936537 0.834377 0.956803 0.993828 -15.7667 -9.7677 -13.1593 -15.0778 -12.0784 -0.92856 -14.3949 -16.6206
777 13494 AA275913 developmentally regulated GTP binding protein 1Drg1 0.936277 0.972673 1.00221 1.010294 0.96417 0.945582 0.951422 1.029387 -1.25605 -11.1476 -16.6206 -15.7667 -8.18193 -2.94494 -4.33782 -10.7256
778 17002 AA474964 lactotransferrin Ltf 0.985105 1.017247 0.952145 0.946813 0.967038 1.031193 1.040311 1.017899 -14.7865 -14.3131 -4.50035 -3.14645 -9.12898 -10.0876 -7.15969 -14.1463
779 23897 AA472437 HS1 binding protein Hs1bp1 0.964535 0.980833 1.147907 1.15746 1.111634 1.162887 1.189978 1.089055 -11.6687 -15.0778 0.795021 0.873868 -0.16968 0.907072 0.979152 -1.93227
780 26441 AA277958 proteasome (prosome, macropain) subunit, alpha type 4Psma4 0.962465 1.025144 1.017249 0.991309 0.946361 1.002796 0.98503 1.1007 -9.55449 -13.2534 -14.9347 -16.1947 -5.17941 -16.6206 -15.2826 0.181448
781 56772 AA275865 expressed sequence AI839562AI839562 0.930197 0.989378 0.951378 0.84059 0.839788 0.978509 0.929652 0.9806 -5.71777 -16.3081 -10.0876 0.893143 0.898933 -15.1474 -5.62639 -15.4123
782 AA498356 0.894979 1.072422 1.030224 0.929037 0.907732 1.040274 1.126505 1.147355 0.181448 -4.02172 -12.9688 -3.3549 -0.64041 -10.7256 0.463737 0.815696
783 20166 AI098267 rhotekin Rtkn 1.054992 0.977783 0.892086 0.982971 0.905364 0.91673 0.952019 1.043105 -8.28615 -14.7865 -0.09549 -15.5363 -1.0872 -2.38175 -9.23519 -10.8315
784 12516 AA475638 CD7 antigen Cd7 1.18256 0.878936 0.982205 0.930425 0.881104 0.986217 0.870712 0.976026 -3.28465 -6.56787 -16.3753 -12.4802 -6.76309 -16.489 -5.62639 -16.1536
785 AA497590 0.911404 0.96983 0.989333 1.109743 0.881843 0.987309 1.023589 1.065233 -1.3444 -13.0644 -16.1947 -0.41813 0.51328 -15.9728 -14.4755 -5.80979
786 59008 AA498565 anaphase-promoting complex subunit 5Anapc5 0.943239 1.031204 1.142749 1.114958 0.876838 1.083543 0.925827 1.108721 -14.2302 -15.9728 -7.36086 -9.66107 -7.46211 -12.3806 -12.6776 -10.1942
787 16195 AA543149 interleukin 6 signal transducerIl6st 0.968825 0.966592 1.112007 1.139246 0.965093 1.173783 1.035426 1.058476 -14.7865 -14.555 -4.17827 -1.82724 -14.3131 -0.14449 -14.3949 -11.357
788 59008 AA498565 anaphase-promoting complex subunit 5Anapc5 0.923592 0.976771 0.982274 0.897498 0.792915 0.797072 0.951728 1.133916 -7.87123 -15.5961 -16.0664 -3.94457 0.91929 0.800381 -12.4802 -2.20763
789 103067 AA522020 expressed sequence AA522020AA522020 1.070131 1.092064 1.122099 1.162376 0.895824 1.156931 1.047824 1.089017 -10.6196 -7.66588 -4.33782 -1.3444 -4.91942 -1.67505 -13.4392 -8.07803
790 21858 AA518165 tissue inhibitor of metalloproteinase 2Timp2 0.967251 0.983841 1.05944 0.975971 0.872841 0.874014 0.940383 1.004259 -12.9688 -15.7113 -7.87123 -14.6334 0.525011 0.489042 -7.0598 -16.5918
791 22027 AA498066 tumor rejection antigen gp96Tra1 0.951427 1.004909 1.022117 0.926159 0.816884 0.955178 0.940962 1.021132 -12.3806 -16.6206 -15.7667 -8.28615 0.733705 -12.9688 -10.7256 -15.8206
792 AA537645 1.005311 0.988789 0.969828 0.989274 0.916261 0.971574 0.842534 1.022353 -16.6323 -16.5354 -15.7667 -16.556 -10.5134 -15.8729 -2.56263 -16.1947
793 23960 AA290052 2'-5' oligoadenylate synthetase 1GOas1g 0.960442 0.994274 0.880086 0.834216 0.975527 0.918794 1.055036 1.097627 -13.9753 -16.6071 -2.50158 0.235982 -15.5961 -7.56379 -12.1797 -6.37484
794 234847 AI507593 spastic paraplegia 7 homolog (human)Spg7 0.913112 1.023595 0.965051 0.991225 0.747553 0.753436 0.966367 1.279813 -4.50035 -15.2826 -13.3467 -16.4632 0.999429 0.999113 -13.8003 0.992993
795 23960 AA290052 2'-5' oligoadenylate synthetase 1GOas1g 1.016337 0.954904 0.923367 0.792641 0.792566 0.847208 0.814463 0.959721 -16.3425 -14.1463 -10.0876 0.558707 0.558707 -1.52921 0.040939 -14.6334
796 55978 AA274119 RIKEN cDNA 0610009H04 gene0610009H04Rik0.937728 0.954388 0.961408 0.853493 0.814576 0.916187 0.913401 1.049894 -11.4613 -13.7114 -14.4755 -1.29989 0.366219 -8.28615 -7.87123 -13.4392
797 50911 AA217904 polymyositis/scleroderma autoantigen 1Pmscl1 0.808051 0.998732 1.125748 0.991269 0.830011 1.064939 1.05698 1.107878 -0.44826 -16.6638 -6.9604 -16.5918 -1.57713 -13.0644 -13.8003 -8.70578
798 50911 AA217904 polymyositis/scleroderma autoantigen 1Pmscl1 1.015976 1.080035 1.033026 0.934817 1.040826 1.035291 1.069693 1.008537 -15.0778 -1.17033 -11.0425 -2.50158 -8.91701 -10.4071 -2.50158 -16.1947
799 11450 AA493090 adipocyte complement related proteinAcrp30 1.034105 1.018411 0.868739 0.941269 1.030405 0.988418 0.992906 0.965288 -11.6687 -15.0069 0.907072 -5.17941 -12.5793 -15.9728 -16.4063 -11.2525
800 234847 AI507593 spastic paraplegia 7 homolog (human)Spg7 0.916814 0.908991 0.861501 0.870424 0.716773 0.925057 0.920631 0.939114 -5.80979 -4.58271 -0.16968 -0.64041 0.999789 -7.15969 -6.47108 -9.66107
801 71902 AA611688 DNA segment, Chr 10, ERATO Doi 516, expressedD10Ertd516e 0.841324 0.902748 0.859107 0.791721 0.77491 0.865762 0.926383 0.957892 0.525011 -3.64361 -0.02534 0.966245 0.988398 -0.35942 -7.36086 -12.8724
802 20677 AA612510 SRY-box containing gene 4Sox4 0.912573 1.072793 1.070106 1.050798 0.782242 0.782682 1.028546 1.296275 -4.58271 -7.87123 -8.39066 -11.5652 0.98803 0.987651 -14.7865 0.994214
803 71879 AA521959 fatty acid Coenzyme A ligase, long chain 5Facl5 1.032926 1.09547 1.007298 1.018195 0.977497 0.90696 0.871973 0.963359 -15.2157 -9.02291 -16.5918 -16.1947 -15.9236 -7.0598 -2.8793 -14.7105
804 AA615692 ESTs, Highly sim0.881129 1.088976 0.9475 0.992544 0.937141 0.974052 1.007748 0.898041 0.947522 0.199989 -3.94457 -16.2342 -1.82724 -11.9767 -16.1947 0.847323
805 AA501244 0.966877 0.905113 0.927327 0.849996 0.8323 0.994216 0.860982 0.862652 -15.9728 -11.5652 -13.5308 -6.1841 -4.66581 -16.6422 -7.26004 -7.36086
806 AA517991 1.058815 0.999999 0.984723 0.894872 0.92195 0.981593 0.823216 1.044762 -11.7718 -16.6647 -16.2342 -4.25767 -8.18193 -16.0664 0.489042 -13.6216
807 13506 AA500580 desmocollin 2 Dsc2 0.9759 0.993274 1.026924 1.0808 1.031676 1.178412 1.147703 1.085029 -12.0784 -16.272 -11.357 0.019266 -9.87435 0.999691 0.995072 0.270557
808 20255 AA543702 secretogranin III Scg3 0.993667 1.024742 0.9705 1.097534 0.987746 1.070137 1.012819 0.993505 -16.489 -14.3131 -13.2534 -1.48199 -16.0204 -5.09205 -16.3081 -16.489
809 AA794084 0.933248 1.061176 0.966723 0.878426 0.948127 0.982988 1.066031 0.950229 -6.86149 -8.70578 -13.5308 -0.14449 -9.87435 -15.7667 -7.87123 -10.3007
810 11650 AA561933 alkaline phosphatase 5 Akp5 0.990365 1.076383 0.999303 0.957236 0.858606 0.956554 0.891625 1.043756 -16.489 -8.91701 -16.6638 -13.3467 -0.57416 -13.2534 -3.3549 -13.4392
811 78294 AA727759 ribosomal protein S27a Rps27a 0.980385 1.04159 1.046411 0.975532 0.933208 0.998621 1.100197 1.076422 -14.6334 -9.66107 -8.39066 -13.6216 -3.21516 -16.6566 -0.22146 -2.50158
812 AA734806 1.047275 1.07091 1.143498 0.926402 1.074264 0.975755 1.014 1.010887 -15.3481 -13.9753 -8.39066 -13.3467 -13.7114 -16.3081 -16.5354 -16.5918
813 AA794084 0.944131 0.987299 0.92889 0.938312 0.902483 0.949539 1.025496 1.015571 -0.44826 -14.555 0.673106 0.143245 0.987261 -1.29989 -9.7677 -13.6216
814 18750 AA590683 protein kinase C, alpha Prkca 1.074968 1.197969 0.982935 0.980347 1.049629 0.95909 1.107268 1.224258 -7.76836 0.712291 -15.9728 -15.7667 -11.8745 -12.9688 -3.42592 0.887046
815 22629 AA879811 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptideYwhah 1.006541 1.039961 0.951802 0.992514 0.937756 0.909799 1.008692 1.217017 -16.5131 -11.7718 -9.66107 -16.4632 -6.47108 -4.33782 -16.272 0.970045
816 66286 AA592658 RIKEN cDNA 1810029G24 gene1810029G24Rik1.006185 1.069406 0.99341 0.971076 0.926428 0.981271 0.982828 1.086212 -16.489 -4.83417 -16.4632 -13.2534 -3.21516 -15.1474 -15.3481 -2.32296
817 AA638454 0.951299 0.91683 0.989681 0.975164 0.842771 0.936367 0.924175 1.051591 -12.8724 -7.56379 -16.489 -15.5961 -0.16968 -10.6196 -8.70578 -12.7754
818 54188 AA616057 cleavage and polyadenylation specific factor 4Cpsf4 1.021402 0.957868 0.910435 0.95039 0.939027 1.057777 1.091474 1.317639 -13.3467 -6.56787 0.610141 -4.41872 -1.93227 -3.21516 0.381042 1
819 13001 AA681604 casein kinase II, beta subunitCsnk2b 0.976166 0.953452 0.988054 1.033712 0.962435 0.966208 1.038539 1.046485 -13.5308 -7.36086 -15.8206 -11.2525 -9.87435 -10.9371 -9.981 -7.87123
820 19179 AA645829 protease (prosome, macropain) 26S subunit, ATPase 1Psmc1 0.967105 0.936612 0.958204 1.023992 0.976803 1.007043 1.005976 1.029858 -9.55449 -1.57713 -6.66521 -12.5793 -12.6776 -16.272 -16.3753 -10.8315
821 12525 AA839138 CD8 antigen, alpha chain Cd8a 1.028991 0.929472 0.951828 0.994236 0.966579 1.051851 1.079862 1.046052 -12.0784 -1.62574 -6.27918 -16.4356 -10.5134 -5.99572 -1.17033 -7.46211
822 16542 AA871757 kinase insert domain protein receptorKdr 0.960096 0.918716 0.905853 0.968601 0.906544 0.999966 1.155022 1.005454 -11.9767 -3.14645 -1.98588 -13.6216 -2.04021 -16.3425 0.536489 -16.5748
823 AA681604 0.941028 0.913256 0.926594 0.913208 0.85644 0.95559 0.984008 1.078191 -10.3007 -5.62639 -7.76836 -5.62639 -0.09549 -12.7754 -16.1108 -7.97445
824 18203 AA763991 N-terminal Asn amidase Ntan1 0.988405 0.986872 0.956437 0.98632 0.954796 1.01867 0.989952 0.973211 -15.9236 -15.7113 -8.39066 -15.5961 -7.97445 -14.7865 -16.1108 -12.9688
825 67115 AA798998 RIKEN cDNA 3100001N19 gene3100001N19Rik1.072845 1.051646 1.185483 1.137161 1.036093 0.833037 0.880701 1.072015 -11.9767 -14.0613 -2.09528 -5.44559 -15.3481 -1.38959 -5.62639 -12.0784
826 18203 AA763991 N-terminal Asn amidase Ntan1 1.005431 0.858927 1.150342 0.888686 0.978073 0.927602 0.815833 1.080598 -16.6206 -2.32296 -3.21516 -5.35619 -16.0204 -10.6196 0.062201 -10.3007
827 23880 AI049453 FYN binding protein Fyb 0.927438 1.040119 1.080002 1.015116 0.822645 0.804946 1.076858 1.797266 -9.12898 -14.1463 -8.91701 -16.272 0.476525 0.753658 -9.34152 1
828 14229 AI180957 FK506 binding protein 5 Fkbp5 0.942662 1.024013 1.035818 0.952418 0.836556 0.879744 1.181295 1.997856 -12.6776 -15.9236 -15.1474 -13.8003 -0.85296 -4.41872 -1.43545 1
829 57431 AI180850 DnaJ (Hsp40) homolog, subfamily C, member 4Dnajc4 0.94605 0.972476 0.953806 0.944124 0.922905 1.009804 1.085738 1.104653 -2.8793 -10.9371 -4.83417 -2.44128 0.181448 -15.8206 0.303759 0.820556
830 AA798637 0.957466 0.993036 1.000336 0.984406 0.976707 1.100309 1.051813 1.089146 -8.49545 -16.3753 -16.6638 -15.2826 -13.7114 -0.02534 -6.66521 -0.74405
831 23880 AI049453 FYN binding protein Fyb 0.981465 0.970069 1.116358 1.239246 1.15257 1.236259 1.302744 1.177031 -14.9347 -12.3806 0.409777 0.999712 0.921546 0.999646 0.999996 0.982647
832 20677 W14398 SRY-box containing gene 4Sox4 1.027638 1.08079 1.037399 1.043111 1.074845 1.136428 1.087449 1.114496 -9.55449 0.638353 -5.99572 -4.25767 0.39556 0.998534 0.795021 0.985125
833 57431 AI180850 DnaJ (Hsp40) homolog, subfamily C, member 4Dnajc4 0.947414 0.908126 0.893044 0.895316 0.910251 0.941936 0.910023 0.944098 -4.25767 0.558707 0.873868 0.847323 0.476525 -3.01134 0.489042 -3.49772
834 320585 AA881641 RIKEN cDNA 5730405G21 gene5730405G21Rik1.070264 0.837138 0.810996 0.753738 0.746633 0.83187 0.894839 0.888709 -8.39066 0.697159 0.927964 0.998326 0.998985 0.772239 -2.32296 -1.72507
835 22248 AA833322 unc-119 homolog (C. elegans)Unc119 1.062999 0.759608 0.725674 0.716741 0.699908 0.786386 0.910474 0.805374 -11.8745 0.944386 0.990684 0.994397 0.997957 0.805611 -7.46211 0.569454
836 1509 AA770764 cathepsin D (lysosomal aspartyl protease)CTSD 1.075814 1.007076 1.05365 0.99511 0.924543 1.067384 0.973119 1.145445 -12.2804 -16.6206 -14.1463 -16.6422 -11.6687 -13.0644 -15.9728 -5.62639
837 AA882121 0.945825 1.002087 1.051338 1.100422 1.058717 0.937926 0.952412 1.040927 -4.09962 -16.6323 -5.44559 0.463737 -3.79256 -2.44128 -5.80979 -8.18193
838 27176 AA795887 ribosomal protein L7a Rpl7a 1.033337 1.082013 1.006438 0.966121 0.913257 0.983247 1.098108 0.941707 -10.4071 -0.51013 -16.3753 -9.87435 0.287327 -14.7105 0.409777 -3.14645
839 19898 AA896365 1.036511 1.012489 0.921346 0.855547 0.833418 0.952014 0.979446 0.968383 -13.8003 -16.3081 -6.08961 0.270557 0.747164 -11.6687 -15.6545 -14.3131
840 AA896773 0.941877 1.024537 1.06026 0.997348 0.829761 0.8831 1.227621 1.908832 -13.1593 -16.0204 -13.3467 -16.6566 -1.25605 -5.90245 -0.51013 1
841 12857 AA711266 cytochrome c oxidase subunit IV isoform 1Cox4i1 0.815399 0.758567 1.242666 0.968063 0.939294 1.115584 1.030889 0.845371 -5.00539 -1.52921 -4.25767 -16.1947 -14.9347 -11.8745 -16.2342 -7.46211
842 19357 AA546839 RAD21 homolog (S. pombe)Rad21 1.050451 1.037318 0.925247 1.004393 0.914599 0.981027 1.145562 1.085121 -6.47108 -9.981 -1.21286 -16.5354 -0.16968 -14.4755 0.951914 -0.77976
843 57296 AA596572 proteasome (prosome, macropain) 26S subunit, non-ATPase, 8Psmd8 0.976088 0.861335 0.907442 0.983474 0.957674 1.00488 1.039665 1.07868 -13.6216 0.969135 0.019266 -15.1474 -8.70578 -16.5354 -9.87435 -1.93227
844 68222 AA760262 4931415M17 mRNA 4931415M17 1.000031 0.900088 0.96771 0.976611 0.9229 0.82551 1.039308 1.064965 -16.6647 -8.39066 -15.5961 -16.1108 -11.1476 -1.29989 -15.2157 -13.0644
845 57296 AA596572 proteasome (prosome, macropain) 26S subunit, non-ATPase, 8Psmd8 1.039272 0.962196 0.957163 1.015005 1.039523 1.191182 1.105405 1.085007 -11.6687 -10.3007 -10.5134 -16.556 -13.8883 0.960851 -0.81606 -5.44559
846 105892 AI060382 expressed sequence AI789751AI789751 0.950057 1.035832 0.972088 0.888444 0.916728 0.875451 1.011915 1.069771 -10.8315 -13.6216 -14.6334 -1.25605 -4.66581 -0.33083 -16.272 -7.87123
847 67471 AI120460 RIKEN cDNA 1300003A17 gene1300003A17Rik0.997322 1.079976 1.17903 1.480775 1.332814 1.443828 1.397988 1.52623 -16.6206 -0.96729 0.997428 1 1 1 1 1
848 19718 AA896210 replication factor C (activator 1) 2Rfc2 1.001544 1.012507 1.002155 1.106931 1.051682 1.162209 1.21387 1.24345 -16.6422 -15.475 -16.6323 0.76 -4.74963 0.996766 0.999961 0.999997
849 102247 AA967122 expressed sequence AU041707AU041707 0.918324 0.9174 0.82414 0.807023 0.761897 0.740655 0.884459 0.713064 -3.3549 -3.28465 0.972624 0.992534 0.999828 0.999975 -0.07167 0.999998
850 53415 AI020875 HIV-1 tat interactive protein 2, homolog (human)Htatip2 1.005856 1.162701 1.018831 1.009603 1.018423 1.038997 1.205984 0.925865 -16.5354 0.766193 -15.4123 -16.3425 -15.475 -12.0784 0.970929 -4.33782
851 12055 AI118629 B-cell CLL/lymphoma 7C Bcl7c 0.910601 0.839274 0.877162 0.807583 0.751002 0.767023 0.728354 0.620057 -3.21516 0.83884 -0.14449 0.978508 0.999712 0.998951 0.999959 1
852 22789 AA874235 zona pellucida 3 receptor Zp3r 0.983654 0.991658 0.974191 0.904258 0.936822 1.049901 0.996836 0.994227 -16.0204 -16.489 -15.1474 -3.7177 -9.02291 -11.8745 -16.6422 -16.5918
853 12326 AI153488 calcium/calmodulin-dependent protein kinase IVCamk4 1.007036 0.971704 0.927189 0.91049 0.958007 1.010068 1.092523 1.106889 -16.3081 -11.6687 -0.85296 0.39556 -7.36086 -15.9728 0.143245 0.64734
854 AI158410 1.021964 0.986173 1.002236 1.078169 1.015364 1.128696 1.160921 1.117593 -11.0425 -14.0613 -16.5918 0.76 -13.6216 0.999113 0.999983 0.996659
855 AI156457 0.943304 1.002043 0.925464 0.968636 0.864651 1.050801 1.035447 1.097095 -5.80979 -16.6422 -2.38175 -12.2804 0.921546 -7.87123 -11.5652 -0.70893
856 13032 AA939414 cathepsin C Ctsc 0.926339 0.992272 0.940436 0.948275 0.803231 0.709792 0.930551 1.177234 -7.97445 -16.5354 -10.4071 -11.7718 0.887046 0.999691 -8.70578 0.062201
857 21833 AA644914 thyroid hormone receptor alphaThra 0.949801 0.962585 0.93687 0.91839 0.930616 1.012952 1.060569 1.074835 -3.57028 -7.36086 -1.0872 0.489042 -0.35942 -15.2157 -2.09528 -0.33083
858 14204 AA967055 interleukin 4 induced 1 Il4i1 0.993962 1.014891 0.940593 0.960153 0.891139 0.975386 0.992955 1.179802 -16.489 -15.6545 -5.62639 -10.4071 0.366219 -13.9753 -16.4356 0.970929
859 16882 AA967089 ligase III, DNA, ATP-dependentLig3 0.935568 1.000695 1.068502 1.067927 0.933257 0.893931 1.031636 0.936973 -2.15109 -16.6611 -2.20763 -2.26492 -1.7758 0.825298 -10.9371 -2.38175
860 21833 AA644914 thyroid hormone receptor alphaThra 0.997879 0.969324 0.877944 0.992926 0.952308 1.030972 1.083154 1.00499 -31.0038 -14.5661 0.999154 -29.9375 -4.62619 -15.1249 0.607211 -30.5229
861 16430 AI195962 intergral membrane protein 1Itm1 1.069265 0.821444 0.97446 0.874655 0.856727 1.00429 0.930241 1.031839 -22.2148 -1.17272 -29.5742 -7.84874 -4.83041 -31.0675 -20.8892 -28.832
862 13081 AI226268 cytochrome P450, family 24, subfamily a, polypeptide 1Cyp24a1 1.027365 1.026589 0.913514 0.974815 0.992555 1.080674 1.064636 0.98148 -21.461 -21.8393 0.236521 -22.4015 -30.2542 -0.94794 -3.95327 -26.062
863 14667 AI227393 GM2 ganglioside activator proteinGm2a 0.924232 0.899276 0.982307 0.840932 0.870346 0.857591 0.866949 0.709727 -9.60457 -3.42683 -29.2722 0.776955 -0.17951 0.39056 0.001508 0.999994
864 17888 AA655446 myosin, heavy polypeptide 6, cardiac muscle, alphaMyh6 0.975759 1.012663 1.07663 1.04761 0.97007 1.000115 1.049744 1.083207 -20.1206 -27.6946 0.093515 -6.29128 -15.8791 -31.1085 -5.47566 0.477041
865 W62757 0.815279 0.993558 1.004441 0.971939 0.973425 1.020519 1.124992 1.132313 0.503293 -30.9761 -31.0496 -28.4747 -28.7154 -29.6693 -6.41337 -5.3647
866 14287 W59651 folylpolyglutamyl synthetase Fpgs 0.920237 1.064021 1.383543 1.225571 1.117814 1.497298 1.536971 1.224982 -9.91579 -16.4505 0.999926 0.912596 -3.77272 1 1 0.910008
867 18472 W61996 platelet-activating factor acetylhydrolase, isoform 1b, beta1 subunitPafah1b1 0.961387 0.969837 0.898024 0.942433 0.972545 0.973561 1.004757 1.07666 -14.3813 -19.5409 0.783018 -5.2551 -21.2709 -21.8393 -30.7422 -1.6882
868 54369 AA000602 expressed in non-metastatic cells 6, proteinNme6 0.972167 0.864858 1.014219 1.107923 1.037083 0.934829 0.856499 0.680684 -28.832 -3.86235 -30.5229 -11.3779 -27.4163 -20.1206 -2.79384 0.999458
869 54369 AA000602 expressed in non-metastatic cells 6, proteinNme6 0.985881 0.850954 0.976787 1.115016 1.02168 0.946586 0.87841 0.698104 -30.5824 -2.94493 -29.6693 -11.2107 -29.9375 -24.039 -7.17534 0.996034
870 13202 W75660 D-dopachrome tautomeraseDdt 1.125442 1.060629 1.009911 0.971947 1.017112 1.092152 1.004155 0.920643 -18.1845 -27.2738 -31.0038 -30.1795 -30.7422 -23.1394 -31.0823 -23.8614
871 W70994 1.050515 0.973038 1.065199 1.18313 1.130531 1.074113 1.262853 1.172804 -23.6825 -28.5963 -19.9276 -0.78265 -5.58801 -17.6042 0.840324 -1.36796
872 56464 AI325870 cathepsin F Ctsf 0.978391 0.968217 0.936507 0.92718 0.895361 0.968927 1.010944 1.054962 -27.4163 -22.5873 -8.2694 -5.2551 -0.09867 -22.9563 -30.0211 -12.9328
873 19047 W76723 protein phosphatase 1, catalytic subunit, gamma isoformPpp1cc 0.871858 0.928495 0.989711 1.002757 1.021704 1.069449 1.032975 1.210535 0.68245 -6.53686 -30.1795 -31.0496 -27.4163 -8.84942 -23.1394 0.992127
874 81489 W75670 DnaJ (Hsp40) homolog, subfamily B, member 1Dnajb1 1.108785 1.283627 1.063864 0.827989 1.063176 0.950894 0.862245 1.160636 -15.5008 0.177906 -24.2155 -2.72003 -24.3906 -26.3764 -7.30724 -7.17534
875 12257 W82946 benzodiazepine receptor, peripheralBzrp 1.050116 0.965794 0.946488 0.914996 0.894836 0.870603 0.887035 1.029797 -14.938 -21.461 -12.2311 -2.43622 -0.04752 0.811101 0.374951 -23.8614
876 69024 AI430334 sorting nexin 15 Snx15 1.082722 0.96176 1.048461 0.866781 1.00258 0.810841 0.944884 0.981506 -4.72763 -19.9276 -16.0691 0.826285 -31.0496 0.998727 -12.0583 -28.0952
877 15417 W97853 homeo box B9 Hoxb9 0.969413 1.034027 1.067526 0.984323 0.915928 0.947402 1.034696 1.031357 -24.7369 -23.8614 -11.2107 -29.2722 -4.72763 -15.5008 -23.5026 -24.7369
878 19899 AA000133 ribosomal protein L18 Rpl18 1.125956 0.948839 1.051181 1.255538 1.115361 0.967861 1.215444 1.211598 -10.2321 -25.0775 -25.5771 0.177906 -12.2311 -28.5963 -1.08031 -1.22021
879 56397 W83303 mortality factor 4 like 2 Morf4l2 1.055462 1.06732 1.256348 1.197479 1.057206 1.070283 1.018404 1.057316 -25.5771 -23.3215 -0.2954 -3.18044 -25.2456 -22.7723 -30.3947 -25.2456
880 12226 W83255 B-cell translocation gene 1, anti-proliferativeBtg1 0.866601 0.8043 0.666587 0.906371 0.571746 0.904055 1.012326 0.830038 -3.10074 0.646666 0.999936 -10.8797 1 -10.3921 -30.5824 -0.09867
881 27407 W83271 ATP-binding cassette, sub-family F (GCN20), member 2Abcf2 1.003956 1.0456 1.193046 1.056595 0.990286 0.912557 0.958213 1.050845 -30.9761 -17.4111 0.983592 -12.7559 -30.2542 -2.30099 -18.1845 -15.1249
882 22059 W87149 transformation related protein 53Trp53 0.983777 1.024384 1.052927 1.113497 0.97044 0.916291 0.917706 1.137833 -29.1662 -26.9827 -16.0691 -1.31782 -24.9079 -4.42733 -4.83041 0.217412
883 67861 AI325329 RIKEN cDNA 2310005E10 gene2310005E10Rik0.921219 1.015355 0.954624 0.892238 0.963926 1.003332 0.977728 1.182628 -17.9909 -30.5229 -26.062 -10.7159 -27.8304 -31.0823 -29.8509 -2.79384
884 12444 W98440 cyclin D2 Ccnd2 0.940769 1.099474 1.0209 1.039603 1.005291 0.903506 0.89372 1.043554 -8.1278 -0.70461 -26.6835 -18.1845 -30.7892 -0.152 0.420727 -16.2596
885 12444 W98440 cyclin D2 Ccnd2 0.966818 1.116446 1.066864 0.994301 0.993855 0.852914 0.890865 1.114222 -22.5873 -0.42111 -9.45091 -30.7422 -30.7892 0.928841 -0.04752 -0.59305
886 20698 AA000819 sphingosine kinase 1 Sphk1 1.118698 0.969343 1.032593 1.106469 1.067356 0.915887 0.966362 1.058214 -3.26135 -26.3764 -26.062 -5.14688 -14.938 -8.1278 -25.4122 -17.9909
887 276756 W12289 similar to heat shock protein 86na 1.167196 1.17998 1.156451 1.142173 1.022351 1.132456 0.825726 0.96495 -14.014 -12.405 -15.3126 -17.2183 -30.5824 -18.5721 -8.9978 -29.8509
888 19155 W10179 puromycin-sensitive aminopeptidasePsa 1.144543 1.223716 1.043392 0.949 1.055484 0.953358 0.961075 0.991916 0.993084 0.999997 -11.2107 -6.41337 -5.81687 -8.41237 -12.7559 -29.9375
889 19155 W10179 puromycin-sensitive aminopeptidasePsa 1.034766 1.092555 0.981382 0.944917 0.920143 0.854678 0.89215 1.00307 -17.7974 -0.07283 -26.2201 -6.53686 -0.55729 0.997423 0.857397 -30.9761
890 59013 AA003085 heterogeneous nuclear ribonucleoprotein H1Hnrph1 0.915029 0.976554 0.898695 0.919877 0.844654 0.963045 0.964072 1.070975 -0.6667 -24.7369 0.515964 -1.26858 0.997335 -17.4111 -17.9909 -4.23378
891 20090 W12819 ribosomal protein S29 Rps29 1.004229 0.962024 1.096683 1.09039 1.003584 1.135184 1.027241 1.158317 -31.0283 -24.9079 -8.5567 -10.0733 -31.0496 -2.43622 -27.964 -0.6667
892 W12121 1.016264 1.000405 1.057058 1.156312 1.0314 1.16387 1.214682 1.350501 -30.6921 -31.1085 -26.5309 -10.2321 -29.5742 -9.29855 -4.04547 0.515964
893 W12121 1.001846 1.020471 0.931963 0.996157 0.972618 0.887216 0.865939 1.002999 -31.0675 -26.2201 -3.68436 -30.9109 -22.5873 0.826285 0.976845 -31.0038
894 14751 W29397 glucose phosphate isomerase 1Gpi1 0.991341 1.123899 1.005831 1.060012 0.989617 1.057307 0.946161 1.022393 -30.1795 0.751096 -30.6921 -7.84874 -29.7615 -8.84942 -8.9978 -25.5771
895 15203 W11571 hephaestin Heph 1.236415 1.140775 1.10141 0.979565 1.205285 1.112057 1.155081 1.171722 -0.99124 -9.60457 -16.6419 -30.2542 -2.64738 -14.5661 -7.57521 -5.58801
896 15203 W11571 hephaestin Heph 1.157682 1.034548 1.133914 1.052868 1.245277 1.28794 1.099588 1.231354 -6.41337 -28.5963 -9.75954 -25.5771 -0.32588 0.503293 -16.0691 -0.78265
897 20090 W12819 ribosomal protein S29 Rps29 0.913924 1.019252 1.087008 1.133677 1.0756 1.158057 1.040444 1.247941 -16.0691 -30.1795 -17.6042 -8.5567 -20.1206 -5.14688 -27.4163 0.136628
898 74617 W10703 RIKEN cDNA 4833411K15 gene4833411K15Rik1.045224 1.320521 1.381575 1.328201 1.421567 1.340485 1.143674 1.182186 -13.1107 1 1 1 1 1 0.960934 0.998217
899 74617 W10703 RIKEN cDNA 4833411K15 gene4833411K15Rik1.059489 1.321843 1.386607 1.294233 1.448038 1.323048 1.100158 1.21433 -11.7159 0.999996 1 0.999974 1 0.999996 -1.80261 0.995476
900 74617 W10703 RIKEN cDNA 4833411K15 gene4833411K15Rik1.058198 1.318082 1.485548 1.387941 1.445963 1.454601 1.101231 1.177213 -11.7159 0.999997 1 1 1 1 -1.36796 0.966463
901 66082 W34507 abhydrolase domain containing 6Abhd6 1.249224 2.513058 2.848558 2.601226 2.145751 2.375237 2.015748 1.730023 0.637159 1 1 1 1 1 1 1
902 22697 W12178 zinc finger proliferation 1 Zipro1 1.047761 1.150453 1.06403 1.113069 1.036792 1.142684 1.141096 1.056505 -10.0733 0.991869 -4.04547 0.816294 -15.8791 0.984102 0.981968 -6.41337
903 14751 W29397 glucose phosphate isomerase 1Gpi1 1.020046 1.118843 1.017966 1.018138 0.989491 1.064499 0.985018 1.053175 -26.2201 0.751096 -27.1293 -26.9827 -29.6693 -5.47566 -28.0952 -9.45091
904 56040 W14267 ribosomal protein, large, P1Rplp1 1.330773 1.091689 1.176781 1.103643 1.21916 1.440638 1.308798 1.246597 0.844763 -17.4111 -4.04547 -14.938 -1.17272 0.991043 0.729909 -0.17951
905 20016 W20956 RNA polymerase 1-1 Rpo1-1 0.950531 1.060889 1.084109 1.013333 0.979275 1.004653 0.973013 1.143479 -22.7723 -20.3133 -14.1972 -30.4603 -29.4763 -31.0283 -28.4747 -3.26135
906 22378 W41126 WW domain binding protein 2Wbp2 1.032516 1.080751 0.996155 0.937238 0.920642 0.959331 0.940933 1.049289 -21.461 -3.18044 -30.9451 -6.53686 -2.17011 -16.6419 -7.98758 -13.2896
907 22378 W41126 WW domain binding protein 2Wbp2 1.024661 1.071482 0.995341 0.948919 0.946967 0.975444 0.924138 1.075023 -22.5873 -1.92101 -30.7422 -6.91575 -6.05128 -22.2148 -0.48786 -1.36796
908 22378 W41126 WW domain binding protein 2Wbp2 1.004723 1.083865 1.011088 0.945636 0.978647 0.956326 0.912995 1.047161 -30.7892 -0.99124 -29.3756 -7.04485 -25.0775 -12.2311 0.025254 -11.5463
909 22697 W12178 zinc finger proliferation 1 Zipro1 0.889758 1.278537 0.953062 1.042537 1.023716 1.003264 1.017864 0.909528 0.048497 0.999918 -16.0691 -18.9598 -26.5309 -31.0038 -28.4747 -1.98172
910 67279 W30130 RIKEN cDNA 3110004H13 gene3110004H13Rik0.928079 1.089734 1.048611 0.954711 0.949429 0.975975 1.031755 1.113093 -17.4111 -14.3813 -24.5644 -24.9079 -23.5026 -29.2722 -28.0952 -9.29855
911 15425 W33293 homeo box C6 Hoxc6 0.987687 1.050469 1.01008 0.934556 0.941325 1.033306 0.985358 1.144017 -30.7892 -26.5309 -30.9109 -22.9563 -24.3906 -28.946 -30.6388 -9.29855
912 20024 W11216 RNA polymerase II transcriptional coactivatorRpo2tc1 0.998486 0.983261 0.985345 0.958051 1.048563 0.930977 0.94486 1.050193 -31.0823 -28.4747 -29.0574 -17.7974 -15.6897 -6.29128 -11.5463 -14.938
913 56040 W14267 ribosomal protein, large, P1Rplp1 1.297713 0.874443 1.032443 1.261414 1.124841 1.215085 1.436757 1.278312 0.917564 -4.72763 -28.0952 0.420727 -7.44053 0.025254 0.999094 0.849086
914 73025 W96827 RIKEN cDNA 2900070H08 gene2900070H08Rik 0.96256 0.959885 0.926376 1.055333 1.021825 1.038176 0.961106 1.230022 -15.5008 -14.014 -1.47096 -7.71128 -24.9079 -15.8791 -14.7517 0.999987
915 67966 AA123204 RIKEN cDNA 2410141K03 gene2410141K03Rik0.923302 1.009502 1.007502 0.986627 0.949598 1.042669 0.936165 1.114985 -10.2321 -30.6388 -30.7892 -30.1018 -19.5409 -22.9563 -14.5661 -3.68436
916 12010 AA048817 beta-2 microglobulin B2m 0.99875 1.007765 0.992384 0.987628 0.896352 0.87924 0.957842 1.039936 -31.0937 -30.6388 -30.6388 -29.9375 -1.03536 0.236521 -19.5409 -21.2709
917 230648 AA119086 RIKEN cDNA 4732418C07 gene4732418C07Rik0.949365 1.003314 1.02986 1.024839 1.054015 0.931186 0.874028 1.012284 -16.6419 -31.0283 -25.4122 -26.9827 -16.2596 -9.45091 0.27349 -30.0211
918 14287 W59651 folylpolyglutamyl synthetase Fpgs 0.997676 0.998042 0.952282 0.966018 0.945448 1.023511 0.970968 0.95669 -30.9761 -31.0283 -5.3647 -13.1107 -6.06537 -38.5459 -30.5966 -14.117
919 AA690074 0.974174 1.07904 1.092738 0.925569 1.023449 1.072633 0.971136 1.219816 -49.6385 -18.8323 -12.7222 -17.9928 -50.8745 -22.0798 -48.0312 0.916088
920 66622 W70991 RIKEN cDNA 5730410I19 gene5730410I19Rik 0.940412 1.04674 0.97594 1.043257 1.034273 1.039334 0.956272 1.191378 -11.4177 -23.3217 -43.8449 -26.5479 -35.0951 -30.2539 -24.2723 0.998203
921 18521 AA057997 poly(rC) binding protein 2 Pcbp2 1.032828 1.035392 0.951034 0.958387 1.131062 1.065522 1.009521 1.133913 -34.4008 -31.629 -16.9061 -23.9537 0.893339 -8.20391 -54.0939 0.916088
922 66679 AA543515 RAE1 RNA export 1 homolog (S. pombe)Rae1 0.967251 1.133822 1.232985 1.14839 1.156624 0.959611 0.923223 1.105208 -36.827 0.737254 0.999847 0.905361 0.94849 -29.2305 -4.67767 -0.6634
923 11459 AA066878 actin, alpha 1, skeletal muscleActa1 0.879134 1.012298 1.020188 1.028097 1.110105 1.13908 0.897308 1.277623 -12.0587 -55.7606 -54.409 -52.6333 -20.5718 -11.8425 -19.1167 0.600526
924 67087 AA014587 catenin beta interacting protein 1Catnbip1 1.060721 1.040111 0.912026 0.911683 0.975704 0.92235 0.876049 0.929297 -28.553 -41.5761 -10.5979 -10.3992 -50.1448 -15.6015 -1.32007 -19.4034
925 AW111317 1.014666 0.994951 0.980673 1.000309 0.876163 1.076437 1.248518 1.514801 -55.4576 -56.3628 -54.7033 -56.5063 -12.2774 -36.1353 -0.11946 0.999531
926 109182 W84173 0.895182 1.06945 0.93402 1.107753 0.831593 0.809656 1.155457 1.332313 -12.4985 -32.3201 -31.629 -15.6015 -0.23786 0.577958 -4.1246 0.988009
927 W98166 male enhanced antigen 1 Mea1 0.991878 1.047875 1.014631 1.031937 1.018308 1.076075 1.069227 1.173998 -55.1048 -25.2382 -52.2204 -39.2276 -49.8936 -7.54795 -10.5979 0.981165
928 65116 W62792 proline-rich Gla (G-carboxyglutamic acid) polypeptide 2Prrg2 0.986784 0.948772 0.90167 0.928135 0.90459 0.960816 0.986941 1.061938 -52.007 -15.3479 0.383795 -3.91614 0.198049 -26.5479 -52.007 -10.3992
929 67615 AI893737 ubiquitin-conjugating enzyme E2R 2Ube2r2 1.019026 0.955406 0.85286 0.919257 0.888267 0.945475 0.919378 0.979502 -48.3079 -22.697 0.993567 -2.19272 0.751749 -14.3582 -2.19272 -46.8922
930 229007 AI430503 cDNA sequence BC021513BC021513 0.927254 1.147211 1.115486 0.894028 1.000373 0.900374 0.928214 1.183015 -5.92902 0.905361 0.176907 0.314828 -56.5034 -0.11946 -6.34443 0.993567
931 11746 AA929367 annexin A4 Anxa4 0.986032 1.000243 0.891617 0.924184 0.942434 0.944153 0.883681 1.020642 -53.0276 -56.5034 -0.14806 -7.3897 -17.9928 -19.4034 0.35015 -49.3796
932 105156 AA000136 expressed sequence AI414999AI414999 0.957481 1.069274 1.019728 0.924404 0.968558 0.986076 0.974481 1.008502 -40.5778 -25.8901 -52.8328 -19.4034 -47.1817 -54.5588 -50.392 -55.7606
933 11843 W98112 ADP-ribosylation factor 4 Arf4 1.047183 1.097933 1.164745 1.109643 1.063064 0.912357 0.979919 1.029455 -40.912 -15.0968 -1.16281 -10.7991 -31.9743 -15.8576 -53.0276 -49.6385
934 110058 W75713 brain and kidney protein Bk 0.904755 1.037286 1.028145 1.147434 1.095095 0.864108 1.006585 1.139529 -26.2183 -50.8745 -53.2176 -19.1167 -30.2539 -11.0028 -56.3189 -15.3479
935 78903 AA142678 Werner helicasae interacting protein 1Wrnip1 0.971088 0.875662 0.792377 0.819089 0.738713 0.719399 0.793942 0.737626 -49.6385 -3.71474 0.94849 0.729713 0.999029 0.999797 0.943509 0.999094
936 66052 W65755 succinate dehydrogenase complex, subunit C, integral membrane proteinSdhc 1.02522 1.113622 0.962211 1.003885 1.049739 1.045701 1.077243 0.885285 -54.409 -27.8798 -51.567 -56.4594 -48.8509 -50.1448 -40.2421 -23.0084
937 320269 AA709662 RIKEN cDNA D030063F01 geneD030063F01Rik0.991128 0.879287 0.920477 0.967878 0.940444 0.90806 0.842886 0.935322 -55.1048 0.566236 -5.79477 -39.9051 -16.377 -2.33794 0.981759 -12.9484
938 AA003195 ESTs, Weakly sim0.899727 1.007288 0.993081 0.882312 0.969226 0.906706 0.965533 1.073131 0.642337 -54.9764 -55.1048 0.939936 -34.4008 0.296515 -30.2539 -4.34027
939 67785 AI853513 RIKEN cDNA 6330503C17 gene6330503C17Rik0.965744 1.0649 0.953098 0.974941 0.973825 0.948882 1.013138 1.080197 -47.7513 -33.0127 -41.2449 -51.7892 -51.3404 -38.8872 -55.2279 -25.2382
940 28146 W65555 DNA segment, Chr 3, University of California at Los Angeles 1D3Ucla1 1.10652 1.016335 1.138181 1.102094 0.881328 0.974139 0.800998 0.797328 -16.6403 -54.7033 -7.70848 -18.5502 -8.3737 -52.007 0.688876 0.744598
941 22059 AA272516 transformation related protein 53Trp53 1.105406 1.295005 1.405074 1.046083 1.071618 1.125149 0.910267 1.007961 -33.0127 -1.11251 0.758712 -50.6353 -43.8449 -26.8789 -35.0951 -56.3189
942 381323 AA139324 similar to 60S ribosomal protein L18ana 1.294752 1.036985 1.138261 1.106141 1.29772 1.364436 1.307006 1.311987 -0.70414 -52.4291 -21.7742 -31.629 -0.62352 0.589386 -0.33392 -0.20725
943 380843 W36651 similar to dJ259A10.1 (ssDNA binding protein (SEB4D))na 1.00856 1.043707 0.937511 0.933369 0.84696 0.897791 0.947258 1.147892 -56.0856 -49.6385 -37.5166 -35.4421 -3.52022 -17.9928 -42.2337 -8.72036
944 18597 W41118 pyruvate dehydrogenase E1 alpha 1Pdha1 0.961738 1.167337 0.974222 1.036816 1.093273 1.050645 1.173035 1.237999 -47.7513 -3.81457 -52.4291 -48.8509 -23.6368 -43.2065 -3.15122 0.383795
945 W85203 ESTs 1.069418 0.993449 1.089144 0.946168 1.011722 1.096546 0.83298 0.868969 -38.5459 -56.3189 -30.5966 -43.5268 -55.6652 -21.7742 -2.48876 -11.209
946 19730 W40905 ral guanine nucleotide dissociation stimulatorRalgds 0.967302 0.982483 1.049941 0.86836 0.976688 0.960323 0.896516 1.048782 -40.912 -54.8425 -28.553 0.661681 -48.0312 -35.0951 -1.37466 -29.2305
947 68209 AW107630 RIKEN cDNA 1500026D16 gene1500026D16Rik0.977146 1.046854 1.106501 1.04587 1.040531 1.06499 0.92119 1.100799 -45.0948 -23.6368 -0.14806 -24.2723 -29.2305 -10.7991 -3.06302 -0.62352
948 W82759 0.96932 1.058076 1.057996 0.857004 0.973352 1.004378 0.981731 1.052832 -46.8922 -30.5966 -30.9401 0.087164 -49.1171 -56.3189 -53.4028 -34.0536
949 66039 W48339 DNA segment, Chr 14, ERATO Doi 449, expressedD14Ertd449e 0.940571 0.815624 0.823268 0.635033 0.615199 0.714403 0.630125 0.638367 -29.2305 0.893339 0.824126 1 1 0.99997 1 1
950 14955 W78370 H19 fetal liver mRNA H19 1.015292 1.142361 0.913012 0.897153 1.023132 0.935473 1.007209 1.220514 -56.0129 -29.5707 -41.5761 -36.827 -55.4576 -48.0312 -56.4008 -13.1771
951 AA638422 1.036678 1.032686 0.953942 0.91922 0.939636 1.108486 0.955922 1.024163 -46.5997 -48.3079 -40.5778 -19.6922 -31.629 -11.6289 -37.1721 -52.007
952 AI785658 1.017764 1.059431 1.039793 1.064901 1.070495 1.188281 1.175206 1.262905 -51.567 -21.4705 -36.4813 -17.9928 -14.8481 0.963392 0.918583 0.999702
953 12826 W33832 procollagen, type IV, alpha 1Col4a1 0.908511 0.961314 1.042386 1.14424 1.006009 0.985006 1.147777 1.511937 -24.0785 -80.958 -78.6094 -5.66216 -103.451 -100.265 -4.83498 0.999999
954 68545 W48242 RIKEN cDNA 1110006O17 gene1110006O17Rik0.963676 1.010736 1.01831 1.014628 0.970666 0.999151 1.043693 1.120134 -63.0635 -99.6889 -92.0124 -96.2648 -74.987 -104.076 -53.0106 -0.39106
955 11864 AW488277 aryl hydrocarbon receptor nuclear translocator 2Arnt2 0.975761 0.972272 0.94354 0.907325 0.869624 0.997494 0.88252 1.094476 -99.9815 -98.7553 -83.8021 -56.7456 -29.8086 -104.049 -37.8846 -61.1612
956 66542 AA521700 1.294296 1.176195 0.988826 1.119726 1.034004 0.999122 1.123523 1.084301 0.066713 -13.7668 -103.053 -38.4244 -95.4769 -104.092 -36.2889 -62.4291
957 AI528851 1.009377 0.950601 1.185906 1.00382 0.975895 1.008951 1.124229 1.155282 -103.451 -85.4526 -11.6634 -103.964 -99.3869 -103.451 -36.8168 -21.6944
958 98529 AA103412 RIKEN cDNA C230066K19 geneC230066K19Rik1.066502 1.078656 0.984305 0.944626 1.06709 0.908003 0.944353 1.103294 -13.2171 -5.80928 -91.5462 -20.5639 -12.6834 -0.4279 -20.1962 -0.25221
959 19737 W65084 regulator of G-protein signaling 5Rgs5 0.984504 1.035088 0.977007 0.838638 0.969273 0.886434 0.868997 1.042304 -101.976 -93.8052 -99.3869 -7.08798 -95.4769 -29.3407 -18.7703 -89.6138
960 217410 AA004106 expressed sequence AW319517AW319517 0.956719 0.974605 0.996828 0.943495 1.050515 1.051192 0.955172 1.125682 -64.3326 -98.7553 -103.835 -45.7727 -57.3733 -56.7456 -62.4291 -3.24012
961 244757 AA008684 cDNA sequence BC038479BC038479 0.995321 0.930235 0.893904 1.00022 0.860956 0.965749 1.088796 1.025492 -103.755 -46.3612 -14.9155 -104.098 -2.95272 -85.9925 -33.711 -94.2348
962 52615 AA465867 DNA segment, Chr 11, ERATO Doi 530, expressedD11Ertd530e 1.001474 1.028292 1.133013 0.985244 0.966367 0.965632 1.020539 0.957856 -104.049 -90.1068 -6.26722 -99.9815 -84.3572 -83.2422 -96.6464 -74.3735
963 14433 AI838143 glyceraldehyde-3-phosphate dehydrogenaseGapd 0.950418 0.792411 0.852329 0.93214 0.840462 0.952871 0.950216 0.792455 -92.0124 -7.98467 -31.2392 -82.1088 -24.9099 -92.9234 -92.0124 -8.17353
964 12306 AI182836 annexin A2 Anxa2 0.915655 0.935405 0.968526 0.875723 0.845441 0.936321 0.939308 1.044643 -23.2655 -44.0258 -85.4526 -3.24012 0.269926 -44.605 -48.7438 -71.8973
965 17859 AA013767 Max interacting protein 1 Mxi1 1.03522 0.849437 0.918206 1.005709 0.895947 0.887927 0.921355 0.707245 -92.0124 -6.58671 -48.7438 -103.755 -29.8086 -24.0785 -51.7803 0.995973
966 AW113080 1.013102 0.952787 0.88048 0.981675 0.918126 0.947038 0.903339 0.817524 -101.536 -74.3735 -10.4742 -99.0757 -36.8168 -68.1321 -24.0785 0.431394
967 14972 AA017870 histocompatibility 2, K regionH2-K 0.964333 0.974265 0.970541 1.024586 1.038844 1.065371 1.137321 1.054292 -85.4526 -86.5271 -91.0731 -95.0707 -83.8021 -56.7456 -8.75981 -68.1321
968 AA473524 1.000679 1.026947 0.962892 1.013542 0.98867 1.076572 1.051557 0.958922 -104.076 -79.2021 -60.5279 -97.0195 -99.0757 -13.4899 -40.0668 -53.6288
969 67469 AW208577 RIKEN cDNA 1300003D03 gene1300003D03Rik1.001632 1.224446 1.22667 1.385918 1.31838 1.248361 1.326756 1.540414 -104.049 0.659403 0.696728 0.99973 0.994356 0.875962 0.996107 1
970 67023 AW556272 RIKEN cDNA 2010315L10 gene2010315L10Rik 0.957596 0.87421 0.893235 0.903879 0.910593 0.959152 0.945329 0.942858 -45.7727 0.896758 0.346341 -0.66829 -1.89579 -48.7438 -26.1913 -22.8659
971 AA051402 ESTs 0.873595 0.887464 0.900643 0.974929 0.91635 0.843766 0.982565 0.966822 -10.9386 -18.0842 -27.0685 -95.8749 -40.6218 -2.68255 -100.265 -90.1068
972 269037 AA051395 hypothetical gene supported by BC025094na 0.91117 0.935019 0.913431 0.748879 0.863961 0.836415 0.894067 0.978085 -6.42552 -24.4919 -7.43729 0.999999 0.76708 0.981976 -1.43785 -88.6088
973 72503 AI509955 RIKEN cDNA 2610507B11 gene2610507B11Rik0.937284 1.028739 1.009143 0.96257 0.957061 0.917716 1.039088 1.114277 -9.16745 -64.9669 -163.753 -74.0789 -56.1443 -2.20184 -73.1255 0.593251
974 AV040099 ESTs 0.99807 0.986821 1.098433 1.115724 1.036336 1.111028 1.135671 1.117984 -171.457 -148.988 0.669382 0.951735 -62.133 0.919576 0.99544 0.962732



975 18245 AI876540 ornithine decarboxylase antizymeOaz1 1.005389 0.912308 0.931377 0.982936 0.898658 0.9139 0.993284 0.902516 -168.866 -0.49544 -7.98124 -143.095 0.659401 -0.80521 -167.418 0.470843
976 102754 AA138615 expressed sequence AW107703AW107703 0.987211 0.863083 0.909025 0.860342 0.882253 0.84736 0.910097 0.829484 -160.969 0.902831 -4.64473 0.926868 0.37076 0.981884 -5.20774 0.997541
977 AA039148 ESTs 1.127296 0.78311 0.689282 0.503017 0.722214 0.544289 0.584833 0.434625 -83.8802 -9.04297 0.638576 0.999992 -0.34126 0.999857 0.99826 1
978 12406 AI838326 serine (or cysteine) proteinase inhibitor, clade H, member 1Serpinh1 0.944551 1.069395 1.058639 1.107781 0.935366 0.976551 1.089462 1.073018 -103.423 -84.884 -103.423 -33.8951 -84.884 -157.16 -54.4952 -78.9222
979 209361 AA176054 TAF3 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf3 0.939331 1.022565 0.977406 0.920988 0.821215 0.935806 0.976871 0.938144 -92.0056 -158.484 -157.829 -58.6702 0.37076 -84.884 -157.16 -88.9348
980 11848 AA619989 ras homolog gene family, member AArha 0.951122 0.991578 0.955821 0.942784 0.81827 0.899904 0.970389 0.980026 -45.2088 -165.711 -69.3665 -27.7209 0.999972 0.186779 -105.512 -137.687
981 66902 AI322646 methylthioadenosine phosphorylaseMtap 0.984898 1.00469 1.104929 1.122611 1.024664 1.02078 1.059603 1.044004 -162.126 -171.141 -14.7403 -6.31234 -148.176 -154.357 -74.0789 -107.601
982 AI786105 1.011438 0.97158 0.898589 0.984 0.929689 0.925643 0.941712 1.038231 -291.175 -190.302 0.357215 -269.26 -13.6881 -9.34115 -36.4527 -134.798
983 AA048374 1.044919 1.226277 1.247635 1.095024 0.933016 1.057718 0.984865 0.975766 -247.927 -1.73964 -0.29261 -113.055 -173.161 -213.199 -306.804 -292.351
984 AI747776 0.97215 0.98454 0.998692 1.107422 0.968311 0.982188 1.024397 1.103705 -289.974 -307.542 -315.91 -103.688 -282.273 -305.24 -296.8 -111.463
985 54124 W80209 CDC28 protein kinase 1 Cks1 1.001969 0.937304 0.936519 0.904831 0.937128 0.815354 0.954494 0.932467 -315.716 -160.038 -158.185 -64.0369 -160.038 0.209711 -222.605 -143.625
986 321022 AI845410 carnitine deficiency-associated gene expressed in ventricle 3Cdv3 0.967378 1.019297 0.978028 0.813169 0.833644 0.86205 0.957163 0.989705 -220.735 -279.525 -269.26 0.995649 0.963349 0.25345 -235.648 -424.333
987 12313 W89749 calmodulin 1 Calm1 1.017822 0.947936 1.017499 0.99527 0.91163 1.027613 1.062485 1.07416 -396.128 -173.349 -397.928 -436.022 -22.372 -344.732 -132.03 -84.7644
988 15939 AI608314 immediate early response 5 Ier5 0.998406 0.894022 0.867409 0.904671 0.880636 0.912501 1.023788 0.93081 -438.682 -2.14348 0.767831 -6.94248 0.107243 -13.7097 -344.732 -63.1314
989 67023 W20833 RIKEN cDNA 2010315L10 gene2010315L10Rik 1.009498 0.85553 0.885565 0.910919 0.922083 0.897012 1.004607 0.958363 -521.97 0.879237 -1.41058 -18.4736 -40.7694 -5.46689 -537.108 -262.131
990 AA016454 0.9302 0.991151 0.939714 0.884083 0.906455 0.968732 0.970509 0.999615 -219.739 -534.726 -277.932 -41.6635 -104.737 -453.756 -461.774 -541.737
991 30926 W36243 thioredoxin-like 2 Txnl2 1.039626 0.970334 0.973516 1.078436 1.072559 1.020762 1.083513 1.096927 -542.467 -625.871 -653.794 -203.228 -244.53 -699.815 -172.5 -106.112
992 14793 AW061348 cell division cycle associated 3Cdca3 1.160406 1.021169 0.994398 1.053965 1.00908 1.032384 1.202903 1.075416 -64.0439 -736.407 -772.696 -560.707 -768.173 -689.956 -17.9356 -421.234
993 19193 AA388435 pipecolic acid oxidase Pipox 1.011088 0.814476 0.772293 0.776775 0.730307 0.724604 0.792979 0.751077 -943.903 -0.07305 0.959014 0.940636 0.998977 0.9994 0.777901 0.993372
994 14870 AA710940 glutathione S-transferase, pi 2Gstp2 1.559976 1.614317 1.831977 1.93014 1.764504 2.510653 1.749298 1.811198 0.185125 0.696465 0.994252 0.998948 0.980573 1 0.974419 0.991553
995 AI662549 1.025953 0.945436 0.931723 1.066789 1.000522 0.996831 1.117959 0.978935 -1886.4 -1066.14 -694.668 -836.109 -3046.68 -3039.23 -192.203 -2735.67
996 11951 AA000254 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 1Atp5g1 0.949171 0.950872 0.959426 1.034272 0.998869 1.044251 1.10678 0.965994 -2040.38 -2094.93 -2358.92 -2582.82 -3046.21 -2307.67 -691.11 -2552.63
997 16011 AW414054 insulin-like growth factor binding protein 5Igfbp5 1.005311 1.12783 1.111799 0.986261 0.928199 1.011587 0.99705 0.985202 -3944.85 -495.344 -770.88 -5495.5 -2486.52 -5545.01 -5652.05 -5467.57
998 11739 AI272544 solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 4Slc25a4 1.077138 1.003039 0.818087 0.999992 1.174674 1.047378 1.20677 1.217038 -14666.5 -19800.8 -681.014 -5659.26 -1417.19 -5033.11 -888.445 -750.214
999 20425 AA110410 serine hydroxymethyl transferase 1 (soluble)Shmt1 1.053249 1.006939 0.876997 0.936058 0.875671 0.868274 0.880626 0.87627 -1387.54 -7674.91 0.404972 -501.327 -1.51692 0.119762 -3.89388 -1.69128

1000 AA238899 1.058276 0.99594 0.937382 0.957021 0.944741 0.994365 1.051605 0.97788 -3585.94 -5645.14 -3142.82 -4286.54 -3585.94 -5635.93 -3958.55 -5257.95
1001 AA396041 0.922675 0.880227 0.845778 0.879809 0.90905 0.866808 0.942256 1.164581 -486.086 -40.5734 -1.86681 -39.5079 -77.6005 -4.01019 -336.795 -1.67519
1002 216501 AA028511 0.906199 1.029796 0.794326 1.08524 0.682679 0.918825 0.998493 0.944628 -542.472 -859.133 -62.6232 -634.242 -0.06278 -618.252 -899.312 -757.966
1003 55951 AI876247 brain protein 44-like Brp44l 1.065086 1.011428 0.962691 0.921987 0.850556 0.882402 0.918786 0.884916 -537.039 -884.743 -744.368 -384.79 -35.3301 -125.525 -355.623 -135.367
1004 106931 AA050271 RIKEN cDNA 4933402K10 gene4933402K10Rik1.348179 1.187287 1.176456 1.024525 1.135509 0.962198 1.09146 1.189517 0.331968 -49.4407 -67.2014 -536.253 -145.445 -497.427 -293.215 -46.3891
1005 68262 AA033390 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid acyltransferase, delta)Agpat4 1.017158 1.040775 0.934299 0.945075 0.919683 0.99592 1.059978 0.982589 -536.253 -421.316 -244.615 -316.769 -159.91 -563.182 -303.261 -534.479
1006 108679 AA435079 COP9 (constitutive photomorphogenic) homolog, subunit 8 (Arabidopsis thaliana)Cops8 1.026278 1.043443 1.102728 1.140182 1.025922 0.910308 1.045744 0.992725 -192.76 -133.811 -12.332 -0.62276 -194.028 -15.2493 -126.656 -235.198
1007 14077 AI327465 fatty acid binding protein 3, muscle and heartFabp3 0.936969 1.057422 0.979495 0.884374 0.801909 0.967146 0.914295 1.021914 -171.217 -187.581 -231 -74.8911 -5.77941 -219.435 -128.081 -230.375
1008 14359 AW322547 fragile X mental retardation gene 1, autosomal homologFxr1h 1.006376 1.034111 0.971805 0.977979 0.962694 0.982962 1.02686 1.035294 -235.62 -155.513 -174.015 -197.765 -138.137 -213.601 -182.25 -143.926
1009 50868 AA175476 kelch-like ECH-associated protein 1Keap1 1.083328 0.900177 0.987875 0.924011 0.802222 1.001492 0.922759 0.969387 -162.705 -122.406 -237.072 -164.134 -13.8921 -239.083 -161.272 -225.4
1010 16571 AI323080 kinesin family member 4 Kif4 0.932184 0.943868 0.977599 0.975142 0.890399 0.90848 1.066551 1.334445 -76.0207 -109.922 -211.519 -206.039 -10.9141 -28.5033 -90.321 0.999888
1011 66163 AI325513 mitochondrial ribosomal protein L4Mrpl4 0.97746 0.801159 1.013368 1.028881 0.883552 0.975308 0.970201 0.902711 -208.277 0.993451 -228.369 -192.76 -4.57012 -202.573 -187.581 -16.3345
1012 AI845093 1.148017 0.863965 1.055677 1.035317 0.8198 0.79164 0.932024 0.956286 -39.2092 -34.2029 -98.685 -109.309 -12.172 -5.00246 -87.9195 -104.19
1013 66480 W33336 ribosomal protein L15 Rpl15 1.021823 0.947735 1.00027 1.150116 1.0633 1.137461 1.188925 1.154499 -100.412 -45.2155 -117.268 0.638278 -33.6712 0.200728 0.973684 0.155482
1014 56409 AA068786 nudix (nucleotide diphosphate linked moiety X)-type motif 3Nudt3 0.994267 0.969675 0.914058 0.925642 0.863958 0.926877 1.003625 0.937694 -114.887 -66.1086 -0.37244 -3.04704 0.996663 -3.5539 -116.409 -9.75976
1015 67828 AI594901 RIKEN cDNA 1110055J05 gene1110055J05Rik 0.9743 0.914304 1.019738 0.913097 0.876141 0.888874 1.040963 0.998693 -103.149 -26.3078 -109.309 -25.4134 -4.48064 -8.9022 -86.567 -117.22
1016 20104 AW556869 ribosomal protein S6 Rps6 1.082674 0.9739 1.086642 1.206845 1.165475 1.128575 1.231456 1.16488 -76.0885 -111.622 -73.2374 -10.9164 -24.1105 -43.3672 -6.17539 -24.5397
1017 12455 AW146398 cyclin T1 Ccnt1 0.916622 0.978582 1.034463 0.883231 0.948002 0.969454 0.955106 1.109321 -31.5951 -108.02 -95.6779 -8.102 -71.0954 -99.2675 -81.0367 -18.2791
1018 227094 AA138012 RIKEN cDNA 5330401P04 gene5330401P04Rik0.991807 0.999805 0.977829 0.941877 0.808965 0.987103 0.890511 1.025944 -116.889 -117.274 -114.128 -96.2914 -10.4422 -116.259 -56.339 -113.269
1019 AW046042 0.929507 0.934276 0.983883 1.025195 0.863683 1.019027 0.973377 1.113492 -37.4968 -43.979 -110.891 -102.617 -0.73739 -108.459 -100.412 -10.2109
1020 AA108842 1.004535 0.927064 0.980487 0.948353 0.89655 1.055252 1.169187 1.164277 -117.123 -83.8233 -114.645 -99.2675 -58.3975 -98.685 -28.1583 -30.5875
1021 69274 AA178118 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-likeCtdspl 0.75863 1.077329 0.881798 0.873478 0.764055 0.964049 1.055966 1.251807 0.860411 -66.8188 -24.1105 -18.6331 0.811109 -102.077 -86.567 -0.10853
1022 235459 AA098360 general transcription factor II A, 2Gtf2a2 1.018498 0.959492 0.771501 0.823162 0.819736 0.949291 0.968916 1.145496 -109.309 -81.7368 0.998319 0.876465 0.906379 -66.8188 -95.0588 -2.33911
1023 AI316008 1.000069 1.003548 0.894101 1.004705 0.998767 1.209008 1.018999 1.038239 -117.274 -116.979 -13.8162 -116.787 -117.25 0.544473 -110.12 -91.8832
1024 AA517885 0.999942 0.983048 0.963636 1.059984 0.990958 1.093362 1.024074 1.015451 -117.274 -110.51 -89.2573 -59.7821 -115.336 -24.5397 -104.699 -111.973
1025 20345 AI530577 selectin, platelet (p-selectin) ligandSelpl 0.882981 0.875919 0.805843 0.725915 0.718924 0.727358 0.780534 0.866257 0.151238 0.501756 0.999135 1 1 1 0.999942 0.758788
1026 54214 AI607869 golgi autoantigen, golgin subfamily a, 4Golga4 1.022671 0.902457 0.960345 0.899931 0.913171 0.899277 0.918771 0.90518 -55.1011 -16.8416 -47.7854 -15.5126 -15.7732 -19.3952 -25.0749 -17.9513
1027 16997 AW230323 latent transforming growth factor beta binding protein 2Ltbp2 0.914818 1.154449 0.98573 1.052091 0.939587 0.893382 1.022572 1.084146 -15.7732 -1.45549 -57.8018 -38.6692 -30.9951 -6.92421 -55.1011 -19.99
1028 67248 AA098569 ribosomal protein L39 Rpl39 1.0586 0.971941 1.025009 1.032605 1.044134 1.101237 1.232175 1.182233 -16.8416 -43.3585 -47.129 -39.7649 -28.858 -1.08258 0.999864 0.992963
1029 319604 AA968029 RIKEN cDNA B930006L02 geneB930006L02Rik0.954951 0.977206 0.941923 0.871293 0.889513 0.991181 0.92182 0.971504 -32.441 -51.4753 -21.5184 0.540916 -0.63656 -58.51 -8.92086 -47.129
1030 230765 AW061243 similar to histone deacetylasena 0.999949 1.064689 1.1363 1.215847 1.145629 0.947969 0.981174 1.164976 -59.863 -29.9212 -3.11849 0.834323 -1.95192 -36.0998 -56.1813 -0.41178
1031 212880 AA198943 DEAD (Asp-Glu-Ala-Asp) box polypeptide 46Ddx46 1.010379 0.998944 0.976169 0.964555 0.944806 0.986075 0.992987 1.059595 -58.7531 -59.8506 -53.6494 -47.129 -33.5336 -57.8018 -59.3408 -32.441
1032 67869 AW209010 polyadenylate-binding protein-interacting protein 2Paip2 0.989545 1.088937 0.959277 0.987821 0.95104 0.986887 1.045413 0.949634 -55.5479 0.235596 -19.1014 -54.1513 -11.2749 -53.3919 -16.0364 -16.3022
1033 14231 AI182368 FK506 binding protein 7 Fkbp7 1.04354 0.868114 0.885095 0.926232 0.949656 0.959859 0.756409 0.828104 -49.9941 -8.04691 -13.5232 -33.1688 -45.7869 -50.597 0.925949 -1.28906
1034 AA469690 0.999723 1.068288 1.034521 0.894774 0.812401 0.747956 0.963909 0.835944 -59.863 -47.129 -56.1813 -30.2781 -5.3843 0.105949 -55.5479 -10.2492
1035 AA178547 ESTs, Highly sim1.005093 0.890128 0.805805 0.906352 0.855588 1.022382 0.949701 0.921008 -59.7514 -30.9951 -6.19139 -37.5693 -18.5214 -59.4178 -51.4753 -44.7574
1036 105808 AA209976 0.895716 0.949651 0.973039 0.987099 0.750509 0.976869 0.754948 0.7106 -22.4629 -48.1097 -56.3824 -59.0738 0.834323 -57.3098 0.791033 0.979418
1037 20185 AW319455 nuclear receptor co-repressor 1Ncor1 0.986016 0.884311 0.852332 0.965822 0.825194 0.88268 1.067571 1.056907 -57.6433 -3.0301 0.274834 -47.4585 0.872863 -2.77449 -26.4273 -33.1688
1038 AI386138 1.016436 0.932908 0.965794 1.054603 1.038633 1.172903 1.235763 1.097641 -54.1513 -9.47496 -37.5693 -20.291 -34.6314 0.983022 0.999864 -1.75641
1039 20249 AA124027 stearoyl-Coenzyme A desaturase 1Scd1 0.999382 1.270674 1.349068 1.277932 1.139405 0.982181 1.074438 0.956045 -59.8599 -2.77449 0.105949 -2.30441 -24.7414 -58.8659 -45.7869 -53.9025
1040 AI530358 1.000679 0.998945 1.000226 0.999355 0.880607 0.845548 0.999279 1.013977 -59.8599 -59.8599 -59.863 -59.8599 -20.5943 -9.28775 -59.8599 -59.0738
1041 13645 AI326499 epidermal growth factor Egf 0.945601 0.874051 0.89846 0.932764 0.953891 0.896525 1.024796 1.018713 -35.3651 -2.61184 -8.74116 -26.7698 -41.2155 -8.04691 -54.1513 -56.5784
1042 56727 AA139428 aldehyde reductase (aldose reductase)-like 6Aldrl6 0.943899 0.898773 0.939509 0.913772 0.912915 1.049629 0.917024 1.078809 -32.0782 -6.92421 -28.858 -13.0524 -12.5922 -38.3029 -14.4967 -20.291
1043 66427 AA276490 RIKEN cDNA 1810044O22 gene1810044O22Rik0.920644 1.026447 0.995173 1.03966 0.900509 0.91427 0.977707 0.8572 -23.7526 -54.6354 -59.6647 -48.7498 -13.5232 -20.291 -55.764 -2.0197
1044 67890 AI528546 RIKEN cDNA 1810045K17 gene1810045K17Rik 1.03302 1.070569 1.063104 0.983017 0.999262 0.985706 1.064607 1.069973 -51.7608 -36.4672 -35.7324 -57.4793 -59.8599 -58.1021 -39.7649 -32.0782
1045 13361 AI152401 dihydrofolate reductase Dhfr 0.950236 0.906476 0.877274 0.807046 0.825955 0.928344 0.856625 0.981121 -40.8542 -14.7467 -4.76904 0.829416 0.48803 -26.7698 -1.39888 -56.7692
1046 30946 AA009183 activator of basal transcriptionAbt1 0.957166 1.034043 1.109646 0.978337 0.978755 0.962855 0.981315 1.095913 -27.4597 -37.9362 -0.09804 -49.3782 -49.6877 -33.5336 -51.7608 -1.57224
1047 18584 AI551852 phosphodiesterase 8A Pde8a 0.989215 1.107356 1.048133 0.882061 0.88518 0.908258 0.97835 0.938795 -57.4793 -1.3434 -28.5063 0.48803 0.347826 -2.30441 -50.8933 -15.7732
1048 14433 AW549806 glyceraldehyde-3-phosphate dehydrogenaseGapd 0.994589 0.97365 0.990364 0.97703 0.900924 0.959591 0.927953 0.893539 -59.6121 -53.9025 -59.0738 -55.1011 -11.7035 -46.4626 -26.0865 -8.92086
1049 AA218406 0.945357 0.971074 0.928134 0.900148 0.885799 0.96812 1.009067 0.98204 -10.3194 -23.6512 -4.04214 0.104705 0.696234 -22.0944 -31.3323 -28.6124
1050 14319 AW322317 ferritin heavy chain Fth 1.13615 1.01451 1.284809 1.255971 1.067401 1.077118 1.188899 1.186455 -8.76039 -31.7502 0.613641 0.208292 -23.0732 -20.7014 -2.6351 -2.78224
1051 14268 AA145458 fibronectin 1 Fn1 0.998319 0.994534 0.997794 0.925102 0.909419 0.918098 0.95798 0.975437 -32.2804 -32.1263 -32.2685 -11.4899 -6.81554 -9.2136 -23.6512 -29.0349
1052 20678 AI528773 SRY-box containing gene 5Sox5 1.016408 1.01231 0.861679 0.991489 0.966794 1.049135 1.130046 1.022611 -28.1694 -29.8141 0.996947 -31.0814 -17.8919 -9.67934 0.955627 -24.9648
1053 234199 AW111160 fibrinogen-like protein 1 Fgl1 0.882131 0.927717 1.001987 0.670939 0.890272 0.570434 0.671284 1.102801 -13.8179 -23.8421 -32.2889 0.974449 -15.7211 0.999894 0.974449 -19.2958
1054 51960 AI464681 DNA segment, Chr 1, ERATO Doi 8, expressedD1Ertd8e 0.992732 1.014376 0.950079 0.910176 0.942042 0.971707 0.906448 1.042093 -31.8639 -30.7046 -16.7002 -3.17096 -13.082 -26.2161 -2.49259 -21.1013
1055 AA272208 0.999672 1.003044 0.981957 0.999686 1.001511 1.00724 0.999612 0.986259 -32.294 -32.1263 -26.7292 -32.294 -32.2532 -31.3323 -32.294 -28.8964
1056 51788 AA239740 H2A histone family, member ZH2afz 0.991272 1.015108 0.996128 0.898441 0.889161 0.761129 0.953266 1.005397 -31.8087 -30.8989 -32.2126 -3.33501 -1.9671 0.999438 -20.9015 -32.1263
1057 69870 AI131619 RIKEN cDNA 2010003I19 gene2010003I19Rik 0.90539 0.91109 0.934607 1.145283 1.051557 1.111538 0.999559 1.035831 -9.2136 -10.8134 -18.0918 -2.85758 -23.4594 -7.75261 -32.294 -27.5489
1058 AW061031 0.961402 0.907564 1.049163 0.868828 0.740612 0.941797 0.901483 1.161791 -29.3047 -15.5273 -28.3193 -9.36746 0.613641 -26.0417 -16.5032 -8.91005
1059 67684 AI447315 RIKEN cDNA 3300001P08 gene3300001P08Rik0.975371 1.026825 0.849935 0.833784 1.077227 0.871176 0.975485 1.011625 -29.935 -29.6906 -0.76763 0.104705 -16.5032 -2.85758 -29.935 -31.7502
1060 319624 AA266610 0.986057 0.931155 0.987427 0.861632 0.858131 0.838321 0.982333 1.064054 -32.01 -25.1478 -32.01 -8.76039 -10.4827 -7.07602 -31.6885 -29.0349
1061 AA276433 1.0017 0.973948 1.056938 1.046001 1.034648 1.155187 1.05887 1.147446 -32.2685 -25.5097 -11.4899 -16.3068 -21.8967 0.916986 -10.8134 0.864221
1062 71994 W91223 calponin 3, acidic Cnn3 0.981275 1.077577 1.000571 0.968452 0.979778 1.016742 0.977478 1.068018 -31.2517 -18.8939 -32.294 -29.3047 -30.9916 -31.4842 -30.7046 -21.3008
1063 56358 AA222096 coatomer protein complex, subunit zeta 2Copz2 0.954649 0.946423 0.900112 0.898187 1.00789 0.941469 1.160539 1.165135 -18.8939 -15.1417 -1.61717 -1.40352 -31.8087 -13.082 0.734753 0.792916
1064 AA498478 0.964709 1.074328 1.040538 1.03852 1.074091 1.118129 1.136774 1.159671 -22.4879 -7.47763 -20.7014 -21.6985 -7.6144 -0.37491 0.471475 0.847872
1065 68545 AA267694 RIKEN cDNA 1110006O17 gene1110006O17Rik0.933798 1.023021 1.004227 0.95378 1.039836 1.07553 0.98096 1.174486 -11.3189 -28.7556 -32.1584 -19.6978 -23.0732 -9.83733 -29.6906 0.787096
1066 AA530536 0.991266 0.959909 1.038351 0.975695 1.009976 1.119867 1.102473 1.055454 -31.6885 -21.4999 -22.8788 -27.8632 -31.5555 -0.8902 -2.85758 -15.9157
1067 99237 AA184663 expressed sequence AU045326AU045326 1.02508 1.033804 1.055751 1.082377 1.073309 1.142328 1.15058 1.305466 -25.5097 -21.1013 -10.3194 -2.49259 -4.4273 0.909365 0.949929 1
1068 106916 AA269823 0.984375 1.084881 1.097827 0.891145 1.064074 1.043117 0.952801 1.195235 -31.8087 -17.2942 -14.1917 -9.99667 -20.501 -26.2161 -24.5952 -0.13929
1069 18619 AI836387 preproenkephalin 1 Penk1 1.070524 1.087616 0.9565 0.76189 1.051683 0.666445 1.001848 0.955793 -26.5598 -27.5489 -28.6124 -3.76725 -30.6031 -1.90624 -32.1263 -31.3323
1070 AA434866 0.994104 1.180313 1.108479 0.959982 0.879533 0.915388 1.023301 1.051022 -32.1584 -0.80771 -9.36746 -26.5598 -4.62801 -13.082 -30.3916 -24.2208
1071 107350 AA260226 expressed sequence AW112010AW112010 0.948618 1.064981 0.882471 1.083871 0.825977 0.806947 0.931208 1.248855 -25.6885 -23.2667 -8.76039 -18.8939 -1.06487 -0.06056 -21.3008 0.168218
1072 20848 W62227 signal transducer and activator of transcription 3Stat3 0.803859 0.817933 0.823657 0.883436 0.883879 0.733656 0.929003 1.099416 -1.2047 -2.28732 -2.78224 -12.363 -12.5411 0.814749 -23.0732 -18.4925
1073 19737 AA198048 regulator of G-protein signaling 5Rgs5 1.035568 0.974377 0.798385 0.820136 0.877736 0.787853 0.884484 0.845448 -29.6906 -30.8032 -0.28198 -2.42305 -9.67934 0.104705 -11.1491 -4.23203
1074 83435 AA467382 pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 3Plekha3 1.029773 0.993504 1.128517 0.921502 0.91717 0.971655 1.022202 0.982707 -26.2161 -31.9646 -0.28198 -6.06892 -4.93941 -26.3888 -28.7556 -29.935
1075 AW413231 0.987394 1.066831 1.0608 1.019904 1.038432 1.009483 1.149032 1.077208 -31.4098 -16.1109 -18.0918 -30.2815 -25.5097 -31.8087 -0.76763 -12.9007
1076 227197 AI595947 NADH dehydrogenase (ubiquinone) Fe-S protein 1Ndufs1 1.067649 1.107096 0.945725 0.975223 1.084424 1.10894 0.990801 1.153794 -9.06112 -1.06487 -12.9007 -26.8968 -4.4273 -0.8902 -31.4842 0.824842
1077 105559 AA472152 muscleblind-like 2 Mbnl2 1.016399 0.932138 0.962758 0.907372 0.856632 0.956815 0.895585 0.983024 -30.7046 -12.5411 -24.4086 -5.04599 0.246628 -24.4086 -2.78224 -30.4988
1078 56386 AA444448 UDP-Gal:betaGlcNAc beta 1,4-galactosyltransferase, polypeptide 6B4galt6 0.952527 0.931591 0.98568 1.038318 0.849116 0.930363 0.819867 0.796171 -20.3004 -12.0102 -30.9916 -24.4086 0.679429 -11.6622 0.954264 0.992096
1079 AA404201 0.968976 1.04529 1.057647 1.017461 1.11424 1.131503 1.08485 1.194538 -25.1478 -19.4968 -14.38 -29.935 -1.15723 0.013316 -5.7151 0.964142
1080 AA683961 1.32131 1.114504 0.96979 0.8921 1.139381 1.047748 1.023935 1.136384 0.923999 -10.9806 -29.6906 -9.83733 -6.68748 -26.5598 -30.7046 -7.20844
1081 231086 AW107943 hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional  protein), beta subunitHadhb 1.052297 1.083905 0.991076 0.970386 0.948056 1.068282 0.980976 1.098296 -18.6931 -8.17592 -31.7502 -26.7292 -17.6923 -12.9007 -29.935 -4.83422
1082 AA444288 1.004872 1.04552 1.043602 1.009158 1.017842 1.114957 1.118059 1.09992 -32.1263 -20.501 -21.3008 -31.6885 -30.0532 -1.72979 -1.40352 -3.85756
1083 16211 AA451240 karyopherin (importin) beta 1Kpnb1 1.045933 0.987695 0.894683 0.922169 0.926064 0.888399 0.875749 0.805857 -27.0626 -31.8639 -10.6474 -18.0918 -19.0948 -9.2136 -6.68748 0.188476
1084 30045 AA473149 J domain protein 1 Jdp1 1.00258 0.940129 1.119528 1.009131 1.089567 0.88959 0.763816 0.895138 -32.2685 -20.501 -6.81554 -31.9646 -13.2645 -6.06892 0.978132 -7.20844
1085 50493 AA473156 thioredoxin reductase 1 Txnrd1 0.984901 1.379423 1.446957 1.457695 1.312314 1.256242 1.298641 1.336111 -30.6031 0.999998 1 1 0.999902 0.997661 0.999787 0.999973
1086 24128 AA472293 5'-3' exoribonuclease 2 Xrn2 1.015532 1.045203 0.995149 0.780872 0.983022 0.967883 0.893327 0.973436 -32.0521 -26.2161 -31.6885 0.592688 -32.1584 -27.7071 -8.3199 -31.4842
1087 AA275912 0.99688 1.033299 1.085123 1.044646 1.215087 1.334983 1.204395 1.203099 -32.2346 -26.3888 -9.2136 -22.6837 0.923999 0.999764 0.875385 0.868043
1088 66641 AI839862 RIKEN cDNA 5730470L24 gene5730470L24Rik 1.015098 0.982359 1.032773 0.924118 0.963844 0.886061 0.905426 1.008116 -30.0532 -29.171 -23.0732 -3.94919 -20.7014 0.523436 -0.76763 -31.6236
1089 78738 AI604259 1.028278 1.042691 0.945276 0.875997 0.925798 1.079961 0.747165 0.883166 -28.7556 -24.9648 -20.3004 -2.09197 -13.448 -13.6324 0.998328 -3.09079
1090 60527 AA444721 fatty acid desaturase 3 Fads3 0.96825 0.989335 0.866574 0.893534 0.972244 0.971709 0.818911 0.960928 -25.8659 -31.4842 -0.08626 -2.85758 -27.2266 -27.0626 0.976724 -22.8788
1091 67268 AA498585 RIKEN cDNA 2900073G15 gene2900073G15Rik1.034507 1.017498 1.02602 1.085435 1.153929 1.084859 1.081509 1.303771 -23.8421 -29.8141 -24.7806 -5.15397 0.727431 -5.37416 -6.18974 0.999963
1092 AW558713 0.948104 1.002075 1.095418 1.00739 1.16813 1.054647 1.072838 1.088937 -14.7592 -32.2532 -3.01184 -31.8087 0.892097 -14.7592 -8.17592 -4.13641
1093 AA471826 1.015828 1.095587 1.01713 1.057304 0.978088 1.068 1.076845 0.964121 -30.8032 -6.43571 -30.6031 -17.8919 -29.4359 -14.0043 -11.3189 -24.9648
1094 15212 AW212513 hexosaminidase B Hexb 0.947235 0.964128 0.819294 0.889797 0.854189 0.8408 0.852978 1.116592 -25.1478 -27.7071 0.429183 -6.68748 -2.70809 -2.93411 -1.30231 -8.61214
1095 54138 W97905 spinocerebellar ataxia 10 homolog (human)Sca10
1096 AA763800 1.024721 1.012817 0.863035 0.807051 0.729436 0.74366 0.69398 0.833005 -27.0626 -30.8032 0.878911 0.999235 1 0.999999 1 0.990712
1097 12955 AA032699 crystallin, alpha B Cryab 0.957401 0.940013 1.020008 1.02142 0.933603 0.956238 1.015564 1.080098 -23.0732 -16.3068 -30.0532 -29.8141 -13.8179 -22.4879 -30.8989 -11.1491
1098 11642 AV255496 A kinase (PRKA) anchor protein 3Akap3 0.878865 1.108676 1.033503 1.055602 0.964455 0.833698 1.042232 1.169176 -1.06487 -4.4273 -28.8964 -18.8939 -25.5097 0.829694 -23.6512 0.383847
1099 78757 AA265143 RIKEN cDNA 4921505C17 gene4921505C17Rik1.035985 1.093491 1.040207 1.10451 0.927581 1.319362 1.117774 1.097716 -30.1688 -18.8939 -29.5645 -16.5032 -8.50552 0.903964 -4.3252 -7.66869
1100 67439 AI132344 RIKEN cDNA 0610041O14 gene0610041O14Rik0.941352 1.049069 1.02516 1.081777 1.039904 1.040604 0.955417 1.133913 -10.3432 -11.7017 -13.6562 -8.22592 -12.597 -12.5275 -11.9373 -3.18929
1101 16010 AI648975 insulin-like growth factor binding protein 4Igfbp4 1.021197 1.069418 1.085925 0.865138 0.959701 0.829598 0.732869 0.795759 -13.8363 -9.43448 -7.48405 -1.56317 -12.3131 0.161663 0.99017 0.77899
1102 381141 AI317560 similar to tropomyosin isoform 6na 0.974445 0.959323 0.992969 1.030823 1.069569 0.867833 0.998256 1.273649 -11.0414 -7.20859 -14.1595 -9.98349 -2.06081 0.976779 -14.4214 0.999997
1103 54401 AI747607 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, beta polypeptideYwhab 1.053178 1.098218 1.139621 1.033173 1.028247 1.043634 0.958714 1.205221 -6.84478 -0.82447 0.721425 -10.7834 -11.7017 -8.78511 -8.87821 0.992354
1104 19242 AI035723 pleiotrophin Ptn 1.056236 1.059911 1.075948 0.974249 1.061558 1.074476 0.871306 1.235254 -12.7329 -11.7811 -10.6087 -14.0303 -12.597 -10.7834 -6.13257 -0.65249
1105 16502 W85433 potassium voltage gated channel, Shaw-related subfamily, member 1Kcnc1 1.085551 0.827612 1.240811 0.913575 1.204154
1106 320871 AI042819 RIKEN cDNA B230206H07 geneB230206H07Rik0.782953 0.781812 0.894874 0.941049 0.77481 0.975921 0.99891 0.99062 0.984359 0.952776 -3.73663 -8.50552 0.990473 -13.2903 -14.4379 -14.265
1107 64143 AI605906 v-ral simian leukemia viral oncogene homolog B (ras related)Ralb 0.971069 0.945954 0.894274 0.947976 0.91247 0.932879 0.901877 1.103138 -11.4592 -6.2203 0.198478 -6.66463 -1.0493 -3.73663 -0.21373 -0.52452
1108 AA980470 1.016578 1.032524 1.085657 1.145008 1.173157 1.256481 1.178994 1.171254 -13.3463 -10.6963 -1.65752 0.83008 0.964754 0.999781 0.974588 0.960356
1109 27224 AA544002 transcription elongation factor B (SIII), polypeptide 3Tceb3 0.910166 0.952488 0.85644 0.88273 0.774205 0.83517 0.852147 0.797779 -2.74531 -9.43448 0.614255 -0.34779 0.998093 0.880301 0.691732 0.989206
1110 56419 AI645426 diaphanous homolog 3 (Drosophila)Diap3 0.967117 0.976565 1.094731 1.160427 0.984785 1.019872 1.053048 1.139586 -10.6087 -12.3855 -1.0493 0.909157 -13.558 -12.992 -6.84478 0.73528
1111 17235 AI482284 mitochondrial capsule selenoproteinMcsp 0.912293 1.729817 1.894397 3.930476 3.335103 1.628199 1.174547 1.718281 -13.7933 0.445997 0.995693 1 1 0.508156 -8.87821 -1.90468
1112 56016 AI853496 heme binding protein 2 Hebp2 0.928483 1.049649 1.049227 1.046595 1.018718 1.043318 1.039247 1.043283 -2.68457 -7.30019 -7.39201 -7.94682 -13.1148 -8.59874 -9.43448 -8.59874
1113 282619 AV211018 suprabasin Sbsn 1.022431 1.305862 1.205132 1.025978 1.152737 1.059699 0.95902 1.009886 -13.8363 0.923211 -0.02245 -13.6078 -2.06081 -10.6963 -12.3855 -14.3086
1114 12350 AA250061 carbonic anhydrase 3 Car3 0.842514 1.221716 0.638082 0.459252 0.311958 0.364939 0.546535 0.507844 -6.2203 -4.55609 0.873594 0.999933 1 1 0.995407 0.999198
1115 AA611756 0.958359 1.05095 1.067144 1.043073 0.995778 1.274523 1.085526 1.147359 -9.89268 -8.59874 -5.87191 -9.98349 -14.3908 0.998801 -3.32217 0.508156
1116 AW550046 1.035368 1.128814 1.068761 0.838667 1.220282 1.246774 1.124907 -12.8647 -7.11723 -11.2104 -9.98349 -1.85395 -3.12385 -8.4123 NA
1117 AI323712 0.896692 1.084225 0.982978 0.912974 0.892089 0.916972 0.94495 1.160969 -3.2554 -5.53064 -14.1294 -4.02588 -1.70566 -4.55609 -10.074 0.161663
1118 AA499647 1.003422 1.015602 0.990669 0.868228 0.847672 1.059669 0.965124 1.091168 -14.4026 -14.1294 -14.3625 -2.62451 -1.95606 -11.7811 -13.4012 -7.57628
1119 109624 AA510479 caldesmon 1 Cald1 1.043429 0.981508 0.879137 0.920492 0.991109 0.875654 0.743975 0.921306 -11.5408 -13.8363 -1.47135 -6.13257 -14.3086 -1.25273 0.996564 -6.2203
1120 AW412946 1.00154 1.030955 0.996193 0.965096 1.039208 1.027911 1.121303 1.284608 -14.434 -11.1262 -14.3774 -10.1641 -9.5266 -11.7017 0.362377 0.999946
1121 17344 AA547266 Msx-interacting-zinc finger Miz1 1.053821 1.078628 0.964949 0.930944 0.945125 0.786007 0.834294 1.086104 -7.02614 -3.05908 -10.4322 -3.66592 -6.30842 0.999757 0.983371 -2.56512
1122 20692 AI593343 secreted acidic cysteine rich glycoproteinSparc 1.010548 1.021389 0.999088 0.965575 0.87115 0.898506 0.93451 1.192442 -13.8363 -12.1654 -14.4379 -8.97124 0.962616 0.650618 -2.1682 0.998383
1123 17191 AA386999 methyl-CpG binding domain protein 2Mbd2 0.981248 1.083602 1.076398 1.079736 1.073037 1.038685 1.087667 1.250409 -12.992 -1.75444 -2.62451 -2.1682 -3.05908 -9.43448 -1.33833 0.999748
1124 12632 AA512729 cofilin 2, muscle Cfl2 0.95973 0.99223 0.904802 0.935718 0.918715 0.803309 0.935812 0.899354 -9.71017 -14.2409 -0.93431 -5.03359 -2.39099 0.997437 -5.03359 -0.49382
1125 11429 W97350 aconitase 2, mitochondrial Aco2 1.050731 1.196191 0.933838 0.920895 1.009425 0.989538 0.939754 0.876601 -7.66869 0.981776 -4.17431 -2.1682 -14.1294 -14.0303 -5.19719 0.67584
1126 67484 AI558193 RIKEN cDNA 2310005P05 gene2310005P05Rik0.934744 0.491854 0.650032 0.730108 1.083979 0.898299 0.83236 0.786241 -9.98349 1 0.999757 0.976779 -8.50552 -5.61525 -0.40472 0.714255
1127 AI558197 0.99934 1.209933 1.113133 0.917124 0.971711 1.056474 0.968539 1.084804 -14.4403 0.870112 -2.11417 -4.3252 -12.7329 -9.06416 -12.3131 -5.03359
1128 AW558401 1.061313 1.088145 1.082278 1.012543 1.048665 0.962472 0.993002 1.018322 -6.84478 -3.05908 -3.73663 -13.9943 -9.06416 -10.6963 -14.2875 -13.507
1129 17841 AW110038 major urinary protein 2 Mup2 0.972654 1.404254 0.80151 1.512481 0.360895 0.608185 0.218315 0.840833 -14.4128 -10.6963 -12.7993 -9.24964 -0.40472 -7.57628 0.903964 -13.3463
1130 13074 AI561913 cytochrome P450, family 17, subfamily a, polypeptide 1Cyp17a1 1.045584 1.167878 1.429864 1.283329 1.361552 1.399289 0.838434 0.639505 -13.233 -4.9526 0.859127 -0.40472 0.574547 0.767225 -3.52645 0.986169
1131 20103 AW123651 ribosomal protein S5 Rps5 1.020657 1.019287 1.116885 1.165037 1.099145 1.222477 1.204578 1.289979 -12.3855 -12.597 0.683876 0.98529 0.142718 0.999757 0.999113 0.999998
1132 66440 AA590680 cell division cycle 26 Cdc26 0.917792 1.018173 1.137222 1.072758 0.953343 0.996563 0.969856 1.13345 -4.71298 -13.749 -0.75404 -6.93531 -10.3432 -14.4128 -12.597 -0.97206
1133 19241 AW106872 thymosin, beta 4, X chromosomeTmsb4x 0.887039 0.901349 1.022276 1.161226 0.939179 0.871829 1.142901 1.938097 -2.93156 -4.47853 -13.7032 -0.89713 -10.9559 -1.61003 -1.85395 1
1134 20363 AW208804 selenoprotein P, plasma, 1 Sepp1 1.022847 1.063087 0.97388 0.869592 0.875662 0.790413 0.810313 0.896446 -13.1745 -7.39201 -12.7329 0.251091 0.021186 0.993677 0.97534 -1.29522
1135 15505 AW049097 heat shock protein 105 Hsp105 1.114483 1.606926 1.385263 1.154167 1.031831 1.002112 0.941337 0.531958 -7.20859 0.999323 0.91646 -4.17431 -13.7933 -14.4379 -11.8596 0.999989
1136 64602 AA590687 iron responsive element binding protein 2Ireb2 1.028832 1.011524 0.952143 0.866 0.835608 0.768395 0.799243 1.059152 -13.4012 -14.3281 -10.5207 -1.42639 0.614255 0.761132 0.938804 -11.4592
1137 13417 AI121650 dynein, axonemal, heavy chain 8Dnahc8 0.904417 0.94131 1.077411 0.966789 1.201462 0.973214 0.955321 0.788334 -7.76126 -12.8647 -10.4322 -13.4547 -1.47135 -14.0303 -12.8647 -0.1883
1138 AA611210 0.952874 1.05987 1.132959 0.980886 1.193015 1.242532 1.198688 1.22357 -9.06416 -7.39201 -0.02245 -13.4012 0.911655 0.991052 0.931422 0.978139
1139 AA616058 1.049887 1.032278 1.057891 1.011258 1.007343 0.892409 0.84032 1.232792 -9.98349 -12.3855 -8.87821 -14.1595 -14.1294 -2.68457 0.721425 0.943844
1140 AI173369 1.105462 1.081264 1.091036 1.086091 1.104132 1.06302 1.20919 1.105959 -0.97206 -3.32217 -2.1682 -3.80798 -1.0493 -6.04526 0.981776 -0.93431
1141 AW258347 0.910566 0.85282 0.947076 0.84247 0.886263 0.729121 0.724028 0.894347 -2.99498 0.63284 -8.69195 0.784667 -0.6858 0.99993 0.999956 -1.29522
1142 26360 AI573606 angiopoietin-like 2 Angptl2 1.009455 1.063778 0.863964 0.892717 0.86244 0.8125 0.960961 1.059765 -14.1881 -6.39693 0.67584 -0.40472 0.706918 0.989537 -10.9559 -7.02614
1143 14081 AI195250 fatty acid Coenzyme A ligase, long chain 2Facl2 0.997874 1.007187 0.933681 0.931139 0.895906 0.867057 0.851233 0.951294 -14.4214 -14.265 -4.17431 -3.73663 -0.02245 0.816024 0.938804 -7.57628
1144 AA286093 1.055481 1.019416 0.960849 0.937937 0.924282 1.047086 1.157001 1.173057 -11.377 -14.0303 -12.6655 -10.3432 -8.69195 -12.1654 -2.27826 -1.42639
1145 12166 AW260128 bone morphogenetic protein receptor, type 1ABmpr1a 1.054002 1.028022 1.156008 1.337255 1.294955 1.261443 1.079179 1.110044 -9.5266 -12.8647 0.042404 0.999019 0.994434 0.978789 -5.95837 -2.5064
1146 94185 AI850244 tumor necrosis factor receptor superfamily, member 21Tnfrsf21 0.974002 1.116271 0.983554 0.999163 0.998005 0.875775 1.086739 1.205623 -11.4592 0.142718 -13.1745 -14.4379 -14.4214 0.883529 -1.01039 0.997963
1147 19385 AI836209 RAN binding protein 1 Ranbp1 0.993439 1.054434 1.347997 1.337057 1.309978 1.031808 1.082863 1.248842 -14.3625 -9.80157 0.998675 0.997963 0.994253 -12.6655 -5.95837 0.943844
1148 14030 AI465022 Ewing sarcoma homolog Ewsh 1.060337 0.941429 1.122204 1.081716 1.104725 1.100732 0.799632 0.877363 -11.7811 -11.6216 -6.48581 -9.98349 -7.94682 -8.31909 -0.11465 -5.11512
1149 26943 AI226304 tumor differentially expressed 1Tde1 0.957063 1.010136 0.909983 0.815821 0.879412 0.950778 0.957996 1.013793 -7.48405 -13.957 -0.09097 0.999579 0.86288 -6.04526 -7.76126 -13.558
1150 AW682577 1.069912 1.124844 0.982246 1.086692 0.923952 0.949688 0.983066 0.946925 -8.97124 -3.12385 -13.8779 -6.30842 -8.69195 -11.0414 -13.9182 -9.98349
1151 AA821652 1.073445 1.085355 1.004497 1.186459 1.13528 1.012607 1.017304 0.95629 -9.43448 -9.80157 -14.4379 -7.11723 -5.53064 -14.3281 -14.0978 -13.1148
1152 54338 AA821651 solute carrier family 23 (nucleobase transporters), member 2Slc23a2 1.058507 1.078885 1.051543 1.051988 1.147297 1.017682 1.051223 1.08337 -5.44652 -2.33429 -6.84478 -6.75454 0.859127 -13.1745 -6.84478 -1.85395
1153 51886 AA797522 DNA segment, Chr 3, ERATO Doi 330, expressedD3Ertd330e 1.014621 0.946764 0.987257 0.973599 0.919474 0.999001 1.06682 1.073446 -12.6655 -1.95606 -13.054 -9.34215 0.63284 -14.434 -0.58746 -0.02245
1154 AA275311 1.080541 0.958495 0.997307 0.981806 0.919524 0.941003 1.092506 1.008189 -5.95837 -11.1262 -14.4285 -13.749 -5.11512 -8.4123 -4.55609 -14.3086
1155 11947 AI840187 ATP synthase, H+ transporting mitochondrial F1 complex, beta subunitAtp5b 0.955019 0.944457 0.965135 0.962546 0.921023 0.939408 0.996954 1.076971 -5.03359 -2.68457 -7.85397 -7.11723 0.123407 -1.85395 -14.3774 -0.46362
1156 68643 AA267309 RIKEN cDNA 1110013I11 gene1110013I11Rik 0.954387 0.952178 0.945737 1.043523 0.857566 1.048124 0.989835 0.946601 -10.2539 -9.89268 -8.69195 -10.8699 0.3914 -10.1641 -13.9943 -8.97124
1157 320914 AA881631 RIKEN cDNA A630044M17 geneA630044M17Rik0.999054 1.000296 0.974727 1.001209 0.951687 0.98535 0.935261 1.071134 -14.4379 -14.4403 -12.0142 -14.434 -7.20859 -13.6078 -3.95261 -3.66592
1158 22070 AI097696 tumor protein, translationally-controlled 1Tpt1 0.999772 0.990762 0.945312 0.957674 0.959887 0.782393 1.02735 1.060266 -14.4411 -14.4026 -12.9289 -13.558 -13.6562 -1.42639 -14.0978 -12.8647
1159 AW553683 0.925806 0.966801 0.965343 1.092542 0.952785 0.932774 1.065209 1.111085 -5.61525 -12.0903 -11.8596 -4.02588 -9.98349 -6.66463 -7.66869 -2.2229
1160 78920 AI326055 dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)Dlst 0.94408 1.055102 1.074423 1.011436 0.984065 1.046767 1.176133 1.134836 -8.87821 -9.43448 -6.66463 -14.1595 -13.9182 -10.6087 0.471645 -0.89713
1161 23881 AI851553 expressed sequence AA409541AA409541 0.900082 0.881064 1.00437 0.979935 0.838567 0.937187 0.943349 1.084475 -4.24945 -2.33429 -14.4128 -13.8363 0.142718 -9.24964 -10.074 -7.11723
1162 12494 AA929177 CD38 antigen Cd38 0.952191 0.985159 1.270886 1.23796 1.127988 1.046402 1.129798 1.083336 -7.66869 -13.6078 0.999781 0.998436 0.432767 -8.4123 0.484073 -2.39099
1163 AA656606 0.968937 1.029862 1.078235 1.079976 0.896945 1.049615 1.06466 1.100689 -12.457 -13.1148 -6.93531 -6.66463 -2.1682 -10.6087 -8.69195 -3.45769
1164 20250 AA024368 stearoyl-Coenzyme A desaturase 2Scd2 0.925664 1.017517 0.933177 0.949598 0.932003 0.902265 0.985875 1.027695 -8.03976 -14.0978 -8.97124 -11.7017 -8.50552 -4.55609 -14.0648 -13.2903
1165 AV240878 1.011442 1.021426 0.940203 1.022414 0.9609 0.994929 1.00966 1.004692 -13.1745 -10.5207 -0.40472 -10.1641 -4.47853 -14.1881 -13.507 -14.2152
1166 27045 AW045778 nitrilase 1 Nit1 1.270174 0.929155 1.106245 1.210001 1.29945 1.341199 1.335012 1.14942 -1.85395 -12.0903 -10.3432 -4.17431 -1.0493 -0.26596 -0.34779 -7.57628
1167 270584 AA920176 similar to 60S ribosomal protein L23ana 0.984552 0.997697 1.07623 1.08701 0.843829 0.930427 0.899291 0.810581 -13.7032 -14.4214 -4.17431 -2.80672 0.927425 -4.40157 -0.65249 0.993677
1168 66890 AI788956 lectin, mannose-binding 2 Lman2 1.015331 0.949418 1.145768 1.134203 1.044212 1.11267 1.172979 1.011556 -14.0648 -10.6087 -1.29522 -2.00811 -11.6216 -3.73663 -0.16331 -14.2152
1169 20054 AI836869 ribosomal protein S15 Rps15 0.983572 0.89436 0.907226 0.923749 0.803114 0.833869 1.012453 1.156469 -12.7993 0.843144 0.564067 -0.37601 0.999991 0.999657 -13.507 0.99017
1170 11433 AL024388 acid phosphatase 5, tartrate resistantAcp5 0.916765 1.037077 1.11793 1.038395 0.820351 0.860619 1.27921 1.185079 -9.15697 -13.3463 -6.75454 -13.233 -0.86052 -3.45769 0.377036 -2.1682
1171 16781 AA690187 0.991143 1.097118 0.828583 0.925601 0.931632 0.804918 0.943071 1.007283 -13.9943 0.161663 0.999466 -0.97206 -1.70566 0.999963 -3.66592 -14.1595
1172 225131 W97169 RIKEN cDNA 1110067P07 gene1110067P07Rik 1.08819 1.078987 0.878991 0.892449 1.041418 0.944721 1.023612 1.086506 -3.80798 -4.9526 -0.09097 -0.93431 -10.6963 -8.03976 -13.1148 -4.02588
1173 14180 AA623627 fibroblast growth factor 9 Fgf9 1.033218 0.862139 0.95144 0.9574 1.010547 0.983347 0.919135 1.056613 -14.4026 -8.22592 -12.6655 -13.749 -14.4026 -13.9943 -12.3855 -12.8647
1174 106869 AW107967 RIKEN cDNA E130304C20 geneE130304C20Rik0.978229 1.094755 0.939577 0.903124 1.039359 0.965754 1.166091 1.06709 -13.8779 -7.39201 -10.6087 -6.2203 -12.7993 -13.1148 -1.80387 -10.2539
1175 AA682023 0.994573 1.215457 1.120085 1.086308 1.087059 0.810691 1.014534 1.060385 -14.3625 0.955443 -0.86052 -3.87998 -3.80798 0.980036 -13.8779 -7.57628
1176 12607 AW107708 CCAAT/enhancer binding protein alpha (C/EBP), related sequence 1Cebpa-rs1 1.085755 1.149564 0.957287 0.906806 0.999847 0.965956 1.025044 1.075365 -5.7859 -0.52452 -11.2104 -3.80798 -14.4411 -12.3131 -14.0648 -7.11723
1177 66889 AA655932 ring finger protein 128 Rnf128 0.936809 0.940203 0.879872 0.987786 0.892804 1.023101 0.85187 0.968413 -6.39693 -8.13281 -1.70566 -14.1294 -1.25273 -13.2903 -0.02245 -13.7032
1178 AI020715 0.952264 1.003512 0.916185 0.813703 0.827172 0.911165 0.926778 1.067474 -10.4322 -14.4128 -4.87216 0.886677 0.773177 -4.24945 -6.48581 -8.03976
1179 54673 AI020999 SH3-domain GRB2-like B1 (endophilin)Sh3glb1 1.006412 0.867729 0.797451 0.904108 0.864849 0.84628 0.918136 1.084866 -14.3908 -2.06081 0.691732 -5.7859 -1.85395 -0.6858 -7.48405 -7.94682
1180 252876 AA162090 RIKEN cDNA 4930429M06Rik4930429M06Rik1.010955 1.006101 0.866077 0.934593 0.972363 0.833066 0.856843 1.263677 -14.3086 -14.3281 -2.99498 -11.2104 -13.957 -1.56317 -2.2229 0.508156
1181 AA874621 1.023628 0.916569 0.877474 0.924446 0.901888 0.939406 1.026686 1.130504 -12.5275 -1.56317 0.67584 -2.56512 -0.29277 -5.03359 -12.0142 0.508156
1182 66588 AA881645 RIKEN cDNA 0610011D08 gene0610011D08Rik0.951628 1.012094 0.906715 1.032374 0.844067 1.106875 1.25455 1.474265 -11.2104 -14.265 -7.85397 -13.3463 -1.21084 -5.70034 0.699411 0.992592
1183 12843 AI849281 procollagen, type I, alpha 2 Col1a2 0.938742 0.898133 0.962735 0.981404 0.91935 0.934567 0.974511 1.039667 -7.66869 -1.95606 -11.4592 -13.6562 -4.55609 -6.93531 -12.992 -11.377
1184 100321 AA199550 0.924015 0.772423 0.786331 0.8317 0.650608 0.674303 0.858806 0.824281 -5.7859 0.992354 0.981213 0.754893 0.999999 0.999996 0.161663 0.834542
1185 16480 AA989766 junction plakoglobin Jup 0.944314 0.888154 1.062815 1.063111 0.88634 0.835582 0.970431 0.982933 -5.95837 0.405473 -5.27979 -5.27979 0.458955 0.984831 -11.377 -13.3463
1186 68658 AA939474 RIKEN cDNA 1110034C16 gene1110034C16Rik0.969871 0.983163 0.97747 0.842637 0.827135 0.92311 0.913425 1.015355 -13.3463 -14.0978 -13.8363 -0.6858 -0.04487 -8.31909 -7.11723 -14.1595
1187 17178 AA592604 FXYD domain-containing ion transport regulator 3Fxyd3 1.057213 0.874574 1.076425 1.044228 1.160401 0.971583 0.966573 1.015749 -11.377 -4.87216 -11.7811 -13.3463 -5.61525 -13.8363 -13.507 -14.2875
1188 AA145226 1.064486 1.1353 1.102358 1.021783 1.089303 1.156049 1.032208 1.098215 -9.80157 -3.95261 -5.70034 -13.8363 -9.06416 -5.87191 -12.9289 -9.15697
1189 56048 AI987967 lectin, galactose binding, soluble 8Lgals8 0.854241 0.997024 0.898504 0.908737 0.904324 1.030226 1.106031 1.057552 0.940529 -14.4026 -0.02245 -0.71965 -0.37601 -11.377 -0.34779 -6.13257
1190 27981 AW213538 DNA segment, Chr 4, Wayne State University 53, expressedD4Wsu53e 0.971394 0.906194 1.052436 0.901144 0.840326 0.804124 0.934623 0.751128 -11.8596 -1.01039 -7.76126 -0.61971 0.956722 0.997437 -4.79228 0.99998
1191 192193 AA920260 ER degradation enhancer, mannosidase alpha-like 1Edem1 1.047503 1.230211 0.908014 0.977344 0.963734 0.853351 1.017464 0.906835 -11.9373 0.419261 -6.30842 -13.7933 -12.7993 -2.1682 -14.0648 -6.2203
1192 18777 AI510294 lysophospholipase 1 Lypla1 0.943232 1.025962 0.957626 0.84872 0.832414 0.898012 1.028573 0.954193 -9.24964 -13.233 -11.294 0.284484 0.650618 -2.93156 -12.992 -10.8699
1193 13996 AI563639 ethanol decreased 2 Etohd2 1.046157 1.014272 0.911171 0.932767 0.664 0.769629 1.094608 0.903949 -12.3855 -14.3461 -12.2397 -12.3131 0.851333 -8.31909 -10.2539 -9.24964
1194 13996 AI563639 ethanol decreased 2 Etohd2 0.973784 1.110356 0.990502 0.984078 0.915251 0.929771 1.159047 1.014746 -12.457 -1.0493 -14.3908 -13.7032 -2.56512 -6.2203 0.594835 -13.4547
1195 18700 AA189964 phosphatidylinositol glycan, class APiga 0.937189 1.00178 0.831542 1.211563 1.091478 1.061612 1.00125 0.881489 -9.34215 -14.3908 0.161663 -1.42639 -7.66869 -12.0142 -14.3281 -4.09978
1196 AI563656 1.093599 1.105227 0.973877 0.958979 1.053473 1.038472 1.029635 1.033049 -1.80387 -0.86052 -12.2397 -9.5266 -7.57628 -10.2539 -11.7811 -11.2104
1197 AA105218 1.028178 1.069008 0.987025 0.871254 0.853752 0.794138 0.725359 0.764239 -12.6655 -6.75454 -14.0303 0.083668 0.594835 0.988864 0.999944 0.998719
1198 AI313904 0.998699 1.021858 0.944141 0.972266 1.062279 0.900542 0.98052 1.030284 -14.434 -12.2397 -4.24945 -10.8699 -3.66592 0.496242 -12.597 -10.5207
1199 12848 AW146432 COP9 (constitutive photomorphogenic) homolog, subunit 2 (Arabidopsis thaliana)Cops2 0.982339 1.170443 1.054617 1.035848 0.900183 0.787593 0.955601 0.951646 -13.7933 0.31658 -9.61851 -12.0903 -2.68457 0.980036 -10.7834 -10.1641
1200 55980 AW321594 inositol (myo)-1(or 4)-monophosphatase 1Impa1 0.860901 1.133042 0.911869 0.871196 0.829942 0.905596 0.967174 1.047606 -3.80798 -4.63424 -9.15697 -6.84478 -0.86052 -10.074 -13.6078 -12.8647
1201 11877 AA498261 armadillo repeat gene deleted in velo-cardio-facial syndromeArvcf 1.047417 0.978992 0.899158 0.834019 0.764779 0.802675 0.83237 0.910654 -10.6963 -13.558 -2.68457 0.706918 0.994778 0.943844 0.594835 -4.02588
1202 19766 AA967070 receptor (TNFRSF)-interacting serine-threonine kinase 1Ripk1 0.966408 1.011411 0.91072 0.91364 0.954464 0.958898 1.016913 1.118033 -6.30842 -13.233 0.906594 0.873594 -2.93156 -4.02588 -11.8596 0.986169
1203 218236 AA967108 cDNA sequence BC010304BC010304 1.015729 0.945111 0.911394 0.930386 0.920006 1.037589 0.827831 1.12571 -14.2152 -11.7017 -8.13281 -10.2539 -9.06416 -13.1745 -0.86052 -7.85397
1204 22003 AA266471 tropomyosin 1, alpha Tpm1 0.97327 0.942863 0.853718 0.895145 0.904384 0.98085 0.973054 0.914564 -12.992 -8.69195 0.377036 -2.06081 -2.99498 -13.6562 -12.9289 -4.3252
1205 AW211695 0.977694 0.956451 1.025229 0.902778 0.917882 0.94978 1.00903 1.041336 -13.6562 -11.9373 -13.507 -5.19719 -6.39693 -10.7834 -14.3086 -12.0903
1206 18976 AW047262 pro-opiomelanocortin-alphaPomc1 0.958623 0.926723 0.979132 1.126628 1.055856 1.131868 1.217853 1.160496 -7.76126 -1.56317 -12.3855 0.773177 -5.03359 0.83008 0.999428 0.97136
1207 14705 AA980499 Bernardinelli-Seip congenital lipodystrophy 2 homolog (human)Bscl2 0.887301 0.948289 1.050958 1.047195 1.044799 1.010991 0.860938 0.88553 -0.29277 -8.97124 -9.5266 -10.9559 -9.80157 -14.265 0.405473 -3.87998
1208 21917 AI195756 thymopoietin Tmpo 1.066751 1.699007 1.926383 1.854449 1.647156 1.788767 1.874199 1.505968 -4.55609 1 1 1 1 1 1 1
1209 12499 AA467416 ectonucleoside triphosphate diphosphohydrolase 5Entpd5 1.017178 1.025873 1.074591 1.033504 0.990518 1.036485 1.139784 1.110017 -13.2903 -12.0142 -3.95261 -10.6087 -14.0648 -10.074 0.754893 -0.02245
1210 AA462408 0.960093 1.069918 0.982929 0.901648 0.837666 0.939343 0.904571 1.064155 -12.2397 -9.15697 -14.0303 -4.79228 0.021186 -9.71017 -5.11512 -9.80157
1211 78070 AI036804 carnitine palmitoyltransferase 1cCpt1c 1.04348 1.105643 1.367191 1.316114 1.159864 1.128624 1.109555 1.086775 -9.24964 -0.65249 0.999999 0.999973 0.847289 0.347418 -0.43392 -2.27826
1212 AI851638 0.994728 1.064443 0.974581 0.932774 0.933865 0.8996 0.981706 0.9666 -14.3461 -5.87191 -12.457 -4.71298 -4.87216 -0.61971 -13.4012 -11.1262
1213 19240 AI157351 thymosin, beta 10 Tmsb10 0.924841 0.965549 0.911519 0.837695 0.72913 0.764572 0.798304 0.850685 -7.02614 -12.5275 -5.19719 0.362377 0.998093 0.982855 0.892737 -0.04487
1214 11883 AI006214 arylsulfatase A Arsa 0.956533 0.970015 0.982922 0.894188 0.831686 0.940062 0.967931 1.044878 -5.49786 -5.96837 -6.26733 -2.25957 0.157456 -4.74297 -5.91751 -5.53125
1215 20778 AI037085 scavenger receptor class B, member 1Scarb1 0.930187 0.968348 0.989161 0.999037 0.841054 0.842906 0.963793 1.027419 -0.68428 -4.49138 -6.16586 -6.41553 0.995835 0.995129 -4.01214 -4.98473
1216 17283 AA000099 multiple endocrine neoplasia 1Men1 0.881237 0.959781 1.379354 1.198693 1.218878 0.862512 1.024882 0.993483 -3.70022 -6.06262 0.559845 -1.93736 -1.44965 -2.98695 -6.29553 -6.40759
1217 76709 AA881633 actin related protein 2/3 complex, subunit 2Arpc2 1.19472 0.897401 1.022565 0.938653 0.979313 0.945205 0.989842 0.963844 0.10631 -2.34241 -6.16586 -4.61826 -6.20245 -4.94521 -6.36278 -5.75076
1218 13627 AA869506 eukaryotic translation elongation factor 1 alpha 1Eef1a1 0.969039 1.234194 1.011201 0.921819 0.96015 1.119315 0.986555 1.016866 -4.5762 0.999776 -6.14654 -0.1655 -3.6107 0.763746 -6.04001 -5.83674
1219 67095 AW259587 RIKEN cDNA 2310001H13 gene2310001H13Rik0.976153 1.316197 1.954135 1.996341 1.924843 1.605047 1.633392 1.519622 -6.26733 0.464584 0.999978 0.999988 0.999965 0.994129 0.996327 0.975963
1220 56455 AU080559 dynein, cytoplasmic, light chain 1Dnclc1 0.941532 1.002344 1.025854 1.022091 0.934831 1.042182 1.116087 1.325549 -1.20759 -6.40344 -4.94521 -5.28784 -0.62884 -3.16396 0.840344 1
1221 12827 AA041615 procollagen, type IV, alpha 2Col4a2 0.993964 0.970227 1.021965 1.120619 1.054974 1.052782 1.147996 1.06387 -6.26733 -3.38689 -4.66009 0.989812 -0.49588 -0.68428 0.999223 0.123625
1222 68003 AI843892 RIKEN cDNA 3110001O07 gene3110001O07Rik1.352601 1.548892 0.78589 1.23796 0.766863 1.07663 1.07669 0.892692 0.993754 0.999985 0.934135 0.827954 0.973026 -3.78963 -3.56592 -1.41416
1223 AA002947 ESTs, Weakly sim0.933297 0.977585 1.047077 1.142431 1.078568 1.188134 1.28371 1.228228 -0.60161 -5.25131 -2.72485 0.962062 -0.1871 0.998181 0.999998 0.999891
1224 14705 AI047345 Bernardinelli-Seip congenital lipodystrophy 2 homolog (human)Bscl2 1.050563 1.195034 0.991603 1.01066 0.870704 0.897373 1.124364 1.058643 -3.43162 0.982564 -6.30855 -6.23629 0.840344 0.33904 0.550027 -2.72485
1225 13717 AI385539 elastin Eln 0.79839 1.237166 0.983542 1.042439 0.629409 0.806462 0.707885 0.904064 -2.21847 -2.51056 -6.37931 -6.20245 0.746208 -2.42609 -0.08209 -5.25131
1226 27981 AA939583 DNA segment, Chr 4, Wayne State University 53, expressedD4Wsu53e 0.96253 1.018382 0.99631 0.96504 0.903405 0.918118 0.99596 1.066507 -1.0123 -4.49138 -6.32086 -1.37896 0.997722 0.980957 -6.30855 0.790602
1227 13418 AI508253 DnaJ (Hsp40) homolog, subfamily C, member 1Dnajc1
1228 22287 W13046 secretoglobin, family 1A, member 1 (uteroglobin)Scgb1a1 0.973653 0.970657 0.963371 0.98352 0.895644 0.950708 1.042017 1.007116 -3.87884 -3.38689 -2.30088 -5.28784 0.98704 -0.68428 -1.7442 -6.20245
1229 19309 W78550 muscle glycogen phosphorylasePygm 1.002349 0.951078 1.184994 1.110496 0.938053 0.926138 1.007787 0.896909 -6.41099 -4.27586 0.810096 -0.71249 -3.25296 -2.34241 -6.3534 -0.5481
1230 W76735 0.945126 1.037433 1.020768 0.858276 0.803061 0.842515 0.925159 1.03096 -3.92336 -4.01214 -6.01676 0.578933 0.97224 0.785459 -4.23224 -5.56414
1231 12874 AA198901 carboxypeptidase D Cpd 1.015418 0.912455 0.963028 0.996594 0.921269 0.906494 0.984054 1.157883 -5.89118 0.404557 -3.74494 -6.39287 0.034321 0.578933 -5.83674 0.982043
1232 15463 AA049862 HIV-1 Rev binding protein Hrb 0.942933 0.990416 0.963039 0.922488 0.882655 0.885654 0.914049 0.886565 0.237472 -5.96837 -1.8593 0.879197 0.999053 0.998551 0.951242 0.99835
1233 20405 AI315075 SH3-domain GRB2-like 1 Sh3gl1 0.95873 0.898232 0.842333 0.990744 0.905871 0.971389 1.042947 0.994397 -2.05638 0.959872 0.999937 -6.1059 0.91838 -3.87884 -2.09655 -6.29553
1234 AI593980 1.20612 1.009683 0.98183 1.025282 0.990195 0.964838 1.019165 1.025835 0.070865 -6.37142 -6.26733 -6.14654 -6.37142 -5.86425 -6.25216 -6.12655
1235 11947 AI845222 ATP synthase, H+ transporting mitochondrial F1 complex, beta subunitAtp5b 1.016652 1.024649 1.015013 1.018702 1.047689 0.984454 1.08595 1.063472 -5.80864 -5.13931 -5.91751 -5.65982 -2.76819 -5.86425 0.070865 -1.30949
1236 18521 AW412548 poly(rC) binding protein 2 Pcbp2 0.898044 1.133332 0.99888 1.118622 1.069147 1.091713 1.148924 0.982126 -0.57469 0.070865 -6.41553 -0.37088 -3.03106 -1.59461 0.416991 -6.08459
1237 12314 AA087146 calmodulin 2 Calm2 1.007976 1.008821 1.004513 0.98368 0.991928 1.045573 1.137168 1.091454 -6.25216 -6.21971 -6.36278 -5.75076 -6.25216 -2.68166 0.962062 0.441211
1238 21959 AA144925 transition protein 2 Tnp2 1.007847 1.031208 0.990285 1.048136 0.979027 1.063728 1.097684 1.095947 -6.14654 -3.20842 -5.99288 -1.0123 -4.66009 0.190234 0.939282 0.928589
1239 AA033187 0.994958 1.007409 0.991695 0.998825 0.944343 0.970383 1.01558 1.046797 -6.32086 -6.21971 -6.16586 -6.41099 -0.5481 -3.78963 -5.59655 -1.70638
1240 AV047620 1.002315 0.999637 0.946772 0.932285 0.930017 0.983085 1.046149 1.04383 -6.37931 -6.41553 0.453002 0.882264 0.909266 -4.70166 -0.2312 -0.44493
1241 11434 AI644079 preproacrosin Acr 0.914408 0.970183 0.946305 0.930228 0.849211 0.979295 0.987115 0.980139 -1.04406 -5.35963 -3.47637 -2.1776 0.876057 -5.89118 -6.21971 -5.94325
1242 20916 AI527924 succinate-Coenzyme A ligase, ADP-forming, beta subunitSucla2 0.951322 1.022572 0.94154 0.946754 0.941225 0.981284 1.076403 1.048955 -0.52183 -4.36261 0.237472 -0.1232 0.252713 -4.86522 0.733888 -0.74101
1243 17246 AI596041 transformed mouse 3T3 cell double minute 2Mdm2 1.003854 1.018441 1.069856 1.112215 1.005377 1.065131 1.101323 1.095346 -6.38647 -5.69067 -0.91897 0.707662 -6.3534 -1.27521 0.498102 0.325249
1244 78294 AI156833 ribosomal protein S27a Rps27a 0.945503 0.93091 0.889834 0.9548 0.870178 0.937372 0.995156 0.921135 -0.85836 0.206235 0.971434 -1.8593 0.996089 -0.1871 -6.33244 0.588209
1245 71852 AL034666 RIKEN cDNA 1700024N20 gene1700024N20Rik1.032244 0.986661 1.00235 1.149017 1.158219 1.125836 1.240601 1.1179 -4.66009 -6.06262 -6.40759 0.932332 0.959872 0.780203 0.999706 0.671723
1246 57294 AA597118 ribosomal protein S27 Rps27 0.931696 1.116809 1.104484 1.090043 1.072612 1.060628 1.139136 1.163563 -1.55793 0.416991 0.070865 -0.5481 -1.59461 -2.51056 0.769349 0.922614
1247 12785 AV017620 cellular nucleic acid binding proteinCnbp 1.004348 1.009235 0.924498 0.982988 0.923823 0.903087 1.066723 1.092112 -6.37931 -6.25216 -0.47024 -5.83674 -0.41993 0.498102 -1.44965 0.034321
1248 27360 AA267347 adducin 3 (gamma) Add3 1.026319 1.05914 1.023569 1.040033 1.010299 1.038567 1.112673 1.084731 -4.14457 -0.29965 -4.5339 -2.21847 -5.99288 -2.42609 0.97224 0.746208
1249 24018 AI931926 RNA guanylyltransferase and 5'-phosphataseRngtt 0.939819 0.979704 0.974417 1.058995 0.932892 0.936943 0.905069 1.050211 -0.49588 -5.21437 -4.90537 -0.8885 -0.0226 -0.27653 0.855614 -1.70638
1250 66542 AW045905 1.003815 1.055576 0.876072 1.006294 0.978708 1.06853 1.09821 1.049298 -6.37142 -1.41416 0.98307 -6.30855 -5.17703 -0.39525 0.707662 -2.05638
1251 57319 AA538329 sphingomyelin phosphodiesterase, acid-like 3ASmpdl3a 1.012188 0.986403 0.949636 1.044925 1.017826 1.08348 1.066952 1.171497 -6.16586 -6.08459 -2.89907 -4.10054 -5.89118 -0.62884 -1.7442 0.967981
1252 AA473030 1.234388 1.163772 1.041067 1.03338 1.104633 1.225852 1.170529 1.092125 0.679204 -0.37088 -5.56414 -5.83674 -2.55307 0.614994 -0.209 -3.16396
1253 14057 AA111089 sideroflexin 1 Sfxn1 1.051259 1.171568 1.17701 1.272425 1.347675 1.301533 1.380518 1.393374 -3.3422 0.94704 0.959872 0.999743 0.999996 0.999947 0.999999 1
1254 16783 AA896274 lysosomal membrane glycoprotein 1Lamp1 1.325855 1.041433 1.094949 1.029772 0.961193 0.846836 1.125152 1.191211 0.939282 -5.65982 -3.29755 -5.99288 -5.69067 -0.25371 -1.97679 -0.04214
1255 AW106850 1.159844 1.160686 0.998087 0.971556 0.812752 0.991565 1.227244 1.158103 -0.60161 -0.57469 -6.41553 -5.99288 0.606237 -6.37931 0.578933 -0.62884
1256 231329 AW260260 polymerase (RNA) II (DNA directed) polypeptide BPolr2b 1.082886 1.169178 1.129493 0.830028 0.914449 0.823848 1.034295 0.899188 -4.66009 -1.66884 -2.98695 -0.76986 -4.27586 -0.57469 -6.06262 -3.6107
1257 68028 AV005103 RIKEN cDNA 3110001N18 gene3110001N18Rik0.980592 1.056937 1.04545 1.160749 1.379884 1.424381 1.161033 1.368418 -6.14654 -4.44865 -5.1012 0.123625 0.998769 0.999716 0.123625 0.998181
1258 320585 AW413176 RIKEN cDNA 5730405G21 gene5730405G21Rik0.891828 0.965316 1.205629 1.020362 1.113648 0.986584 0.978097 1.273132 -0.0226 -4.78401 0.948477 -5.96837 -0.27653 -6.20245 -5.86425 0.997058
1259 22668 AW209166 zinc finger protein 162 Zfp162 0.960087 1.159736 1.066305 1.086421 1.078079 0.929597 1.00214 1.07218 -3.56592 0.976649 -1.27521 -0.06197 -0.47024 -0.60161 -6.37142 -0.82854
1260 AA549592 0.940233 1.017193 1.067077 0.977818 0.980655 0.954495 0.919193 1.138428 -2.42609 -6.14654 -2.1776 -5.69067 -5.86425 -3.78963 -0.79904 0.707662
1261 26931 AA545140 protein phosphatase 2, regulatory subunit B (B56), gamma isoformPpp2r5c 1.032591 1.097201 0.994235 1.082575 0.991317 1.043768 0.999447 1.010857 -3.38689 0.872843 -6.29553 0.640266 -6.12655 -1.93736 -6.41553 -5.99288
1262 14339 AI323872 fused toes Fts 1.044853 1.04572 1.136938 1.239836 1.181694 1.313193 1.312956 1.206311 -3.87884 -3.78963 0.752177 0.998597 0.969754 0.999976 0.999829 0.991509
1263 AU080328 1.014588 1.058177 1.004888 0.966707 0.852806 0.930302 1.0097 1.038227 -5.99288 -2.09655 -6.37142 -4.40573 0.984507 -0.82854 -6.23629 -4.0564
1264 83768 AI536254 dipeptidylpeptidase 7 Dpp7 0.916552 1.024917 0.982082 0.972104 0.957367 0.903535 1.039982 1.250169 0.785459 -4.49138 -5.28784 -3.96779 -1.8982 0.932332 -2.46823 1
1265 21769 AA017769 testis expressed gene 27 Tex27 1.00459 1.032366 0.819988 0.919885 0.854982 0.785437 0.889691 1.002715 -6.33244 -3.11957 0.999999 0.827954 0.999911 1 0.992714 -6.38647
1266 AA260588 expressed sequence AA407659AA407659 0.966084 0.95957 1.072352 0.924614 0.92278 0.820905 1.094268 1.106946 -4.01214 -3.25296 -0.5481 -0.04214 0.052731 0.999776 0.416991 0.700763
1267 11837 AA221581 acidic ribosomal phosphoprotein P0Arbp 0.974958 1.00022 1.017269 1.000669 0.999642 1.025784 1.015956 1.03294 -4.36261 -6.41666 -5.39487 -6.41553 -6.41666 -4.36261 -5.53125 -3.38689
1268 AA511851 0.9865 1.100478 1.05879 0.967805 0.957435 1.081207 1.214867 1.131262 -6.18449 -0.62884 -3.29755 -5.17703 -4.40573 -1.70638 0.975963 0.365926
1269 66199 AA268590 RIKEN cDNA 1110039H05 gene1110039H05Rik0.960538 1.009559 1.030634 1.036358 1.098438 1.070855 0.959124 1.088069 -2.13696 -6.06262 -3.56592 -2.76819 0.904368 0.325249 -1.97679 0.790602
1270 27632 W59452 RD RNA-binding protein Rdbp 1.060957 0.903166 0.906333 0.852861 0.889959 0.813713 0.863856 0.970192 -1.48545 0.671723 0.606237 0.993558 0.866188 0.999866 0.98307 -4.5339
1271 104836 AA420414 Casitas B-lineage lymphoma-like 1Cbll1 0.975301 1.068942 1.138003 0.881677 1.118312 0.880713 0.822319 1.107424 -5.65982 -2.98695 -0.06197 -0.04214 -0.74101 -1.10852 0.932332 -0.8885
1272 AA387675 1.066598 1.051891 1.06428 1.010142 1.044578 0.985313 0.891419 0.955401 -1.20759 -2.46823 -1.37896 -6.20245 -3.20842 -5.94325 0.81471 -2.98695
1273 19034 AI526562 hypothetical peptidylprolyl isomerase A, psuedogeneLOC19034 0.857019 0.906263 1.091001 1.115606 1.199785 1.321711 1.183897 1.136992 -1.59461 -3.83426 -5.17703 -3.38689 -0.74101 0.714422 -1.14123 -2.59576
1274 246791 AA537064 oocyte specific homeobox 3 Obox3 0.967839 0.885776 0.932637 0.820357 0.962509 0.921355 1.012144 1.193637 -3.87884 -1.44965 -1.55793 -0.5481 -3.29755 -4.74297 -5.83674 0.252713
1275 14421 AA671871 UDP-N-acetyl-alpha-D-galactosamine:(N-acetylneuraminyl)-galactosylglucosylceramide-beta-1, 4-N-acetylgalactosaminyltransferaseGalgt1 0.940326 0.950717 0.889049 0.910847 0.85874 0.840668 0.836964 0.925414 -1.8593 -2.25957 0.882264 0.498102 0.990115 0.998181 0.998728 -0.1232
1276 67443 AI182370 microtubule-associated protein 1 light chain 3Map1lc3 0.888882 1.126417 1.076293 0.958531 0.922672 1.090856 1.047172 1.17252 0.034321 0.070865 -2.30088 -4.66009 -1.82066 -1.37896 -4.36261 0.800561
1277 AA472250 1.009499 0.961931 1.404096 1.069483 -4.94521 -6.06262 -0.32308 -3.70022 NA NA NA
1278 14073 AW320175 fatty acid amide hydrolase Faah 0.960671 1.069794 1.08857 1.24717 1.346597 1.367229 1.330969 1.184138 -4.36261 -1.97679 -0.76986 0.99835 0.999991 0.999986 0.99998 0.960981
1279 67078 AI594505 RIKEN cDNA 1700012G19 gene1700012G19Rik 0.98829 1.097967 0.995605 1.073216 1.183436 1.149775 1.165055 1.170852 -6.23629 -1.63158 -6.20245 -2.89907 0.365926 -0.44493 0.569479 0.664091
1280 14131 AA537570 Fc receptor, IgG, low affinity IIIFcgr3 0.968517 1.101053 1.058032 1.024018 0.894651 0.755904 1.135636 1.216896 -5.62844 -1.41416 -3.65547 -5.80864 -0.94976 0.995702 -0.1871 0.926646
1281 18356 AA537147 olfactory receptor 56 Olfr56 0.942722 0.908262 0.904088 1.012827 1.072434 0.837816 0.882571 1.351455 -5.25131 -3.74494 -3.52114 -6.3534 -4.82476 -0.6564 -2.46823 0.879197
1282 20333 AI503634 SEC22 vesicle trafficking protein-like 1 (S. cerevisiae)Sec22l1 0.967833 0.953908 1.006919 1.01762 1.085883 1.055129 0.964322 1.082279 -5.21437 -4.10054 -6.3534 -6.04001 -1.41416 -3.70022 -4.94521 -1.63158
1283 16952 AA592231 annexin A1 Anxa1 0.982312 1.079083 0.969371 0.987992 1.091609 0.974512 1.033407 1.463876 -6.06262 -2.13696 -5.39487 -6.25216 -1.37896 -5.72099 -5.28784 0.999999
1284 234671 AA734872 carboxylesterase 2 Ces2 1.060854 1.223072 0.902936 1.172054 1.116151 1.431155 1.4306 1.572744 -4.66009 0.632005 -2.30088 -0.1025 -1.8982 0.998551 0.998503 0.999973
1285 AA656263 0.999267 1.078363 1.149825 0.863664 0.825806 0.714992 1.08712 1.085083 -6.41704 -5.06273 -1.04406 -2.59576 -0.68428 0.763746 -3.38689 -3.38689
1286 AA638610 1.100887 1.119515 1.068727 0.967678 1.02951 1.101514 1.141154 1.258914 -1.04406 -0.27653 -2.94295 -5.35963 -5.56414 -1.0123 0.325249 0.990411
1287 15944 AI663521 interferon inducible protein 1Ifi1 1.005277 1.087171 0.985211 0.973199 0.807169 0.778492 0.87604 1.02973 -6.37931 -1.34407 -6.14654 -5.56414 0.991246 0.99892 0.550027 -5.42966
1288 16785 AA718267 laminin receptor 1 (ribosomal protein SA)Lamr1 0.991181 1.052334 1.118324 1.287898 1.168509 1.217581 1.323998 1.201431 -6.25216 -2.68166 0.700763 0.999988 0.97981 0.998955 0.999999 0.99715
1289 20733 AW229298 serine protease inhibitor, Kunitz type 2Spint2 0.992162 1.094623 1.04438 1.187078 1.226762 1.184593 1.186739 1.477762 -6.30855 -0.08209 -3.70022 0.986647 0.998597 0.984959 0.986647 1
1290 20850 AA763337 signal transducer and activator of transcription 5AStat5a 0.934235 0.834256 1.101433 1.013517 0.843889 0.827812 1.08071 1.041151 -2.51056 0.942503 -0.68428 -6.20245 0.901829 0.960981 -1.82066 -4.70166
1291 14999 AA762381 histocompatibility 2, class II, locus Mb1H2-DMb1 0.908406 1.205929 1.387528 1.3294 1.508302 1.066072 1.331817 1.049619 -3.20842 0.088723 0.97981 0.924655 0.998884 -4.74297 0.928589 -5.42966
1292 66060 AI316065 RIKEN cDNA 0610010O12 gene0610010O12Rik0.968035 1.062369 1.184735 1.160742 1.334911 1.121687 1.244185 1.042477 -5.69067 -4.23224 0.47596 0.070865 0.993356 -1.14123 0.893839 -5.28784
1293 57431 AI180850 DnaJ (Hsp40) homolog, subfamily C, member 4Dnajc4 0.95031 1.031492 1.002693 0.97945 1.010399 0.921938 1.085421 1.631501 -3.83426 -5.32395 -6.40759 -5.91751 -6.28178 -1.52154 -1.48545 1
1294 56070 AW106188 transcription elongation regulator 1 (CA150)Tcerg1 0.933469 1.433223 1.423746 1.085563 1.307379 1.028217 1.19882 1.291944 -2.76819 0.999994 0.999992 -1.8593 0.998809 -5.62844 0.906846 0.997722
1295 108147 AA272422 5-aminoimidazole-4-carboxamide ribonucleotide formyltransferase/IMP cyclohydrolaseAtic 0.978855 1.059657 1.034902 0.974724 1.042797 0.930093 0.962093 1.043927 -5.65982 -2.42609 -4.66009 -5.35963 -3.96779 -1.24125 -4.27586 -3.83426
1296 226414 AI181688 aspartyl-tRNA synthetase Dars 0.993344 1.087922 0.978914 1.009365 1.025401 0.97541 0.921858 1.070194 -6.3534 -0.98087 -5.80864 -6.29553 -5.56414 -5.59655 -1.14123 -2.13696
1297 14229 AI180957 FK506 binding protein 5 Fkbp5 0.983954 1.033602 0.945672 1.072325 1.083263 1.105966 1.119704 1.032489 -5.39487 -3.03106 -0.1025 0.453002 0.746208 0.957564 0.98704 -3.20842
1298 11308 AI037401 spectrin SH3 domain binding protein 1Ssh3bp1 0.9841 0.966235 1.013245 1.026324 1.040146 0.950121 0.993888 1.177418 -6.04001 -4.82476 -6.14654 -5.464 -5.0239 -3.3422 -6.36278 0.951242
1299 17436 AI037787 malic enzyme, supernatant Mod1 1.067332 1.086709 1.040539 1.105745 1.01046 0.989638 0.850293 0.888356 -2.81168 -1.55793 -4.78401 -0.57469 -6.29553 -6.29553 0.840344 0.10631
1300 67996 AI060744 splicing factor, arginine/serine-rich 6Sfrs6 1.022499 1.11614 1.15398 0.913627 1.099341 0.930745 0.97136 1.140144 -5.83674 -0.1232 0.671723 -1.04406 -0.79904 -2.25957 -5.464 0.47596
1301 23880 AA756642 FYN binding protein Fyb 0.774497 1.298679 1.036613 1.024027 0.746265 0.78013 0.605863 1.013999 -1.93736 -1.82066 -6.28178 -6.3534 -1.20759 -2.09655 0.752177 -6.39853
1302 AL022646 1.079304 1.120199 1.034619 0.916169 0.927533 1.034197 1.064836 1.07734 -2.59576 -0.52183 -5.39487 -1.8593 -2.63863 -5.42966 -3.52114 -2.68166
1303 15108 AW111486 hydroxyacyl-Coenzyme A dehydrogenase type IIHadh2 1.016751 0.952312 0.79352 0.747995 0.959156 0.835502 0.869807 0.904565 -6.12655 -4.18847 0.992934 0.999734 -4.74297 0.911628 0.529832 -0.71249
1304 76855 AI316766 0.984541 0.915988 0.837153 0.930066 0.955885 0.907224 0.950749 1.02032 -5.91751 0.123625 0.996963 -0.71249 -3.16396 0.453002 -2.89907 -5.59655
1305 67963 W10909 Niemann Pick type C2 Npc2 0.93505 0.996808 0.969788 1.036776 1.053817 1.025065 1.193737 1.471973 -0.29965 -6.38647 -4.10054 -3.43162 -1.55793 -4.82476 0.999716 1
1306 21334 W11882 tachykinin 2 Tac2 0.905252 1.01353 0.810219 0.915519 0.859845 0.923401 0.997196 1.197086 -1.78229 -6.32086 0.810096 -3.29755 -1.59461 -4.5762 -6.41553 -0.0226
1307 56318 AI324033 acid phosphatase, prostate Acpp 1.038269 1.522692 1.212617 0.764875 1.346575 1.332388 0.835797 1.232196 -5.72099 0.998453 0.498102 0.088723 0.827954 0.597309 -0.8885 -1.48545
1308 W15662 1.063959 1.125563 1.051871 0.938738 1.041583 0.939525 0.965595 1.074771 -2.13696 0.632005 -3.16396 -2.01646 -4.10054 -2.09655 -4.61826 -1.34407
1309 213393 AI385607 RIKEN cDNA 8430408G22 gene8430408G22Rik0.973469 0.520146 0.344003 1.354083 0.279747 0.410697 0.934175 0.420672 -6.37931 0.569479 0.993148 -2.89907 0.999405 0.952573 -6.18449 0.939282
1310 AI893908 1.121673 1.001871 0.763813 1.191153 0.960196 1.027498 1.105367 0.963755 -0.74101 -6.41364 0.993754 0.707662 -5.17703 -5.83674 -1.44965 -5.35963
1311 20674 W35076 SRY-box containing gene 2Sox2 0.942356 1.118727 1.072708 0.956292 0.901723 0.992679 1.035372 1.039409 -3.65547 -0.44493 -2.85531 -4.66009 -0.82854 -6.36278 -5.32395 -5.25131
1312 13591 W40683 early B-cell factor 1 Ebf1 1.011815 1.11583 0.964383 1.081235 1.010822 1.09518 1.011745 1.046463 -6.33244 -1.8982 -5.62844 -4.10054 -6.3534 -3.43162 -6.38647 -5.28784
1313 AI385633 1.012111 1.013194 1.074174 1.002707 0.977433 0.986202 1.095073 1.08572 -5.99288 -5.91751 0.034321 -6.39287 -4.98473 -5.83674 0.700763 0.47596
1314 20401 AI893960 SH3-domain binding protein 1Sh3bp1 0.902037 1.015479 1.003146 0.981833 0.88396 0.825711 0.941148 1.265706 -0.1232 -6.1059 -6.40344 -5.96837 0.487132 0.981508 -2.81168 0.998642
1315 16869 W80180 LIM homeobox protein 1 Lhx1
1316 12445 W53383 cyclin D3 Ccnd3 0.990365 1.189069 1.245883 1.223204 1.243096 1.287488 1.328506 1.372133 -6.28178 0.962062 0.997647 0.992714 0.997326 0.999716 0.999967 0.999996
1317 72401 W59204 solute carrier family 43, member 1Slc43a1 0.851374 0.731304 0.616467 0.693013 0.592354 0.707835 0.636489 0.73579 0.296959 0.99741 0.999999 0.999776 1 0.999405 0.999996 0.99666
1318 64011 AA014757 neurogranin Nrgn
1319 229279 AI527912 RIKEN cDNA 2610510D13 gene2610510D13Rik 1.11678 1.191689 1.147753 1.154175 1.032654 0.971793 0.973272 0.997903 -0.04214 0.930484 0.623582 0.707662 -5.25131 -5.464 -5.56414 -6.41099
1320 14065 AI425720 coagulation factor II (thrombin) receptor-like 3F2rl3 0.961937 1.050777 1.057001 0.873625 0.995627 0.923797 1.016685 1.229638 -5.96837 -5.0239 -4.78401 -1.70638 -6.40759 -3.70022 -6.14654 0.325249
1321 18538 AI325898 proliferating cell nuclear antigenPcna 0.850925 1.068231 1.094914 1.174169 0.901788 0.934757 0.94635 1.185915 0.896566 -2.42609 -1.04406 0.893839 -0.1655 -2.34241 -3.3422 0.934135
1322 11757 W91307 peroxiredoxin 3 Prdx3 0.948879 1.02615 0.955259 1.05645 1.01743 1.082157 1.081282 1.187533 -1.82066 -4.86522 -2.55307 -1.55793 -5.59655 0.123625 0.088723 0.998955
1323 19156 AI894343 prosaposin Psap 1.023542 1.089917 0.992414 1.026439 0.860876 0.862644 1.022062 1.147197 -5.59655 -0.5481 -6.32086 -5.39487 0.916184 0.904368 -5.69067 0.836306
1324 19038 AW475697 peptidylprolyl isomerase C Ppic 0.965557 0.968182 0.950455 1.085282 0.965805 0.991079 1.06321 1.232032 -2.85531 -3.25296 -0.91897 0.740112 -2.89907 -6.1059 -0.06197 1
1325 14082 AI385705 Fas (TNFRSF6)-associated via death domainFadd 0.855191 0.888669 0.963836 0.975321 0.937073 0.935377 0.988352 1.065453 0.985827 0.827954 -4.01214 -5.17703 -1.24125 -1.10852 -6.12655 -1.37896
1326 26414 AI893985 mitogen activated protein kinase 10Mapk10 1.041673 1.024442 0.974922 0.897653 0.917942 0.893258 0.950413 1.033036 -4.27586 -5.59655 -5.49786 0.237472 -0.71249 0.379027 -3.3422 -4.98473
1327 97977 W97442 expressed sequence C81508C81508 0.921966 0.972584 0.915813 0.94163 1.138288 1.080804 0.953514 1.141962 -1.30949 -5.464 -0.8885 -2.85531 0.588209 -1.52154 -3.92336 0.640266
1328 22694 AI893996 zinc finger protein 35 Zfp35 0.919187 1.028891 1.169864 0.976749 1.133701 1.063994 0.922736 1.062072 -1.8982 -5.65982 0.671723 -5.89118 0.034321 -3.43162 -3.3422 -3.56592
1329 AA840185 0.949241 0.849108 0.833722 0.722072 0.856621 0.744313 0.897796 0.767753 -5.0239 -0.0226 0.352598 0.993754 -0.25371 0.980957 -2.05638 0.944054
1330 22355 AI894015 vasoactive intestinal peptide receptor 2Vipr2 1.019448 0.972897 1.245496 1.201616 1.17106 1.152503 1.228506 1.213624 -5.80864 -5.21437 0.999364 0.992487 0.962062 0.901829 0.998295 0.996089
1331 17355 AA013505 homolog of human MLLT2 unidentified geneMllt2h 1.039123 0.922666 0.948986 0.815286 0.834616 0.864862 0.966813 1.096818 -5.39487 -2.89907 -4.61826 0.848152 0.664091 0.034321 -5.62844 -2.1776
1332 11350 AI508191 v-abl Abelson murine leukemia oncogene 1Abl1 0.997898 1.139849 1.101258 1.042729 1.172911 1.046289 1.109278 1.122748 -6.40759 0.909266 0.379027 -3.56592 0.986243 -3.20842 0.569479 0.774834
1333 11747 AA002439 annexin A5 Anxa5 0.942488 1.031737 0.997553 1.085401 1.024627 0.995448 1.003994 1.13621 -1.34407 -4.36261 -6.40344 0.157456 -5.06273 -6.36278 -6.37931 0.949877
1334 70350 AW545587 brain abundant, membrane attached signal protein 1Basp1 1.019081 1.019012 1.115206 1.171589 1.107839 1.226096 1.231801 1.278523 -5.65982 -5.65982 0.740112 0.990115 0.623582 0.999716 0.999805 0.999992
1335 17869 AA009268 myelocytomatosis oncogeneMyc 1.205171 2.391369 1.474806 3.538731 2.009217 1.738604 1.293381 3.122838 -2.46823 0.999983 0.686536 1 0.999114 0.982043 -0.76986 1
1336 16653 AI322494 Kirsten rat sarcoma oncogene 2, expressedKras2 0.98331 1.065972 1.11321 1.197173 1.113702 1.171134 1.272747 1.241751 -5.72099 -0.91897 0.805381 0.999249 0.81471 0.995278 0.999997 0.99997
1337 13982 AI325343 estrogen receptor 1 (alpha) Esr1 0.95343 1.014164 0.91972 0.980766 0.951668 0.97309 0.932302 1.155029 -1.82066 -5.80864 0.578933 -5.28784 -1.63158 -4.36261 0.034321 0.99666
1338 AI324139 1.162127 1.104438 0.959814 0.890947 1.067648 0.973666 1.03988 1.145359 0.995278 0.769349 -2.94295 0.924655 -0.5481 -4.66009 -3.20842 0.984041
1339 16453 AI323318 Janus kinase 3 Jak3 0.995837 1.067998 1.19773 1.059395 1.020841 0.940475 1.085907 1.20284 -6.39853 -3.20842 0.85922 -3.78963 -6.01676 -3.52114 -2.09655 0.855614
1340 19359 AI324182 RAD23b homolog (S. cerevisiae)Rad23b
1341 12575 AI323806 cyclin-dependent kinase inhibitor 1A (P21)Cdkn1a 0.635778 2.471034 2.755437 1.249876 0.962393 1.857082 1.488359 2.357843 0.123625 0.996327 0.999273 -3.3422 -6.29553 0.840344 -0.41993 0.992714
1342 26413 AI323208 mitogen activated protein kinase 1Mapk1 0.968431 1.053902 1.024492 1.081143 1.042582 0.942601 0.963875 1.096224 -3.83426 -1.37896 -4.78401 0.365926 -2.59576 -0.76986 -3.20842 0.740112
1343 20599 AI322792 submaxillary gland androgen regulated protein 1Smr1 0.972365 1.109558 1.066107 1.104205 1.115438 1.011782 1.007783 1.139365 -4.74297 0.733888 -0.98087 0.648365 0.810096 -6.08459 -6.26733 0.953869
1344 14715 AI286577 gonadotropin releasing hormone receptorGnrhr 0.99388 1.131474 1.244499 1.173578 1.106709 1.010839 1.071536 1.224285 -6.41099 -1.7442 0.379027 0.379027 -2.81168 -6.23629 -3.65547 0.416991
1345 18979 W17967 paraoxonase 1 Pon1 0.797295 0.839371 0.883419 0.838468 0.776453 0.868413 0.909347 0.870686 0.882264 0.429208 -0.98087 0.441211 0.953869 -0.37088 -2.38415 -0.44493
1346 54141 AI385608 sperm associated antigen 5Spag5 0.96625 1.024286 0.889625 1.006671 0.955266 1.031256 1.197768 1.045525 -4.5339 -5.42966 0.623582 -6.33244 -3.43162 -4.86522 0.993754 -3.52114
1347 54141 AI385608 sperm associated antigen 5Spag5 0.938054 0.911267 0.926578 0.945738 0.839052 0.947379 0.970651 1.043717 -4.5762 -3.83426 -3.96779 -5.49786 -0.1025 -5.0239 -6.01676 -5.86425
1348 22025 W36063 nuclear receptor subfamily 2, group C, member 1Nr2c1 0.954575 1.25253 1.056653 1.107291 1.043264 1.077838 1.168754 1.126253 -4.70166 0.942503 -4.49138 -1.37896 -4.94521 -2.72485 0.352598 -0.37088
1349 22025 W36063 nuclear receptor subfamily 2, group C, member 1Nr2c1 1.03979 1.088231 1.060529 1.145878 0.943289 1.101219 1.091854 1.180116 -4.40573 -0.71249 -2.63863 0.800561 -2.68166 -0.1232 -0.5481 0.958733
1350 20674 W35076 SRY-box containing gene 2Sox2 1.001448 0.99684 0.96947 0.937965 0.919666 0.895064 1.070122 1.144903 -6.41553 -6.40759 -5.65982 -3.65547 -2.38415 -0.8885 -3.43162 -0.00334
1351 20650 W41237 syntrophin, basic 2 Sntb2 1.029089 1.017097 0.920293 0.936289 0.84661 0.928751 1.085722 1.041843 -5.62844 -6.12655 -1.93736 -3.11957 0.453002 -2.55307 -1.97679 -4.90537
1352 18590 W83150 platelet derived growth factor, alphaPdgfa 1.002804 1.052668 0.928022 0.82566 0.965656 0.825555 0.906393 0.887755 -6.3534 -3.78963 -1.97679 0.968879 -5.06273 0.969754 -0.5481 0.22198
1353 18590 W83150 platelet derived growth factor, alphaPdgfa 0.957821 0.900654 0.956408 0.978723 0.978343 1.046597 0.96414 1.109456 -4.44865 -0.25371 -4.31932 -5.86425 -5.83674 -4.23224 -4.94521 -0.27653
1354 16847 AA028211 leptin receptor Lepr 1.033984 0.982565 0.979608 0.923224 0.995594 0.944851 1.008096 0.952938 -5.42966 -6.12655 -6.01676 -2.30088 -6.39853 -3.92336 -6.37931 -4.82476
1355 20440 AA059687 beta galactoside alpha 2,6 sialyltransferase 1St6gal1 0.889011 1.123173 0.965657 1.15896 0.959216 0.846996 1.018857 1.03287 0.840344 0.823637 -4.14457 0.977316 -3.43162 0.994129 -5.69067 -4.44865
1356 100974 AA062019 0.958782 0.975694 1.03003 1.119111 0.967993 0.948143 1.061487 0.967224 -4.44865 -5.69067 -5.35963 0.088723 -5.17703 -3.56592 -3.03106 -5.13931
1357 19044 AA062136 protoporphyrinogen oxidasePpox 0.947105 0.940575 0.932704 0.958139 0.908987 0.921605 0.869951 0.927078 -1.97679 -1.34407 -0.68428 -3.20842 0.508874 0.015631 0.968879 -0.29965
1358 18197 AA060966 neuron specific gene family member 2Nsg2 0.887936 1.078487 1.036335 0.951321 0.928558 0.947801 1.113174 1.040882 -0.5481 -4.31932 -6.12655 -6.01676 -3.25296 -4.5339 -2.46823 -4.66009
1359 217069 AA063824 similar to estrogen-responsive finger proteinna 0.838665 1.183481 0.990005 0.802378 1.036367 0.804863 0.950007 1.149914 0.901829 0.862744 -6.30855 0.988505 -5.1012 0.986647 -3.96779 0.550027
1360 12653 W54256 chromogranin B Chgb 0.99883 1.016313 1.055763 0.960721 0.928767 0.986051 1.103382 1.132389 -6.41553 -6.18449 -4.14457 -5.06273 -2.76819 -6.23629 -1.24125 -0.1232
1361 53311 W59642 myosin binding protein H Mybph 0.970559 0.892244 0.781504 0.83048 0.765896 0.768276 0.905508 0.932897 -4.70166 0.795636 0.999991 0.998642 0.999998 0.999998 0.529832 -0.85836
1362 AI385677 0.967137 0.965016 1.017972 0.952629 0.887206 0.819627 1.063244 1.07797 -4.66009 -4.44865 -5.86425 -3.20842 0.714422 0.997863 -2.01646 -0.94976
1363 11836 W85093 raf-related oncogene Araf 1.006615 0.965072 1.130688 1.182933 1.062105 1.134694 1.288077 1.167573 -6.29553 -3.6107 0.956364 0.998989 -0.94976 0.967059 1 0.996865
1364 21420 W89370 transcription factor AP-2, gammaTcfap2c 1.019568 0.999097 1.005318 0.945445 0.941662 1.006481 0.994254 1.030637 -5.80864 -6.41553 -6.37142 -2.63863 -2.30088 -6.34328 -6.36278 -5.0239
1365 26414 W89577 mitogen activated protein kinase 10Mapk10 1.001592 1.088688 0.982601 0.980401 0.919406 1.155867 1.099453 1.127775 -6.40344 -1.41416 -6.14654 -6.06262 -1.24125 0.606237 -0.85836 -0.39525
1366 W91539 1.090377 0.915099 0.983906 0.851506 0.85783 0.84132 0.962801 0.912699 -1.14123 -1.7442 -5.96837 0.872843 0.823637 0.928589 -4.82476 -0.85836
1367 22330 AI385712 vinculin Vcl
1368 22330 AI385712 vinculin Vcl 1.075453 1.068057 1.041627 0.99577 0.978131 0.952068 0.928769 0.927667 -1.10852 -1.63158 -3.96779 -6.38647 -5.59655 -3.16396 -1.04406 -0.94976
1369 W98935 1.085682 0.922963 1.090021 1.272372 1.092572 1.13005 1.155991 1.121686 -2.51056 -2.63863 -2.25957 0.977316 -2.13696 -0.47024 0.22198 -0.76986
1370 12814 W98013 procollagen, type XI, alpha 1Col11a1 1.022196 0.910474 0.957331 0.868355 0.835373 0.895919 1.02001 1.082468 -5.69067 -0.41993 -3.96779 0.851925 0.98307 0.365926 -5.83674 -1.0123
1371 12814 W98013 procollagen, type XI, alpha 1Col11a1 1.048362 0.795972 0.917951 0.862871 0.837062 0.864462 0.836812 0.915575 -4.44865 0.987422 -1.70638 0.578933 0.872843 0.550027 0.876057 -1.55793
1372 11861 AA003086 ADP-ribosylation factor-like 4Arl4 0.832132 0.872127 0.798571 0.895098 0.628891 0.964618 1.429844 0.89635 0.088723 -1.27521 0.664091 -2.38415 0.999891 -5.80864 0.994308 -2.46823
1373 15414 AA008326 homeo box B6 Hoxb6 0.958095 0.965728 1.041568 1.034185 0.930588 1.028748 1.044923 1.119551 -5.28784 -5.62844 -5.39487 -5.86425 -3.78963 -5.86425 -5.21437 -1.63158
1374 13198 AA016906 DNA-damage inducible transcript 3Ddit3 0.924951 0.867869 0.993631 0.543835 0.919871 0.852529 0.960231 1.010159 -2.46823 0.352598 -6.37931 1 -2.09655 0.648365 -5.0239 -6.32086
1375 56291 AI323304 phosphoserine/threonine/tyrosine interaction proteinStyx 1.073748 0.967936 0.955129 1.060017 0.910744 0.940644 0.890947 1.03836 -3.29755 -5.69067 -5.25131 -4.66009 -3.65547 -4.78401 -0.82854 -5.86425
1376 21687 AA017847 endothelial-specific receptor tyrosine kinaseTek 0.982 0.92785 0.841518 0.775081 0.820218 1.036587 0.925503 0.985536 -6.12655 -3.11957 0.441211 0.965139 0.909266 -5.83674 -2.98695 -6.25216
1377 AA020223 0.801322 1.24684 1.27918 1.201178 1.130777 1.045858 1.20157 1.373395 0.632005 0.623582 0.810096 0.088723 -1.82066 -5.49786 0.088723 0.977966
1378 20671 AA024366 SRY-box containing gene 17Sox17 1.055514 1.135365 1.362679 1.131066 1.093717 1.221274 1.34576 1.026894 -5.06273 -1.55793 0.939282 -2.25957 -4.5339 -0.1871 0.913934 -6.26733
1379 13982 AA024073 estrogen receptor 1 (alpha) Esr1 1.018136 0.954776 1.018142 1.058371 0.997109 0.808548 1.021652 1.126751 -6.08459 -5.1012 -6.29553 -3.74494 -6.40344 0.906846 -6.21971 -0.71249
1380 13836 AA024123 Eph receptor A2 Epha2 1.164826 1.002224 1.054505 0.400334 0.968157 0.858542 1.128409 1.021619 -2.81168 -6.20245 -6.41099 0.999982 -6.14654 -3.78963 -5.96837 -6.41099
1381 12827 AA108548 procollagen, type IV, alpha 2Col4a2 0.884955 0.983766 1.061823 1.047125 0.971071 1.021367 1.138027 1.358222 0.33904 -6.08459 -3.07527 -4.18847 -5.39487 -5.86425 0.498102 0.999968
1382 12972 AA109102 crystallin, zeta Cryz 1.052553 0.984783 0.891729 0.971409 0.940924 1.109369 1.112616 1.129135 -1.8982 -5.80864 0.906846 -4.49138 -0.98087 0.805381 0.840344 0.942503
1383 18016 AA105153 neurofibromatosis 2 Nf2 0.981128 1.006919 0.938685 0.922306 0.827168 0.845152 0.894254 1.024447 -5.86425 -6.34328 -2.1776 -0.8885 0.991509 0.968879 0.429208 -5.53125
1384 18016 AA105153 neurofibromatosis 2 Nf2 0.981901 0.910745 0.968528 1.001436 0.912166 1.131327 0.914593 0.967054 -6.20245 -3.07527 -6.18449 -6.39853 -3.96779 -2.05638 -3.29755 -6.14654
1385 21881 AA162373 transketolase Tkt 0.928599 1.131063 1.169959 1.448113 1.178539 1.257198 1.333448 1.261139 -1.8593 0.416991 0.866188 1 0.904368 0.99724 0.999928 0.997647
1386 14598 AA162908 gamma-glutamyltransferase 1Ggt1 0.894896 0.865046 1.086659 0.939496 0.809694 0.809038 1.103873 0.976603 -0.27653 0.606237 -1.70638 -3.20842 0.979212 0.980391 -1.07613 -5.83674
1387 21872 AA122889 tight junction protein 1 Tjp1 0.926882 1.083513 0.915695 0.975707 0.991843 0.988835 1.050892 0.947216 -2.94295 -2.38415 -2.42609 -5.99288 -6.41704 -6.40344 -4.78401 -4.94521
1388 22236 AA137865 UDP-glucuronosyltransferase 1 family, member 1Ugt1a1 1.08473 1.247218 1.09125 1.185283 1.227726 1.281392 1.349852 1.18868 -0.44493 0.999716 -0.1232 0.988846 0.999084 0.999964 0.999999 0.990697
1389 14275 AA139715 folate receptor 1 (adult) Folr1 0.817339 0.946769 1.000105 0.800096 1.160009 0.767744 0.917083 0.912998 0.267707 -5.21437 -6.29553 0.088723 -1.59461 -4.18847 -5.96837 -5.53125
1390 20280 AA146030 sterol carrier protein 2, liverScp2 1.058855 1.030283 1.056275 0.921745 0.874724 0.876666 0.927097 1.013594 -3.07527 -5.28784 -3.25296 -1.20759 0.679204 0.640266 -1.59461 -6.16586
1391 13135 AA139920 defender against cell death 1Dad1 1.018675 1.01422 1.081984 1.12471 1.030214 1.047298 1.000351 1.001941 -6.08459 -6.18449 -1.8982 0.034321 -5.464 -4.36261 -6.41666 -6.41364
1392 18478 AA140114 phenylalanine hydroxylase Pah 0.990365 1.032782 0.710568 0.651549 0.690901 0.629298 0.580745 0.657522 -6.33244 -5.464 0.999953 1 0.99999 1 1 0.999999
1393 20918 AA138667 suppressor of initiator codon mutations, related sequence 1 (S. cerevisiae)Sui1-rs1 0.956877 0.871971 1.057721 0.885199 0.92937 1.089367 1.137066 1.097004 -5.53125 -1.20759 -5.0239 -1.82066 -4.18847 -3.56592 -1.52154 -3.20842
1394 AA111732 cadherin 23 (otocadherin) Cdh23 0.923637 1.100316 0.979226 0.846855 0.86512 0.765155 0.975747 1.159003 -3.38689 -2.98695 -6.14654 -1.8982 -1.70638 0.746208 -6.18449 -1.24125
1395 22099 AA118918 translin Tsn 0.950219 0.893193 1.045192 1.033454 0.979111 0.895155 0.953679 1.040937 -3.11957 0.529832 -3.78963 -4.82476 -5.69067 0.47596 -3.47637 -4.14457
1396 26413 AA119251 mitogen activated protein kinase 1Mapk1
1397 14084 AA124805 Fas-associated factor 1 Faf1 1.011425 0.900958 0.844625 1.059171 0.878326 0.938248 1.018048 0.823742 -6.26733 -0.41993 0.882264 -3.43162 0.404557 -2.94295 -6.06262 0.96414
1398 19697 AA125356 v-rel reticuloendotheliosis viral oncogene homolog A (avian)Rela 1.040603 1.037695 0.930557 0.84582 1.017508 1.014802 1.140756 1.076366 -5.13931 -4.70166 -4.14457 0.33904 -5.06273 -5.83674 0.10631 -2.38415
1399 14745 AA124573 endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 2Edg2 1.005713 0.882055 0.783265 0.772185 0.829363 0.789282 0.903473 0.7788 -6.37931 0.429208 0.998642 0.999424 0.966112 0.997863 -0.34682 0.999022
1400 14745 AA124573 endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 2Edg2 0.975384 0.996029 1.016486 0.948558 0.919463 0.987252 1.051099 1.097756 -6.1059 -6.40344 -6.32086 -5.53125 -4.18847 -6.3534 -5.42966 -3.38689
1401 17876 AA123925 myelin basic protein expression factor 2, repressorMyef2 1.007654 0.949008 0.973239 1.038607 0.960031 1.04398 1.17949 1.303235 -6.32086 -2.98695 -5.25131 -4.31932 -4.0564 -3.83426 0.973026 0.999973
1402 21848 AI323646 tripartite motif protein 24 Trim24 0.939497 0.994079 0.99647 0.840914 0.893378 0.905462 0.999286 1.110997 -4.27586 -6.41364 -6.41704 0.33904 -1.59461 -2.72485 -6.41099 -1.97679
1403 15980 AA123774 interferon gamma receptor 2Ifngr2 1.073692 1.146412 0.996457 1.030456 0.936413 1.017055 0.877806 1.38198 -3.96779 -1.59461 -6.41704 -6.08459 -5.464 -6.32086 -1.27521 0.989499
1404 24086 AA137282 tousled-like kinase 2 (Arabidopsis)Tlk2 1.029148 1.060327 1.017548 1.003729 0.945429 0.948145 1.063339 0.948328 -4.94521 -2.01646 -5.83674 -6.39287 -2.25957 -2.51056 -1.78229 -2.55307
1405 AA124082 1.000822 0.939488 0.805651 1.024099 0.795554 0.848655 1.014252 0.841105 -6.41553 -2.1776 0.998769 -5.53125 0.999496 0.966112 -6.08459 0.97981
1406 16414 AA153752 integrin beta 2 Itgb2 0.921437 0.983195 0.937137 0.999337 0.835128 0.807522 1.068804 1.786582 -3.78963 -6.23629 -5.28784 -6.41553 -0.00334 0.282454 -4.78401 0.999998
1407 18567 AA143992 programmed cell death 2 Pdcd2 0.963987 0.970355 0.870393 0.945118 0.954319 1.132347 1.135478 1.178054 -4.14457 -4.78401 0.939282 -2.13696 -3.11957 0.851925 0.872843 0.988505
1408 AA152814 0.974898 1.074326 1.086583 1.005821 0.82584 1.009485 1.046281 1.000475 -5.77998 -2.68166 -1.8982 -6.37931 0.926646 -6.32086 -4.61826 -6.41666
1409 30945 AA145819 ring finger protein (C3HC4 type) 19Rnf19 0.925423 1.005359 0.922675 0.894241 0.989615 1.135027 1.003418 1.001849 -2.42609 -6.37931 -2.21847 -0.52183 -6.30855 -0.00334 -6.40759 -6.41364
1410 18938 AA137633 protein phosphatase 1, regulatory (inhibitor) subunit 14BPpp1r14b 0.992731 1.174819 1.034775 0.990508 0.928375 0.953057 0.981939 1.266382 -6.36278 0.721045 -5.25131 -6.32086 -2.38415 -4.90537 -6.06262 0.993356
1411 17686 AA122755 mutS homolog 3 (E. coli) Msh3 0.924323 1.048131 0.935057 0.86614 0.952173 0.908984 1.016998 0.875866 -4.94521 -5.83674 -5.28784 -3.07527 -5.91751 -4.70166 -6.30855 -2.46823
1412 22214 AA122513 ubiquitin-conjugating enzyme E2HUbe2h 0.928818 1.061635 0.97598 1.105744 1.022196 1.184095 1.118617 1.199304 -1.14123 -2.25957 -5.464 0.22198 -5.62844 0.980391 0.540024 0.991246
1413 11767 AA138127 adaptor-related protein complex AP-1, mu subunit 1Ap1m1 0.997463 0.930192 1.10182 1.102221 1.068133 1.083498 1.122388 0.996077 -6.40344 -0.39525 0.606237 0.606237 -0.82854 0.034321 0.872843 -6.37931
1414 17151 AA146487 cyclin D-type binding-protein 1Ccndbp1 0.93866 0.963352 1.03431 0.963661 0.842302 0.976516 1.032366 1.070809 -4.98473 -5.89118 -5.96837 -5.89118 -0.60161 -6.20245 -6.01676 -4.78401
1415 27225 AA145121 DEAD (Asp-Glu-Ala-Asp) box polypeptide 24Ddx24 0.953247 1.148541 1.158295 1.033734 0.967931 0.892358 1.03302 1.186066 -2.42609 0.979212 0.989177 -4.10054 -4.14457 0.879197 -4.18847 0.998402
1416 18000 AA144387 septin 2 38232 1.061937 0.970597 1.00455 0.935329 1.063213 1.052723 1.127099 1.083816 -4.31932 -6.01676 -6.40344 -4.10054 -4.27586 -5.1012 -2.01646 -3.29755
1417 12826 AA162273 procollagen, type IV, alpha 1Col4a1 0.807815 0.961126 1.053615 1.127508 0.889908 1.004045 1.108641 1.428137 0.995424 -4.5339 -3.47637 0.429208 0.352598 -6.39287 -0.08209 1
1418 11820 AA170656 amyloid beta (A4) precursor proteinApp 0.981576 0.977452 1.011121 0.836089 0.813039 0.981485 1.110677 1.173594 -6.01676 -5.83674 -6.28178 0.924655 0.980957 -6.01676 -0.39525 0.823637
1419 AA170277 1.026078 0.869763 1.02646 0.964144 0.86667 0.943347 0.947904 0.982352 -5.69067 0.588209 -5.65982 -5.0239 0.648365 -3.3422 -4.44865 -6.06262
1420 12478 AA170492 CD19 antigen Cd19 0.919923 1.043391 0.84825 0.926792 0.947216 0.901938 1.008937 1.198743 -3.3422 -5.83674 -0.08209 -3.47637 -5.25131 -2.98695 -6.41553 -0.1871
1421 15081 AA170686 H3 histone, family 3B H3f3b 0.89717 0.870935 1.059081 1.065457 0.952922 0.978006 0.926946 1.098379 0.157456 0.640266 -2.94295 -2.46823 -3.74494 -5.75076 -1.8593 -0.44493
1422 12350 AA170585 carbonic anhydrase 3 Car3 0.849554 1.140488 0.649576 0.470745 0.289525 0.359951 0.56246 0.490036 -2.25957 -3.3422 0.962062 0.99999 1 1 0.998809 0.999971
1423 17863 AA170760 myeloblastosis oncogene Myb 0.956901 0.903926 0.913672 0.895984 0.7712 0.973768 0.89406 1.07501 -5.65982 -3.47637 -4.27586 -3.47637 0.656306 -6.23629 -2.98695 -5.13931
1424 20846 AA170538 signal transducer and activator of transcription 1Stat1 0.930266 0.916932 0.953924 0.999724 0.827776 0.821046 1.014413 1.256664 -3.96779 -3.20842 -5.25131 -6.41704 0.453002 0.559845 -6.29553 0.819222
1425 20846 AA170538 signal transducer and activator of transcription 1Stat1 0.976373 0.888162 0.942367 0.889615 0.782463 0.733004 0.964812 1.295687 -6.1059 -1.66884 -4.70166 -1.7442 0.882264 0.98704 -5.75076 0.922614
1426 22258 AA163181 ubiquitin specific protease 4 (proto-oncogene)Usp4 1.026185 1.044737 0.906438 1.069009 1.008329 0.948255 1.057303 0.999673 -4.40573 -2.01646 0.896566 0.052731 -6.18449 -0.98087 -0.74101 -6.41666
1427 53872 AA163184 GPI-anchored membrane protein 1Gpiap1 0.911616 0.862343 0.997596 0.866993 0.941724 0.868935 0.988506 0.886923 -0.2312 0.904368 -6.40759 0.872843 -2.42609 0.855614 -6.20245 0.606237
1428 19645 AA154684 retinoblastoma 1 Rb1 1.004322 1.049675 1.015837 1.021729 1.034394 1.00352 1.028595 1.04735 -6.37142 -5.49786 -6.25216 -6.29553 -5.89118 -6.41364 -6.01676 -5.94325
1429 12977 AA163532 colony stimulating factor 1 (macrophage)Csf1 0.921002 1.163129 1.310757 1.088366 1.082245 0.981152 1.033539 1.27599 -1.66884 0.727533 0.999342 -1.52154 -1.8982 -6.01676 -5.28784 0.997058
1430 22632 AA163488 YY1 transcription factor Yy1 1.091885 1.112889 1.064481 1.036904 1.048345 1.095141 1.187509 1.21843 -1.8593 -0.82854 -3.56592 -5.28784 -4.61826 -1.66884 0.892267 0.960851
1431 14056 AA154768 enhancer of zeste homolog 2 (Drosophila)Ezh2 0.974485 1.141528 1.11208 1.245518 1.04483 1.086933 1.094169 1.220345 -2.19331 0.522365 0.074774 0.983717 -1.73953 -0.4842 -0.29955 0.960851
1432 AA163512 0.82683 0.923096 1.082316 1.263653 1.109292 0.545024 0.98117 1.072339 -0.17776 -1.73953 -2.40118 0.57436 -0.44634 0.909097 -2.41943 -1.90261
1433 12484 AA154829 CD24a antigen Cd24a 0.803996 0.89996 0.896567 1.052195 0.908052 1.022385 1.028908 1.053384 0.860232 -0.86223 -0.3904 -1.72063 -1.11174 -2.33801 -2.37993 -1.83178
1434 17254 AA162505 solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2Slc3a2 0.869896 1.022967 1.127336 1.170222 1.226127 1.214461 1.4115 1.366295 0.980179 -1.97046 0.930837 0.994299 0.999843 0.999661 1 1
1435 12445 AA162516 cyclin D3 Ccnd3 0.951871 1.231305 1.302229 1.108411 1.086584 1.398229 1.365232 1.323739 -1.32036 0.993763 0.999748 0.370926 -0.12761 0.999997 0.999986 0.999909
1436 14151 AA166544 ferrochelatase Fech 1.041991 1.088078 0.936309 0.932687 0.913618 0.944636 0.949557 1.034287 -0.82118 0.739001 0.301305 0.424929 0.816081 -0.03112 -0.2641 -1.25799
1437 21817 AA165755 transglutaminase 2, C polypeptideTgm2 0.966915 1.046559 1.369106 1.143352 0.924022 0.815046 1.036023 1.390947 -2.08112 -1.79535 0.999386 0.424929 -0.82118 0.937499 -2.03502 0.999703
1438 16425 AA166367 inter-alpha trypsin inhibitor, heavy chain 2Itih2 1.022193 1.062278 1.256015 1.220128 1.315075 1.259677 0.987435 0.963275 -2.30907 -1.46425 0.960851 0.894829 0.99338 0.964808 -2.41368 -2.03502
1439 12575 AA072841 cyclin-dependent kinase inhibitor 1A (P21)Cdkn1a 0.887768 0.796827 0.946597 1.254234 1.703771 -1.7016 -1.75829 -2.28825 -0.9449 0.697611 NA NA
1440 19360 AA072760 RAD50 homolog (S. cerevisiae)Rad50 1.197201 1.188133 0.926452 0.98351 1.16305 1.083693 1.03758 0.969308 0.465565 -0.52248 -1.58478 -2.43463 -1.66313 -2.05062 -2.19331 -2.32867
1441 19057 AA062279 protein phosphatase 3, catalytic subunit, gamma isoformPpp3cc 0.969991 0.891675 0.831203 0.962102 1.045062 0.988032 0.904537 1.009312 -2.09601 0.276912 0.930837 -1.88517 -1.72063 -2.40118 -0.03112 -2.4299
1442 56449 AA139010 cold shock domain protein ACsda 1.018889 0.856001 1.00727 0.897374 0.901868 1.015165 1.235665 0.894852 -2.41943 -0.98647 -2.45571 -1.38236 -1.40293 -2.45007 0.678286 -1.62418
1443 20480 AA145018 suppressor of K+ transport defect 3Skd3 0.972619 0.994631 0.940144 1.061805 0.907571 1.013747 0.93166 0.971976 -1.86755 -2.43901 -0.37199 -0.44634 0.621774 -2.30907 -0.03112 -1.84975
1444 21958 AA144629 transition protein 1 Tnp1 1.050935 1.050022 1.066159 1.002925 1.133478 1.119629 1.154013 1.146077 -1.64372 -1.79535 -1.38236 -2.46153 0.35969 0.131998 0.606464 0.414416
1445 21463 AA144703 t-complex protein 11 Tcp11 0.949225 0.955224 0.915796 0.938623 0.938097 0.921309 0.936038 1.066749 -1.04903 -1.40293 -0.60026 -0.92417 -1.60453 -0.76005 -1.23714 -1.27881
1446 18285 AA144819 outer dense fiber of sperm tails 1Odf1 0.891743 1.083406 0.93718 0.909473 0.890064 0.949271 1.001844 1.132582 -0.96567 -1.81365 -1.84975 -1.83178 -1.56492 -2.1668 -2.46153 -1.06992
1447 AA144743 0.926089 1.02029 1.031465 0.987493 1.009288 0.903782 1.080587 1.093403 -0.19476 -2.21874 -1.90261 -2.36412 -2.4076 0.435299 -0.17776 0.159704
1448 19107 AA153570 DnaJ (Hsp40) homolog, subfamily C, member 3Dnajc3 1.185444 1.038915 1.027811 0.992885 0.793446 0.885498 0.673597 0.665619 0.835758 -1.95379 -2.18018 -2.44305 0.983717 0.301305 0.999923 0.999997
1449 12189 AA167963 breast cancer 1 Brca1 0.921911 1.084977 1.064293 1.027736 1.218949 0.981981 0.830583 0.870722 -1.15357 -1.42344 -1.60453 -2.39443 0.325103 -2.40118 0.629248 -0.4842
1450 AA155514 0.929079 1.087128 1.126397 1.138454 1.134951 1.093262 0.994109 1.2383 0.015152 0.313278 0.853587 0.915562 0.902194 0.445528 -2.43463 0.999599
1451 14225 AA161957 FK506 binding protein 1a Fkbp1a 0.956995 1.135066 0.945064 1.062531 0.707184 0.786088 0.882391 1.118851 -2.06598 -0.29955 -1.84975 -1.75829 0.995095 0.881459 -0.33552 -0.60026
1452 13138 AA153173 dystroglycan 1 Dag1 0.996564 1.20844 1.174643 1.091036 1.062227 0.945279 0.959834 1.008708 -2.46365 0.958723 0.9113 0.060093 -1.04903 -1.02816 -1.50477 -2.458
1453 14455 AA154585 growth arrest specific 5 Gas5 0.973227 1.114001 1.113809 1.128621 1.041991 1.054974 1.260474 1.569527 -2.45007 -0.63971 -0.63971 -0.84168 -2.21874 -2.25479 0.869706 0.824183
1454 13590 AA163209 left-right determination, factor BLeftb 1.09442 0.92215 1.036353 0.986049 1.050236 1.095194 0.880817 0.842742 -1.09083 -1.2996 -2.19331 -2.41943 -1.98692 -1.06992 -0.28176 0.25192
1455 14674 AA073262 guanine nucleotide binding protein, alpha 13Gna13 1.047316 1.006344 0.932503 0.9446 0.968375 0.864981 0.985595 0.978695 -1.86755 -2.45571 -1.23714 -1.60453 -2.23104 -0.19476 -2.37993 -2.31903
1456 19659 AA087526 retinol binding protein 1, cellularRbp1 1.026771 1.020934 0.910551 0.935777 0.828596 0.789066 0.647326 1.162925 -2.23104 -2.31903 -0.4842 -1.25799 0.863455 0.975934 0.999997 0.590662
1457 19090 AA120498 protein kinase, DNA activated, catalytic polypeptidePrkdc 1.099826 1.079394 1.07966 1.201566 1.096781 0.983993 1.038184 0.901573 -0.56118 -1.34107 -1.06992 0.798912 -0.92417 -2.33801 -2.05062 -0.35369
1458 20341 AI322955 selenium binding protein 1 Selenbp1 0.744532 1.137141 0.967734 0.839783 0.684939 1.033681 1.330145 1.786846 0.945008 -0.4842 -2.27739 0.25192 0.994945 -2.27739 0.930837 0.999994
1459 269261 W11918 ribosomal protein L12 Rpl12 1.07277 1.145266 1.252799 1.286578 1.29225 1.327253 1.449575 1.520834 -1.32036 0.186807 0.925428 0.968394 0.973144 0.989708 0.999682 0.99996
1460 AI323903 1.00506 0.915267 0.943379 1.048969 0.976073 0.848584 0.940527 1.077283 -2.45307 -1.19538 -1.77689 -1.98692 -2.33801 0.186807 -1.72063 -1.62418
1461 70861 AI323924 RIKEN cDNA 4921521F21 gene4921521F21Rik0.998129 1.327346 1.141981 1.010389 1.328009 1.1712 1.269388 1.218431 -2.46365 0.897337 -0.40893 -2.458 0.929075 -0.19476 0.9113 0.40376
1462 70861 AI323924 RIKEN cDNA 4921521F21 gene4921521F21Rik1.075649 0.987639 1.303213 1.210173 1.247567 1.154085 1.325685 1.346839 -0.98647 -2.37993 0.988444 0.860232 0.906846 0.213305 0.994945 0.99318
1463 16476 AI323925 Jun oncogene Jun 1.248604 1.011999 0.93747 1.246169 1.1201 0.789833 0.627025 0.651391 -0.12761 -2.458 -1.04903 0.226327 -0.73981 -2.44673 -1.88517 -2.08112
1464 18778 W12659 phospholipase A2, group IB, pancreasPla2g1b 1.057931 1.116756 0.936195 0.875722 0.832482 0.849654 0.602463 1.171014 -1.95379 -0.88283 -1.77689 -0.44634 0.336779 0.060093 0.999906 -0.01555



1465 15122 AI327460 hemoglobin alpha, adult chain 1Hba-a1 1.118654 0.770461 0.997715 1.192881 1.158306 1.269345 0.693993 0.641674 -1.58478 0.276912 -2.46365 -0.67951 -1.09083 0.060093 0.824183 0.925428
1466 76263 AI323948 glutathione S-transferase kappa 1Gstk1 0.946734 1.043853 0.881224 0.908005 0.947433 0.852905 0.832724 0.780216 -1.25799 -1.66313 0.621774 0.060093 -1.27881 0.884247 0.958723 0.998285
1467 381307 AI323965 LOC381307 na 0.994222 0.709526 0.851557 1.135749 1.259298 0.943975 1.475554 1.234411 -2.45994 0.969236 -0.12761 -0.71963 0.636602 -1.98692 0.990841 0.475374
1468 19043 AI324040 protein phosphatase 1B, magnesium dependent, beta isoformPpm1b 0.931279 1.155726 0.986437 1.018191 0.876083 1.086921 1.083394 1.264882 -1.09083 0.54895 -2.40118 -2.35574 0.264491 -1.04903 -0.82118 0.962878
1469 12466 W15895 chaperonin subunit 6a (zeta)Cct6a 1.119679 1.099527 1.154854 1.372947 1.210939 1.178837 1.017653 0.943685 -0.00013 -0.56118 0.382015 0.999278 0.824183 0.513238 -2.38734 -1.62418
1470 19240 AI322354 thymosin, beta 10 Tmsb10 0.959932 1.023064 1.018623 1.201604 1.07622 0.909254 1.082092 1.58706 -1.90261 -2.27739 -2.33801 0.878611 -0.96567 -0.35369 -0.80074 1
1471 170718 AA036340 isocitrate dehydrogenase 3 (NAD+) betaIdh3b 0.973374 1.054554 0.976806 1.001697 1.024537 1.007539 0.987202 1.083473 -1.73953 -0.40893 -1.90261 -2.46153 -1.86755 -2.40118 -2.28825 0.531359
1472 12868 AI326932 cytochrome c oxidase, subunit VIIIaCox8a 1.104953 0.930857 1.041167 1.049886 1.127869 1.152333 0.874892 0.859126 -0.3904 -1.15357 -1.97046 -1.77689 0.074774 0.435299 0.313278 0.566019
1473 18970 AA059718 polymerase (DNA directed), betaPolb 0.952804 1.020199 0.989536 1.069659 1.042688 0.999551 0.982723 1.022109 -1.56492 -2.28825 -2.37219 -0.92417 -1.75829 -2.45307 -2.32867 -2.25479
1474 12925 AA062022 cysteine-rich protein 1 (intestinal)Crip1 0.980118 1.042637 0.965853 1.057695 1.194835 0.84884 1.065777 1.105591 -2.45307 -2.26624 -2.1668 -2.33801 0.015152 -0.21189 -2.01921 -1.40293
1475 12313 AI327027 calmodulin 1 Calm1 0.94787 1.105964 1.252082 1.172202 1.502565 1.15748 1.173162 1.503392 -1.84975 -0.76005 0.860232 0.336779 0.999682 0.145927 0.348308 0.999693
1476 16949 AA098349 lysyl oxidase-like 1 Loxl1 1.011938 1.06996 1.029931 1.025537 1.059945 1.021335 1.018096 1.095247 -2.31903 0.131998 -1.64372 -1.84975 -0.22916 -2.01921 -2.13924 0.703837
1477 22414 W44010 wingless related MMTV integration site 2bWnt2b 0.886468 1.113896 1.032828 0.79057 1.116832 1.008373 0.986937 0.966272 -0.88283 -0.82118 -2.19331 0.089306 -1.21627 -2.4076 -2.4299 -2.45007
1478 22153 W84068 tubulin, beta 4 Tubb4 0.879111 1.171585 1.004107 1.003769 0.879322 0.8156 0.843449 0.976206 -0.1609 -0.01555 -2.45994 -2.41368 -0.11117 0.54022 0.465565 -2.32867
1479 19073 AI325844 proteoglycan, secretory granulePrg 0.860451 0.970149 1.016547 1.116451 0.837882 0.967248 1.227041 1.528722 0.807661 -2.06598 -2.33801 0.301305 0.643838 -1.98692 0.979619 1
1480 15528 AI325874 heat shock protein 1 (chaperonin 10)Hspe1 1.072575 1.273459 1.281734 1.287965 1.2013 1.204771 1.154983 1.206674 -0.21189 0.999892 0.999933 0.999952 0.994631 0.995521 0.947775 0.995911
1481 AI325893 0.984211 0.685067 1.182702 0.912451 0.971256 0.72176 0.941953 0.725559 -2.41943 0.995383 0.186807 -1.23714 -2.30907 0.978453 -1.86755 0.974575
1482 107995 AA000468 cell division cycle 20 homolog (S. cerevisiae)Cdc20 0.723567 1.134938 1.092646 1.132735 1.019098 0.719018 0.727679 1.101562 -0.29955 -1.98692 -2.21874 -2.05062 -2.45007 -0.2641 -0.35369 -2.12508
1483 12591 AI327188 caudal type homeo box 2 Cdx2 1.040347 1.302387 1.017987 1.288758 1.052068 0.794079 1.130498 1.461049 -1.95379 0.531359 -2.25479 0.643838 -1.79535 -0.07872 -0.44634 0.96753
1484 20467 AA051137 transcriptional regulator, SIN3B (yeast)Sin3b 1.040604 0.980494 1.05911 1.089823 1.069262 1.072496 1.142197 1.073203 -1.77689 -2.27739 -1.17448 -0.22916 -0.84168 -0.73981 0.54022 -0.71963
1485 21923 AA003942 tenascin C Tnc 0.907277 1.230015 1.317885 1.210105 1.275685 1.30826 1.479233 1.601463 -0.73981 0.902194 0.988773 0.775544 0.899792 0.934244 0.999064 0.999997
1486 19185 AA004048 proteasome (prosome, macropain) 26S subunit, non-ATPase, 4Psmd4 1.016755 1.056923 1.091288 1.110691 1.033325 0.983218 1.207535 1.238026 -2.36412 -1.48455 -0.52248 -0.11117 -2.08112 -2.35574 0.909097 0.964808
1487 AA008793 1.00403 1.03566 1.082099 0.960128 0.930266 0.928004 0.984627 1.097552 -2.44305 -1.23714 0.598625 -0.92417 0.445528 0.503976 -2.18018 0.820171
1488 17164 AI324228 MAP kinase-activated protein kinase 2Mapkapk2 1.011537 1.081336 1.105807 1.200113 1.310144 1.165286 1.194075 1.395056 -2.37219 -0.04684 0.513238 0.990841 0.999968 0.954146 0.987758 1
1489 13476 AA032729 deleted in polyposis 1 Dp1 0.998611 1.011515 0.985533 1.024971 1.005168 1.072819 1.067901 1.095205 -2.46277 -2.34703 -2.26624 -1.93693 -2.43901 0.074774 -0.09487 0.598625
1490 56150 AA033406 MAD2 (mitotic arrest deficient, homolog)-like 1 (yeast)Mad2l1
1491 19646 AA031007 retinoblastoma binding protein 4Rbbp4 0.968821 1.226269 1.059084 0.958481 0.988769 0.864139 0.9096 1.133501 -2.21874 0.794412 -1.73953 -2.05062 -2.43463 0.213305 -0.84168 -0.1609
1492 15901 AI322584 inhibitor of DNA binding 1 Idb1 0.829703 0.874079 0.793658 0.930075 1.455059 1.570902 1.787371 1.977761 -0.61994 -1.27881 -0.46521 -2.08112 0.557549 0.886977 0.99479 0.995785
1493 13386 AI322593 delta-like 1 homolog (Drosophila)Dlk1
1494 20320 AI322596 stromal cell derived factor receptor 1Sdfr1 1.021101 1.121859 1.165611 1.206502 1.165653 0.922065 0.965508 1.03096 -2.25479 0.045261 0.856943 0.96753 0.697611 -1.34107 -1.91986 -2.03502
1495 12406 AI326777 serine (or cysteine) proteinase inhibitor, clade H, member 1Serpinh1 0.844004 1.079344 1.200736 1.162533 1.093987 0.96175 1.036121 1.305578 0.074774 -1.48455 -0.35369 -0.33552 -1.46425 -2.33801 -2.15315 0.860232
1496 15402 AI322633 homeo box A5 Hoxa5 1.053928 1.039638 1.305029 1.096668 1.199394 1.262882 1.259931 1.229747 -1.17448 -1.68243 0.999586 0.145927 0.978453 0.998711 0.998489 0.994125
1497 66849 AA041826 protein phosphatase 1, regulatory (inhibitor) subunit 2Ppp1r2 1.020705 0.946671 0.968157 1.030005 1.079785 0.949597 0.980971 1.044534 -2.32867 -1.62418 -2.13924 -2.19331 -1.25799 -1.7016 -2.31903 -2.03502
1498 53414 AA044532 bystin-like Bysl 1.059574 1.203069 1.593561 1.315965 1.281005 0.910033 1.095332 1.204105 -1.83178 0.370926 0.999912 0.947775 0.892267 -1.32036 -1.27881 0.531359
1499 19744 AI322688 RAS-homolog enriched in brainRheb 1.040084 1.134124 1.247725 1.072391 1.284001 1.027786 0.986929 1.193282 -1.54496 0.828117 0.999151 -0.31748 0.999872 -1.98692 -2.39443 0.987034
1500 15354 AA050039 high mobility group box 3 Hmgb3 1.069941 1.05149 1.197491 0.994172 1.198133 0.986379 1.035813 1.08754 -0.56118 -1.21627 0.980725 -2.44305 0.958723 -2.34703 -1.77689 -0.01555
1501 21930 AA051341 tumor necrosis factor alpha induced protein 6Tnfaip6 0.935174 1.028474 1.069916 1.046654 0.932279 0.934993 0.885502 1.00441 -1.98692 -2.26624 -1.19538 -1.77689 -2.18018 -2.31903 -0.67951 -2.39443
1502 16653 AI322494 Kirsten rat sarcoma oncogene 2, expressedKras2 0.844431 1.238504 0.941721 0.919962 0.869239 0.765614 0.923827 1.357061 -0.58067 -1.62418 -2.28825 -1.97046 -2.08112 0.200131 -2.01921 0.445528
1503 14155 AA030303 feminization 1 homolog b (C. elegans)Fem1b 0.973843 1.266835 1.468247 0.626843 1.133908 1.954624 -2.44305 -0.54178 -0.06271 -2.01921 -1.11174 -1.02816 NA
1504 76366 AA105238 RIKEN cDNA 2810012L14 gene2810012L14Rik 0.858954 1.225689 1.142732 1.248467 1.275922 1.042585 0.958273 1.00753 0.684837 0.878611 0.494579 0.9598 0.98228 -1.88517 -2.29881 -2.29881
1505 12509 AA162378 CD59a antigen Cd59a 1.092701 1.184114 1.252615 1.377405 1.258672 1.174456 1.100003 1.333629 -0.31748 0.878611 0.988105 0.999895 0.99057 0.835758 -0.14418 0.999425
1506 56551 AA116866 thioredoxin 2 Txn2 1.072129 1.150694 1.113412 1.213475 1.196855 1.145001 1.200564 1.202621 -0.40893 0.88965 0.566019 0.992975 0.985045 0.863455 0.987401 0.988444
1507 14874 AA139820 glutathione transferase zeta 1 (maleylacetoacetate isomerase)Gstz1 0.995058 1.056357 0.936848 0.930541 0.998243 0.9515 0.990242 1.017006 -2.44305 -0.60026 -0.1609 0.074774 -2.46153 -0.82118 -2.37993 -2.21874
1508 21374 AI327297 TATA box binding protein Tbp 0.992412 1.215281 1.050856 1.158437 0.910036 0.960687 0.923144 1.147258 -2.44673 0.869706 -1.75829 0.301305 -0.82118 -1.98692 -0.9449 0.348308
1509 20585 AA123821 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 3Smarca3 0.91509 0.852372 0.978792 1.031582 1.042664 0.759399 0.861796 1.037828 -1.42344 -0.44634 -2.39443 -2.30907 -2.26624 0.798912 -0.80074 -2.25479
1510 20585 AA123821 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 3Smarca3 0.893914 0.959688 1.043682 1.194721 0.94497 0.793098 1.150636 -0.1609 -2.19331 -0.9449 0.145927 -2.43463 -0.29955 -0.35369 NA
1511 13982 AI327373 estrogen receptor 1 (alpha) Esr1 1.044285 1.037674 0.990256 0.981352 1.080429 1.148595 1.095467 1.050636 -1.23714 -1.50477 -2.38734 -2.18018 0.131998 0.946408 0.475374 -0.96567
1512 68831 AA153879 1.045996 1.040007 1.413632 0.834785 0.781806 -2.34703 -1.68243 -0.31748 -0.35369 -2.45007 NA NA
1513 21753 AI325946 testis derived transcript Tes 1.083632 1.105058 0.809027 0.738588 1.18089 1.087005 0.820032 1.035501 -1.34107 -0.88283 0.25192 -0.92417 -2.08112 -1.88517 0.264491 -2.37993
1514 68240 AA142596 replication protein A3 Rpa3 0.94568 0.840148 0.899066 1.005581 0.910782 1.031295 0.783739 0.94271 -1.04903 0.972402 -0.04684 -2.44673 -0.42758 -2.06598 0.999301 -1.23714
1515 AA138570 1.059349 1.182074 1.050659 1.003158 1.030023 1.025355 1.075531 1.023017 -1.23714 -0.06271 -1.97046 -2.43463 -2.40118 -2.39443 -1.04903 -2.34703
1516 11933 AA139067 ATPase, Na+/K+ transporting, beta 3 polypeptideAtp1b3 0.940254 1.258798 1.249595 0.660718 1.012337 0.925558 1.02476 1.078093 -1.88517 0.897337 0.875704 0.39296 -2.43463 -2.29881 -2.23104 -1.19538
1517 103692 AA161814 0.92967 1.224852 1.228931 1.009126 1.012533 0.875084 0.940537 1.111584 -0.65957 0.980725 0.983717 -2.42484 -2.31903 0.475374 -1.04903 0.226327
1518 19182 AA163174 proteasome (prosome, macropain) 26S subunit, ATPase 3Psmc3 1.00188 1.081552 1.124324 1.010318 1.041206 1.186828 1.066551 1.222027 -2.46153 -0.09487 0.72188 -2.39443 -1.54496 0.979044 -0.58067 0.995911
1519 13346 AA087855 desmin Des 1.012233 1.246474 1.184368 1.30917 1.20065 1.142631 1.215537 1.738589 -2.41943 0.824183 -0.46521 0.940607 -0.28176 -0.12761 0.927272 0.998751
1520 21400 AI326127 transcription elongation factor A (SII), 2Tcea2 1.063142 0.954436 1.010409 0.85555 0.966711 1.13042 0.84057 -1.04903 -2.36412 -2.06598 -2.31903 -2.30907 -0.56118 -2.13924 NA
1521 15212 AI326130 hexosaminidase B Hexb 1.003685 1.138945 1.009899 1.044437 1.052844 1.11861 1.065143 1.065448 -2.458 0.089306 -2.43901 -1.83178 -1.72063 -0.33552 -1.25799 -1.40293
1522 22154 AA170370 tubulin, beta 5 Tubb5 0.865081 1.066977 1.255021 1.283981 1.163508 1.090581 1.43748 1.409008 0.370926 -1.44388 0.93589 0.970057 0.455617 -0.86223 0.999637 0.999151
1523 71679 AA154397 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit dAtp5h 1.022572 1.040508 0.97941 0.981266 1.114057 1.100644 1.045592 1.040584 -2.08112 -1.40293 -2.12508 -2.19331 0.739001 0.557549 -1.19538 -1.40293
1524 66108 AA167918 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 9Ndufa9 1.005013 1.115394 1.024904 1.09699 1.099452 1.033171 1.03384 1.145519 -2.43901 0.884247 -1.88517 0.709956 0.744508 -1.50477 -1.48455 0.978453
1525 235431 AA124231 RIKEN cDNA E130012P22 geneE130012P22Rik1.045456 1.005341 1.040895 1.079293 0.931746 0.853554 0.915255 0.940969 -1.77689 -2.44305 -1.77689 -0.78036 -0.84168 0.709956 -0.19476 -1.15357
1526 22145 W11746 tubulin, alpha 4 Tuba4 1.029708 1.118018 1.076004 1.049271 0.995475 1.001797 1.175144 1.103312 -1.97046 0.590662 -0.1609 -1.2996 -2.45307 -2.46277 0.951688 0.348308
1527 17880 W33517 myosin heavy chain 11, smooth muscleMyh11 1.031599 0.842155 0.756638 0.852767 0.768391 0.759158 0.606717 0.661305 -2.05062 0.904545 0.999323 0.846668 0.998536 0.999204 1 1
1528 208715 AA061468 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1Hmgcs1 1.078913 1.022055 0.84083 0.761028 1.08658 0.8567 0.697676 0.833891 -1.15357 -2.32867 0.684837 0.986657 -0.96567 0.494579 0.999572 0.744508
1529 21423 W41716 transcription factor E2a Tcfe2a 1.092976 0.980532 1.072703 1.098695 1.134578 1.100529 0.827041 0.850125 -1.32036 -2.39443 -1.7016 -1.21627 -0.54178 -1.17448 0.424929 0.074774
1530 15461 AI385418 Harvey rat sarcoma virus oncogene 1Hras1 1.06779 1.065096 1.030309 1.019081 0.964305 0.959591 0.956149 1.029861 0.25192 0.159704 -1.50477 -2.03502 -1.13265 -0.86223 -0.67951 -1.52491
1531 AI385420 expressed sequence AI327276AI327276 0.994695 1.256449 1.446852 1.375265 1.337581 1.113537 1.374918 1.412217 -2.45571 0.954146 0.999853 0.998669 0.995785 -0.24656 0.998626 0.999572
1532 20848 AI385862 signal transducer and activator of transcription 3Stat3 0.890286 0.887735 0.93326 0.891703 0.928075 0.841633 0.977879 1.074732 -0.19476 -0.12761 -1.36174 -0.22916 -1.21627 0.650957 -2.32867 -1.27881
1533 11657 W70567 albumin 1 Alb1 0.968322 0.790586 0.633467 1.182983 0.583943 0.631738 1.008607 0.661285 -2.34703 0.424929 0.992975 -0.37199 0.999094 0.99338 -2.45571 0.980725
1534 18538 AI385898 proliferating cell nuclear antigenPcna 1.01238 1.088515 1.069326 1.061247 0.978956 0.981228 0.975836 1.049829 -2.15315 0.943575 0.755231 0.582575 -1.62418 -1.77689 -1.40293 0.173331
1535 109182 W83493 1.055361 1.199055 1.119282 1.081117 1.123096 1.046451 1.032346 1.152494 -0.80074 0.995095 0.775544 0.103687 0.807661 -1.17448 -1.75829 0.94911
1536 W97166 1.069103 1.077857 1.05376 1.002577 1.09935 1.006612 1.017031 1.026576 0.030281 0.289184 -0.58067 -2.458 0.709956 -2.41943 -2.19331 -1.83178
1537 20014 AA000779 ribophorin II Rpn2 1.000118 1.11693 1.205911 1.140599 1.001724 1.461713 1.126289 1.370337 -2.458 -1.50477 0.226327 -0.63971 -2.46418 -0.00013 -1.36174 0.866612
1538 AA003413 0.989815 1.062359 1.101395 1.242068 1.207695 1.219191 1.168521 1.148089 -2.39443 -0.69953 0.40376 0.998626 0.992546 0.995655 0.954146 0.892267
1539 12314 AA044542 calmodulin 2 Calm2 0.941586 0.907956 0.853068 0.919137 0.904702 0.982064 0.997863 1.043387 -0.42758 0.621774 0.987401 0.370926 0.678286 -2.19331 -2.45994 -1.21627
1540 12476 AA050218 CD151 antigen Cd151 0.972226 0.938159 0.942044 0.92763 0.850769 0.922237 0.885395 1.000883 -1.56492 0.226327 0.060093 0.54895 0.999151 0.671623 0.977848 -2.46365
1541 14630 AA051435 glutamate-cysteine ligase , modifier subunitGclm 0.994367 1.060668 1.068008 0.863553 1.026659 0.964483 0.957102 1.076539 -2.44673 -1.17448 -0.82118 0.835758 -2.12508 -1.90261 -1.83178 -0.54178
1542 16419 AA124047 integrin beta 5 Itgb5 0.922758 0.909246 0.876269 0.917211 0.701844 0.871314 0.854275 0.908422 0.54895 0.794412 0.980725 0.671623 1 0.987034 0.997083 0.803328
1543 53376 AA139612 ubiquitin specific protease 2Usp2 1.708448 1.737611 1.19376 0.759539 1.154963 1.00357 0.829846 1.24892 0.839467 0.866612 -1.42344 -0.4842 -1.73953 -2.46365 -1.34107 -0.98647
1544 56451 AA142482 succinate-CoA ligase, GDP-forming, alpha subunitSuclg1 1.023355 1.051132 0.993599 0.983903 1.029309 1.060536 1.194446 1.194825 -2.06598 -0.96567 -2.4299 -2.26624 -1.86755 -0.58067 0.994125 0.994299
1545 98013 AA145022 expressed sequence C78549C78549 0.97637 0.973164 1.014873 0.970702 1.097205 1.261079 1.101673 1.111116 -2.28825 -2.40118 -2.39443 -2.20616 -0.61994 0.95762 -0.3904 -0.31748
1546 72198 AA144221 RIKEN cDNA 2610528A15 gene2610528A15Rik0.888835 1.497528 1.026956 1.284823 2.31485 0.983681 0.848011 1.155174 -1.25799 0.744508 -2.45307 -0.82118 0.794412 -2.46277 -1.2996 -1.68243
1547 20005 AA163183 ribosomal protein L9 Rpl9 0.996557 1.002627 1.131242 1.24406 1.206799 1.289908 1.349244 1.254235 -2.45007 -2.45571 0.95762 0.999975 0.999672 0.999999 1 0.999988
1548 71978 AA168363 protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), alpha isoformPpp2r2a 0.940977 1.096329 1.085259 1.049845 1.059695 0.916963 1.137321 1.064727 -1.34107 -0.33552 -0.71963 -1.7016 -1.42344 -0.58067 0.370926 -1.27881
1549 14121 AI325573 fructose bisphosphatase 1 Fbp1 1.126706 1.192195 1.186521 1.338496 1.261064 1.365958 1.151326 1.176033 -0.09487 0.697611 0.65796 0.99318 0.943575 0.996897 0.301305 0.57436
1550 AA116745 1.196611 1.054713 1.131618 1.159567 1.014131 1.08115 1.086229 1.042853 0.691278 -1.77689 -0.07872 0.348308 -2.41368 -1.15357 -1.02816 -2.01921
1551 67273 AA163564 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex 10Ndufa10 1.012435 1.032678 0.926247 0.955846 0.930666 1.066582 1.083414 1.035604 -2.21874 -1.11174 0.765573 -0.31748 0.678286 0.503976 0.816081 -0.92417
1552 13131 W64787 disabled homolog 1 (Drosophila)Dab1 1.08303 0.863171 0.967958 1.039518 0.818191 1.149391 0.847995 1.307574 -2.31903 -1.06992 -2.37993 -2.43901 -0.33552 -1.68243 -0.88283 0.348308
1553 26462 W74987 thioredoxin reductase 2 Txnrd2 0.908592 1.055091 1.367838 0.860932 0.839884 0.931718 -2.45994 -0.92417 -0.67951 -0.17776 0.445528 -2.4076 NA
1554 14029 AA000473 even skipped homeotic gene 2 homologEvx2 0.956571 0.871664 0.998632 0.951481 0.871734 0.750342 1.1904 0.932811 -1.79535 0.301305 -2.43901 -2.01921 0.325103 0.991856 0.566019 -1.58478
1555 22355 AA000726 vasoactive intestinal peptide receptor 2Vipr2 0.89398 1.004655 0.966346 0.875557 0.777462 0.867472 0.949491 0.919974 -0.50329 -2.45994 -2.26624 -0.11117 0.966645 0.325103 -1.97046 -0.88283
1556 22355 AA000726 vasoactive intestinal peptide receptor 2Vipr2 0.907817 0.951545 1.058439 0.934993 0.902559 0.739971 0.985144 0.975907 -0.61994 -1.84975 -1.56492 -1.68243 -0.35369 0.9967 -2.42484 -2.24306
1557 55950 AI322495 brain protein I3 Bri3 0.997934 0.978171 1.001433 0.972585 1.022894 0.957429 1.079342 1.181331 -2.46277 -2.34703 -2.45007 -2.21874 -2.24306 -1.72063 -0.98647 0.875704
1558 12558 AI323006 cadherin 2 Cdh2 1.02468 1.226683 1.100378 1.17095 1.052008 1.062178 1.157145 1.178431 -2.09601 0.996491 0.348308 0.954146 -1.13265 -0.76005 0.917624 0.966645
1559 11784 AA060361 amyloid beta (A4) precursor protein-binding, family  A, member 2Apba2 0.802212 0.800014 1.272266 0.959465 1.205005 1.730579 1.087275 1.09768 0.313278 -0.9449 0.145927 -2.458 -0.54178 0.621774 -1.90261 -1.04903
1560 19158 AA062131 pleckstrin homology, Sec7 and coiled-coil domains 2Pscd2 0.978806 0.933299 1.102771 0.937695 0.900948 0.926609 0.964327 1.101093 -2.11067 -0.14418 0.606464 -0.31748 0.703837 0.103687 -1.54496 0.582575
1561 56613 AA061016 ribosomal protein S6 kinase, polypeptide 4Rps6ka4 0.960159 0.801967 0.868217 0.990886 0.82113 0.843462 0.935197 1.124101 -1.72063 0.994125 0.789826 -2.41943 0.981257 0.93589 -0.80074 0.513238
1562 14312 AA097506 bromodomain containing 2 Brd2 0.9488 1.229423 1.206857 0.947187 1.070759 1.188434 1.198941 1.064869 -0.92417 0.998669 0.995655 -0.84168 -0.28176 0.989093 0.993574 -0.50329
1563 AA097283 0.79882 0.877229 0.893535 1.05405 1.075335 0.915423 1.077132 1.008301 0.424929 -0.82118 -1.06992 -2.19331 -1.79535 -2.00317 -1.95379 -2.46365
1564 11474 AA098356 actinin alpha 3 Actn3 0.862779 0.927222 0.948919 0.833094 0.808788 0.985296 0.911597 1.060628 -0.31748 -1.66313 -2.1668 0.213305 0.727688 -2.33801 -1.77689 -2.23104
1565 53419 AA062275 low density lipoprotein receptor-related protein 4Lrp4 0.897172 0.857339 0.988641 0.851299 0.846519 0.923749 1.242553 0.906493 -1.42344 -0.04684 -2.45007 -0.65957 -1.50477 -2.11067 -0.21189 -1.93693
1566 20528 AA066475 solute carrier family 2 (facilitated glucose transporter), member 4Slc2a4
1567 12870 AA106138 ceruloplasmin Cp 0.999796 0.883685 0.884625 0.911649 0.841224 0.698816 0.96327 1.068271 -2.46436 -1.25799 -0.56118 -2.15315 0.074774 0.789826 -2.09601 -1.68243
1568 21808 AA068104 transforming growth factor, beta 2Tgfb2 1.031132 1.103403 1.205046 1.09004 0.466742 1.051157 0.515535 1.199213 -2.43901 -1.7016 -0.63971 -2.19331 0.755231 -2.45307 0.531359 -0.96567
1569 15529 AA106952 syndecan 2 Sdc2 0.977511 0.857006 0.908149 0.861858 0.778321 0.683063 0.772756 0.897679 -2.34703 -0.04684 -1.0073 -0.65957 0.727688 0.960851 0.765573 -1.32036
1570 320184 AI325749 RIKEN cDNA C330018J07 geneC330018J07Rik0.828948 1.017005 1.227504 1.587473 1.081378 1.230907 1.045937 1.230197 0.904545 -2.35574 0.950414 1 -0.78036 0.955332 -1.77689 0.954146
1571 AA114636 1.015439 0.996035 0.939058 1.072106 1.042369 1.058386 1.088773 1.076114 -2.20616 -2.44673 0.060093 0.289184 -0.9449 -0.19476 0.664848 0.40376
1572 13207 AA120483 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5Ddx5 0.942177 1.226895 0.947597 1.006541 1.071933 0.835001 1.065331 1.131637 -0.96567 0.99057 -1.72063 -2.43901 -0.9449 0.749918 -0.82118 0.749918
1573 AI325773 1.063428 1.0856 1.296344 1.27273 1.240828 0.994427 1.038101 1.161696 -0.71963 -0.00013 0.999884 0.999625 0.998173 -2.44305 -1.66313 0.930837
1574 15481 AA117004 heat shock protein 8 Hspa8 1.095324 1.479934 1.316367 1.178536 1.612554 0.974636 1.246507 1.038149 -1.60453 0.970858 0.703837 -0.40893 0.996153 -2.38734 0.301305 -2.29881
1575 14055 AA124068 enhancer of zeste homolog 1 (Drosophila)Ezh1 0.922646 0.918996 0.914631 1.262708 0.983522 0.986557 0.878088 1.048273 -1.36174 -1.58478 -1.36174 0.382015 -2.42484 -2.4299 -0.65957 -2.13924
1576 20130 AA123466 Harvey rat sarcoma oncogene, subgroup RRras 0.999619 0.862458 0.853462 0.943931 0.772679 0.931371 0.929697 1.024781 -2.46418 0.828117 0.906846 -1.09083 0.999386 -0.60026 -0.54178 -2.15315
1577 14470 AA123361 Rab acceptor 1 (prenylated)Rabac1 1.01619 0.974016 1.042937 1.064836 1.020533 0.995634 1.110879 0.918731 -2.23104 -1.86755 -1.13265 -0.19476 -2.09601 -2.44673 0.807661 0.494579
1578 AA139714 1.040695 1.249885 1.586697 1.505055 1.498338 1.430474 1.506595 1.325847 -1.77689 0.992092 1 1 1 0.999995 1 0.999625
1579 66204 AA142466 acylphosphatase 1, erythrocyte (common) typeAcyp1 0.918422 1.041002 0.918773 0.928557 0.971139 0.882286 0.911899 1.070176 -1.11174 -2.13924 -0.96567 -1.36174 -2.32867 -0.90348 -1.11174 -1.62418
1580 14797 AA153668 amino-terminal enhancer of splitAes 0.96734 0.982788 0.86949 0.966251 0.893955 0.893328 0.93647 0.899848 -1.98692 -2.32867 0.709956 -1.95379 0.313278 0.336779 -1.44388 0.186807
1581 21940 AA153731 tumor necrosis factor receptor superfamily, member 7Tnfrsf7 0.874925 0.988307 0.99407 0.974587 0.856345 1.10524 0.906849 1.248818 -0.11117 -2.43463 -2.46153 -2.26624 0.239199 -1.11174 -0.65957 0.919641
1582 16412 AA163412 integrin beta 1 (fibronectin receptor beta)Itgb1 1.039431 1.039427 0.928299 0.972287 0.863379 0.846247 0.900779 1.05145 -1.54496 -1.54496 -0.11117 -1.93693 0.946408 0.983251 0.61418 -1.04903
1583 22720 AA162549 zinc finger protein 62 Zfp62 0.778175 0.908501 0.438206
1584 22260 AA162659 nuclear receptor subfamily 1, group H, member 2Nr1h2 0.930503 1.013992 1.048847 0.990413 0.931648 0.952179 1.03598 1.003073 0.445528 -2.23104 -0.52248 -2.34703 0.414416 -0.46521 -1.19538 -2.45307
1585 14852 AA168982 G1 to phase transition 1 Gspt1 1.035746 1.148937 1.192479 1.114282 1.202881 0.957798 1.112736 1.078461 -1.81365 0.835758 0.970057 0.485045 0.980179 -1.54496 0.455617 -0.35369
1586 18032 AA142474 nuclear factor I/X Nfix 0.956092 1.123432 0.936507 0.829623 0.757575 0.810135 0.887047 0.891196 -2.05062 0.465565 -1.46425 0.962878 0.999625 0.987758 0.522365 0.445528
1587 17991 AA162428 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 2Ndufa2 1.02584 0.882036 0.965709 1.046389 0.971672 0.924439 0.890478 0.776386 -2.15315 0.424929 -1.90261 -1.56492 -2.08112 -0.4842 0.465565 0.998669
1588 27050 AA165925 ribosomal protein S3 Rps3 1.018778 0.963347 1.058222 1.167508 1.091484 1.163179 1.2457 1.17902 -2.28825 -1.79535 -1.13265 0.886977 -0.09487 0.869706 0.99479 0.925428
1589 21974 AA170358 topoisomerase (DNA) II betaTop2b 1.05114 0.964343 0.976296 0.859601 0.867311 0.886879 0.946245 1.072019 -1.64372 -2.00317 -2.25479 0.678286 0.582575 0.25192 -1.48455 -1.04903
1590 18477 AA170669 peroxiredoxin 1 Prdx1 0.968965 1.052587 1.00665 1.081893 1.020107 1.033335 1.042013 1.166829 -2.1668 -1.90261 -2.43901 -1.04903 -2.33801 -2.23104 -1.97046 0.566019
1591 53381 AA170690 peroxiredoxin 4 Prdx4 0.982201 0.953995 0.972951 0.93061 0.738292 0.755764 0.745415 0.81545 -2.27739 -1.36174 -2.03502 -0.42758 0.999987 0.999406 0.999976 0.994299
1592 11843 AA170620 ADP-ribosylation factor 4 Arf4 0.973019 1.078794 0.946426 0.98921 1.013091 0.982575 1.048267 0.799518 -2.1668 -0.96567 -1.50477 -2.4299 -2.39443 -2.37219 -1.79535 0.945008
1593 19651 AA162520 retinoblastoma-like 2 Rbl2 0.952517 0.980243 0.826665 0.897039 0.867514 1.140232 0.867945 0.978493 -1.88517 -2.458 0.749918 -0.42758 0.289184 -0.19476 0.226327 -2.18018
1594 16000 W10072 insulin-like growth factor 1 Igf1 0.865566 1.101785 0.935503 1.003705 0.67739 0.622678 0.652432 0.856086 0.200131 -0.76005 -1.50477 -2.46153 0.999637 0.999988 0.99992 0.35969
1595 12387 W10023 catenin beta Catnb 0.820454 1.096206 1.0566 1.0884 0.780773 0.725989 0.844902 0.902753 0.475374 -1.27881 -1.98692 -1.42344 0.807661 0.966645 0.131998 -1.06992
1596 W10680 1.187455 1.017749 0.763404 0.918739 0.921484 -0.2641 -2.24306 -0.28176 -2.46277 -2.45994 NA NA
1597 14085 W12834 fumarylacetoacetate hydrolaseFah 1.003613 0.982522 1.049593 1.003985 0.923304 1.059844 1.069888 1.127616 -2.458 -2.32867 -1.56492 -2.458 -0.52248 -1.23714 -0.92417 0.435299
1598 20817 W12836 serine/arginine-rich protein specific kinase 2Srpk2 1.046885 1.039333 1.007505 1.053682 0.937659 1.005382 0.954663 1.105296 -1.15357 -1.46425 -2.41943 -0.86223 -0.37199 -2.44305 -1.13265 0.61418
1599 14735 W12478 glypican 4 Gpc4 0.963592 1.048719 0.879406 0.836576 0.769926 0.883161 0.864433 0.970641 -1.90261 -1.58478 0.566019 0.927272 0.99839 0.503976 0.749918 -2.08112
1600 13039 AA174215 cathepsin L Ctsl 0.879157 0.743799 0.773146 0.783249 0.798567 0.636284 0.649543 0.642072 0.455617 0.999323 0.995655 0.992322 0.98228 1 0.999999 1
1601 20677 W14398 SRY-box containing gene 4Sox4 0.972936 0.981871 0.966294 1.060893 0.956 1.12558 1.175975 1.138547 -1.98692 -2.24306 -1.75829 -0.76005 -1.34107 0.744508 0.968394 0.843104
1602 19024 W12503 protein tyrosine phosphatase, receptor-type, F interacting protein, binding protein 2Ppfibp2 0.923229 1.489577 1.247659 1.764322 1.04413 1.205906 1.178574 1.115308 -0.63971 0.999998 0.98228 1 -1.77689 0.929075 0.835758 0.131998
1603 17158 W09023 mannosidase 2, alpha 1 Man2a1 1.074914 1.049896 0.808858 0.780687 0.796642 0.860371 0.880823 1.003702 -0.54178 -1.38236 0.993574 0.999064 0.997083 0.878611 0.697611 -2.45571
1604 16782 W09048 laminin, gamma 2 Lamc2 0.909563 1.030578 0.937087 0.977467 0.792728 0.90824 0.803734 0.996678 -1.40293 -2.33801 -1.91986 -2.38734 0.590662 -1.36174 0.239199 -2.46277
1605 13479 W08886 dipeptidase 1 (renal) Dpep1 0.818986 1.092049 0.879258 1.184945 1.567431 0.9113 -1.13265 -0.86223 -1.02816 0.954146 NA NA
1606 13091 AI893885 cytochrome P450, family 2, subfamily b, polypeptide 20Cyp2b20 1.010519 0.65757 0.894144 1.151183 1.45747 1.121637 1.631622 1.076282 -2.45307 0.970057 -1.38236 -0.92417 0.930837 -1.34107 0.993574 -1.95379
1607 W12626 0.776015 1.157381 0.971565 0.933974 0.968416
1608 27055 W13698 FK506 binding protein 9 Fkbp9 1.074203 0.94263 0.942177 0.961671 0.913126 0.878049 0.911537 0.962868 -0.76005 -0.88283 -0.86223 -1.64372 0.173331 0.664848 0.159704 -1.90261
1609 18751 W13213 protein kinase C, beta Prkcb 0.953105 0.855668 0.865411 0.885418 0.933096 0.894709 0.950908 1.023418 -1.77689 0.629248 0.503976 -0.1609 -1.60453 -0.44634 -1.54496 -2.28825
1610 13429 W13111 dynamin Dnm 0.968068 0.951142 1.052074 0.898576 0.926315 0.975344 1.010763 1.094216 -2.06598 -1.19538 -1.17448 0.301305 -0.21189 -2.09601 -2.39443 0.173331
1611 17777 W13053 microsomal triglyceride transfer proteinMttp
1612 15203 W11571 hephaestin Heph
1613 20648 W34029 syntrophin, acidic 1 Snta1 0.985065 0.984272 1.007993 0.971393 0.897877 0.991255 1.043652 1.033214 -2.40118 -2.39443 -2.44673 -2.24306 -0.40893 -2.44305 -2.00317 -2.18018
1614 12560 W12889 cadherin 3 Cdh3
1615 13628 W11762 eukaryotic translation elongation factor 1 alpha 2Eef1a2
1616 20597 W14928 sphingomyelin phosphodiesterase 1, acid lysosomalSmpd1 0.957801 0.998043 1.063963 1.087235 0.887207 0.902488 1.023425 1.008685 -1.38236 -2.46153 -0.60026 0.131998 0.780394 0.557549 -2.11067 -2.41368
1617 W14312 0.995546 0.944264 1.018649 0.930677 0.925447 0.953541 1.060819 1.016259 -2.45571 -1.34107 -2.32867 -0.88283 -0.69953 -1.64372 -1.27881 -2.35574
1618 19141 W14837 legumain Lgmn 1.026808 0.927427 1.048439 1.165888 1.140736 1.231903 1.116778 1.001011 -2.06598 -0.33552 -1.36174 0.919641 0.794412 0.995095 0.54022 -2.46365
1619 11792 W08299 apurinic/apyrimidinic endonuclease 1Apex1 0.976641 0.988183 1.319785 1.340819 1.276661 1.124227 1.106652 1.226994 -2.15315 -2.38734 0.999888 0.999957 0.999178 0.606464 0.336779 0.992546
1620 12351 W08694 carbonic anhydrase 4 Car4 1.092404 1.172596 0.899285 1.28991 0.972932 0.98266 1.020704 -2.06598 -1.68243 -2.06598 0.131998 -2.45007 -2.458 -2.44673 NA
1621 AI391213 0.901828 1.019033 1.042466 1.023334 0.99247 0.9769 1.01025 1.106048 0.606464 -2.20616 -1.40293 -2.09601 -2.42484 -2.08112 -2.38734 0.566019
1622 16773 W18311 laminin, alpha 2 Lama2 0.973155 0.981674 0.958895 1.028076 0.9335 0.963883 0.973932 1.122746 -1.62418 -2.05062 -0.80074 -1.60453 0.382015 -1.09083 -1.66313 0.965738
1623 14227 W15971 FK506 binding protein 2 Fkbp2 1.004834 1.005028 0.980706 0.971655 0.844012 0.916406 0.936141 0.901861 -2.43901 -2.43463 -2.05062 -1.62418 0.999123 0.703837 0.173331 0.884247
1624 12833 W16221 procollagen, type VI, alpha 1Col6a1 0.990286 0.973819 1.036416 0.968864 0.903021 0.865085 0.978441 0.934233 -2.38734 -1.95379 -1.58478 -1.75829 0.643838 0.95649 -2.11067 -0.22916
1625 66467 W36917 DNA segment, Chr 17, Wayne State University 155, expressedD17Wsu155e 1.079172 0.849182 1.031689 1.100477 1.081827 1.110968 0.885497 0.773673 -1.48455 0.015152 -2.27739 -1.04903 -1.42344 -0.84168 -0.50329 0.899792
1626 21894 W17813 talin Tln 0.924969 0.925208 1.02106 1.052238 0.892355 0.911253 1.015636 1.007752 -0.07872 -0.09487 -2.18018 -1.09083 0.691278 0.325103 -2.30907 -2.42484
1627 12796 W17771 cathelicidin antimicrobial peptideCamp 0.969172 1.019457 0.897253 1.022529 0.995822 1.017327 0.982285 0.963336 -2.01921 -2.28825 0.301305 -2.23104 -2.45571 -2.32867 -2.30907 -1.84975
1628 18979 W17967 paraoxonase 1 Pon1 1.255421 1.02395 1.017429 0.979863 0.82317 0.955329 0.905752 0.838737 0.984614 -2.24306 -2.34703 -2.29881 0.940607 -1.72063 -0.12761 0.881459
1629 381234 W36541 similar to G protein-coupled receptor kinase 5na 0.992873 0.975655 1.135154 1.181187 1.232158 1.337924 1.382257 1.270498 -2.42484 -2.05062 0.856943 0.98228 0.998669 0.999996 1 0.999832
1630 11425 W36685 apolipoprotein C-IV Apoc4 1.129571 0.8819 1.123036 1.005129 0.940379 0.998616 1.009942 1.014371 0.173331 0.239199 0.045261 -2.45571 -1.38236 -2.46365 -2.4299 -2.39443
1631 22287 W36838 secretoglobin, family 1A, member 1 (uteroglobin)Scgb1a1 1.018004 0.96152 0.989918 0.917773 1.055613 1.056959 0.934675 1.009966 -2.39443 -2.11067 -2.43901 -1.38236 -1.88517 -1.93693 -1.62418 -2.43901
1632 19042 W18642 protein phosphatase 1A, magnesium dependent, alpha isoformPpm1a 1.022426 1.051645 0.848321 0.876658 0.94352 0.947821 0.913997 0.88488 -2.08112 -0.90348 0.989093 0.925428 -0.56118 -0.76005 0.465565 0.878611
1633 20604 W20888 somatostatin Sst 1.002903 1.078067 0.905336 0.913698 0.911452 0.957058 0.925378 0.952676 -2.45994 -0.33552 0.336779 0.117918 0.186807 -1.48455 -0.24656 -1.32036
1634 14751 W29397 glucose phosphate isomerase 1Gpi1 0.994144 1.099287 0.969982 1.009895 0.953459 1.040846 0.953109 1.003599 -2.39443 0.964808 -1.06992 -2.27739 -0.00013 -0.42758 0.030281 -2.43901
1635 27053 W29492 asparagine synthetase Asns 0.971867 1.075155 1.209742 1.04713 1.234472 1.149069 1.060238 1.478727 -2.34703 -1.79535 0.186807 -2.18018 0.40376 -0.58067 -2.01921 0.987401
1636 13614 W29554 endothelin 1 Edn1 0.991881 0.506329 0.340745 1.522675 0.261883 0.4111 0.859966 0.431245 -2.46277 0.828117 0.996597 -0.06271 0.999853 0.974575 -1.97046 0.9598
1637 W29525 0.921296 0.971127 0.752849 0.858928 0.746864 0.804973 0.900653 0.99859 -0.69953 -2.1668 0.997928 0.671623 0.998581 0.964808 -0.09487 -2.46365
1638 192236 W29855 Hermansky-Pudlak syndrome 1 homolog (human)Hps1 1.027277 0.871679 0.894988 1.016011 0.989727 0.955302 0.886542 1.042118 -2.05062 0.850162 0.57436 -2.30907 -2.40118 -1.40293 0.697611 -1.56492
1639 AI385616 0.985983 0.989628 0.808776 1.102742 0.935455 1.025393 1.010351 0.997736 -2.32867 -2.39443 0.998115 0.424929 -0.4842 -2.06598 -2.39443 -2.46153
1640 14061 W40725 coagulation factor II F2 0.999673 0.840296 1.00579 1.001668 0.961124 1.023643 1.000239 0.990991 -2.46418 0.9113 -2.45007 -2.46277 -1.83178 -2.23104 -2.46436 -2.4299
1641 13619 W40777 early development regulator 1 (homolog of polyhomeotic 1)Edr1 1.09857 0.902489 1.039965 1.007237 1.106345 1.061865 0.759422 0.823597 -0.98647 -0.78036 -2.13924 -2.45307 -0.82118 -1.75829 0.95762 0.650957
1642 14571 W41175 glycerol phosphate dehydrogenase 2, mitochondrialGpd2 1.11526 0.760596 0.69875 0.655181 0.657865 0.584819 0.436217 0.542831 0.200131 0.998936 0.999989 1 1 1 1 1
1643 22174 W41438 TYRO3 protein tyrosine kinase 3Tyro3 1.054795 1.04578 1.116782 1.049073 1.174108 1.153465 0.909737 0.998655 -1.79535 -1.97046 -0.37199 -1.90261 0.485045 0.239199 -0.76005 -2.46365
1644 12683 W41358 cell death-inducing DNA fragmentation factor, alpha subunit-like effector ACidea 1.096116 1.020258 1.119006 1.059607 1.11423 1.052725 0.945995 1.005081 0.089306 -2.24306 0.522365 -1.0073 0.445528 -1.25799 -1.11174 -2.45007
1645 67305 W35981 RIKEN cDNA 3110050F08 gene3110050F08Rik 0.94192 1.023559 1.019262 1.140157 1.012395 1.030453 0.970974 1.121571 0.030281 -1.84975 -2.03502 0.987401 -2.27739 -1.50477 -1.52491 0.95762
1646 21853 W34732 timeless homolog (Drosophila)Timeless 1.034402 1.106046 1.12786 1.096837 1.094254 1.10612 1.217379 1.188814 -1.46425 0.807661 0.937499 0.697611 0.664848 0.807661 0.999757 0.99844
1647 W34802 1.003175 1.052896 1.046876 0.900212 0.869055 0.9614 0.883228 1.011149 -2.45571 -0.73981 -1.0073 0.780394 0.969236 -1.2996 0.921613 -2.35574
1648 14583 W41682 glutamine fructose-6-phosphate transaminase 1Gfpt1 0.997792 0.991821 1.085113 1.103652 1.108116 1.082689 1.235979 1.093334 -2.45994 -2.4076 0.301305 0.65796 0.71597 0.239199 0.999672 0.485045
1649 20617 W41663 synuclein, alpha Snca 1.038984 0.999401 0.971684 1.033234 0.89262 1.064503 0.862092 0.852812 -2.03502 -2.46418 -2.21874 -2.15315 -0.11117 -1.44388 0.485045 0.61418
1650 19288 W42321 pentaxin related gene Ptx3 0.960074 1.013134 1.015502 0.96399 0.948985 0.876653 0.842038 1.006407 -1.48455 -2.37219 -2.36412 -2.00317 -1.48455 0.878611 0.975934 -2.41368
1651 66587 W42367 Fas-activated serine/threonine kinaseFastk 1.000826 1.011617 0.941461 1.060485 0.913024 0.966872 0.877228 0.894248 -2.46365 -2.37219 -0.69953 -0.76005 0.301305 -1.77689 0.856943 0.678286
1652 15182 W46034 histone deacetylase 2 Hdac2 1.004133 1.110183 1.084182 1.018403 1.023518 0.948239 1.019676 1.032669 -2.43901 0.955332 0.765573 -2.00317 -1.73953 -0.04684 -1.93693 -1.21627
1653 21938 W45975 tumor necrosis factor receptor superfamily, member 1bTnfrsf1b 0.86034 1.205217 1.471545 0.960168 0.986993 1.090709 1.281632 1.263975 0.811911 0.955332 0.999999 -1.77689 -2.38734 -0.2641 0.997578 0.995095
1654 W48168 1.03351 1.117456 1.151395 1.079322 1.192873 1.145087 1.235017 1.388333 -1.66313 0.789826 0.95649 0.117918 0.995095 0.940607 0.999543 1
1655 19730 W48230 ral guanine nucleotide dissociation stimulatorRalgds 0.885161 1.000113 1.187158 1.114441 1.037914 1.025612 1.148721 1.430728 0.643838 -2.46436 0.952932 0.424929 -1.77689 -2.12508 0.807661 0.999999
1656 11482 W48139 activin A receptor, type II-like 1Acvrl1 1.043026 1.132578 1.15778 1.033826 0.992325 0.943969 1.046295 1.324345 -2.00317 -0.01555 0.348308 -2.1668 -2.44673 -1.64372 -1.93693 0.988444
1657 15904 W48116 inhibitor of DNA binding 4 Idb4 0.912971 0.765629 1.17911 1.036273 1.001137 0.945987 1.048978 -2.11067 0.35969 -0.80074 -2.45007 -2.46418 -2.06598 -2.21874 NA
1658 13353 W54234 DiGeorge syndrome critical region gene 6Dgcr6 0.975052 0.942966 0.900907 1.015953 0.961736 1.076646 1.07294 0.981688 -1.97046 -0.54178 0.703837 -2.26624 -1.42344 0.015152 -0.09487 -2.19331
1659 17967 W54389 neural cell adhesion molecule 1Ncam1 0.926206 1.096489 0.929844 0.877751 0.956641 0.957643 0.87757 1.052077 -0.63971 -0.17776 -0.76005 0.582575 -1.75829 -1.79535 0.455617 -1.60453
1660 17523 W55655 myeloperoxidase Mpo 0.895991 0.99347 1.019968 0.893778 0.870862 1.062702 0.871026 1.060295 -0.69953 -2.46153 -2.25479 -0.63971 0.239199 -1.56492 -0.09487 -1.48455
1661 103768 W50677 tubulin, gamma 2 Tubg2 0.963566 0.816399 0.953085 0.917788 0.86466 0.793744 0.772696 0.797466 -1.95379 0.95649 -1.66313 -0.50329 0.664848 0.98627 0.995911 0.983251
1662 14860 W54349 glutathione S-transferase, alpha 4Gsta4 1.064007 1.143641 1.105105 1.444087 1.741568 1.823247 1.993869 1.440885 -1.77689 -0.2641 -0.96567 0.996034 0.999995 0.999999 1 0.995655
1663 18718 W58969 phosphatidylinositol-4-phosphate 5-kinase, type II, alphaPip5k2a 0.914662 0.977548 0.9526 1.018929 0.88748 0.924521 0.953177 1.318598 -0.71963 -2.30907 -1.81365 -2.35574 -0.00013 -1.0073 -1.81365 0.992092
1664 14276 W59165 folate receptor 2 (fetal) Folr2 0.870721 0.975295 1.023469 1.102275 0.771098 0.832971 0.896262 1.502839 -0.06271 -2.32867 -2.34703 -0.92417 0.93256 0.40376 -0.63971 0.999461
1665 16993 W63957 leukotriene A4 hydrolase Lta4h 1.002731 0.914603 0.983568 0.838179 0.809113 0.844507 0.962479 0.800685 -2.46277 -1.52491 -2.4076 -1.48455 -1.17448 -0.46521 -2.23104 0.40376
1666 13178 W62508 deoxycytidine kinase Dck 1.01217 0.993641 1.023668 1.003345 0.902277 1.041801 0.967975 1.257222 -2.41368 -2.45007 -2.23104 -2.45994 -0.33552 -2.11067 -2.09601 0.980725
1667 27528 W62819 DNA segment, human D4S114D0H4S114 0.855723 1.195452 1.17052 1.044326 0.66555 0.578048 0.527196 0.83254 -0.86223 -0.54178 -0.84168 -2.29881 0.934244 0.996034 0.999512 -0.4842
1668 15181 W62765 histone deacetylase 1 Hdac1 0.970955 0.971008 1.201627 1.12644 1.148872 0.990847 0.891476 1.120911 -1.93693 -1.93693 0.989405 0.744508 0.892267 -2.4076 0.691278 0.684837
1669 13852 W64796 epimorphin Epim 0.963649 1.075137 1.073779 1.01354 0.853688 0.78916 0.949831 1.163027 -2.06598 -1.19538 -1.23714 -2.4076 0.57436 0.960851 -1.75829 0.494579
1670 22200 W62229 ubiquitin-activating enzyme E1CUbe1c 0.997995 1.034312 1.064452 0.968958 1.0587 1.180953 1.166885 1.174877 -2.46153 -1.79535 -0.69953 -1.88517 -0.90348 0.968394 0.942109 0.884247
1671 15388 W65080 heterogeneous nuclear ribonucleoprotein LHnrpl 1.046424 0.849644 0.773036 0.951014 0.831961 0.741294 0.787455 0.813639 -1.93693 0.54895 0.97164 -1.88517 0.733394 0.969236 0.947775 0.780394
1672 11489 W65081 a disintegrin and metalloproteinase domain 12 (meltrin alpha)Adam12 1.078047 1.142384 1.033088 1.104712 1.062439 0.924665 1.081103 0.97181 -0.86223 0.475374 -2.08112 -0.17776 -1.32036 -0.78036 -0.78036 -2.1668
1673 51800 W65005 Bcl-2-related ovarian killer proteinBok 1.04207 1.040125 1.123945 1.250806 1.182009 1.352219 1.361647 1.341284 -1.34107 -1.42344 0.824183 0.999757 0.989093 0.999999 1 0.999999
1674 16468 W65025 jumonji Jmj 1.029857 1.176884 1.020498 1.000187 0.818588 0.811559 0.898269 0.862023 -2.05062 0.904545 -2.26624 -2.46436 0.98228 0.98627 0.313278 0.831975
1675 13395 W65729 distal-less homeobox 5 Dlx5 0.944087 0.981196 1.237473 1.24126 1.084688 1.083465 1.003831 1.14948 -0.14418 -2.06598 0.999983 0.999987 0.606464 0.582575 -2.44673 0.990841
1676 19725 W70909 regulatory factor X, 2 (influences HLA class II expression)Rfx2
1677 16881 W66626 ligase I, DNA, ATP-dependentLig1
1678 15275 W74835 hexokinase 1 Hk1 0.994074 1.013199 1.002836 1.023095 0.90399 1.037348 0.961715 0.998457 -2.35574 -2.45571 -2.46277 -2.46153 -1.19538 -2.32867 -1.11174 -1.58478
1679 53602 W70646 hippocalcin-like 1 Hpcal1
1680 18131 W76913 Notch gene homolog 3 (Drosophila)Notch3 1.071318 1.139191 1.11147 1.172881 1.033384 1.105516 1.189535 1.168995 -0.54178 0.789826 0.465565 0.942109 -1.86755 0.35969 0.970858 0.93256
1681 14228 W77113 FK506 binding protein 4 Fkbp4 0.968992 1.011941 0.982263 1.168124 1.135717 1.124028 1.156644 1.424169 -1.23714 -2.25479 -2.00317 0.999543 0.993763 0.984614 0.998828 1
1682 18552 W98241 proprotein convertase subtilisin/kexin type 5Pcsk5 0.942253 0.808107 0.784667 0.86613 0.755275 0.829483 0.909838 0.757305 -1.44388 0.820171 0.981775 0.522365 0.996269 0.866612 -0.44634 0.995785
1683 16682 W98341 keratin complex 2, basic, gene 4Krt2-4 1.000835 0.958804 1.042811 0.936852 0.938612 1.030516 0.931765 1.085054 -2.46436 -1.91986 -2.01921 -1.42344 -1.42344 -2.1668 -1.15357 -0.71963
1684 17955 W78317 nucleosome assembly protein 1-like 4Nap1l4 1.027216 1.11689 1.089307 1.078035 1.032214 1.011751 1.046564 1.136881 -1.84975 0.853587 0.503976 0.239199 -1.62418 -2.33801 -0.96567 0.946408
1685 12968 W78478 crystallin, gamma E Cryge 0.917785 0.924692 0.936748 0.979276 0.913731 1.055476 1.033034 0.928126 -0.61994 -0.84168 -1.23714 -2.31903 -0.65957 -1.56492 -2.18018 -0.96567
1686 26362 W78330 AXL receptor tyrosine kinaseAxl 0.997032 1.027212 1.01265 1.065145 0.803577 0.837353 0.994631 1.575999 -2.46153 -2.24306 -2.4299 -1.40293 0.942109 0.785154 -2.45571 0.999998
1687 17918 W80031 myosin Va Myo5a 0.907263 1.01029 0.870039 0.979512 0.944982 0.884144 1.075836 1.103663 -0.09487 -2.4299 0.475374 -2.28825 -1.34107 -0.12761 -0.80074 -0.35369
1688 12904 W81912 cellular retinoic acid binding protein IICrabp2 0.984115 0.94839 1.021276 0.980168 1.136695 0.731429 1.150295 1.63122 -2.23104 -1.15357 -2.12508 -1.79535 -1.75829 0.997653 0.276912 1
1689 13101 W81792 cytochrome P450, family 2, subfamily d, polypeptide 10Cyp2d10 0.908526 0.962943 1.163384 1.035975 0.995559 1.001347 1.14394 1.067773 -0.56118 -2.05062 0.503976 -2.11067 -2.458 -2.46365 0.264491 -1.38236
1690 50706 W81878 expressed sequence AI747096AI747096 0.909115 1.095107 1.06261 1.057336 0.773992 0.711035 0.624785 0.944066 -0.88283 -0.98647 -1.7016 -1.79535 0.945008 0.996597 0.999975 -1.75829
1691 17390 W80177 matrix metalloproteinase 2 Mmp2 0.967111 0.979128 1.087272 1.087652 0.985646 0.889288 0.841344 1.005112 -2.12508 -2.40118 -1.0073 -1.23714 -2.41943 -0.44634 0.39296 -2.458
1692 W82873 1.03617 1.165066 1.135994 0.963033 1.14444 0.914235 0.962477 1.141742 -1.48455 0.987034 0.937499 -1.38236 0.9598 0.557549 -1.34107 0.954146
1693 68196 W82182 heat shock factor binding protein 1Hsbp1 0.989638 1.024711 0.968708 1.03699 0.943721 1.022471 1.155932 1.074968 -2.31903 -1.72063 -1.2996 -1.02816 0.089306 -1.83178 0.997795 0.54895
1694 14131 W82159 Fc receptor, IgG, low affinity IIIFcgr3 1.065504 1.089637 1.292561 1.160492 1.075893 1.071791 1.297073 1.612299 -0.54178 0.200131 0.999931 0.946408 -0.17776 -0.31748 0.999945 1
1695 12153 W82677 bone morphogenetic protein 1Bmp1 1.109025 0.976869 1.054542 0.910207 0.872361 0.837379 0.740145 0.739554 -0.31748 -2.29881 -1.68243 -0.56118 0.336779 0.775544 0.997341 0.997423
1696 12959 W82104 crystallin, beta A4 Cryba4 1.090791 1.281326 0.984335 0.726908 0.975099 0.844492 0.833279 0.990867 -0.63971 0.899792 -2.46153 0.973144 -2.36412 0.030281 0.301305 -2.46277
1697 16006 W83086 insulin-like growth factor binding protein 1Igfbp1 1.846486 3.091326 1.087601 4.420371 0.474361 0.896996 2.420897 0.706735 0.54895 0.993763 -2.32867 0.999863 0.820171 -2.24306 0.940607 -0.78036
1698 54405 W83104 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 1Ndufa1 1.109502 1.081143 1.026871 1.018635 1.038867 0.997825 1.093506 0.989367 0.775544 0.289184 -1.86755 -2.1668 -1.36174 -2.37219 0.557549 -2.35574
1699 22084 W82751 tuberous sclerosis 2 Tsc2 0.962305 1.065785 1.070208 0.97472 1.037348 1.050021 1.03973 1.12223 -1.42344 -0.31748 -0.1609 -1.95379 -1.50477 -0.73981 -1.40293 0.843104
1700 109979 W82798 ADP-ribosyltransferase 3 Art3 0.954185 0.93372 1.028711 0.932844 0.869398 0.83443 1.040751 1.326164 -1.62418 -1.13265 -2.34703 -1.38236 0.213305 0.860232 -1.79535 0.986657
1701 12257 W82946 benzodiazepine receptor, peripheralBzrp 1.052019 1.004775 0.97163 0.990518 0.823447 0.869516 0.930265 1.040718 -1.25799 -2.45007 -2.01921 -2.41368 0.988105 0.843104 -0.46521 -1.64372
1702 21406 W83524 transcription factor 12 Tcf12 1.012345 1.017146 1.026483 1.11251 1.093224 0.986285 1.112303 1.154815 -2.39443 -2.32867 -2.1668 0.213305 -0.22916 -2.37993 0.264491 0.749918
1703 17768 W84014 methylenetetrahydrofolate dehydrogenase (NAD+ dependent), methenyltetrahydrofolate cyclohydrolaseMthfd2 0.984629 1.003174 1.233315 1.054686 1.044752 0.992515 1.066326 1.212472 -2.31903 -2.45007 0.945008 -1.60453 -2.00317 -2.44305 -1.50477 0.828117
1704 12819 W83331 procollagen, type XV Col15a1 1.024231 1.011978 1.247159 1.132007 1.232477 1.108943 1.044959 1.132291 -2.12508 -2.37993 0.998173 0.749918 0.996382 0.465565 -1.44388 0.755231
1705 384972 W83609 similar to Retinol-binding protein I, cellular (Cellular retinol-binding protein) (CRBP)na 1.03596 1.041015 0.801576 0.891647 0.742586 0.703674 0.498815 1.109582 -2.23104 -2.1668 0.733394 -0.69953 0.960851 0.991856 1 -0.92417
1706 12952 W83558 cryptochrome 1 (photolyase-like)Cry1 1.043303 0.986706 1.045596 1.012942 0.790007 0.724679 1.032269 0.710094 -1.58478 -2.36412 -1.50477 -2.37219 0.998489 0.999992 -1.93693 0.999998
1707 13481 W83728 dolichol-phosphate (beta-D) mannosyltransferase 2Dpm2 0.89793 0.971549 1.045302 1.111456 1.092275 0.998433 1.025238 1.141577 0.684837 -1.88517 -1.27881 0.65796 0.325103 -2.46277 -2.03502 0.899792
1708 12876 W83974 carboxypeptidase E Cpe 0.960844 1.036594 1.088533 0.922491 0.924126 0.929848 0.927752 1.049269 -2.05062 -2.12508 -0.96567 -1.06992 -1.11174 -1.27881 -1.21627 -1.88517
1709 16391 W84302 interferon dependent positive acting transcription factor 3 gammaIsgf3g 0.890033 0.896324 0.806865 0.83672 0.728482 0.780651 0.873848 0.947822 0.089306 -0.06271 0.951688 0.831975 0.999323 0.986657 0.414416 -1.60453
1710 13136 W83988 decay accelerating factor 1 Daf1 0.868923 1.074378 1.068548 1.018135 0.929977 0.885619 1.040027 1.115426 0.39296 -1.17448 -1.32036 -2.36412 -1.15357 0.060093 -2.01921 -0.19476
1711 20533 W85633 solute carrier family 4 (anion exchanger), member 1Slc4a1 0.631705 1.036214 0.840772 1.254563 1.013348 1.045254 0.772083 0.846231 0.997172 -2.27739 0.045261 0.606464 -2.45007 -2.24306 0.785154 -0.17776
1712 12767 W88094 chemokine (C-X-C motif) receptor 4Cxcr4 1.029551 0.960837 0.984062 1.115686 0.97591 0.910575 0.957149 1.075251 -2.12508 -2.05062 -2.37993 0.117918 -2.27739 -0.24656 -1.60453 -0.82118
1713 19653 W88130 RNA binding motif protein 4Rbm4 0.905913 1.535807 1.197662 1.140085 1.196451 0.947818 0.921353 1.27256 0.348308 1 0.980179 0.803328 0.979044 -1.09083 -0.09487 0.999366
1714 W87045 0.980491 0.929844 1.025015 0.931222 1.124657 0.939007 0.987968 1.140349 -2.31903 -0.90348 -2.23104 -0.96567 0.239199 -1.21627 -2.4076 0.475374
1715 12905 W85081 CASP2 and RIPK1 domain containing adaptor with death domainCradd 0.952467 0.967579 1.087215 1.070135 1.202907 1.03411 0.929357 1.03125 -1.0073 -1.7016 0.276912 -0.22916 0.996491 -1.68243 -0.03112 -1.77689
1716 225884 W87197 cDNA sequence BC021614BC021614 0.969109 1.027218 1.289782 1.343054 1.569512 1.581073 1.046812 1.123255 -2.28825 -2.33801 0.835758 0.937499 0.999323 0.999479 -2.12508 -0.78036
1717 22059 W87149 transformation related protein 53Trp53 0.895791 1.089273 1.264874 1.221966 1.107184 0.962118 1.149759 1.203646 0.485045 0.186807 0.999693 0.975263 0.465565 -2.30907 0.794412 0.988773
1718 18815 W99028 plasminogen Plg 0.980373 1.066431 0.884412 0.986498 0.528606 0.726408 0.970808 0.967563 -2.42484 -2.08112 -1.25799 -2.44673 0.999748 0.780394 -2.37993 -2.35574
1719 15437 W99235 homeo box D8 Hoxd8 1.023071 0.974908 0.936637 0.811825 0.98169 0.967477 0.971394 0.954996 -2.25479 -2.26624 -1.17448 0.94911 -2.34703 -2.25479 -2.13924 -1.77689
1720 21804 W99117 transforming growth factor beta 1 induced transcript 1Tgfb1i1 0.926168 1.099907 1.041041 1.026816 1.011147 1.079802 1.023436 1.006447 -0.31748 0.200131 -1.64372 -2.08112 -2.39443 -0.31748 -2.1668 -2.43901
1721 16948 W96914 lysyl oxidase Lox 1.050357 1.19536 0.988322 1.009978 1.072908 0.968656 1.009914 1.261033 -1.72063 0.824183 -2.41943 -2.4299 -1.25799 -2.21874 -2.4299 0.973144
1722 19365 W88003 RAD52 homolog (S. cerevisiae)Rad52 1.043938 1.026436 0.980524 0.974852 0.926234 0.914018 0.911566 0.938257 -0.86223 -1.75829 -2.03502 -1.77689 0.494579 0.664848 0.780394 0.089306
1723 16011 W89253 insulin-like growth factor binding protein 5Igfbp5 0.945559 1.077226 1.01309 0.878736 0.833572 0.850321 0.915574 0.955363 -1.54496 -1.02816 -2.4076 0.289184 0.835758 0.703837 -0.63971 -1.83178
1724 16211 W87958 karyopherin (importin) beta 1Kpnb1 1.007593 1.017666 1.093922 1.098168 0.954259 0.889176 1.022536 0.948061 -2.4299 -2.27739 0.159704 0.25192 -1.34107 0.678286 -2.1668 -1.09083
1725 18541 W89405 pericentrin 2 Pcnt2 0.945866 0.975967 1.249666 1.089112 1.155581 1.243761 1.176774 1.237603 -1.23714 -2.18018 0.99338 -0.24656 0.794412 0.991613 0.897337 0.989405
1726 AI429619 0.969102 1.004769 1.023788 0.961121 1.033235 1.011044 0.904069 1.095884 -2.21874 -2.458 -2.31903 -2.06598 -2.19331 -2.43463 -0.61994 -0.84168
1727 W87981 1.082927 1.234372 1.112142 0.910866 1.082815 1.065698 1.135469 1.166078 -0.1609 0.996034 0.485045 0.213305 -0.17776 -0.71963 0.760449 0.875704
1728 18073 W88036 nidogen 1 Nid1 1.060344 1.043653 0.998277 0.976617 1.034232 1.019361 1.134621 1.245485 -0.69953 -1.36174 -2.46277 -2.08112 -1.73953 -2.20616 0.850162 0.999301
1729 17685 W91178 mutS homolog 2 (E. coli) Msh2 0.948564 0.867113 0.881717 0.898178 0.788193 0.886334 0.943323 1.032078 -0.40893 0.991106 0.970858 0.899792 0.999997 0.95762 -0.14418 -1.50477
1730 14082 W91183 Fas (TNFRSF6)-associated via death domainFadd 0.904933 0.90343 0.982775 0.884587 0.904541 0.896845 0.977727 0.997869 0.820171 0.839467 -2.15315 0.955332 0.828117 0.894829 -1.95379 -2.45994
1731 17285 W89502 mesenchyme homeobox 1 Meox1 0.959638 0.986466 0.943417 0.766043 0.660716 0.702689 0.868625 0.822826 -1.97046 -2.4076 -1.56492 0.988444 0.99998 0.999682 0.382015 0.860232
1732 13830 W89549 erythrocyte protein band 7.2 Epb7.2 0.987126 1.059403 1.047616 1.208642 0.911233 0.973622 1.261665 1.295386 -2.36412 -0.96567 -1.40293 0.985872 0.173331 -2.06598 0.998669 0.999722
1733 12988 W89819 c-src tyrosine kinase Csk 1.084189 0.993908 1.064625 1.088218 0.936736 1.020578 1.063394 1.091879 -0.00013 -2.43901 -0.61994 0.103687 -0.52248 -2.19331 -0.67951 0.200131
1734 208836 W89816 cDNA sequence BC025462BC025462 0.896881 0.924237 0.953304 0.938418 0.857633 0.921394 1.000382 1.122101 0.794412 0.239199 -0.96567 -0.28176 0.983251 0.325103 -2.46418 0.850162
1735 13865 W90859 nuclear receptor subfamily 2, group F, member 1Nr2f1 0.957917 0.978077 0.920723 0.962056 0.952474 0.903804 1.044199 0.958769 -1.81365 -2.28825 -0.65957 -1.93693 -1.68243 -0.1609 -1.83178 -2.01921
1736 19089 W91045 protein kinase C substrate 80K-HPrkcsh 0.88505 0.971053 0.955518 1.067384 0.879959 1.00648 1.166661 1.121957 0.919641 -1.73953 -0.98647 -0.11117 0.942109 -2.42484 0.989093 0.881459
1737 14854 W91402 glutathione synthetase Gss 1.083038 1.210556 1.079883 1.235915 1.17194 1.180194 1.319625 1.356719 -0.90348 0.863455 -0.98647 0.930837 0.643838 0.709956 0.994299 0.998173
1738 12527 W98963 CD9 antigen Cd9 0.947214 0.960122 0.940733 1.164922 0.965905 0.921339 0.821548 0.750042 -1.19538 -1.68243 -0.9449 0.884247 -1.86755 -0.22916 0.984614 0.999902
1739 11803 W98956 amyloid beta (A4) precursor-like protein 1Aplp1 0.953566 0.890863 1.004085 0.956641 0.883095 0.92239 0.98821 1.045826 -1.64372 0.276912 -2.458 -1.73953 0.424929 -0.60026 -2.4076 -1.72063
1740 20190 W97384 ryanodine receptor 1, skeletal muscleRyr1 0.871964 1.009164 0.862098 0.800132 1.09535 0.886769 1.094585 0.981608 0.590662 -2.42484 0.709956 0.982772 -0.67951 0.226327 -0.60026 -2.36412
1741 22694 W97363 zinc finger protein 35 Zfp35 0.959662 1.042396 1.082319 0.979046 1.084789 1.067392 1.185403 1.073971 -1.66313 -1.7016 -0.46521 -2.23104 -0.28176 -0.82118 0.943575 -0.60026
1742 18128 W98998 Notch gene homolog 1 (Drosophila)Notch1 1.893889 3.324142 2.189331 2.396197 1.73826 2.79778 3.1104 2.888813 1 1 1 1 0.999998 1 1 1
1743 97977 W97442 expressed sequence C81508C81508 0.989944 0.91125 0.972014 0.924328 0.924982 1.131354 0.930482 0.979312 -2.39443 0.35969 -1.93693 -0.01555 -0.04684 0.811911 -0.22916 -2.1668
1744 27632 W97403 RD RNA-binding protein Rdbp 0.930619 1.037986 0.921748 0.944693 0.945713 0.941502 1.046526 1.079046 -0.17776 -1.68243 -0.03112 -0.90348 -0.9449 -0.61994 -1.38236 -0.21189
1745 15417 W97853 homeo box B9 Hoxb9 0.864433 1.030839 0.901946 0.949734 0.794657 0.977059 0.953457 0.970724 0.691278 -2.37993 0.089306 -1.25799 0.984171 -2.25479 -1.38236 -2.45994
1746 330260 W98586 paraoxonase 2 Pon2 0.966983 1.048348 0.982978 0.908608 0.88791 0.981422 0.953393 0.994131 -1.25799 -0.50329 -2.09601 0.872736 0.974575 -2.03502 -0.46521 -2.41943
1747 AI429818 1.027613 0.959405 0.830365 0.889242 0.735713 0.987465 1.025306 0.872518 -2.20616 -1.88517 0.88965 0.173331 0.999278 -2.43463 -2.24306 0.485045
1748 12015 W98547 Bcl-associated death promoterBad 0.976683 0.885808 0.888516 0.859833 0.980144 0.789957 1.052886 0.882493 -1.86755 0.963855 0.93589 0.995911 -2.01921 0.999997 -0.42758 0.97164
1749 18971 W91387 polymerase (DNA directed), delta 1, catalytic subunitPold1 1.071043 1.03894 1.077568 1.069907 1.100126 1.079846 1.318827 1.189937 -0.76005 -1.79535 -0.56118 -0.80074 0.045261 -0.4842 0.999661 0.940607
1750 11757 W91307 peroxiredoxin 3 Prdx3 0.987671 1.091288 0.994342 1.05981 0.98487 1.071748 1.084241 1.164591 -2.32867 0.475374 -2.43463 -0.4842 -2.26624 -0.03112 0.325103 0.983717
1751 W98230 0.932514 1.005008 1.072705 0.956827 0.856827 0.888266 1.09787 1.053594 0.030281 -2.44305 0.045261 -1.06992 0.988105 0.894829 0.629248 -0.69953
1752 12444 W98440 cyclin D2 Ccnd2 0.885544 1.127357 1.069211 1.070108 0.864419 0.837884 0.854929 1.093909 0.074774 0.226327 -1.15357 -1.13265 0.606464 0.789826 0.71597 -0.4842
1753 18761 W98195 protein kinase C, theta Prkcq 1.087137 0.885998 0.903045 0.999189 0.802806 0.83721 0.893822 0.904581 -0.61994 0.264491 -0.12761 -2.45007 0.973144 0.869706 0.103687 -0.1609
1754 12831 W99856 procollagen, type V, alpha 1Col5a1 0.983615 0.997448 1.043566 0.865392 0.844431 0.987952 1.145732 1.164266 -2.35574 -2.46153 -1.79535 0.664848 0.850162 -2.4076 0.566019 0.733394
1755 13667 AA000219 eukaryotic translation initiation factor 2B, subunit 4 deltaEif2b4 1.001428 1.011672 1.230551 1.169456 0.962774 0.796863 1.002124 1.003699 -2.46365 -2.42484 0.904545 0.582575 -2.05062 0.950414 -2.46277 -2.45994
1756 230654 AA000163 RIKEN cDNA D630045E04 geneD630045E04Rik 0.92134 0.955523 1.064459 1.116096 0.883731 0.863356 0.993439 1.019068 0.074774 -1.2996 -0.60026 0.65796 0.811911 0.937499 -2.43463 -2.21874
1757 14533 AA000036 GCN5 general control of amino acid synthesis-like 1 (yeast)Gcn5l1 1.005689 0.954291 0.836868 0.951797 0.921708 0.919305 1.03632 1.063477 -2.42484 -0.61994 0.999682 -0.4842 0.636602 0.684837 -1.21627 0.060093
1758 20020 AA000244 polymerase (RNA) II (DNA directed) polypeptide APolr2a 0.954203 1.171042 0.979474 1.027224 0.844325 0.867086 0.95967 1.00119 -0.96567 0.988773 -2.09601 -1.88517 0.99479 0.970858 -1.23714 -2.46277
1759 22416 AA000971 wingless-related MMTV integration site 3AWnt3a 1.030717 0.987758 0.995687 1.088932 1.033588 1.066795 1.0901 0.977576 -1.90261 -2.36412 -2.45307 0.117918 -1.81365 -0.56118 0.145927 -2.13924
1760 14281 AA002910 FBJ osteosarcoma oncogeneFos 1.130623 0.970726 0.979856 0.738702 0.869282 0.826248 1.189351 1.437372 -0.61994 -2.23104 -2.39443 0.954146 -0.28176 0.173331 0.226327 0.991613
1761 13360 AA003001 7-dehydrocholesterol reductaseDhcr7 0.865656 1.067333 0.786313 0.643943 0.732905 0.946513 0.728786 0.87908 -0.19476 -1.77689 0.803328 0.999345 0.965738 -1.95379 0.970858 -0.46521
1762 66963 AA002376 RIKEN cDNA 2310061N19 gene2310061N19Rik1.013509 1.181829 0.854397 0.934707 0.846524 0.931293 0.951956 0.949154 -2.37219 0.934244 0.899792 -0.73981 0.93256 -0.60026 -1.40293 -1.27881
1763 11747 AA002439 annexin A5 Anxa5 0.953847 0.967883 0.916747 1.078962 0.942192 0.955277 1.016925 1.093113 -1.15357 -1.75829 0.289184 -0.01555 -0.61994 -1.21627 -2.25479 0.348308
1764 14049 AA002292 eyes absent 2 homolog (Drosophila)Eya2 0.999343 1.030091 0.888504 0.916279 0.920926 0.950761 0.928121 0.79745 -2.46418 -2.28825 0.145927 -0.60026 -0.73981 -1.66313 -0.96567 0.939071
1765 17865 AA003042 myeloblastosis oncogene-like 2Mybl2 0.940066 0.992399 1.043854 0.872596 0.917013 0.916651 1.187079 1.053259 -1.32036 -2.44305 -1.84975 0.485045 -0.58067 -0.56118 0.820171 -1.60453
1766 12035 AA003372 branched chain aminotransferase 1, cytosolicBcat1 0.800336 1.124198 0.80881 0.898439 1.137594 1.053832 1.249771 1.27408 -0.00013 -1.95379 -0.69953 -1.93693 -1.83178 -2.46153 -0.24656 -0.06271
1767 19342 AA003262 RAB4B, member RAS oncogene familyRab4b
1768 21828 AA003452 thrombospondin 4 Thbs4 0.907267 0.92222 0.979314 1.003735 0.801888 1.07574 0.933963 1.129015 -0.92417 -1.72063 -2.45007 -2.43463 -0.03112 -2.09601 -1.58478 -0.40893
1769 22601 AA002763 yes-associated protein Yap 0.888768 1.188105 1.156987 1.084055 0.903371 0.907869 1.137349 1.236702 0.173331 0.820171 0.598625 -0.76005 -0.19476 -0.31748 0.35969 0.95649
1770 12140 AA002514 fatty acid binding protein 7, brainFabp7 0.954227 0.786726 0.826987 0.947541 0.743803 1.01123 0.916398 1.222789 -2.01921 0.839467 0.513238 -1.97046 0.977848 -2.43463 -1.13265 0.703837
1771 17524 AA003740 membrane protein, palmitoylatedMpp1 1.007806 1.098645 0.784068 0.92712 0.863585 0.884825 0.919349 1.122239 -2.42484 0.301305 0.999649 -0.21189 0.917624 0.755231 0.045261 0.678286
1772 19255 AA003599 protein tyrosine phosphatase, non-receptor type 2Ptpn2 1.025926 0.897273 0.930818 0.935111 0.979548 0.889377 0.875177 1.070593 -2.08112 0.531359 -0.60026 -0.58067 -2.21874 0.65796 0.820171 -0.54178
1773 56258 AA003549 heterogeneous nuclear ribonucleoprotein H2Hnrph2 0.945019 1.048958 1.066583 0.986157 0.97833 0.882138 0.949366 1.035558 -0.73981 -1.11174 -0.42758 -2.31903 -2.12508 0.860232 -0.9449 -1.66313
1774 97532 AA007791 RIKEN cDNA C230084J24 geneC230084J24Rik1.046994 1.096144 0.939482 0.939259 0.904902 0.953574 0.973826 0.910209 -1.79535 -0.4842 -1.64372 -1.34107 -0.28176 -1.75829 -2.34703 -0.78036
1775 16818 AA008016 lymphocyte protein tyrosine kinaseLck 0.948882 1.059822 1.060176 0.996908 0.893646 0.880749 0.896857 1.079621 -0.50329 -0.24656 -0.22916 -2.45307 0.909097 0.963855 0.886977 0.40376
1776 18214 AA008069 discoidin domain receptor family, member 2Ddr2 0.946205 1.014517 1.076632 0.954651 0.862346 0.835091 1.050042 1.145303 -1.68243 -2.40118 -1.19538 -1.88517 0.424929 0.744508 -1.83178 0.239199
1777 15896 AA050972 intercellular adhesion molecule 2Icam2 1.04174 1.020508 1.078917 1.252828 1.049105 1.133486 1.157195 1.121639 -1.38236 -2.15315 0.030281 0.999748 -1.06992 0.878611 0.958723 0.794412
1778 19336 AA051083 RAB24, member RAS oncogene familyRab24 0.985978 0.92482 0.958714 0.981923 0.931077 0.922501 1.008337 1.05649 -2.20616 0.621774 -0.78036 -2.05062 0.465565 0.671623 -2.37219 -0.12761
1779 AA051014 0.954354 0.935874 0.937866 0.722459 0.740089 0.84038 0.958154 0.759776 -1.40293 -0.67951 -0.9449 0.999995 0.999977 0.966645 -1.54496 0.99988
1780 22241 AA007768 Unc-51 like kinase 1 (C. elegans)Ulk1 0.739991 0.78119 0.686259 0.720887 0.605555 0.738183 0.558661 0.811972 0.94911 0.811911 0.993763 0.974575 0.999884 0.951688 0.999993 0.57436
1781 12461 AA003927 chaperonin subunit 2 (beta) Cct2 1.074614 1.023632 1.118261 1.206278 1.073302 1.066171 1.151062 1.10213 -0.44634 -2.15315 0.557549 0.984171 -0.4842 -0.73981 0.856943 0.276912
1782 20187 AA004183 receptor-like tyrosine kinaseRyk 0.964966 0.976875 0.955673 0.889605 0.888391 0.89483 0.925729 0.98497 -1.88517 -2.23104 -1.68243 0.475374 0.494579 0.370926 -0.50329 -2.35574
1783 18515 AA003969 pre B-cell leukemia transcription factor 2Pbx2 1.02801 0.790156 0.876062 0.8876 0.873279 0.887467 0.943244 0.927383 -1.95379 0.999757 0.886977 0.789826 0.902194 0.794412 -0.71963 -0.07872
1784 11656 AA003951 aminolevulinic acid synthase 2, erythroidAlas2 0.913483 0.929142 0.872209 0.981567 0.916235 1.049833 0.753653 0.927913 -0.84168 -1.27881 0.159704 -2.37219 -0.92417 -1.88517 0.986657 -1.25799
1785 19411 AA014382 retinoic acid receptor, gammaRarg 0.914475 0.980023 0.939298 1.025006 0.793802 0.939442 0.997583 1.082651 -0.40893 -2.30907 -1.21627 -2.23104 0.985045 -1.23714 -2.46153 -0.69953
1786 12388 AA008582 catenin src Catns 0.87586 0.89551 0.968625 0.969644 0.887111 0.948578 0.97122 1.09471 0.927272 0.775544 -1.72063 -1.77689 0.856943 -0.80074 -1.83178 0.465565
1787 18974 AA008627 polymerase (DNA directed), epsilon 2 (p59 subunit)Pole2 0.908731 1.073036 0.866612 1.210389 0.888073 0.921231 1.001147 0.929889 -0.46521 -1.40293 -0.17776 0.780394 -0.24656 -1.50477 -2.45307 -1.32036
1788 21645 AI466661 t-complex-associated testis expressed 1Tcte1 0.825853 1.056962 0.990201 0.868436 0.862427 0.788869 0.301305 -1.81365 -2.33801 -1.17448 -0.31748 -1.04903 NA
1789 14645 AA011759 glutamate-ammonia ligase (glutamine synthase)Glul 0.93916 1.051975 0.978779 0.947936 0.711062 0.815561 0.743125 0.721916 -1.58478 -1.84975 -2.34703 -1.79535 0.998115 0.820171 0.99057 0.9967
1790 23872 AA014761 E26 avian leukemia oncogene 2, 3' domainEts2 0.89048 1.024424 1.035841 0.891944 0.933357 0.867186 1.059261 1.052086 0.945008 -1.84975 -1.2996 0.939071 0.264491 0.991613 -0.17776 -0.4842
1791 55948 AA009229 stratifin Sfn 0.882394 0.943897 0.967188 0.80472 0.842742 0.964111 1.001165 0.948628 0.61418 -1.02816 -1.93693 0.992322 0.934244 -1.84975 -2.46365 -1.32036
1792 17869 AA009268 myelocytomatosis oncogeneMyc 1.206278 2.601843 1.486307 3.690333 1.962713 2.03433 1.448579 3.213599 -0.69953 0.999997 0.831975 1 0.99879 0.999425 0.760449 1
1793 17216 AA011839 minichromosome maintenance deficient 2 mitotin (S. cerevisiae)Mcm2 0.833399 0.984979 0.996606 0.957445 0.746209 0.966153 0.945633 0.965377 0.892267 -2.37993 -2.45994 -1.81365 0.998969 -2.03502 -1.44388 -2.01921
1794 20897 AA015434 stimulated by retinoic acid gene 6Stra6 0.892853 1.092305 1.020233 1.003397 0.959939 0.892944 1.046091 0.940117 0.239199 -1.34107 -2.15315 -2.46153 -2.28825 -0.65957 -2.06598 -1.64372
1795 18762 AA014771 protein kinase C, zeta Prkcz 0.855325 0.769625 0.818844 0.849569 0.700537 0.82071 0.851187 0.813446 0.40376 0.943575 0.709956 0.485045 0.997258 0.697611 0.325103 0.828117
1796 14661 AA014196 glutamate dehydrogenase Glud 0.881609 0.872396 0.987889 0.86785 0.872951 0.788439 0.842876 0.744669 -0.22916 -0.03112 -2.44305 0.060093 -0.03112 0.899792 0.475374 0.981775
1797 15526 AA014915 heat shock protein, A Hspa9a 0.922771 1.169606 1.093075 1.162009 1.090043 1.043298 1.215988 1.257883 -0.46521 0.846668 -0.21189 0.803328 -0.29955 -1.72063 0.968394 0.993574
1798 AA014136 0.998497 1.134581 1.131753 1.052005 1.067366 1.317247 1.146277 1.018759 -2.46365 0.145927 0.103687 -1.64372 -1.21627 0.996991 0.485045 -2.33801
1799 AA014945 0.963864 1.005254 0.973089 0.939483 0.65193 0.686951 0.942623 1.022014 -2.11067 -2.458 -2.26624 -1.56492 0.99996 0.999637 -1.64372 -2.33801
1800 17896 AA014929 myosin, light polypeptide 4, alkali; atrial, embryonicMyl4 0.959353 1.188263 0.9316 0.937646 0.846956 0.918613 0.995055 0.976698 -1.81365 0.878611 -0.82118 -1.11174 0.850162 -0.42758 -2.4076 -2.24306
1801 17702 AA016730 homeo box, msh-like 2 Msx2 0.969023 0.914717 1.049502 1.041557 0.876755 0.959162 1.164747 1.052403 -2.13924 -0.58067 -1.73953 -1.93693 0.35969 -1.90261 0.494579 -1.66313
1802 11804 AA016732 amyloid beta (A4) precursor-like protein 2Aplp2 0.865997 1.111081 0.981656 0.958922 0.786331 0.869762 1.163549 1.037181 0.25192 -0.50329 -2.37219 -2.03502 0.940607 0.186807 0.370926 -2.12508
1803 19173 AA016883 proteasome (prosome, macropain) subunit, beta type 5Psmb5 1.054645 0.992987 1.066992 1.238745 1.142477 1.236945 1.292306 1.323091 -0.80074 -2.42484 -0.22916 0.999558 0.927272 0.999512 0.99998 0.999997
1804 19290 AA017896 purine rich element binding protein APura 0.952951 1.045639 0.974021 0.917164 0.924759 0.924239 0.985889 1.09369 -1.2996 -1.42344 -2.06598 0.060093 -0.19476 -0.17776 -2.33801 0.145927
1805 75008 AA017881 1.059397 0.971645 0.938928 0.918848 0.938822 0.857166 1.044799 1.044542 -0.69953 -1.88517 -0.4842 0.239199 -0.46521 0.969236 -1.27881 -1.2996
1806 22271 AA020155 uridine phosphorylase 1 Upp1 0.955899 1.010744 0.98536 0.902683 0.958395 0.928246 0.994145 0.898697 -1.42344 -2.39443 -2.32867 0.435299 -1.50477 -0.31748 -2.44305 0.513238
1807 19352 AA020526 RAB geranylgeranyl transferase, b subunitRabggtb 1.05005 0.888977 0.865942 1.050379 1.039934 0.971098 1.296081 1.035581 -1.25799 0.684837 0.897337 -1.23714 -1.62418 -1.97046 0.999843 -1.77689
1808 232932 AI508261 similar to pregnancy-specific glycoprotein 23na 0.911573 0.967295 0.847488 0.941823 0.87358 1.04719 0.951606 1.085033 0.226327 -1.83178 0.962878 -0.82118 0.846668 -1.36174 -1.23714 -0.06271
1809 16453 AA023670 Janus kinase 3 Jak3 0.996136 0.981766 1.018786 1.034969 1.011646 0.896322 0.965251 0.842295 -2.45994 -2.42484 -2.34703 -2.08112 -2.44673 -0.42758 -2.18018 0.173331
1810 AA022290 0.927823 0.985001 0.928927 0.962372 0.820017 1.011413 1.101984 1.065373 -0.9449 -2.38734 -0.98647 -1.97046 0.919641 -2.41943 -0.33552 -1.2996
1811 18132 AA022302 Notch gene homolog 4 (Drosophila)Notch4 1.003098 0.920649 0.903214 0.952691 0.908229 1.011773 1.022438 1.052589 -2.46153 -0.71963 -0.17776 -1.7016 -0.31748 -2.41368 -2.28825 -1.62418
1812 13430 AA021681 dynamin 2 Dnm2 1.01308 1.04809 0.984498 1.066237 0.841201 0.814507 0.871272 1.042509 -2.32867 -1.04903 -2.00317 -0.29955 0.994125 0.999345 0.94911 -0.96567
1813 20922 AA021916 suppressor of Ty 4 homolog (S. cerevisiae)Supt4h 0.932753 0.975614 1.02634 1.094664 0.962023 0.992965 1.049383 1.129374 0.54895 -1.66313 -1.58478 0.875704 -0.82118 -2.38734 -0.28176 0.989093
1814 14884 AA024318 general transcription factor II H, polypeptide 1Gtf2h1 0.973884 1.072443 0.981265 0.996435 0.977219 0.839887 0.898121 1.078769 -1.90261 -0.04684 -2.1668 -2.45307 -2.03502 0.995785 0.780394 0.145927
1815 12916 AA030254 cAMP responsive element modulatorCrem 0.99763 0.964103 1.083399 1.195278 1.064211 1.114952 1.018628 0.987733 -2.46153 -1.90261 -0.50329 0.929075 -1.09083 0.239199 -2.30907 -2.39443
1816 12464 AA027583 chaperonin subunit 4 (delta)Cct4 1.044116 1.035534 0.985155 0.95104 0.92689 0.955234 0.890316 0.989484 -1.77689 -1.98692 -2.37219 -1.56492 -0.73981 -1.7016 0.276912 -2.41943
1817 11821 AA030540 adenine phosphoribosyl transferaseAprt 1.006403 1.094137 1.292268 1.517836 1.371262 1.441361 1.314463 1.263963 -2.4299 0.494579 0.999988 1 1 1 0.999997 0.999935
1818 15492 AA028760 hydroxysteroid dehydrogenase-1, delta<5>-3-betaHsd3b1 0.993838 1.005641 0.969085 1.309178 0.752525 0.770646 0.682394 0.7823 -2.45571 -2.45571 -2.21874 0.973144 0.983717 0.963855 0.999572 0.942109
1819 381596 AA027522 LOC381596 na 0.955059 1.026361 0.920935 0.813948 0.800179 0.969727 0.943639 0.94281 -1.83178 -2.24306 -0.82118 0.921613 0.95762 -2.1668 -1.50477 -1.48455
1820 17256 AA028786 male enhanced antigen 1 Mea1 1.125303 0.697744 1.157051 1.059272 1.046116 1.324101 0.899069 0.675374 -0.98647 0.970057 -0.54178 -2.03502 -2.19331 0.828117 -1.19538 0.986657
1821 12960 AA028309 crystallin, beta B1 Crybb1 0.970444 0.994612 0.915841 0.943067 0.794487 0.878014 0.899028 0.949815 -2.11067 -2.45307 -0.40893 -1.2996 0.987401 0.503976 0.074774 -1.52491
1822 AA028475 0.949589 1.022863 0.92012 0.9535 0.864882 0.924847 0.940929 0.911332 -1.36174 -2.21874 -0.31748 -1.50477 0.798912 -0.46521 -1.04903 -0.04684
1823 15360 AA030116 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2Hmgcs2 0.999672 1.001467 0.981731 0.967245 0.870275 0.870669 0.997694 0.900969 -2.46418 -2.46277 -2.23104 -1.75829 0.915562 0.913454 -2.45994 0.598625
1824 20598 AA028477 sphingomyelin phosphodiesterase 2, neutralSmpd2 1.048963 0.967354 0.973686 0.956183 0.82515 0.848164 0.770916 0.864742 -1.66313 -2.01921 -2.15315 -1.75829 0.93256 0.820171 0.992975 0.664848
1825 19132 AA030447 peripherin 1 Prph1 0.879681 1.000191 1.040883 1.007524 0.857468 0.987079 0.974103 1.089483 0.39296 -2.46436 -1.81365 -2.42484 0.811911 -2.38734 -2.1668 -0.35369
1826 16002 AA030546 insulin-like growth factor 2 Igf2 1.05844 0.981948 0.980142 0.863166 0.812261 0.940221 0.822529 1.027485 -1.90261 -2.40118 -2.38734 -0.06271 0.65796 -1.79535 0.557549 -2.32867
1827 14272 AA032725 farnesyltransferase, CAAX box, alphaFnta 0.94238 0.931305 0.961029 1.01026 1.144326 1.063864 1.006275 1.032137 -0.03112 0.382015 -0.98647 -2.33801 0.988773 0.074774 -2.41943 -1.44388
1828 17096 AA032394 Yamaguchi sarcoma viral (v-yes-1) oncogene homologLyn 0.900206 1.048005 1.045902 0.936715 0.878264 0.911235 0.98191 1.332448 0.843104 -0.82118 -0.90348 -0.00013 0.964808 0.703837 -2.13924 1
1829 11740 AA033138 solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 5Slc25a5 1.039794 0.908996 0.853335 1.083938 1.052234 0.894177 0.963315 1.066353 -1.81365 -0.01555 0.863455 -0.44634 -1.42344 0.348308 -1.86755 -0.96567
1830 20866 AA032834 stromal interaction molecule 1Stim1 0.953547 0.881064 0.815525 0.895576 0.808813 0.810586 0.890114 1.002477 -1.15357 0.856943 0.99823 0.703837 0.998969 0.99879 0.770605 -2.45994
1831 14050 AA033245 eyes absent 3 homolog (Drosophila)Eya3 0.926492 1.334306 1.077387 1.07486 1.049336 1.035686 1.135256 1.237585 0.226327 1 0.173331 0.089306 -0.88283 -1.50477 0.93256 0.999814
1832 13680 AA033377 DEAD (Asp-Glu-Ala-Asp) box polypeptide 19Ddx19 0.960568 0.996146 1.112797 1.132096 1.025004 1.034368 0.96471 1.132932 -1.06992 -2.44673 0.886977 0.961877 -1.84975 -1.40293 -1.2996 0.963855
1833 54130 AA034697 ARP1 actin-related protein 1 homolog A (yeast)Actr1a 1.008935 1.030075 1.037416 1.121709 1.062268 1.086319 1.013217 1.081591 -2.42484 -2.06598 -1.86755 0.435299 -1.06992 -0.33552 -2.37993 -0.46521
1834 20183 AA033489 retinoid X receptor gamma Rxrg 0.93524 1.100292 1.236711 1.244497 1.170403 1.167716 1.128267 1.080015 -0.17776 0.606464 0.999672 0.999794 0.985872 0.983251 0.881459 0.173331
1835 17907 AA032362 myosin light chain, phosphorylatable, fast skeletal muscleMylpf 0.933203 0.8298 0.765887 0.735591 1.209855 0.957287 0.801597 0.865002 -2.46365 -1.40293 0.606464 -0.46521 -0.24656 -2.43463 0.239199 -2.15315
1836 11545 AA032357 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 1Adprt1 1.043762 0.965389 1.149557 1.080624 0.961195 0.936886 0.842381 0.941899 -1.46425 -1.75829 0.878611 -0.1609 -1.60453 -0.60026 0.975263 -0.80074
1837 AA030995 1.005668 1.09563 0.910067 0.776239 0.789644 0.724574 0.716635 0.860887 -2.45007 -0.17776 -0.11117 0.997653 0.994467 0.999937 0.999966 0.789826
1838 12850 AA030846 demethyl-Q 7 Coq7 1.094726 1.279529 1.105483 1.305147 1.340695 1.544522 1.220445 1.319207 0.503976 0.999973 0.671623 0.999994 0.999999 1 0.999094 0.999997
1839 11423 AA030863 acetylcholinesterase Ache 0.904436 1.026719 1.107718 0.977905 0.924069 0.903121 0.970213 1.090688 -0.78036 -2.30907 -0.73981 -2.34703 -1.36174 -0.73981 -2.25479 -1.09083
1840 17128 AA030901 MAD homolog 4 (Drosophila)Madh4 0.926149 1.103334 1.004613 1.002514 0.986828 0.943599 1.010963 1.147198 0.760449 0.950414 -2.4299 -2.45307 -2.18018 0.276912 -2.27739 0.99844
1841 19228 AA034782 parathyroid hormone receptor 1Pthr1 1.05214 0.884108 0.753289 0.8582 0.811441 0.885504 0.888535 0.995881 -1.0073 0.835758 0.999993 0.963855 0.998751 0.824183 0.794412 -2.45307
1842 12832 AA034564 procollagen, type V, alpha 2Col5a2 0.9578 1.080279 0.959152 0.921256 0.99291 1.039592 0.973923 1.117651 -0.67951 0.636602 -0.76005 0.727688 -2.39443 -0.92417 -1.62418 0.960851
1843 14156 AA034561 flap structure specific endonuclease 1Fen1 1.037469 1.06383 0.982597 1.032975 1.082925 1.05563 1.004639 1.05145 -1.75829 -0.82118 -2.28825 -1.90261 -0.21189 -1.13265 -2.45571 -1.27881
1844 19652 AA034857 RNA binding motif protein 3Rbm3 1.230584 1.074455 1.073528 1.075109 1.385387 1.166108 1.076208 1.253666 0.643838 -1.60453 -1.62418 -1.60453 0.98228 0.030281 -1.58478 0.760449
1845 13016 AA036604 C-terminal binding protein 1Ctbp1 1.035447 1.126138 1.064878 1.115691 1.159653 1.087505 1.224051 1.179422 -1.84975 0.621774 -0.84168 0.475374 0.878611 -0.12761 0.990841 0.942109
1846 103988 AA014441 glucokinase Gck 0.822898 0.592478 0.646 0.468716 0.591496 0.416107 0.978158 0.950892 -0.69953 0.970057 0.884247 0.999625 0.970858 0.999968 -2.4299 -2.29881
1847 14254 AA014250 FMS-like tyrosine kinase 1 Flt1 0.985458 1.015898 1.03051 1.030217 0.918235 1.094828 0.992923 0.972668 -2.41368 -2.36412 -2.11067 -2.11067 -0.46521 -0.78036 -2.44305 -2.23104
1848 53331 AA014394 syntaxin 7 Stx7 1.003248 0.946415 1.066311 0.895965 1.009018 1.016706 0.934377 1.151629 -2.45571 -0.86223 -0.50329 0.678286 -2.4076 -2.27739 -0.37199 0.923542
1849 12534 AA035888 cell division cycle 2 homolog A (S. pombe)Cdc2a 1.040906 0.803012 0.992095 1.121894 0.935692 1.059593 0.818494 0.90457 -2.12508 0.816081 -2.45007 -0.4842 -1.60453 -1.79535 0.709956 -0.82118
1850 14460 AA036275 GATA binding protein 1 Gata1 0.910516 1.071151 1.031373 0.894908 0.903169 1.013175 0.895115 0.97718 0.39296 -0.73981 -2.11067 0.445528 0.54022 -2.24306 0.445528 -2.42484
1851 22057 AA036170 transducer of ErbB-2.1 Tob1 0.763724 0.988082 0.571722 0.652648 0.649065 0.827306 0.778632 0.880011 0.894829 -2.43901 0.999987 0.998828 0.999034 0.424929 0.835758 -0.50329
1852 18391 AA036319 opioid receptor, sigma 1 Oprs1 0.973069 0.862339 1.103725 1.097889 1.134325 1.095719 1.291287 1.305024 -2.1668 0.727688 -0.07872 -0.22916 0.465565 -0.28176 0.9967 0.997992
1853 AA038087 0.927059 1.067792 0.98232 1.004362 0.863766 0.891384 0.981435 0.985605 -0.06271 -0.42758 -2.24306 -2.45007 0.945008 0.749918 -2.21874 -2.31903
1854 66684 AA038416 RIKEN cDNA 3930402F23 gene3930402F23Rik1.003636 0.868987 1.150118 1.078165 1.165996 1.163759 1.140813 1.373028 -2.45994 0.40376 0.39296 -1.06992 0.57436 0.54895 0.276912 0.998751
1855 18563 AA038254 pyruvate carboxylase Pcx 1.17658 0.894262 0.99326 0.872378 0.764048 0.82258 0.930461 0.870929 0.325103 -0.58067 -2.45307 -0.07872 0.950414 0.65796 -1.48455 -0.04684
1856 13090 AA038397 cytochrome P450, family 2, subfamily b, polypeptide 19Cyp2b19 1.093703 1.283355 0.876273 0.952535 0.984602 0.892884 0.938118 0.9424 -1.60453 0.872736 0.445528 -0.86223 -2.44305 -2.36412 -1.25799 -2.15315
1857 20855 AA038788 stanniocalcin 1 Stc1 0.901877 1.085517 1.067261 0.964197 1.034852 1.041257 1.049623 1.200656 -1.19538 -1.95379 -1.40293 -2.03502 -2.38734 -2.32867 -2.34703 0.301305
1858 18797 AA041709 phospholipase C, beta 3 Plcb3 0.911633 0.906998 0.970046 0.888605 0.842547 0.773288 0.841771 0.946807 -0.00013 0.117918 -2.01921 0.522365 0.937499 0.999123 0.939071 -1.23714
1859 13000 AA041970 casein kinase II, alpha 2, polypeptideCsnk2a2 0.948643 1.008365 1.069188 1.049099 1.089603 1.084195 0.985157 1.305484 -0.12761 -2.36412 0.424929 -0.35369 0.807661 0.739001 -2.15315 1
1860 13870 AA041710 excision repair cross-complementing rodent repair deficiency, complementation group 1Ercc1 1.034395 1.096322 1.199596 1.106433 1.123952 1.036955 0.90006 1.007905 -1.58478 0.566019 0.997725 0.71597 0.869706 -1.48455 0.765573 -2.4076
1861 AA050086 0.933399 1.013143 0.986007 1.021042 0.937743 0.887902 0.999392 0.979876 0.684837 -2.1668 -2.12508 -1.75829 0.57436 0.995095 -2.46365 -1.77689
1862 12386 AA049813 catenin alpha 2 Catna2 0.969177 1.11289 1.03701 1.020711 0.934141 0.869529 1.050413 0.978345 -1.88517 0.54895 -1.72063 -2.20616 -0.4842 0.884247 -1.21627 -2.1668
1863 16897 AA050402 lethal giant larvae homolog Llglh
1864 19401 AA049907 retinoic acid receptor, alphaRara 0.918896 0.76382 0.87204 0.857754 0.848565 0.877618 1.008331 1.049632 0.145927 0.999969 0.899792 0.95649 0.975263 0.863455 -2.41368 -1.17448
1865 21405 AA049898 transcription factor 1 Tcf1 0.970928 1.025385 1.185316 1.215039 1.194408 1.221089 1.273442 1.222223 -1.52491 -1.75829 0.999496 0.999945 0.99974 0.999965 0.999999 0.999969
1866 20182 AA050298 retinoid X receptor beta Rxrb 0.983963 1.154609 0.983036 1.049146 0.995037 0.939679 1.106202 1.143181 -2.24306 0.970858 -2.21874 -0.9449 -2.44305 -0.31748 0.703837 0.946408
1867 AA050300 0.984449 0.631782 0.808886 1.111408 1.011718 1.524659 1.011895 1.052441 -2.41943 0.999599 0.621774 -0.96567 -2.43901 0.998626 -2.43901 -2.03502
1868 AA050765 0.991861 1.112303 0.97179 0.956153 0.938871 0.926026 0.918368 1.078454 -2.4299 0.40376 -2.03502 -1.52491 -0.84168 -0.37199 -0.11117 -0.40893
1869 18933 AA050726 paired related homeobox 1 Prrx1 1.235904 0.995678 0.960994 0.91075 1.875511 0.709956 -2.41943 -1.86755 -1.27881 0.999229 NA NA
1870 15463 AA049862 HIV-1 Rev binding protein Hrb 1.000633 1.04559 1.030386 0.977037 0.964997 0.956226 0.991146 1.154443 -2.46365 -0.9449 -1.66313 -1.95379 -1.38236 -0.92417 -2.38734 0.985464
1871 20463 AA050684 cytochrome c oxidase subunit VIIa polypeptide 2-likeCox7a2l 1.053613 1.045145 0.953891 0.90959 0.939788 0.884392 0.966485 1.135247 0.39296 0.015152 0.173331 0.983251 0.691278 0.999229 -0.61994 0.999512
1872 52477 AA050900 DNA segment, Chr 1, ERATO Doi 396, expressedD1Ertd396e 1.047394 1.075938 1.137938 1.091043 1.108407 1.028126 1.046976 1.357816 -0.65957 0.435299 0.98228 0.72188 0.892267 -1.64372 -0.67951 1
1873 19763 AA050496 ring finger protein 1 Ring1 0.992696 0.934572 0.91981 1.037343 0.902365 0.877745 0.904598 0.879863 -2.39443 0.313278 0.697611 -1.13265 0.904545 0.986657 0.88965 0.984171
1874 14450 AA050540 phosphoribosylglycinamide formyltransferaseGart 0.950304 1.141003 1.227769 1.174632 1.038535 0.971657 0.984383 1.074886 -1.06992 0.869706 0.997725 0.970057 -1.60453 -1.93693 -2.29881 -0.22916
1875 AA050328 ESTs 0.891382 0.942927 0.889063 0.899292 0.876298 0.898745 0.931371 1.005523 0.435299 -1.13265 0.475374 0.264491 0.671623 0.276912 -0.71963 -2.45007
1876 51812 AA048134 microspherule protein 1 Mcrs1 0.944864 0.964393 1.053589 1.132005 1.002732 0.927482 0.900118 1.063593 -0.35369 -1.34107 -0.56118 0.94911 -2.45571 0.325103 0.846668 -0.14418
1877 20926 AA048444 suppressor of Ty 6 homolog (S. cerevisiae)Supt6h 0.933145 1.304886 1.234077 1.083031 0.995183 0.864837 0.995839 1.122261 0.239199 1 0.999961 0.522365 -2.43901 0.992092 -2.44305 0.93589
1878 23834 AA048426 cell division cycle 6 homolog (S. cerevisiae)Cdc6 1.002224 0.97263 1.035642 1.066018 0.940785 1.014534 1.01591 1.038207 -2.45994 -1.84975 -1.54496 -0.2641 -0.37199 -2.28825 -2.25479 -1.42344
1879 50708 AA049416 histone 1, H1c Hist1h1c 0.822727 1.006316 1.092061 1.156724 0.753989 0.819363 0.877835 1.161674 0.643838 -2.45571 -1.13265 0.045261 0.963855 0.678286 -0.22916 0.117918
1880 21945 AA049467 death effector domain-containingDedd 0.978838 1.162831 1.024519 0.936102 0.927488 1.012652 0.89018 0.938733 -2.03502 0.989708 -1.91986 -0.01555 0.289184 -2.30907 0.906846 -0.12761
1881 16907 AA049647 lamin B2 Lmnb2 1.037525 1.386691 1.382077 1.251246 1.19839 1.196406 1.017753 1.130967 -2.1668 0.994125 0.988773 0.860232 0.313278 0.513238 -2.43901 -0.61994
1882 21750 AA049607 telomeric repeat binding factor 2Terf2 1.008287 1.062346 1.000943 1.013244 1.062956 1.113765 0.910121 1.113684 -2.44673 -1.64372 -2.46418 -2.41943 -1.62418 -0.4842 -0.80074 -0.4842
1883 19242 AA049699 pleiotrophin Ptn 1.022138 0.913553 0.981455 0.885744 1.111279 1.024674 0.885129 1.190812 -2.42484 -0.61994 -2.35574 0.131998 -0.22916 -2.27739 0.173331 0.760449
1884 AA049744 0.977986 1.105953 0.988806 1.098371 1.127875 0.868435 0.887823 1.276775 -2.29881 -0.31748 -2.41943 -0.50329 0.117918 0.348308 0.089306 0.940607
1885 18626 AA051328 period homolog 1 (Drosophila)Per1 0.932476 0.952975 0.960359 0.848613 0.892313 0.867654 0.776177 0.858871 -0.96567 -1.64372 -1.86755 0.820171 0.200131 0.629248 0.995095 0.733394
1886 12048 AA051441 Bcl2-like Bcl2l 0.934279 0.871401 0.892957 0.891466 0.720362 0.891886 0.932947 0.971202 -1.2996 0.325103 -0.12761 -0.09487 0.999002 -0.11117 -1.25799 -2.20616
1887 20535 AA048952 solute carrier family 4 (anion exchanger), member 2Slc4a2 1.022763 0.99735 0.888258 0.863873 0.864129 0.961248 0.990411 0.960351 -1.98692 -2.458 0.925428 0.987758 0.987758 -1.19538 -2.37219 -1.15357
1888 16776 AA049251 laminin, alpha 5 Lama5 0.890223 1.007091 1.03627 0.958405 0.929811 1.012243 1.150413 1.10132 0.348308 -2.44305 -1.95379 -1.75829 -0.78036 -2.40118 0.684837 -0.07872
1889 20220 AA049308 Sin3-associated polypeptide 18Sap18 1.002389 1.055932 1.086765 1.202157 1.175489 1.096667 1.069631 1.070848 -2.45307 0.414416 0.93589 0.999999 0.999988 0.972402 0.760449 0.780394
1890 21846 AA049318 tyrosine kinase receptor 1 Tie1 0.992944 1.02652 1.124421 0.9897 0.94199 1.040498 1.016549 1.038353 -2.42484 -1.97046 0.816081 -2.37993 -0.56118 -1.42344 -2.25479 -1.52491
1891 13079 AA058085 cytochrome P450, family 21, subfamily a, polypeptide 1Cyp21a1 0.949974 1.060168 1.038758 0.914483 0.858186 0.993284 0.908529 1.082791 -1.7016 -1.50477 -2.01921 -0.63971 0.598625 -2.45007 -0.29955 -0.90348
1892 17420 AA058165 menage a trois 1 Mnat1 0.954058 0.952454 1.002133 0.964691 0.914798 0.857142 0.918032 0.870153 -1.32036 -1.25799 -2.46153 -1.73953 0.159704 0.937499 0.060093 0.872736
1893 11826 AA064011 aquaporin 1 Aqp1 0.97409 1.047643 1.140304 1.310107 1.212979 1.250745 1.324255 1.53466 -1.98692 -1.19538 0.886977 0.999981 0.996597 0.999528 0.999942 1
1894 18102 AA058113 expressed in non-metastatic cells 1, proteinNme1 1.003543 1.0658 1.351856 1.343592 1.216195 1.309625 1.32863 1.341933 -2.45571 -0.61994 0.999994 0.99999 0.994299 0.999945 0.999979 0.999989
1895 12835 AA059524 procollagen, type VI, alpha 3Col6a3 0.900967 1.159626 1.166835 1.140992 0.962643 0.903041 1.019631 1.109736 0.226327 0.816081 0.853587 0.671623 -1.83178 0.173331 -2.28825 0.226327
1896 12041 AA059497 branched chain ketoacid dehydrogenase kinaseBckdk 0.920465 0.942733 1.129273 1.164279 1.030213 0.931575 0.936841 0.940919 0.650957 -0.04684 0.969236 0.996991 -1.54496 0.370926 0.186807 0.030281
1897 20893 AA064241 basic helix-loop-helix domain containing, class B2Bhlhb2 0.862977 0.795603 0.862447 0.760703 0.831155 0.670685 0.561759 0.813106 0.770605 0.992092 0.775544 0.999178 0.945008 0.999999 1 0.979044
1898 17196 AA059540 myelin basic protein Mbp 0.869091 1.005783 0.884789 0.942444 0.913954 0.880028 1.003827 0.953059 0.853587 -2.44305 0.703837 -0.90348 0.103687 0.755231 -2.45571 -1.34107
1899 17939 AA060459 N-acetyl galactosaminidase, alphaNaga 0.894244 0.8945 0.905531 0.962647 0.943956 1.015161 1.081047 1.118077 0.684837 0.684837 0.485045 -1.58478 -0.78036 -2.30907 -0.04684 0.684837
1900 14718 AA060494 glutamate oxaloacetate transaminase 1, solubleGot1 0.889174 0.90371 0.838094 0.733283 0.800786 0.744598 0.733992 0.793411 0.878611 0.72188 0.996897 1 0.999892 1 1 0.999947
1901 12839 AA060364 procollagen, type IX, alpha 1Col9a1 1.023876 1.002482 0.936616 0.929967 0.925212 1.032461 0.972242 1.067644 -2.35574 -2.46365 -1.7016 -1.54496 -1.32036 -2.21874 -2.37219 -1.97046
1902 17187 AA060226 Max protein Max 0.965658 1.243135 1.207719 0.981324 1.051138 1.041137 1.079706 1.107359 -2.09601 0.93589 0.835758 -2.35574 -1.75829 -1.98692 -1.04903 -0.37199
1903 13119 AA060595 cytochrome P450, family 4, subfamily a, polypeptide 14Cyp4a14 1.010977 0.965639 1.114586 0.696391 0.829382 1.052679 0.668713 0.250871 -2.45307 -2.34703 -1.48455 0.894829 -0.29955 -2.21874 0.950414 1
1904 20818 AA059893 signal recognition particle receptor, B subunitSrprb 1.01207 0.918212 1.181065 1.130646 1.088556 0.938492 0.974729 0.764906 -2.41368 -0.67951 0.749918 0.200131 -0.69953 -1.32036 -2.24306 0.993947
1905 14567 AA060905 guanosine diphosphate (GDP) dissociation inhibitor 1Gdi1 0.979704 1.040294 0.933175 0.986381 1.077954 0.995753 0.921728 1.015741 -2.06598 -1.19538 0.117918 -2.27739 0.313278 -2.44673 0.475374 -2.21874
1906 AA060906 0.987918 1.114821 1.12661 1.134303 1.037561 0.996133 1.015834 1.133771 -2.30907 0.88965 0.942109 0.962878 -1.27881 -2.44673 -2.20616 0.961877
1907 11287 AA061055 pregnancy zone protein Pzp 0.999264 0.999623 0.999188 0.999049 0.978428 0.973491 0.999484 0.998117 -2.46418 -2.46418 -2.46418 -2.46365 -2.20616 -2.08112 -2.46418 -2.46277
1908 AA061838 0.971513 1.003486 1.168329 0.959443 1.082568 1.093953 0.904308 1.157331 -1.56492 -2.45007 0.998054 -0.88283 0.606464 0.780394 0.884247 0.995785
1909 16426 AA062129 inter-alpha trypsin inhibitor, heavy chain 3Itih3 1.068215 0.917432 0.932722 0.893176 0.868069 0.814339 0.758294 0.762697 -1.58478 -1.11174 -1.50477 -0.50329 0.060093 0.760449 0.96753 0.960851
1910 22229 AA062091 uncoupling protein 3, mitochondrialUcp3 0.949008 0.989663 0.985119 0.933406 0.961169 0.859496 0.885851 0.946759 -0.86223 -2.37993 -2.28825 -0.19476 -1.42344 0.970057 0.853587 -0.76005
1911 11364 AA061679 acetyl-Coenzyme A dehydrogenase, medium chainAcadm 0.960363 1.027546 0.976589 0.848567 0.971306 0.999561 0.994732 0.974877 -1.23714 -1.84975 -1.98692 0.993947 -1.75829 -2.46418 -2.43901 -1.91986
1912 18479 AA061378 p21 (CDKN1A)-activated kinase 1Pak1 0.94222 0.942542 0.951757 0.912074 0.900203 0.885746 0.898627 1.114041 -0.3904 -0.40893 -0.84168 0.582575 0.775544 0.904545 0.794412 0.807661
1913 19660 AA061550 retinol binding protein 2, cellularRbp2 1.040769 1.063317 1.054921 1.133926 1.167449 1.079548 1.038285 0.995898 -1.72063 -0.96567 -1.25799 0.643838 0.881459 -0.44634 -1.79535 -2.45571
1914 22318 AA061343 vesicle-associated membrane protein 2Vamp2 0.937956 0.995948 0.920856 0.913781 0.890923 0.990763 1.008444 0.942474 -0.17776 -2.45007 0.40376 0.57436 0.878611 -2.38734 -2.40118 -0.37199
1915 17131 AA061644 MAD homolog 7 (Drosophila)Madh7 1.118179 1.142219 0.902534 0.887255 0.923868 0.798499 0.815845 0.953661 0.629248 0.846668 0.485045 0.733394 -0.09487 0.998936 0.996153 -1.27881
1916 13805 AA080278 endoglin Eng 1.134029 1.026973 1.090527 0.855538 1.052061 1.229803 0.907365 0.785447 -0.60026 -2.34703 -1.25799 -0.06271 -2.05062 0.54895 -1.17448 0.775544
1917 12748 AA097860 CDC-like kinase 2 Clk2 0.92623 0.993473 0.897083 0.785401 0.856135 0.887118 0.82838 0.949664 0.513238 -2.41368 0.921613 0.999999 0.997502 0.963855 0.999848 -0.3904
1918 12153 AA097223 bone morphogenetic protein 1Bmp1 1.003753 0.889714 0.878914 0.704891 0.786548 0.774393 0.818846 0.758725 -2.45007 0.934244 0.970858 1 0.999996 0.999999 0.999872 1
1919 18654 AA098166 placental growth factor Pgf 1.047648 1.063439 0.999864 0.974431 1.065963 1.036607 1.033223 1.139268 -0.63971 0.060093 -2.46436 -1.73953 0.145927 -1.21627 -1.38236 0.984171
1920 17762 AI427767 microtubule-associated protein tauMapt 1.086289 0.98227 1.085263 1.03137 1.07456 0.968283 1.014831 1.126817 0.325103 -2.20616 0.301305 -1.73953 -0.00013 -1.68243 -2.28825 0.869706
1921 AA061388 1.04309 0.95593 0.961358 1.05312 1.011685 1.0403 1.092931 1.109788 -0.52248 -0.35369 -0.69953 -0.01555 -2.25479 -0.67951 0.88965 0.966645
1922 26369 AA061546 centrin 1 Cetn1 0.999047 1.048889 1.045221 0.975598 0.989339 1.051552 1.036114 1.06419 -2.46153 0.301305 0.131998 -1.23714 -2.19331 0.40376 -0.40893 0.755231
1923 18598 AA061521 pyruvate dehydrogenase E1 alpha 2Pdha2 0.999107 0.96431 0.97099 0.928444 0.920672 1.022854 1.051289 1.02885 -2.46277 -0.80074 -1.25799 0.744508 0.860232 -1.68243 -0.03112 -1.32036
1924 21756 AA063894 testicular serine protease 2 Tesp2 1.001102 0.946592 0.91775 0.854205 0.868398 0.92314 1.075123 1.072967 -2.46277 -0.21189 0.71597 0.99823 0.99338 0.606464 0.424929 0.370926
1925 15504 AA061150 DnaJ (Hsp40) homolog, subfamily B, member 3Dnajb3
1926 11451 AA065536 acrosomal vesicle protein 1 Acrv1 0.965384 0.951511 0.878041 0.894394 0.861506 0.916559 1.012058 1.02683 -1.15357 -0.35369 0.989708 0.958723 0.997928 0.785154 -2.27739 -1.64372
1927 11910 AA062231 activating transcription factor 3Atf3 0.99543 0.917814 0.934667 0.956694 0.918642 0.910757 0.992409 0.966111 -2.42484 0.899792 0.636602 -0.28176 0.892267 0.946408 -2.36412 -0.88283
1928 21461 AA118406 t-complex protein 10b Tcp10b 0.981403 1.057021 1.078069 0.933688 0.947243 1.055463 1.116079 1.088392 -2.29881 -1.25799 -0.58067 -0.80074 -1.2996 -1.2996 0.336779 -0.28176
1929 19821 AA089102 ring finger protein 2 Rnf2 0.945204 0.970492 1.044208 0.995224 0.909675 1.001625 1.053401 1.031655 -0.4842 -1.72063 -1.09083 -2.44305 0.65796 -2.46153 -0.67951 -1.66313
1930 16833 AA110449 lactate dehydrogenase 3, C chain, sperm specificLdh3 0.993149 0.996196 0.926226 0.865108 0.904475 1.023974 1.062369 0.985693 -2.41943 -2.45007 0.25192 0.979044 0.739001 -1.98692 -0.31748 -2.27739
1931 18459 AA108977 poly A binding protein, cytoplasmic 2Pabpc2 0.951856 1.087122 1.038636 1.311233 1.009651 1.127976 1.380217 0.977791 -1.77689 -2.09601 -2.27739 0.54895 -2.29881 -1.62418 0.982772 -2.4299
1932 13137 AI326546 decay accelerating factor 2 Daf2 0.995491 1.035091 0.957066 1.078811 1.038186 1.07845 1.137458 1.255634 -2.45007 -1.68243 -1.2996 -0.04684 -1.56492 -0.04684 0.875704 0.999649
1933 11495 AA108219 a disintegrin and metalloprotease domain 2Adam2 1.101098 1.865931 2.262128 2.823293 2.499803 3.547495 2.656023 2.512559 -0.78036 1 1 1 1 1 1 1
1934 18981 AA066640
1935 12321 AA067258 calumenin Calu 0.927733 0.951109 0.871339 0.996882 0.772989 0.855244 0.953646 1.256437 -0.71963 -1.52491 0.650957 -2.45994 0.997502 0.811911 -1.60453 0.990003
1936 17977 AA097341 nuclear receptor coactivator 1Ncoa1 0.99755 0.889781 1.006183 0.960506 0.925285 0.883416 0.948437 0.994589 -2.46153 0.629248 -2.44305 -1.62418 -0.2641 0.71597 -1.15357 -2.44673
1937 17246 AA072086 transformed mouse 3T3 cell double minute 2Mdm2 0.985104 1.107705 1.082534 0.932847 1.154497 0.993831 1.135728 1.232409 -2.34703 0.25192 -0.35369 -0.67951 0.820171 -2.44305 0.671623 0.99029
1938 22235 AA067191 UDP-glucose dehydrogenaseUgdh 1.253207 2.736516 3.052871 3.064159 2.674902 2.784831 2.815213 2.663937 0.99057 1 1 1 1 1 1 1
1939 16905 AA066180 lamin A Lmna 1.030503 1.252927 1.521656 1.446906 1.377979 1.621143 1.566253 1.403195 -2.21874 0.475374 0.999748 0.994299 0.968394 0.986657 0.999987 0.942109
1940 22129 AA065714 tetratricopeptide repeat domain 3Ttc3 1.013547 0.972768 0.905042 1.019168 1.005451 1.071012 1.081239 1.06489 -2.25479 -1.64372 0.872736 -2.05062 -2.4299 0.313278 0.566019 0.117918
1941 12013 AA088927 BTB and CNC homology 1 Bach1 1.053034 1.548827 0.936732 0.923917 0.957493 1.09856 1.137716 1.117954 -1.7016 0.999995 -1.34107 -0.9449 -1.90261 -0.54178 0.226327 -0.12761
1942 20619 AA088934 synaptosomal-associated protein 23Snap23 0.936669 0.924696 0.859768 0.761851 0.795808 0.814754 0.984844 0.959026 -0.14418 0.289184 0.985045 0.999998 0.999945 0.999672 -2.25479 -1.19538
1943 15254 AA068901 histidine triad nucleotide binding proteinHint 1.036578 1.059199 1.073119 1.096102 0.998994 1.133888 1.09288 1.153585 -1.38236 -0.33552 0.159704 0.671623 -2.46365 0.951688 0.621774 0.984171
1944 20315 AA068750 chemokine (C-X-C motif) ligand 12Cxcl12 1.122036 0.924639 0.696796 0.668711 0.712851 0.641527 0.669824 0.494014 0.850162 0.226327 1 1 1 1 1 1
1945 20302 AA071899 chemokine (C-C motif) ligand 3Ccl3 0.927068 0.919061 0.900295 0.966635 0.963637 0.918832 1.073016 1.027285 0.103687 0.348308 0.727688 -1.62418 -1.48455 0.35969 -0.54178 -1.90261
1946 12842 AA073604 procollagen, type I, alpha 1 Col1a1
1947 22627 AA080011 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, epsilon polypeptideYwhae 0.827915 0.887753 0.96372 1.073535 0.887986 0.986329 1.278707 1.144911 0.863455 0.089306 -2.03502 -1.13265 0.089306 -2.40118 0.981775 0.370926
1948 27226 AA073963 phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)Pla2g7 0.977238 0.890534 0.943159 1.083573 0.873965 0.921528 1.122701 1.135951 -2.40118 -1.25799 -2.06598 -1.83178 -0.84168 -2.11067 -1.38236 -0.82118
1949 12362 AA098139 caspase 1 Casp1 0.965527 0.863537 0.924558 1.046084 0.864352 0.858448 1.132232 1.107857 -2.11067 0.424929 -1.04903 -1.90261 0.414416 0.503976 0.060093 -0.42758
1950 11798 AA097958 baculoviral IAP repeat-containing 4Birc4 0.896852 1.024153 0.824592 0.872464 0.680388 0.764282 0.850847 0.852963 -0.07872 -2.26624 0.894829 0.435299 0.999973 0.994299 0.71597 0.691278
1951 13117 AA097980 cytochrome P450, family 4, subfamily a, polypeptide 10Cyp4a10 1.161222 1.078303 1.064443 0.844646 0.876472 1.011559 0.95615 0.545425 -0.90348 -1.97046 -2.11067 -0.61994 -1.17448 -2.45307 -2.27739 0.999229
1952 17756 AA125125 microtubule-associated protein 2Mtap2 1.008478 1.122914 1.147867 1.380756 1.285083 1.212124 1.206643 1.026485 -2.38734 0.940607 0.987034 1 0.999999 0.999832 0.999757 -1.77689
1953 15369 AA183852 heme oxygenase (decycling) 2Hmox2 0.923945 0.856711 0.945228 0.975018 0.933088 0.952129 1.005358 1.0717 0.606464 0.998054 -0.12761 -1.75829 0.35969 -0.46521 -2.4299 0.35969
1954 12971 AA108639 crystallin, mu Crym 0.972706 0.974551 1.043348 1.007908 0.948298 0.853858 0.919213 1.10753 -1.68243 -1.77689 -0.90348 -2.39443 -0.35369 0.997725 0.650957 0.872736



1955 27367 AA108363 ribosomal protein L3 Rpl3 0.999363 0.945126 0.998431 1.076204 0.978184 1.174476 1.047178 1.064345 -2.46418 -0.96567 -2.46277 -0.33552 -2.1668 0.952932 -1.36174 -0.73981
1956 57320 AA108826 Parkinson disease (autosomal recessive, early onset) 7Park7 0.93933 0.95855 0.970769 0.983103 1.01102 1.042528 1.064719 0.933621 0.173331 -0.78036 -1.50477 -2.11067 -2.30907 -0.82118 0.173331 0.370926
1957 19265 AA108738 protein tyrosine phosphatase, receptor type, C polypeptide-associated proteinPtprcap
1958 19215 AA108857 prostaglandin D2 synthase (brain)Ptgds 0.999652 0.997882 0.999327 0.999244 1.000084 1.011437 1.007817 1.033803 -2.46418 -2.45307 -2.46365 -2.46277 -2.46436 -2.18018 -2.32867 -0.67951
1959 12176 AA105295 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP3Bnip3 1.12038 1.019187 0.937284 0.865614 0.924844 0.982884 1.076879 0.988682 -0.33552 -2.37219 -1.52491 0.239199 -1.19538 -2.38734 -1.2996 -2.4299
1960 12747 AA108933 CDC-like kinase Clk 1.013743 0.958833 0.806799 0.849236 0.784555 0.902929 0.894013 0.864263 -2.28825 -1.11174 0.999899 0.995095 0.99999 0.780394 0.872736 0.983717
1961 20750 AA108928 secreted phosphoprotein 1 Spp1 1.139557 0.964062 1.040451 1.102667 0.963536 1.043022 1.153287 1.059816 0.749918 -1.79535 -1.68243 0.226327 -1.77689 -1.60453 0.843104 -1.0073
1962 12315 AA109041 calmodulin 3 Calm3 0.936069 1.017898 0.98002 1.03795 0.952777 0.931492 1.046366 1.202334 0.414416 -2.03502 -1.91986 -0.9449 -0.31748 0.54895 -0.4842 0.999959
1963 17874 AA110412 myeloid differentiation primary response gene 88Myd88 1.014951 1.001181 1.040631 1.08566 1.001086 1.178539 1.009404 1.008344 -2.33801 -2.46365 -1.64372 -0.11117 -2.46365 0.950414 -2.41368 -2.42484
1964 23857 AA111662 cyclin D binding myb-like transcription factor 1Dmtf1 0.949043 0.986476 0.879274 0.92385 1.024392 0.929298 1.050867 1.079504 -0.69953 -2.29881 0.937499 0.301305 -1.97046 0.131998 -0.82118 0.226327
1965 AA111722 1.061115 1.109691 0.963916 0.92092 0.877284 0.882762 0.781382 0.720218 -1.46425 -0.24656 -2.03502 -0.80074 0.301305 0.382015 0.984614 0.999443
1966 225363 AA111688 eukaryotic translation termination factor 1Etf1 1.072276 1.114257 1.023502 1.044437 1.092647 0.904728 0.949791 1.065282 -0.52248 0.494579 -2.1668 -1.52491 -0.29955 0.336779 -1.21627 -0.76005
1967 15001 AA118886 histocompatibility 2, O region alpha locusH2-Oa 1.05711 1.064613 1.108948 0.768165 1.186648 1.060147 1.105173 0.90537 -1.97046 -2.31903 -1.40293 0.643838 -1.52491 -2.23104 -1.84975 -2.11067
1968 AA118721 0.97172 1.205751 1.133048 1.070928 1.041818 1.036579 1.041569 1.187032 -1.58478 0.999876 0.978453 0.325103 -0.90348 -1.19538 -0.92417 0.999496
1969 22596 AA118775 X-ray repair complementing defective repair in Chinese hamster cells 5Xrcc5 0.982861 0.904305 0.919267 0.966398 0.944745 0.993406 0.868779 0.944359 -1.73953 0.996382 0.976589 -0.42758 0.684837 -2.34703 0.999979 0.697611
1970 AI530569
1971 50497 AA119654 heat shock protein 4 Hsp70-4 0.948888 0.889044 0.834348 0.832471 0.758359 0.936342 0.904434 0.913813 -0.71963 0.878611 0.997725 0.998054 0.999998 -0.1609 0.709956 0.54022
1972 66447 AA120639 microsomal glutathione S-transferase 3Mgst3 0.963611 1.000564 0.857092 0.964898 0.960067 0.993292 1.075398 0.88397 -1.90261 -2.46418 0.807661 -1.93693 -1.79535 -2.44305 -0.78036 0.475374
1973 20841 AA118392 zinc finger protein 143 Zfp143 0.990833 1.02719 0.888486 1.081955 1.029577 0.944954 0.961467 1.063259 -2.4299 -2.19331 0.226327 -0.76005 -2.15315 -1.42344 -1.91986 -1.27881
1974 12499 AA120757 ectonucleoside triphosphate diphosphohydrolase 5Entpd5 0.89084 0.919605 0.94971 0.972039 0.874617 0.877192 1.034913 1.021614 0.455617 -0.40893 -1.44388 -2.08112 0.703837 0.671623 -1.91986 -2.24306
1975 AA125367 0.89854 1.037383 0.820258 0.934505 0.85018 0.888854 1.191701 0.920182 0.103687 -1.93693 0.95649 -1.0073 0.828117 0.325103 0.892267 -0.52248
1976 AI323634 0.920646 1.032017 0.957261 0.967203 0.827539 0.972206 0.976585 0.972515 0.445528 -1.62418 -1.04903 -1.54496 0.999229 -1.77689 -1.97046 -1.79535
1977 12465 AA120241 chaperonin subunit 5 (epsilon)Cct5 1.010896 1.001432 1.084372 1.112271 1.041124 1.01501 1.078659 1.065673 -2.29881 -2.46153 0.739001 0.952932 -0.78036 -2.1668 0.643838 0.313278
1978 21841 AA117605 cytotoxic granule-associated RNA binding protein 1Tia1 0.948234 0.929631 0.917405 0.9175 0.896872 0.832255 0.98734 1.017982 -1.42344 -0.78036 -0.37199 -0.37199 0.200131 0.934244 -2.39443 -2.32867
1979 12429 AA124592 cyclin B1, related sequence 1Ccnb1-rs1 0.984749 0.815104 1.263523 1.268076 1.088297 0.838841 1.043872 0.794523 -2.41943 0.650957 0.824183 0.839467 -1.2996 0.382015 -2.11067 0.807661
1980 AA120355 0.995137 1.005676 0.921993 0.99644 0.9543 0.868609 0.99921 0.903802 -2.45007 -2.44673 -0.24656 -2.458 -1.46425 0.780394 -2.46418 0.226327
1981 AA120351 0.937039 0.9973 0.964225 0.921625 0.847068 0.938495 0.889742 1.007343 -0.54178 -2.45994 -1.68243 0.015152 0.972402 -0.60026 0.72188 -2.4299
1982 18201 AA122528 neutral sphingomyelinase (N-SMase) activation associated factorNsmaf 0.951334 1.017815 0.958388 0.912682 0.816707 0.901598 0.976136 0.967519 -0.65957 -2.15315 -1.50477 0.684837 0.999853 0.835758 -1.90261 -1.50477
1983 16963 AA120030 chemokine (C motif) ligand 1Xcl1 0.905125 0.982912 0.928223 0.982812 0.959756 0.906641 1.069529 1.022271 0.475374 -2.05062 -0.69953 -2.26624 -1.48455 0.445528 -0.44634 -2.15315
1984 233835 AA116548 trinucleotide repeat containing 6Tnrc6 1.003253 1.006207 0.86908 0.911477 0.825581 1.042406 0.950992 1.019147 -2.458 -2.43901 0.909097 0.336779 0.994299 -1.46425 -1.11174 -2.23104
1985 20292 AA139170 small chemokine (C-C motif) ligand 11Ccl11 0.951791 1.081188 0.979952 0.793571 0.895847 0.974418 1.05281 1.00715 -1.75829 -0.9449 -2.32867 0.966645 -0.12761 -2.25479 -1.7016 -2.44673
1986 22019 AA139288 tripeptidyl peptidase II Tpp2 0.993634 0.964343 0.978774 0.951735 0.91547 0.838889 1.04111 1.063983 -2.37993 -1.64372 -2.34703 -0.78036 0.951688 0.999997 -0.33552 0.61418
1987 12460 AA123360 copper chaperone for superoxide dismutaseCcs 1.045734 0.97478 0.93801 0.963303 1.011573 0.989721 1.098462 0.98939 -1.2996 -2.03502 -0.52248 -1.60453 -2.37219 -2.38734 0.39296 -2.38734
1988 14600 AA124236 growth hormone receptor Ghr 0.990202 1.093349 0.828309 0.760024 0.622884 0.676683 0.65014 0.644124 -2.41368 -0.01555 0.977848 0.999794 1 1 1 1
1989 13850 AA124202 epoxide hydrolase 2, cytoplasmicEphx2 1.024179 0.977034 0.991359 1.027795 0.984197 1.165226 1.274936 0.76889 -2.34703 -2.34703 -2.44673 -2.30907 -2.4076 0.159704 0.72188 0.934244
1990 14433 AA122891 glyceraldehyde-3-phosphate dehydrogenaseGapd 1.003375 1.000904 1.001667 0.999668 0.999384 0.98458 0.999391 1.006853 -2.44673 -2.46277 -2.45994 -2.46418 -2.46365 -2.11067 -2.46365 -2.39443
1991 21859 AA145784 tissue inhibitor of metalloproteinase 3Timp3 1.044868 1.202446 1.166032 1.029308 1.097502 0.996013 1.15607 1.072085 -1.77689 0.909097 0.739001 -2.15315 -0.29955 -2.458 0.65796 -0.98647
1992 110454 AA145865 lymphocyte antigen 6 complex, locus ALy6a 0.850941 1.063003 1.169673 1.446345 1.0208 1.289999 1.624514 2.481556 0.186807 -1.79535 0.117918 0.996153 -2.37993 0.892267 0.999931 1
1993 20517 AA140078 solute carrier family 22 (organic cation transporter), member 1Slc22a1
1994 11501 AA154162 a disintegrin and metalloprotease domain 8Adam8
1995 15482 AA154104 heat shock protein 1-like Hspa1l 1.028274 1.379691 1.481021 1.138082 1.00173 0.913163 1.064132 1.091708 -2.28825 0.991613 0.999301 -0.17776 -2.46365 -1.02816 -1.7016 -1.11174
1996 20963 AA142676 spleen tyrosine kinase Syk 0.939907 0.890569 0.890188 0.928119 0.783625 0.917593 0.967749 1.033105 -0.54178 0.770605 0.775544 -0.07872 0.999888 0.25192 -1.75829 -1.75829
1997 21456 AA143990
1998 20773 AA123420 serine palmitoyltransferase, long chain base subunit 2Sptlc2
1999 13433 AA140059 DNA methyltransferase (cytosine-5) 1Dnmt1 1.025668 0.86429 0.897102 0.670409 0.723517 0.931974 0.733332 0.531664 -2.37219 -0.46521 -1.15357 0.989708 0.934244 -1.83178 0.9113 0.999989
2000 19106 AA153156 protein kinase, interferon-inducible double stranded RNA dependentPrkr 1.028771 0.995173 0.943454 0.900864 0.87226 0.803811 0.871754 0.863419 -2.05062 -2.45307 -1.04903 0.336779 0.785154 0.995095 0.789826 0.856943
2001 24067 AA154373 signal recognition particle 54Srp54 1.0349 0.870094 0.911146 1.051619 0.923451 0.866286 0.869232 0.966232 -1.56492 0.964808 0.598625 -0.80074 0.301305 0.973144 0.966645 -1.56492
2002 11797 AA144490 baculoviral IAP repeat-containing 3Birc3 0.947855 0.949629 0.959434 0.884587 0.886044 0.940414 0.884272 0.987843 -0.40893 -0.4842 -1.0073 0.958723 0.954146 -0.1609 0.9598 -2.29881
2003 AA163727 1.029572 1.170651 1.118155 1.083042 0.950253 1.009655 0.932075 1.066496 -2.03502 0.872736 0.455617 -0.31748 -1.32036 -2.41368 -0.63971 -0.84168
2004 20592 AI528718 selected mouse cDNA on the YSmcy 1.094049 0.875499 1.035036 0.952303 1.085731 1.79153 0.898587 1.232693 -1.34107 -1.48455 -2.01921 -2.38734 -1.54496 0.878611 -1.52491 0.045261
2005 12517 AA163997 CD72 antigen Cd72 0.899255 1.072338 0.898643 0.838122 0.750159 0.766791 0.805534 0.883896 -0.14418 -1.13265 -0.12761 0.816081 0.997258 0.99318 0.952932 0.213305
2006 22169 AA154388 thymidylate kinase family LPS-inducible memberTyki 0.992656 0.952222 0.965481 0.878436 0.799815 0.950222 0.855588 0.929284 -2.43901 -1.48455 -1.91986 0.636602 0.992763 -1.40293 0.860232 -0.63971
2007 12304 AA168956 calcium binding protein, intestinalCai 0.993533 0.953502 1.015797 0.945037 0.529891 0.705189 0.689059 0.603157 -2.45571 -2.01921 -2.41368 -1.84975 1 0.995095 0.997795 0.999983
2008 30050 AA145853 F-box and WD-40 domain protein 2Fbxw2 1.00546 1.022939 0.966969 0.938202 0.906909 0.960711 0.945487 0.948297 -2.39443 -1.42344 -0.58067 0.775544 0.991363 -0.14418 0.590662 0.494579
2009 17152 AA145028 male germ cell-associated kinaseMak 0.982015 0.978027 0.949192 0.975519 0.918908 1.010988 0.937456 0.961627 -2.33801 -2.01921 -1.23714 -2.24306 -0.60026 -2.41943 -1.19538 -2.28825
2010 20408 AA145605 SH3-domain GRB2-like 3 Sh3gl3 1.004309 1.011781 0.9413 0.892679 0.888617 0.964397 0.988701 0.934745 -2.4299 -2.20616 0.54022 0.994945 0.9968 -0.63971 -2.21874 0.71597
2011 17156 AA145063 mannosidase 1, beta Man1b 1.056022 1.12964 0.967831 1.043472 0.896977 0.903247 0.912846 1.001923 -0.98647 0.755231 -1.83178 -1.46425 0.590662 0.465565 0.239199 -2.46153
2012 21744 AA138942 testis nuclear RNA binding proteinTenr 1.028037 0.868134 1.146291 1.019521 1.066843 1.142015 0.737424 0.697552 -2.34703 -0.40893 -0.4842 -2.4076 -1.84975 -0.56118 0.934244 0.984171
2013 54562 AA138956 leucine-rich repeat-containing 6 (testis)Lrrc6 0.896767 0.981688 0.912822 0.858011 0.841431 0.982139 0.988912 0.775654 0.643838 -2.08112 0.325103 0.954146 0.983717 -2.24306 -2.26624 0.999902
2014 22224 AA163115 ubiquintin c-terminal hydrolase related polypeptideUchrp 0.945224 0.995991 0.895926 0.837088 0.81545 0.842094 0.91269 0.849001 0.226327 -2.43901 0.982772 0.99998 0.999999 0.999963 0.921613 0.999912
2015 12017 AA154621 Bcl2-associated athanogene 1Bag1 1.002068 1.015238 0.960606 0.941186 0.99258 0.970165 1.053139 1.023713 -2.45994 -2.25479 -1.21627 -0.2641 -2.41368 -1.68243 -0.65957 -1.97046
2016 18950 AA172867 purine-nucleoside phosphorylasePnp
2017 13430 AA166057 dynamin 2 Dnm2 0.901386 0.973601 0.964846 0.97228 0.927658 0.981801 0.898143 1.061604 -0.42758 -2.26624 -2.11067 -2.24306 -1.15357 -2.36412 -0.33552 -1.56492
2018 319171 AA163342 histone 1, H2ao Hist1h2ao 0.948269 0.975575 0.979671 0.93264 0.871155 0.958271 1.028361 0.977959 0.325103 -1.40293 -1.68243 0.785154 0.999731 -0.19476 -1.17448 -1.56492
2019 11605 AA166345 galactosidase, alpha Gla 0.858266 1.003359 0.918901 0.922853 0.828242 0.953558 0.884025 1.078879 0.875704 -2.458 -0.19476 -0.33552 0.973869 -1.46425 0.621774 -0.46521
2020 17118 AA170009 myristoylated alanine rich protein kinase C substrateMarcks 0.91875 0.886101 1.012983 0.848933 0.898423 0.913541 0.969485 1.283315 0.301305 0.853587 -2.33801 0.98627 0.71597 0.435299 -1.77689 0.999959
2021 AA175853 1.088182 1.029919 0.970723 1.002397 1.024289 1.042694 1.091115 1.140399 0.494579 -1.72063 -1.7016 -2.458 -1.95379 -1.13265 0.54895 0.958723
2022 14119 AA175306 fibrillin 2 Fbn2 1.022243 0.94717 0.944162 0.853992 0.863274 1.018709 0.991684 0.996916 -2.23104 -1.25799 -1.15357 0.884247 0.824183 -2.29881 -2.4299 -2.45994
2023 12518 AA175325 CD79A antigen (immunoglobulin-associated alpha)Cd79a 1.056315 0.982514 0.918407 0.832738 1.02054 0.999375 0.978818 1.109484 -1.0073 -2.26624 0.060093 0.98627 -2.20616 -2.46418 -2.18018 0.485045
2024 14961 AA175329 histocompatibility 2, class II antigen A, beta 1H2-Ab1 0.932601 0.812055 0.971152 1.057603 0.872485 0.740225 0.995253 3.01035 -1.98692 0.045261 -2.37219 -2.15315 -0.98647 0.744508 -2.46153 1
2025 17973 AA170493 non-catalytic region of tyrosine kinase adaptor protein 1Nck1 1.163173 1.094986 1.086445 1.09634 1.144049 0.991662 1.127191 1.141573 0.739001 -0.31748 -0.54178 -0.28176 0.566019 -2.43463 0.336779 0.54022
2026 20849 AA175477 signal transducer and activator of transcription 4Stat4 1.034849 1.002715 1.037477 0.973942 0.894531 0.944205 0.972668 1.09183 -2.00317 -2.46153 -1.93693 -2.18018 0.213305 -1.32036 -2.15315 -0.37199
2027 21969 AA170792 topoisomerase (DNA) I Top1 1.088084 1.338779 1.208666 0.97743 1.157234 0.782542 0.832491 1.239485 -0.42758 0.999572 0.947775 -2.24306 0.733394 0.995655 0.93256 0.981775
2028 16197 AA175538 interleukin 7 receptor Il7r 1.042363 1.057285 0.927934 0.915193 0.932278 0.994521 0.835871 1.147608 -2.11067 -1.84975 -1.44388 -1.13265 -1.54496 -2.458 0.494579 -0.46521
2029 19324 AA175510 RAB1, member RAS oncogene familyRab1 1.023898 0.98533 0.936682 0.87442 0.898857 0.901344 0.893437 0.948915 -1.95379 -2.25479 -0.03112 0.970057 0.846668 0.820171 0.88965 -0.58067
2030 14234 AA176045 forkhead box C2 Foxc2 1.001574 1.001371 0.957497 0.937175 0.973965 0.983827 0.995921 1.105363 -2.46277 -2.46277 -1.36174 -0.46521 -2.00317 -2.27739 -2.45307 0.531359
2031 114874 AA178002 RIKEN cDNA 4921528E07 gene4921528E07Rik 0.9154 1.009383 0.995068 0.88398 0.870056 0.851451 0.94304 1.055258 0.103687 -2.41368 -2.45007 0.739001 0.863455 0.950414 -0.88283 -1.06992
2032 17125 AA177814 MAD homolog 1 (Drosophila)Madh1 1.032856 1.047923 0.775035 0.850638 0.68197 0.687932 0.876997 1.268754 -2.18018 -1.90261 0.97164 0.54895 0.999801 0.999712 0.117918 0.94911
2033 12508 AA178076 CD53 antigen Cd53 1.067146 0.969191 0.948325 1.086072 0.887104 0.913951 1.077856 1.665551 -1.17448 -2.11067 -1.54496 -0.63971 0.264491 -0.42758 -0.86223 1
2034 19055 AA178283 protein phosphatase 3, catalytic subunit, alpha isoformPpp3ca 0.995111 1.145245 1.093926 0.922361 1.016165 1.0323 1.111448 1.259049 -2.45007 0.831975 0.117918 -0.12761 -2.30907 -1.90261 0.475374 0.998751
2035 18127 AA177240 nitric oxide synthase 3, endothelial cellNos3 0.999013 0.948759 0.994616 0.798981 0.893809 0.978857 0.882342 1.045107 -2.46418 -1.58478 -2.45307 0.983251 0.186807 -2.29881 0.414416 -1.84975
2036 20303 AA178155 chemokine (C-C motif) ligand 4Ccl4 1.087099 1.037384 1.063889 0.979033 1.031324 0.979977 0.951276 1.122364 0.733394 -1.06992 -0.40893 -1.91986 -1.40293 -1.95379 -0.33552 0.968394
2037 16452 AA178495 Janus kinase 2 Jak2 1.001636 1.072339 1.008132 0.926281 0.951516 0.988699 0.930362 1.064822 -2.46365 -1.15357 -2.44305 -0.96567 -1.72063 -2.41943 -1.09083 -1.36174
2038 14784 AA183927 growth factor receptor bound protein 2Grb2 0.994824 1.252057 1.307588 1.121461 1.095652 0.919978 1.1139 1.269031 -2.40118 1 1 0.998115 0.977226 0.951688 0.996034 1
2039 20683 AA183548 trans-acting transcription factor 1Sp1 1.031437 1.003845 1.112595 1.105821 1.15845 1.188994 1.045079 1.064901 -2.13924 -2.45994 -0.12761 -0.2641 0.57436 0.803328 -1.84975 -1.32036
2040 16177 AA177717 interleukin 1 receptor, type I Il1r1 0.940729 0.938745 1.1156 0.953963 1.007337 0.86256 0.819224 1.140584 -1.52491 -1.46425 -0.2641 -1.86755 -2.44673 0.435299 0.860232 0.186807
2041 15502 AA184380 DnaJ (Hsp40) homolog, subfamily A, member 1Dnaja1 0.933784 1.012472 0.908167 0.954603 1.01452 0.979169 1.010141 1.086453 -1.36174 -2.41943 -0.61994 -1.90261 -2.4076 -2.33801 -2.43463 -0.96567
2042 12842 AA073604 procollagen, type I, alpha 1 Col1a1 1.047857 1.096791 1.008192 1.361436 1.474237 1.523374 1.726408 1.290847 -1.77689 -0.46521 -2.43901 0.999064 0.999979 0.999996 1 0.99057
2043 20498 AA185691 solute carrier family 12, member 4Slc12a4 0.967341 1.026702 0.962949 0.957361 0.941879 1.027236 0.927454 1.089894 -1.83178 -2.05062 -1.66313 -1.44388 -0.80074 -2.03502 -0.24656 0.074774
2044 19826 AA163504 ribonucleic acid binding protein S1Rnps1 0.92163 1.047887 1.026119 1.087575 1.011134 0.969545 0.998988 1.026066 0.919641 0.060093 -1.32036 0.934244 -2.21874 -0.9449 -2.46277 -1.32036
2045 21412 AA154683 transcription factor 21 Tcf21 1.010022 1.006103 0.919105 0.958582 0.965505 0.950848 0.830146 1.080903 -2.32867 -2.41368 0.749918 -0.73981 -1.15357 -0.31748 0.999931 0.636602
2046 11798 AA097958 baculoviral IAP repeat-containing 4Birc4 0.987411 0.94782 0.912531 0.869637 0.862771 0.950528 0.932511 1.025094 -2.38734 -1.32036 -0.11117 0.739001 0.803328 -1.42344 -0.76005 -2.18018
2047 AA155377 0.962318 0.963779 0.951844 0.918169 1.00395 0.923801 0.897019 1.126269 -1.64372 -1.7016 -1.21627 0.060093 -2.45571 -0.40893 0.566019 0.703837
2048 17756 AA125125 microtubule-associated protein 2Mtap2 0.993411 1.024824 1.082383 1.186714 1.108685 1.271076 1.197145 1.263636 -2.4076 -1.73953 0.671623 0.999748 0.929075 1 0.999888 0.999999
2049 16190 AA166418 interleukin 4 receptor, alphaIl4ra 0.976945 1.115416 1.188823 1.113717 1.116429 1.0919 1.100567 1.090046 -1.86755 0.925428 0.999443 0.917624 0.930837 0.733394 0.828117 0.703837
2050 11532 AA183192 alcohol dehydrogenase 5 (class III), chi polypeptideAdh5 1.056934 1.030274 0.993084 0.991211 1.060996 0.984602 0.994689 1.157259 -0.42758 -1.66313 -2.41368 -2.38734 -0.2641 -2.23104 -2.43463 0.987034
2051 12511 AA185065 CD6 antigen Cd6 0.923737 1.020888 0.99612 0.945468 0.780672 0.598056 0.529807 0.864199 -0.90348 -2.32867 -2.45994 -1.56492 0.98228 1 1 0.513238
2052 13163 AA184772 Fas death domain-associated proteinDaxx 0.920093 1.021817 0.98654 1.002403 1.096682 0.928326 0.909741 1.241246 0.54895 -2.00317 -2.27739 -2.45307 0.709956 0.325103 0.739001 0.999876
2053 27056 AA185025 interferon regulatory factor 5Irf5 1.072008 1.170585 1.339557 1.464323 1.434769 1.298188 1.167185 1.111149 0.045261 0.991613 1 1 1 0.999997 0.989708 0.803328
2054 56426 AA185058 programmed cell death 10 Pdcd10 0.994373 0.942457 0.949209 0.884902 0.922828 0.838664 0.965884 1.091893 -2.44305 -0.82118 -1.11174 0.749918 -0.07872 0.980179 -1.77689 0.131998
2055 12331 AA189995 CAP, adenylate cyclase-associated protein 1 (yeast)Cap1 1.03035 0.921534 0.905775 0.959284 0.966256 1.023859 0.998716 1.175942 -1.64372 0.513238 0.798912 -1.04903 -1.42344 -1.91986 -2.46277 0.9968
2056 12111 AA200264 biglycan Bgn 0.983627 0.971635 1.0166 0.936504 0.905043 0.887532 0.94745 1.043179 -2.35574 -2.15315 -2.35574 -1.13265 -0.12761 0.289184 -1.48455 -1.83178
2057 AA200609 0.980516 0.922156 0.88663 1.058122 0.934894 0.961913 0.849377 1.060182 -1.93693 0.765573 0.987401 0.103687 0.475374 -0.82118 0.999748 0.173331
2058 12366 AA200808 caspase 2 Casp2 0.90249 0.983719 0.89475 0.927862 0.849834 1.014376 0.831532 1.154735 -1.21627 -2.42484 -1.04903 -1.72063 -0.12761 -2.43463 0.173331 -0.44634
2059 12014 AA198553 BTB and CNC homology 2 Bach2 0.867769 0.925972 0.6863 0.807886 0.697544 1.007764 1.154506 1.226208 -0.04684 -1.42344 0.997992 0.755231 0.996491 -2.45307 -0.01555 0.691278
2060 11796 AA197349 baculoviral IAP repeat-containing 2Birc2 1.032325 1.03195 0.976487 1.003571 1.030044 1.056791 1.031749 1.080383 -1.02816 -1.04903 -1.56492 -2.43901 -1.17448 0.276912 -1.06992 0.828117
2061 14581 AA204603 growth factor independent 1Gfi1 1.091808 0.992479 1.166584 1.214683 1.196087 1.18611 1.323392 1.280572 -0.21189 -2.43901 0.846668 0.97164 0.943575 0.919641 0.999612 0.997795
2062 12530 AA204385 cell division cycle 25 homolog A (S. cerevisiae)Cdc25a 0.990186 1.048077 1.246451 1.256887 1.20888 1.259148 1.37121 1.307824 -2.4076 -1.40293 0.9968 0.997992 0.983717 0.99823 0.99999 0.999808
2063 22695 AA200282 zinc finger protein 36 Zfp36 1.24874 0.908315 0.901293 0.903025 0.960875 0.973178 1.077597 1.116964 0.875704 -0.80074 -0.61994 -0.65957 -2.09601 -2.28825 -1.32036 -0.46521
2064 17972 AA200535 neutrophil cytosolic factor 4 Ncf4 0.894706 1.084933 1.192103 1.042764 1.127529 0.946574 0.950194 1.65244 0.424929 -0.29955 0.951688 -1.66313 0.566019 -1.21627 -1.34107 1
2065 21399 AA209970 transcription elongation factor A (SII) 1Tcea1 1.026517 1.061868 0.962266 1.002954 1.01852 0.844417 0.81054 0.911619 -2.09601 -0.9449 -1.75829 -2.45994 -2.27739 0.952932 0.993947 0.117918
2066 16569 AA209952 kinesin family member 3B Kif3b 0.944789 1.057328 0.968285 0.808742 0.818936 0.836262 0.957249 1.13789 -1.52491 -1.56492 -2.12508 0.942109 0.909097 0.820171 -1.86755 0.289184
2067 20185 AA209962 nuclear receptor co-repressor 1Ncor1 0.930623 0.974678 0.856758 0.991914 0.873862 0.960098 0.996247 1.100225 -0.42758 -1.91986 0.987758 -2.4076 0.95762 -1.23714 -2.45007 0.650957
2068 54368 AA184800 glycoprotein 9 (platelet) Gp9 0.950967 1.004831 0.991973 0.940556 0.900955 0.849204 0.847555 0.878269 -1.06992 -2.44673 -2.41943 -0.61994 0.590662 0.975934 0.978453 0.863455
2069 24017 AA189868 ring finger protein 13 Rnf13 1.023572 0.925141 0.816934 0.829603 0.884005 0.851808 0.836263 1.02893 -2.01921 0.213305 0.999406 0.998173 0.902194 0.989405 0.996897 -1.83178
2070 20687 AA204627 trans-acting transcription factor 3Sp3 0.936734 0.872136 0.899421 0.896933 0.846195 0.95876 0.858646 1.042297 -1.81365 -0.42758 -1.02816 -0.96567 0.074774 -2.18018 -0.1609 -2.19331
2071 11502 AA210306 a disintegrin and metalloproteinase domain 9 (meltrin gamma)Adam9 1.001504 1.0012 0.918869 0.856628 0.984587 0.912537 0.894771 0.972786 -2.46153 -2.46277 0.811911 0.999425 -2.12508 0.884247 0.973144 -1.50477
2072 17420 AA212256 menage a trois 1 Mnat1 0.979749 0.888867 1.016317 1.112038 1.016558 1.091116 0.983446 1.156494 -2.19331 -0.06271 -2.38734 -0.80074 -2.46277 -1.83178 -2.37993 0.030281
2073 26931 AA215001 protein phosphatase 2, regulatory subunit B (B56), gamma isoformPpp2r5c 0.901977 0.989128 1.006264 1.032575 1.04861 1.066629 0.959957 1.049644 0.958723 -2.27739 -2.40118 -1.17448 -0.2641 0.445528 -0.63971 -0.21189
2074 15216 AA217236 hemochromatosis Hfe 0.881439 1.058038 1.283629 1.238495 1.173568 1.10629 1.068255 1.023521 0.943575 -0.44634 0.999994 0.999895 0.993763 0.770605 -0.04684 -1.97046
2075 14231 AA242149 FK506 binding protein 7 Fkbp7 1.032742 0.971013 1.100729 0.881713 0.91219 0.951914 1.036773 1.171397 -2.31903 -2.33801 -1.34107 -0.78036 -1.42344 -2.12508 -2.27739 -0.21189
2076 11783 AA198703 apoptotic protease activating factor 1Apaf1 0.984099 1.010056 1.007667 0.937649 0.927753 0.94961 1.02087 0.97634 -2.27739 -2.39443 -2.41943 -0.54178 -0.09487 -0.98647 -2.1668 -2.06598
2077 66254 AA199274 RIKEN cDNA 1500031M22 gene1500031M22Rik1.006051 0.897976 1.011728 0.84408 0.776829 0.976744 0.903302 1.015913 -2.458 -0.98647 -2.44305 0.103687 0.807661 -2.37219 -1.11174 -2.42484
2078 19060 AA198158 protein phosphatase 5, catalytic subunitPpp5c 0.993189 1.008789 0.971458 0.930307 0.883448 0.964332 0.901329 1.078246 -2.43463 -2.41368 -1.93693 -0.2641 0.803328 -1.66313 0.557549 -0.1609
2079 AA218406 0.980355 1.020498 0.950793 0.949227 0.963127 0.987729 0.99335 1.056893 -1.86755 -1.84975 -0.04684 0.030281 -0.76005 -2.21874 -2.38734 0.173331
2080 15108 AA220432 hydroxyacyl-Coenzyme A dehydrogenase type IIHadh2 1.045272 1.00102 1.053015 0.912373 0.952243 0.945771 0.97113 1.001118 -1.88517 -2.46418 -1.7016 -0.60026 -1.77689 -1.60453 -2.19331 -2.46365
2081 AA221073 1.141349 0.884244 1.208572 1.001844 1.083012 1.185977 0.886455 0.758408 -0.21189 -0.3904 0.57436 -2.46365 -1.36174 0.382015 -0.44634 0.952932
2082 18039 AA253725 neurofilament, light polypeptideNefl 0.882186 1.031725 0.997601 0.976219 0.867122 1.132866 0.89632 1.029499 -0.21189 -2.24306 -2.46277 -2.32867 0.103687 -0.22916 -0.56118 -2.26624
2083 21357 AA222734 TAR (HIV) RNA binding protein 2Tarbp2 1.035497 1.041272 0.944755 1.018596 0.911831 1.046151 0.952289 1.090764 -2.08112 -1.97046 -1.54496 -2.35574 -0.56118 -1.84975 -1.75829 -0.69953
2084 66618 AA230698 RIKEN cDNA 2610209M04 gene2610209M04Rik1.018735 0.935516 0.921316 0.953212 0.946065 0.997703 0.897689 1.089279 -2.36412 -1.42344 -1.0073 -1.86755 -1.7016 -2.46277 -0.35369 -0.92417
2085 19701 AA207872 renin 1 structural Ren1 1.001874 1.050228 0.977481 0.929267 1.056129 1.003083 1.00969 1.003994 -2.46153 -1.13265 -2.12508 -0.19476 -0.90348 -2.36412 -2.40118 -2.45307
2086 380951 AA207338 similar to soluble D-factor/LIF receptorna 0.990454 1.536081 1.514691 1.527654 0.909617 0.546493 0.393075 0.664582 -2.45571 0.940607 0.925428 0.934244 -1.79535 0.995521 0.999996 0.866612
2087 11936 AA208297 FXYD domain-containing ion transport regulator 2Fxyd2 1.02363 1.070283 1.012521 0.961454 0.950957 1.020796 0.897319 1.122108 -2.31903 -1.42344 -2.42484 -2.08112 -1.84975 -2.35574 -0.42758 -0.2641
2088 14872 AA230348 glutathione S-transferase, theta 2Gstt2 1.092709 1.164309 0.893301 1.068723 1.26989 1.360111 1.357116 1.415538 -0.63971 0.590662 -0.04684 -1.25799 0.976589 0.998581 0.99844 0.999765
2089 20201 AA230451 S100 calcium binding protein A8 (calgranulin A)S100a8 0.938989 0.937874 1.009056 1.102228 1.018666 0.991569 0.994387 1.147461 0.348308 0.382015 -2.25479 0.923542 -1.98692 -2.35574 -2.41943 0.997172
2090 14998 AA230649 histocompatibility 2, class II, locus DMaH2-DMa 1.024442 1.045273 1.021783 0.967302 0.985442 1.007833 1.190481 1.34761 -2.27739 -1.88517 -2.31903 -2.12508 -2.39443 -2.44305 0.770605 0.997578
2091 26406 AA239991 mitogen activated protein kinase kinase kinase 3Map3k3 0.930849 0.996461 0.968171 0.959575 0.813082 0.966087 0.87211 1.117888 -1.46425 -2.45994 -2.1668 -1.98692 0.892267 -2.12508 0.276912 -0.21189
2092 17242 AA222497 midkine Mdk 1.01498 1.147663 1.039479 1.113812 1.041367 0.992037 1.063992 1.055604 -2.25479 0.975263 -1.25799 0.850162 -1.17448 -2.40118 -0.17776 -0.50329
2093 20638 AA222348 small nuclear ribonucleoprotein BSnrpb 0.946763 0.962815 0.992498 1.194464 0.939509 0.94612 1.043209 0.903849 -2.06598 -2.26624 -2.45571 -0.00013 -1.95379 -2.06598 -2.21874 -1.2996
2094 53605 AA242323 nucleosome assembly protein 1-like 1Nap1l1 0.956965 0.957476 0.966221 0.911462 0.886671 1.021917 0.925429 1.011962 -0.28713 -0.31136 -0.53538 0.700932 0.91298 -0.80657 0.479453 -0.94889
2095 237159 AA242611 cDNA sequence BC024537BC024537 0.946838 1.013363 1.020552 1.07512 1.068234 1.006746 1.068608 1.384838 -0.25072 -0.95376 -0.88345 0.126945 -0.01042 -0.99726 0.001298 0.999996
2096 12955 AA231358 crystallin, alpha B Cryab 0.955366 0.944427 0.998975 0.949911 0.857633 0.974695 0.921744 1.095317 -0.51262 -0.28713 -1.01157 -0.40745 0.904614 -0.83916 0.170913 0.335498
2097 19052 AA245165 protein phosphatase 2a, catalytic subunit, alpha isoformPpp2ca 0.984584 1.044179 1.0548 1.047936 1.107054 0.96453 0.912842 1.120983 -0.84694 -0.04581 0.255599 0.070625 0.935913 -0.275 0.877939 0.971942
2098 11797 AA144490 baculoviral IAP repeat-containing 3Birc3 1.005677 0.942515 1.002395 0.889587 0.907022 0.956641 0.80102 1.153027 -1.00695 -0.51262 -1.01105 0.286147 0.070625 -0.78062 0.954476 0.601176
2099 14962 AA209640 histocompatibility 2, complement component factor BH2-Bf 1.069476 1.120236 1.136225 1.054185 1.183471 1.188075 1.112803 1.389483 -0.25072 0.479453 0.628131 -0.50115 0.88578 0.900176 0.392031 0.999859
2100 13244 AA209017 degenerative spermatocyte homolog (Drosophila)Degs 1.033139 1.163071 1.261101 1.174516 1.224192 1.077857 1.031233 1.16546 -0.35961 0.998719 0.999999 0.999439 0.999987 0.732976 -0.41932 0.998905
2101 50493 AA209061 thioredoxin reductase 1 Txnrd1 1.164683 1.089323 1.159139 1.018203 1.062315 0.929567 0.967673 0.957088 0.587183 -0.20214 0.550678 -0.96725 -0.55786 -0.38359 -0.86202 -0.75345
2102 13109 AA212435 cytochrome P450, family 2, subfamily j, polypeptide 5Cyp2j5
2103 19177 AA212838 proteasome (prosome, macropain) subunit, beta type 7Psmb7 1.033101 1.008561 0.991011 1.037203 0.994614 1.041659 1.085881 1.168735 -0.58005 -0.97901 -0.97528 -0.48961 -0.9996 -0.38359 0.550678 0.986403
2104 30050 AA145853 F-box and WD-40 domain protein 2Fbxw2
2105 17152 AA145028 male germ cell-associated kinaseMak 1.02012 0.977192 0.978391 1.032405 1.00238 1.000158 0.931704 1.035551 -0.54665 -0.40745 -0.46638 -0.02218 -1.00368 -1.01187 0.91298 0.10459
2106 19186 AA239485 proteasome (prosome, macropain) 28 subunit, alphaPsme1 0.999453 1.00032 1.000997 0.999697 0.999562 0.999724 0.9998 0.999201 -1.01157 -1.01187 -1.01033 -1.01187 -1.01157 -1.01187 -1.01187 -1.01105
2107 17156 AA145063 mannosidase 1, beta Man1b 0.982863 1.289082 1.169873 0.92806 0.869428 1.16705 1.215706 1.21144 -0.89692 0.99992 0.974058 0.296175 0.940377 0.971202 0.996882 0.996155
2108 21744 AA138942 testis nuclear RNA binding proteinTenr
2109 11651 AA237366 thymoma viral proto-oncogene 1Akt1
2110 22224 AA163115 ubiquintin c-terminal hydrolase related polypeptideUchrp 0.960782 0.910693 0.924531 0.862795 0.987331 0.851443 0.976801 1.044448 0.047712 0.956691 0.87246 0.999655 -0.86202 0.999912 -0.54665 0.170913
2111 14786 AA244622 growth factor receptor bound protein 7Grb7
2112 18816 AA245727 serine (or cysteine) proteinase inhibitor, clade F, member 2Serpinf2 1.012703 0.962811 0.968501 1.013222 0.970546 0.932809 1.002324 1.00299 -0.98588 -0.79806 -0.85456 -0.98588 -0.87647 -0.38359 -1.01105 -1.01033
2113 19116 AA244758 prolactin receptor Prlr 0.718872 0.761898 1.038195 0.91598 0.76834 1.020214 0.765434 0.879294 0.971942 0.897891 -0.89692 -0.45468 0.877939 -0.97901 0.888296 0.001298
2114 13482 AA237541 dipeptidylpeptidase 4 Dpp4 0.999006 1.038112 0.955907 0.956329 1.013621 1.047985 1.092806 1.196012 -1.01105 -0.09348 0.170913 0.160017 -0.85456 0.224376 0.92433 0.999975
2115 17175 AA244853 mannan-binding lectin serine protease 2Masp2 0.958279 0.904727 0.893957 0.837156 0.904877 1.015123 0.87882 1.087464 -0.83916 -0.22642 -0.08152 0.565542 -0.22642 -0.98903 0.115797 -0.65504
2116 14263 AA237178 flavin containing monooxygenase 5Fmo5 0.910991 1.001861 1.008483 0.996294 0.841254 0.838237 1.090968 0.952792 -0.21428 -1.01157 -1.00368 -1.01033 0.628131 0.647452 -0.56899 -0.75345
2117 20652 AA237241 sterol O-acyltransferase 1 Soat1 1.020801 0.96871 0.904942 0.857352 0.845135 0.883907 0.913681 1.040698 -0.88345 -0.71546 0.565542 0.937433 0.96723 0.797288 0.428035 -0.56899
2118 379043 AA250069 retinoic acid early transcript 1ERaet1e 0.835158 0.878972 0.76989 0.796588 0.598086 0.646045 0.887382 0.902504 0.9459 0.700932 0.998306 0.992026 1 1 0.614825 0.410204
2119 218451 AA241859 0.999382 1.000328 0.894645 0.968377 0.884294 1.047908 0.900598 0.665194 -1.01187 -1.01198 0.419162 -0.80657 0.558154 -0.60191 0.335498 0.999996
2120 11750 AA242060 annexin A7 Anxa7 0.983685 1.0343 0.89727 0.947336 0.967143 1.080793 1.034946 1.265013 -0.88345 -0.52403 0.87246 0.012971 -0.52403 0.527726 -0.50115 0.999966
2121 11727 AA237829 angiogenin Ang 0.987804 0.804775 0.947569 0.917899 0.868559 0.91088 0.862263 0.722137 -0.99471 0.869644 -0.68573 -0.28713 0.392031 -0.19001 0.462662 0.993847
2122 19164 AA237995 presenilin 1 Psen1 0.930783 0.990022 0.997971 0.91583 0.869909 0.960803 0.899738 1.04702 -0.04581 -0.98588 -1.01105 0.245265 0.816964 -0.63407 0.511986 -0.53538
2123 11812 AA237977 apolipoprotein C-I Apoc1 0.999363 1.000856 0.975828 0.997539 0.999339 0.99988 0.998769 0.991443 -1.01157 -1.01157 -0.56899 -1.00695 -1.01157 -1.01198 -1.01033 -0.94889
2124 19123 AA250213 protein C Proc 1.009201 0.968504 1.094272 0.981397 0.889733 0.937336 1.006085 1.034336 -0.98588 -0.7347 0.37352 -0.9097 0.706469 -0.09348 -1.00174 -0.70566
2125 15160 AA253700 serine (or cysteine) proteinase inhibitor, clade D, member 1Serpind1 1.002229 0.95119 0.893834 0.868819 0.846437 0.867121 0.875528 0.981503 -1.00368 0.738046 0.999735 0.999995 1 0.999996 0.999985 -0.50115
2126 11988 AA250170 solute carrier family 7 (cationic amino acid transporter, y+ system), member 2Slc7a2 0.993717 0.954498 0.953053 0.864338 0.876162 1.048356 0.927773 0.883696 -1.00695 -0.7894 -0.77169 0.354674 0.213823 -0.78062 -0.48961 0.115797
2127 11746 AA397114 annexin A4 Anxa4 1.202016 0.800116 0.74919 0.609612 0.736938 0.46815 0.479774 0.567692 0.762271 0.906768 0.986024 0.999992 0.991558 1 1 1
2128 20529 AA250186 solute carrier family 31, member 1Slc31a1 0.970328 1.049415 0.961334 0.936691 0.83461 0.85846 0.935533 0.974484 -0.47802 0.082002 -0.17788 0.5199 0.999822 0.998141 0.543115 -0.60191
2129 11671 AA238875 aldehyde dehydrogenase family 3, subfamily A2Aldh3a2 0.990819 1.138108 0.791023 0.734633 0.716685 1.101184 1.088241 0.843557 -0.97528 0.929502 0.999872 0.999999 1 0.700932 0.543115 0.992026
2130 11889 AA238685 asialoglycoprotein receptor 1Asgr1 0.999282 1.001422 1.001346 0.999889 0.999842 0.996928 0.999064 0.970407 -1.01157 -1.01105 -1.01105 -1.01198 -1.01198 -1.00695 -1.01157 -0.54665
2131 12514 AA220007 CD68 antigen Cd68 0.900673 0.961832 0.950896 1.078605 0.846316 0.854522 1.079065 1.470758 0.445522 -0.67561 -0.48961 -0.02218 0.914968 0.880602 -0.01042 0.999997
2132 20720 AA218279 serine (or cysteine) proteinase inhibitor, clade E, member 2Serpine2 0.973553 1.026089 0.891005 0.916488 0.900981 0.935794 0.986572 0.9463 -0.48961 -0.52403 0.987829 0.904614 0.971202 0.666019 -0.86202 0.428035
2133 28023 AA222567 DNA segment, Chr 5, Wayne State University 150, expressedD5Wsu150e 1.059697 1.017657 1.154234 0.945977 0.942302 0.748424 1.083927 0.703832 -0.275 -0.92757 0.863853 -0.32345 -0.23857 0.999859 0.170913 0.999996
2134 16404 AA222315 integrin alpha 7 Itga7 0.967233 0.841527 0.859034 0.801406 0.806225 0.897878 0.958414 0.920897 -0.6446 0.985234 0.958809 0.999035 0.998637 0.732976 -0.45468 0.40116
2135 21452 AA220699 transcobalamin 2 Tcn2 0.902015 1.037882 0.897958 0.954548 0.855531 0.868687 1.129446 1.022712 0.766896 -0.50115 0.805356 -0.275 0.981644 0.958809 0.895562 -0.80657
2136 AA230417 0.93999 1.062774 1.009137 0.962933 0.777301 0.957288 0.874835 1.070482 -0.58005 -0.59102 -1.00174 -0.83916 0.950962 -0.78062 0.335498 -0.50115
2137 12018 AA220617 BCL2-antagonist/killer 1 Bak1 0.9699 0.928795 1.028035 0.90932 0.724361 0.778891 0.916561 1.127298 -0.76264 0.059195 -0.80657 0.419162 0.999982 0.998972 0.296175 0.711927
2138 AA230924 0.998619 0.952169 0.967905 1.006031 1.035535 1.084836 1.098737 1.127845 -1.01033 0.170913 -0.34758 -0.98588 -0.275 0.81316 0.91298 0.985634
2139 16438 AA230925 inositol 1,4,5-triphosphate receptor 1Itpr1 1.051271 0.884866 0.89872 0.891636 0.870391 0.984497 0.929568 1.010579 0.115797 0.978441 0.941803 0.964615 0.99348 -0.85456 0.641096 -0.9386
2140 16976 AA253890 low density lipoprotein receptor-related protein associated protein 1Lrpap1 0.971734 0.902849 0.940566 0.931354 0.88392 0.98397 0.992889 1.006766 -0.08152 0.998024 0.866775 0.944563 0.999859 -0.65504 -0.93318 -0.94384
2141 AA239171 0.984442 0.849321 0.898326 0.992529 0.898407 0.990047 1.075445 1.148995 -0.93318 0.960833 0.659913 -0.99471 0.659913 -0.97901 0.126945 0.890765
2142 AA245546 0.951819 0.809865 0.841539 0.859602 0.774316 0.914531 0.949768 0.872345 -0.11749 0.999743 0.996485 0.986403 0.999991 0.689619 -0.06958 0.968063
2143 12701 AA245505 0.892474 0.760266 0.706218 0.826094 0.733523 0.583256 0.502824 0.731514 -0.275 0.841851 0.962767 0.436821 0.918828 0.999666 0.999995 0.92433
2144 12051 AA266002 B-cell leukemia/lymphoma 3Bcl3 0.915818 0.814473 0.985269 0.960575 0.97738 0.699963 0.950595 1.01153 -0.03397 0.93436 -0.97528 -0.74414 -0.92179 0.999803 -0.61272 -0.98903
2145 19891 AA266114 replication protein A2 Rpa2 0.987771 0.948977 1.077276 1.079682 1.07596 0.963445 1.094246 0.912898 -0.99471 -0.72514 -0.47802 -0.45468 -0.55786 -0.86202 -0.28713 -0.26286
2146 12894 AA267525 carnitine palmitoyltransferase 1a, liverCpt1a 0.885506 0.975536 1.035569 0.887018 0.929614 0.968407 1.035933 1.108022 0.820705 -0.81494 -0.63407 0.80929 0.181743 -0.68573 -0.62344 0.647452
2147 53624 AA266234 claudin 7 Cldn7 0.920555 0.988908 1.000371 1.03354 0.960564 0.96439 0.918704 0.958441 0.963702 -0.86202 -1.01187 -0.02218 0.265858 0.115797 0.969669 0.345127
2148 16854 AA403841 lectin, galactose binding, soluble 3Lgals3 0.98286 1.022292 0.98033 0.914584 0.949351 1.000733 1.091301 1.082806 -0.88345 -0.80657 -0.83916 0.647452 -0.10547 -1.01157 0.62152 0.503984
2149 22591 AA249976 xeroderma pigmentosum, complementation group CXpc 1.03533 0.952569 0.840894 0.716199 0.897274 0.933249 0.815369 0.9058 -0.63407 -0.34758 0.981644 0.999999 0.711927 0.10459 0.996378 0.608044
2150 13349 AA266438 Duffy blood group Dfy 0.991358 0.868856 0.901617 0.850661 0.838042 0.902537 0.997428 1.059415 -0.97901 0.964615 0.793154 0.989115 0.995541 0.78468 -1.00941 0.024599
2151 56692 AA266352 mitogen-activated protein kinase kinase 1 interacting protein 1Map2k1ip1 0.966892 1.008873 0.967439 0.93467 0.884588 0.950423 0.925857 1.068074 0.10459 -0.90339 0.082002 0.91298 0.999782 0.672042 0.962767 0.897891
2152 AA266324 0.901863 0.936002 1.046655 0.898917 0.892501 0.915205 0.791446 0.989854 -0.26286 -0.65504 -0.83124 -0.21428 -0.14159 -0.41932 0.805356 -1.00174
2153 11840 AA261520 ADP-ribosylation factor 1 Arf1 0.989224 0.948794 1.064201 1.112119 1.070086 0.822854 0.974063 1.073613 -0.98903 -0.55786 -0.41932 0.276041 -0.32345 0.92433 -0.89027 -0.275
2154 14911 AA267363 gene trap ROSA 26 antisense, Philippe SorianoGt(ROSA)26asSor0.941128 0.990787 0.987339 0.976878 0.948289 0.959431 1.071378 1.093558 0.503984 -0.94384 -0.89027 -0.62344 0.315996 -0.03397 0.666019 0.895562
2155 22215 AA267222 ubiquitin protein ligase E3AUbe3a 1.049065 1.049435 0.860915 0.878828 0.992075 0.851182 0.965447 1.137374 -0.46638 -0.45468 0.895562 0.78468 -1.00174 0.932775 -0.69575 0.78034
2156 12540 AA266975 cell division cycle 42 homolog (S. cerevisiae)Cdc42 0.969549 1.014345 0.967811 1.005045 0.920798 0.935162 0.978237 1.015277 -0.52403 -0.89692 -0.47802 -0.99726 0.706469 0.445522 -0.74414 -0.88345
2157 15115 AA260645 histidyl-tRNA synthetase Hars 0.983729 1.014068 1.090925 1.097967 0.963509 1.038995 1.049175 1.061512 -0.68573 -0.77169 0.977859 0.988163 0.170913 0.213823 0.535464 0.78468
2158 12211 AA260747 baculoviral IAP repeat-containing 6Birc6 0.98163 1.068215 1.077263 1.036632 1.018417 1.105803 1.156693 1.165984 -0.72514 0.700932 0.816964 -0.12953 -0.7347 0.970445 0.99942 0.999735
2159 17863 AA267899 myeloblastosis oncogene Myb 0.969339 0.960879 0.86275 0.887542 0.890515 0.775719 0.832624 0.849327 -0.86202 -0.78062 0.62152 0.335498 0.296175 0.981143 0.788951 0.672042
2160 20437 AA267965 seven in absentia 1A Siah1a 0.990436 1.043587 0.947306 0.966206 0.923963 0.984081 0.983095 0.971507 -0.97136 -0.37162 -0.09348 -0.56899 0.436821 -0.90339 -0.89027 -0.68573
2161 20874 AA268478 serine/threonine kinase 2 Stk2 1.00235 0.851737 0.880759 0.739917 0.700217 0.801959 0.754622 0.816073 -1.01105 0.594223 0.276041 0.989709 0.998357 0.895562 0.981143 0.841851
2162 20219 AA268587 serum amyloid P-componentApcs 1.116222 0.822685 0.86638 0.683048 0.646998 0.413533 0.352907 0.656521 -0.29925 0.479453 0.03618 0.983529 0.995541 1 1 0.99348
2163 66438 AA286166 RIKEN cDNA 1810073K19 gene1810073K19Rik0.990594 0.879693 0.863545 0.987403 0.826206 0.942015 1.035594 0.95265 -0.94384 0.993847 0.998679 -0.89027 0.999978 0.487718 -0.25072 0.192505
2164 383414 AA403462 similar to Myo5b protein na 0.965569 0.739983 0.825052 0.921657 0.873797 0.923388 0.89314 0.82672 -0.47802 1 0.999341 0.614825 0.971942 0.580056 0.906768 0.999251
2165 11606 AA259979 angiotensinogen Agt 0.999054 1.000296 1.000492 1.001209 1.001539 0.910976 0.989121 0.824085 -1.01157 -1.01187 -1.01187 -1.01157 -1.01105 0.550678 -0.97136 0.994523
2166 14590 AA259661 gamma-glutamyl hydrolase Ggh 0.998007 0.9188 0.951086 0.932972 0.856894 0.935117 0.938284 0.9329 -1.00542 0.969669 0.572843 0.888296 0.999987 0.866775 0.827999 0.888296
2167 17112 AA259414 transmembrane 4 superfamily member 1Tm4sf1 0.973517 0.819313 0.843394 0.899296 0.928095 0.973818 1.063359 1.124149 -0.61272 0.999912 0.999094 0.92433 0.5199 -0.62344 0.354674 0.960833
2168 22194 AA259573 ubiquitin-conjugating enzyme E2E 1, UBC4/5 homolog (yeast)Ube2e1 0.983564 0.862867 0.96724 0.933572 0.90373 0.913934 0.934969 0.940041 -0.83916 0.996268 -0.40745 0.550678 0.914968 0.838478 0.5199 0.410204
2169 14163 AA272942 FYVE, RhoGEF and PH domain containing 1Fgd1 0.951695 0.738099 0.940628 1.024647 0.731729 0.884056 0.867589 0.984029 -0.33553 0.99999 -0.06958 -0.81494 0.999994 0.827999 0.920699 -0.92757
2170 16424 AA268664 inter-alpha trypsin inhibitor, heavy chain 1Itih1 0.880546 0.8917 1.074769 0.946334 0.984787 0.960725 0.907715 0.952416 0.471101 0.315996 -0.29925 -0.55786 -0.97136 -0.75345 0.082002 -0.6446
2171 102414 AA268598 CDC-like kinase 3 Clk3 1.12876 1.060451 1.017203 0.981708 0.773935 0.963012 0.922859 1.002375 0.070625 -0.67561 -0.98255 -0.97528 0.92433 -0.86202 -0.43115 -1.01157
2172 20775 AA268608 squalene epoxidase Sqle 1.047341 1.033754 0.977318 0.758949 0.982312 1.000782 0.764064 0.858729 -0.63407 -0.80657 -0.9097 0.997064 -0.94889 -1.01187 0.996039 0.771448
2173 21975 AA261244 topoisomerase (DNA) III alphaTop3a 1.005804 0.993464 0.950773 0.831448 0.852166 0.925824 0.930071 1.026862 -0.99726 -0.99471 -0.19001 0.996268 0.984403 0.40116 0.315996 -0.7347
2174 21349 AA270232 T-cell acute lymphocytic leukemia 1Tal1 1.052742 1.053155 0.971315 1.025018 0.911325 1.01247 0.927175 0.953806 -0.275 -0.26286 -0.7347 -0.80657 0.535464 -0.95845 0.245265 -0.32345
2175 16775 AA270669 laminin, alpha 4 Lama4 0.994714 0.998627 0.916786 0.84453 0.726643 0.931658 0.836605 1.042617 -1.00828 -1.01187 -0.29925 0.594223 0.990273 -0.50115 0.659913 -0.81494
2176 16403 AA270921 integrin alpha 6 Itga6 0.971851 0.917942 0.876706 0.828925 0.868388 0.906419 0.910985 0.908926 -0.45468 0.87246 0.995407 0.99997 0.997899 0.943198 0.920699 0.931155
2177 19085 AA270948 protein kinase, cAMP dependent regulatory, type I betaPrkar1b 0.911881 0.83899 1.316852 0.984149 0.903552 1.07073 0.879885 0.795059 -0.38359 0.462662 0.91298 -0.98903 -0.28713 -0.63407 0.012971 0.78034
2178 11813 AA271959 apolipoprotein C-II Apoc2 0.982396 0.736713 1.215586 0.913457 1.041507 0.94094 1.067128 0.872295 -0.99471 0.851619 0.325787 -0.58005 -0.91583 -0.80657 -0.78062 -0.16577
2179 69894 AA271091 RIKEN cDNA 2010107G23 gene2010107G23Rik1.014991 1.009233 0.956741 0.923906 0.813124 0.996883 0.877349 1.063196 -0.97528 -0.99726 -0.70566 -0.20214 0.929502 -1.01033 0.495895 -0.47802
2180 17766 AA271997 nudix (nucleoside diphosphate linked moiety X)-type motif 1Nudt1 0.95835 0.959562 1.004465 0.953166 0.883707 1.004523 0.870795 0.990128 -0.56899 -0.60191 -1.00695 -0.47802 0.72783 -1.00695 0.831552 -0.98588
2181 17194 AA277810 mannose binding lectin, liver (A)Mbl1 0.913317 0.919487 0.941894 0.831301 0.744729 0.738511 0.774721 0.923762 0.082002 -0.02218 -0.41932 0.91095 0.998594 0.999035 0.99289 -0.10547
2182 12944 AA271451 C-reactive protein, petaxin relatedCrp 1.123269 1.000646 1.039685 1.040301 1.006148 0.955696 0.993818 1.012554 0.62152 -1.01187 -0.65504 -0.65504 -1.00174 -0.54665 -1.00174 -0.97136
2183 17022 AA268082 lumican Lum 1.013709 0.996784 1.039336 0.989978 1.031486 0.983195 1.061442 1.042585 -0.95376 -1.00828 -0.58005 -0.97901 -0.71546 -0.92179 -0.21428 -0.51262
2184 12493 AA259959 CD37 antigen Cd37 1.040845 1.19152 0.846882 1.032692 1.096937 1.259273 1.285009 1.440123 -0.65504 0.941803 0.918828 -0.77169 0.286147 0.994194 0.997697 0.999994
2185 22390 AA260001 wee 1 homolog (S. pombe) Wee1 1.019826 1.008977 0.97885 0.842854 0.855946 1.02605 0.843498 0.967828 -0.9386 -0.99726 -0.92757 0.854761 0.775929 -0.89027 0.851619 -0.81494
2186 19075 AA259900 DNA primase, p49 subunit Prim1 0.914 0.988958 0.961532 0.892159 0.827641 0.884109 0.952396 1.102773 0.711927 -0.94889 -0.37162 0.906768 0.999065 0.941803 -0.11749 0.797288
2187 14612 AA274472 gap junction membrane channel protein alpha 4Gja4 0.835983 0.992433 0.952144 0.937857 0.849249 1.058052 1.011913 1.216272 0.989709 -0.99197 -0.29925 0.03618 0.976653 -0.12953 -0.96294 0.995797
2188 17846 AA274915 U2af1-rs1 region 1 Murr1 0.867845 1.140338 0.870905 0.920155 0.885131 1.095435 1.100783 1.000724 0.959833 0.932775 0.952159 0.511986 0.895562 0.628131 0.689619 -1.01187
2189 216454 AA260409 cis-retinol/3alpha hydroxysterol short-chain dehydrogenase-likeCRAD-L 0.997295 0.883175 0.930842 0.83495 0.796741 0.918693 0.87109 0.971382 -1.01105 0.40116 -0.33553 0.831552 0.956691 -0.14159 0.543115 -0.88345
2190 12492 AA268438 scavenger receptor class B, member 2Scarb2 0.861708 0.993095 0.975671 0.831392 0.700643 0.885728 0.887762 1.025486 0.495895 -1.00542 -0.93318 0.757574 0.998306 0.203199 0.181743 -0.93318
2191 11833 AA272836 aquaporin 8 Aqp8 0.902432 0.806024 0.898305 1.037682 0.753031 0.989864 0.988429 1.113342 0.012971 0.902417 0.082002 -0.83124 0.986774 -0.99726 -0.99197 0.082002
2192 20186 AA261313 nuclear receptor subfamily 1, group H, member 4Nr1h4 0.991571 1.255757 0.910003 0.952015 0.932247 0.976544 0.99155 1.028644 -0.97901 0.999876 0.711927 -0.16577 0.325787 -0.77169 -0.97901 -0.67561
2193 11430 AA261287 acyl-Coenzyme A oxidase 1, palmitoylAcox1 0.965857 0.881757 0.934015 0.887335 0.835705 0.754258 0.908143 0.788654 -0.9097 -0.01042 -0.6446 -0.08152 0.495895 0.92433 -0.33553 0.81316
2194 14073 AA260227 fatty acid amide hydrolase Faah 0.922237 0.997369 1.014507 1.125735 1.040185 1.140287 1.109939 1.000465 0.938921 -1.00368 -0.7894 0.998083 0.160017 0.999507 0.992251 -1.01157
2195 22228 AA260521 uncoupling protein 2, mitochondrialUcp2 0.982125 1.015443 1.112702 1.275973 0.966947 1.059989 1.223448 1.526929 -0.96294 -0.97528 0.149056 0.970445 -0.84694 -0.54665 0.895562 0.999967
2196 22275 AA275045 uroporphyrinogen decarboxylaseUrod 0.998069 0.946302 1.092307 1.020215 1.12702 1.031703 1.115167 1.132144 -1.01105 -0.54665 -0.02218 -0.94384 0.410204 -0.84694 0.276041 0.454135
2197 AA269437 1.091432 0.804134 0.718454 0.680803 0.705335 0.851804 1.21918 1.036724 -0.44294 0.722607 0.974058 0.993289 0.983529 0.325787 0.614825 -0.90339
2198 264064 AA268120 cyclin-dependent kinase 8 Cdk8
2199 12355 AA272757 nuclear receptor subfamily 1, group I, member 3Nr1i3 1.049147 1.180563 1.015195 1.069211 1.050651 1.143069 1.142333 1.123407 0.234857 0.999884 -0.82316 0.689619 0.286147 0.997625 0.997476 0.989416
2200 13713 AA289606 ELK3, member of ETS oncogene familyElk3 1.012733 1.000092 0.925446 0.901883 0.845841 0.879094 0.914085 0.903077 -0.85456 -1.01198 0.893186 0.986403 0.999979 0.998759 0.957762 0.984824
2201 20544 AA288613 solute carrier family 9 (sodium/hydrogen exchanger), member 1Slc9a1 0.96222 0.960905 0.969839 0.961243 0.950239 1.005701 0.965027 0.997632 0.001298 0.047712 -0.28713 0.03618 0.410204 -0.98255 -0.10547 -1.00695
2202 17355 AA289139 homolog of human MLLT2 unidentified geneMllt2h 0.940544 0.85754 0.842201 0.680207 0.723643 0.870028 0.861455 0.748358 0.012971 0.969669 0.988163 1 0.999999 0.938921 0.961811 0.999993
2203 56349 AA396114 neuroepithelial cell transforming gene 1Net1 0.942923 1.070677 0.976837 1.003988 0.880602 1.035067 1.205751 1.002165 0.10459 0.315996 -0.76264 -1.00368 0.943198 -0.52403 0.998503 -1.00941
2204 13555 AA396123 E2F transcription factor 1 E2f1 0.992783 1.108764 0.970947 0.87244 0.877742 0.921681 0.942205 1.037547 -0.99471 0.62152 -0.74414 0.883215 0.851619 0.296175 -0.14159 -0.61272
2205 12475 AA396117 CD14 antigen Cd14 0.940617 0.995367 0.891973 0.820032 0.818249 0.846748 1.020617 0.984742 0.462662 -0.99726 0.97337 0.999975 0.99998 0.999567 -0.7347 -0.84694
2206 23960 AA290052 2'-5' oligoadenylate synthetase 1GOas1g 0.88913 1.013004 0.975729 1.053337 0.799022 0.839531 0.96567 1.222809 0.608044 -0.97136 -0.86933 -0.44294 0.992026 0.938921 -0.7347 0.978441
2207 59045 AA386704 START domain containing 3Stard3 1.0084 0.98393 0.834098 1.029589 0.810732 0.898857 0.968905 0.865166 -0.9386 -0.74414 0.999997 -0.275 1 0.992251 -0.17788 0.999844
2208 16573 AA386680 kinesin family member 5B Kif5b 1.007245 1.035147 1.052921 1.157603 1.146365 1.287296 1.300565 1.28464 -0.97528 -0.29925 0.234857 0.997962 0.995407 1 1 1
2209 19362 AA386769 RAD51 associated protein 1Rad51ap1 0.930797 0.987104 0.938761 1.02882 0.904266 0.871778 0.830861 0.966521 0.487718 -0.92179 0.306126 -0.61272 0.854761 0.981644 0.99932 -0.46638
2210 AA387675 0.98482 1.038689 0.99589 1.029214 1.011008 0.99178 1.12239 1.108187 -0.89027 -0.35961 -1.00174 -0.60191 -1.00941 -0.97528 0.932775 0.866775
2211 20312 AA272232 chemokine (C-X3-C motif) ligand 1Cx3cl1 0.940086 1.027299 0.955979 1.050432 1.014094 1.003736 1.011803 1.046838 -0.02218 -0.76264 -0.39554 -0.31136 -0.94384 -1.00695 -0.99197 -0.37162
2212 56772 AA271708 expressed sequence AI839562AI839562 0.941296 1.095614 1.045424 0.957592 0.910917 0.944344 1.066235 1.136242 -0.25072 0.315996 -0.55786 -0.56899 0.345127 -0.31136 -0.17788 0.747959
2213 19766 AA271576 receptor (TNFRSF)-interacting serine-threonine kinase 1Ripk1 0.978868 0.978536 1.097979 1.263701 1.204804 1.33788 1.294237 1.259712 -0.68573 -0.67561 0.916918 1 0.99996 1 1 0.999999
2214 22276 AA272198 uroporphyrinogen III synthaseUros 0.893309 0.753557 0.673192 0.556832 0.722932 1.101994 0.731834 0.504886 0.047712 0.974058 0.999251 0.999999 0.99247 -0.15367 0.988806 1
2215 19046 AA285841 protein phosphatase 1, catalytic subunit, beta isoformPpp1cb 0.951001 0.93874 0.956041 0.920842 1.029623 0.943758 0.857245 0.849895 0.082002 0.410204 -0.08152 0.738046 -0.54665 0.276041 0.997064 0.998456
2216 12545 AA274194 cell division cycle 7 (S. cerevisiae)Cdc7 1.048824 1.081509 1.013624 0.988803 1.096073 0.77073 1.138177 1.23036 -0.71546 -0.46638 -0.99726 -0.99471 -0.51262 -0.05768 -0.19001 0.454135
2217 16186 AA274104 interleukin 2 receptor, gamma chainIl2rg 1.054471 1.09204 0.940206 0.894196 1.053395 0.888056 0.974375 0.997999 -0.29925 0.392031 -0.11749 0.700932 -0.31136 0.762271 -0.80657 -1.01033
2218 12648 AA273291 chromodomain helicase DNA binding protein 1Chd1 0.934242 1.04924 1.120031 1.126345 1.227419 1.041264 1.013941 1.123559 0.234857 -0.34758 0.851619 0.845165 0.999065 -0.45468 -0.93318 0.666019
2219 21781 AA275229 transcription factor Dp 1 Tfdp1 1.024273 0.958562 0.983973 1.003359 1.047629 0.982248 0.943554 1.114596 -0.47802 0.213823 -0.75345 -0.9996 0.354674 -0.69575 0.653725 0.99289
2220 17772 AA277909 X-linked myotubular myopathy gene 1Mtm1 0.938352 1.105224 1.01523 0.912999 0.824975 0.90746 0.928247 0.990831 -0.32345 0.276041 -0.96294 0.138032 0.944563 0.234857 -0.14159 -0.99471
2221 14933 AA275564 glycerol kinase Gyk 0.926197 1.21137 1.084841 1.009868 1.184088 1.008842 1.129043 1.124527 0.445522 0.998407 0.527726 -0.96725 0.993289 -0.97901 0.90888 0.890765
2222 14859 AA274682 glutathione S-transferase, alpha 3Gsta3 1.047989 1.06437 0.929934 0.928066 0.976126 1.085264 1.094665 1.093146 0.354674 0.72783 0.860877 0.877939 -0.47802 0.927813 0.963702 0.959833
2223 20103 AA275884 ribosomal protein S5 Rps5 1.148237 0.95609 1.17626 1.145295 1.243548 1.243321 1.219845 1.192815 0.5199 -0.72514 0.711927 0.487718 0.932775 0.932775 0.88578 0.793154
2224 56550 AA276008 ubiquitin-conjugating enzyme E2D 2Ube2d2 0.971895 1.055239 1.006223 1.014673 0.919212 0.966204 0.953777 1.046662 -0.10547 0.74304 -0.95376 -0.71546 0.983076 0.149056 0.594223 0.550678
2225 12520 AA276336 CD 81 antigen Cd81 1.037841 0.896867 1.078731 0.863384 0.930126 1.00469 1.031115 1.064758 -0.70566 0.126945 -0.01042 0.835045 -0.19001 -1.00368 -0.79806 -0.29925
2226 18764 AA275686 polycystic kidney disease 2 Pkd2 1.035605 1.07614 0.928771 1.029511 0.940283 0.937095 0.874471 0.927956 -0.55786 0.325787 0.335498 -0.68573 0.070625 0.149056 0.938921 0.354674
2227 17840 AA285921 major urinary protein 1 Mup1 0.952025 1.03199 1.037843 0.950446 1.019321 1.11907 1.173044 1.157682 -0.19001 -0.62344 -0.48961 -0.15367 -0.85456 0.854761 0.987135 0.97337
2228 12036 AA286063 branched chain aminotransferase 2, mitochondrialBcat2 0.997179 1.062834 0.985319 0.948616 1.005585 1.117872 1.111502 1.124423 -1.00828 0.213823 -0.90339 0.001298 -0.99726 0.900176 0.866775 0.926089
2229 12550 AA276110 cadherin 1 Cdh1 0.959736 1.071926 1.074411 0.988343 1.025468 1.188385 1.086167 1.208186 -0.34758 0.354674 0.40116 -0.94889 -0.72514 0.996268 0.587183 0.998759
2230 15078 AA275906 H3 histone, family 3A H3f3a
2231 20526 AA275871 solute carrier family 2 (facilitated glucose transporter), member 2Slc2a2 0.986353 1.09797 1.058094 0.91338 0.908481 1.065528 0.997656 1.170818 -0.96725 0.245265 -0.40745 -0.02218 -0.50115 -0.29925 -1.00695 0.827999
2232 20532 AA273497 solute carrier family 3, member 1Slc3a1 1.094203 1.116444 1.084991 1.010877 1.062471 0.93682 1.026828 0.982567 0.816964 0.940377 0.722607 -0.9386 0.234857 0.445522 -0.62344 -0.83124
2233 AA419665 1.016004 1.046296 0.963683 1.006645 1.013544 1.067365 1.015661 0.935254 -0.92757 -0.43115 -0.66537 -0.99726 -0.95376 0.012971 -0.93318 0.047712
2234 382176 AA276254 similar to 3-beta-hydroxysteroid dehydrogenase/delta-5-delta-4-isomerasena 0.885451 0.635857 0.629721 0.870537 0.597759 0.611002 0.574315 0.455631 0.382817 0.999995 0.999997 0.565542 0.999998 0.999999 1 1
2235 20363 AA276440 selenoprotein P, plasma, 1 Sepp1 0.897111 1.087434 0.82158 0.803046 0.78753 0.757239 0.721839 0.846293 0.436821 0.070625 0.961811 0.984403 0.993092 0.998759 0.999876 0.890765
2236 16407 AA276764 integrin, alpha E, epithelial-associatedItgae 1.022635 0.949884 0.93232 0.888316 0.807541 0.809427 0.860356 0.88298 -0.89692 -0.47802 -0.14159 0.587183 0.983529 0.982133 0.835045 0.647452
2237 16169 AA276366 interleukin 15 receptor, alpha chainIl15ra 0.949573 0.893861 0.864304 0.907568 0.939835 0.887673 0.87661 1.051038 0.10459 0.944563 0.994023 0.869644 0.364138 0.932775 0.983972 0.047712
2238 319544 AA276697 RIKEN cDNA B430217B02 geneB430217B02Rik1.097636 1.034534 0.805308 0.963869 0.885571 1.007493 0.949041 0.819331 0.138032 -0.79806 0.971942 -0.76264 0.5199 -1.00174 -0.53538 0.948486
2239 AA276721 1.256864 1.00993 0.901008 1.093309 1.007306 0.93595 0.964496 1.435462 0.986774 -0.99197 0.354674 0.126945 -0.9996 -0.26286 -0.75345 0.999969
2240 13663 AA413622 etoposide induced 2.4 mRNAEi24 1.034646 1.064642 0.97419 1.018862 1.033966 1.239109 1.073465 1.150909 -0.55786 0.149056 -0.72514 -0.86202 -0.56899 0.999632 0.325787 0.965507
2241 26398 AA413508 mitogen activated protein kinase kinase 4Map2k4 0.912632 0.971057 1.029555 0.947843 1.072016 0.924442 0.8817 1.079879 0.695316 -0.6446 -0.65504 -0.03397 0.335498 0.503984 0.937433 0.479453
2242 11909 AA445861 activating transcription factor 2Atf2 1.042214 1.027103 1.029758 0.942643 1.007566 0.995712 0.947464 0.948293 -0.12953 -0.58005 -0.50115 0.382817 -0.97136 -0.9996 0.245265 0.224376
2243 12340 AA414612 capping protein alpha 1 Cappa1 0.889473 1.200506 1.201964 1.139557 1.078352 0.822557 1.087251 1.332709 0.40116 0.883215 0.88578 0.550678 -0.21428 0.920699 -0.08152 0.997064
2244 12684 AA290390 cell death-inducing DNA fragmentation factor, alpha subunit-like effector BCideb 0.975796 0.958519 1.010578 0.956476 0.975218 0.960497 0.924208 0.913251 -0.86202 -0.59102 -0.98255 -0.55786 -0.85456 -0.62344 0.093324 0.296175
2245 20378 AA473070 frizzled-related protein Frzb 1.1051 1.170009 1.132764 1.023829 0.94755 0.883263 1.041432 0.941468 0.74304 0.983529 0.91095 -0.7894 -0.09348 0.90888 -0.41932 0.070625
2246 AA397212 0.968219 0.995812 1.060991 0.991029 0.913034 0.975778 0.917214 0.947188 -0.71546 -1.00695 -0.19001 -0.98588 0.410204 -0.83916 0.335498 -0.28713
2247 13804 AA412908 endonuclease G Endog 0.978231 0.864076 1.241314 1.079739 1.067033 1.269516 0.914858 0.788856 -0.97136 0.149056 0.683841 -0.58005 -0.69575 0.788951 -0.45468 0.78034
2248 14366 AA467534 frizzled homolog 4 (Drosophila)Fzd4 0.979203 0.926103 0.811086 0.91178 0.84788 1.107548 1.02719 1.121749 -0.93318 -0.20214 0.9459 0.047712 0.797288 0.192505 -0.89027 0.354674
2249 12385 AA434955 catenin alpha 1 Catna1 1.016764 1.065505 1.103601 1.085697 1.010301 0.988978 0.994845 1.152349 -0.74414 0.722607 0.979008 0.922533 -0.9097 -0.89027 -0.98588 0.999655
2250 20449 AA423143 sialyltransferase 8 (alpha-2, 8-sialyltransferase) ASiat8a 1.01716 1.002287 1.076487 1.11892 1.060806 1.226884 1.128028 1.194981 -0.80657 -1.00828 0.722607 0.975387 0.445522 0.999991 0.986403 0.999896
2251 12580 AA423252 cyclin-dependent kinase inhibitor 2C (p18, inhibits CDK4)Cdkn2c 1.016265 1.122356 1.084012 0.898783 0.976475 1.130112 1.07201 1.092701 -0.96725 0.364138 -0.14159 -0.05768 -0.92179 0.024599 -0.32345 -0.11749
2252 16007 AA423149 cysteine rich protein 61 Cyr61 0.896121 0.875295 0.951569 0.96979 1.047064 0.981965 1.042628 0.995099 0.706469 0.875225 -0.34758 -0.72514 -0.41932 -0.90339 -0.51262 -1.00368
2253 18854 AA423337 promyelocytic leukemia Pml 1.105012 1.135623 1.194124 1.067668 1.088992 1.173259 0.95021 1.002812 0.479453 0.766896 0.964615 -0.11749 0.255599 0.927813 -0.40745 -1.00941
2254 14453 AA423395 growth arrest specific 2 Gas2 1.000729 1.044461 1.090474 0.958657 0.954543 0.950217 0.870183 1.029633 -1.01157 0.024599 0.869644 -0.02218 0.115797 0.255599 0.997151 -0.45468
2255 17305 AA467019 manic fringe homolog (Drosophila)Mfng 1.078277 1.02455 1.025262 1.030914 1.323868 1.14114 1.0519 1.180429 -0.275 -0.91583 -0.9097 -0.86202 0.985634 0.296175 -0.72514 0.666019
2256 51788 AA466087 H2A histone family, member ZH2afz 1.013894 0.969051 0.993395 0.879002 0.839134 0.783016 0.811881 1.020534 -0.87647 -0.40745 -0.97901 0.991064 0.999474 1 0.999991 -0.7347
2257 24047 AA444730 chemokine (C-C motif) ligand 19Ccl19 0.837237 0.921883 0.844979 0.972935 1.040417 0.943301 1.005539 1.150419 0.954476 0.138032 0.771448 -0.82316 -0.6446 -0.29925 -1.00368 0.711927
2258 AA465987 1.014805 0.961975 1.059934 1.135796 1.143187 1.20742 1.171729 1.130022 -0.9097 -0.70566 0.082002 0.943198 0.959833 0.998549 0.990273 0.926089
2259 17428 AA413113 max binding protein Mnt 0.999959 0.863876 0.980215 1.001914 0.952212 1.043889 0.99856 1.004596 -1.01198 0.962767 -0.83124 -1.01033 -0.15367 -0.31136 -1.01105 -1.00174
2260 20873 AA426866 serine/threonine kinase 18 Stk18 1.033495 0.993196 1.048265 1.069143 1.046526 1.046333 0.92942 0.955495 -0.37162 -0.97901 -0.08152 0.572843 0.03618 0.024599 0.683841 0.03618
2261 12049 AA426964 Bcl2-like 10 Bcl2l10 1.004853 0.922782 0.857872 0.866925 0.903054 0.926439 0.849627 0.892603 -0.99726 0.722607 0.997151 0.993847 0.91095 0.666019 0.998637 0.955596
2262 AA426845 0.930435 0.982666 1.011434 0.941459 1.014482 1.125909 1.062965 1.11961 0.40116 -0.86933 -0.94889 0.138032 -0.91583 0.91298 0.160017 0.88578
2263 18858 AA416246 peripheral myelin protein Pmp22 0.688988 0.725288 0.759851 0.549155 0.985009 0.495296 0.595694 1.032971 0.503984 0.286147 0.070625 0.937433 -1.00695 0.980629 0.854761 -0.98903
2264 12450 AA458196 cyclin G1 Ccng1 0.870213 0.991858 1.08385 1.043722 1.014888 0.829081 1.086869 1.342464 0.93436 -0.98588 0.203199 -0.43115 -0.93318 0.994523 0.436821 0.999994
2265 14672 AA451269 guanine nucleotide binding protein, alpha 11Gna11 0.899473 0.953753 1.025984 0.926086 0.996111 0.840953 0.991575 0.940836 0.888296 -0.09348 -0.68573 0.580056 -1.00368 0.994361 -0.97136 0.255599
2266 56437 AA450695 Ras-related associated with diabetesRrad 0.984394 1.043044 1.02031 0.965589 0.926394 1.021153 1.058645 1.075996 -0.9097 -0.39554 -0.84694 -0.55786 0.436821 -0.95376 -0.03397 0.325787
2267 20422 AA462396 split hand/foot deleted gene 1Shfdg1 0.97097 0.966042 0.961158 0.883492 0.901696 0.902567 0.809407 0.879143 -0.50115 -0.34758 -0.19001 0.98261 0.932775 0.927813 0.999987 0.987486
2268 12263 AA462869 complement component 2 (within H-2S)C2 1.086983 1.07224 1.001802 1.009753 1.014935 0.94793 0.918553 1.113353 0.572843 0.170913 -1.01033 -0.96725 -0.91583 -0.05768 0.594223 0.835045
2269 18405 AA522210 orosomucoid 1 Orm1 0.903851 0.949617 1.021729 0.848134 0.734272 0.620468 0.620731 0.954267 -0.11749 -0.72514 -0.95845 0.565542 0.986774 0.999954 0.999952 -0.77169
2270 12491 AA458178 CD36 antigen Cd36 1.0533 1.178925 1.076096 1.097776 1.952064 1.560013 2.967323 3.41473 -0.74414 0.495895 -0.52403 -0.275 1 0.999677 1 1
2271 12182 AA462202 bone marrow stromal cell antigen 1Bst1 0.941166 0.974535 0.989433 0.911166 0.90747 1.05052 0.941262 1.051757 -0.67561 -0.97901 -1.01198 0.03618 0.093324 -0.63407 -0.67561 -0.62344
2272 18174 AA463173 solute carrier family 11 (proton-coupled divalent metal ion transporters), member 2Slc11a2 1.103256 1.145264 0.923452 0.972426 0.980147 1.088215 1.097387 1.101936 0.265858 0.695316 -0.03397 -0.85456 -0.92757 0.047712 0.181743 0.245265
2273 13014 AA473768 cystatin B Cstb 0.9905 1.03889 1.016773 1.11805 1.061587 1.05423 1.097569 1.263851 -0.89692 0.203199 -0.68573 0.998141 0.78034 0.647452 0.987135 1
2274 18770 AA475121 pyruvate kinase liver and red blood cellPklr 1.046851 1.005708 1.013973 0.94434 0.856729 0.876989 0.916995 0.920649 -0.08152 -0.99197 -0.89692 0.224376 0.996268 0.981143 0.762271 0.717306
2275 17859 AA472395 Max interacting protein 1 Mxi1 0.996537 1.012432 0.95021 0.893335 0.912257 0.817154 0.807131 0.787816 -1.00542 -0.93318 -0.03397 0.906768 0.747959 0.999697 0.999876 0.999981
2276 24131 AA475177 LIM domain binding 3 Ldb3 0.965989 1.120443 1.014324 1.036346 1.047605 1.035191 1.138709 1.062292 -0.69575 0.653725 -0.95376 -0.68573 -0.48961 -0.69575 0.793154 -0.20214
2277 22436 AA472074 xanthine dehydrogenase Xdh 1.081963 1.776155 2.022423 2.549171 2.172377 1.803035 1.758472 1.936718 0.255599 1 1 1 1 1 1 1
2278 17002 AA474964 lactotransferrin Ltf 0.944674 1.075357 1.072067 0.942073 1.023232 0.964214 1.049095 1.075717 -0.26286 0.047712 -0.01042 -0.21428 -0.86202 -0.66537 -0.45468 0.059195
2279 17329 AA472492 chemokine (C-X-C motif) ligand 9Cxcl9 1.128725 1.021975 0.997841 0.92169 0.8678 0.626548 0.734202 1.547822 -0.01042 -0.97901 -1.00368 -0.46638 0.181743 0.999297 0.968875 0.997476
2280 26401 AA475203 mitogen activated protein kinase kinase kinase 1Map3k1 1.023753 0.980168 1.040011 1.030124 0.936449 0.917256 0.827986 0.928216 -0.9097 -0.9386 -0.7347 -0.84694 -0.41932 0.001298 0.916918 -0.19001
2281 AW496423
2282 13032 AA475774 cathepsin C Ctsc 0.902234 1.067212 0.891309 0.970292 0.801205 0.765701 0.937197 1.093189 0.614825 -0.32345 0.738046 -0.7347 0.997899 0.999844 -0.03397 0.419162
2283 11749 AA499296 annexin A6 Anxa6 1.013638 0.889539 0.821889 0.931725 0.980664 0.899335 0.985192 1.075702 -0.90339 0.937433 0.999868 0.543115 -0.7894 0.918828 -0.88345 0.580056
2284 18597 AA466268 pyruvate dehydrogenase E1 alpha 1Pdha1 0.903664 0.939164 1.034278 0.804069 0.974476 0.81972 1.077038 1.077851 0.224376 -0.23857 -0.67561 0.990273 -0.89027 0.854761 -0.02218 0.024599
2285 17210 AA498218 myeloid cell leukemia sequence 1Mcl1 0.932129 0.838571 0.890377 1.013788 0.901217 0.870256 0.94584 1.036106 0.115797 0.983076 0.775929 -0.94889 0.659913 0.906768 -0.20214 -0.62344
2286 12293 AA511037 calcium channel, voltage-dependent, alpha2/delta subunit 1Cacna2d1 0.979579 1.096827 0.929707 0.946513 0.956588 1.048561 0.993875 1.070567 -0.65504 0.948486 0.805356 0.479453 0.170913 0.265858 -0.97901 0.74304
2287 19016 AA511029 peroxisome proliferator activated receptor gammaPparg 0.949081 0.917707 0.877342 0.908117 0.877785 0.88646 0.919131 1.076906 -0.21428 0.471101 0.900176 0.62152 0.897891 0.845165 0.5199 0.255599
2288 12615 AA516862 centromere autoantigen A Cenpa 0.956002 1.022492 0.95971 0.94717 1.048009 0.939715 0.975623 1.055286 -0.11749 -0.7347 -0.22642 0.149056 -0.05768 0.345127 -0.67561 0.138032
2289 18415 AA518585 osmotic stress protein Osp94 0.949102 0.942954 0.956929 0.882176 0.997765 0.920027 0.899893 0.97692 0.224376 0.392031 -0.02218 0.987135 -1.00828 0.80929 0.949737 -0.65504
2290 76482 AA517379 RIKEN cDNA 2400010D15 gene2400010D15Rik0.975577 0.952683 0.978692 0.961787 0.986262 0.941076 0.893283 0.939737 -0.6446 0.070625 -0.72514 -0.21428 -0.89027 0.40116 0.960833 0.428035
2291 21413 AA518455 transcription factor 4 Tcf4 0.989265 1.045151 0.996015 0.955961 1.004399 0.977527 0.967754 1.077693 -0.9386 -0.09348 -1.00174 -0.06958 -0.9996 -0.70566 -0.43115 0.634656
2292 17975 AA518999 nucleolin Ncl 1.015155 1.087989 1.134508 1.049159 1.17968 1.077359 1.022415 1.144118 -0.93318 0.428035 0.801355 -0.32345 0.978441 0.255599 -0.83916 0.90888
2293 19219 AA518372 prostaglandin E receptor 4 (subtype EP4)Ptger4 1.055814 1.045216 1.037361 1.060875 1.025397 0.937484 1.015567 1.036347 -0.21428 -0.44294 -0.60191 -0.10547 -0.80657 0.012971 -0.93318 -0.61272
2294 17235 AA497767 mitochondrial capsule selenoproteinMcsp 0.994508 1.057083 1.039827 0.958737 0.854844 0.879774 0.922804 1.029378 -0.9996 -0.12953 -0.50115 -0.43115 0.972664 0.895562 0.392031 -0.71546
2295 22647 AA493044 zinc finger protein 106 Zfp106 1.001909 1.032344 0.851588 0.954789 0.948179 0.933815 1.065385 1.008818 -1.01105 -0.81494 0.90888 -0.53538 -0.40745 -0.11749 -0.21428 -0.99197
2296 64291 AI482270 oxysterol binding protein-like 1AOsbpl1a 0.913897 1.093307 0.988277 1.052309 0.917427 0.982536 1.308556 1.459773 0.392031 0.382817 -0.97136 -0.35961 0.335498 -0.92179 0.999782 1
2297 11421 AA492714 angiotensin converting enzymeAce 1.064884 1.004517 0.937119 0.897141 0.85021 1.243431 0.922899 0.921254 -0.59102 -1.00941 -0.56899 -0.35961 0.224376 0.835045 -0.51262 -0.48961
2298 21755 AA492732 testicular serine protease 1 Tesp1 1.087286 1.085771 0.98719 0.970599 0.992982 1.00911 1.170944 1.100657 0.863853 0.851619 -0.88345 -0.40745 -0.97136 -0.94384 0.999607 0.938921
2299 15979 AA541842 interferon gamma receptor Ifngr 1.038992 1.057185 0.902099 0.917896 0.917311 0.909949 0.801387 1.011706 -0.76264 -0.51262 0.224376 -0.03397 -0.02218 -0.03397 0.968063 -0.97901
2300 12346 AA512372 carbonic anhydrase 1 Car1 0.952734 1.020813 0.942822 0.894056 0.831066 0.990999 0.907463 1.023266 -0.71546 -0.95376 -0.59102 0.138032 0.788951 -1.00174 -0.05768 -0.9386
2301 14182 AA542013 fibroblast growth factor receptor 1Fgfr1 1.008927 1.421147 1.090064 1.033361 1.028396 0.843164 0.85888 1.019209 -1.00368 0.999227 -0.26286 -0.87647 -0.88345 0.80929 0.628131 -0.94889
2302 20823 AA544321 Sjogren syndrome antigen BSsb 0.951831 1.153899 1.112355 1.090136 1.033076 1.055232 1.051832 1.213585 -0.45468 0.848421 0.535464 0.234857 -0.75345 -0.37162 -0.44294 0.978441
2303 14670 AA537232 guanine nucleotide binding protein, related sequence 1Gna-rs1 0.923014 1.06754 1.046956 1.005435 1.112757 0.985052 0.97596 1.060271 0.382817 0.093324 -0.35961 -1.00174 0.74304 -0.92757 -0.79806 -0.06958
2304 19165 AA537185 presenilin 2 Psen2 1.113658 1.07673 1.025873 0.974719 1.017912 0.989248 0.940833 1.047367 0.940377 0.641096 -0.62344 -0.62344 -0.81494 -0.9386 0.382817 -0.01042
2305 20701 W08662 serine (or cysteine) proteinase inhibitor, clade A, member 1bSerpina1b 0.997615 0.995889 0.99956 0.999841 0.999782 1.000462 0.992958 0.996427 -1.00828 -0.9996 -1.01187 -1.01198 -1.01187 -1.01187 -0.97901 -1.00368
2306 21952 W13814 troponin I, skeletal, slow 1 Tnni1 0.945924 0.983605 1.009365 1.058642 0.932148 1.013091 1.04527 1.039136 -0.25072 -0.92757 -0.98588 -0.21428 0.059195 -0.95845 -0.47802 -0.60191
2307 13063 W41521 cytochrome c, somatic Cycs 0.935868 1.016586 1.00036 1.15517 0.950804 1.040787 0.806002 0.846177 -0.29925 -0.95845 -1.01187 0.732976 -0.55786 -0.71546 0.97337 0.860877
2308 15331 W36048 high mobility group nucleosomal binding domain 2Hmgn2 0.828567 1.002884 1.047751 1.156427 1.044084 1.089195 0.90428 1.363048 0.985634 -1.00941 -0.44294 0.906768 -0.51262 0.335498 0.558154 0.999983
2309 99571 W34149 fibrinogen, gamma polypeptideFgg 0.999054 0.925166 0.891267 0.98987 0.862211 0.751774 0.975412 0.92663 -1.01187 -0.10547 0.454135 -0.99197 0.762271 0.998407 -0.89027 -0.12953
2310 12350 W18956 carbonic anhydrase 3 Car3 0.951875 1.105075 0.784889 0.799362 0.64532 0.521734 0.800543 0.863604 -0.7894 -0.25072 0.863853 0.801355 0.999275 0.999999 0.797288 0.276041
2311 12826 W88115 procollagen, type IV, alpha 1Col4a1 0.93085 0.719492 0.690218 0.631631 0.655989 1.030963 0.754047 0.715462 -0.16577 0.999859 0.999982 1 0.999999 -0.82316 0.998719 0.999892
2312 18039 W99951 neurofilament, light polypeptideNefl 0.970814 0.986919 1.024201 0.952709 0.845976 1.051614 1.138799 1.276304 -0.9097 -0.98903 -0.96294 -0.81494 0.245265 -0.83124 0.047712 0.766896
2313 14281 AA002910 FBJ osteosarcoma oncogeneFos 0.934174 0.865013 0.885432 0.726982 0.937124 0.777275 1.102901 1.341522 -0.55786 0.364138 0.10459 0.988163 -0.59102 0.927813 -0.19001 0.975387
2314 56086 AW540505 SET translocation Set 0.956606 0.992299 0.927688 0.881077 0.782081 0.842792 0.765513 0.869602 -0.60191 -0.99726 -0.04581 0.672042 0.996268 0.920699 0.998594 0.775929
2315 12111 W54287 biglycan Bgn 0.920981 1.013086 1.123196 1.096085 0.902781 0.724674 0.991371 1.097822 0.296175 -0.95845 0.738046 0.445522 0.594223 0.999993 -0.98903 0.471101
2316 13007 W61751 cysteine and glycine-rich protein 1Csrp1 1.022869 1.028017 0.943988 1.019629 0.828359 0.977873 1.00896 1.008794 -0.61272 -0.44294 0.511986 -0.70566 0.99999 -0.61272 -0.94384 -0.94384
2317 17702 AA016730 homeo box, msh-like 2 Msx2 1.018475 1.111967 0.979807 0.851529 0.916729 0.849313 0.961275 0.815527 -1.00695 -0.66537 -1.01157 0.824383 -0.09348 0.608044 -0.86202 0.565542
2318 16438 BF780561 inositol 1,4,5-triphosphate receptor 1Itpr1 0.999588 0.92482 1.011245 0.9121 0.882913 0.924181 0.938705 0.982309 -1.01187 0.608044 -0.94384 0.78468 0.960833 0.614825 0.315996 -0.84694
2319 17869 AA009268 myelocytomatosis oncogeneMyc 1.099015 2.117321 1.382235 2.755747 1.667231 1.491069 1.179943 2.46038 -0.47802 0.999999 0.93436 1 0.999202 0.987135 0.213823 1
2320 12095 AA016947 bone gamma-carboxyglutamate protein, related sequence 1Bglap-rs1 1.025697 0.997701 0.943799 0.944422 0.922502 0.9557 1.037198 1.004024 -0.52403 -1.00695 0.503984 0.487718 0.857847 0.160017 -0.14159 -0.99726
2321 12386 AA049813 catenin alpha 2 Catna2 0.980614 0.992032 0.892134 0.880349 0.782932 0.885771 1.013766 0.962291 -0.86933 -0.98255 0.805356 0.888296 0.999822 0.854761 -0.94384 -0.52403
2322 12309 AA066073 calbindin 3, (vitamin D-dependent calcium binding protein)Calb3 1.017668 0.966966 0.96814 0.935747 1.185971 1.207278 1.107079 1.136216 -1.01105 -0.69575 -0.70566 -0.25072 0.80929 0.883215 -0.05768 0.471101
2323 16189 AI528678 interleukin 4 Il4 0.973098 1.071069 1.034249 1.039976 0.920708 0.987511 1.065941 0.947359 -0.51262 0.543115 -0.31136 -0.12953 0.831552 -0.89692 0.558154 0.325787
2324 15370 AA209882 nuclear receptor subfamily 4, group A, member 1Nr4a1 0.7999 0.975606 0.826972 1.095988 0.857241 0.86675 1.124488 1.020955 0.935913 -0.84694 0.845165 0.001298 0.653725 0.558154 0.03618 -0.94889
2325 26395 AA163817 mitogen activated protein kinase kinase 1Map2k1 0.989355 0.925986 0.877456 0.87573 0.963496 0.953236 1.000195 0.979252 -0.95376 0.527726 0.961811 0.966379 -0.41932 -0.14159 -1.01198 -0.79806
2326 16184 AA175930 interleukin 2 receptor, alpha chainIl2ra 0.994011 0.975733 0.925397 0.891968 0.846036 0.951487 0.93585 1.04455 -1.00368 -0.87647 -0.01042 0.535464 0.904614 -0.51262 -0.21428 -0.61272
2327 380915 AI606529 similar to retinoblastoma protein - mousena 1.101558 0.964357 0.785744 0.832576 0.658038 0.832581 0.688977 0.906591 0.093324 -0.84694 0.979562 0.752804 0.999987 0.87246 0.999655 0.115797
2328 14068 AA271041 coagulation factor VII F7 0.961179 1.048267 0.974966 0.900584 0.811598 0.771502 0.847326 0.870064 -0.29925 -0.08152 -0.67561 0.893186 0.999915 0.999999 0.997697 0.986024
2329 234199 AA288963 fibrinogen-like protein 1 Fgl1 1.02866 0.794299 1.094984 0.765761 0.892795 0.528264 0.656069 1.036628 -0.94384 0.78034 -0.40745 0.893186 -0.15367 0.999997 0.997697 -0.90339
2330 19064 AA277783 pancreatic polypeptide Ppy 0.933174 0.975073 0.929133 0.895724 0.880919 0.951652 0.98629 1.098149 0.471101 -0.67561 0.550678 0.922533 0.971202 -0.01042 -0.90339 0.816964
2331 11548 AA422482 adrenergic receptor, alpha 1bAdra1b 1.057742 0.970637 0.992498 0.926095 0.966003 1.011931 1.065406 1.018636 -0.16577 -0.72514 -0.99197 0.276041 -0.63407 -0.96294 0.001298 -0.89692
2332 16007 AA419858 cysteine rich protein 61 Cyr61 0.609884 0.662169 0.769211 0.915706 1.159414 0.916109 1.167829 0.886654 0.99997 0.999457 0.948486 -0.29925 0.410204 -0.29925 0.471101 0.10459
2333 22042 AA413954 transferrin receptor Trfr 1.581401 1.75956 2.161761 1.542599 1.701106 0.793235 1.190207 0.665312 0.940377 0.988489 0.999065 0.914968 0.980102 -0.23857 -0.15367 0.880602
2334 18750 AA541955 protein kinase C, alpha Prkca 0.934833 1.01984 0.979747 0.972324 0.9212 0.839286 1.30154 1.288198 -0.72514 -0.98588 -0.98255 -0.95845 -0.60191 0.286147 0.793154 0.752804
2335 15982 AA543190 interferon-related developmental regulator 1Ifrd1
2336 17395 AA472520 matrix metalloproteinase 9 Mmp9 1.035646 0.952848 1.058474 0.932581 0.781917 0.968659 0.803503 0.941468 -0.91583 -0.77169 -0.75345 -0.76264 0.601176 -0.92757 0.614825 -0.87647
2337 12161 AA718365 bone morphogenetic protein 6Bmp6 1.055347 0.790261 0.913029 0.890399 1.034056 0.967664 0.911983 1.036542 -0.60191 0.965507 -0.04581 0.296175 -0.83916 -0.88345 -0.03397 -0.81494
2338 18671 AA717641 ATP-binding cassette, sub-family B (MDR/TAP), member 1AAbcb1a 1.038194 1.073649 0.993912 0.955526 0.840723 1.033341 0.989441 0.983558 -0.62344 0.059195 -0.9996 -0.46638 0.970445 -0.70566 -0.97901 -0.92757
2339 15396 AA870561 homeo box A11 Hoxa11 1.008902 0.875993 1.193429 1.304129 1.160115 0.969579 1.149641 1.175325 -0.99471 0.722607 0.93436 0.998456 0.827999 -0.79806 0.775929 0.888296
2340 16176 AA667815 interleukin 1 beta Il1b 0.931774 0.946491 0.931531 0.970924 0.888429 0.9907 1.049709 1.221194 0.138032 -0.20214 0.149056 -0.7347 0.801355 -0.98903 -0.34758 0.991064
2341 12991 AA718369 casein beta Csnb 0.99759 1.01387 0.907879 0.93971 0.936369 0.874896 0.900173 1.074905 -1.01105 -1.00695 0.234857 -0.34758 -0.28713 0.672042 0.354674 -0.16577
2342 12972 AA711796 crystallin, zeta Cryz 0.907759 0.974149 0.869721 0.973757 0.935672 0.937868 1.085129 1.17954 0.392031 -0.83916 0.824383 -0.83124 -0.275 -0.17788 0.149056 0.929502
2343 18600 AA867334 peptidyl arginine deiminase, type IIPadi2 1.075558 0.971066 1.006136 1.047333 0.986164 0.909137 1.069196 0.987191 -0.50115 -0.94384 -1.00828 -0.83916 -0.99471 -0.28713 -0.56899 -0.99197
2344 17392 AA914335 matrix metalloproteinase 3 Mmp3 1.04387 1.098971 1.112443 1.037259 0.974722 0.980248 1.086567 1.012957 -0.06958 0.893186 0.948486 -0.26286 -0.60191 -0.75345 0.797288 -0.89692
2345 15450 AA867135 lipase, hepatic Lipc 0.980846 0.965869 0.826228 0.852025 0.66668 0.726196 0.800565 0.730992 -0.86933 -0.59102 0.996485 0.980102 1 0.999999 0.99949 0.999999
2346 18811 AA839673 proliferin Plf 0.95827 0.957271 0.992624 0.793049 0.821605 0.755192 0.982378 0.945262 -0.74414 -0.7347 -1.00368 0.875225 0.78034 0.982133 -0.86202 -0.51262
2347 12064 AI098498 brain derived neurotrophic factorBdnf 1.03957 1.201247 1.201931 1.272826 2.463419 0.900591 2.666659 1.4243 0.012971 -0.10547 0.115797 -0.32345 0.980629 -0.38359 1 0.78468
2348 15547 AI156578 HpaII tiny fragments locus 9cHtf9c 0.907547 1.17799 1.301064 1.168685 1.20376 0.952913 1.166073 1.157744 0.527726 0.959833 0.999775 0.943198 0.985234 -0.39554 0.937433 0.916918
2349 18590 AI194518 platelet derived growth factor, alphaPdgfa 0.941979 0.925315 0.86572 0.82052 0.923523 0.827693 0.817645 1.02092 -0.38359 -0.08152 0.747959 0.954476 -0.04581 0.938921 0.959833 -0.92179
2350 22373 AI225363 whey acidic protein Wap 1.128834 1.013791 0.870486 0.832214 0.937571 1.42893 0.833564 -0.19001 -0.45468 -1.00174 -0.99197 -0.7347 0.956691 0.863853 NA
2351 18033 AI323619 nuclear factor of kappa light chain gene enhancer in B-cells 1, p105Nfkb1 0.946887 0.924732 0.989492 1.185417 0.941471 0.936643 0.983746 1.165086 -0.72514 -0.41932 -0.99471 0.700932 -0.78062 -0.7347 -0.98255 0.647452
2352 19119 AI528784 protamine 2 Prm2 0.984968 0.998543 1.010565 0.939134 0.839105 0.831059 0.909663 0.990534 -0.87647 -1.01033 -0.94384 0.392031 0.999382 0.999717 0.854761 -0.95845
2353 14955 AI427516 H19 fetal liver mRNA H19 1.345739 0.864303 0.597265 0.903868 0.868689 0.650016 0.855094 1.909548 -0.29925 -0.80657 0.445522 -0.9097 -0.82316 0.192505 -0.78062 0.72783
2354 16117 AI662163 immunoglobulin kappa chain variable 33 (V33)Igk-V33 0.999909 0.980016 0.968219 0.831045 0.878833 0.791384 0.899777 0.94758 -1.01198 -0.9386 -0.80657 0.980102 0.80929 0.998198 0.454135 -0.31136
2355 13003 W12772 chondroitin sulfate proteoglycan 2Cspg2 0.945633 0.848574 0.89543 0.959574 0.996053 0.814657 0.961829 1.048597 -0.15367 0.95333 0.683841 -0.32345 -1.00828 0.90888 -0.68573 -0.54665
2356 18976 W41106 pro-opiomelanocortin-alphaPomc1 0.939089 0.806772 0.896127 0.840601 0.74409 1.239004 1.143871 1.059612 -0.86933 0.296175 -0.53538 -0.69575 -0.12953 0.296175 -0.275 -0.84694
2357 12227 W36712 B-cell translocation gene 2, anti-proliferativeBtg2 0.842931 0.788563 0.711751 0.728861 0.541759 0.665937 0.775855 0.765175 0.902417 0.992251 0.999933 0.999782 1 0.999998 0.996155 0.997899
2358 20604 W20888 somatostatin Sst 0.998195 0.889415 0.899693 0.846511 0.950876 0.866089 1.025709 1.013137 -0.9996 0.543115 0.410204 0.752804 -0.6446 0.683841 -0.93318 -0.94384
2359 21956 W29444 troponin T2, cardiac Tnnt2 0.969295 0.884804 0.917973 0.94064 0.900652 0.978612 1.017966 0.880773 -0.75345 0.74304 0.276041 -0.19001 0.558154 -0.88345 -0.92179 0.732976
2360 14858 W29265 glutathione S-transferase, alpha 2 (Yc2)Gsta2 1.139935 1.294033 1.301992 2.454383 4.186451 4.696376 7.229701 2.954065 -0.32345 0.580056 0.608044 0.999999 1 1 1 1
2361 17769 AI323986 5,10-methylenetetrahydrofolate reductaseMthfr 0.895805 0.927604 1.102628 0.967735 0.837523 0.992266 1.096171 1.14992 0.40116 -0.40745 0.224376 -0.80657 0.902417 -0.9996 0.138032 0.706469
2362 18109 AA008054 neuroblastoma myc-related oncogene 1Nmyc1 0.916063 1.016075 0.798334 0.938528 0.802913 0.881551 0.905139 0.986452 0.070625 -1.01198 0.916918 -0.45468 0.543115 0.335498 0.224376 -1.00941
2363 57442 AU041966 potassium voltage-gated channel, Isk-related subfamily, gene 3Kcne3 1.02272 1.058962 1.025624 0.920116 0.888677 0.983182 1.011349 1.002209 -0.93318 -0.60191 -0.9097 -0.22642 0.335498 -0.96725 -0.99726 -1.00941
2364 19241 AW555204 thymosin, beta 4, X chromosomeTmsb4x 0.898172 0.914004 1.003246 1.121685 0.884062 0.812523 1.168725 1.841452 0.255599 0.001298 -1.01033 0.354674 0.454135 0.940377 0.74304 1
2365 18793 W82324 urokinase plasminogen activator receptorPlaur 0.870279 0.949955 1.083605 0.814126 0.721848 0.567445 0.635209 0.902337 0.315996 -0.7347 -0.39554 0.801355 0.991314 0.999998 0.999872 -0.10547
2366 17390 AA014691 matrix metalloproteinase 2 Mmp2 0.925297 0.926411 1.058215 1.110273 1.102875 0.886273 0.860165 0.942887 -0.34758 -0.37162 -0.67561 -0.06958 -0.06958 0.224376 0.445522 -0.60191
2367 14228 AA048231 FK506 binding protein 4 Fkbp4 1.130552 1.062893 1.143076 1.142739 1.017741 1.066459 0.904345 0.823156 0.335498 -0.52403 0.454135 0.454135 -0.96725 -0.47802 -0.31136 0.863853
2368 AA048600 1.164312 1.192892 1.05842 0.904662 0.873859 1.107338 0.840125 0.732829 0.587183 0.752804 -0.60191 0.001298 0.419162 0.024599 0.74304 0.995129
2369 21930 AA051341 tumor necrosis factor alpha induced protein 6Tnfaip6 0.962504 1.049327 0.914684 0.890478 0.878666 0.764479 1.231635 1.003512 -0.77169 -0.69575 -0.02218 0.115797 0.587183 0.991314 0.93436 -1.00828
2370 17883 AA009138 myosin, heavy polypeptide 3, skeletal muscle, embryonicMyh3 0.997034 0.89932 0.85904 0.783143 0.877003 0.912784 0.986795 0.903742 -1.00941 0.503984 0.875225 0.997476 0.757574 0.286147 -0.96725 0.436821
2371 21857 AA009008 tissue inhibitor of metalloproteinase 1Timp1
2372 11657 AA033169 albumin 1 Alb1 1.000438 1.132233 0.913904 1.090973 1.056388 1.044806 0.96732 0.875975 -1.01198 0.213823 -0.22642 -0.26286 -0.66537 -0.7894 -0.89027 0.306126
2373 16478 AA041752 Jun proto-oncogene related gene d1Jund1 1.013577 1.255998 1.447982 2.012555 1.587254 1.537822 1.411219 1.484342 -0.89692 0.959833 0.999735 1 0.999994 0.999977 0.999507 0.999902
2374 16008 AA050260 insulin-like growth factor binding protein 2Igfbp2 0.943479 1.176364 0.901433 0.874294 0.877628 0.814447 0.739626 1.03163 -0.46638 0.81316 0.255599 0.608044 0.572843 0.949737 0.998759 -0.83916
2375 20054 AA044520 ribosomal protein S15 Rps15 0.991071 0.984225 1.117194 1.292894 1.179363 1.206272 1.379679 1.22178 -0.96294 -0.86202 0.944563 0.999999 0.998719 0.999789 1 0.999928
2376 11657 AA048812 albumin 1 Alb1 0.999926 0.999465 1.001965 1.000553 1.00095 0.998167 0.999183 0.998894 -1.01198 -1.01157 -1.00695 -1.01157 -1.01105 -1.00828 -1.01105 -1.01033
2377 18751 AA061668 protein kinase C, beta Prkcb 1.327033 1.112826 0.863426 0.768358 0.771525 0.994336 1.074944 1.474693 0.948486 -0.15367 0.286147 0.986774 0.984824 -0.83916 -0.55786 0.997064
2378 20932 AW907823 surfeit gene 4 Surf4 1.049277 0.980498 1.082996 1.077571 0.873611 0.956434 0.99 0.849712 -0.40745 -0.89027 0.245265 0.149056 0.866775 -0.47802 -0.97901 0.956691
2379 AA086994 0.961404 0.911393 1.236768 1.205536 0.914762 0.908591 1.018259 0.946565 -0.69575 0.213823 0.979562 0.9459 0.160017 0.265858 -0.9386 -0.44294
2380 11807 AA051684 apolipoprotein A-II Apoa2 1.018802 0.872706 0.920906 1.043465 0.997044 1.033779 1.009943 0.880767 -0.9097 0.854761 0.255599 -0.53538 -1.00941 -0.70566 -0.98255 0.797288
2381 15461 AA058060 Harvey rat sarcoma virus oncogene 1Hras1 0.930854 0.943199 0.934605 0.965391 0.901896 1.022 1.033528 0.936811 0.666019 0.40116 0.594223 -0.28713 0.944563 -0.69575 -0.35961 0.550678
2382 232821 BE306639 cDNA sequence BC018462BC018462 0.936566 0.856848 0.840004 0.942935 0.906595 1.045083 1.062157 0.933931 -0.03397 0.940377 0.975387 -0.16577 0.543115 -0.59102 -0.14159 0.024599
2383 13495 AI427499 developmentally regulated GTP binding protein 2Drg2 1.011062 1.047374 1.01377 1.180493 1.183222 0.933608 1.162877 1.240648 -0.98903 -0.67561 -0.97528 0.851619 0.860877 -0.26286 0.695316 0.971202
2384 18619 AA060405 preproenkephalin 1 Penk1
2385 21784 AA060105 trefoil factor 1 Tff1 1.019035 1.002516 0.886607 0.931737 0.913197 0.796888 0.842375 0.977765 -0.94889 -1.00368 0.419162 -0.29925 0.024599 0.918828 0.831552 -0.98255
2386 12445 AI323871 cyclin D3 Ccnd3 0.980421 1.193259 1.221167 1.054078 1.031853 1.40066 1.405759 1.342528 -0.86933 0.988489 0.996787 -0.21428 -0.67561 1 1 0.999992
2387 15135 AA073322 hemoglobin Y, beta-like embryonic chainHbb-y 1.170849 0.788367 1.143434 1.115056 1.131954 1.154417 0.690616 0.678233 -0.11749 0.462662 -0.31136 -0.51262 -0.39554 -0.22642 0.90888 0.932775
2388 AA068014 0.956157 1.093813 1.018365 1.085011 0.944904 1.048638 1.180836 1.158563 -0.26286 0.672042 -0.86202 0.550678 0.03618 -0.19001 0.99348 0.980102
2389 11739 AA107667 solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 4Slc25a4 1.090889 0.961417 0.830497 0.993504 1.301169 1.089752 1.215982 1.307725 -0.48961 -0.89027 0.479453 -1.00828 0.857847 -0.50115 0.550678 0.869644
2390 18242 BE199138 ornithine aminotransferase Oat 0.891915 1.08317 1.058169 0.901766 1.084666 1.084549 1.085594 0.883934 0.296175 -0.20214 -0.55786 0.149056 -0.17788 -0.17788 -0.16577 0.40116
2391 12387 AI326689 catenin beta Catnb 0.851534 1.041996 0.999892 1.025335 0.794317 0.748326 0.842431 0.922722 0.683841 -0.77169 -1.01198 -0.92179 0.948486 0.99247 0.752804 -0.25072
2392 14719 AI893576 glutamate oxaloacetate transaminase 2, mitochondrialGot2 0.98489 1.289335 0.94832 0.898471 0.974868 0.946445 1.073414 1.136846 -1.01187 0.987829 -0.56899 -0.06958 -0.89692 -0.35961 -0.12953 0.511986
2393 104779 AA120586 expressed sequence AI315052AI315052 0.976882 1.120409 0.957745 0.849558 0.763599 0.944255 0.785759 0.953911 -0.93318 0.203199 -0.75345 0.689619 0.983529 -0.58005 0.959833 -0.71546
2394 16183 AA290106 interleukin 2 Il2 1.007143 1.054502 1.000558 0.9989 0.85656 0.797021 0.947454 1.022786 -0.9996 -0.54665 -1.01187 -1.01157 0.88578 0.993847 -0.51262 -0.89027
2395 18670 AA434959 ATP-binding cassette, sub-family B (MDR/TAP), member 4Abcb4 1.017047 1.149809 1.038525 1.000816 0.887119 1.113508 0.982258 1.018612 -0.92179 0.895562 -0.60191 -1.01187 0.78034 0.666019 -0.9097 -0.90339
2396 109182 AA163711 0.889219 1.058663 1.025791 1.016574 0.776254 0.793469 1.038932 1.274821 0.672042 -0.29925 -0.83916 -0.9386 0.998637 0.996689 -0.65504 0.998141
2397 11606 AA237869 angiotensinogen Agt 0.96468 0.992606 0.881553 0.885209 0.697806 0.829999 0.761187 0.69766 -0.72514 -0.9996 0.683841 0.647452 0.99999 0.958809 0.999094 0.99999
2398 66223 AA798818 mitochondrial ribosomal protein L35Mrpl35 0.989123 1.020803 1.048293 1.069864 0.885941 0.911143 0.986031 1.09798 -0.96294 -0.83916 -0.26286 0.213823 0.888296 0.495895 -0.92757 0.653725
2399 AA238690 AI046667 0.975615 0.993926 0.863292 0.948588 0.86844 0.791302 0.941261 0.972593 -0.7894 -0.99726 0.958809 -0.17788 0.944563 0.999726 0.001298 -0.7347
2400 217069 AA268493 similar to estrogen-responsive finger proteinna 0.829664 1.237547 0.889038 0.818811 0.975088 0.818563 0.956298 1.170112 0.995671 0.99915 0.854761 0.998024 -0.77169 0.998083 -0.35961 0.977859
2401 18595 AA466573 platelet derived growth factor receptor, alpha polypeptidePdgfra 0.935338 0.904343 0.864821 0.987133 0.968492 0.916283 0.940285 0.978914 0.364138 0.841851 0.971202 -0.92179 -0.53538 0.711927 0.245265 -0.78062
2402 21833 AA671918 thyroid hormone receptor alphaThra 0.990671 0.708902 0.833818 0.991583 0.926275 0.885696 0.843317 0.88633 -0.97528 1 0.996039 -0.98255 0.410204 0.897891 0.992251 0.893186
2403 AA560540 1.034171 1.069615 0.971498 1.041507 1.078973 1.060114 0.764943 0.878564 -0.70566 -0.41932 -0.78062 -0.58005 0.126945 -0.22642 0.999717 0.80929
2404 17082 AA560641 interleukin 1 receptor-like 1 Il1rl1 1.012913 0.954194 1.005259 0.94536 0.988846 1.047705 1.034581 1.09729 -0.92757 -0.12953 -0.99726 0.115797 -0.94384 -0.12953 -0.47802 0.775929
2405 17380 AA450725 membrane metallo endopeptidaseMme 1.052082 0.986335 0.711699 0.866566 0.736056 0.768104 0.790381 0.850132 -0.66537 -0.98255 0.998719 0.535464 0.995671 0.981143 0.954476 0.689619
2406 12500 AA571998 CD3 antigen, delta polypeptideCd3d 0.851827 1.057195 0.756285 0.589415 0.409437 0.509216 0.647088 0.581756 0.641096 -0.62344 0.984824 0.999999 1 1 0.999947 0.999999
2407 20845 AA521869 steroidogenic acute regulatory proteinStar 0.983692 0.750066 0.656968 0.525006 0.671996 1.058781 0.660423 0.524794 -0.96294 0.997151 0.999992 1 0.999977 -0.50115 0.99999 1
2408 11723 AA518662 amylase 2, pancreatic Amy2 1.115051 0.981342 0.916104 0.878975 0.973274 1.232039 0.975195 1.068176 0.001298 -0.97136 -0.275 0.234857 -0.92757 0.827999 -0.9386 -0.55786
2409 18176 AA537497 neuroblastoma ras oncogeneNras 1.074213 1.005662 1.020777 0.896769 0.899246 0.999558 0.930687 1.190481 -0.25072 -1.00542 -0.93318 0.315996 0.276041 -1.01187 -0.25072 0.863853
2410 AI428815 0.977027 1.072746 0.987401 0.951166 0.954794 0.942248 0.923456 1.01839 -0.74414 0.428035 -0.92757 -0.05768 -0.15367 0.181743 0.594223 -0.84694
2411 12868 AW538531 cytochrome c oxidase, subunit VIIIaCox8a 1.003728 1.060905 1.07036 0.913566 0.99256 0.955094 0.887008 1.078918 -0.99726 0.706469 0.835045 0.971942 -0.94889 0.382817 0.998357 0.90888
2412 16476 AA915040 Jun oncogene Jun 0.994036 1.016427 1.062554 0.948833 0.989982 0.968382 0.920581 1.076183 -0.97528 -0.74414 0.659913 0.471101 -0.9097 -0.20214 0.918828 0.845165
2413 76630 AA597172 RIKEN cDNA 1700095N21 gene1700095N21Rik 0.93753 1.033013 0.975946 0.851965 0.865609 1.000213 0.987856 1.090701 -0.56899 -0.89027 -0.94384 0.543115 0.40116 -1.01198 -0.99471 -0.28713
2414 76630 AA597172 RIKEN cDNA 1700095N21 gene1700095N21Rik1.133263 1.147293 1.036346 0.741217 0.96661 1.016968 0.99582 0.951016 0.722607 0.81316 -0.70566 0.999876 -0.7347 -0.9386 -1.00695 -0.44294
2415 13706 AA638684 elastase 2 Ela2 1.054382 1.005304 0.884042 0.913349 0.83749 1.30239 0.841711 0.897827 -0.68573 -1.00828 0.213823 -0.20214 0.706469 0.965507 0.672042 0.024599
2416 20296 AA620145 chemokine (C-C motif) ligand 2Ccl2 0.95812 0.973433 0.990621 0.981601 1.060839 1.027863 1.093429 1.387985 -0.46638 -0.77169 -0.98255 -0.89692 -0.10547 -0.76264 0.479453 0.999998
2417 66473 AA619572 RIKEN cDNA 2200008D09 gene2200008D09Rik1.034245 1.130862 0.817809 0.81606 0.766648 1.002203 1.049843 0.928559 -0.53538 0.932775 0.999474 0.999552 0.999996 -1.00941 -0.14159 0.445522
2418 57342 AI596151 parvin, alpha Parva 1.027741 1.302491 0.975034 1.05467 1.054517 1.12962 0.966924 1.039769 -0.95376 0.854761 -0.96294 -0.79806 -0.79806 -0.12953 -0.92179 -0.89692
2419 AI426170 0.899265 1.105617 0.981327 0.937432 0.850855 0.779743 0.758033 1.156245 0.276041 0.192505 -0.94889 -0.37162 0.801355 0.988489 0.996155 0.695316
2420 17345 AI428398 antigen identified by monoclonal antibody Ki 67Mki67 1.006393 1.051349 0.956387 0.855616 0.971663 1.039876 1.105439 0.949838 -1.00174 -0.45468 -0.54665 0.900176 -0.80657 -0.6446 0.445522 -0.41932
2421 AA620224 0.982117 1.009734 0.996188 0.927839 1.025622 0.97457 1.03508 1.09254 -0.72514 -0.92179 -0.99726 0.841851 -0.48961 -0.46638 -0.15367 0.937433
2422 18597 AI528531 pyruvate dehydrogenase E1 alpha 1Pdha1 0.976139 1.169392 0.99298 1.050468 1.071238 1.038864 1.158258 1.200349 -0.83916 0.935913 -0.99726 -0.39554 0.001298 -0.61272 0.906768 0.979562
2423 AI120352 1.191461 1.055873 0.852868 0.806099 0.827952 0.967893 0.776013 0.88294 0.95333 -0.37162 0.91298 0.991795 0.97337 -0.75345 0.998679 0.717306
2424 12981 AI180669 colony stimulating factor 2 (granulocyte-macrophage)Csf2 1.06858 1.113549 1.081242 0.998327 1.095787 1.049247 1.010505 1.020887 -0.56899 0.001298 -0.25072 -1.01157 -0.05768 -0.68573 -0.99471 -0.94384
2425 17002 AA840123 lactotransferrin Ltf 0.918566 0.93882 0.86175 0.835871 0.93745 0.774841 0.836099 1.0648 0.286147 -0.12953 0.824383 0.97337 -0.09348 0.999401 0.97337 -0.12953
2426 20111 AI666581 ribosomal protein S6 kinase polypeptide 1Rps6ka1 0.941636 0.959586 1.099958 1.128318 0.803501 0.877895 0.986488 1.404698 -0.17788 -0.55786 0.471101 0.752804 0.996485 0.824383 -0.95845 0.999996
2427 21781 AA154102 transcription factor Dp 1 Tfdp1 1.082483 1.092674 0.92888 1.016601 1.092412 0.957095 1.028633 1.120737 0.224376 0.382817 0.115797 -0.92757 0.382817 -0.50115 -0.78062 0.706469
2428 16000 AA690767 insulin-like growth factor 1 Igf1 0.883976 1.04314 0.944399 0.968297 0.765806 0.684944 0.649012 0.914759 0.462662 -0.71546 -0.51262 -0.83124 0.99289 0.999933 0.999994 0.001298
2429 12628 AA174556 complement component factor hCfh 1.131208 1.054168 0.914572 0.849577 0.862478 0.578585 0.573673 0.76742 0.335498 -0.63407 -0.11749 0.700932 0.587183 1 1 0.98261
2430 15186 AI322263 histidine decarboxylase Hdc 1.098736 0.942958 0.746829 0.864862 0.809814 0.891066 0.833155 0.832939 0.325787 -0.31136 0.999751 0.841851 0.987486 0.608044 0.958809 0.959833
2431 16190 AI322933 interleukin 4 receptor, alphaIl4ra 0.919669 0.96248 0.942357 0.884326 1.009384 0.986543 1.05305 1.012513 0.40116 -0.53538 -0.08152 0.841851 -0.98255 -0.98255 -0.26286 -0.95845
2432 22070 AW763389 tumor protein, translationally-controlled 1Tpt1 1.001823 0.970449 1.087655 1.074646 1.111432 1.131956 1.19323 1.145012 -1.00828 -0.20214 0.955596 0.883215 0.993847 0.999065 0.999998 0.999735
2433 11813 W10324 apolipoprotein C-II Apoc2 1.002717 0.918587 0.94824 0.876135 0.983281 0.899339 0.862735 0.814118 -1.00828 0.653725 0.001298 0.965507 -0.87647 0.863853 0.986024 0.999726
2434 26451 AW913017 ribosomal protein L27a Rpl27a 1.220069 1.155676 1.261758 1.295285 1.292057 1.176879 1.218377 1.267721 0.941803 0.711927 0.982133 0.99348 0.99289 0.824383 0.938921 0.985234
2435 15481 AA008629 heat shock protein 8 Hspa8 0.9929 1.280944 1.288965 0.998001 1.50075 0.975723 1.16465 1.063987 -1.00695 0.877939 0.893186 -1.01157 0.998024 -0.95376 0.325787 -0.67561
2436 66039 AA033158 DNA segment, Chr 14, ERATO Doi 449, expressedD14Ertd449e 0.954392 0.885577 0.978034 0.646765 0.712098 0.739218 0.603884 0.699618 -0.41932 0.793154 -0.85456 1 0.999998 0.999982 1 0.999999
2437 101749 BF453519 expressed sequence AU018832AU018832 0.958286 0.995943 0.950296 0.908139 1.012412 1.192753 0.99289 0.862039 -0.76264 -1.01157 -0.65504 -0.14159 -0.98903 0.653725 -1.00368 0.224376
2438 AI593958 0.949695 0.901987 0.991806 0.732242 0.89036 0.807159 0.763403 0.9759 0.059195 0.890765 -0.97136 1 0.947207 0.999954 1 -0.69575
2439 12268 AA982795 complement component 4 (within H-2S)C4 0.988119 0.943952 1.023869 1.013121 0.913826 0.832409 0.970244 0.963675 -0.97136 -0.275 -0.86202 -0.96725 0.335498 0.971942 -0.77169 -0.66537
2440 11674 AA555643 aldolase 1, A isoform Aldo1 0.992517 1.131039 1.023873 1.075989 0.997056 0.962089 1.081049 1.104825 -0.9386 0.999567 -0.40745 0.926089 -0.9996 0.234857 0.950962 0.994194
2441 18970 AI326940 polymerase (DNA directed), betaPolb 1.023423 0.877648 0.945034 1.057125 0.962142 0.887223 0.920184 1.039647 -0.71546 0.981644 0.224376 0.192505 -0.28713 0.962767 0.732976 -0.275
2442 21808 AI323791 transforming growth factor, beta 2Tgfb2 0.957132 1.056873 0.977283 1.004334 0.947594 1.014395 0.959354 1.094265 -0.46638 -0.21428 -0.6446 -1.00542 -0.47802 -0.96294 -0.31136 0.462662
2443 74383 AW913826 RIKEN cDNA 4932431F02 gene4932431F02Rik0.921927 1.143223 1.017969 1.011454 0.885195 0.91328 0.907538 1.109657 0.695316 0.983529 -0.83124 -0.9386 0.965507 0.801355 0.857847 0.902417
2444 W08022 1.305743 0.987752 0.875281 0.955926 1.039807 0.914896 0.956353 0.845313 0.963702 -0.99471 0.306126 -0.78062 -0.83124 -0.25072 -0.78062 0.62152



2445 66483 AW545900 RIKEN cDNA 2410038A03 gene2410038A03Rik1.109159 1.108605 1.181867 1.221618 1.109798 1.062417 1.055733 1.063812 0.276041 0.276041 0.848421 0.947207 0.286147 -0.40745 -0.51262 -0.38359
2446 14391 AA175402 GA repeat binding protein, beta 1Gabpb1 1.045262 1.055436 1.049386 0.963709 1.022879 0.936859 0.970889 1.099872 0.445522 0.695316 0.558154 0.181743 -0.43115 0.866775 -0.12953 0.991314
2447 14381 AA881801 glucose-6-phosphate dehydrogenase X-linkedG6pdx 0.977477 1.026626 1.075345 1.063825 1.129046 0.990368 1.114505 1.245801 -0.55786 -0.43115 0.831552 0.672042 0.996588 -0.92179 0.989115 1
2448 12266 AA275137 complement component 3 C3 0.998223 1.000488 1.000283 1.000441 1.000125 1.000943 1.002324 0.999771 -1.00941 -1.01187 -1.01187 -1.01187 -1.01198 -1.01157 -1.00828 -1.01187
2449 21803 W45844 transforming growth factor, beta 1Tgfb1 0.894956 0.989488 0.918467 0.866241 0.89164 0.871724 0.882583 0.977624 0.711927 -0.97528 0.364138 0.914968 0.747959 0.890765 0.824383 -0.84694
2450 69890 AI427263 zinc finger protein 219 Zfp219 0.999019 0.931547 0.93201 0.820836 0.785935 0.59283 0.545346 0.779862 -1.01187 -0.34758 -0.35961 0.895562 0.972664 1 1 0.978441
2451 12313 AA058146 calmodulin 1 Calm1 0.999662 1.036107 0.937102 0.976839 0.872543 0.956034 0.965924 1.013089 -1.01187 -0.67561 -0.09348 -0.85456 0.848421 -0.50115 -0.68573 -0.96294
2452 16324 AA792235 inhibin beta-B Inhbb 0.81997 0.893933 0.997054 0.87552 0.937358 1.061479 0.817693 1.024726 0.848421 0.149056 -1.01105 0.392031 -0.51262 -0.56899 0.857847 -0.93318
2453 18416 AA590874 ornithine transcarbamylase Otc 0.859802 0.893464 0.858989 0.837189 0.821712 0.871475 0.663298 0.638125 0.706469 0.315996 0.711927 0.851619 0.914968 0.594223 0.999982 0.999997
2454 19411 AA014382 retinoic acid receptor, gammaRarg 1.14206 0.992323 0.899653 0.873419 0.912927 0.96918 0.874968 1.179725 0.419162 -1.00368 0.093324 0.445522 -0.11749 -0.87647 0.428035 0.700932
2455 80858 AA274841 1.003651 1.060433 0.800664 0.87496 0.787712 0.860927 0.707096 0.783554 -1.00828 -0.23857 0.996155 0.824383 0.998306 0.902417 0.999996 0.998719
2456 15135 AA271769 hemoglobin Y, beta-like embryonic chainHbb-y 1.028447 1.043962 0.92848 1.065955 1.195304 1.203336 1.240407 1.113904 -0.91583 -0.7894 -0.45468 -0.62344 0.689619 0.641096 0.902417 -0.10547
2457 17901 W34075 myosin, light polypeptide 1, alkali; atrial, embryonicMyl1 0.963198 1.038962 1.001927 0.954676 0.984638 0.839674 0.882981 1.026786 -0.35961 -0.33553 -1.00941 -0.10547 -0.88345 0.998719 0.963702 -0.65504
2458 12842 AA021772 procollagen, type I, alpha 1 Col1a1 1.124183 1.138379 1.045983 1.137889 0.965927 0.864209 0.975594 1.238174 0.471101 0.608044 -0.6446 0.601176 -0.78062 0.74304 -0.89027 0.970445
2459 AI448421 0.9265 1.102231 1.121849 0.921331 0.937334 0.96773 0.891735 1.154937 0.445522 0.74304 0.880602 0.543115 0.203199 -0.58005 0.877939 0.972664
2460 12269 AA209030 complement component 4 binding proteinC4bp 1.206686 1.075481 1.250387 0.953067 0.881994 0.792754 1.010367 1.29153 0.838478 -0.35961 0.940377 -0.69575 0.37352 0.95333 -0.99471 0.977859
2461 15511 AA244672 heat shock protein 1B Hspa1b 0.828858 0.970618 1.11754 0.909634 0.774606 0.608675 0.640176 0.93934 0.775929 -0.89692 0.082002 -0.12953 0.959833 0.999992 0.999941 -0.55786
2462 227231 AA241938 hypothetical protein 4732433M034732433M03 0.999256 0.96931 0.922342 0.987676 0.897723 0.962759 0.994474 0.973405 -1.01157 -0.61272 0.5199 -0.94384 0.835045 -0.45468 -0.99726 -0.70566
2463 22004 W18330 tropomyosin 2, beta Tpm2 1.072128 1.012877 0.948113 0.929122 0.852325 0.9898 0.787731 0.919555 0.012971 -0.96294 -0.32345 0.093324 0.941803 -1.00542 0.998679 0.276041
2464 AI450896 1.129098 1.086597 0.991478 0.912519 0.86435 0.809846 0.80782 0.849263 0.880602 0.487718 -0.98255 0.614825 0.941803 0.999122 0.999251 0.985234
2465 11537 AA168672 adipsin Adn 1.107357 0.900191 0.966913 1.065103 1.03463 1.068735 0.770505 0.870546 0.082002 0.126945 -0.84694 -0.48961 -0.83916 -0.43115 0.98261 0.5199
2466 12401 W55845 serine (or cysteine) proteinase inhibitor, clade A, member 6Serpina6 0.999453 1.00032 1.000997 0.999697 0.999562 0.994142 0.9998 0.999201 -1.01157 -1.01187 -1.01033 -1.01187 -1.01157 -1.01105 -1.01187 -1.01105
2467 11806 AA032375 apolipoprotein A-I Apoa1 1.116076 1.056868 0.928895 0.809235 0.694145 0.622956 0.440597 0.697758 0.047712 -0.65504 -0.43115 0.863853 0.998637 0.999974 1 0.998357
2468 319188 AI326278 histone 1, H2bp Hist1h2bp 1.109387 1.045149 0.926399 0.827374 0.674575 0.645307 0.382525 0.596869 -0.01042 -0.77169 -0.38359 0.78034 0.999567 0.999918 1 0.999996
2469 17842 AA066373 major urinary protein 3 Mup3 1.070695 1.209899 1.079379 1.086902 0.550016 0.446021 0.335145 0.295786 -0.92757 -0.44294 -0.9097 -0.89027 0.90888 0.990807 0.999789 0.999965
2470 22072 AA066788 protease, serine, 2 Prss2 0.9671 1.095422 0.972044 0.942102 0.82663 0.841215 0.68537 0.945519 -0.67561 0.471101 -0.76264 -0.12953 0.990543 0.977264 1 -0.20214
2471 18753 AA616214 protein kinase C, delta Prkcd 1.011382 1.00322 1.153327 1.192644 1.227716 1.236432 1.297676 1.273001 -0.91583 -1.00368 0.998083 0.999909 0.999994 0.999997 1 1
2472 101749 BF453519 expressed sequence AU018832AU018832 1.032966 1.03864 1.053679 1.030965 1.032243 1.088178 1.077427 1.155895 -0.61272 -0.47802 -0.12953 -0.6446 -0.62344 0.543115 0.37352 0.968063
2473 56720 AA288165 tryptophan 2,3-dioxygenase Tdo2 0.998107 1.233787 1.149616 1.140098 1.199434 1.324884 1.139553 1.279708 -1.01157 0.895562 0.471101 0.392031 0.788951 0.987486 0.382817 0.962767
2474 15039 AA681817 histocompatibility 2, T region locus 22H2-T22 1.234465 1.00328 1.101703 0.978899 0.805756 0.795001 0.893136 1.168782 0.677982 -1.01105 -0.34758 -0.97136 0.706469 0.771448 -0.16577 0.276041
2475 11650 AA437896 alkaline phosphatase 5 Akp5 1.005118 0.94914 0.982754 1.04861 1.056622 1.167865 1.123901 1.146571 -1.00368 -0.32345 -0.92179 -0.41932 -0.26286 0.937433 0.732976 0.869644
2476 AA461886 0.981349 1.07673 1.061712 1.013386 0.966281 1.024395 1.039694 1.012014 -0.81494 0.572843 0.286147 -0.9097 -0.43115 -0.69575 -0.29925 -0.92757
2477 11808 AA518577 apolipoprotein A-IV Apoa4 0.964385 0.940547 0.922951 0.911995 0.991172 1.00851 0.918345 0.941601 -0.34758 0.345127 0.695316 0.827999 -0.96294 -0.96725 0.757574 0.315996
2478 AW412930 1.00431 1.013514 1.002104 1.006116 1.003167 0.983688 0.995911 0.978066 -0.99726 -0.86933 -1.00828 -0.98255 -1.00368 -0.79806 -0.99726 -0.6446
2479 67783 AW544529 0.952306 1.156259 1.00667 0.871865 0.88867 0.766961 0.878904 0.835817 -0.41932 0.895562 -0.9996 0.857847 0.722607 0.999687 0.80929 0.974731
2480 BE650207 0.963555 1.092341 0.996115 0.932008 0.914825 1.011886 0.92076 1.072489 -0.75345 0.082002 -1.00941 -0.22642 0.082002 -0.98255 -0.02218 -0.22642
2481 21955 AA637201 troponin T1, skeletal, slow Tnnt1 0.982956 0.962466 0.999508 0.950427 0.890891 1.003077 0.827746 1.072899 -0.92757 -0.63407 -1.01187 -0.39554 0.677982 -1.00941 0.955596 0.001298
2482 12534 AA821484 cell division cycle 2 homolog A (S. pombe)Cdc2a 0.854748 1.063679 1.04999 0.945662 0.793562 0.891152 0.708306 1.193966 0.757574 -0.43115 -0.62344 -0.52403 0.975387 0.37352 0.999726 0.860877
2483 58992 W12390 coagulation factor XII (Hageman factor)F12 0.934866 0.999623 0.964232 0.999049 0.972606 0.99715 0.893839 1.01301 -0.46638 -1.01198 -0.83124 -1.01187 -0.90339 -1.01105 0.160017 -0.98903
2484 12968 W11508 crystallin, gamma E Cryge 1.032848 1.020102 1.049622 0.946543 0.962433 1.001264 0.96933 1.07738 -0.62344 -0.85456 -0.23857 -0.08152 -0.48961 -1.01105 -0.6446 0.354674
2485 17386 BB569181 matrix metalloproteinase 13 Mmp13 1.161917 0.866475 0.714265 0.751576 0.829523 0.802275 1.080359 1.061281 0.37352 0.306126 0.990543 0.961811 0.659913 0.824383 -0.46638 -0.67561
2486 13982 AI323333 estrogen receptor 1 (alpha) Esr1 1.039183 1.086883 1.007503 1.063228 0.991067 0.975979 0.904336 1.046415 -0.84694 -0.35961 -1.00542 -0.62344 -1.00368 -0.94384 -0.14159 -0.7894
2487 11722 AI325237 amylase 1, salivary Amy1 1.153787 1.074504 1.017867 0.946721 1.079984 1.11882 1.063892 0.976712 0.918828 0.138032 -0.9097 -0.22642 0.234857 0.732976 -0.06958 -0.83124
2488 19659 AI893623 retinol binding protein 1, cellularRbp1 0.982086 1.188582 0.974102 1.053206 0.990473 0.965576 1.030955 1.155919 -0.84694 0.997697 -0.68573 -0.01042 -0.96294 -0.46638 -0.58005 0.985634
2489 19946 AI324671 ribosomal protein L30 Rpl30 1.012689 1.030874 1.070376 1.246244 1.236872 1.273489 1.232604 1.247903 -0.94384 -0.6446 0.245265 0.999697 0.99949 0.99993 0.999362 0.999726
2490 13361 AI451521 dihydrofolate reductase Dhfr 1.05944 0.923644 0.844312 0.856754 0.806145 0.806329 0.664673 0.866859 -0.14159 0.296175 0.976653 0.954476 0.997962 0.99592 1 0.922533
2491 22287 W13046 secretoglobin, family 1A, member 1 (uteroglobin)Scgb1a1 0.925749 0.994258 0.990845 0.913589 0.839445 0.825793 0.71814 0.902616 0.224376 -1.00174 -0.98588 0.454135 0.979008 0.990807 0.999997 0.62152
2492 12715 W13236 creatine kinase, muscle Ckm 0.99457 1.026409 0.875649 0.88854 0.91181 1.054481 0.889974 1.076154 -1.00828 -0.94384 0.181743 0.024599 -0.29925 -0.7347 0.001298 -0.52403
2493 AA003308 ESTs, Moderately0.988381 0.962143 0.989356 1.054722 1.000243 0.919043 0.799006 0.722026 -0.98903 -0.77169 -0.99197 -0.58005 -1.01198 -0.10547 0.960833 0.999065
2494 20750 AA105814 secreted phosphoprotein 1 Spp1 0.938701 0.941503 0.808281 0.863448 0.823152 0.797964 0.919098 0.988581 -0.05768 -0.12953 0.996787 0.922533 0.991558 0.998407 0.345127 -0.97136
2495 16818 AA266750 lymphocyte protein tyrosine kinaseLck 1.05411 1.027249 0.985199 0.939668 0.953281 0.949694 0.868637 1.066648 -0.26286 -0.78062 -0.9386 -0.05768 -0.37162 -0.28713 0.91298 -0.01042
2496 15288 AI325891 hydroxymethylbilane synthaseHmbs 0.945665 1.092183 1.081266 1.021762 1.120013 1.044188 0.999446 1.002057 0.535464 0.938921 0.877939 -0.61272 0.992251 0.170913 -1.01157 -1.00828
2497 17448 W33706 malate dehydrogenase, mitochondrialMor1 0.952273 0.972688 0.946055 0.953096 0.889599 0.977084 0.993856 1.034762 0.276041 -0.44294 0.454135 0.255599 0.990543 -0.59102 -0.97901 -0.21428
2498 12558 AI323006 cadherin 2 Cdh2 0.9804 1.092315 1.006564 0.941851 0.864941 1.011106 0.956948 1.086022 -0.89692 0.354674 -0.9996 -0.17788 0.897891 -0.97528 -0.51262 0.255599
2499 66533 AI413191 RIKEN cDNA 2310050C09 gene2310050C09Rik0.975405 0.879547 0.924941 0.833668 0.832504 0.915536 0.853521 0.99449 -0.94384 0.192505 -0.43115 0.672042 0.677982 -0.29925 0.495895 -1.00828
2500 AI426025 ESTs, Moderately0.97864 0.957905 0.928176 0.852717 0.773036 0.930554 0.916973 0.950058 -0.95845 -0.81494 -0.47802 0.503984 0.938921 -0.50115 -0.32345 -0.7347
2501 26379 AI428827 estrogen related receptor, alphaEsrra 0.903743 0.862956 0.970009 0.805601 0.873683 0.778274 0.915817 0.918169 0.276041 0.757574 -0.7894 0.977859 0.614825 0.947207 0.213823 0.126945
2502 AI255450 0.964164 0.972948 0.908309 0.83105 0.815503 0.881281 0.863495 0.984018 -0.74414 -0.85456 0.255599 0.938921 0.968875 0.628131 0.788951 -0.95376
2503 17863 AA124785 myeloblastosis oncogene Myb 0.991551 1.007705 0.942824 0.859172 0.878528 0.998688 0.934781 0.972231 -0.9996 -1.01157 -0.50115 0.572843 0.503984 -1.01157 -0.34758 -0.88345
2504 17888 AI325133 myosin, heavy polypeptide 6, cardiac muscle, alphaMyh6 1.023763 0.894626 0.870293 0.935604 0.901525 1.007201 1.041762 1.137489 -0.79806 0.824383 0.949737 0.181743 0.757574 -0.99197 -0.43115 0.918828
2505 14824 AA465793 granulin Grn 0.844599 0.853298 0.799142 0.767673 0.698929 0.647099 0.717594 0.835866 0.982133 0.970445 0.999202 0.999935 1 1 0.999999 0.989709
2506 19660 AA590333 retinol binding protein 2, cellularRbp2 0.954769 1.0106 0.93813 0.852299 0.810339 0.931586 0.859634 1.030252 -0.71546 -0.99471 -0.48961 0.683841 0.91095 -0.38359 0.614825 -0.88345
2507 AI413169 1.016544 0.970899 0.889021 0.878826 0.88708 0.916755 0.847055 0.840932 -0.85456 -0.53538 0.960833 0.981143 0.965507 0.78468 0.998679 0.999251
2508 18406 AA245687 orosomucoid 2 Orm2 0.933337 1.012802 0.926959 0.885893 0.818234 0.839753 0.855248 1.037417 0.296175 -0.92179 0.572843 0.954476 0.999816 0.998679 0.99527 -0.38359
2509 14609 AL022819 gap junction membrane channel protein alpha 1Gja1 0.921441 1.048033 0.991743 0.941806 0.897479 1.054637 1.064201 1.062687 -0.21428 -0.70566 -1.00174 -0.53538 0.160017 -0.62344 -0.50115 -0.52403
2510 12443 AI323180 cyclin D1 Ccnd1 1.068644 1.134946 1.007608 1.00892 0.731996 0.870505 0.708498 0.956169 -0.62344 0.059195 -1.00695 -1.00368 0.97337 0.192505 0.988806 -0.82316
2511 15891 AA220400 integrin binding sialoproteinIbsp 1.004271 1.025589 1.062235 1.176441 1.066917 1.212995 1.20858 1.198154 -0.99471 -0.51262 0.587183 0.999876 0.672042 0.999995 0.999992 0.99998
2512 TZ504 0.994117 1.016856 1.028261 0.951483 0.951357 0.919371 0.964173 1.039532 -0.97528 -0.7347 -0.32345 0.454135 0.454135 0.941803 0.012971 0.093324
2513 AI465189 0.987614 1.07767 0.870199 0.824126 0.779722 0.935315 0.968723 0.846635 -0.9097 0.683841 0.994361 0.999937 1 0.543115 -0.43115 0.999362
2514 16832 AA066664 lactate dehydrogenase 2, B chainLdh2 1.070248 0.99348 0.954703 1.011029 0.904972 1.104838 1.000389 0.968568 0.345127 -0.99197 -0.19001 -0.95376 0.81316 0.80929 -1.01187 -0.55786
2515 AW682573 0.941509 1.088695 0.893632 0.862303 0.879607 1.53033 0.962554 1.11145 -0.17788 0.001298 0.550678 0.653725 0.436821 0.922533 -0.87647 0.265858
2516 AW682573 0.971013 1.076947 1.013641 0.933801 0.815033 0.926496 0.971592 1.025902 -0.9097 -0.44294 -0.98903 -0.51262 0.824383 -0.40745 -0.9097 -0.93318
2517 22110 AI553411 testis-specific protein, Y-encoded-likeTspyl 0.928366 1.029151 0.999803 0.969419 0.903598 0.912034 0.98037 1.127522 0.286147 -0.71546 -1.01198 -0.67561 0.700932 0.587183 -0.86933 0.854761
2518 13120 AI463095 cytochrome P450, family 4, subfamily b, polypeptide 1Cyp4b1 1.075659 0.842657 0.858525 0.82645 0.832419 0.722568 0.87726 0.94318 -0.09348 0.916918 0.845165 0.958809 0.947207 0.999909 0.706469 -0.35961
2519 232491 AI413611 cDNA sequence BC027061BC027061 0.976136 0.944935 0.97416 1.019392 0.81036 1.121851 0.910484 1.151747 -0.89027 -0.52403 -0.86202 -0.95845 0.608044 -0.25072 -0.08152 0.62152
2520 14432 W29721 growth associated protein 43Gap43 0.972913 1.110194 0.939504 0.90105 0.905975 0.920227 0.898228 0.982667 -0.88345 0.224376 -0.43115 0.213823 0.138032 -0.19001 0.265858 -0.95845
2521 12709 W64562 creatine kinase, brain Ckb 0.95758 1.010681 0.977149 0.99546 0.917719 0.845512 0.9408 1.148207 -0.43115 -0.97136 -0.82316 -1.00368 0.462662 0.981644 -0.02218 0.92433
2522 67941 AA066610 ribosomal protein S27-like Rps27l 1.022801 1.013482 0.998738 1.044329 1.01004 1.127854 1.1362 1.113219 -0.7347 -0.9097 -1.01105 -0.15367 -0.95376 0.961811 0.976028 0.918828
2523 110961 AA014127 1.017459 0.928785 0.938722 0.946583 0.843814 0.894781 0.896607 1.039626 -0.96294 -0.275 -0.44294 -0.55786 0.801355 0.276041 0.245265 -0.7894
2524 AA122803 1.022517 0.943414 0.970889 0.92563 0.929242 0.984813 1.046418 0.971069 -0.7347 0.245265 -0.55786 0.634656 0.572843 -0.87647 -0.10547 -0.55786
2525 14264 AA028265 fibromodulin Fmod 0.953705 0.935702 0.948165 0.853483 0.847075 0.925191 0.89797 0.985001 -0.83916 -0.69575 -0.79806 0.234857 0.306126 -0.68573 -0.275 -1.00941
2526 54153 AA163960 RAS p21 protein activator 4 Rasa4 1.009199 0.933955 0.907513 0.817348 0.788769 0.950561 1.099901 1.134546 -0.98903 -0.04581 0.454135 0.989115 0.998141 -0.39554 0.428035 0.771448
2527 74551 AA044561 RIKEN cDNA 9130022B02 gene9130022B02Rik0.928682 0.969162 0.956493 0.865085 0.836256 0.934297 0.829509 0.935847 -0.52403 -0.9097 -0.81494 0.306126 0.594223 -0.59102 0.647452 -0.60191
2528 AA170444 0.888201 0.928785 0.894678 1.040838 0.826006 0.741944 0.880638 1.200639 0.527726 -0.12953 0.445522 -0.69575 0.9459 0.999362 0.62152 0.927813
2529 13877 AA048526 enhancer of rudimentary homolog (Drosophila)Erh 0.999695 0.984874 1.145555 1.233276 1.169766 1.074097 0.996827 1.037783 -1.01187 -0.90339 0.965507 0.999697 0.989709 0.392031 -1.00695 -0.45468
2530 19211 AI592566 phosphatase and tensin homologPten 0.968442 1.056055 0.971766 0.905674 0.874526 0.863915 0.976212 0.937825 -0.05768 0.677982 -0.20214 0.99247 0.999839 0.999964 -0.39554 0.835045
2531 13649 AI427644 epidermal growth factor receptorEgfr 0.963467 1.407084 1.361953 0.985673 1.009895 0.690137 0.807371 0.856843 -0.84694 0.996974 0.991064 -0.98588 -0.9996 0.99887 0.869644 0.535464
2532 68743 AA212336 RIKEN cDNA 2900037I21 gene2900037I21Rik 0.898041 1.125533 1.000274 0.791819 0.931725 0.893998 0.94847 1.211979 0.059195 -0.11749 -1.01105 0.904614 -0.46638 -0.22642 -0.67561 0.805356
2533 12630 AA217476 complement component factor iCfi 0.929637 0.945521 0.818028 0.83076 0.94868 0.90751 1.03825 0.929793 0.428035 0.047712 0.999474 0.998456 -0.03397 0.771448 -0.43115 0.419162
2534 67113 AI536309 0.850865 0.910782 0.933724 0.78232 0.867081 0.779284 0.879614 1.010655 0.989416 0.689619 0.276041 0.999958 0.968875 0.999968 0.93436 -0.96294
2535 57317 AA230396 splicing factor, arginine/serine-rich 4 (SRp75)Sfrs4 1.030552 1.173427 1.010602 0.892003 0.725915 0.994632 0.87092 1.062986 -0.87647 0.695316 -0.99471 0.245265 0.997899 -1.00695 0.5199 -0.51262
2536 15903 W11419 inhibitor of DNA binding 3 Idb3 1.34249 1.037298 1.139065 1.233058 1.582245 1.382448 1.316741 1.785727 0.95333 -0.89027 0.082002 0.717306 0.999507 0.977264 0.926089 0.99999
2537 AI661302 0.97141 0.908913 0.894915 0.82148 0.795037 0.826247 0.884559 0.77675 -0.6446 0.757574 0.877939 0.999297 0.999933 0.998939 0.932775 0.999988
2538 12393 AI415118 runt related transcription factor 2Runx2 0.917121 0.954799 0.830219 0.886757 0.890596 0.828409 1.020651 1.021958 0.224376 -0.52403 0.968063 0.672042 0.628131 0.971202 -0.90339 -0.89027
2539 19363 AI553500 RAD51-like 1 (S. cerevisiae)Rad51l1 0.956794 0.900121 0.792812 0.508485 0.439957 0.522498 0.619351 0.505235 -0.77169 0.001298 0.920699 1 1 1 0.999982 1
2540 19172 AI415623 proteasome (prosome, macropain) subunit, beta type 4Psmb4 0.996624 0.975337 0.954633 0.916971 0.931632 0.892332 0.942919 0.851007 -1.00542 -0.66537 -0.06958 0.766896 0.535464 0.9459 0.265858 0.997766
2541 381575 AA840135 similar to 1700029I01Rik proteinna 0.95929 0.943782 0.939018 0.918342 0.776777 0.895508 1.005576 1.226801 -0.54665 -0.21428 -0.11749 0.315996 0.999439 0.659913 -1.00174 0.99289
2542 21827 W80134 thrombospondin 3 Thbs3 1.055204 0.960033 1.032704 0.956744 0.931171 0.990817 1.0797 1.106143 -0.11749 -0.43115 -0.62344 -0.34758 0.276041 -0.97528 0.382817 0.732976
2543 64075 AA015322 SPARC related  modular calcium binding 1Smoc1 0.950113 1.015385 0.98696 1.010205 0.922311 0.935324 1.140201 1.157678 0.296175 -0.83124 -0.87647 -0.92757 0.841851 0.659913 0.996039 0.998939
2544 72462 AA016540 RIKEN cDNA 2600005C20 gene2600005C20Rik 0.98326 1.028251 1.040159 0.94964 0.955275 0.854872 0.945443 1.038342 -0.9097 -0.75345 -0.53538 -0.26286 -0.39554 0.964615 -0.15367 -0.56899
2545 AA008853 ESTs 0.916539 0.851925 0.941399 0.909831 0.828307 0.964974 0.994837 0.975926 0.047712 0.824383 -0.40745 0.160017 0.926089 -0.77169 -1.00695 -0.89692
2546 80888 AI326838 crystallin, alpha C Cryac 0.832371 0.888014 0.909455 0.743729 0.834861 0.688927 0.849798 0.889679 0.985234 0.771448 0.511986 0.999973 0.983076 1 0.960833 0.757574
2547 19072 AA009057 prolyl endopeptidase Prep 1.005241 1.082993 1.106127 1.172275 1.058678 1.099914 1.103675 1.141429 -1.00368 0.181743 0.5199 0.93436 -0.26286 0.445522 0.487718 0.820705
2548 76588 AA048950 RIKEN cDNA 2510031P20 gene2510031P20Rik0.976993 0.934226 0.963099 0.833871 0.951377 0.985855 0.93307 0.985248 -0.77169 0.315996 -0.44294 0.997766 -0.12953 -0.91583 0.335498 -0.9097
2549 68253 AA027723 1.02015 0.99866 1.00102 1.084956 1.004817 1.16341 1.031463 1.025419 -0.87647 -0.96725 -1.01157 0.428035 -0.9386 0.880602 -0.60191 -0.99197
2550 11516 AI323079 adenylate cyclase activating polypeptide 1Adcyap1 0.979258 0.951724 0.905537 0.895025 0.864666 0.948205 0.98619 0.982085 -0.71546 0.149056 0.926089 0.965507 0.997319 0.255599 -0.87647 -0.7894
2551 AA032741 1.009577 1.07784 1.057367 1.180073 1.039019 1.185843 1.042226 1.074728 -0.96725 0.479453 0.059195 0.995129 -0.40745 0.996485 -0.32345 0.428035
2552 AA059860 0.925644 1.078206 1.108253 1.00781 0.908832 0.933834 1.141128 0.922801 -0.11749 -0.15367 0.286147 -0.9996 0.181743 -0.26286 0.628131 -0.05768
2553 14388 AA034739 growth factor receptor bound protein 2-associated protein 1Gab1 1.019271 0.969686 0.819271 0.924282 0.804869 0.898375 0.897429 0.912599 -0.92757 -0.80657 0.971202 0.012971 0.986024 0.454135 0.462662 0.224376
2554 13170 AI528537 D site albumin promoter binding proteinDbp 0.924049 1.020444 0.908617 0.957948 0.924395 0.97552 1.141416 1.243385 0.641096 -0.7894 0.766896 -0.19001 0.641096 -0.68573 0.979562 0.999964
2555 109689 AA038975 arrestin, beta 1 Arrb1 0.890332 1.087084 0.989932 1.0662 0.902152 0.984858 1.049528 1.186388 0.88578 0.558154 -0.99197 0.192505 0.793154 -0.95376 -0.20214 0.994194
2556 76905 AA172851 RIKEN cDNA 1300008B03 gene1300008B03Rik 0.79833 0.842245 1.108523 0.74324 0.96408 0.786316 0.916187 1.28395 0.722607 0.382817 -0.31136 0.929502 -0.90339 0.788951 -0.47802 0.824383
2557 12522 AA178227 CD83 antigen Cd83 0.849438 0.967466 0.874488 0.885697 0.791667 0.920888 1.052273 1.273409 0.854761 -0.79806 0.666019 0.543115 0.987829 -0.01042 -0.53538 0.991064
2558 104570 AI464859 expressed sequence AW011752AW011752 0.961747 0.974532 0.912305 0.844961 0.865222 0.852957 0.874539 0.950135 -0.35961 -0.69575 0.747959 0.996787 0.985234 0.994023 0.971202 -0.03397
2559 215653 AI592305 Ras association (RalGDS/AF-6) domain family 2Rassf2 0.94383 0.975399 0.975667 1.078541 0.913425 0.868164 1.018099 1.139849 -0.39554 -0.7894 -0.88345 -0.08152 0.170913 0.594223 -0.9996 0.677982
2560 107503 AA270796 activating transcription factor 5Atf5 1.059 0.945504 1.056437 0.885603 0.805166 0.859732 0.892681 0.847009 -0.7347 -0.74414 -0.75345 -0.04581 0.766896 0.265858 -0.12953 0.40116
2561 AA184551 0.917639 1.033002 0.974585 0.924639 0.936095 0.851224 1.005594 0.974221 0.255599 -0.74414 -0.83916 0.126945 -0.11749 0.927813 -1.00368 -0.83124
2562 66197 AA289122 CDC28 protein kinase regulatory subunit 2Cks2 0.913558 0.905573 0.86271 0.999722 0.860339 0.869821 0.974758 0.896887 0.527726 0.647452 0.950962 -1.01187 0.956691 0.927813 -0.7894 0.747959
2563 101757 AA164049 expressed sequence AU020206AU020206 1.005841 0.961437 0.872166 0.796476 0.666227 0.600591 0.485647 0.627665 -0.9996 -0.51262 0.922533 0.99942 1 1 1 1
2564 AI594883 ESTs, Moderately1.01792 1.085816 0.830579 0.814222 0.655624 0.585309 0.478835 0.67661 -0.93318 0.160017 0.960833 0.986403 1 1 1 0.999999
2565 19720 AA162497 tripartite motif protein 27 Trim27 0.829143 1.167308 1.105472 0.997058 0.807142 0.776939 0.595048 0.611118 0.677982 0.428035 -0.17788 -1.01105 0.81316 0.920699 0.99998 0.999949
2566 231108 AA461827 cDNA sequence BC033606BC033606 0.907367 1.07454 1.012729 0.912848 0.825157 0.917689 0.891906 1.029035 -0.12953 -0.46638 -0.99197 -0.21428 0.771448 -0.28713 0.093324 -0.91583
2567 19245 AA204199 protein tyrosine phosphatase 4a3Ptp4a3 0.929457 1.037519 1.054462 1.063874 0.925123 1.049025 1.140716 1.284086 0.170913 -0.60191 -0.26286 -0.06958 0.255599 -0.37162 0.87246 0.999697
2568 18300 AA518685 oncoprotein induced transcript 1Oit1 0.999926 0.999465 0.994653 1.001488 1.00095 0.998167 1.004205 0.998894 -1.01198 -1.01157 -0.97528 -1.00941 -1.01105 -1.00828 -0.98903 -1.01033
2569 60365 AA571576 RNA binding motif protein 8Rbm8 1.107078 1.07515 1.031245 1.009903 1.043446 1.015647 0.947462 1.088365 0.070625 -0.35961 -0.86933 -0.99726 -0.75345 -0.97528 -0.61272 -0.17788
2570 14432 W29721 growth associated protein 43Gap43 0.941992 0.98375 0.922932 0.8819 0.782301 0.850778 0.899096 1.023814 0.565542 -0.7894 0.866775 0.99592 1 0.999859 0.979562 -0.58005
2571 15277 AA574507 hexokinase 2 Hk2 0.924044 0.911958 0.91812 0.911252 0.812388 0.901356 0.969241 1.089707 -0.03397 0.181743 0.082002 0.203199 0.972664 0.354674 -0.80657 0.082002
2572 W62248 0.957136 0.915437 0.891666 0.895983 0.839445 0.936581 0.988859 0.967542 0.335498 0.970445 0.997625 0.996155 0.999998 0.816964 -0.86933 -0.06958
2573 67763 AA590086 RIKEN cDNA 5730409F23 gene5730409F23Rik1.020184 0.954934 0.889138 0.999304 0.902105 0.992315 0.989764 1.054212 -0.77169 -0.03397 0.964615 -1.01157 0.914968 -0.97528 -0.94384 0.160017
2574 50709 W71200 histone 1, H1e Hist1h1e 0.999772 1.001899 0.849015 0.976293 0.976516 0.984462 0.980829 1.022721 -1.01187 -1.01033 0.996588 -0.72514 -0.72514 -0.88345 -0.81494 -0.75345
2575 12502 AA796027 CD3 antigen, gamma polypeptideCd3g 1.048282 0.948128 0.934926 0.94767 0.792022 0.858052 0.978395 1.077296 -0.50115 -0.38359 -0.10547 -0.37162 0.996588 0.895562 -0.89027 0.024599
2576 228545 AI413867 RIKEN cDNA 9930024E13 gene9930024E13Rik0.948641 0.978325 0.931413 0.962859 0.847897 0.975376 0.952539 1.085059 0.160017 -0.72514 0.580056 -0.275 0.99887 -0.65504 0.047712 0.738046
2577 22371 AI551257 Von Willebrand factor homologVwf 0.88216 1.040325 0.943241 0.946815 0.820427 0.965198 1.095878 1.218912 0.757574 -0.61272 -0.25072 -0.32345 0.986024 -0.68573 0.364138 0.986403
2578 56453 AA016581 membrane-bound transcription factor protease, site 1Mbtps1 0.927466 1.02 0.978296 1.102923 0.932525 0.941532 0.978116 1.041145 0.972664 -0.45468 -0.35961 0.998024 0.95333 0.883215 -0.34758 0.454135
2579 232491 AI390823 cDNA sequence BC027061BC027061 0.966333 0.978471 0.927096 0.992794 0.861922 0.891968 0.960103 1.068888 -0.63407 -0.84694 0.255599 -0.99471 0.947207 0.78034 -0.50115 0.070625
2580 15357 AA009175 3-hydroxy-3-methylglutaryl-Coenzyme A reductaseHmgcr 1.009535 1.03832 0.977029 1.010568 0.859236 1.062585 1.163382 1.064818 -0.99197 -0.71546 -0.90339 -0.97136 0.801355 -0.37162 0.801355 -0.33553
2581 94043 AA017855 beta-amyloid binding protein precursorBbp 0.949476 0.931863 1.145661 0.856976 0.798622 0.958403 1.081276 1.112849 -0.43115 -0.06958 0.793154 0.888296 0.994023 -0.59102 0.070625 0.5199
2582 14026 AA058305 Ena-vasodilator stimulated phosphoproteinEvl 0.997562 1.018391 0.947161 1.032268 0.995235 0.953961 0.984904 1.036195 -1.00542 -0.65504 0.628131 -0.11749 -0.98588 0.445522 -0.75345 0.03618
2583 56753 AI322530 tumor-associated calcium signal transducer 2Tacstd2 1.011424 0.875438 0.950991 0.812095 0.848183 0.844004 0.919089 0.908417 -0.89692 0.998198 0.345127 0.999999 0.999915 0.999949 0.904614 0.958809
2584 69956 AA105029 RIKEN cDNA 2810422B04 gene2810422B04Rik0.916422 0.915137 0.908743 0.934862 0.873327 0.977938 0.985176 0.994059 0.966379 0.969669 0.983972 0.835045 0.999726 -0.51262 -0.77169 -0.97136
2585 54616 AA030551 exostoses (multiple)-like 3 Extl3 0.976284 0.94555 0.988244 0.956598 0.943951 0.831401 1.004249 1.072643 -0.35961 0.747959 -0.83124 0.462662 0.775929 1 -0.98588 0.916918
2586 99512 AI426508 RIKEN cDNA 1810073M12 gene1810073M12Rik1.021568 0.959806 0.889516 0.894229 0.975236 1.012173 0.956103 0.933299 -0.70566 -0.09348 0.980102 0.971202 -0.59102 -0.90339 0.03618 0.634656
2587 67458 AA036235 RIKEN cDNA 1200007D18 gene1200007D18Rik0.988906 1.092057 0.954702 0.979917 0.855614 0.924178 0.956608 1.04414 -0.87647 0.961811 0.37352 -0.60191 0.99996 0.920699 0.306126 0.265858
2588 AI324969 0.909337 0.982597 0.858769 0.887136 0.865142 0.909137 0.882836 0.930573 -0.23857 -0.97901 0.181743 0.070625 0.345127 -0.23857 0.126945 -0.52403
2589 30877 AA041888 EST C77032 C77032 0.941868 1.402202 1.23653 1.156392 1.348106 0.931433 1.09486 1.17673 -0.28713 0.999976 0.987486 0.835045 0.999809 -0.08152 0.265858 0.91095
2590 11464 AA073958 actin, alpha, cardiac Actc1 0.951868 0.9986 0.890834 0.902223 0.8404 0.858664 0.904306 0.968403 0.047712 -1.01105 0.957762 0.91095 0.999362 0.996588 0.897891 -0.45468
2591 74551 AA044561 RIKEN cDNA 9130022B02 gene9130022B02Rik0.901403 1.089182 0.944582 0.906357 0.861349 0.975816 0.947626 1.142934 0.192505 -0.08152 -0.52403 0.115797 0.683841 -0.9097 -0.56899 0.543115
2592 110109 AA088121 nucleolar protein 1 Nol1 0.84256 1.165397 0.939711 0.863559 1.015164 0.843837 0.933087 1.079293 0.998719 0.995129 0.325787 0.99247 -0.88345 0.998549 0.479453 0.608044
2593 212528 AA103548 DNA segment, Chr 8, ERATO Doi 812, expressedD8Ertd812e 0.991003 0.855443 1.05435 0.977088 0.820081 0.857983 0.772378 0.763186 -1.00368 0.410204 -0.74414 -0.95845 0.711927 0.382817 0.920699 0.940377
2594 19142 AA166524 protease, serine, 12 neurotrypsin (motopsin)Prss12 1.006455 1.067344 1.11055 1.205555 1.045111 0.879547 0.911124 1.15597 -0.94889 -0.04581 0.550678 0.972664 -0.54665 0.594223 0.093324 0.860877
2595 223775 AA104254 proviral integration site 3 Pim3 1.004665 1.019631 1.02159 0.987775 0.922664 0.860404 0.921063 1.021775 -1.00368 -0.86202 -0.83124 -0.94889 0.454135 0.972664 0.487718 -0.83124
2596 18616 AA172673 paternally expressed 3 Peg3 0.963126 1.11487 0.899243 0.952664 0.889214 0.864662 1.007679 1.070712 -0.66537 0.565542 0.535464 -0.46638 0.659913 0.863853 -0.99726 -0.03397
2597 13038 AI323530 cathepsin K Ctsk 0.789675 1.181775 0.867264 0.878586 0.78256 0.924587 0.894322 1.140147 0.93436 0.706469 0.580056 0.181743 0.976653 -0.29925 0.160017 0.315996
2598 AI322902 0.998809 1.0317 0.996542 1.092957 0.961296 0.904719 0.926637 1.082758 -1.01157 -0.68573 -1.00695 0.511986 -0.51262 0.666019 0.296175 0.354674
2599 19701 AA111183 renin 1 structural Ren1 0.858843 1.118981 0.981809 0.97309 0.924278 0.726622 0.9107 0.345127 -0.45468 -0.96725 -1.01033 -0.45468 0.838478 -0.77169 NA
2600 19211 AI592566 phosphatase and tensin homologPten 1.042442 1.065838 1.067382 0.721021 0.918188 0.79059 0.778133 0.720125 -0.72514 -0.48961 -0.38359 0.998407 -0.14159 0.958809 0.986403 0.996155
2601 59041 AA120636 serine/threonine kinase 25 (yeast)Stk25 0.992405 0.9867 1.111036 0.963068 0.95637 0.921267 0.855079 1.065125 -0.98588 -0.93318 0.80929 -0.46638 -0.29925 0.527726 0.985634 0.160017
2602 AI527215 1.098986 1.022221 1.033941 0.961972 0.95494 0.935407 0.865236 1.083587 0.752804 -0.7894 -0.53538 -0.39554 -0.20214 0.315996 0.981644 0.565542
2603 AA172909 0.968873 1.061256 1.058138 0.876457 0.901102 0.832413 0.844525 0.960854 -0.45468 0.345127 0.276041 0.988163 0.926089 0.999782 0.999275 -0.20214
2604 319171 W62557 histone 1, H2ao Hist1h2ao 0.9394 0.964328 1.139663 0.910796 0.868456 0.845387 0.711715 0.8745 0.024599 -0.56899 0.904614 0.594223 0.938921 0.983972 1 0.916918
2605 13076 NM_009992cytochrome P450, family 1, subfamily a, polypeptide 1Cyp1a1 2.635875 4.933495 4.679168 5.455561 5.18149 7.458576 6.103087 5.911417 0.999999 1 1 1 1 1 1 1
2606 26914 AA197469 H2A histone family, member YH2afy 1.037262 1.290848 0.975099 0.980366 0.976252 1.129338 1.118518 1.247933 -0.76264 0.994023 -0.89027 -0.93318 -0.89692 0.527726 0.410204 0.977859
2607 54644 AA178252 DNA segment, Chr X, Immunex 46, expressedDXImx46e 0.960184 1.050428 0.947485 0.910505 0.878032 0.942754 0.92079 1.05727 -0.70566 -0.58005 -0.50115 0.149056 0.608044 -0.41932 -0.02218 -0.47802
2608 72415 AI606007 RIKEN cDNA 3300001M08 gene3300001M08Rik1.004824 1.030651 0.886297 0.914027 0.935115 0.967178 0.882044 1.017807 -0.99726 -0.53538 0.963702 0.797288 0.454135 -0.44294 0.972664 -0.83124
2609 AA183544 0.882516 0.985799 1.28764 1.113266 0.9454 1.028027 0.954584 0.920707 0.587183 -0.97136 0.994681 0.382817 -0.45468 -0.85456 -0.60191 0.001298
2610 52084 AI451592 DNA segment, Chr 1, ERATO Doi 53, expressedD1Ertd53e 0.993689 1.023772 0.990904 1.051857 1.0114 0.958574 0.95026 0.995216 -0.96294 -0.41932 -0.9097 0.580056 -0.85456 0.192505 0.587183 -0.98255
2611 107019 AA182325 expressed sequence AW046661AW046661 0.948824 1.040495 0.981326 0.919528 0.89831 0.892351 0.915629 1.096087 -0.54665 -0.72514 -0.94384 -0.02218 0.325787 0.410204 0.047712 0.10459
2612 63959 AA215238 solute carrier family 29 (nucleoside transporters), member 1Slc29a1 0.980295 1.082038 0.986262 1.058005 1.002725 1.014419 0.984292 1.090826 -0.61272 0.922533 -0.80657 0.634656 -1.00368 -0.79806 -0.75345 0.958809
2613 AI646651 1.189296 1.101173 1.17911 0.873855 0.971736 0.861475 0.768871 0.819669 -0.20214 -0.40745 0.192505 -0.38359 -0.99197 -0.21428 0.659913 0.296175
2614 16612 AI788397 kallikrein 6 Klk6 1.051801 1.154299 0.966459 0.922107 1.032575 0.982439 1.023713 0.986281 -0.10547 0.977264 -0.52403 0.454135 -0.58005 -0.86933 -0.76264 -0.92179
2615 19085 AA189989 protein kinase, cAMP dependent regulatory, type I betaPrkar1b 1.008088 0.964418 1.055871 0.991107 1.108726 0.884072 0.985036 1.021882 -0.99471 -0.67561 -0.33553 -0.98903 0.527726 0.738046 -0.94889 -0.88345
2616 11512 AI874441 adenylate cyclase 6 Adcy6 1.011697 1.106826 1.15793 1.043666 1.17612 0.926949 1.033978 1.179696 -0.96294 0.653725 0.943198 -0.45468 0.972664 0.265858 -0.65504 0.972664
2617 68083 NM_026550glycerophosphodiester phosphodiesterase domain containing 1Gdpd1 0.958015 1.073979 1.050147 1.038746 1.052048 0.96824 0.922707 1.077187 0.059195 0.74304 0.245265 -0.10547 0.306126 -0.29925 0.848421 0.78034
2618 98758 AA915034 RIKEN cDNA 4833420I20 gene4833420I20Rik 0.9275 0.886395 0.765894 0.796777 0.840321 0.848896 0.894093 0.950258 0.345127 0.875225 0.999978 0.999677 0.991558 0.985234 0.820705 -0.19001
2619 68083 NM_026550glycerophosphodiester phosphodiesterase domain containing 1Gdpd1 1.202998 2.35234 2.901829 3.473079 3.408501 3.715457 3.83427 3.477025 0.747959 1 1 1 1 1 1 1
2620 17449 AI265580 malate dehydrogenase, solubleMor2 0.902335 1.024826 0.954456 0.885587 0.854749 0.975214 0.914381 1.037852 0.149056 -0.91583 -0.68573 0.382817 0.717306 -0.9097 -0.04581 -0.79806
2621 16323 NM_008380inhibin beta-A Inhba 0.95634 1.01456 1.280469 1.214593 1.271881 1.120544 1.014691 1.220041 -0.43115 -0.9386 0.999707 0.994023 0.999552 0.762271 -0.9386 0.99527
2622 XM_124850 1.000396 1.058265 0.966822 0.881457 0.863083 0.886349 0.859187 0.966418 -1.01187 -0.12953 -0.63407 0.87246 0.949737 0.841851 0.958809 -0.62344
2623 20390 NM_009160surfactant associated protein DSftpd 1.011202 1.032208 1.016468 1.05805 1.077501 1.045975 0.957976 1.081269 -0.93318 -0.46638 -0.84694 0.255599 0.641096 -0.05768 -0.11749 0.695316
2624 12408 AA840093 carbonyl reductase 1 Cbr1 1.051179 0.983927 0.997969 1.043944 0.999307 1.032233 1.027869 0.981991 0.047712 -0.85456 -1.00941 -0.15367 -1.01157 -0.48961 -0.60191 -0.82316
2625 81799 NM_030888RIKEN cDNA 2310005P21 gene2310005P21Rik0.985897 0.99772 0.960551 0.934505 1.034879 0.972633 0.951683 1.149137 -0.89692 -1.00828 -0.25072 0.471101 -0.41932 -0.65504 0.024599 0.988806
2626 12408 AA840093 carbonyl reductase 1 Cbr1 1.060966 1.222016 0.932855 0.942136 1.412141 0.832783 1.123798 0.847258 -0.92757 -0.56899 -0.85456 -1.00828 0.203199 -0.63407 -0.67561 -0.69575
2627 26968 NM_012043immunoglobulin superfamily containing leucine-rich repeatIslr 0.913295 0.969338 1.0373 0.901147 0.909086 0.978505 0.84831 1.017375 -0.16577 -0.88345 -0.83916 0.012971 -0.10547 -0.94889 0.647452 -0.97136
2628 11793 XM_147374autophagy 5-like (S. cerevisiae)Apg5l 1.067506 1.069867 1.028859 0.976864 0.993881 0.997693 0.975005 1.007838 0.234857 0.286147 -0.66537 -0.77169 -0.99471 -1.00941 -0.7347 -0.98255
2629 AA250490 0.934942 1.115335 1.101609 1.042077 0.964829 0.921423 1.04347 1.076896 0.276041 0.854761 0.747959 -0.35961 -0.50115 0.558154 -0.32345 0.419162
2630 11512 AI874441 adenylate cyclase 6 Adcy6 0.973097 1.062387 0.995201 0.914998 0.936666 0.829343 0.963571 1.071902 -0.61272 0.306126 -0.99726 0.78468 0.419162 0.999666 -0.34758 0.495895
2631 AA250490 0.924734 0.611913 1.01506 0.918044 0.787599 0.579665 1.003633 -0.70566 0.866775 -0.37162 -0.21428 0.364138 0.954476 -0.54665 NA
2632 AA985910 0.829076 0.878484 0.796078 0.73871 0.619265 0.708699 0.720105 0.775451 0.976028 0.78034 0.996268 0.999928 1 0.999993 0.999983 0.999004
2633 15039 BC003819 histocompatibility 2, T region locus 22H2-T22 1.57667 0.961597 0.891255 0.926636 0.821263 0.835774 0.878033 0.996369 0.999912 -0.83916 0.070625 -0.43115 0.775929 0.683841 0.245265 -1.01033
2634 21743 AA880695 thioether S-methyltransferaseTemt 1.005836 0.989216 1.06294 1.145884 1.09604 1.131567 1.168541 1.21007 -0.98903 -0.9386 0.37352 0.990273 0.841851 0.964615 0.997697 0.999859
2635 16523 AA389306 potassium inwardly-rectifying channel, subfamily J, member 8Kcnj8 0.981111 1.04154 1.026532 0.940468 0.936829 0.965748 1.061874 1.134884 -0.9097 -0.59102 -0.82316 -0.17788 -0.09348 -0.68573 -0.20214 0.78034
2636 14580 AA387693 glial fibrillary acidic protein Gfap 0.988485 1.280142 1.040033 1.068095 1.031214 0.996118 0.988103 0.995011 -0.97528 0.998357 -0.63407 -0.12953 -0.77169 -1.00828 -0.97528 -1.00542
2637 26934 AA049623 Rac GTPase-activating protein 1Racgap1 1.024409 1.108408 1.023734 0.899338 1.028892 0.955833 0.920661 1.234958 -0.86933 0.234857 -0.87647 0.296175 -0.86202 -0.65504 -0.41932 0.926089
2638 14580 AA387693 glial fibrillary acidic protein Gfap 0.965921 1.079283 1.088081 0.949621 0.907654 0.973793 0.8658 1.05579 -0.81494 -0.22642 -0.09348 -0.60191 0.093324 -0.89027 0.527726 -0.55786
2639 212528 AA103548 DNA segment, Chr 8, ERATO Doi 812, expressedD8Ertd812e 1.204084 1.021216 1.209451 1.162825 1.124245 1.199876 1.17177 1.137705 0.914968 -0.92757 0.926089 0.762271 0.454135 0.904614 0.805356 0.580056
2640 11512 AI874441 adenylate cyclase 6 Adcy6 1.067575 1.164166 1.095854 1.008532 1.082455 0.911846 1.03572 1.097991 0.245265 0.985234 0.695316 -0.97901 0.5199 0.706469 -0.51262 0.717306
2641 19142 AI325429 protease, serine, 12 neurotrypsin (motopsin)Prss12 0.951868 0.981818 1.007016 1.103543 0.982478 1.009742 0.945912 1.077662 -0.11749 -0.85456 -0.98903 0.771448 -0.86202 -0.96725 0.047712 0.471101
2642 AA170668 1.052799 0.957028 0.948137 1.010686 0.961416 0.921774 0.914258 0.960388 -0.39554 -0.48961 -0.35961 -0.98255 -0.62344 0.181743 0.315996 -0.75345
2643 19142 AI325429 protease, serine, 12 neurotrypsin (motopsin)Prss12 0.905897 1.140399 1.003065 1.064617 0.97977 1.000222 1.056935 1.283685 0.5199 0.831552 -1.00941 -0.11749 -0.89027 -1.01198 -0.275 0.99932
2644 14137 AI894010 farnesyl diphosphate farnesyl transferase 1Fdft1 0.995713 0.916234 0.896996 0.9078 0.908163 0.899082 0.954909 0.968035 -0.99726 0.869644 0.966379 0.926089 0.92433 0.960833 0.082002 -0.35961
2645 22264 W10974 uterine-specific proline-rich acidic proteinUpa 1.011671 0.905639 0.918647 0.916287 0.92443 0.855904 0.944617 0.952781 -0.9386 0.831552 0.683841 0.717306 0.587183 0.99348 0.138032 -0.09348
2646 26941 AI414948 solute carrier family 9 (sodium/hydrogen exchanger), isoform 3 regulator 1Slc9a3r1 1.022954 1.171794 0.957267 1.102184 1.205637 0.976768 1.137975 0.933556 -0.95845 0.558154 -0.59102 0.265858 0.931155 -0.87647 0.5199 -0.37162
2647 30959 AA146329 DEAD (Asp-Glu-Ala-Asp) box polypeptide 25Ddx25 0.98909 1.111644 1.180663 1.041716 1.10857 1.097178 1.117099 1.098486 -0.95845 0.824383 0.992683 -0.38359 0.801355 0.695316 0.857847 0.706469
2648 AI785472 0.98726 1.065594 0.975963 0.884186 0.961208 0.965593 0.955321 1.230569 -0.95376 -0.01042 -0.81494 0.835045 -0.53538 -0.62344 -0.40745 0.997151
2649 19111 AI226131 prolactin-like protein B Prlpb 0.899471 1.013542 1.021557 0.904615 0.923705 0.893438 0.857646 1.249151 0.706469 -0.94889 -0.85456 0.641096 0.325787 0.771448 0.958809 0.998972
2650 AI785472 0.905234 1.101762 1.037588 0.942934 1.076464 1.066609 0.973618 0.962875 0.276041 0.234857 -0.74414 -0.40745 -0.14159 -0.41932 -0.86933 -0.7347
2651 14432 W29721 growth associated protein 43Gap43 1.054309 1.027251 1.040322 1.061252 1.196564 1.158323 1.034215 1.150522 -0.14159 -0.7347 -0.46638 0.012971 0.994194 0.965507 -0.60191 0.950962
2652 15007 AI876635 histocompatibility 2, Q region locus 10H2-Q10 1.023929 1.060264 1.020477 0.845414 0.873522 0.823884 0.730528 0.896844 -0.81494 -0.09348 -0.86933 0.981143 0.91095 0.995129 0.999997 0.74304
2653 15007 AI876635 histocompatibility 2, Q region locus 10H2-Q10 1.074686 1.013579 1.071666 0.89233 1.021929 1.077579 1.101465 1.036166 -0.28713 -0.97901 -0.26286 0.203199 -0.92757 -0.16577 0.192505 -0.82316
2654 14976 W96994 H2-K region expressed gene 2H2-Ke2 0.939959 1.207482 1.473216 1.066694 1.512905 0.774259 1.133277 1.132299 -0.54665 0.81316 0.999362 -0.59102 0.999401 0.659913 0.265858 0.093324
2655 29811 AI527264 N-myc downstream regulated 2Ndr2 0.990392 0.914879 1.063856 0.922853 1.034217 0.855424 1.031522 0.887344 -0.98588 0.296175 -0.20214 0.149056 -0.72514 0.90888 -0.77169 0.683841
2656 64292 AI098981 prostaglandin E synthase Ptges 0.981425 0.885301 0.938252 0.869247 0.737441 1.002173 0.997009 1.072365 -0.95376 0.345127 -0.50115 0.471101 0.996485 -1.01105 -1.00828 -0.41932
2657 16612 AI790287 kallikrein 6 Klk6 1.049084 1.069543 0.945622 0.954459 1.022849 1.086102 1.067454 1.106881 -0.53538 -0.54665 -0.39554 -0.55786 -0.89692 -0.69575 -0.22642 0.03618
2658 64292 AI098981 prostaglandin E synthase Ptges 1.121879 1.022599 0.98161 0.936176 0.996321 0.995811 0.836317 1.001132 0.306126 -0.95376 -0.95376 -0.47802 -1.00941 -1.00941 0.695316 -1.01187
2659 13605 AA985853 ect2 oncogene Ect2
2660 12630 AA217476 complement component factor iCfi 0.863253 0.962302 1.098815 1.024282 1.089929 1.004767 1.022534 1.174135 0.634656 -0.78062 0.024599 -0.92179 -0.10547 -1.00828 -0.93318 0.738046
2661 AA111276 ESTs, Moderately0.931773 1.020386 1.03329 0.956 0.990323 1.025517 0.959792 1.167448 0.012971 -0.89692 -0.72514 -0.50115 -0.98588 -0.83916 -0.58005 0.922533
2662 AA217594 expressed sequence C76256C76256 1.468511 1.039364 0.506787 0.794981 0.868933 0.84908 0.357206 1.020976 0.601176 -0.97901 0.98261 -0.11749 -0.61272 -0.48961 0.999888 -1.00174
2663 110135 AI386354 fibrinogen, B beta polypeptideFgb 1.037361 1.099561 1.034942 0.981618 1.005101 0.922018 0.989683 1.155776 -0.70566 0.315996 -0.74414 -0.92757 -1.00542 0.093324 -0.98588 0.827999
2664 21987 AI464481 tumor protein D52-like 1 Tpd52l1 0.928132 1.09292 1.01206 0.912532 0.909873 0.863081 0.824187 0.932674 0.419162 0.647452 -0.94889 0.683841 0.717306 0.978441 0.998719 0.315996
2665 19735 AI464441 regulator of G-protein signaling 2Rgs2 1.004138 0.977134 0.906718 1.059477 1.020657 1.053716 0.971068 1.175622 -1.00542 -0.80657 0.695316 -0.02218 -0.84694 -0.15367 -0.68573 0.984403
2666 14580 AA387693 glial fibrillary acidic protein Gfap 0.949513 0.920137 0.909173 0.66131 0.851751 0.501694 0.476614 0.510119 -0.83916 -0.67561 -0.48961 0.988163 0.126945 0.999991 0.999998 0.999985
2667 57317 AA230396 splicing factor, arginine/serine-rich 4 (SRp75)Sfrs4 1.039481 0.961708 0.891342 0.531563 0.810481 0.56327 0.467922 0.484384 -0.91583 -0.91583 -0.32345 0.999935 0.487718 0.999697 0.999998 0.999995
2668 AI605191 0.935691 0.903844 0.975435 0.965502 0.846041 0.906669 1.028466 0.897051 -0.78062 0.245265 -1.00941 -0.83916 0.012971 0.203199 -0.86202 -0.17788
2669 66693 AA265119 RIKEN cDNA 4631408O11 gene4631408O11Rik1.089361 1.195893 0.931319 0.739689 1.005314 0.988162 0.665646 0.905267 -0.35961 0.614825 -0.53538 0.976653 -1.00941 -0.99726 0.999004 -0.19001
2670 70564 AA462409 RIKEN cDNA 5730469M10 gene5730469M10Rik1.045767 1.020928 1.043077 0.866311 0.932237 0.900133 1.044974 1.028669 -0.50115 -0.89027 -0.55786 0.880602 0.001298 0.580056 -0.54665 -0.7894
2671 50909 AA254914 complement component 1, r subcomponentC1r 0.945271 1.058686 1.055649 0.884618 0.926957 0.943354 0.885086 1.219455 -0.59102 -0.58005 -0.62344 0.325787 -0.31136 -0.55786 0.325787 0.875225
2672 71665 AA475531 fucosidase, alpha-L- 1, tissueFuca 1.011312 1.035996 1.155358 1.169989 1.113444 1.085865 0.946632 1.09793 -0.95845 -0.53538 0.969669 0.984824 0.816964 0.5199 -0.05768 0.677982
2673 14071 AA267985 coagulation factor IX F9 0.960104 0.955243 1.00526 0.980376 0.9645 0.999668 0.678927 0.844919 -0.25072 -0.10547 -0.99726 -0.79806 -0.38359 -1.01187 1 0.998357
2674 AA623111 0.989398 0.872407 0.929132 0.874495 0.869088 0.925932 0.835192 0.958198 -0.96725 0.938921 0.306126 0.931155 0.948486 0.37352 0.993847 -0.39554
2675 54196 AA289906 poly(A) binding protein, nuclear 1Pabpn1
2676 17189 AA570973 myoglobin Mb 1.064511 1.01697 1.134481 1.08595 0.976006 0.962514 1.099112 1.242552 -0.43115 -0.93318 0.40116 -0.34758 -0.92179 -0.7894 -0.40745 0.92433
2677 15126 AA624673 hemoglobin X, alpha-like embryonic chain in Hba complexHba-x 1.089043 1.035771 0.962325 1.039206 0.821625 0.808444 0.900575 1.090989 0.487718 -0.58005 -0.51262 -0.51262 0.997151 0.998939 0.738046 0.5199
2678 12125 AA711151 BCL2-like 11 (apoptosis facilitator)Bcl2l11 1.046364 1.114418 1.150458 1.189101 1.22996 1.175133 1.321311 1.347759 -0.16577 0.897891 0.983972 0.998253 0.999854 0.99592 1 1
2679 AI607235 0.965472 0.977136 0.833296 0.733441 0.753292 0.760056 0.841495 0.866783 -0.7894 -0.9097 0.897891 0.999202 0.997476 0.996378 0.863853 0.689619
2680 AI324027 0.976419 1.059493 1.008743 0.925069 0.85129 0.883599 0.889961 1.000487 -0.33553 0.801355 -0.90339 0.964615 0.999998 0.999796 0.999507 -1.01157
2681 320508 AA611744 RIKEN cDNA B430218L07 geneB430218L07Rik1.002505 0.904188 0.796348 0.916541 0.928906 0.93961 0.862415 1.14407 -1.01033 0.37352 0.991314 0.160017 -0.06958 -0.28713 0.824383 0.738046
2682 26941 AI414948 solute carrier family 9 (sodium/hydrogen exchanger), isoform 3 regulator 1Slc9a3r1 1.286672 1.019636 1.123118 1.205763 1.072049 1.31184 1.391182 1.250774 0.918828 -0.97136 0.012971 0.672042 -0.54665 0.949737 0.989994 0.845165
2683 18596 AA870123 platelet derived growth factor receptor, beta polypeptidePdgfrb 1.058472 0.932813 0.900483 0.88768 1.053806 1.006824 0.871515 0.990399 -0.55786 -0.37162 0.160017 0.345127 -0.70566 -0.96294 0.543115 -0.99726
2684 64292 AI098981 prostaglandin E synthase Ptges 1.110097 1.66168 1.527073 1.321286 1.30836 1.099474 1.266682 1.369408 0.732976 1 1 0.999984 0.999969 0.62152 0.999743 0.999999
2685 23844 AA691586 chloride channel calcium activated 3Clca3 0.989642 1.050588 1.056805 0.947449 0.995912 0.909531 0.946779 1.000963 -0.9386 0.115797 0.276041 0.245265 -0.9996 0.890765 0.265858 -1.01157
2686 319171 W62557 histone 1, H2ao Hist1h2ao 0.989966 1.058936 1.057449 1.103382 1.000851 0.986437 0.91836 0.842783 -0.98588 -0.35961 -0.38359 0.354674 -1.01105 -0.96725 0.149056 0.926089
2687 12389 AA655345 caveolin, caveolae protein Cav 1.011485 1.079224 1.083051 0.955239 0.983962 0.928348 0.859586 0.946765 -0.86933 0.91298 0.932775 0.37352 -0.7347 0.897891 0.999949 0.614825
2688 14976 W96994 H2-K region expressed gene 2H2-Ke2 1.051436 1.067043 0.998843 0.812857 0.9306 0.796019 0.749923 0.786946 -0.25072 0.093324 -1.01157 0.998407 0.245265 0.999567 0.999992 0.999789
2691 28081 BG062930 DNA segment, Chr 11, Wayne State University 99, expressedD11Wsu99e 0.960969 0.962843 0.995548 0.839517 0.873493 0.949098 0.937901 1.007629 -0.71546 -0.7347 -1.00828 0.893186 0.666019 -0.52403 -0.32345 -0.9996
2695 170658 BG062933 NADH dehydrogenase (ubiquinone) Fe-S protein 5Ndufs5 1.023387 0.990285 0.881187 0.912284 0.923493 0.971249 0.991779 0.961124 -0.59102 -0.92757 0.996268 0.940377 0.860877 -0.38359 -0.95376 -0.01042
2696 17912 BG062934 myosin IB Myo1b 1.029206 0.990571 1.196044 1.159706 1.086712 1.189952 1.102753 1.096637 -0.55786 -0.95845 0.999522 0.994984 0.738046 0.999275 0.875225 0.835045
2699 14750 BG062936 0.980718 0.967818 0.851054 0.835077 0.770799 0.91211 0.930597 1.062503 -0.7894 -0.45468 0.997962 0.999538 0.999999 0.827999 0.565542 0.325787
2701 68118 BG063015 RIKEN cDNA 9430023L20 gene9430023L20Rik 0.93081 0.825216 0.954271 0.924837 0.778714 0.993622 0.949546 1.064607 0.093324 0.989709 -0.41932 0.224376 0.998637 -0.9996 -0.32345 -0.09348
2704 12816 BG063018 procollagen, type XII, alpha 1Col12a1 1.011196 0.873723 0.84556 0.805633 0.740972 0.740028 0.752686 0.913361 -1.00542 0.897891 0.976653 0.998198 0.999989 0.99999 0.99997 0.495895
2705 27027 BG063019 pan hematopoietic expressionPhemx 0.983666 0.999493 0.987322 1.09731 0.879256 1.041781 1.119959 1.231504 -0.92179 -1.01187 -0.95845 0.5199 0.78468 -0.51262 0.757574 0.997064
2706 100177 BG063020 RIKEN cDNA 9330177P20 gene9330177P20Rik0.982517 0.962809 1.003551 0.900347 0.817015 0.851846 0.963875 0.944172 -0.93318 -0.67561 -1.00828 0.479453 0.982133 0.906768 -0.69575 -0.32345
2708 17096 BG063022 Yamaguchi sarcoma viral (v-yes-1) oncogene homologLyn 0.917438 0.963178 1.021732 0.995565 0.851619 0.88081 0.950193 1.287074 0.788951 -0.29925 -0.7347 -0.9996 0.998306 0.980629 0.10459 0.999999
2709 100491 BG063023 0.957722 1.013564 0.906205 0.907067 0.938266 0.962179 0.912213 0.998311 -0.16577 -0.9097 0.866775 0.860877 0.37352 -0.29925 0.81316 -1.01033
2710 67140 BG063024 0.957838 1.148931 0.945427 0.874724 0.79671 0.803305 0.88988 1.008151 -0.50115 0.890765 -0.21428 0.827999 0.998456 0.997552 0.752804 -0.99197
2713 17684 BG063027 Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 2Cited2 0.941841 0.96221 0.978656 0.86888 0.788694 0.931967 0.859069 0.979422 -0.52403 -0.7894 -0.9386 0.550678 0.964615 -0.37162 0.647452 -0.94384
2718 107071 BG063032 RIKEN cDNA 5730436H21 gene5730436H21Rik0.953196 1.05437 1.128586 1.051754 0.982778 0.956032 0.881081 1.018711 -0.71546 -0.65504 0.255599 -0.67561 -0.97136 -0.75345 0.315996 -0.96294
2719 66101 BG063033 RIKEN cDNA 1100001J08 gene1100001J08Rik 0.877974 1.0133 0.972139 0.865033 0.838418 0.982901 0.872594 1.036572 0.203199 -0.99197 -0.92179 0.364138 0.62152 -0.97901 0.265858 -0.86933
2725 66691 BG063037 RIKEN cDNA 4432404J10 gene4432404J10Rik 0.956993 0.974241 1.061236 0.885138 0.87577 0.84144 0.908241 0.99072 -0.275 -0.71546 0.115797 0.92433 0.956691 0.99592 0.752804 -0.97136
2726 15476 BG063038 heparan sulfate (glucosamine) 3-O-sulfotransferase 1Hs3st1 0.862285 0.995028 1.018647 0.88237 1.115227 0.992418 1.071393 0.961249 0.732976 -1.01198 -0.92757 0.03618 0.138032 -0.99197 -0.45468 -0.86933
2729 BG063041 0.960233 1.113537 1.00785 0.886667 0.775588 0.920049 0.926208 1.053064 -0.86933 -0.22642 -1.00695 -0.08152 0.860877 -0.48961 -0.55786 -0.7894
2733 80385 BG063044 PDGFA associated protein 2Pdap2 0.9397 1.023575 0.979504 0.903355 0.875164 0.974951 0.883677 0.99279 -0.45468 -0.92179 -0.9386 0.149056 0.527726 -0.90339 0.428035 -1.00368
2735 67669 BG063045 RIKEN cDNA 0610007P06 gene0610007P06Rik0.998574 1.091087 1.028363 1.006321 0.970295 1.069251 0.93923 1.056082 -1.01105 0.462662 -0.75345 -0.99726 -0.71546 0.082002 -0.01042 -0.19001
2736 BG063046 0.90361 1.129516 0.988065 0.825873 0.848794 0.971762 0.887722 1.063672 -0.26286 -0.02218 -0.9996 0.601176 0.392031 -0.9386 -0.17788 -0.70566
2737 16573 BG063047 kinesin family member 5B Kif5b 1.015767 1.095441 0.990294 0.91662 0.885405 0.808921 0.883543 1.066691 -0.92179 0.535464 -0.97901 0.471101 0.845165 0.998306 0.857847 0.047712
2741 26557 BG063051 homer homolog 2 (Drosophila)Homer2 1.131001 1.36426 0.948085 0.932223 0.881777 0.880873 0.79968 0.760436 0.757574 0.999972 -0.33553 0.012971 0.78034 0.78468 0.993666 0.999775
2749 13636 BG063057 ephrin A1 Efna1 1.455288 1.123673 0.867264 1.267692 0.852247 0.726728 0.988277 0.941488 0.994834 -0.05768 0.224376 0.845165 0.392031 0.976653 -0.9996 -0.69575
2755 BG063061 0.883651 0.979174 1.043547 0.936778 0.887894 0.915599 0.966384 1.006811 0.87246 -0.84694 -0.43115 0.093324 0.841851 0.5199 -0.61272 -0.99471
2756 BG063062 1.030676 0.92644 0.915623 0.822007 0.867098 0.930845 0.986189 0.953899 -0.77169 0.10459 0.315996 0.985234 0.866775 0.012971 -0.95845 -0.47802
2762 BG063067 0.968087 0.840798 0.978139 0.877545 0.932611 0.993995 0.916462 0.919733 -0.86933 0.628131 -0.94384 0.224376 -0.39554 -0.99197 -0.34758 -0.22642
2763 98244 BG063068 0.954074 0.959309 1.013023 1.061498 0.879265 0.938689 1.00041 0.968128 -0.40745 -0.52403 -0.95845 -0.12953 0.845165 -0.05768 -1.01187 -0.69575
2776 104724 BG063077 0.920688 0.896585 1.002993 0.903503 0.860106 0.934629 0.882575 1.059175 0.213823 0.601176 -1.00941 0.503984 0.848421 -0.06958 0.752804 -0.275
2780 11535 BG063079 adrenomedullin Adm 0.914545 1.025821 0.970131 0.906942 0.883958 0.937557 1.00911 1.112498 0.706469 -0.68573 -0.56899 0.835045 0.958809 0.345127 -0.96725 0.895562
2782 19240 BG063081 thymosin, beta 10 Tmsb10 0.962523 0.92634 0.956875 1.051363 0.921412 0.942933 1.017795 1.352323 -0.52403 0.315996 -0.39554 -0.26286 0.419162 -0.05768 -0.89692 0.999996
2790 16763 BG063088 ladinin Lad1 1.014409 0.952508 0.938101 0.855095 0.828939 0.99616 0.855989 0.984646 -0.98588 -0.74414 -0.58005 0.5199 0.738046 -1.01033 0.511986 -0.98255
2795 67769 BG063093 RIKEN cDNA 5830436K05 gene5830436K05Rik0.929817 1.020943 1.031357 0.939281 0.846893 0.834925 0.816392 1.017385 -0.29925 -0.9386 -0.85456 -0.45468 0.78034 0.848421 0.920699 -0.96294
2802 13660 BG063097 EH-domain containing 1 Ehd1 1.006143 0.974177 1.089008 0.972299 0.905872 1.037308 1.08374 0.950746 -0.99471 -0.7347 0.558154 -0.69575 0.732976 -0.51262 0.479453 -0.16577
2803 BG063098 0.971953 0.9777 1.041327 1.113569 1.067842 1.010392 1.020306 1.065303 -0.80657 -0.88345 -0.62344 0.445522 -0.14159 -0.98903 -0.9097 -0.19001
2811 70385 BG062941 RIKEN cDNA 2600001J17 gene2600001J17Rik 0.977385 0.996496 0.980862 0.970744 1.036422 1.040177 1.107542 1.156023 -0.58005 -0.9996 -0.68573 -0.33553 -0.11749 0.012971 0.977264 0.999522
2812 54189 BG062942 rabaptin, RAB GTPase binding effector protein 1Rabep1 0.914756 0.999266 1.029351 1.000099 0.834713 0.928305 0.955788 1.144809 -0.22642 -1.01187 -0.9097 -1.01198 0.722607 -0.41932 -0.77169 0.354674
2818 207165 BG062946 fetal Alzheimer antigen Falz 0.984759 1.19757 1.006044 1.001577 0.930021 1.014036 0.903234 1.037188 -0.93318 0.988163 -0.9996 -0.9996 0.181743 -0.94384 0.647452 -0.59102
2820 24128 BG062948 5'-3' exoribonuclease 2 Xrn2 0.976547 1.011237 0.892459 1.016092 0.888597 0.935371 0.956012 1.137366 -0.56899 -0.90339 0.989416 -0.79806 0.992683 0.706469 0.181743 0.997064
2827 20111 BG062954 ribosomal protein S6 kinase polypeptide 1Rps6ka1 0.948736 0.98912 0.961749 0.928116 0.757836 0.919095 0.817173 1.009255 -0.70566 -0.99726 -0.83916 -0.44294 0.971942 -0.31136 0.80929 -1.00174
2830 17128 BG062957 MAD homolog 4 (Drosophila)Madh4 0.982687 1.059777 0.961069 0.987935 0.870975 0.955958 0.990271 1.00288 -0.65504 0.747959 0.255599 -0.83124 0.999906 0.436821 -0.89027 -1.00174
2833 27361 BG062960 selenoprotein R Sepr 1.000201 0.865133 0.917375 0.835659 0.872221 0.960825 0.869983 0.929423 -1.01198 0.683841 -0.02218 0.877939 0.614825 -0.7347 0.641096 -0.23857
2834 385660 BG062961 similar to TWIST neighbor na 0.998448 1.107595 1.033387 0.957382 0.82227 0.9433 0.937362 0.996174 -1.01157 0.115797 -0.84694 -0.72514 0.890765 -0.53538 -0.44294 -1.00941
2837 19324 BG062962 RAB1, member RAS oncogene familyRab1 1.047935 1.023276 1.010925 0.924906 0.87211 1.014747 0.858801 0.977091 -0.63407 -0.91583 -0.98903 -0.14159 0.634656 -0.97136 0.752804 -0.91583
2838 13171 BG062963 dihydrolipoamide branched chain transacylase E2Dbt 0.985014 1.099552 0.941276 0.960873 0.965019 0.922615 1.109353 1.079357 -0.93318 0.558154 -0.06958 -0.52403 -0.61272 0.335498 0.666019 0.255599
2839 69617 BG062964 pitrilysin metalloprotease 1 Pitrm1 0.957951 1.030874 0.946665 0.964592 0.994331 1.049634 1.020481 1.208888 -0.15367 -0.52403 0.181743 -0.35961 -0.99197 0.001298 -0.78062 0.999775
2841 BG062965
2843 106026 BG062967 expressed sequence AW121686AW121686 0.971923 1.058253 1.032837 0.945644 0.837498 0.994141 0.913358 1.098279 -0.90339 -0.62344 -0.87647 -0.63407 0.738046 -1.00695 -0.16577 -0.11749
2844 20877 BG062968 aurora kinase B Aurkb 0.816061 0.907317 0.974574 0.802183 0.784985 0.835533 0.896902 1.269557 0.949737 0.181743 -0.89027 0.972664 0.987486 0.893186 0.335498 0.986024
2847 75590 BG062971 dual specificity phosphatase 9Dusp9 0.998516 0.963509 0.927162 0.809034 0.83487 0.94397 0.860916 1.007841 -1.01157 -0.80657 -0.28713 0.926089 0.824383 -0.54665 0.634656 -1.00174
2848 BG062972 expressed sequence AA407659AA407659 0.949729 0.869367 1.032749 0.852544 0.830549 0.858417 0.881354 0.964206 -0.45468 0.793154 -0.77169 0.890765 0.958809 0.863853 0.689619 -0.71546
2852 BG062975 0.995235 0.864205 0.988161 0.851313 0.850404 0.935408 0.984413 1.038176 -1.00542 0.869644 -0.97528 0.92433 0.927813 -0.10547 -0.94384 -0.66537
2857 16776 BG062980 laminin, alpha 5 Lama5 0.991912 0.907029 0.958319 0.855518 0.771623 0.906516 0.838108 0.967259 -1.00695 -0.40745 -0.87647 0.192505 0.824383 -0.39554 0.364138 -0.92757
2860 105734 BG062983 expressed sequence AA409802AA409802 0.990641 1.019542 0.999007 0.832408 0.875999 0.944386 0.93753 0.991978 -0.99726 -0.94384 -1.01187 0.880602 0.558154 -0.50115 -0.39554 -0.9996
2867 14629 BG062989 glutamate-cysteine ligase, catalytic subunitGclc 1.065906 1.689495 1.71388 2.065656 1.279553 1.427483 1.879134 1.751681 -0.58005 0.999993 0.999996 1 0.931155 0.997236 1 0.999998
2868 BG062990 0.872951 1.109984 1.076643 0.972495 0.942701 1.080787 1.192559 1.159115 0.869644 0.608044 0.126945 -0.78062 -0.17788 0.203199 0.976028 0.916918
2870 BG062992 0.951142 0.998208 0.993684 1.010977 0.888879 1.087938 0.95047 1.060302 -0.53538 -1.01105 -1.00368 -0.98588 0.527726 0.059195 -0.52403 -0.39554
2872 53625 BG062994 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 1B3gnt1 1.089674 1.118855 0.997925 0.990044 0.950571 1.047303 0.841699 1.086345 0.971202 0.997962 -1.00695 -0.89027 0.580056 0.454135 0.999998 0.961811
2873 12572 BG062995 cyclin-dependent kinase 7 (homolog of Xenopus MO15 cdk-activating kinase)Cdk7 0.890269 1.129222 1.116759 1.177798 1.101929 0.928264 1.047113 1.247459 0.805356 0.841851 0.757574 0.976028 0.614825 0.245265 -0.37162 0.998972
2874 27215 BG062996 5-azacytidine induced gene 2Azi2 0.869826 1.126463 1.063318 1.368383 -0.32345 -0.34758 -0.08152 -0.98588 NA NA NA
2878 69534 BG063000 RIKEN cDNA 2310008N12 gene2310008N12Rik1.009449 1.034628 1.062084 1.098787 0.98221 1.028387 0.916978 1.061382 -0.96294 -0.47802 0.224376 0.793154 -0.84694 -0.63407 0.711927 0.213823
2881 108961 BG063002 RIKEN cDNA 4432406C08 gene4432406C08Rik 0.94224 0.955051 0.85777 0.846644 0.726691 0.862485 0.719701 1.040253 -0.69575 -0.81494 0.335498 0.345127 0.977859 0.286147 0.98261 -0.86933
2882 70294 BG063003 RIKEN cDNA 2610010O19 gene2610010O19Rik0.936254 1.117525 0.955164 0.893566 0.885973 1.03691 0.964431 1.08045 -0.31136 0.392031 -0.63407 0.410204 0.511986 -0.76264 -0.76264 -0.11749
2885 26428 BG063006 origin recognition complex, subunit 4-like (S. cerevisiae)Orc4l 0.998001 0.917486 1.015665 0.943324 0.905277 0.865287 0.837671 1.044883 -1.01033 0.677982 -0.89027 0.149056 0.820705 0.984824 0.998198 -0.22642
2886 72344 BG063007 RIKEN cDNA 2700002L06 gene2700002L06Rik 0.964463 1.057012 0.943858 0.843242 0.818436 0.959443 0.849235 0.97879 -0.87647 -0.70566 -0.68573 0.550678 0.74304 -0.83916 0.495895 -0.96294
2895 BG063104 0.989154 1.109637 1.2095 1.168286 1.036587 0.902344 1.037604 1.101964 -0.96725 0.72783 0.995671 0.971202 -0.56899 0.711927 -0.54665 0.647452
2897 101426 BG063106 expressed sequence AA407033AA407033 0.958567 0.987946 0.96506 0.964588 0.908418 0.973316 0.955184 0.955519 0.024599 -0.89027 -0.20214 -0.17788 0.941803 -0.48961 0.138032 0.126945
2898 11776 BG063107 adaptor-related protein complex 3, delta subunitAp3d 0.968562 0.946705 0.995526 0.917414 0.861685 0.869586 0.924178 0.951017 -0.68573 -0.20214 -1.00542 0.428035 0.943198 0.914968 0.296175 -0.31136
2899 110962 BG063108 DNA segment, Chr 10, Wayne State University 93, expressedD10Wsu93e 0.987846 0.920422 0.964243 0.832791 0.935577 1.001604 0.948874 0.973669 -0.92757 0.700932 -0.37162 0.999439 0.419162 -1.01033 0.082002 -0.6446
2900 16417 BG063109 integrin beta 4 Itgb4 0.962314 1.028653 0.970487 0.94502 0.825711 0.994759 0.881865 0.910856 -0.86933 -0.93318 -0.92757 -0.72514 0.641096 -1.00941 0.059195 -0.32345
2904 216766 BG063112 gem (nuclear organelle) associated protein 5Gemin5 0.898262 1.165641 1.077271 0.917709 0.920857 0.84861 0.982403 1.051914 0.126945 0.565542 -0.37162 -0.16577 -0.46638 0.276041 -0.99726 -0.68573
2907 239191 BG063115 similar to DNA cytosine-5 methyltransferase 3B2na 1.00921 1.02897 1.102806 1.034745 0.975879 1.07266 1.115838 1.089362 -0.9386 -0.39554 0.961811 -0.20214 -0.54665 0.757574 0.984824 0.90888
2911 BG063119 0.933265 0.973947 0.917398 0.732085 0.780085 0.824681 0.755092 1.018053 -0.01042 -0.81494 0.306126 0.999976 0.999122 0.985634 0.999859 -0.92179
2915 68523 BG063122 RIKEN cDNA 1110019N10 gene1110019N10Rik1.073234 0.856631 0.97285 0.973138 1.03059 1.043683 0.751157 0.768505 -0.50115 0.487718 -0.92757 -0.92757 -0.9097 -0.80657 0.975387 0.95333
2916 BG063123 0.965969 0.879261 0.924237 0.854562 0.79848 0.897253 0.795832 0.964737 -0.87647 0.234857 -0.39554 0.5199 0.883215 -0.01042 0.890765 -0.86202
2927 BG063133 0.939127 0.955808 0.936841 0.838646 0.749985 0.895283 0.840205 0.948379 -0.53538 -0.75345 -0.50115 0.738046 0.987829 0.115797 0.72783 -0.66537
2928 18452 BG063134 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha II polypeptideP4ha2 0.970256 0.934127 0.961696 0.957339 0.900505 1.058978 0.985202 1.016903 -0.67561 0.192505 -0.47802 -0.37162 0.757574 -0.04581 -0.92179 -0.90339
2929 13047 BG063135 cut-like 1 (Drosophila) Cutl1 0.916007 0.985202 0.931648 0.875015 0.831754 0.980372 0.965463 1.007701 0.700932 -0.90339 0.428035 0.969669 0.99887 -0.82316 -0.46638 -0.98255
2932 94214 BG063138 sparc/osteonectin, cwcv and kazal-like domains proteoglycan 2Spock2 0.994974 0.920255 0.979613 0.90473 0.90778 1.039252 1.014953 1.08083 -1.00368 0.276041 -0.89027 0.543115 0.495895 -0.61272 -0.94384 0.181743
2935 BG063139 0.951999 0.995686 0.940094 0.820629 0.820841 0.959842 0.854922 0.994768 -0.75345 -1.00941 -0.62344 0.762271 0.762271 -0.83124 0.487718 -1.00828
2937 67429 BG063141 RIKEN cDNA 4921532K09 gene4921532K09Rik0.964109 0.859792 1.028082 0.953637 0.892028 0.769092 0.859386 0.859572 -0.61272 0.944563 -0.77169 -0.38359 0.757574 0.999863 0.9459 0.944563
2938 BG063142 cDNA sequence BC003945BC003945 1.095136 0.734814 1.110954 0.863381 0.993199 0.689243 0.925822 0.70563 -0.31136 0.978441 -0.14159 0.335498 -1.00695 0.996485 -0.47802 0.993092
2940 56298 BG063144 ADP-ribosylation factor-like 6 interacting protein 2Arl6ip2
2942 20135 BG063146 ribonucleotide reductase M2Rrm2
2944 270174 BG063148 similar to hypothetical protein FLJ30973na 0.955398 0.975253 0.934071 0.907637 0.822409 0.968032 0.961669 0.994845 -0.55786 -0.86202 -0.14159 0.345127 0.972664 -0.77169 -0.66537 -1.00542
2945 18010 BG063149 neuraminidase 1 Neu1 1.075996 0.93171 0.979531 0.984068 0.868405 1.038008 0.971114 1.08515 0.245265 0.192505 -0.86202 -0.95376 0.935913 -0.55786 -0.71546 0.40116
2946 14661 BG063150 glutamate dehydrogenase Glud 0.984504 1.020624 0.995921 1.022272 0.851954 0.93034 0.941836 0.946628 -0.86202 -0.76264 -1.00174 -0.72514 0.998141 0.587183 0.335498 0.203199
2947 12313 BG063151 calmodulin 1 Calm1 1.035971 1.035763 1.198648 0.994342 0.960772 0.873528 0.8567 0.975722 -0.83124 -0.83124 0.80929 -1.00695 -0.78062 0.471101 0.647452 -0.92179
2948 14489 BG063152 myotrophin Mtpn 0.90518 1.028801 0.930458 0.850859 0.858963 0.92117 0.965245 0.947346 0.192505 -0.86202 -0.23857 0.80929 0.752804 -0.06958 -0.7894 -0.52403
2950 15901 BG063153 inhibitor of DNA binding 1 Idb1 1.046911 0.974244 0.930261 0.924799 0.887615 1.000272 0.954411 0.951461 -0.15367 -0.67561 0.487718 0.587183 0.941803 -1.01187 -0.12953 -0.04581
2951 71602 BG063154 RIKEN cDNA 9130023P14 gene9130023P14Rik0.965958 1.020392 0.884917 0.856379 0.753387 0.858787 0.790909 0.901984 -0.77169 -0.92757 0.565542 0.820705 0.998637 0.805356 0.989115 0.325787
2952 14828 BG063155 heat shock 70kD protein 5 (glucose-regulated protein)Hspa5 0.999588 0.97839 0.992452 1.034864 0.900785 0.865715 0.906877 0.747903 -1.01198 -0.96725 -1.00695 -0.89692 -0.17788 0.265858 -0.26286 0.957762
2954 72802 BG063157 RIKEN cDNA 2810454F19 gene2810454F19Rik0.936463 0.983711 1.013743 1.040978 0.948114 0.974158 0.995035 1.047028 0.938921 -0.59102 -0.71546 0.487718 0.80929 -0.11749 -0.96725 0.659913
2960 71843 BG063162 RIKEN cDNA 1700020M16 gene1700020M16Rik0.891302 0.884232 0.946247 0.949917 0.984009 1.025243 0.90199 1.07235 0.986403 0.99289 0.37352 0.315996 -0.80657 -0.55786 0.966379 0.717306
2965 11513 BG063167 adenylate cyclase 7 Adcy7 0.972001 0.96496 0.944928 0.899711 0.844208 0.930695 0.939402 1.140036 -0.55786 -0.34758 0.265858 0.929502 0.999227 0.594223 0.410204 0.986403
2968 54644 BG063169 DNA segment, Chr X, Immunex 46, expressedDXImx46e 0.948566 0.918464 0.970101 1.001728 0.847788 1.00358 0.859566 1.090824 -0.69575 -0.29925 -0.90339 -1.01157 0.535464 -1.01033 0.479453 -0.275
2974 109711 BG063173 actinin, alpha 1 Actn1 1.168871 0.964462 0.847783 0.810336 0.842738 0.997176 0.862501 1.072824 0.354674 -0.89027 0.479453 0.738046 0.487718 -1.01105 0.276041 -0.59102
2975 98766 BG063174 RIKEN cDNA 1110033G07 gene1110033G07Rik0.934159 0.955516 0.941314 0.97312 0.928711 0.966699 0.898087 1.063217 0.863853 0.410204 0.762271 -0.28713 0.91298 -0.01042 0.996039 0.775929
2978 66383 BG063177 RIKEN cDNA 2310020H20 gene2310020H20Rik0.993643 0.975197 0.917621 0.86745 0.8355 0.841373 0.787986 0.985781 -0.99197 -0.7347 0.628131 0.974058 0.997399 0.99592 0.999957 -0.91583
2981 21379 BG063180 transforming growth factor beta regulated gene 4Tbrg4 0.943236 1.088577 1.095499 1.082021 1.067367 1.033689 0.95014 1.156268 -0.04581 0.479453 0.580056 0.37352 0.10459 -0.62344 -0.21428 0.954476
2982 22129 BG063181 tetratricopeptide repeat domain 3Ttc3 0.959654 0.957908 0.813909 0.807427 0.853322 0.965467 0.920284 1.158826 -0.48961 -0.45468 0.997151 0.998141 0.966379 -0.62344 0.382817 0.943198
2987 27224 BG063185 transcription elongation factor B (SIII), polypeptide 3Tceb3 0.994118 0.947953 0.991505 0.94924 0.948847 0.969384 0.907835 0.951824 -0.98588 0.286147 -0.95845 0.245265 0.255599 -0.40745 0.920699 0.170913
2990 76299 BG063188 thioredoxin domain containing 4 (endoplasmic reticulum)Txndc4 0.953428 1.00102 0.980289 0.9226 0.993115 1.015305 0.95471 1.098265 -0.25072 -1.01157 -0.85456 0.462662 -0.99197 -0.91583 -0.28713 0.659913
2996 12530 BG063204 cell division cycle 25 homolog A (S. cerevisiae)Cdc25a 1.004659 1.158902 1.039824 0.857354 0.959011 0.916621 0.861675 1.101218 -1.00368 0.932775 -0.48961 0.972664 -0.43115 0.535464 0.964615 0.659913
2998 57869 BG063206 EST AA408112 AA408112 1.125114 1.061357 1.009523 0.972586 1.006731 0.964784 1.009491 1.118556 0.857847 0.001298 -0.97528 -0.72514 -0.99471 -0.55786 -0.97528 0.820705
2999 BG063207 0.969636 0.981429 0.890448 0.778065 0.755594 0.830764 0.846495 0.912027 -0.65504 -0.86933 0.857847 0.999947 0.999993 0.996268 0.988806 0.634656
3012 68106 BG063194 RIKEN cDNA C330027I04 geneC330027I04Rik 1.047909 1.035232 1.023389 1.056976 0.883103 0.985927 0.994002 1.035412 -0.41932 -0.66537 -0.84694 -0.23857 0.80929 -0.94889 -0.9996 -0.65504
3013 101934 BG063195 expressed sequence AA408278AA408278 0.937888 1.001697 0.972862 0.830785 0.792602 0.891796 0.912302 0.951061 -0.41932 -1.01157 -0.89027 0.87246 0.969669 0.325787 0.001298 -0.62344
3015 BG063197 0.982789 1.045338 1.075173 1.101015 0.979312 1.114134 1.130121 1.173324 -0.6446 0.445522 0.927813 0.99247 -0.50115 0.997899 0.999594 0.999996
3017 103080 BG063199 RIKEN cDNA 9430099J10 gene9430099J10Rik 1.016525 1.024487 1.085507 1.210036 1.169976 1.290686 1.285919 1.248406 -0.89027 -0.75345 0.558154 0.998637 0.988489 0.999986 0.999982 0.999844
3021 BG063213 0.905489 1.062428 0.907884 1.00497 0.909856 1.084783 0.828406 0.99203 -0.19001 -0.65504 -0.21428 -1.00941 -0.25072 -0.40745 0.683841 -1.00542
3025 72098 BG063217 RIKEN cDNA 2010300G19 gene2010300G19Rik0.946105 0.943863 1.006443 0.931113 0.994094 1.032814 0.896299 1.125117 -0.275 -0.22642 -0.9996 0.047712 -1.00174 -0.72514 0.647452 0.72783
3027 18784 BG063219 phospholipase A2, group V Pla2g5 0.947852 1.047946 0.930512 0.942682 0.929919 1.039051 0.983407 1.038323 -0.56899 -0.66537 -0.28713 -0.48961 -0.28713 -0.77169 -0.96294 -0.78062
3028 117198 BG063220 influenza virus NS1A binding proteinIvns1abp 0.975885 0.869229 0.824019 0.712976 0.847534 0.847038 0.905084 1.01344 -0.75345 0.971202 0.998939 1 0.99348 0.993666 0.78468 -0.92757
3038 68981 BG063227 small nuclear ribonucleoprotein polypeptide A'Snrpa1 1.018176 1.15856 1.127909 1.243417 1.247517 1.193297 1.007741 1.192811 -0.75345 0.999251 0.992026 0.999999 1 0.999955 -0.96294 0.999954
3040 57871 BG063228 1.048562 1.121589 1.123791 1.031478 1.078632 1.064823 0.853814 0.972657 0.024599 0.962767 0.96723 -0.46638 0.672042 0.428035 0.998306 -0.56899
3043 67185 BG063231 RIKEN cDNA 2700059D21 gene2700059D21Rik1.182645 1.184785 1.208016 1.076372 1.15382 1.023686 1.014441 1.11484 0.996588 0.996974 0.999227 0.479453 0.983529 -0.87647 -0.9097 0.88578
3050 18569 BG063238 programmed cell death 4 Pdcd4 0.908322 0.857113 0.854431 0.878691 0.850962 0.924013 0.81019 0.992532 0.543115 0.947207 0.929502 0.854761 0.961811 0.265858 0.996787 -0.99471
3055 BG063242 0.984031 0.957313 1.025484 0.93427 0.901233 0.940312 0.93461 1.042867 -0.80657 0.082002 -0.54665 0.689619 0.969669 0.572843 0.683841 0.03618
3058 103583 BG063245 F-box and WD-40 domain protein 1BFbxw1b 0.97459 0.989328 0.983353 0.965826 0.922132 0.876729 0.900787 1.028098 -0.6446 -0.94384 -0.84694 -0.39554 0.706469 0.983076 0.91095 -0.59102
3060 BG063247 1.014229 0.94178 1.081865 1.145273 1.021755 1.127474 1.156722 1.20254 -0.91583 0.170913 0.550678 0.970445 -0.7894 0.929502 0.983529 0.998637
3061 56330 BG063248 programmed cell death 5 Pdcd5 0.936301 0.950976 1.036949 1.044887 0.90763 0.998186 0.929251 1.069189 0.653725 0.296175 -0.16577 0.093324 0.949737 -1.00941 0.771448 0.677982
3063 69878 BG063250 small nuclear ribonucleoprotein polypeptide FSnrpf 0.934549 0.997495 1.010021 0.96417 0.968735 0.989538 0.9722 1.088778 -0.31136 -1.01105 -0.99197 -0.78062 -0.83124 -0.99197 -0.86933 -0.03397
3064 78394 BG063251 DEAD (Asp-Glu-Ala-Asp) box polypeptide 52Ddx52 0.924753 1.06125 1.006068 0.991913 0.918294 0.939791 0.897296 1.174961 0.047712 -0.29925 -1.00368 -0.99471 0.170913 -0.25072 0.511986 0.902417
3066 15469 BG063253 heterogeneous nuclear ribonucleoproteins  methyltransferase-like 2 (S. cerevisiae)Hrmt1l2 0.996585 0.931532 1.017114 0.976429 0.911911 1.068186 0.854818 1.033171 -1.01033 -0.48961 -0.97901 -0.94384 -0.21428 -0.54665 0.527726 -0.89027
3071 67711 BG063257 RIKEN cDNA 2510027N19 gene2510027N19Rik0.921287 0.960036 0.957651 0.968829 0.984289 1.031546 0.890693 1.26496 0.070625 -0.65504 -0.61272 -0.7894 -0.95376 -0.79806 0.565542 0.993847
3078 23950 BG063263 DnaJ (Hsp40) homolog, subfamily B, member 6Dnajb6 1.018265 1.216092 1.010531 0.952318 0.999532 0.929019 0.89289 1.044094 -0.76264 0.999991 -0.92179 0.234857 -1.01187 0.762271 0.983529 0.059195
3084 68586 BG063269 RIKEN cDNA 1110020K19 gene1110020K19Rik1.011543 1.353329 1.094946 0.968966 1.085386 1.113119 0.952808 1.20647 -0.94889 1 0.722607 -0.56899 0.601176 0.866775 -0.12953 0.998939
3090 BG063273 1.03051 1.038413 1.094567 0.897778 1.134222 0.932387 0.907175 1.052761 -0.66537 -0.48961 0.614825 0.805356 0.91298 0.265858 0.706469 -0.16577
3094 BG063275 EST AA408648 AA408648 0.951244 0.990606 1.08429 0.952118 0.960512 1.005003 0.922437 0.996971 -0.34758 -0.98255 0.296175 -0.35961 -0.54665 -1.00368 0.286147 -1.00941
3096 BG063277 1.0014 1.040461 0.970839 0.989 0.848768 0.966692 0.895615 1.018263 -1.01187 -0.83916 -0.91583 -0.99726 0.535464 -0.88345 -0.02218 -0.97528
3100 BG063281 0.946075 0.991166 0.978667 0.909812 0.825884 0.994639 0.89943 0.998027 -0.69575 -1.00368 -0.96294 -0.23857 0.706469 -1.00828 -0.09348 -1.01157
3103 68926 BG063284 ubiquitin-associated protein 2Ubap2 0.924452 0.964516 0.936115 0.989346 0.848084 1.088734 0.816944 0.963768 -0.60191 -0.91583 -0.71546 -1.00368 0.192505 -0.54665 0.392031 -0.9386
3109 13482 BG063289 dipeptidylpeptidase 4 Dpp4 1.003051 1.070715 0.978581 1.069444 0.973214 0.95707 0.964231 1.110882 -1.00174 0.78468 -0.59102 0.771448 -0.39554 0.224376 -0.04581 0.986774
3112 15203 BG063292 hephaestin Heph 1.132563 1.047024 1.078484 1.194304 1.165983 1.160266 1.166193 1.271344 0.78468 -0.46638 0.138032 0.974731 0.927813 0.91298 0.929502 0.99887
3116 103136 BG063293 RIKEN cDNA 2310058A11 gene2310058A11Rik0.983513 1.077492 1.185971 1.08766 1.036216 1.029253 1.001934 1.135476 -0.94384 -0.01042 0.932775 0.160017 -0.71546 -0.81494 -1.01105 0.711927
3118 20349 BG063295 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3ESema3e 0.951805 1.002978 0.9426 0.916254 0.873427 0.982694 0.887036 1.03355 -0.78062 -1.01105 -0.68573 -0.37162 0.181743 -0.98255 0.012971 -0.90339
3120 76895 BG063297 bicaudal D homolog 2 (Drosophila)Bicd2 0.982897 1.03324 1.056064 0.912409 1.004701 0.931461 0.893585 1.086641 -0.83124 -0.43115 0.203199 0.841851 -0.99726 0.580056 0.95333 0.757574
3124 11947 BG063299 ATP synthase, H+ transporting mitochondrial F1 complex, beta subunitAtp5b 0.943711 1.001313 0.9421 0.99862 0.977876 1.013022 1.055632 1.014511 0.03618 -1.01105 0.070625 -1.01105 -0.79806 -0.9386 -0.05768 -0.92179
3125 67098 BG063300 RIKEN cDNA 2210403K04 gene2210403K04Rik1.323216 0.781771 0.58599 0.851224 0.865172 0.964368 0.864044 0.67011 0.994834 0.982133 1 0.762271 0.647452 -0.79806 0.653725 0.999966
3129 110695 BG063304 aldehyde dehydrogenase family 7, member A1Aldh7a1 1.046074 1.121839 1.074999 1.026006 1.224187 1.111641 1.343628 1.297196 0.012971 0.974058 0.672042 -0.59102 0.999981 0.950962 1 1
3130 381307 BG063305 LOC381307 na 1.00162 0.940137 0.984558 1.034706 1.003979 1.057169 0.915641 1.042609 -1.01105 0.170913 -0.92757 -0.53538 -1.00368 0.024599 0.659913 -0.33553
3132 BG063306 0.947469 0.957552 0.976118 0.875808 0.798314 0.953966 0.851912 1.013972 -0.60191 -0.7347 -0.92179 0.479453 0.952159 -0.68573 0.717306 -0.98255
3133 97239 BG063307 expressed sequence C79563C79563 0.986557 1.066737 1.041239 0.964059 0.951228 0.967762 0.969389 1.083767 -0.94384 0.047712 -0.50115 -0.58005 -0.28713 -0.65504 -0.68573 0.364138
3149 28035 BG063319 ubiquitin specific protease 39Usp39 0.959615 0.979099 1.040393 0.939634 0.856205 0.861057 0.909309 0.979959 0.024599 -0.65504 -0.02218 0.608044 0.999687 0.999474 0.948486 -0.68573
3150 19035 BG063320 peptidylprolyl isomerase B Ppib 1.276708 0.909525 1.026405 1.089853 0.85822 1.068292 0.862451 1.05941 0.963702 -0.05768 -0.91583 -0.17788 0.614825 -0.46638 0.572843 -0.58005
3151 BG063321 0.999621 1.024487 1.047488 0.93639 0.877061 0.923693 0.933064 1.079416 -1.01187 -0.84694 -0.47802 -0.08152 0.81316 0.170913 -0.01042 0.126945
3152 56207 BG063322 ubiquitin carboxyl-terminal esterase L5Uchl5 0.944907 1.208124 1.160541 1.239707 0.991811 1.173781 1.093783 1.387369 -0.53538 0.880602 0.659913 0.944563 -0.9996 0.74304 -0.03397 0.999065
3153 14388 BG063323 growth factor receptor bound protein 2-associated protein 1Gab1 1.083757 1.024458 0.869656 0.901061 0.865567 1.061261 0.864041 0.956757 0.286147 -0.83124 0.897891 0.634656 0.916918 -0.14159 0.922533 -0.46638
3156 216443 BG063326 similar to methionine-tRNA synthetase; methionine tRNA ligase; methionyl-tRNA synthetasena 1.008257 1.067231 1.283393 1.199109 1.181416 1.165589 1.036831 1.166339 -0.97528 0.382817 0.999997 0.999341 0.998024 0.994834 -0.38359 0.994984
3159 19330 BG063329 RAB18, member RAS oncogene familyRab18 0.964242 0.951161 1.012532 1.026011 1.065624 0.976081 0.951247 1.085437 -0.33553 0.070625 -0.91583 -0.6446 0.410204 -0.67561 0.059195 0.72783
3161 66231 BG063330 RIKEN cDNA 1500006O09 gene1500006O09Rik1.026742 1.144741 1.132411 1.059975 1.040247 1.031857 0.995066 1.22362 -0.75345 0.929502 0.88578 -0.04581 -0.48961 -0.65504 -1.00174 0.998083
3163 69780 BG063332 RIKEN cDNA 1810031K02 gene1810031K02Rik0.927063 0.959516 0.990338 0.994822 1.073419 1.052757 1.027405 1.155894 0.824383 0.047712 -0.92757 -0.98903 0.762271 0.364138 -0.45468 0.999297
3168 20658 BG063337 Son cell proliferation proteinSon 0.844419 0.980149 1.224804 1.201499 0.866481 1.040721 0.809809 0.954884 0.160017 -0.99197 0.224376 -0.05768 -0.46638 -0.97901 0.126945 -0.91583
3169 226334 BG063338 RIKEN cDNA D130059B05 geneD130059B05Rik1.008758 1.024742 0.937167 0.910955 0.920547 0.961772 0.864752 0.992997 -0.97528 -0.74414 0.255599 0.732976 0.594223 -0.39554 0.980629 -0.98903
3175 26611 BG063341 reticulocalbin 2 Rcn2 0.964837 0.924093 0.973747 0.925676 0.951756 0.930721 0.966091 1.133057 -0.54665 0.428035 -0.74414 0.392031 -0.22642 0.286147 -0.58005 0.902417
3182 27998 BG063346 DNA segment, Chr 7, Wayne State University 180, expressedD7Wsu180e 1.010446 0.95811 0.932067 1.074428 0.975954 0.868583 0.93181 1.058589 -0.95376 -0.25072 0.428035 0.454135 -0.72514 0.982133 0.436821 0.126945
3184 104720 BG063347 0.926217 1.009087 0.955782 0.997319 1.027741 0.98129 0.977231 1.094419 0.706469 -0.95845 -0.01042 -1.00695 -0.55786 -0.78062 -0.67561 0.854761
3193 235431 BG063354 RIKEN cDNA E130012P22 geneE130012P22Rik1.017979 1.231506 1.176562 1.121444 1.074962 0.852347 0.984629 1.101521 -0.86933 0.999522 0.991064 0.880602 0.37352 0.989416 -0.9097 0.738046
3196 76501 BG063356 RIKEN cDNA 1810029F08 gene1810029F08Rik0.983418 1.009989 1.057468 1.041075 1.028476 0.977186 0.982545 1.10748 -0.83124 -0.94384 0.286147 -0.17788 -0.54665 -0.68573 -0.81494 0.92433
3197 BG063357 0.963359 1.019123 0.965728 1.004862 0.976777 1.074257 0.943153 1.030317 -0.79806 -0.95376 -0.82316 -1.00828 -0.92179 -0.32345 -0.52403 -0.86933
3198 74838 BG063358 NMDA receptor-regulated gene 1Narg1 1.031726 1.098048 1.083436 0.966217 1.155644 0.917418 0.989847 1.084313 -0.63407 0.672042 0.479453 -0.55786 0.968875 0.572843 -0.96725 0.487718
3208 12767 BG063365 chemokine (C-X-C motif) receptor 4Cxcr4 0.997181 0.990489 1.031624 1.013969 1.047875 1.16919 1.072521 1.089481 -1.00828 -0.96725 -0.56899 -0.91583 -0.15367 0.992683 0.410204 0.677982
3210 214968 BG063366 sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6DSema6d 0.936485 1.037034 1.247144 0.915539 1.162598 0.970282 1.058504 1.272499 -0.19001 -0.71546 0.990543 0.213823 0.854761 -0.79806 -0.35961 0.996155
3218 13506 BG063370 desmocollin 2 Dsc2 1.038319 0.984742 0.840688 0.851235 0.889909 0.956854 0.826143 1.015901 -0.7347 -0.96294 0.900176 0.851619 0.503984 -0.6446 0.944563 -0.95845
3224 21770 BG063375 protein phosphatase 2, regulatory subunit B (B56), delta isoformPpp2r5d 0.955614 0.942026 0.917667 0.900947 0.898105 0.827631 0.877497 0.97629 -0.01042 0.382817 0.81316 0.935913 0.947207 0.999899 0.988806 -0.65504
3228 BG063379 expressed sequence AI448372AI448372 1.044878 1.009176 1.038069 1.162464 0.906528 1.147651 0.982676 1.060884 -0.60191 -0.99197 -0.70566 0.841851 0.335498 0.762271 -0.9386 -0.33553
3229 71989 BG063380 RIKEN cDNA 2410001E19 gene2410001E19Rik0.905759 0.88841 0.945106 0.944334 1.007343 1.021964 0.983445 1.166408 0.757574 0.897891 0.012971 0.03618 -0.98903 -0.80657 -0.89027 0.984403
3232 BG063382 0.960823 1.042696 0.902649 0.929612 0.869243 0.9574 0.90782 0.909856 -0.17788 -0.11749 0.929502 0.653725 0.994681 -0.06958 0.900176 0.88578
3233 27054 BG063383 SEC23B (S. cerevisiae) Sec23b 0.991463 0.803078 1.218308 1.120495 1.116717 0.92328 1.016427 0.837239 -0.9996 0.941803 0.890765 0.255599 0.213823 -0.22642 -0.97136 0.81316
3234 70620 BG063384 ubiquitin-conjugating enzyme E2 variant 2Ube2v2 1.019906 0.937217 0.951401 0.888695 0.936163 0.928316 0.912576 1.003679 -0.84694 0.181743 -0.17788 0.883215 0.203199 0.37352 0.647452 -1.00542
3235 97112 BG063385 expressed sequence C87860C87860 1.028967 1.095627 1.052834 0.971253 1.113152 0.839525 0.788173 1.221041 -0.74414 0.503984 -0.275 -0.7347 0.706469 0.983529 0.999507 0.995541
3236 231887 BG063386 PDGFA associated protein 1Pdap1 0.992295 1.057237 1.043064 0.993577 0.919978 1.004081 0.945544 1.14777 -0.99471 -0.32345 -0.58005 -0.9996 0.213823 -1.00695 -0.31136 0.831552
3239 67724 BG063389 RIKEN cDNA 4932434G09 gene4932434G09Rik0.934884 1.076135 1.087654 1.094172 1.091114 0.852938 0.905443 0.980009 0.315996 0.445522 0.62152 0.700932 0.666019 0.987486 0.797288 -0.82316
3242 20340 BG063392 golgi apparatus protein 1 Glg1 0.979689 0.950153 1.015962 0.977908 0.97959 0.955476 0.936606 1.046702 -0.66537 0.354674 -0.79806 -0.61272 -0.66537 0.192505 0.683841 0.192505
3243 19155 BG063393 puromycin-sensitive aminopeptidasePsa 1.047914 1.270231 1.006869 1.039657 1.088204 0.969242 0.900807 1.090098 -0.28713 0.999868 -0.99197 -0.47802 0.511986 -0.6446 0.762271 0.543115
3247 BG063396 0.836156 1.03363 1.007572 0.77687 0.870629 0.852519 0.748532 1.124548 0.677982 -0.88345 -1.00542 0.863853 0.170913 0.286147 0.964615 -0.02218
3257 BG063405 0.94438 0.847812 0.8453 0.876799 0.958539 1.022112 0.989499 1.130256 0.265858 0.998797 0.999035 0.985634 -0.15367 -0.7347 -0.94384 0.974058
3260 66821 BG063407 BCS1-like (yeast) Bcs1l 0.962065 1.00854 0.958268 1.04703 0.934097 1.077322 0.889019 1.018983 -0.77169 -0.9996 -0.72514 -0.68573 -0.35961 -0.26286 0.354674 -0.95376
3261 11767 BG063408 adaptor-related protein complex AP-1, mu subunit 1Ap1m1 0.952459 0.934601 0.996193 0.96039 0.934723 0.881127 0.865799 0.832695 -0.09348 0.37352 -1.00368 -0.32345 0.37352 0.957762 0.985234 0.998905
3262 12753 BG063409 circadian locomoter output cycles kaputClock 0.881343 0.870465 1.179484 0.954328 0.918366 0.874941 0.990154 1.08144 0.888296 0.935913 0.98261 -0.32345 0.479453 0.918828 -0.97528 0.364138
3271 16956 BG063416 lipoprotein lipase Lpl 1.102256 0.776693 0.623011 1.226982 1.783547 1.564198 2.187218 3.541859 -0.69575 0.364138 0.955596 0.059195 0.991795 0.93436 0.999822 1
3272 102326 BG063417 expressed sequence AW537966AW537966 1.025334 0.958943 1.067336 1.012246 1.072044 0.985121 0.981526 1.044411 -0.75345 -0.38359 0.181743 -0.94889 0.276041 -0.91583 -0.95845 -0.33553
3274 98366 BG063419 stromal membrane-associated protein 1Smap1 0.98356 1.040843 1.030965 0.959431 1.022006 1.018062 1.01192 0.925228 -0.84694 -0.22642 -0.51262 -0.19001 -0.7347 -0.82316 -0.92757 0.672042
3283 BG063428 1.04245 0.999625 1.16408 0.965546 1.0668 0.915507 0.898515 0.776474 -0.45468 -1.01187 0.962767 -0.60191 0.070625 0.511986 0.74304 0.999892
3291 52014 BG063436 DNA segment, Chr 10, ERATO Doi 438, expressedD10Ertd438e 1.044959 1.003531 1.105867 0.940791 1.076481 0.920358 0.910239 1.011125 0.160017 -0.9996 0.972664 0.62152 0.816964 0.900176 0.954476 -0.90339
3293 108687 BG063438 RIKEN cDNA 9530090G24 gene9530090G24Rik1.041892 0.979183 0.989957 1.061523 0.826944 0.888332 0.831014 0.888505 -0.35961 -0.81494 -0.96294 0.126945 0.998719 0.91095 0.998253 0.91095
3297 73723 BG063442 SH3 domain binding glutamic acid-rich protein-like 3Sh3bgrl3 0.961754 1.044748 1.225171 1.134997 1.175791 1.198123 1.364633 1.805116 -0.7347 -0.66537 0.952159 0.558154 0.824383 0.900176 0.999341 1
3303 13644 BG063448 embryonal Fyn-associated substrateEfs 0.981976 1.092733 1.01414 0.911935 1.01898 0.978294 0.910061 1.130261 -0.96294 -0.14159 -0.98255 -0.08152 -0.95845 -0.94384 -0.05768 0.315996
3305 BG063450 0.92002 0.896271 0.988649 0.905851 0.866381 0.988918 0.984486 0.995533 0.700932 0.918828 -0.9386 0.857847 0.989709 -0.94384 -0.87647 -0.9996
3306 50766 BG063451 cysteine-rich motor neuron 1Crim1 0.963504 1.024527 0.922414 0.842279 0.838439 0.98969 0.891328 1.016623 -0.55786 -0.80657 0.382817 0.985634 0.988806 -0.97136 0.805356 -0.91583
3310 24017 BG063454 ring finger protein 13 Rnf13 1.00049 0.896523 0.786645 0.830824 0.827743 0.822907 0.811818 0.905002 -1.01187 0.757574 0.999717 0.99289 0.994194 0.995797 0.998083 0.659913
3313 BG063457 0.948039 0.971266 0.914729 0.79852 0.807433 0.902169 0.938949 1.06151 -0.41932 -0.81494 0.234857 0.992683 0.988163 0.445522 -0.23857 -0.29925
3319 77044 BG063463 RIKEN cDNA 4432409D24 gene4432409D24Rik0.971535 1.010747 0.881075 0.922821 0.903368 0.954004 1.018912 0.993461 -0.62344 -0.95376 0.958809 0.608044 0.845165 -0.12953 -0.83916 -0.98903
3321 67958 BG063465 RIKEN cDNA 2610101N10 gene2610101N10Rik0.941171 1.004461 0.856152 0.898025 0.857895 0.820407 0.949736 1.040673 0.315996 -0.9996 0.996588 0.922533 0.996039 0.999872 0.082002 -0.25072
3325 11792 BG063468 apurinic/apyrimidinic endonuclease 1Apex1 0.947217 0.972652 1.181763 1.193729 1.198539 1.087582 0.992643 1.117419 -0.29925 -0.7894 0.958809 0.974058 0.978441 0.286147 -0.99471 0.666019
3331 67308 BG063473 mitochondrial ribosomal protein L46Mrpl46 0.989198 0.981787 1.004791 1.030381 1.007359 1.045918 0.950927 1.0182 -0.94889 -0.84694 -0.9996 -0.59102 -0.98255 -0.20214 -0.04581 -0.84694
3333 218236 BG063475 cDNA sequence BC010304BC010304 0.989128 0.976305 0.862329 0.901662 0.967836 0.950567 0.9482 1.066496 -0.92179 -0.60191 0.998797 0.958809 -0.32345 0.255599 0.325787 0.587183
3337 217207 BG063479 DEAH (Asp-Glu-Ala-His) box polypeptide 8Dhx8 0.947949 1.017432 1.0057 0.888355 0.89261 0.906065 0.922467 1.005369 0.059195 -0.85456 -0.99471 0.941803 0.92433 0.835045 0.634656 -0.99726
3348 321000 BG063487 RIKEN cDNA 4933421E11 gene4933421E11Rik0.940859 0.918721 0.898965 0.832216 0.845309 0.930829 0.904209 1.011134 -0.20214 0.255599 0.572843 0.974058 0.949737 0.012971 0.495895 -0.97901
3349 13185 BG063488 Down syndrome critical region gene 3Dscr3 0.954729 1.052507 0.954981 0.933728 0.88831 1.000377 0.974471 1.02582 -0.08152 0.059195 -0.09348 0.471101 0.955596 -1.01187 -0.65504 -0.66537
3351 BG063490 0.980546 0.965641 0.945079 0.864988 0.808093 0.930099 0.865163 0.998029 -0.92179 -0.74414 -0.38359 0.81316 0.984824 -0.08152 0.81316 -1.01105
3352 230584 BG063491 RIKEN cDNA C030002N13 geneC030002N13Rik0.980902 0.957457 0.92131 0.917823 0.877117 0.973854 0.823646 0.968821 -0.89692 -0.48961 0.296175 0.354674 0.848421 -0.79806 0.990807 -0.71546
3358 56324 BG063497 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2Stam2 0.975293 0.978001 0.962795 0.897468 0.849072 0.958836 0.881047 1.01037 -0.81494 -0.85456 -0.59102 0.689619 0.96723 -0.50115 0.841851 -0.97528
3362 BG063501 0.999341 0.832149 0.744608 0.805936 0.85741 0.879462 0.804267 0.900338 -1.01157 0.999952 1 0.999998 0.999251 0.993666 0.999998 0.962767
3363 16172 BG063502 interleukin 17 receptor Il17r 0.967994 0.891456 0.743284 0.800097 0.861975 0.85195 0.844643 0.946814 -0.09348 0.997697 1 1 0.999943 0.999985 0.999995 0.628131
3365 20224 BG063504 SAR1a gene homolog 1 (S. cerevisiae)Sara1 0.991959 1.007236 1.009468 0.899706 0.859461 0.894242 0.869032 0.940396 -0.98903 -0.99471 -0.98255 0.695316 0.87246 0.752804 0.920699 -0.04581
3368 17279 BG063506 maternal embryonic leucine zipper kinaseMelk 0.945352 1.027933 1.037695 0.856251 0.779555 0.913268 0.881288 1.008579 -0.54665 -0.89027 -0.7894 0.717306 0.98261 -0.01042 0.462662 -0.9996
3372 BG063509 1.021917 0.892248 1.023688 0.916807 0.873828 1.008867 0.940101 0.920823 -0.92757 0.354674 -0.91583 -0.03397 0.580056 -0.99726 -0.43115 -0.10547
3377 13138 BG063514 dystroglycan 1 Dag1 0.942723 0.989745 1.008602 0.951582 0.909634 0.941046 1.04336 0.983834 0.527726 -0.92179 -0.94889 0.286147 0.944563 0.565542 0.059195 -0.79806
3380 19290 BG063516 purine rich element binding protein APura 1.024604 0.986547 0.967736 0.886858 0.956753 0.824901 0.970147 1.038729 -0.72514 -0.92179 -0.52403 0.937433 -0.22642 0.999401 -0.59102 -0.38359
3382 27060 BG063518 T-cell, immune regulator 1 Tcirg1 0.897607 0.977928 0.919489 0.879882 0.684451 0.767203 0.956136 1.145947 0.653725 -0.86202 0.315996 0.824383 1 0.999789 -0.46638 0.87246
3386 30926 BG063521 thioredoxin-like 2 Txnl2 1.055088 1.070129 1.054305 1.104103 1.127076 1.101218 1.030979 1.15637 0.245265 0.580056 0.234857 0.918828 0.979008 0.906768 -0.45468 0.996974
3391 56720 BG063525 tryptophan 2,3-dioxygenase Tdo2 0.922229 1.083465 1.208481 0.973466 1.077101 1.38493 1.347959 1.23719 -0.21428 -0.12953 0.904614 -0.88345 -0.22642 0.999401 0.998141 0.954476
3394 19352 BG063527 RAB geranylgeranyl transferase, b subunitRabggtb 0.958702 0.930286 0.920958 0.873451 0.895517 0.958946 0.938941 1.102831 -0.59102 -0.02218 0.160017 0.797288 0.572843 -0.60191 -0.20214 0.382817
3396 11564 BG063528 adenylosuccinate lyase Adsl 1.018251 0.937611 0.9866 1.027695 1.056387 0.963999 0.885163 1.006867 -0.83916 0.335498 -0.91583 -0.6446 0.10459 -0.39554 0.954476 -0.98588
3398 67053 BG063530 RIKEN cDNA 2610511E03 gene2610511E03Rik1.062027 1.137474 1.100968 1.070229 1.051171 1.018049 1.058208 1.035842 0.462662 0.992026 0.920699 0.614825 0.192505 -0.7894 0.37352 -0.275
3411 BG063538 expressed sequence AI327276AI327276 1.018887 1.080949 1.333027 1.273965 1.246125 1.085052 1.254858 1.207655 -0.93318 -0.03397 0.999176 0.993847 0.984403 0.024599 0.988163 0.948486
3412 67427 BG063539 ribosomal protein S20 Rps20 1.022659 0.927402 1.031351 1.160054 1.090252 1.133406 1.323844 1.236857 -0.84694 0.224376 -0.70566 0.940377 0.419162 0.841851 0.99996 0.997697
3413 BG063540 0.950592 0.910902 0.845002 0.781119 0.835509 0.844662 0.918797 0.928485 -0.02218 0.78468 0.997399 0.999993 0.998834 0.997476 0.683841 0.5199
3415 72075 BG063542 opioid growth factor receptorOgfr 1.067845 1.045076 1.021999 0.974529 0.901787 0.988853 0.905542 1.043277 -0.20214 -0.59102 -0.90339 -0.85456 0.419162 -0.98255 0.364138 -0.62344
3421 20683 BG063547 trans-acting transcription factor 1Sp1 0.89128 0.920246 0.893919 0.832843 0.841493 0.934364 0.887673 1.019773 0.40116 -0.05768 0.364138 0.895562 0.857847 -0.31136 0.454135 -0.9386
3425 70791 BG063551 histidyl-tRNA synthetase-likeHarsl 0.972147 1.005334 0.972198 0.950544 0.991651 0.911357 0.995375 1.025254 -0.23857 -0.97901 -0.23857 0.565542 -0.92757 0.983076 -0.98588 -0.38359
3427 14969 BG063553 histocompatibility 2, class II antigen E betaH2-Eb1 0.932937 0.802975 0.995961 1.104125 0.801391 0.698648 1.100496 3.34644 -0.79806 0.315996 -1.01105 -0.61272 0.325787 0.875225 -0.63407 1
3428 13664 BG063554 eukaryotic translation initiation factor 1AEif1a 0.874967 1.183383 1.268185 1.291954 1.33971 1.024968 1.48688 1.383946 0.801355 0.943198 0.997476 0.999035 0.999859 -0.85456 1 0.999977
3432 108943 BG063557 RIKEN cDNA 3110023L08 gene3110023L08Rik 0.952898 0.996132 0.948248 0.841491 0.806299 0.950351 0.859726 1.00694 -0.70566 -1.00941 -0.6446 0.738046 0.91095 -0.67561 0.587183 -1.00542
3435 19177 BG063558 proteasome (prosome, macropain) subunit, beta type 7Psmb7 1.05612 1.022272 0.999785 0.961324 0.960577 1.015776 1.078157 1.153203 0.245265 -0.71546 -1.01187 -0.20214 -0.17788 -0.85456 0.677982 0.995129
3440 67515 BG063563 RIKEN cDNA 2900001O04 gene2900001O04Rik0.958097 1.034276 0.93801 0.905384 0.852106 0.989837 0.931764 1.048987 -0.31136 -0.54665 0.213823 0.78034 0.990807 -0.96294 0.364138 -0.17788
3441 72649 BG063564 RIKEN cDNA 2700094F01 gene2700094F01Rik0.961458 0.978595 0.986054 0.977105 0.892158 1.015418 0.857941 0.97079 -0.77169 -0.9386 -0.97901 -0.92757 0.286147 -0.97528 0.683841 -0.86933
3442 53619 BG063565 bladder cancer associated protein homolog (human)Blcap 0.953913 0.936257 0.979881 0.854541 0.847266 0.887032 0.906952 0.939479 -0.03397 0.436821 -0.78062 0.997064 0.998456 0.962767 0.866775 0.364138
3444 BG063566 1.037745 1.063571 0.965182 0.969538 0.848571 1.038524 1.035106 1.059795 -0.32345 0.354674 -0.37162 -0.50115 0.998456 -0.29925 -0.39554 0.276041
3451 104799 BG063570 expressed sequence AI413782AI413782 0.917448 1.07466 0.964129 0.898375 0.917794 0.961354 0.880872 1.052931 0.503984 0.245265 -0.55786 0.762271 0.495895 -0.48961 0.893186 -0.21428
3456 99916 BG063575 0.948908 1.070755 1.106918 0.981559 0.983351 0.914438 0.909906 1.094481 -0.55786 -0.31136 0.213823 -0.94889 -0.95845 0.024599 0.10459 0.03618
3463 319760 BG063581 RIKEN cDNA D130020L05 geneD130020L05Rik0.987091 1.085386 0.962379 0.809538 0.813832 0.896413 0.891473 1.055647 -0.95376 0.37352 -0.54665 0.998024 0.997319 0.738046 0.788951 -0.20214
3464 BG063582 1.068557 1.027769 0.932742 0.953157 0.977137 0.962453 1.013285 1.002173 0.672042 -0.46638 0.722607 0.234857 -0.60191 -0.08152 -0.86933 -1.00828
3465 20515 BG063583 solute carrier family 20, member 1Slc20a1 2.021915 2.22147 1.847251 0.920686 1.714489 1.260492 1.090253 1.693919 0.999999 1 0.999981 -0.54665 0.999827 0.72783 -0.50115 0.99976
3469 12153 BG063587 bone morphogenetic protein 1Bmp1 1.043483 1.060206 0.958305 1.02919 1.00415 1.064511 1.256824 1.165494 0.234857 0.666019 0.234857 -0.28713 -0.99197 0.738046 1 0.999937
3471 56455 BG063589 dynein, cytoplasmic, light chain 1Dnclc1 0.982596 1.15625 1.853541 1.706082 1.746504 1.549387 1.429067 1.365219 -0.98255 0.276041 0.999999 0.999973 0.999988 0.999362 0.99289 0.975387
3472 14156 BG063590 flap structure specific endonuclease 1Fen1 0.907901 0.891365 1.015659 0.893106 0.764353 0.872226 0.879415 1.072412 0.436821 0.666019 -0.94384 0.647452 0.999607 0.835045 0.78034 -0.02218
3473 26451 BG063591 ribosomal protein L27a Rpl27a 0.988386 0.879635 1.065468 1.119455 1.021664 1.105687 1.273793 1.169605 -0.96725 0.838478 -0.05768 0.722607 -0.86933 0.587183 0.999362 0.949737
3475 70082 BG063593 RIKEN cDNA 2210402C18 gene2210402C18Rik1.072952 1.284689 1.283335 1.084994 0.952674 1.060704 0.994192 0.882457 -0.40745 0.970445 0.969669 -0.23857 -0.69575 -0.55786 -1.00695 0.345127
3476 64656 BG063594 mitochondrial ribosomal protein S23Mrps23 0.967072 0.836846 0.92887 0.983994 0.805988 0.902259 0.833154 0.904566 -0.43115 0.99949 0.601176 -0.85456 0.999977 0.906768 0.999632 0.890765
3477 75841 BG063595 RIKEN cDNA 4930555P18 gene4930555P18Rik0.930012 1.048953 1.018913 1.091459 1.026433 1.046309 0.983787 1.051728 0.860877 0.392031 -0.66537 0.955596 -0.39554 0.315996 -0.74414 0.471101
3479 27275 BG063597 nuclear fragile X mental retardation protein interacting proteinNufip1 0.920888 0.977409 0.995313 0.91471 0.83176 0.963811 0.926768 1.022933 -0.20214 -0.93318 -1.00828 -0.09348 0.835045 -0.81494 -0.28713 -0.93318
3481 98867 BG063599 0.929901 0.967464 0.911113 0.874814 0.801094 0.796373 0.867603 0.929858 0.276041 -0.62344 0.614825 0.926089 0.999457 0.999619 0.949737 0.276041
3489 69702 BG063606 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, assembly factor 1Ndufaf1 0.958071 0.993013 1.020574 1.045026 0.984024 1.059834 0.996454 1.028427 -0.06958 -0.97901 -0.74414 -0.03397 -0.83916 0.364138 -1.00368 -0.53538
3491 67204 BG063608 eukaryotic translation initiation factor 2, subunit 2 (beta)Eif2s2 1.060208 1.03741 1.031895 1.033226 1.017904 0.974447 0.991152 0.94441 0.234857 -0.37162 -0.52403 -0.47802 -0.83916 -0.66537 -0.96725 0.203199



3493 109037 BG063609 RIKEN cDNA 6230415M23 gene6230415M23Rik0.917234 0.982391 1.024808 0.812 0.899569 0.906925 0.879851 1.03091 0.192505 -0.93318 -0.86933 0.985234 0.487718 0.37352 0.722607 -0.7894
3494 66043 BG063610 RIKEN cDNA 0610008F14 gene0610008F14Rik1.059616 1.235812 1.03551 0.939036 1.129658 1.129905 1.024935 1.090586 -0.77169 0.62152 -0.92179 -0.72514 -0.14159 -0.14159 -0.96725 -0.51262
3498 53861 BG063612 zinc finger protein 265 Zfp265 0.999063 0.991856 1.117011 1.07312 0.962577 0.897616 1.018431 1.015362 -1.01157 -0.98588 0.78034 0.203199 -0.52403 0.757574 -0.89027 -0.92757
3499 319885 BG063613 RIKEN cDNA 4930572I07 gene4930572I07Rik 0.953673 1.077802 0.965248 0.88398 0.963719 0.922418 0.984534 1.113389 -0.14159 0.503984 -0.46638 0.9459 -0.41932 0.601176 -0.89027 0.877939
3503 72201 BG063615 RIKEN cDNA 2600013N14 gene2600013N14Rik0.998935 1.019897 0.994166 0.897337 0.8826 0.966228 0.810788 0.983805 -1.01187 -0.95376 -1.00695 0.160017 0.37352 -0.83916 0.91298 -0.97136
3513 52033 BG063624 DNA segment, Chr 14, ERATO Doi 732, expressedD14Ertd732e 0.947154 0.923667 1.033346 0.945328 0.808144 0.802029 0.897078 1.175805 -0.275 0.245265 -0.69575 -0.22642 0.996378 0.997552 0.666019 0.956691
3515 12702 BG063626 suppressor of cytokine signaling 3Socs3 0.941267 0.889303 0.882615 0.949968 1.080511 0.908584 0.92629 1.291227 -0.34758 0.543115 0.62152 -0.50115 -0.04581 0.255599 -0.05768 0.996485
3516 BG063627 1.006338 1.050785 1.111372 1.059967 0.910893 0.935165 1.00751 1.085426 -0.97136 0.419162 0.988806 0.628131 0.968063 0.78034 -0.95376 0.922533
3529 83410 BG063640 cleavage stimulation factor, 3' pre-RNA subunit 2, tauCstf2t 0.907893 1.042826 0.990425 0.96977 0.934983 0.914024 0.960375 0.951653 0.980102 0.213823 -0.91583 -0.21428 0.805356 0.964615 0.160017 0.454135
3531 55980 BG063641 inositol (myo)-1(or 4)-monophosphatase 1Impa1 1.077338 1.046243 0.917218 0.91597 0.881373 0.812605 0.791836 0.860211 0.345127 -0.32345 0.550678 0.572843 0.90888 0.999004 0.999816 0.972664
3534 23971 BG063644 3'-phosphoadenosine 5'-phosphosulfate synthase 1Papss1 0.931594 1.024622 0.988382 0.826756 0.788734 0.957471 0.889147 1.024163 -0.34758 -0.91583 -0.98903 0.875225 0.969669 -0.72514 0.325787 -0.92179
3535 BG063645 1.038021 1.026303 0.982161 0.88437 0.993681 1.043895 1.205794 1.149911 -0.26286 -0.60191 -0.80657 0.980102 -0.98588 -0.09348 0.999868 0.994023
3537 BG063647 expressed sequence C79326C79326 0.967327 0.935645 1.037195 0.944269 0.996938 1.003783 1.106363 1.155987 -0.60191 0.192505 -0.52403 -0.01042 -1.00828 -1.00542 0.74304 0.966379
3539 383431 BG063649 similar to homeobox c1 proteinna 0.977891 1.086479 1.034087 0.922124 0.908196 0.935451 0.905008 1.004715 -0.90339 0.059195 -0.77169 0.024599 0.265858 -0.22642 0.315996 -1.00695
3540 56736 BG063650 ring finger protein 14 Rnf14 0.941917 0.899867 0.862622 0.799234 0.866526 0.979442 0.881794 1.007478 -0.17788 0.608044 0.91095 0.997476 0.893186 -0.88345 0.797288 -0.99471
3545 110351 BG063655 Rap1, GTPase-activating protein 1Rap1ga1 0.999767 0.89218 0.788746 0.809316 0.925905 0.916363 0.956138 1.046545 -1.01198 0.78468 0.999607 0.998141 0.296175 0.471101 -0.40745 -0.39554
3547 226548 BG063657 RIKEN cDNA 6530402N02 gene6530402N02Rik 0.92067 0.911155 0.921054 0.820446 0.75098 0.881704 0.885865 0.924614 -0.06958 0.093324 -0.08152 0.932775 0.997476 0.5199 0.471101 -0.14159
3549 11769 BG063659 adaptor protein complex AP-1, sigma 1Ap1s1 0.975568 0.976465 0.928056 0.910897 0.893552 0.986822 0.950576 0.965952 -0.28713 -0.33553 0.954476 0.993289 0.999251 -0.77169 0.672042 0.149056
3551 74132 BG063660 RIKEN cDNA 1200013I08 gene1200013I08Rik 0.92399 0.892913 0.869293 0.878933 0.848791 0.788601 0.869813 0.957406 0.565542 0.902417 0.977859 0.958809 0.994984 0.999974 0.977264 -0.25072
3556 19205 BG063663 polypyrimidine tract binding protein 1Ptbp1 0.863843 1.048465 1.013324 1.162938 0.982912 0.951107 1.11347 1.074409 0.80929 -0.55786 -0.97136 0.835045 -0.94384 -0.51262 0.445522 -0.11749
3558 BG063664 expressed sequence AU042646AU042646 0.972314 1.03643 1.015341 0.917939 0.858287 0.905555 0.879884 1.069366 -0.69575 -0.52403 -0.9097 0.580056 0.981143 0.747959 0.931155 0.234857
3570 BG063673 0.903453 0.993691 0.9205 0.859225 0.786352 0.962396 0.872992 0.938081 -0.22642 -1.00828 -0.45468 0.315996 0.854761 -0.87647 0.160017 -0.65504
3575 228889 BG063677 DEAD (Asp-Glu-Ala-Asp) box polypeptide 27Ddx27 0.991307 1.096568 1.150353 1.100113 1.074582 0.839927 1.010204 0.975947 -0.96725 0.80929 0.988489 0.838478 0.535464 0.999004 -0.95376 -0.69575
3576 69716 BG063678 thyroid hormone receptor interactor 13Trip13 0.994742 1.097718 0.966172 0.869156 0.803548 1.010694 0.818107 0.94599 -1.00828 -0.19001 -0.86933 0.37352 0.87246 -0.99726 0.805356 -0.66537
3579 22195 BG063681 ubiquitin-conjugating enzyme E2L 3Ube2l3 0.962644 1.034098 1.026948 1.065188 0.940926 0.9862 0.971129 0.981818 -0.01042 -0.17788 -0.43115 0.689619 0.647452 -0.83124 -0.33553 -0.70566
3581 68481 BG063682 RIKEN cDNA 1110007A10 gene1110007A10Rik0.854609 0.773174 0.95892 0.971382 0.839023 0.984279 0.996153 0.764318 0.935913 0.999538 -0.54665 -0.77169 0.971202 -0.9386 -1.00695 0.999751
3583 16373 BG063683 Iroquois related homeobox 3 (Drosophila)Irx3 0.969702 0.812945 0.846701 0.818657 0.831166 0.9101 0.901657 0.997238 -0.40745 0.999994 0.999717 0.999988 0.999949 0.916918 0.955596 -1.00542
3584 208177 BG063684 RIKEN cDNA C820004H04 geneC820004H04Rik0.974336 0.809527 0.865581 0.85094 0.906066 0.893286 0.872714 0.891047 -0.63407 0.999966 0.993289 0.998083 0.880602 0.947207 0.988163 0.954476
3585 66126 BG063685 RIKEN cDNA 1110011K10 gene1110011K10Rik0.967892 0.944132 0.989857 0.95999 0.925997 0.900884 0.891303 0.886412 -0.48961 0.192505 -0.95376 -0.26286 0.594223 0.888296 0.937433 0.954476
3591 66671 BG063689 cyclin H Ccnh 0.992609 0.931776 1.098134 1.074448 1.042874 1.01232 0.952097 1.016387 -0.97901 0.543115 0.841851 0.565542 -0.17788 -0.92179 0.024599 -0.85456
3592 68294 BG063690 RIKEN cDNA 0610009O03 gene0610009O03Rik1.042776 0.857949 0.741367 1.12693 1.465267 1.416986 1.901602 2.624918 -0.89027 0.093324 0.893186 -0.22642 0.980102 0.958809 0.999977 1
3597 22330 BG063694 vinculin Vcl 0.93746 1.048412 1.229238 1.105675 1.157447 0.96956 1.107054 0.975006 0.070625 -0.32345 0.998141 0.677982 0.952159 -0.68573 0.695316 -0.78062
3599 226178 BG063696 DNA segment, Chr 19, Wayne State University 162, expressedD19Wsu162e 0.976556 0.886148 0.879726 0.764386 0.775693 0.876788 0.896126 0.911799 -0.88345 0.62152 0.689619 0.998679 0.997399 0.717306 0.495895 0.245265
3602 BG063698 f-box and leucine-rich repeat protein 5Fbxl5 0.989564 1.044948 0.992764 1.026417 0.935265 0.991879 1.025787 1.102154 -0.95845 -0.275 -0.98588 -0.71546 0.296175 -0.97901 -0.72514 0.766896
3608 19227 BG063703 parathyroid hormone-like peptidePthlh 0.930803 1.097569 0.984181 0.784711 0.803784 0.969291 0.957808 0.97158 -0.48961 -0.21428 -0.98255 0.920699 0.857847 -0.90339 -0.80657 -0.91583
3613 12449 BG063706 cyclin F Ccnf 0.904734 0.988722 1.116241 0.835207 0.592744 0.838678 0.876157 0.92458 0.37352 -0.98255 0.503984 0.9459 1 0.935913 0.72783 0.024599
3617 20683 BG063710 trans-acting transcription factor 1Sp1 0.937321 1.037615 0.959894 0.874508 0.839801 1.024092 0.886378 1.025889 -0.45468 -0.80657 -0.76264 0.487718 0.793154 -0.92757 0.335498 -0.9097
3625 109075 BG063717 RIKEN cDNA 1110039I09 gene1110039I09Rik 1.05299 1.075388 1.133857 1.172399 1.080671 0.915672 0.987487 1.047251 0.160017 0.634656 0.983529 0.998679 0.711927 0.831552 -0.9097 0.001298
3627 56198 BG063796 hairy/enhancer-of-split related with YRPW motif-likeHeyl 0.999399 0.970488 1.130894 1.080283 1.060334 0.965491 1.007963 1.145647 -1.01157 -0.10547 0.999632 0.952159 0.78034 0.115797 -0.92757 0.999923
3628 14043 BG063797 exostoses (multiple) 2 Ext2 1.060554 0.981321 1.078738 1.146503 1.198467 1.014065 1.021681 1.081783 0.722607 -0.62344 0.920699 0.999816 0.999999 -0.7894 -0.52403 0.935913
3633 20742 BG063800 spectrin beta 2 Spnb2 0.99819 0.93106 0.984601 0.851183 0.804205 0.957651 0.89889 0.990321 -1.01157 -0.43115 -0.97901 0.62152 0.897891 -0.78062 0.047712 -0.9996
3634 66048 BG063801 RIKEN cDNA 0610009E20 gene0610009E20Rik1.049932 1.009624 1.038973 0.966761 0.983544 1.010863 0.985841 0.989596 0.550678 -0.89692 0.203199 0.024599 -0.68573 -0.86933 -0.76264 -0.87647
3638 218210 BG063805 nucleoporin 153 Nup153 0.925396 1.06395 1.097326 1.029922 1.116888 0.954429 0.881873 1.123399 0.706469 0.419162 0.866775 -0.51262 0.95333 0.012971 0.983076 0.968063
3641 69740 BG063807 RIKEN cDNA 2410012M04 gene2410012M04Rik0.928879 1.315802 1.388956 1.417891 1.425803 1.231008 1.377733 1.423503 -0.03397 0.99932 0.999958 0.999987 0.99999 0.984824 0.999937 0.999989
3642 217869 BG063808 eukaryotic translation initiation factor 5Eif5 1.055205 1.034504 1.060355 0.987249 1.122108 1.073271 1.007498 1.062686 -0.02218 -0.53538 0.10459 -0.93318 0.897891 0.37352 -0.98588 0.149056
3643 67245 BG063809 pellino 1 Peli1 0.97039 0.946703 0.970345 0.994865 0.943124 1.155295 0.934907 1.127988 -0.7894 -0.37162 -0.7894 -1.00542 -0.28713 0.845165 -0.12953 0.672042
3644 26559 BG063810 hormonally upregulated Neu-associated kinaseHunk 0.919648 0.881406 0.897277 0.840753 0.877958 0.906525 0.854499 1.008762 0.325787 0.820705 0.666019 0.974731 0.845165 0.543115 0.948486 -0.98903
3645 72597 BG063811 1.021935 0.892922 0.9084 0.935069 0.937916 1.056798 0.791302 1.051882 -0.97136 -0.16577 -0.35961 -0.65504 -0.68573 -0.76264 0.788951 -0.80657
3647 66427 BG063813 RIKEN cDNA 1810044O22 gene1810044O22Rik0.963727 1.014277 1.078005 0.96239 0.959129 0.963084 0.920916 1.001347 -0.54665 -0.93318 0.306126 -0.52403 -0.44294 -0.53538 0.436821 -1.01105
3648 68479 BG063814 PHD finger protein 5A Phf5a 0.96123 1.080245 1.098817 0.996443 1.065438 1.001195 1.009518 1.022859 -0.25072 0.659913 0.851619 -1.00368 0.40116 -1.01105 -0.95845 -0.71546
3649 56360 BG063815 RIKEN cDNA 0610041P13 gene0610041P13Rik0.993234 0.913963 1.00531 1.026226 1.054051 0.89401 1.031683 2.124428 -1.00542 -0.19001 -1.00828 -0.92757 -0.67561 0.115797 -0.88345 1
3651 BG063816 0.955847 1.051778 1.032984 0.90407 0.996119 0.966045 0.885083 1.025028 -0.29925 -0.16577 -0.60191 0.757574 -1.00542 -0.55786 0.902417 -0.76264
3658 100019 BG063819 RIKEN cDNA 4833432B22 gene4833432B22Rik0.998461 0.992436 1.02289 0.970676 0.969522 1.001119 1.152321 1.043591 -1.01105 -0.98588 -0.79806 -0.65504 -0.63407 -1.01157 0.964615 -0.35961
3661 218952 BG063822 pleckstrin homology domain containing, family C (with FERM domain) member 1Plekhc1 1.13623 1.181516 0.902321 1.0878 0.87843 0.954786 0.965624 1.021191 0.963702 0.996974 0.860877 0.672042 0.96723 -0.14159 -0.45468 -0.7894
3668 69660 BG063824 RIKEN cDNA 2310061B02 gene2310061B02Rik 0.95028 0.955176 1.02048 1.151526 1.049976 0.999447 1.116847 1.195067 0.495895 0.345127 -0.61272 0.99976 0.428035 -1.01157 0.994523 0.999996
3673 52209 BG063829 1.016041 0.998669 1.002185 1.023375 1.027144 1.012641 0.959614 1.090045 -0.75345 -1.01033 -1.00695 -0.50115 -0.35961 -0.84694 0.203199 0.955596
3674 15547 BG063830 HpaII tiny fragments locus 9cHtf9c 0.960989 1.111567 1.175435 1.104921 1.014644 0.928282 1.006745 1.181143 0.03618 0.983076 0.999909 0.971942 -0.82316 0.831552 -0.97136 0.999943
3676 26379 BG063832 estrogen related receptor, alphaEsrra 1.165758 1.052467 0.935128 0.857573 0.888546 0.91216 0.94485 1.035573 0.999958 0.527726 0.824383 0.999958 0.998024 0.914968 0.659913 -0.01042
3687 14104 BG063838 fatty acid synthase Fasn 1.025426 0.919031 0.921017 0.813939 1.010366 0.654551 0.529888 0.596422 -0.97901 -0.66537 -0.68573 0.335498 -1.00695 0.974731 0.999743 0.996155
3706 56443 BG063856 actin related protein 2/3 complex, subunit 1AArpc1a 1.030504 1.101004 1.115642 1.053539 1.125173 1.051703 1.010534 1.153722 -0.21428 0.98261 0.994984 0.543115 0.997833 0.503984 -0.89027 0.999854
3709 15161 BG063859 host cell factor C1 Hcfc1 0.976159 0.97837 1.099538 1.057509 1.044352 0.939781 0.908501 1.003977 -0.67561 -0.7347 0.860877 0.234857 -0.11749 0.382817 0.869644 -1.00174
3711 BG063861 1.105493 1.049216 1.096044 1.036633 1.108148 1.292314 1.076006 1.415626 -0.14159 -0.76264 -0.25072 -0.86933 -0.10547 0.938921 -0.47802 0.995541
3713 54709 BG063863 eukaryotic translation initiation factor 3, subunit 2 (beta)Eif3s2 1.101099 0.85087 1.15255 1.110457 1.251172 1.221979 1.178112 1.175297 0.170913 0.824383 0.700932 0.296175 0.977264 0.948486 0.835045 0.824383
3720 99889 BG063868 ADP-ribosylation factor interacting protein 1Arfip1 0.899279 1.000488 1.015535 1.000441 1.014334 1.015482 1.027238 1.029798 0.487718 -1.01187 -0.95376 -1.01187 -0.96294 -0.95376 -0.83916 -0.80657
3721 74244 BG063869 autophagy 7-like (S. cerevisiae)Apg7l 0.958115 1.018309 1.038699 1.134811 1.139154 1.082194 0.99486 1.067066 -0.31136 -0.86202 -0.43115 0.940377 0.952159 0.5199 -0.9996 0.245265
3735 21854 BG063877 translocator of inner mitochondrial membrane 17aTimm17a 0.955819 0.944698 0.973949 0.995054 0.954402 0.944091 0.91861 1.027921 0.001298 0.335498 -0.58005 -0.99471 0.047712 0.345127 0.816964 -0.54665
3741 26397 BG063882 mitogen activated protein kinase kinase 3Map2k3 1.013894 0.977841 1.015609 1.025292 1.105767 1.079627 1.03269 1.1546 -0.95845 -0.86933 -0.94384 -0.83916 0.527726 0.138032 -0.72514 0.88578
3745 13990 BG063721 SWI/SNF-related, matrix-associated actin-dependent regulator of chromatin, subfamily a, containing DEAD/H box 1`Smarcad1 0.953741 1.008675 1.025207 0.918835 0.911944 1.026216 0.925079 1.047055 -0.46638 -0.99197 -0.84694 0.255599 0.37352 -0.83124 0.126945 -0.50115
3752 68090 BG063726 Yip1 interacting factor homolog (S. cerevisiae)Yif1 0.967709 0.905733 0.979098 0.953786 0.944839 0.935208 0.896209 1.014474 -0.43115 0.895562 -0.74414 0.001298 0.265858 0.503984 0.943198 -0.88345
3754 56397 BG063728 mortality factor 4 like 2 Morf4l2 1.02731 1.056463 1.211287 1.159092 1.009629 1.064151 0.936197 1.00351 -0.89692 -0.56899 0.888296 0.653725 -0.99726 -0.46638 -0.40745 -1.01033
3755 14433 BG063729 glyceraldehyde-3-phosphate dehydrogenaseGapd 1.000094 1.000834 1.001672 1.000842 0.995221 0.999825 0.995515 0.996053 -1.01198 -1.01157 -1.01033 -1.01157 -0.9996 -1.01198 -0.9996 -1.00368
3757 99696 BG063731 RIKEN cDNA E430012K20 geneE430012K20Rik0.950306 0.867611 0.922776 0.934548 0.872459 0.974905 0.895465 1.07539 -0.05768 0.979562 0.580056 0.345127 0.971202 -0.71546 0.88578 0.445522
3765 18099 BG063736 nemo like kinase Nlk 0.990344 0.95514 1.033942 0.996766 1.030551 1.027651 0.934609 1.08125 -0.9386 0.10459 -0.29925 -1.00368 -0.41932 -0.50115 0.647452 0.797288
3769 68633 BG063739 1.005455 0.989793 1.107724 0.894638 1.081674 1.000309 1.01855 1.018948 -0.9996 -0.97136 0.732976 0.81316 0.40116 -1.01187 -0.88345 -0.87647
3770 12330 BG063740 calnexin Canx 1.031879 1.012709 1.089868 1.069151 1.016206 0.942815 1.027987 1.021636 -0.79806 -0.97528 0.126945 -0.21428 -0.95376 -0.35961 -0.84694 -0.9097
3772 BG063742 0.991676 0.979155 0.990551 0.992239 1.015316 0.918262 1.040174 1.082932 -0.97901 -0.80657 -0.96725 -0.98255 -0.89692 0.647452 -0.37162 0.565542
3773 23837 BG063743 craniofacial development protein 1Cfdp 1.098084 2.426778 3.601927 3.512684 2.705402 2.17159 2.494342 2.420706 0.138032 1 1 1 1 1 1 1
3775 BG063745 ESTs, Weakly sim0.975749 1.108064 1.047687 1.019891 0.962137 0.95322 1.010086 1.15198 -0.54665 0.970445 0.203199 -0.69575 -0.05768 0.245265 -0.92757 0.998905
3777 209318 BG063747 G protein pathway suppressor 1Gps1 0.935771 0.838332 1.031153 0.94477 0.883433 0.837882 0.939087 0.77546 0.296175 0.997399 -0.60191 0.070625 0.940377 0.997552 0.224376 0.999991
3782 244668 BG063752 signal-induced proliferation-associated 1 like 2Sipa1l2 0.957761 0.941452 1.004155 0.841044 0.914668 0.999481 1.087042 0.952711 -0.47802 -0.15367 -1.01157 0.90888 0.454135 -1.00828 0.354674 -0.37162
3784 BG063754 1.001807 0.953301 0.900913 0.847895 0.778402 0.915797 0.879874 1.026573 -1.01157 -0.69575 0.093324 0.711927 0.971202 -0.14159 0.382817 -0.9097
3787 11773 BG063756 adaptor protein complex AP-2, mu1Ap2m1 0.907831 0.995462 0.984948 0.891985 0.873097 0.895086 1.025155 1.105906 0.863853 -0.9996 -0.87647 0.948486 0.987135 0.937433 -0.66537 0.888296
3789 66422 BG063758 RIKEN cDNA 2410015N17 gene2410015N17Rik0.968358 0.940515 0.960164 1.00264 0.871051 0.928102 0.984559 0.978871 0.03618 0.845165 0.37352 -1.00174 0.999966 0.950962 -0.69575 -0.45468
3794 BG063762 expressed sequence AW121759AW121759 0.886199 1.022441 0.89839 0.951527 0.882183 1.113057 1.04799 0.997463 0.454135 -0.93318 0.126945 -0.63407 0.495895 0.03618 -0.67561 -1.01105
3799 BG063767 0.874363 1.068904 1.118508 0.91954 0.947766 0.997954 1.09864 1.047739 0.625888 -0.10193 0.2638 0.109452 -0.2971 -0.6649 0.059536 -0.45219
3807 109801 BG063773 glyoxalase 1 Glo1 1.004897 1.072049 1.034669 1.005947 1.040899 0.917573 0.939593 0.963566 -0.65854 0.741572 -0.05148 -0.6507 0.119363 0.900587 0.632112 0.029362
3809 69085 BG063774 RIKEN cDNA 1810019C21 gene1810019C21Rik0.988623 1.01217 1.008955 1.0416 0.974558 0.930947 1.023849 1.129558 -0.62673 -0.62268 -0.64776 -0.17186 -0.45219 0.438641 -0.48257 0.918751
3811 70719 BG063776 RIKEN cDNA 6330406L22 gene6330406L22Rik 1.047491 0.985933 1.122295 1.005977 0.932748 0.92072 0.969289 1.063326 -0.32471 -0.66829 0.600262 -0.64465 0.019278 0.207111 -0.50417 -0.10193
3814 12988 BG063779 c-src tyrosine kinase Csk 0.893887 0.909812 0.906904 0.927011 0.85175 0.782668 0.986116 1.067187 0.831219 0.679298 0.711686 0.430489 0.981565 0.99987 -0.61411 0.245089
3815 BG063780 1.06039 0.943668 0.973737 0.864164 0.772903 0.778173 0.979125 0.895938 0.158711 0.1391 -0.45219 0.968204 0.999964 0.999942 -0.53132 0.834605
3818 66313 BG063782 RIKEN cDNA 2810411E22 gene2810411E22Rik0.990219 0.93954 0.97263 1.006778 0.895588 0.991132 1.029531 1.070643 -0.65609 -0.07168 -0.53132 -0.66668 0.580275 -0.66083 -0.51799 0.019278
3819 102247 BG063783 expressed sequence AU041707AU041707 0.856554 1.003974 1.183401 1.119178 1.000341 0.998339 1.145345 1.145812 0.971281 -0.66974 0.985521 0.820722 -0.67511 -0.67443 0.930824 0.930824
3820 227290 BG063784 angio-associated migratory proteinAamp 0.821922 0.822441 0.865284 0.68105 0.804566 0.7806 0.904666 0.993113 0.941302 0.941302 0.746316 0.999973 0.971281 0.990415 0.336572 -0.66829
3831 71805 BG063793 RIKEN cDNA 2410008G02 gene2410008G02Rik1.059243 1.047473 1.069099 1.145797 0.959377 1.014725 0.969798 0.978661 0.216672 -0.02114 0.397221 0.969 -0.12202 -0.59515 -0.34278 -0.50417
3833 53322 BG063795 nucleobindin 2 Nucb2 0.934143 1.102057 0.957619 0.828484 0.82793 0.90693 0.971927 0.986561 -0.4676 -0.10193 -0.54413 0.619591 0.318707 -0.24027 -0.58479 -0.67443
3834 98193 BG063884 DNA segment, Chr 1, University of California at Los Angeles 4D1Ucla4
3836 BG063886 1.058106 1.040856 0.915143 0.986808 0.944369 0.987794 0.901798 1.064167 -0.48988 -0.60011 -0.27838 -0.66083 -0.52472 -0.66668 -0.17186 -0.45219
3840 67588 BG063889 ring finger protein 41 Rnf41 0.968806 1.082302 1.127814 1.167057 1.068352 0.983197 1.086718 1.198524 -0.152 0.824278 0.988363 0.999269 0.662144 -0.50417 0.859748 0.999931
3841 24060 BG063890 solute carrier family 35 (CMP-sialic acid transporter), member 1Slc35a1 0.913658 0.806933 0.992688 0.964787 0.925236 0.937455 1.056051 1.0248 0.049493 0.92058 -0.66829 -0.53132 -0.10193 -0.24988 -0.36055 -0.60493
3846 104175 BG063893 SH3-binding kinase Sbk 0.874307 0.962184 1.040263 0.901601 0.924265 1.042249 1.065785 1.118135 0.245089 -0.52472 -0.40357 -0.06158 -0.13203 -0.55643 -0.41191 -0.28777
3848 16480 BG063895 junction plakoglobin Jup 0.979246 1.029343 0.990819 0.919317 0.920654 0.845728 0.855972 0.837603 -0.63796 -0.62268 -0.65348 -0.31557 -0.28777 0.354204 0.462692 0.345418
3853 209361 BG063899 TAF3 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf3 0.990062 0.944643 1.006007 0.96067 0.942507 0.918951 1.059598 1.051426 -0.64776 -0.00092 -0.6649 -0.2971 0.039434 0.446726 0.009184 -0.12202
3855 56422 BG063901 Hbs1-like (S. cerevisiae) Hbs1l 1.058946 0.932023 1.014108 1.023847 0.890224 0.929536 1.030178 0.842768 0.1391 0.388742 -0.60959 -0.49709 0.881641 0.430489 -0.39513 0.99256
3856 BG063902 0.999772 0.900185 0.914554 0.991919 0.862905 0.877561 0.997725 0.918097 -0.6752 0.644342 0.454743 -0.65854 0.913043 0.841212 -0.67383 0.405635
3862 66530 BG063907 UBX domain-containing 2 Ubxdc2 0.952555 0.953246 0.9372 0.844964 0.830272 0.908019 0.940082 1.039971 -0.28777 -0.2971 -0.05148 0.913043 0.952706 0.388742 -0.10193 -0.41191
3864 BG063909 0.887064 1.121329 1.055978 1.039285 1.053433 0.939421 1.116301 1.007602 0.726937 0.684872 -0.14203 -0.53779 -0.37801 -0.01103 0.478383 -0.66294
3865 27993 BG063910 DNA segment, Chr 1, Wayne State University 40, expressedD1Wsu40e 0.916998 0.984408 0.963514 1.119328 1.009584 1.050762 1.14627 1.133393 0.523773 -0.60493 -0.32471 0.790147 -0.6507 -0.10193 0.916885 0.868323
3866 213236 BG063911 dead end homolog 1 (zebrafish)Dnd1 0.93413 0.920278 1.140553 1.03142 1.049994 1.105054 1.112815 1.118888 -0.11198 0.079567 0.619591 -0.53779 -0.36055 0.291492 0.380201 0.438641
3875 21454 BG063916 t-complex protein 1 Tcp1 1.050527 1.235573 1.123609 1.271714 0.957926 1.104877 0.968947 1.13893 -0.04137 0.999171 0.871082 0.99987 -0.16194 0.746316 -0.37801 0.927546
3876 97076 BG063917 0.924848 1.116705 1.073708 1.160737 1.024067 1.012297 1.033107 1.18971 0.069561 0.508927 -0.00092 0.794181 -0.41191 -0.66668 -0.42832 0.726937
3878 53333 BG063919 translocase of outer mitochondrial membrane 40 homolog (yeast)Tomm40 0.937059 0.965113 0.986325 0.984091 0.870371 0.940758 1.057923 0.990424 0.501397 -0.16194 -0.58479 -0.55643 0.989866 0.430489 0.327668 -0.63063
3884 15081 BG063923 H3 histone, family 3B H3f3b 1.032694 1.025655 1.144404 1.136509 0.868534 0.975278 0.829635 0.909389 -0.45219 -0.53132 0.850717 0.813436 0.879072 -0.53779 0.980561 0.508927
3887 17750 BG063925 metallothionein 2 Mt2 0.973069 1.014628 0.98043 0.861227 0.833684 0.967789 0.820969 1.041242 -0.50417 -0.62673 -0.58479 0.914983 0.977827 -0.43637 0.988679 -0.33378
3889 27556 BG063927 DNA segment, Jeremy M. Boss 3D0Jmb3 1.043391 0.963729 1.111487 1.133403 0.985714 0.979763 1.014911 0.964577 0.049493 -0.09186 0.939896 0.982522 -0.56819 -0.4676 -0.56238 -0.11198
3893 233575 BG063931 FGF receptor activating protein 1Frag1 0.928396 1.043411 1.022851 0.975643 0.971532 1.030033 0.962542 1.013639 0.493796 -0.12202 -0.49709 -0.45995 -0.39513 -0.37801 -0.21119 -0.60959
3895 13478 BG063933 dolichyl-phosphate (UDP-N-acetylglucosamine) acetylglucosaminephosphotransferase 1 (GlcNAc-1-P transferase)Dpagt1 1.098975 1.165714 1.057092 1.077033 1.138513 1.150463 1.020246 1.017451 0.876456 0.997159 0.345418 0.673651 0.985124 0.992768 -0.48257 -0.52472
3896 BG063934 0.839158 0.938748 1.028075 0.908212 1.000116 1.019359 1.094194 0.883073 0.834605 -0.23062 -0.5794 0.187867 -0.6752 -0.63796 0.109452 0.486125
3900 68046 BG063936 RIKEN cDNA 2700062C07 gene2700062C07Rik 1.02998 1.024938 1.08476 0.97335 0.982665 0.886187 0.956954 0.942275 -0.32471 -0.42016 0.706464 -0.37801 -0.54413 0.958151 -0.00092 0.345418
3901 BG063937 0.988694 1.066878 1.010026 0.982053 0.838253 1.043662 1.014008 0.978383 -0.66083 -0.25943 -0.66294 -0.63796 0.781893 -0.48257 -0.65348 -0.62268
3902 BG063938 0.969128 1.067427 0.981266 0.906402 0.958866 0.937314 1.04025 1.079697 -0.24988 0.516386 -0.50417 0.891464 0.009184 0.508927 -0.05148 0.695809
3905 20969 BG063941 syndecan 1 Sdc1 0.968055 0.783513 0.79575 0.866803 0.924223 1.198214 0.976131 0.842173 -0.34278 0.998674 0.997073 0.911065 0.42227 0.932415 -0.51799 0.976639
3908 BG063944 1.074844 1.042297 1.060651 1.009211 0.986916 1.027455 1.138623 1.148731 0.254468 -0.27838 0.019278 -0.65348 -0.63063 -0.48988 0.865514 0.902763
3915 BG063950 1.059433 0.940614 0.990256 1.050088 0.924137 0.909944 0.949129 1.03882 0.336572 0.405635 -0.63063 0.1391 0.690376 0.847602 0.216672 -0.11198
3916 17134 BG063951 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein G (avian)Mafg 1.01703 1.003316 0.940118 0.818969 0.788033 0.91882 0.848239 0.971863 -0.62673 -0.67307 -0.12202 0.966556 0.99256 0.207111 0.891464 -0.53779
3917 226757 BG063952 WD repeat domain 26 Wdr26
3920 BG063955 0.94377 0.903228 0.773777 0.729393 0.722149 0.741723 0.707506 0.752775 0.168466 0.798153 0.999977 1 1 0.999999 1 0.999997
3921 BG063956 0.99533 0.858387 1.008141 1.052118 1.047191 1.020581 1.025942 1.07811 -0.66829 0.977827 -0.65348 -0.00092 -0.09186 -0.53779 -0.4676 0.454743
3923 213019 BG063958 PDZ and LIM domain 2 Pdlim2 1.041824 0.874694 0.851986 0.921241 1.006135 0.765778 0.990682 1.04573 -0.36932 0.786052 0.906994 0.245089 -0.66829 0.998934 -0.65854 -0.31557
3927 BG063961 0.857851 0.877535 0.983943 0.97623 0.935876 0.983815 0.956999 1.047534 0.58701 0.405635 -0.60959 -0.61847 -0.22093 -0.67383 -0.33378 -0.62268
3931 69046 BG063964 RIKEN cDNA 1810010A06 gene1810010A06Rik 0.94716 0.940154 0.84788 1.018489 1.125206 1.052228 1.271488 1.387458 0.226189 0.380201 0.997159 -0.53132 0.94664 0.148922 0.99999 1
3941 215615 BG063972 arginyl aminopeptidase (aminopeptidase B)Rnpep 1.089717 1.448686 1.485697 1.250784 1.199265 1.104817 1.294205 1.343808 0.545505 1 1 0.999314 0.99256 0.706464 0.999919 0.999993
3943 78816 BG063973 RIKEN cDNA 5031419I10 gene5031419I10Rik 0.514019 0.492711 0.359311 0.49799 1.016177 0.733262 0.485859 0.910054 0.831219 0.873793 0.990145 0.865514 -0.67307 -0.00092 0.886642 -0.59515
3944 103963 BG063974 ribophorin I Rpn1 1.383144 0.676991 0.861614 0.454363 0.620167
3947 60507 BG063977 queuine tRNA-ribosyltransferase 1Qtrt1
3948 12332 BG063978 capping protein (actin filament), gelsolin-likeCapg 0.952482 0.991727 0.978643 0.931066 0.953467 0.973528 0.948427 1.01735 0.245089 -0.62268 -0.34278 0.837936 0.42227 -0.1916 0.545505 -0.45219
3951 230073 BG063981 RIKEN cDNA 6430573D20 gene6430573D20Rik1.053336 0.905838 1.006421 0.973546 0.888009 0.988169 0.868431 0.943556 -0.14203 0.573466 -0.6649 -0.51114 0.764625 -0.64139 0.889075 -0.03125
3952 73822 BG063982 RIKEN cDNA 4930404N11 gene4930404N11Rik1.012638 1.110724 1.125337 1.136876 1.159313 1.033723 1.03261 1.105237 -0.60493 0.906994 0.953843 0.974746 0.992768 -0.24027 -0.25943 0.879072
3954 52064 BG063984 DNA segment, Chr 5, ERATO Doi 33, expressedD5Ertd33e 0.977432 0.985287 1.144428 1.131324 1.069554 1.074858 1.012303 1.061553 -0.3517 -0.53132 0.997556 0.993548 0.716839 0.781893 -0.57386 0.593672
3956 100088 BG063986 chromosome condensation 1Chc1
3960 BG063988 0.974398 1.019128 0.876631 0.921218 0.879039 0.895757 0.890431 0.949801 -0.48257 -0.56819 0.914983 0.493796 0.902763 0.798153 0.837936 -0.04137
3966 12010 BG063994 beta-2 microglobulin B2m 0.862083 0.750442 0.696474 0.775598 0.720659 0.887883 0.739426 0.919306 0.760146 0.997834 0.999913 0.992126 0.999377 0.531089 0.998829 0.119363
3968 20932 BG063996 surfeit gene 4 Surf4 0.946939 1.001943 0.933333 0.919116 0.866794 0.918912 0.912592 0.957286 0.099514 -0.67383 0.371596 0.606778 0.968204 0.606778 0.690376 -0.13203
3973 67300 BG064000 clathrin, heavy polypeptide (Hc)Cltc 0.929478 0.999142 0.94544 0.948287 0.974948 1.026154 0.999093 0.938572 0.380201 -0.67486 0.069561 0.009184 -0.48257 -0.47514 -0.67486 0.207111
3976 14904 BG064002 GTP binding protein 1 Gtpbp1 0.93602 0.891427 0.892496 0.944561 0.859559 0.893681 0.976898 0.948731 0.644342 0.979507 0.977827 0.470572 0.998792 0.975392 -0.37801 0.380201
3978 69890 BG064004 zinc finger protein 219 Zfp219 0.976554 1.235244 0.819769 0.776381 0.855186 0.84608 0.808304 1.024382 -0.61411 0.900587 0.865514 0.968204 0.656282 0.721922 0.904899 -0.60959
3980 319765 BG064005 RIKEN cDNA C330012H03 geneC330012H03Rik0.963415 1.057257 1.079559 1.088323 1.04379 0.888325 0.973963 0.998061 -0.2971 0.049493 0.42227 0.545505 -0.1916 0.859748 -0.47514 -0.67383
3981 211970 BG064006 similar to Non-POU-domain-containing, octamer binding proteinna 0.949989 0.902198 0.954146 1.027081 0.845214 0.960236 1.057123 1.110674 -0.11198 0.667934 -0.18174 -0.49709 0.972716 -0.2971 -0.03125 0.690376
3989 58180 BG064014 hypermethylated in cancer 2Hic2 1.082406 1.038414 1.115232 0.982417 0.817673 0.925166 0.887757 0.869671 0.711686 -0.11198 0.933973 -0.53132 0.999894 0.690376 0.963028 0.989866
3990 54218 BG064015 UDP-Gal:betaGalNAc beta 1,3-galactosyltransferase, polypeptide 4B3galt4 0.98612 1.015468 0.978971 1.045015 0.856489 0.998013 1.070708 0.998295 -0.60011 -0.58479 -0.50417 -0.06158 0.990145 -0.67383 0.430489 -0.67383
3991 66286 BG064016 RIKEN cDNA 1810029G24 gene1810029G24Rik1.025228 1.005122 0.920031 0.922602 0.644446 0.734326 0.912575 0.912609 -0.55643 -0.66974 0.273082 0.226189 1 0.999878 0.380201 0.380201
3996 66661 BG064020 signal recognition particle 72Srp72 0.998826 0.861529 1.076883 1.062954 0.898041 0.735142 1.114363 0.931428 -0.67486 0.760146 -0.02114 -0.20141 0.397221 0.998966 0.405635 -0.06158
3998 230793 BG064022 RIKEN cDNA D030015G18 geneD030015G18Rik0.949489 0.944682 0.881664 0.911224 0.891938 0.90611 1.006937 0.929524 0.318707 0.438641 0.988039 0.89837 0.973408 0.927546 -0.64776 0.716839
4007 230700 BG064028 RIKEN cDNA C330039G02 geneC330039G02Rik0.970269 0.864741 1.071352 1.035132 0.935693 0.973972 1.109704 1.090444 -0.40357 0.962096 0.318707 -0.33378 0.273082 -0.4676 0.773387 0.58701
4009 21761 BG064029 mortality factor 4 like 1 Morf4l1 0.89675 0.795783 0.891994 0.865361 0.893166 0.880289 0.935981 0.996767 0.914983 0.999974 0.9355 0.988988 0.930824 0.969 0.462692 -0.67102
4011 53605 BG064031 nucleosome assembly protein 1-like 1Nap1l1 1.061119 0.977332 0.89471 1.023434 0.917575 0.921911 0.865374 1.019857 0.049493 -0.53779 0.760146 -0.53779 0.486125 0.42227 0.932415 -0.57386
4015 18611 BG064035 phosphoprotein enriched in astrocytes 15Pea15 1.031303 1.016732 0.983114 1.041392 0.985918 0.91388 0.964503 0.939262 -0.1916 -0.51799 -0.51114 0.069561 -0.55643 0.896111 -0.05148 0.580275
4016 19184 BG064036 protease (prosome, macropain) 26S subunit, ATPase 5Psmc5
4018 22668 BG064037 zinc finger protein 162 Zfp162
4020 56550 BG064039 ubiquitin-conjugating enzyme E2D 2Ube2d2 0.950687 0.93391 0.995693 0.974183 0.748067 0.785799 1.038242 0.881898 -0.14203 0.158711 -0.67102 -0.51114 0.99994 0.999059 -0.36055 0.824278
4025 BG064044 0.978297 1.004576 1.026985 0.956983 0.884619 0.964078 0.923928 1.066308 -0.41191 -0.66294 -0.30637 0.148922 0.986286 -0.05148 0.798153 0.593672
4026 227682 BG064045 RIKEN cDNA G430055L02 geneG430055L02Rik0.950439 1.104908 0.987193 1.067301 0.982179 0.977762 0.963886 1.03241 -0.08178 0.679298 -0.62673 0.178185 -0.58479 -0.53779 -0.33378 -0.41191
4029 100340 BG064047 RIKEN cDNA 1110054A24 gene1110054A24Rik1.015245 0.987629 0.992401 1.027235 0.966062 0.991923 1.051668 1.029569 -0.52472 -0.56819 -0.63438 -0.24027 -0.03125 -0.63063 0.405635 -0.18174
4032 BG064050 0.98815 0.897173 0.934913 1.086178 0.973824 1.079779 1.058742 1.075222 -0.53132 0.997699 0.891464 0.969777 -0.14203 0.949144 0.773387 0.927546
4033 BG064051
4038 21453 BG064056 Treacher Collins Franceschetti syndrome 1, homologTcof1 0.967096 0.914462 0.918256 1.045534 1.074642 0.885899 0.956712 1.028429 -0.42832 0.254468 0.069561 -0.60493 -0.59004 0.380201 -0.40357 -0.6649
4039 108148 BG064057 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 2Galnt2 0.998438 1.041605 1.009005 1.064931 1.021884 1.050289 1.014553 1.079734 -0.67383 0.129246 -0.62268 0.632112 -0.39513 0.345418 -0.54413 0.820722
4041 77034 BG064058 RIKEN cDNA 2510039O18 gene2510039O18Rik0.991337 1.06272 1.006717 0.972545 0.934923 0.940448 1.050762 0.985542 -0.64776 0.226189 -0.65854 -0.42016 0.345418 0.235662 -0.14203 -0.60011
4042 29858 BG064059 phosphomannomutase 1 Pmm1 1.016329 1.11341 1.062538 1.16476 1.072064 0.964888 0.982659 1.050373 -0.55643 0.924132 0.397221 0.995305 0.559631 -0.17186 -0.53779 0.148922
4048 66865 BG064065 RIKEN cDNA 4933435E07 gene4933435E07Rik0.909952 0.99075 1.102823 1.499989 0.745354 1.212523 1.292237 1.040124 -0.42832 -0.66829 -0.24988 0.949144 0.862656 0.300618 0.755602 -0.53779
4049 18717 BG064066 phosphatidylinositol-4-phosphate 5-kinase, type 1 gammaPip5k1c 1.061634 1.065609 1.060992 0.984847 0.854902 0.962802 0.918193 0.922357 0.197509 0.2638 0.187867 -0.59515 0.984299 -0.24027 0.613221 0.552604
4053 74117 BG064070 ARP3 actin-related protein 3 homolog (yeast)Actr3 1.001158 0.999086 1.004162 1.066324 0.993551 0.896079 1.051961 1.238184 -0.67486 -0.67486 -0.66974 0.235662 -0.66083 0.831219 -0.14203 0.999314
4055 108654 BG064072 RIKEN cDNA 4933403F05 gene4933403F05Rik0.966758 1.01228 0.987232 1.001734 0.953937 0.929356 0.987491 1.098746 0.019278 -0.56238 -0.55035 -0.67307 0.405635 0.853779 -0.55643 0.966556
4056 70601 BG064073 RIKEN cDNA 5730461K03 gene5730461K03Rik0.955211 0.984861 1.022012 0.977077 1.04586 0.980271 1.03376 1.079757 0.109452 -0.56238 -0.45219 -0.42016 0.079567 -0.48257 -0.20141 0.701171
4059 234663 BG064076 hypothetical protein C920003I06C920003I06 0.987334 1.005656 0.94435 0.821796 0.885982 0.880909 0.945794 0.960566 -0.60493 -0.66083 0.273082 0.999627 0.951544 0.964832 0.245089 -0.10193
4060 66072 BG064077 RIKEN cDNA 0610038F07 gene0610038F07Rik0.928793 1.018105 1.053904 1.010985 0.982248 0.981949 0.893453 1.103566 0.30969 -0.59004 -0.07168 -0.64139 -0.59004 -0.58479 0.773387 0.644342
4061 67068 BG064078 dynein, cytoplasmic, light chain 2ADncl2a 0.958611 0.986832 1.024333 1.022033 0.982549 1.040525 1.000329 1.045261 0.119363 -0.56819 -0.36055 -0.41191 -0.49709 0.049493 -0.67511 0.178185
4062 BG064079 1.035367 1.085432 1.114694 1.061027 1.117138 1.132941 1.076458 1.156791 -0.18174 0.746316 0.932415 0.380201 0.939896 0.974085 0.638264 0.993361
4066 52631 BG064083 DNA segment, Chr 15, ERATO Doi 528, expressedD15Ertd528e 0.96198 1.006706 0.955417 1.060721 1.019934 0.968517 0.989286 1.119984 0.029362 -0.64776 0.207111 0.516386 -0.45219 -0.16194 -0.60493 0.97724
4067 74252 BG064084 RIKEN cDNA 2310016N05 gene2310016N05Rik0.999838 1.104235 1.026841 0.97225 1.057531 0.933767 0.844345 1.052246 -0.6752 0.900587 -0.3517 -0.31557 0.345418 0.580275 0.999088 0.226189
4072 170439 BG064089 ELOVL family member 6, elongation of long chain fatty acids (yeast)Elovl6 1.366389 1.241953 1.223541 0.769572 0.9934 0.65988 0.557741 0.568846 0.941302 0.613221 0.606778 0.847602 -0.67213 0.994248 0.999938 0.99989
4073 BG064090 1.056643 1.118269 1.129362 1.094585 1.079974 1.131756 1.001479 1.164397 -0.14203 0.638264 0.726937 0.388742 0.197509 0.741572 -0.67486 0.896111
4076 101489 BG064093 expressed sequence AI114950AI114950 0.980178 1.086021 0.984996 1.039337 1.060406 0.931368 1.004821 1.126854 -0.48257 0.769038 -0.56238 -0.07168 0.397221 0.619591 -0.66294 0.969
4077 BG064094 0.801844 1.273141 1.005858 1.113378 1.019744 0.910229 0.785948 0.778992 -0.08178 -0.24027 -0.67486 -0.51114 -0.66294 -0.5794 -0.24027 0.1391
4078 80914 BG064095 expressed sequence AA407809AA407809 0.829002 0.903664 1.261535 1.258303 1.253396 0.729195 1.706813 0.397221 -0.24027 0.916885 -0.60011 0.716839 -0.28777 0.650349 NA
4081 BG064098 0.962379 1.081975 1.015415 1.015757 0.985584 0.910133 0.912985 0.955381 0.119363 0.879072 -0.51114 -0.50417 -0.52472 0.957109 0.94664 0.327668
4084 14897 BG064101 gene trap locus 6 Gtl6 0.986951 1.088749 1.093257 1.08033 0.928276 0.773046 1.053353 1.216329 -0.65609 -0.02114 0.029362 -0.11198 -0.14203 0.975392 -0.39513 0.865514
4089 BG064106 0.993807 0.98675 0.94326 0.872317 0.894034 0.883764 0.895909 1.026926 -0.6507 -0.56238 0.538333 0.997073 0.98004 0.991669 0.976639 -0.27838
4090 77114 BG064107 RIKEN cDNA 6030426L16 gene6030426L16Rik 1.04176 1.139133 1.174967 1.239426 1.13279 1.135228 1.194564 1.22823 -0.09186 0.971281 0.995823 0.99991 0.960167 0.964832 0.998632 0.999819
4091 54132 BG064108 PDZ and LIM domain 1 (elfin)Pdlim1 0.953821 0.834587 1.098693 0.966428 0.948751 0.877324 0.955433 0.926744 -0.06158 0.995944 0.716839 -0.31557 0.049493 0.939896 -0.09186 0.486125
4093 66889 BG064110 ring finger protein 128 Rnf128 1.083655 1.141721 1.032474 1.017567 1.033875 1.033017 1.140427 1.186265 0.049493 0.454743 -0.67213 -0.63063 -0.43637 -0.33378 0.644342 0.859748
4096 18631 BG064112 peroxisomal biogenesis factor 11aPex11a 1.061399 0.907269 0.890857 0.857925 0.89551 0.837038 0.97348 0.84858 0.462692 0.911065 0.970538 0.997962 0.95917 0.999722 -0.32471 0.999144
4098 BG064114 0.966878 1.166938 1.202233 1.145094 1.051167 0.797201 0.873363 0.842094 -0.45219 0.89837 0.966556 0.813436 -0.23062 0.994412 0.813436 0.94664
4099 230967 BG064115 glycine-, glutamate-, thienylcyclohexylpiperidine-binding proteinA930027E11 1.047559 1.158596 1.197308 1.029925 1.077921 0.914256 0.829624 0.910625 -0.10193 0.965704 0.993908 -0.42016 0.42227 0.632112 0.995823 0.679298
4100 57438 BG064116 axotrophin Axot 1.056928 1.07405 1.09431 1.116585 1.163865 0.970716 1.07145 1.035096 -0.02114 0.2638 0.545505 0.755602 0.950357 -0.45219 0.226189 -0.37801
4101 108860 BG064117 0.958248 1.012235 0.938541 1.06369 0.932568 0.945625 0.860221 1.047537 -0.02114 -0.60959 0.430489 0.397221 0.545505 0.282313 0.99373 0.069561
4106 19654 BG064120 RNA binding motif protein 6Rbm6 0.969204 1.088685 1.027973 1.082805 1.122386 1.153061 1.251456 1.295536 -0.23062 0.809704 -0.32471 0.750992 0.965704 0.994412 0.999992 1
4107 56096 BG064121 placental specific protein 1 Plac1 0.980159 0.977735 1.013905 0.938385 1.176681 1.129798 0.958344 1.108824 -0.6649 -0.55035 -0.63063 -0.39513 0.226189 0.345418 -0.5794 -0.10193
4109 26445 BG064123 proteasome (prosome, macropain) subunit, beta type 2Psmb2 0.994468 1.11743 1.168199 1.25745 1.202367 1.074818 1.150963 1.28784 -1.40078 0.821641 0.981252 0.999836 0.996777 0.224293 0.957466 0.99997
4114 14228 BG064128 FK506 binding protein 4 Fkbp4 1.106315 1.067312 1.106056 1.04773 0.98637 1.028982 0.769164 0.777245 -0.18645 -0.91247 -0.20048 -1.07368 -1.38711 -1.28017 0.971185 0.96061
4115 53334 BG064129 golgi SNAP receptor complex member 1Gosr1 1.085617 1.003431 1.036881 1.00493 0.976087 1.020542 0.786175 0.805637 0.042214 -1.41404 -1.01414 -1.41059 -1.22925 -1.28017 0.997766 0.992604
4125 27364 BG064138 serine racemase Srr 1.050186 1.116769 1.17012 0.926964 1.273304 1.100482 1.143411 1.050538 -1.01414 0.042214 0.612922 -0.56175 0.96161 -0.70608 0.18957 -0.98942
4126 23807 BG064139 ariadne homolog 2 (Drosophila)Arih2
4127 BG064140 1.074772 1.145164 0.933425 1.024 1.238291 0.995897 1.08671 -0.97687 0.054985 -0.54718 -1.41404 0.129773 -1.4165 -1.37885 NA
4129 15251 BG064142 hypoxia inducible factor 1, alpha subunitHif1a
4134 BG064146 1.042787 0.97416 1.078614 1.06577 1.240179 1.020064 1.052043 1.257461 -0.92556 -1.21075 -1.247 -0.21456 0.902428 -1.4165 -1.41798 0.994314
4140 BG064150 1.289367 1.006119 0.372282 1.471011 1.189304 -1.00184 -1.41736 0.998978 -1.4036 -0.89928 NA NA
4141 BG064151 1.045861 1.085725 1.101864 1.085639 1.047279 1.039623 1.177263 1.094012 -0.59084 0.394046 0.640509 0.394046 -0.54718 -0.76264 0.984535 0.528853
4145 BG064154 0.969359 1.119158 1.048346 1.063399 0.9735 0.940273 1.042724 1.144732 -0.89928 0.874461 -0.4013 0.02936 -1.02632 0.042214 -0.57631 0.962587
4147 BG064156 1.007483 0.941778 1.03741 1.1732 1.107888 1.115095 1.080789 1.130099 -1.36965 0.323037 -0.48881 0.9991 0.930045 0.954096 0.70286 0.982251
4150 BG064158 0.909592 1.019122 1.05959 0.949983 0.866743 0.925728 0.978356 1.043136 -0.11714 -1.34265 -0.80444 -0.92556 0.568584 -0.44502 -1.31702 -1.07368
4151 BG064159 0.992672 1.005546 0.938518 0.858171 0.93023 0.917778 0.825948 0.978509 -1.37437 -1.39442 0.374282 0.997834 0.576224 0.784481 0.999913 -1.06205
4157 BG064165 1.011534 1.020456 1.005629 1.102942 0.991391 0.995321 0.989606 1.163331 -1.33657 -1.16133 -1.39772 0.79752 -1.36965 -1.4036 -1.3485 0.990685
4159 17357 BG064167 MARCKS-like protein Mlp 0.947204 1.128488 1.057 1.037627 0.906191 0.965288 1.084543 1.342211 -0.66313 0.605781 -0.63431 -1.02632 0.291042 -0.93855 -0.04945 0.999778
4166 BG064171 1.026932 1.023253 1.070847 1.226987 0.961845 1.050341 0.969122 1.025082 -1.14037 -1.21075 -0.10347 0.995514 -0.87261 -0.60536 -1.05027 -1.18162
4169 BG064172 0.993611 1.002583 0.986418 1.089388 1.050215 1.008642 0.936032 1.14723 -1.41059 -1.41736 -1.4165 -0.89928 -1.41539 -1.33657 -0.5326 -0.06285
4170 69159 BG064173 RIKEN cDNA 1810036J22 gene1810036J22Rik 1.058182 1.172012 1.313996 1.406546 1.52906 1.546782 1.136267 1.443631 -1.34265 0.640509 0.98763 0.938078 0.99464 0.922965 0.450807 0.974085
4172 BG064175 1.086286 1.185752 0.961203 1.028146 0.963916 1.054433 0.953841 1.238793 -0.18645 0.887932 -1.05027 -1.22925 -0.51801 -1.35953 -0.64874 0.915258
4174 BG064176 1.001233 1.294039 1.363806 1.591833 1.725514 1.181944 1.510663 2.869069 -1.27217 0.999325 0.999636 0.999998 0.998764 -1.28017 0.999978 1
4178 20492 BG064179 stem-loop binding protein Slbp 0.881077 0.967576 0.942498 0.992139 0.939677 0.937194 1.001026 1.168956 0.999557 -0.21456 0.7198 -1.32375 0.770759 0.813882 -1.4165 0.999987
4183 59014 BG064184 RRS1 ribosome biogenesis regulator homolog (S. cerevisiae)Rrs1 0.911174 1.141313 1.422389 0.92084 1.301823 1.027366 1.011957 1.275673 0.246946 0.756332 0.999995 0.042214 0.999303 -1.19151 -1.36965 0.997963
4185 BG064185 0.919931 0.991012 0.944765 0.79241 0.882514 1.056573 0.776485 1.042677 -0.41586 -1.4036 -0.88599 0.949228 0.258122 -1.20122 0.973386 -1.11876
4186 BG064186 0.992804 1.060603 0.920755 0.898954 0.960284 0.916407 0.875352 0.956815 -1.37437 0.312476 0.779984 0.950487 -0.32882 0.832769 0.993021 -0.18645
4189 17165 BG064189 MAP kinase-activated protein kinase 5Mapkapk5 0.956971 0.956836 1.050338 0.996197 1.070018 0.993579 1.027068 1.080856 -0.04945 -0.06285 0.153976 -1.4036 0.653725 -1.37437 -0.76264 0.809898
4190 BG064190 0.949098 0.962487 1.191124 1.078623 0.954705 0.927161 0.946188 0.964317 0.117532 -0.4013 0.999818 0.697037 -0.08986 0.691124 0.212817 -0.47421
4192 BG064192 1.072909 1.058698 1.293875 1.025747 1.164619 0.712404 0.830719 1.177947 -0.4013 -0.6918 0.996252 -1.36471 0.793248 0.999922 0.931722 0.856479
4196 BG064195 1.016122 1.055112 1.04047 0.977409 0.946909 1.032004 0.873019 1.135033 -1.35953 -0.81823 -1.06205 -1.29553 -0.79057 -1.19151 0.598542 0.495211
4201 BG064198 1.181533 0.838298 0.669355 0.775813 0.86594 0.919971 0.960116 0.644701 0.788902 0.954096 0.999966 0.981758 0.746311 -0.64874 -0.80444 0.999257
4203 229285 BG064200 spastic paraplegia 20, spartin (Troyer syndrome) homolog (human)Spg20
4205 14030 BG064201 Ewing sarcoma homolog Ewsh 0.986522 1.182983 1.295226 1.229686 1.315426 1.073327 0.938689 1.140223 -1.36471 0.895398 0.99755 0.976082 0.998803 -0.34327 -0.51801 0.660191
4207 BG064203 1.058844 0.825603 0.985931 0.907303 1.001865 1.25533 0.851906 1.296679 -0.84558 0.868695 -1.37885 -0.07632 -1.41059 0.943901 0.691124 0.915258
4208 BG064204 0.969117 1.176153 1.32537 1.423252 1.207289 1.063921 1.495567 2.54931 -1.19151 0.805844 0.997696 0.999913 0.915258 -0.64874 0.999992 1
4212 BG064208 0.997471 1.004502 1.081244 1.020883 0.95439 0.885688 1.001449 0.996107 -1.41059 -1.39442 0.865727 -0.95144 0.177801 0.996363 -1.41539 -1.40078
4214 BG064210 0.941614 1.059561 1.039334 0.951473 0.955232 0.983441 0.905784 1.202706 0.129773 0.06767 -0.57631 -0.20048 -0.32882 -1.22925 0.832769 0.999407
4222 BG064215 0.975421 0.903695 0.965018 0.937731 0.787026 1.043419 1.001665 1.058166 -1.22009 0.394046 -1.02632 -0.37224 0.99755 -0.88599 -1.41736 -0.56175
4225 103836 BG064217 expressed sequence AI839920AI839920 1.023949 1.01547 1.11776 0.980196 1.094783 1.034285 1.005937 1.120544 -1.15093 -1.30291 0.788902 -1.10771 0.280171 -1.41798 -1.41736 0.384217
4226 BG064218 1.041853 0.954581 1.025847 0.985255 1.046021 0.991691 1.119428 1.029739 -0.64874 -0.48881 -1.08517 -1.30291 -0.5326 -1.37885 0.784481 -0.98942
4230 76667 BG064221 1.062689 0.856668 0.747746 0.989566 0.855172 0.80403 0.892428 0.776358 -0.87261 0.685121 0.984958 -1.3831 0.394046 0.839859 -0.03612 0.921098
4231 97235 BG064222 0.992964 1.135801 0.933265 1.022295 0.996785 1.02925 0.952575 1.233325 -1.39442 0.880008 0.02936 -1.20122 -1.41404 -1.05027 -0.5326 0.998554
4233 20460 BG064224 Tal1 interrupting locus Sil 0.888805 1.110857 1.111459 0.981574 0.976665 1.159577 1.115738 1.256012 -0.41586 -0.89928 -0.21456 -1.37885 -1.19151 -1.02632 -0.84558 0.756332
4234 213827 BG064225 archain 1 Arcn1 1.027613 1.06022 1.056171 1.208836 1.056173 0.870878 0.960271 1.002156 -1.02632 -0.08986 -0.20048 0.99846 -0.20048 0.962587 -0.83195 -1.41539
4238 103537 BG064228 mbt domain containing 1 Mbtd1 0.932869 1.162258 0.840792 0.868684 1.037575 0.978798 0.864572 1.09413 -0.61985 0.619965 0.801718 0.576224 -1.33657 -1.18162 0.619965 -0.61985
4247 53328 BG064234 progesterone receptor membrane component 1Pgrmc1 1.032277 1.224046 1.09602 1.056697 1.112536 1.116557 1.213955 1.255946 -0.92556 0.9991 0.612922 -0.51801 0.793248 0.825417 0.99846 0.999851
4252 52147 BG064239 DNA segment, Chr X, ERATO Doi 793DXErtd793 0.993097 1.281104 1.032729 0.958387 0.896963 0.798985 0.890777 1.209553 -1.41736 0.992815 -1.16133 -1.00184 0.291042 0.981758 0.394046 0.933363
4254 108954 BG064241 protein phosphatase 1, regulatory (inhibitor) subunit 15bPpp1r15b 1.035761 1.041803 0.933699 0.850043 0.856409 0.770373 0.911643 0.885154 -0.87261 -0.7203 0.06767 0.982731 0.974085 0.999967 0.560842 0.865727
4255 241589 BG064242 RIKEN cDNA D430041D05 geneD430041D05Rik0.957796 1.039073 0.990501 1.039801 1.004401 1.043058 0.973761 1.142926 -0.31441 -0.48881 -1.3485 -0.47421 -1.4036 -0.35774 -0.91247 0.987973
4259 57785 BG064246 RIKEN cDNA 2400006H24 gene2400006H24Rik0.946188 0.897729 0.954914 0.993218 1.03885 1.063242 0.965533 1.105156 -0.32882 0.730658 -0.59084 -1.39772 -0.81823 -0.17247 -0.89928 0.633758
4262 12725 BG064248 chloride channel 3 Clcn3 0.993018 0.968198 1.070719 1.015081 1.025652 0.97782 1.096247 1.17809 -1.33657 -0.20048 0.880008 -1.07368 -0.56175 -0.7203 0.986915 0.999998
4265 BG064251 0.946693 0.965685 0.982297 0.924437 0.895152 1.014588 0.917533 1.082618 -0.73447 -1.10771 -1.33657 -0.21456 0.364243 -1.36471 -0.06285 -0.20048
4268 78655 BG064254 RIKEN cDNA 2700079K05 gene2700079K05Rik1.212394 1.187651 1.211303 1.04787 1.099184 0.859668 1.016098 1.131479 0.85962 0.756332 0.801718 -1.08517 -0.41586 0.503778 -1.36965 0.280171
4270 68564 BG064255 RIKEN cDNA 1110001M19 gene1110001M19Rik0.949283 1.131718 1.171352 1.159725 1.017169 1.113257 0.989168 1.308725 -0.21456 0.938078 0.992386 0.98537 -1.247 0.853278 -1.34265 0.999991
4273 228136 BG064256 zinc finger, DHHC domain containing 5Zdhhc5 0.922175 1.092968 0.980711 0.978321 1.053188 0.954897 0.87674 0.946674 0.545053 0.672841 -1.19151 -1.12964 -0.20048 -0.38676 0.963541 -0.11714
4279 18607 BG064262 3-phosphoinositide dependent protein kinase-1Pdpk1 1.007863 1.250297 1.11064 1.073541 1.061256 1.082746 1.031034 1.249291 -1.39772 0.996471 0.51224 -0.15855 -0.43043 0.042214 -1.10771 0.996252
4285 17274 BG064266 cell line NK14 derived transforming oncogeneMel 0.92762 1.018608 1.089266 1.006486 1.052488 0.968831 0.9202 1.07988 0.432308 -1.21075 0.619965 -1.39089 -0.22869 -0.85914 0.583764 0.459898
4287 66853 BG064267 RIKEN cDNA 0610039C21 gene0610039C21Rik0.958716 0.953209 0.749956 0.880358 0.978951 1.041079 1.121416 1.224904 -1.06205 -0.96421 0.988307 0.459898 -1.32375 -1.09652 0.23567 0.922965
4289 16905 BG064269 lamin A Lmna 1.034521 1.021652 1.163107 1.149361 0.996588 0.857011 1.008695 0.974701 -1.01414 -1.247 0.919192 0.868695 -1.41404 0.928331 -1.39089 -1.18162
4295 67501 BG064275 RIKEN cDNA 2610529H08 gene2610529H08Rik1.084304 1.074832 1.314379 1.154536 1.087173 0.853508 0.951838 1.061743 0.354098 0.153976 0.999986 0.95292 0.40377 0.977936 -0.47421 -0.17247
4296 68585 BG064276 reticulon 4 Rtn4 1.011775 0.938024 0.884498 0.975692 0.973858 1.009029 1.051649 1.097109 -1.30291 0.413388 0.981758 -0.95144 -0.88599 -1.3485 0.003406 0.865727
4301 BG064280 1.048939 1.051011 1.006917 1.062913 0.973956 0.937843 1.008024 1.170734 -0.11714 -0.04945 -1.37885 0.312476 -0.89928 0.394046 -1.36471 0.998508
4305 28088 BG064283 DNA segment, Chr 10, Wayne State University 52, expressedD10Wsu52e 1.038183 0.988291 1.067325 1.101516 1.136096 1.05578 1.027463 1.23692 -0.04945 -1.22009 0.793248 0.985772 0.999444 0.576224 -0.54718 1
4306 66999 BG064284 RIKEN cDNA 1500003D12 gene1500003D12Rik 1.02957 1.073593 1.145704 1.104538 1.075074 0.887635 0.871738 1.046172 -0.91247 0.394046 0.978524 0.825417 0.422901 0.941054 0.980202 -0.37224
4309 56284 BG064286 mitochondrial ribosomal protein L19Mrpl19 1.149433 1.046487 1.491938 1.055153 1.278139 1.178478 1.028712 1.297299 -0.91247 -1.35953 0.949228 -1.33657 0.545053 -0.27137 -1.38711 0.201243
4314 18046 BG064291 nuclear transcription factor-Y gammaNfyc 1.045489 1.017237 0.929049 1.020047 1.039912 1.021294 0.955903 1.024558 -0.28568 -1.20122 0.552999 -1.12964 -0.47421 -1.09652 -0.2571 -1.00184
4322 BG064298 0.838387 1.346522 0.94578 1.362049 0.87374 -0.66313 0.016424 -1.28795 -0.37224 -1.35413 NA NA
4325 69116 BG064301 RIKEN cDNA 1810009A16 gene1810009A16Rik0.953657 1.104473 0.969628 1.010525 0.938186 0.952716 1.095077 0.981711 -0.32882 0.805844 -0.87261 -1.3485 0.165936 -0.30002 0.708595 -1.21075
4329 BG064305 1.093875 0.970313 0.935137 0.889791 0.904695 1.019189 0.869314 1.062095 -0.37224 -1.26398 -0.76264 0.06767 -0.20048 -1.35953 0.374282 -0.87261
4334 67843 BG064310 solute carrier family 35, member A4Slc35a4 0.968805 1.17326 1.135067 0.959101 1.102824 1.046496 0.974998 1.101928 -1.08517 0.924792 0.741177 -0.87261 0.374282 -0.79057 -1.20122 0.364243
4335 56282 BG064311 mitochondrial ribosomal protein L12Mrpl12 1.001789 0.909287 0.889878 0.950131 0.842456 0.819706 0.944322 0.969061 -1.4165 0.568584 0.809898 -0.45961 0.986915 0.997231 -0.47421 -0.98942
4347 13870 BG064322 excision repair cross-complementing rodent repair deficiency, complementation group 1Ercc1 0.94744 0.901454 1.030741 0.985579 1.041034 0.949227 0.96195 0.996617 -1.4407 0.518403 -2.75285 -3.38538 -2.23877 -1.55003 -2.31948 -3.57972
4353 19353 BG064327 RAS-related C3 botulinum substrate 1Rac1 0.9803 0.91352 0.896903 0.961245 0.870222 0.964684 1.002856 1.070785 -2.86958 0.831342 0.956969 -1.35945 0.996584 -1.6326 -3.57621 0.342639
4356 57170 BG064329 RIKEN cDNA 0610011H20 gene0610011H20Rik0.943911 0.806365 0.930855 0.935145 0.854374 1.037324 1.067912 0.993487 -1.17305 0.999332 -0.45099 -0.67526 0.972227 -2.39918 -0.746 -3.54552
4357 56404 BG064330 thyroid hormone receptor interactor 4Trip4 1.011099 0.924487 0.995297 1.065855 0.943427 0.997745 1.065429 1.072918 -3.46903 -0.22617 -3.56782 -0.89191 -1.19936 -3.58532 -0.91678 -0.58337
4359 69354 BG064332 solute carrier family 38, member 4Slc38a4 1.113943 0.979992 0.891684 0.799412 0.927442 0.865741 0.958039 0.81491 -1.85404 -3.51596 -1.68784 0.36701 -2.63059 -0.96695 -3.249 0.136338
4360 215449 BG064333 RAS related protein 1b Rap1b 0.957974 0.889357 0.900276 0.972092 0.912693 0.889556 1.009063 1.179337 -1.68784 0.89083 0.782337 -2.63059 0.555837 0.89083 -3.47929 0.995626
4361 380860 BG064334 similar to KIAA0888 protein na 1.002209 1.011769 0.886728 0.877484 0.975608 0.866385 0.918933 0.866396 -3.58907 -3.48911 -0.28513 0.251624 -3.249 0.378929 -1.46794 0.478462
4368 26443 BG064341 proteasome (prosome, macropain) subunit, alpha type 6Psma6 0.956168 0.931864 0.965369 0.991714 0.921507 0.970218 1.029805 1.019728 -0.11361 0.842902 -0.89191 -3.37179 0.946725 -1.38645 -1.46794 -2.47772
4372 BG064345 1.07996 1.235754 1.311316 1.054247 0.766827 0.660389 0.814453 0.751055 -1.49524 -0.69867 0.342639 -2.15725 0.590863 0.87953 0.27855 0.488688
4374 103668 BG064347 expressed sequence AI315037AI315037 1.059428 1.276819 0.658181 0.855822 -2.39918 0.0086 0.948117 -0.24562 NA NA NA
4381 23988 BG064353 protein (peptidyl-prolyl cis/trans isomerase) NIMA-interacting 1Pin1 0.940216 0.912739 1.042538 1.03503 1.082733 0.932532 0.962704 0.946341 -0.81824 0.304734 -2.04757 -2.47772 -0.07769 -0.49437 -2.26578 -1.25232
4382 16579 BG064354 kinesin-associated protein 3Kifap3 0.971801 0.855023 1.06957 0.918953 1.20893 0.82383 1.01567 1.135906 -3.14155 -0.62896 -1.99243 -2.86958 0.777323 -0.16899 -3.48911 -0.67526
4385 12560 BG064357 cadherin 3 Cdh3 0.804443 1.035556 1.263131 1.150669 0.995995 0.670934 0.80511 1.19499 0.943835 -3.5388 0.715273 0.354913 -1.60503 0.136338 0.954594 0.972989
4389 76881 BG064360 RIKEN cDNA 6430411K14 gene6430411K14Rik1.011209 1.636733 1.296229 1.427093 1.425181 1.296848 1.298181 1.259754 -3.47929 1 0.999861 1 1 0.999866 0.999875 0.999132
4395 230596 BG064366 RIKEN cDNA 2410002M20 gene2410002M20Rik 1.00613 0.99451 1.071454 0.940959 0.863004 0.905277 0.957458 1.135966 -3.50745 -3.52402 0.508657 0.209826 0.999374 0.946725 -0.84264 0.995626
4397 67949 BG064368 Mki67 (FHA domain) interacting nucleolar phosphoproteinMki67ip 0.892393 1.278717 1.345446 1.145069 1.15823 0.954467 1.123027 1.069824 0.209826 0.997077 0.999818 0.607506 0.739358 -2.37274 0.265181 -1.4407
4398 17913 BG064369 myosin IC Myo1c 1.041756 1.041054 1.026813 0.977762 0.981076 1.006351 1.063308 1.048462 -2.10253 -2.12993 -2.89219 -3.08328 -3.21457 -3.54552 -0.91678 -1.7155
4399 231871 BG064370 RIKEN cDNA E330036I19 geneE330036I19Rik 0.99321 0.985836 0.974328 1.04411 0.972182 0.982927 1.037077 1.049106 -3.51596 -3.28197 -2.63059 -1.41354 -2.47772 -3.14155 -1.90945 -1.06896
4404 218194 BG064375 RPEL repeat containing 1 Rpel1 0.915359 0.980559 0.835296 0.68229 1.544532 0.999901 1 1 1 1 NA NA
4409 106205 BG064380 RIKEN cDNA A430104C18 geneA430104C18Rik0.982814 1.034548 0.93044 0.881105 0.967761 0.890965 1.011493 1.16582 -2.89219 -1.46794 0.689323 0.997501 -1.5775 0.992444 -3.28197 0.999861
4413 12999 BG064383 1.004623 1.034971 1.041027 0.952488 0.859 0.850257 0.909875 0.948338 -3.54552 -1.6326 -1.14685 -0.51634 0.999519 0.99983 0.910625 -0.24562
4417 20054 BG064387 ribosomal protein S15 Rps15 1.004327 1.023545 1.096062 1.180073 1.119921 1.225748 1.334427 1.204403 -3.54552 -2.50361 0.910625 0.999928 0.985546 0.999999 1 0.999992
4428 15368 BG064393 heme oxygenase (decycling) 1Hmox1 0.941771 0.967247 0.997735 0.811145 0.966592 0.802312 1.15144 1.570522 -3.50745 -3.46903 -3.59094 -2.95845 -3.59094 -2.34616 -0.81824 -0.56084
4432 BG064397 1.064307 0.881644 0.970161 1.060864 0.944952 1.036169 1.086206 1.010849 -1.7986 0.354913 -3.08328 -1.93714 -2.04757 -2.91455 -0.94179 -3.52402
4433 29806 BG064398 LIM domains containing 1 Limd1 0.998009 0.985577 0.977076 0.881048 0.895625 0.947894 0.925559 1.010304 -3.58743 -3.42373 -3.17874 0.675617 0.402241 -1.7986 -0.65202 -3.50745
4435 54208 BG064400 ADP-ribosylation factor-like 6 interacting protein 1Arl6ip1 0.969721 1.007646 1.013887 0.944725 0.90137 1.050398 1.174837 1.335065 -2.65545 -3.52402 -3.38538 -1.0948 0.631419 -1.55003 0.984237 0.999999
4436 100763 BG064401 expressed sequence AI853514AI853514 0.98859 0.965551 0.949203 0.981611 0.970053 0.951938 0.96739 0.977393 -3.19683 -1.04326 0.209826 -2.65545 -1.49524 0.057983 -1.22579 -2.23877
4438 17758 BG064403 microtubule-associated protein 4Mtap4 1.073923 0.973546 0.962826 1.002507 0.925911 0.951649 0.910395 0.923288 -0.56084 -2.93663 -2.37274 -3.58532 -0.30518 -1.7155 0.27855 -0.18785
4439 110172 BG064404 UDP-galactose translocator 2Ugalt2 1.001136 0.952094 0.993696 0.921108 0.835285 1.000368 0.801992 0.936003 -3.59024 -2.4255 -3.56782 -1.04326 0.882449 -3.59094 0.977803 -1.7155
4443 21877 BG064406 thymidine kinase 1 Tk1 1.022707 0.879537 0.918431 1.039694 0.95529 1.017793 1.170321 1.052146 -3.06323 0.893503 0.181009 -2.15725 -1.77089 -3.249 0.98018 -1.4407
4444 BG064407 0.903286 0.937059 0.952409 0.94826 0.934586 1.025557 1.011974 1.084464 0.928976 0.223948 -0.65202 -0.38734 0.330185 -2.47772 -3.31345 0.695991
4445 224087 BG064408 similar to Probable cation-transporting ATPase 3 (ATPase family homolog up-regulated in senescence cells 1)na 0.925971 0.947053 0.944452 0.949408 0.955519 1.005215 0.982909 1.068983 0.195513 -0.89191 -0.72225 -1.04326 -1.46794 -3.55178 -3.19683 -0.22617
4450 18673 BG064412 prohibitin Phb 1.007391 0.897531 1.021619 0.949212 0.978334 1.095223 0.897612 1.068394 -3.56293 -0.15033 -3.3434 -2.29268 -3.32862 -0.69867 -0.15033 -1.7155
4451 94192 BG064413 core 1 UDP-galactose:N-acetylgalactosamine-alpha-R beta 1,3-galactosyltransferaseC1galt1 0.901181 1.001704 0.98375 0.951076 0.921477 1.119229 1.006037 1.112427 -0.5385 -3.59024 -3.46903 -2.52935 -1.3057 -0.26528 -3.57225 -0.45099
4460 BG064418 1.007693 0.923293 1.051222 1.082576 0.992635 0.782703 1.100827 1.079517 -3.57972 -1.6602 -2.65545 -1.9648 -3.50745 0.739358 -1.93714 -2.31948
4471 BG064426 0.940303 0.970171 0.953992 0.793023 0.768526 0.971314 0.899173 0.998824 -2.63059 -3.3434 -3.00124 0.805965 0.915038 -3.35779 -1.27896 -3.59094
4474 193116 BG064428 DNA segment, Chr 11, ERATO Doi 730, expressedD11Ertd730e 0.92658 1.004647 1.009574 0.967957 0.960109 1.01631 0.958259 1.076355 0.0086 -3.56293 -3.47929 -2.45168 -1.93714 -3.28197 -1.82632 -0.09555
4483 20868 BG064437 serine/threonine kinase 10 Stk10 1.02135 0.927134 1.071522 0.903005 0.846702 0.979376 0.928413 1.023796 -3.3434 -1.25232 -1.5226 -0.28513 0.823226 -3.3434 -1.3057 -3.28197
4488 70568 BG064440 copine III Cpne3 1.013492 0.986575 0.973173 0.929279 0.961466 1.060269 0.960162 0.995811 -3.31345 -3.31345 -2.55492 0.251624 -1.68784 -0.42958 -1.60503 -3.56293
4490 171170 BG064442 muscleblind-like 3 (Drosophila)Mbnl3 1.056681 1.081075 0.997102 1.01519 0.984644 0.904187 0.919309 0.998754 -2.80025 -2.15725 -3.58907 -3.51596 -3.52402 -1.68784 -1.99243 -3.59094
4493 54128 BG064445 phosphomannomutase 2 Pmm2 0.982156 1.000028 0.935942 0.972158 0.864961 0.87225 0.860902 0.865931 -2.84672 -3.59117 0.537427 -1.9648 0.999667 0.99916 0.999799 0.999619
4496 BG064448 0.984902 1.043234 1.023526 0.96679 0.909489 0.938305 1.017377 1.076053 -3.39858 -2.26578 -3.14155 -2.70457 0.12106 -1.14685 -3.3434 -0.69867
4499 65107 BG064451 low-density lipoprotein receptor-related protein 10Lrp10 0.948729 0.939935 0.999412 1.046514 0.873778 0.87414 0.941946 1.005438 -0.67526 -0.13187 -3.59024 -1.14685 0.988885 0.988553 -0.24562 -3.5388
4502 76281 BG064454 RIKEN cDNA 1300011C24 gene1300011C24Rik0.976279 1.048498 0.955865 0.850382 0.898914 0.964837 0.987161 0.996499 -3.0222 -1.74319 -1.88175 0.98018 0.623586 -2.4255 -3.41136 -3.57972
4508 BG064458 1.023228 1.037629 1.064602 1.186902 1.204709 1.223982 1.261743 1.214193 -2.80025 -1.82632 -0.16899 0.999286 0.999812 0.999955 0.999997 0.999905
4509 58799 BG064459 cDNA sequence AF229032AF229032 0.980116 1.065364 0.965191 0.991474 1.033228 1.09869 1.115315 1.065374 -2.91455 0.0086 -1.7986 -3.45834 -2.02002 0.827326 0.937622 0.0086
4511 11984 BG064460 ATPase, H+ transporting, V0 subunit CAtp6v0c 0.99983 1.026141 1.056013 1.057871 1.027121 1.045159 1.045534 1.132061 -3.59117 -2.55492 -0.49437 -0.38734 -2.47772 -1.17305 -1.14685 0.978421
4517 72462 BG064464 RIKEN cDNA 2600005C20 gene2600005C20Rik0.932058 0.964212 1.315915 1.087437 0.933558 0.907482 0.978713 0.989358 -0.51634 -2.39918 0.999991 0.04172 -0.58337 0.424862 -3.12245 -3.46903
4519 217737 BG064466 AHA1, activator of heat shock 90kDa protein ATPase homolog 1 (yeast)Ahsa1 0.967346 1.046973 1.055357 1.053835 0.904022 0.917018 1.099143 1.052345 -1.88175 -0.89191 -0.36651 -0.47259 0.915038 0.77221 0.867198 -0.56084
4523 51886 BG064468 DNA segment, Chr 3, ERATO Doi 330, expressedD3Ertd330e 0.97557 0.958076 0.989158 0.99864 0.886095 0.832953 0.93464 1.05801 -2.80025 -1.60503 -3.42373 -3.58907 0.932558 0.999286 -0.13187 -0.72225
4527 14042 BG064471 exostoses (multiple) 1 Ext1 0.991804 0.994088 1.000361 0.864492 0.851371 0.915027 0.863651 0.904075 -3.55178 -3.57225 -3.59094 0.590863 0.756259 -0.81824 0.607506 -0.40836
4530 227331 BG064472 trinucleotide repeat containing 15Tnrc15 1.052906 1.020974 0.890012 0.921337 0.884148 0.833218 0.929461 1.044004 -0.84264 -2.95845 0.940803 0.508657 0.962415 0.999688 0.237881 -1.41354
4533 215351 BG064475 RIKEN cDNA 2810017C20 gene2810017C20Rik0.985957 0.933979 0.872611 0.844788 0.920248 0.825427 0.916953 0.951991 -3.3434 -0.28513 0.958113 0.995349 0.27855 0.99916 0.390672 -1.35945
4535 236730 BG064477 hypothetical protein 5730598B065730598B06 1.012643 0.903516 1.017727 0.887147 0.944484 0.939975 1.050096 0.993331 -3.42373 0.508657 -3.28197 0.787252 -1.19936 -0.94179 -1.68784 -3.54552
4537 53319 BG064479 nuclear RNA export factor 1 homolog (S. cerevisiae)Nxf1 0.943355 0.973061 0.94397 0.889658 0.911882 0.944294 0.943909 0.938092 -2.07508 -3.19683 -2.10253 0.057983 -0.69867 -2.10253 -2.10253 -1.82632
4549 231841 BG064490 EST AA881470 AA881470 0.893125 0.911789 0.968161 0.98715 0.819581 0.896604 0.936196 1.044169 -0.18785 -0.84264 -3.10303 -3.50745 0.915038 -0.30518 -1.88175 -2.75285
4550 109309 BG064491 RIKEN cDNA A930019L04 geneA930019L04Rik0.747889 0.701992 0.675317 0.607254 0.901168 0.616305 0.66686 0.88479 0.317551 0.715273 0.842902 0.975847 -2.58032 0.968107 0.870382 -2.23877
4551 66266 BG064492 RIKEN cDNA 1810011O16 gene1810011O16Rik0.817361 0.869928 0.894093 0.90475 0.901427 0.89724 0.856648 1.052258 0.668576 -0.26528 -0.99224 -1.33253 -1.22579 -1.0948 0.057983 -2.84672
4552 BG064493 0.913908 1.15668 1.049383 1.085926 0.881763 0.927911 1.098406 1.170433 -2.10253 -1.14685 -3.10303 -2.29268 -2.10253 -3.38538 -1.9648 -0.89191
4553 59015 BG064494 nucleoporin 160 Nup160 0.907879 0.995033 0.938387 0.90949 0.893834 0.92004 0.934367 0.959136 0.823226 -3.55758 -1.33253 0.590863 0.607506 0.27855 -0.38734 -1.41354
4556 192193 BG064496 ER degradation enhancer, mannosidase alpha-like 1Edem1 0.961162 0.980106 1.020887 0.947956 0.859079 0.882814 1.033429 0.951785 -1.9648 -3.10303 -3.08328 -1.0948 0.985121 0.915038 -2.39918 -1.35945
4559 22327 BG064499 von Hippel-Lindau binding protein 1Vbp1 0.992887 0.979731 0.962172 0.933821 1.084388 0.99715 0.97945 1.252368 -3.55178 -3.28197 -2.58032 -1.14685 -0.58337 -3.58532 -3.28197 0.99679
4561 15505 BG064500 heat shock protein 105 Hsp105 1.184808 1.735185 1.606514 1.219183 0.943987 0.833539 0.857599 0.629243 -0.26528 0.999932 0.999213 0.195513 -2.93663 -0.04258 -0.91678 0.99891
4562 28084 BG064501 DNA segment, Chr 11, Wayne State University 68, expressedD11Wsu68e 0.990734 0.973156 1.016022 1.066614 0.999057 1.040561 0.991953 0.992525 -3.35779 -1.93714 -2.93663 0.590863 -3.58907 -0.76991 -3.41136 -3.43569
4564 78246 BG064503 RIKEN cDNA 2410141M05 gene2410141M05Rik1.005848 1.048117 1.096123 0.88907 1.05209 1.009768 0.981347 1.09927 -3.55758 -1.93714 0.136338 0.689323 -1.7155 -3.4985 -3.26566 0.223948
4568 76799 BG064507 RIKEN cDNA 2510006D16 gene2510006D16Rik0.992763 1.014517 0.939457 0.937218 0.965138 0.917524 1.009006 0.944458 -3.50745 -3.28197 -0.24562 -0.13187 -1.99243 0.590863 -3.46903 -0.5385
4574 109077 BG064511 RIKEN cDNA 1110055N21 gene1110055N21Rik 0.86169 0.949979 0.840297 0.833409 0.907943 0.725903 0.785316 0.865368 0.151422 -2.72882 0.537427 0.623586 -1.22579 0.996012 0.934286 0.074048
4575 18631 BG064512 peroxisomal biogenesis factor 11aPex11a 0.946203 1.5204 1.25505 0.971334 0.934163 1.416296 1.589093 1.501329 -2.34616 0.999995 0.964409 -3.21457 -1.85404 0.99983 0.999999 0.99999
4576 218975 BG064513 RIKEN cDNA C130032J12 geneC130032J12Rik0.907909 1.108537 1.052201 0.975402 0.751785 0.859005 0.964691 1.042297 -1.4407 -1.25232 -2.84672 -3.39858 0.969819 0.0086 -3.19683 -3.08328
4578 71982 BG064515 sorting nexin 10 Snx10 0.963494 1.086284 0.907033 0.897338 0.940645 1.06058 0.998254 1.285596 -1.85404 0.518403 0.792071 0.893503 -0.30518 -0.42958 -3.58532 0.999999
4580 22376 BG064517 Wiskott-Aldrich syndrome homolog (human)Was 0.991546 1.14702 1.03977 1.038533 0.975146 1.05527 1.166885 1.18814 -3.47929 0.986361 -1.99243 -1.7986 -2.68011 -0.69867 0.996477 0.999238
4583 99138 BG064520 START domain containing 7Stard7 0.953171 0.889788 0.93006 0.939791 0.929454 0.973647 0.972506 1.054366 -1.01768 0.950804 0.265181 -0.16899 0.291734 -2.55492 -2.47772 -0.69867
4584 BG064521 0.93678 1.092246 1.026032 0.86497 0.88269 0.892069 0.954915 0.976963 -0.30518 0.518403 -2.75285 0.984685 0.939232 0.885305 -1.41354 -2.89219
4589 56376 BG064526 RIKEN cDNA 1110001A05 gene1110001A05Rik1.058327 0.986176 0.990021 0.888124 0.76693 0.911293 0.76256 0.905981 -2.70457 -3.53164 -3.55758 -0.794 0.942338 -1.5775 0.950804 -1.38645
4593 BG064528 0.947085 0.987824 0.999611 0.936462 0.887027 0.878698 1.034182 0.988047 -0.24562 -3.29789 -3.59094 0.291734 0.985546 0.993881 -1.77089 -3.29789
4594 19183 BG064529 proteasome (prosome, macropain) 26S subunit, ATPase 3, interacting proteinPsmc3ip 0.992432 0.810458 1.058625 0.9804 0.98586 0.862433 1.033951 1.065226 -3.55178 0.990409 -1.77089 -3.31345 -3.44723 0.823226 -2.84672 -1.46794
4602 13728 BG064537 MAP/microtubule affinity-regulating kinase 2Mark2 0.908915 0.941683 0.91738 0.929179 0.845281 0.868627 0.946315 0.993533 0.993096 0.715273 0.979609 0.919254 1 0.999983 0.564815 -3.43569
4604 72007 BG064539 RIKEN cDNA 1600019O04 gene1600019O04Rik1.125932 0.767031 0.902919 0.859739 0.905827 0.867249 0.953962 0.751774 0.378929 0.999238 -0.02532 0.805965 -0.13187 0.727542 -2.31948 0.999753
4606 BG064540 0.921419 0.962697 0.99767 1.037341 0.975532 0.933379 0.98507 1.049375 0.888098 -0.96695 -3.57621 -1.0948 -2.18451 0.689323 -3.0222 -0.18785
4610 18570 BG064543 programmed cell death 6 Pdcd6 0.950772 0.923428 0.951711 1.029983 1.014225 1.009845 1.084347 1.212993 -0.84264 0.508657 -0.89191 -2.34616 -3.26566 -3.43569 0.537427 0.99992
4614 72542 BG064547 RIKEN cDNA 2610528A17 gene2610528A17Rik0.977314 1.04057 1.093079 1.067041 1.036606 0.906873 1.03577 1.077475 -2.86958 -1.74319 0.615616 -0.18785 -2.02002 0.766996 -2.07508 0.223948
4620 22375 BG064551 tryptophanyl-tRNA synthetaseWars 0.964109 0.895199 1.066359 1.081445 0.999453 1.001512 1.061817 1.0889 -1.49524 0.972989 0.27855 0.689323 -3.59024 -3.58532 0.089915 0.805965
4623 233802 BG064553 RIKEN cDNA 6330575P11 gene6330575P11Rik0.975159 1.15751 1.054016 1.029044 1.156558 0.974876 0.953606 1.180132 -3.35779 0.27855 -2.29268 -3.26566 0.12106 -3.35779 -2.50361 0.488688
4625 225887 BG064555 NADH dehydrogenase (ubiquinone) Fe-S protein 8Ndufs8 0.981537 1.008944 0.922725 0.952011 0.904194 0.933552 1.006042 1.016763 -3.08328 -3.46903 0.457521 -1.01768 0.823226 0.04172 -3.53164 -3.17874
4628 106541 BG064557 0.98785 1.062688 1.075951 0.938366 0.9052 0.982245 1.067837 1.035703 -3.4985 -1.82632 -1.25232 -1.68784 -0.26528 -3.39858 -1.60503 -2.89219
4632 67239 BG064561 RIKEN cDNA 2810470K21 gene2810470K21Rik0.947038 1.089815 1.273021 1.06327 1.128296 0.977462 1.054577 1.129661 -1.46794 0.0086 0.999818 -1.0948 0.756259 -3.10303 -1.5226 0.766996
4636 20918 BG064564 suppressor of initiator codon mutations, related sequence 1 (S. cerevisiae)Sui1-rs1 1.038462 0.964833 0.963752 0.928534 0.825162 0.950374 0.886829 1.005722 -2.97998 -3.04286 -3.00124 -1.6602 0.853758 -2.55492 -0.13187 -3.57621
4637 67642 BG064565 RIKEN cDNA 4930515G01 gene4930515G01Rik0.947966 0.994757 1.099196 0.974219 0.997401 0.95642 0.997621 0.56938 -3.28197 -3.42373 -1.93714 -3.59024 -3.08328 -3.5388 -3.39858 0.573644
4642 27078 BG064568 endothelial precursor protein B9Eppb9 0.960677 0.9772 0.971448 0.947248 0.90675 0.957817 0.988619 0.977679 -1.3057 -2.65545 -2.21168 -0.34587 0.898673 -1.0948 -3.3434 -2.68011
4644 24030 BG064570 mitochondrial ribosomal protein S12Mrps12 1.044032 1.057382 1.085074 1.156193 1.083183 1.124914 1.063813 1.063517 -1.7986 -1.01768 0.195513 0.972989 0.136338 0.860621 -0.67526 -0.67526
4646 68611 BG064572 mitochondrial ribosomal protein L28Mrpl28 0.972044 1.010692 1.02451 1.051547 0.984851 1.054341 1.067799 1.05057 -2.21168 -3.35779 -2.52935 -0.51634 -3.14155 -0.34587 0.291734 -0.56084
4653 56786 BG064578 RIKEN cDNA 2310004K06 gene2310004K06Rik0.957675 0.949333 1.021357 1.050418 1.025325 1.088337 1.044699 1.138644 -0.89191 -0.30518 -2.70457 -0.47259 -2.39918 0.819042 -0.8672 0.995888
4662 13836 BG064586 Eph receptor A2 Epha2 0.968487 1.005575 0.994831 0.875359 0.896931 0.934796 0.994095 1.04702 -2.93663 -3.56782 -3.57225 0.631419 0.166312 -1.35945 -3.56782 -2.34616
4672 67728 BG064592 diptheria toxin resistance protein required for diphthamide biosynthesis (Saccharomyces)-like 2Dph2l2 0.963193 1.066215 0.972413 0.912882 0.86306 0.836958 1.076006 0.936928 -2.68011 -1.41354 -3.06323 -0.26528 0.819042 0.953361 -0.99224 -1.35945
4676 12468 BG064595 chaperonin subunit 7 (eta) Cct7 1.018559 1.102097 1.093513 1.149975 1.027111 1.036228 0.875134 0.997277 -3.19683 0.582327 0.402241 0.95923 -2.80025 -2.29268 0.940803 -3.58275
4677 14211 BG064596 SMC2 structural maintenance of chromosomes 2-like 1 (yeast)Smc2l1 0.814022 0.930567 1.068309 0.979694 0.888892 0.86256 0.898261 1.253992 0.949477 -1.5775 -1.60503 -3.3434 0.223948 0.702538 -0.04258 0.988553
4678 BG064597 0.922427 0.967324 0.969298 0.822776 0.788533 0.980957 0.873136 1.037273 -1.82632 -3.23196 -3.26566 0.689323 0.908341 -3.46903 -0.20691 -3.16031
4680 18538 BG064598 proliferating cell nuclear antigenPcna 0.876616 1.11495 1.053831 1.07502 0.891734 0.91326 0.892558 1.174617 0.7451 0.390672 -1.82632 -0.84264 0.508657 -0.11361 0.488688 0.932558
4685 100450 BG064602 0.950352 1.013085 0.863136 1.066732 0.960982 0.949718 0.859764 1.181904 -1.5775 -3.42373 0.945297 -0.84264 -2.23877 -1.55003 0.955796 0.982817
4687 66964 BG064604 RIKEN cDNA 2310061A22 gene2310061A22Rik0.924173 0.965517 1.073861 0.951474 0.951408 1.009064 0.935001 1.137183 -1.74319 -3.14155 -2.02002 -2.72882 -2.72882 -3.55758 -2.15725 -0.18785
4690 57279 BG064607 solute carrier family 25 (mitochondrial carnitine/acylcarnitine translocase), member 20Slc25a20 0.967053 1.024382 1.027897 0.839784 0.826664 1.026867 0.940801 0.875617 -2.50361 -3.00124 -2.8236 0.992885 0.997501 -2.86958 -0.89191 0.910625
4695 20163 BG064612 Ras suppressor protein 1 Rsu1 1.000441 0.962526 0.891732 0.967805 1.047549 1.007149 1.019919 1.174965 -3.59094 -1.4407 0.975161 -1.88175 -0.794 -3.48911 -2.86958 0.999655
4704 BG064619 0.968542 0.955938 0.947098 0.986043 1.037193 0.973258 0.906784 1.170685 -2.02002 -1.01768 -0.38734 -3.23196 -1.6602 -2.39918 0.882449 0.99916
4705 72026 BG064620 RIKEN cDNA 1600025P05 gene1600025P05Rik1.002576 1.129821 1.089116 1.026915 1.282403 1.125496 0.968526 1.043468 -3.58532 0.782337 0.0086 -2.93663 0.999908 0.739358 -2.68011 -2.10253
4708 69926 BG064623 RIKEN cDNA 2810003K23 gene2810003K23Rik0.989285 0.984748 1.190419 0.980094 1.140067 0.854226 0.942297 1.100701 -3.48911 -3.39858 0.972989 -3.249 0.777323 0.935974 -1.38645 0.136338
4711 BG064626 1.004869 1.051326 1.353784 1.137654 1.189464 0.988823 0.927604 1.134235 -3.57225 -1.99243 0.999978 0.689323 0.943835 -3.48911 -0.76991 0.654108
4714 22113 BG064629 pleckstrin homology-like domain, family A, member 2Phlda2 0.996098 1.107707 0.995504 0.935019 1.002565 1.027195 1.058526 1.19217 -3.58532 -0.34587 -3.58907 -1.68784 -3.58743 -3.21457 -2.31948 0.792071
4715 109624 BG064630 caldesmon 1 Cald1 1.039257 1.007321 0.949343 0.894789 0.883486 0.885943 0.755935 0.946732 -2.18451 -3.53164 -1.35945 0.750733 0.870382 0.850215 0.999998 -1.19936
4719 27058 BG064633 signal recognition particle 9Srp9 1.036676 0.970212 0.994217 0.960619 0.943199 0.94792 0.943853 1.017458 -1.85404 -2.26578 -3.53164 -1.55003 -0.32543 -0.62896 -0.36651 -3.10303
4721 66596 BG064634 general transcription factor III AGtf3a 1.047838 1.105895 1.074284 1.089505 1.133398 1.103366 1.095633 1.063707 -1.12076 0.850215 0.237881 0.631419 0.972227 0.827326 0.733506 -0.20691
4723 276846 BG064636 similar to phosphatidylinositol glycan class Sna 0.985286 0.959703 1.081351 1.08456 1.01884 0.994561 0.969135 1.112686 -3.28197 -1.68784 0.291734 0.390672 -3.10303 -3.54552 -2.37274 0.846597
4725 BG064638 0.992397 0.712186 0.679181 0.681627 0.744153 0.80016 0.719582 0.80344 -3.57225 0.994744 0.999043 0.99891 0.976516 0.801426 0.992444 0.777323
4729 13026 BG064642 phosphate cytidylyltransferase 1, choline, alpha isoformPcyt1a 1.095594 1.121512 1.042499 1.027563 1.028473 1.088319 1.077288 1.087053 0.77221 0.953361 -1.38645 -2.47772 -2.39918 0.654108 0.402241 0.631419
4738 80859 BG064651 expreexpressed sequence AA408868AA408868 1.272868 1.000565 1.058546 1.082462 1.287896 1.227129 1.04483 1.392546 0.980736 -3.59094 -2.26578 -1.38645 0.988212 0.921289 -2.75285 0.999655
4739 59003 BG064652 macrophage erythroblast attacherMaea 1.034176 0.894869 0.877332 0.997906 1.043061 0.921215 0.944022 1.037477 -1.77089 0.968974 0.994414 -3.58275 -1.0948 0.733506 -0.07769 -1.5226
4746 16186 BG064657 interleukin 2 receptor, gamma chainIl2rg 0.944258 1.018988 1.028774 1.062892 0.98892 0.990055 1.095036 1.555188 -1.60503 -3.31345 -3.00124 -1.41354 -3.48911 -3.51596 -0.13187 1
4747 69155 BG064658 RIKEN cDNA 1810030O07 gene1810030O07Rik0.944737 1.003348 1.059699 1.049676 1.026849 0.966913 0.970352 1.025134 -1.25232 -3.57972 -1.17305 -1.7155 -2.91455 -2.55492 -2.75285 -3.00124
4748 BG064659 0.991067 0.956346 0.907206 0.915023 0.916751 0.949221 0.716829 1.061597 -3.5388 -2.47772 -0.26528 -0.56084 -0.62896 -2.15725 0.999974 -1.7986
4751 70351 BG064662 protein phosphatase 4, regulatory subunit 1Ppp4r1 1.0634 1.051689 1.172267 0.987847 1.169395 0.928266 0.989732 1.07659 -0.38734 -1.04326 0.996252 -3.37179 0.99549 0.195513 -3.43569 0.166312
4752 56317 BG064663 expressed sequence AW545589AW545589 1.068762 1.038616 1.015152 1.014918 1.040966 0.933697 0.967613 0.972877 -1.17305 -2.77667 -3.41136 -3.42373 -2.47772 -1.06896 -2.8236 -3.04286
4758 BG064669 0.976727 1.121715 1.074091 0.919685 1.072193 0.923687 1.001439 1.171282 -2.77667 0.939232 0.209826 0.582327 0.136338 0.468074 -3.58743 0.997797
4760 71766 BG064670 RIKEN cDNA 1300006N24 gene1300006N24Rik0.974948 0.973626 0.989882 1.027369 1.047173 0.97221 1.017174 1.154889 -2.15725 -2.04757 -3.32862 -2.02002 -0.38734 -1.90945 -2.89219 0.999762
4767 56407 BG064677 transient receptor potential cation channel, subfamily C, member 4 associated proteinTrpc4ap 0.95958 1.001189 0.95949 0.991203 0.905674 0.927442 0.928376 0.975306 -0.84264 -3.58743 -0.84264 -3.39858 0.964409 0.756259 0.733506 -2.26578
4773 18002 BG064683 neural precursor cell expressed, developmentally down-regulated gene 8Nedd8 1.008711 0.994218 1.033215 1.089966 1.091436 1.062099 1.074875 1.214531 -3.42373 -3.43569 -1.77089 0.835276 0.850215 0.151422 0.573644 0.999995
4778 19181 BG064699 proteasome (prosome, macropain) 26S subunit, ATPase 2Psmc2 1.052059 1.052361 1.157478 1.054901 1.087701 1.032725 1.058267 1.084264 -2.37274 -2.37274 0.607506 -2.26578 -0.99224 -3.06323 -2.12993 -1.12076
4785 16669 BG064706 keratin complex 1, acidic, gene 19Krt1-19 0.966289 0.996845 0.904647 0.938725 1.092944 0.925106 1.000906 1.017781 -2.70457 -3.58275 0.223948 -1.22579 -0.13187 -0.56084 -3.59024 -3.3434
4786 224742 BG064707 ATP-binding cassette, sub-family F (GCN20), member 1Abcf1 0.987082 1.079987 1.086569 1.039211 1.045187 1.064015 0.941578 1.192068 -3.32862 0.342639 0.518403 -1.7986 -1.38645 -0.28513 -0.36651 0.999309
4793 320538 BG064690 RIKEN cDNA D130059P03 geneD130059P03Rik0.968187 1.050384 0.944106 0.913935 0.971714 0.945689 0.866877 1.162391 -2.10253 -0.8672 -0.34587 0.750733 -2.37274 -0.42958 0.994902 0.997255
4795 106021 BG064692 topoisomerase I binding, arginine/serine-richTopors 1.123222 1.038068 0.918193 1.002927 0.975726 1.065731 0.927277 1.137256 0.810412 -2.23877 0.223948 -3.57972 -2.93663 -0.67526 -0.13187 0.903616
4796 26440 BG064693 proteasome (prosome, macropain) subunit, alpha type 1Psma1 0.983315 1.111252 1.143064 1.041162 1.178515 1.084629 1.101969 1.31963 -3.39858 0.12106 0.654108 -2.58032 0.898673 -0.69867 -0.13187 0.999708
4799 BG064696 1.059295 1.056768 1.035897 1.028049 1.165646 1.069601 1.040694 1.153891 -2.02002 -2.12993 -2.91455 -3.16031 0.727542 -1.60503 -2.75285 0.615616
4803 93760 BG064710 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily f, member 1Smarcf1 0.922744 0.81047 0.993302 0.857016 0.980347 0.905598 0.873144 1.107834 0.590863 0.999992 -3.50745 0.998447 -2.93663 0.873498 0.992214 0.898673
4805 14784 BG064712 growth factor receptor bound protein 2Grb2 1.029589 1.152573 1.109836 1.098219 1.041599 0.983727 1.104092 1.141707 -1.77089 0.999753 0.985546 0.960318 -0.746 -2.91455 0.975847 0.999286
4806 BG064713 1.151867 1.333927 0.974544 0.964431 0.984723 0.858477 1.056561 1.048754 0.901172 0.999991 -3.00124 -2.50361 -3.37179 0.945297 -1.46794 -1.88175
4808 21981 BG064715 protein phosphatase 1, regulatory (inhibitor) subunit 13BPpp1r13b 0.935985 0.879638 0.952827 0.858625 0.812474 0.828783 0.860996 1.065466 -0.794 0.839128 -1.77089 0.954594 0.998447 0.994414 0.946725 -0.94179
4812 105377 BG064719 RIKEN cDNA C730024G01 geneC730024G01Rik1.008738 1.057638 0.960128 1.06463 0.97109 0.835674 0.891339 1.108954 -3.55178 -2.52935 -2.75285 -1.7986 -3.14155 0.766996 0.025259 -0.30518
4826 17997 BG064730 neural precursor cell expressed, developmentally down-regulated gene 1Nedd1 1.042404 1.011369 0.96829 0.980145 0.914693 1.119025 0.907019 1.070859 -2.29268 -3.47929 -2.77667 -3.249 -0.04258 0.546708 0.209826 -0.89191
4827 72787 BG064731 RIKEN cDNA 2810475A17 gene2810475A17Rik0.929319 1.041561 0.954424 1.062081 0.971996 0.978328 0.946219 1.19993 -0.36651 -2.12993 -1.7986 -1.01768 -2.80025 -3.10303 -1.27896 0.994414
4829 192292 BG064733 nuclear receptor binding proteinNrbp 0.945511 0.997176 1.036762 1.102875 0.956984 1.02035 1.015087 1.185322 -1.38645 -3.58275 -2.47772 0.354913 -2.04757 -3.21457 -3.37179 0.981277
4833 71670 BG064737 RIKEN cDNA 0610006H10 gene0610006H10Rik 1.00681 0.937359 0.846716 0.896201 0.88454 0.987766 0.725363 1.059377 -3.57225 -2.07508 0.639115 -0.47259 -0.11361 -3.52402 0.998978 -2.34616
4834 BG064738 0.947873 1.08881 0.995789 0.937513 0.984309 0.928933 0.857398 1.198465 -0.65202 0.631419 -3.56293 -0.04258 -3.19683 0.330185 0.997339 0.999753
4835 67500 BG064739 RIKEN cDNA 2610511G16 gene2610511G16Rik1.122042 1.265114 1.159284 1.009126 1.139066 0.926301 0.940989 1.263149 0.04172 0.988212 0.631419 -3.54552 0.36701 -1.27896 -1.93714 0.987502
4836 319585 BG064740 RIKEN cDNA A230074L19 geneA230074L19Rik1.024901 1.004706 1.055272 0.979653 0.964251 0.905371 0.94447 1.093338 -2.52935 -3.54552 -0.32543 -2.80025 -1.5775 0.919254 -0.13187 0.831342
4838 20843 BG064742 stromal antigen 2 Stag2 0.934594 0.964646 0.74955 0.947944 0.838909 1.03833 0.867938 1.150805 -1.41354 -2.84672 0.999727 -2.07508 0.919254 -2.75285 0.695991 0.682533
4840 74919 BG064744 RIKEN cDNA 4930471M23 gene4930471M23Rik0.908664 1.02385 1.111745 1.042751 0.944058 0.903429 1.029995 1.117722 0.948117 -2.4255 0.979023 -0.84264 0.166312 0.968107 -1.88175 0.987132
4844 76282 BG064747 glutamic pyruvic transaminase 1, solubleGpt1 0.984127 0.851613 0.767212 0.783351 0.805968 0.762278 0.905944 0.959206 -3.35779 0.965369 0.999958 0.999824 0.998799 0.999974 0.354913 -2.21168
4848 13560 BG064751 E4F transcription factor 1 E4f1 0.983363 1.00957 0.890129 0.895093 0.788553 0.891629 0.911644 1.076498 -3.32862 -3.50745 0.689323 0.607506 0.999238 0.668576 -0.00826 -0.49437
4851 56698 BG064754 RIKEN cDNA 2810055C14 gene2810055C14Rik0.920593 1.022719 0.992858 1.053465 1.083366 0.981069 1.000144 1.203487 0.446802 -2.91455 -3.51596 -0.94179 0.36701 -3.08328 -3.59117 0.999535
4856 BG064759 0.926446 0.996387 1.291609 1.003303 0.982284 0.737444 0.784658 1.330636 -1.14685 -3.58275 0.997339 -3.58532 -3.39858 0.999792 0.994744 0.999433
4859 66925 BG064762 succinate dehydrogenase complex, subunit D, integral membrane proteinSdhd 1.032156 0.857793 0.918349 0.982997 1.019122 0.943766 0.899308 0.936421 -2.60555 0.974456 0.181009 -3.26566 -3.19683 -1.04326 0.237881 -1.55003
4861 BG064764 0.811593 1.121759 1.08262 0.909032 0.810976 0.907485 0.872485 1.23653 0.91717 -0.69867 -1.46794 -0.89191 0.919254 -0.81824 0.237881 0.927121
4862 18720 BG064765 phosphatidylinositol-4-phosphate 5-kinase, type 1 betaPip5k1b 0.912603 1.105749 1.001231 1.062737 0.996804 1.017437 0.934115 1.177643 0.354913 0.555837 -3.48911 -1.0948 -2.97998 -3.46903 0.057983 0.955796
4869 26384 BG064771 glucosamine-6-phosphate deaminase 1Gnpda1 0.912049 0.648941 0.800653 0.769968 0.645797 0.770205 0.641104 0.738966 -1.14685 0.99999 0.928976 0.982817 0.999993 0.982817 0.999995 0.996689
4877 73490 BG064779 mirror-image polydactyly gene 1 homolog (human)Mipol1 0.94529 1.195091 1.14344 1.012996 1.057131 0.924985 0.97984 1.185377 -0.34587 0.99983 0.991227 -3.29789 -0.38734 0.537427 -2.89219 0.999631
4878 17777 BG064780 microsomal triglyceride transfer proteinMttp 1.023695 1.013515 0.917368 1.010998 1.034109 0.972004 0.968967 0.928256 -3.28197 -3.48911 -0.794 -3.52402 -2.97998 -3.14155 -3.04286 -1.27896
4879 51797 BG064781 cytidine 5'-triphosphate synthaseCtps 0.940201 1.107265 1.593502 1.219343 1.088544 0.916908 1.14682 1.173225 -1.99243 -0.42958 1 0.927121 -1.04326 -0.96695 0.413637 0.715273
4880 13207 BG064782 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5Ddx5 0.874724 1.229316 1.106829 1.080593 1.165672 0.879347 1.087599 1.24336 0.04172 0.873498 -0.84264 -1.68784 0.402241 -0.07769 -1.4407 0.912856
4896 16828 BG064797 lactate dehydrogenase 1, A chainLdh1 0.951568 0.948922 1.244491 0.999237 0.997982 1.040745 1.055079 1.012336 -2.18451 -2.04757 0.991484 -3.59094 -3.58907 -2.63059 -1.99243 -3.48911
4899 16475 BG064800 ajuba Jub 1.044052 1.066997 1.362841 1.082848 1.229631 0.868737 0.882194 1.146704 -2.39918 -1.33253 0.999975 -0.67526 0.990121 0.777323 0.599256 0.739358
4900 19387 BG064801 RAN GTPase activating protein 1Rangap1 0.974193 1.33843 1.261767 1.198204 0.994706 0.829458 0.870695 1.062583 -3.32862 0.993693 0.943835 0.702538 -3.57972 0.756259 0.12106 -2.31948
4901 20692 BG064802 secreted acidic cysteine rich glycoproteinSparc 0.957788 0.96986 1.12464 1.146187 0.993577 0.916422 1.173506 1.457725 -2.72882 -3.12245 -0.00826 0.402241 -3.56782 -0.96695 0.708965 0.999983
4902 11532 BG064803 alcohol dehydrogenase 5 (class III), chi polypeptideAdh5 1.103892 0.975411 0.950991 0.988404 1.057253 0.983325 1.03697 1.214246 -0.81824 -3.32862 -2.60555 -3.53164 -2.39918 -3.46903 -3.04286 0.850215
4903 68612 BG064804 ubiquitin-conjugating enzyme E2CUbe2c 0.826065 1.081155 1.147896 0.911043 1.004967 0.813907 0.83213 1.574852 0.498752 -2.12993 -0.40836 -1.6602 -3.58275 0.639115 0.413637 0.999879
4906 12751 BG064807 ceroid-lipofuscinosis, neuronal 2Cln2 0.96041 1.047513 1.014664 0.971961 0.931677 0.95083 0.955134 1.141857 -1.04326 -0.58337 -3.12245 -2.04757 0.590863 -0.30518 -0.60607 0.997797
4908 BG064809 1.045266 1.132664 0.964037 0.880142 0.968581 0.900763 0.979462 1.179706 -1.5226 0.945297 -2.02002 0.955796 -2.34616 0.810412 -3.0222 0.997077
4910 53421 BG064810 Sec61 alpha 1 subunit (S. cerevisiae)Sec61a1 0.946194 1.152564 1.273513 1.322519 0.799853 0.968441 0.994823 0.970344 -2.77667 -0.32543 0.853758 0.949477 0.766996 -3.29789 -3.58275 -3.32862
4915 16002 BG064815 insulin-like growth factor 2 Igf2 1.064021 1.22171 1.241411 1.085905 1.043823 0.913764 0.985021 1.118403 -1.12076 0.996252 0.998634 -0.18785 -2.15725 0.089915 -3.38538 0.599256
4918 140780 BG064818 BMP2 inducible kinase Bmp2k 0.888969 0.896024 0.933958 0.9058 0.818911 0.953843 0.813844 1.077029 -1.12076 -1.46794 -2.52935 -1.6326 0.478462 -3.04286 0.546708 -2.37274
4923 73736 BG064822 RIKEN cDNA 1110008B24 gene1110008B24Rik 0.92125 1.002918 1.095843 1.058576 1.017673 1.097034 1.111719 1.156316 0.025259 -3.56782 0.317551 -1.14685 -3.26566 0.342639 0.631419 0.952098
4927 15211 BG064825 hexosaminidase A Hexa 0.989097 1.071637 1.046384 1.130912 1.104263 1.10016 1.202668 1.720384 -3.44723 -0.34587 -1.68784 0.885305 0.607506 0.527993 0.997797 1
4928 23897 BG064826 HS1 binding protein Hs1bp1 0.974605 1.002488 1.076786 1.155564 1.210684 1.188035 1.21034 1.145253 -2.86958 -3.58275 -0.16899 0.965369 0.998496 0.994242 0.998447 0.940803
4938 77048 BG064836 RIKEN cDNA 4921537D05 gene4921537D05Rik 0.99003 0.839935 1.030478 0.929686 1.052348 0.868229 0.88304 1.15632 -3.50745 0.970642 -2.89219 -0.76991 -1.85404 0.850215 0.689323 0.876547
4941 22388 BG064839 WD repeat domain 1 Wdr1 0.93448 0.968484 0.991909 1.062573 1.089973 1.041942 1.047451 1.258727 0.057983 -2.21168 -3.48911 -0.28513 0.623586 -1.55003 -1.17305 0.999996
4942 BG064840 0.995875 1.253744 1.247408 1.1152 1.197205 0.938186 1.069334 1.159301 -3.57225 0.999762 0.999655 0.675617 0.994242 -0.794 -0.62896 0.958113
4943 16576 BG064841 kinesin family member 7 Kif7 0.959424 0.964447 1.0012 1.002425 0.919205 0.913852 0.952806 1.12651 -2.31948 -2.58032 -3.59024 -3.58532 -0.24562 -0.04258 -1.9648 0.639115
4947 72113 BG064845 RIKEN cDNA 2610005A10 gene2610005A10Rik0.918335 0.907421 1.026433 0.985765 1.011354 0.951808 0.897547 1.058651 0.136338 0.457521 -2.91455 -3.37179 -3.45834 -1.60503 0.668576 -1.14685
4948 12534 BG064846 cell division cycle 2 homolog A (S. pombe)Cdc2a 0.818062 0.979651 1.09807 0.928495 0.843307 0.853219 0.829287 1.535036 0.654108 -3.45834 -1.55003 -2.18451 0.304734 0.12106 0.518403 0.999812
4954 75624 BG064851 methionyl aminopeptidase 1 Metap1 0.948116 1.064881 1.196896 1.089768 1.174258 0.971569 1.069723 1.256944 -1.27896 -0.72225 0.996012 0.237881 0.985959 -2.72882 -0.49437 0.999887
4957 14725 BG064854 low density lipoprotein receptor-related protein 2Lrp2 0.981708 1.059284 0.988504 0.960757 1.014313 0.831856 0.885439 1.080748 -3.249 -1.27896 -3.45834 -2.18451 -3.38538 0.994581 0.805965 -0.20691
4961 12607 BG064857 CCAAT/enhancer binding protein alpha (C/EBP), related sequence 1Cebpa-rs1 0.954818 1.304782 1.187351 1.1524 1.119484 0.837486 1.058815 1.07547 -2.31948 0.999414 0.925222 0.7451 0.291734 0.942338 -1.7986 -1.06896
4963 14194 BG064859 fumarate hydratase 1 Fh1 0.997461 0.952259 0.936336 0.846753 1.013628 0.870069 0.804851 0.815165 -3.58532 -1.7155 -0.794 0.981277 -3.41136 0.915038 0.999309 0.998345
4964 23992 BG064860 protein kinase, interferon inducible double stranded RNA dependent activatorPrkra 0.956123 0.836405 0.805741 0.839379 0.874094 0.86568 0.983668 1.097473 -1.49524 0.998799 0.999945 0.998447 0.968974 0.984237 -3.23196 0.631419
4966 69466 BG064862 RIKEN cDNA 2300006M17 gene2300006M17Rik1.032715 1.28248 1.078455 0.916201 0.92071 1.009349 0.941529 1.070901 -2.80025 0.999644 -0.62896 -0.15033 -0.34587 -3.51596 -1.35945 -0.94179
4967 218490 BG064863 basic transcription factor 3 Btf3 1.018562 0.919659 1.082218 1.195994 1.220594 1.071785 1.079379 1.127891 -3.26566 -0.07769 -0.26528 0.989207 0.996889 -0.67526 -0.36651 0.750733
4974 BG064870 0.978182 0.852012 0.785746 0.814538 0.840832 0.892785 0.85095 1.037591 -3.16031 0.960318 0.999727 0.997167 0.981277 0.623586 0.963425 -2.47772
4975 16918 BG064871 lung carcinoma myc related oncogene 1Lmyc1 0.793379 0.555851 0.524875 0.652213 0.590389 0.923517 0.715062 0.708544 0.623586 0.999989 0.999999 0.997866 0.999917 -2.37274 0.968974 0.975847
4985 227753 BG064879 gelsolin Gsn 0.981088 0.961705 0.878725 0.975797 1.016679 1.050129 0.923877 1.081883 -2.97998 -1.5226 0.987132 -2.63059 -3.12245 -0.81824 0.564815 0.555837
4986 20818 BG064880 signal recognition particle receptor, B subunitSrprb 1.019071 0.937097 1.214073 1.155232 1.074007 0.901959 0.994085 0.908824 -3.31345 -1.19936 0.987862 0.853758 -0.89191 0.265181 -3.56293 0.057983
4988 BG064882 0.998933 1.054564 1.055323 0.983141 1.009759 0.891725 0.952799 1.065295 -3.58743 0.166312 0.209826 -2.8236 -3.32862 0.996252 -0.11361 0.573644
4989 104303 BG064883 ADP-ribosylation factor-like 1Arl1 1.013265 1.079241 1.079587 0.973622 1.009034 0.907051 0.903384 1.093519 -2.93663 0.95923 0.960318 -1.4407 -3.26566 0.996985 0.998236 0.991484
4993 64164 BG064887 RIKEN cDNA 1110020D10 gene1110020D10Rik0.898401 0.938006 0.990043 0.954741 0.899301 0.883577 0.8328 1.072681 0.654108 -0.76991 -3.47929 -1.77089 0.639115 0.846597 0.99549 -0.47259
4998 69724 BG064892 RIKEN cDNA 2400006P09 gene2400006P09Rik0.923614 0.921938 0.95911 0.941204 0.849867 0.917249 1.00788 1.050993 0.251624 0.304734 -1.74319 -0.58337 0.995205 0.457521 -3.50745 -1.22579
5006 26444 BG064899 proteasome (prosome, macropain) subunit, alpha type 7Psma7 1.025912 1.021609 1.136785 1.03487 0.984836 0.9193 1.141424 1.032573 -3.23196 -3.3434 0.354913 -2.95845 -3.45834 -0.94179 0.424862 -3.04286
5007 20250 BG064900 stearoyl-Coenzyme A desaturase 2Scd2 1.007233 0.913734 0.894094 0.895377 0.812707 0.950016 0.823812 1.086925 -3.57225 -1.5775 -0.89191 -0.94179 0.750733 -2.80025 0.646678 -1.7986
5009 BG064902
5013 BG064906 1.011521 0.868474 1.081278 0.938171 0.911485 0.914858 0.927185 1.001046 -3.47929 0.846597 -0.5385 -1.19936 -0.00826 -0.13187 -0.65202 -3.59024
5014 67102 BG064907 DNA segment, Chr 16, ERATO Doi 472, expressedD16Ertd472e 0.947481 1.021574 0.880881 0.783085 0.770263 0.899006 0.928981 0.846909 -1.0948 -3.04286 0.923279 0.999986 0.999996 0.76168 -0.07769 0.994064
5015 13163 BG064908 Fas death domain-associated proteinDaxx 1.023235 0.683336 1.193398 -3.41136 0.151422 -1.3057 NA NA NA NA
5016 229663 BG064909 DNA segment, Chr 3, MJeffers 1D3Jfr1
5017 100492 BG064910 0.913627 0.945322 0.896485 0.761542 1.075013 0.593718 0.973181 -3.32862 -3.45834 -3.54552 -2.21168 -3.10303 0.582327 -3.55758 NA
5021 17449 BG064914 malate dehydrogenase, solubleMor2 1.05543 1.030968 0.938071 0.939212 0.876078 0.972212 0.947917 0.9774 -1.7155 -2.93663 -1.19936 -1.25232 0.777323 -2.95845 -1.7155 -3.17874
5024 23997 BG064915 proteasome (prosome, macropain) 26S subunit, non-ATPase, 13Psmd13 1.001315 0.943861 1.029451 1.044499 0.937579 0.977508 0.992336 1.070077 -3.58907 -0.56084 -2.47772 -1.46794 -0.20691 -2.86958 -3.4985 -0.04258
5025 BG064916 expressed sequence AI043170AI043170 0.995032 0.939728 0.905504 0.937318 0.891451 0.946445 0.971781 0.884422 -3.55758 -0.45099 0.727542 -0.32543 0.888098 -0.8672 -2.58032 0.932558
5027 20586 BG064918 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4Smarca4 1.004603 0.974279 0.945642 0.908506 0.869025 0.876269 0.797057 0.962882 -3.56293 -2.8236 -0.96695 0.590863 0.966305 0.942338 0.999939 -2.10253
5028 16201 BG064919 interleukin enhancer binding factor 3Ilf3 0.844972 1.46933 0.961664 1.212983 1.728597 0.87284 1.271045 -1.49524 -1.99243 -2.95845 -2.02002 -0.62896 -3.51596 -1.17305 NA
5029 19716 BG064920 reduced expression 3 Rex3 0.945513 1.049045 1.046677 1.07927 0.998041 0.986914 1.025559 1.039964 -2.39918 -2.72882 -2.75285 -1.6326 -3.58907 -3.51596 -3.31345 -2.95845
5033 69953 BG064924 RIKEN cDNA 2810025M15 gene2810025M15Rik0.954553 1.015358 0.999324 0.982637 0.891963 0.96471 0.990012 0.974559 -1.04326 -3.19683 -3.59024 -3.08328 0.952098 -1.82632 -3.42373 -2.55492
5035 17345 BG064926 antigen identified by monoclonal antibody Ki 67Mki67 0.962764 1.041568 0.999861 0.960185 0.896289 0.919468 1.037022 0.995705 -2.21168 -2.04757 -3.59117 -2.04757 0.727542 0.166312 -2.29268 -3.56782
5038 11593 BG064929 aspartylglucosaminidase Aga 0.958545 0.944354 0.905122 0.904614 0.871424 0.98624 0.990167 1.054584 -1.22579 -0.24562 0.893503 0.898673 0.994744 -3.249 -3.41136 -0.47259
5041 BG064931 1.006586 0.986896 0.984369 0.889712 0.955164 0.958703 0.995954 1.047572 -3.54552 -3.39858 -3.31345 0.805965 -1.74319 -1.9648 -3.57225 -1.7155
5045 74254 BG064934 XPA binding protein 1 Xab1 0.920177 1.012205 1.116864 1.076642 1.026641 1.017962 1.172635 1.118516 -3.0222 -2.55492 -0.67526 -0.62896 -2.77667 -3.0222 0.537427 -3.08328
5048 50497 BG064936 heat shock protein 4 Hsp70-4 0.999519 1.015097 1.037088 1.032072 0.934659 1.077299 1.105596 1.012426 -3.59094 -3.42373 -2.68011 -2.89219 -1.17305 -0.84264 0.105585 -3.47929
5049 210529 BG064937 RIKEN cDNA G430022H21 geneG430022H21Rik0.981535 0.692041 1.062892 1.107454 0.824168 1.030995 1.199736 1.041552 -3.54552 0.498752 -2.93663 -2.63059 -0.84264 -3.50745 -1.22579 -3.41136
5052 68077 BG064940 glioma tumor suppressor candidate region gene 2Gltscr2 0.99932 0.934979 0.993764 1.024153 1.052377 0.91577 0.992469 1.074539 -3.59094 -0.89191 -3.55758 -3.10303 -1.74319 -0.02532 -3.5388 -0.67526
5053 22413 BG064941 wingless-related MMTV integration site 2Wnt2 0.979327 0.972744 1.115691 1.144705 1.11971 1.089221 0.90707 1.196441 -3.50745 -3.52402 -1.46794 -1.6602 -1.41354 -2.07508 -1.7986 -0.65202
5057 242521 BG064945 RIKEN cDNA C530050O22 geneC530050O22Rik0.922716 0.896856 0.916165 0.862867 0.864821 1.072582 0.971236 0.942067 -0.45099 0.291734 -0.18785 0.885305 0.870382 -0.91678 -2.93663 -1.41354
5062 67680 BG064949 succinate dehydrogenase complex, subunit B, iron sulfur (Ip)Sdhb 1.007009 1.013604 0.899243 0.9482 0.965722 1.040288 1.069911 1.032555 -3.53164 -3.38538 0.689323 -1.27896 -2.37274 -2.10253 -0.49437 -2.55492
5068 217944 BG064954 Mras regulated guanine nucleotide exchange factorMrgef 1.034787 1.025325 0.976593 0.951588 0.90542 1.095511 0.963951 1.147126 -2.63059 -3.06323 -3.10303 -1.82632 0.317551 0.074048 -2.50361 0.863945
5069 71969 BG064955 0.97701 1.031525 1.048477 0.988426 0.980505 0.989427 1.057055 1.019987 -2.34616 -1.6326 -0.28513 -3.249 -2.65545 -3.29789 0.195513 -2.65545
5070 75423 BG064956 RIKEN cDNA 2810410P22 gene2810410P22Rik1.094031 1.149077 1.125877 1.051528 0.971329 0.91686 0.892753 1.012851 0.291734 0.935974 0.805965 -1.5226 -2.75285 0.195513 0.750733 -3.41136
5071 BG064957 0.89494 0.993098 1.021122 0.898934 0.801667 0.969382 0.876335 0.931536 -1.17305 -3.57621 -3.46903 -1.3057 0.727542 -3.32862 -0.60607 -2.37274
5074 66241 BG064960 transmembrane protein 9 Tmem9 1.020324 0.870235 0.862233 1.011502 0.923064 0.997982 1.050566 1.119811 -2.60555 0.999655 0.999879 -3.249 0.870382 -3.57972 -0.11361 0.994242
5075 13380 BG064961 dickkopf homolog 1 (Xenopus laevis)Dkk1 0.98361 1.05112 1.066537 1.001707 0.951708 0.989281 1.019384 1.10597 -3.249 -1.3057 -0.47259 -3.58743 -1.33253 -3.44723 -3.14155 0.689323



5081 22225 BG064967 ubiquitin specific protease 5 (isopeptidase T)Usp5 1.052285 1.004425 0.998454 1.005846 0.937737 0.933507 0.997206 1.052986 -1.6602 -3.57225 -3.58907 -3.55758 -0.91678 -0.69867 -3.58275 -1.60503
5086 224823 BG064971 cDNA sequence BC011248BC011248 0.962893 1.026811 1.051452 0.943315 0.91029 0.995216 1.032025 1.088015 -3.04286 -3.31345 -2.65545 -2.37274 -1.0948 -3.58275 -3.19683 -1.4407
5088 66868 BG064973 RIKEN cDNA 1200003O06 gene1200003O06Rik0.949074 0.913071 0.98212 1.114025 0.924101 0.850221 1.008452 1.168849 -2.18451 -0.56084 -3.39858 -0.00826 -1.01768 0.827326 -3.54552 0.782337
5089 56348 BG064974 hydroxysteroid (17-beta) dehydrogenase 12Hsd17b12 0.945714 1.357911 1.129273 0.788539 0.898828 0.937618 1.285214 0.468074 -3.42373 -2.77667 0.04172 0.623586 -0.45099 0.733506 NA
5090 66616 BG064975 sorting nexin 9 Snx9
5099 66953 BG064984 RIKEN cDNA 2310021G01 gene2310021G01Rik0.948073 1.091935 1.055821 0.907098 0.996082 0.932226 1.237208 1.122287 -2.60555 -0.794 -2.10253 -0.47259 -3.58275 -2.4255 0.971445 0.025259
5101 21374 BG064985 TATA box binding protein Tbp 1.042238 1.156826 0.994969 0.953939 0.916597 0.905828 1.017763 1.010192 -1.6326 0.990409 -3.55178 -1.22579 0.573644 0.777323 -3.14155 -3.43569
5103 27395 BG064987 mitochondrial ribosomal protein L15Mrpl15 0.999648 1.050209 0.986646 0.954697 0.871489 0.950226 0.919321 0.988481 -3.59094 -2.10253 -3.45834 -2.21168 0.76168 -1.99243 -0.45099 -3.48911
5106 BG064989 0.951705 0.951199 0.935863 0.826216 0.88042 1.002554 0.868496 0.850435 -1.49524 -1.46794 -0.56084 0.998236 0.896117 -3.58275 0.953361 0.987132
5113 52276 BG064995 DNA segment, Chr 4, ERATO Doi 421, expressedD4Ertd421e 0.90031 1.027589 0.990537 0.967242 0.815055 0.86748 0.99303 1.260144 -0.15033 -3.17874 -3.5388 -2.97998 0.965369 0.615616 -3.56293 0.98952
5117 105847 BG064999 expressed sequence AI451006AI451006 0.891895 0.974901 1.04424 1.026204 0.889869 0.973776 1.127947 1.188692 0.935974 -2.65545 -1.38645 -2.63059 0.945297 -2.58032 0.958113 0.999353
5118 109934 BG065000 active BCR-related gene Abr 0.898647 0.95725 1.022738 1.002025 0.936261 0.963958 1.12536 1.319098 0.105585 -2.45168 -3.26566 -3.58907 -1.4407 -2.75285 0.378929 0.999631
5120 BG065002 0.96552 0.976486 0.86809 0.853468 0.806962 0.88247 0.818896 0.96067 -2.68011 -3.14155 0.842902 0.928976 0.996477 0.682533 0.991978 -2.45168
5122 67778 BG065004 RIKEN cDNA 6230400O18 gene6230400O18Rik1.000402 1.186463 1.132977 1.08178 1.122069 1.199256 1.13565 1.19591 -3.59094 0.999736 0.984237 0.582327 0.966305 0.999908 0.987132 0.999879
5130 22629 BG065012 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptideYwhah 0.980772 1.05097 1.018719 1.046927 0.986984 0.964387 1.066006 1.154397 -3.10303 -1.19936 -3.14155 -1.4407 -3.35779 -2.10253 -0.36651 0.982817
5132 BG065013 1.002499 1.031432 0.999907 1.070665 0.939035 0.934503 1.061201 1.012763 -3.58532 -2.65545 -3.59117 -0.5385 -0.794 -0.56084 -0.84264 -3.41136
5140 330832 BG065021 hypothetical protein D830048B13D830048B13 0.957495 0.907861 0.906682 0.912418 0.832131 0.904466 0.887474 0.879402 -0.56084 0.966305 0.970642 0.948117 0.999998 0.976516 0.996477 0.998677
5142 BG065023 0.989762 0.997597 1.033095 1.151356 1.085949 0.92532 1.119882 1.212991 -3.50745 -3.58743 -2.80025 0.831342 -0.40836 -0.60607 0.478462 0.987132
5143 14057 BG065024 sideroflexin 1 Sfxn1 1.087703 1.06907 1.110645 1.191073 1.210107 1.245224 1.323681 1.25357 -0.02532 -0.76991 0.537427 0.987862 0.99549 0.999309 0.999991 0.999565
5148 18140 BG065028 nuclear protein 95 Np95 0.934891 0.955538 0.921258 0.797725 0.727455 0.905897 0.834399 1.017661 -2.02002 -2.77667 -1.46794 0.943835 0.99859 -0.8672 0.750733 -3.45834
5150 14775 BG065030 glutathione peroxidase 1 Gpx1 0.922665 1.044593 0.947994 1.062774 0.914571 0.880271 1.154407 1.069289 -1.68784 -2.91455 -2.60555 -2.37274 -1.35945 -0.20691 0.136338 -2.15725
5152 232341 BG065032 protein kinase, lysine deficient 1Prkwnk1 0.966583 0.918369 0.930307 0.776974 0.819535 0.915809 0.857897 0.971225 -2.97998 -0.89191 -1.41354 0.995349 0.949477 -0.794 0.708965 -3.12245
5153 11409 BG065033 acyl-Coenzyme A dehydrogenase, short chainAcads 1.00634 0.889371 0.938893 0.908231 0.827668 0.873916 0.865097 0.919363 -3.51596 0.973732 0.074048 0.873498 0.999964 0.993881 0.997501 0.715273
5154 74551 BG065034 RIKEN cDNA 9130022B02 gene9130022B02Rik0.942399 0.946412 0.943261 0.822318 0.790825 0.896377 0.881955 0.950688 -2.31948 -2.47772 -2.37274 0.827326 0.928976 -0.56084 -0.13187 -2.63059
5158 BG065038 0.958942 0.96158 0.966379 0.916126 0.838705 0.91691 0.899507 0.98294 -1.74319 -1.93714 -2.26578 0.478462 0.99812 0.457521 0.796795 -3.21457
5161 83456 BG065041 Moloney leukemia virus 10-like 1Mov10l1 0.757875 0.74586 0.742712 0.921293 0.781777 0.830698 0.774102 0.79123 0.971445 0.983303 0.985546 -1.82632 0.921289 0.582327 0.942338 0.888098
5167 74503 BG065047 RIKEN cDNA 5530401J07 gene5530401J07Rik 0.945838 0.907839 1.067412 1.035015 0.93731 0.996457 1.010021 1.05471 -0.96695 0.607506 -0.45099 -2.31948 -0.47259 -3.57621 -3.46903 -1.12076
5168 80860 BG065048 DNA segment, Chr 11, Lothar Hennighausen 1, expressedD11Lgp1e
5169 12824 BG065049 procollagen, type II, alpha 1 Col2a1 1.013732 0.936344 0.975004 1.013252 0.928135 0.985437 0.961857 1.086586 -3.4985 -1.82632 -3.59094 -3.53164 -1.46794 -2.95845 -3.4985 -2.26578
5170 110119 BG065050 mannose phosphate isomerase 1Mpi1
5174 BG065054 1.012172 1.00301 1.088207 0.995385 1.072618 1.052794 1.130075 1.215267 -3.43569 -3.57972 0.151422 -3.56782 -0.42958 -1.41354 0.850215 0.998345
5176 BG065056 expressed sequence AI586158AI586158
5177 27664 BG065057 0.96574 1.024787 1.036974 0.867215 0.886233 0.943011 0.943978 0.963209 -3.249 -3.41136 -3.21457 -0.28513 -0.81824 -2.68011 -2.84672 -3.19683
5184 108143 BG065064 TAF9 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf9 0.966172 0.953213 1.088437 1.066286 0.993248 0.902821 1.032471 1.209464 -2.15725 -1.22579 0.478462 -0.28513 -3.52402 0.796795 -2.31948 0.999644
5185 BG065065 1.023361 1.006179 0.916622 0.947079 0.979838 1.009037 0.987627 1.098086 -2.84672 -3.53164 0.573644 -0.76991 -3.00124 -3.46903 -3.35779 0.702538
5187 75705 BG065066 RIKEN cDNA 2310046H11 gene2310046H11Rik
5193 23871 BG065072 E26 avian leukemia oncogene 1, 5' domainEts1 0.767109 0.818959 0.960389 0.835817 0.783015 0.853449 1.031126 1.231112 0.999213 0.976516 -2.60555 0.939232 0.997579 0.853758 -3.00124 0.984237
5197 18817 BG065076 polo-like kinase (Drosophila)Plk 1.02078 1.204339 0.990619 0.998547 1.053157 0.951334 0.821504 0.984195 -3.51596 -0.20691 -3.48911 -3.5388 -2.97998 -3.29789 -0.06003 -3.42373
5198 98402 BG065077 SH3-domain binding protein 4Sh3bp4 0.946308 1.188919 1.070526 0.939169 0.801667 0.990742 0.970543 1.044602 -3.06323 -0.42958 -2.93663 -2.91455 0.304734 -3.57972 -3.47929 -3.28197
5199 68845 BG065078 RIKEN cDNA 1110061L23 gene1110061L23Rik 1.058011 1.081807 1.161288 1.401629 1.394491 1.628323 1.732097 1.58137 -1.68784 -0.62896 0.867198 0.999997 0.999986 1 1 1
5205 19672 BG065084 reticulocalbin Rcn 0.900356 0.891557 0.895995 0.797156 0.878671 1.020029 0.944353 1.054269 0.424862 0.615616 0.527993 0.999103 0.792071 -3.249 -1.41354 -1.6602
5212 20588 BG065090 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 1Smarcc1 0.970843 1.02611 1.145996 1.045138 1.112385 1.091518 1.129869 0.992267 -2.89219 -3.06323 0.819042 -2.21168 0.390672 -0.15033 0.668576 -3.5388
5213 71955 BG065091 RIKEN cDNA 2400003C14 gene2400003C14Rik0.960082 0.947066 1.036451 1.075909 1.006121 1.071878 1.070258 1.217438 -2.29268 -1.55003 -2.55492 -0.60607 -3.55758 -0.76991 -0.84264 0.994902
5216 67071 BG065094 ribosomal protein S6 kinase polypeptide 6Rps6ka6 0.979334 0.96893 1.006251 1.075333 1.024816 1.103482 1.124802 1.045451 -3.00124 -2.34616 -3.53164 0.089915 -2.80025 0.750733 0.919254 -1.46794
5217 BG065095 0.984408 1.129518 0.990202 0.937479 0.88443 1.013543 0.996519 1.145168 -3.31345 0.870382 -3.47929 -0.60607 0.876547 -3.38538 -3.57621 0.939232
5219 101287 BG065097 0.964595 1.007171 1.085425 1.09362 1.039487 0.979316 1.019925 0.949794 -1.85404 -3.50745 0.564815 0.715273 -1.6602 -2.91455 -2.97998 -0.76991
5228 71844 BG065105 nucleoporin like 1 Nupl1 0.981836 1.073436 0.947384 0.951556 0.964665 0.954291 0.928703 1.037743 -3.17874 -0.18785 -1.06896 -1.33253 -2.21168 -1.5226 -0.04258 -2.15725
5235 104779 BG065112 expressed sequence AI315052AI315052 0.921372 0.905057 0.997448 0.898564 0.916007 0.856109 1.000799 1.098409 -0.18785 0.36701 -3.58532 0.518403 0.0086 0.952098 -3.59024 0.209826
5236 12035 BG065113 branched chain aminotransferase 1, cytosolicBcat1 0.990002 0.892515 0.984561 1.043037 0.938976 0.968659 0.995943 0.995242 -3.42373 0.943835 -3.19683 -1.38645 -0.09555 -2.15725 -3.56293 -3.55178
5239 13806 BG065116 enolase 1, alpha non-neuronEno1 0.989087 1.066939 0.952236 0.962042 0.993999 0.980084 0.844819 0.904583 -3.42373 -0.746 -1.35945 -2.02002 -3.54552 -3.10303 0.99549 0.682533
5244 68219 BG065121 cleavage and polyadenylation specific factor 5Cpsf5 0.98606 1.129053 1.06705 1.109069 1.09643 1.139453 1.050434 1.209558 -3.35779 0.870382 -0.56084 0.675617 0.446802 0.923279 -1.46794 0.998496
5246 226414 BG065123 aspartyl-tRNA synthetase Dars 0.990867 1.078076 0.966584 1.034516 0.976067 0.923566 1.034147 1.116392 -3.50745 -0.32543 -2.52935 -2.55492 -3.0222 -0.15033 -2.55492 0.661406
5247 76025 BG065124 DNA segment, Chr 11, Brigham & Women's Genetics 0554 expressedD11Bwg0554e 1.00543 1.010999 1.021234 1.051847 0.954295 1.145586 1.153506 1.03221 -3.57621 -3.32862 -3.37179 -2.47772 -2.63059 -0.16899 0.446802 -3.12245
5248 67144 BG065125 RIKEN cDNA 2610040E16 gene2610040E16Rik0.961328 1.025655 1.003823 0.99133 0.95109 0.939287 0.987021 1.008516 -1.41354 -2.52935 -3.56293 -3.44723 -0.65202 0.057983 -3.28197 -3.45834
5251 26399 BG065128 mitogen activated protein kinase kinase 6Map2k6 1.101384 0.868217 0.947447 1.033155 1.061789 1.043243 1.083442 -1.5226 -1.3057 -3.14155 -2.37274 -3.04286 -2.80025 -3.35779 NA
5252 BG065129 0.93065 1.052911 1.029134 0.949881 0.968322 0.885786 0.996277 1.038158 0.151422 -0.91678 -2.47772 -0.91678 -2.23877 0.950804 -3.56782 -1.88175
5253 19042 BG065130 protein phosphatase 1A, magnesium dependent, alpha isoformPpm1a 0.987685 0.967099 0.866019 0.895204 0.971124 0.970196 0.948983 0.958561 -3.29789 -1.85404 0.997797 0.962415 -2.18451 -2.10253 -0.45099 -1.14685
5256 12464 BG065133 chaperonin subunit 4 (delta)Cct4 0.948919 1.029121 0.933722 0.981008 0.870014 0.964024 1.072733 1.025281 -3.06323 -3.249 -2.68011 -3.50745 -0.26528 -3.19683 -2.58032 -3.39858
5257 27756 BG065134 LSM2 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm2 0.914103 1.048119 1.005973 1.05585 0.941224 0.979388 0.942608 1.010036 0.857226 -0.69867 -3.51596 -0.22617 0.105585 -2.75285 0.04172 -3.38538
5260 14083 BG065137 PTK2 protein tyrosine kinase 2Ptk2 1.014828 1.00179 1.014679 1.000071 0.939084 0.985832 0.99991 0.981286 -3.26566 -3.58532 -3.26566 -3.59117 -0.22617 -3.28197 -3.59117 -3.06323
5263 97532 BG065140 RIKEN cDNA C230084J24 geneC230084J24Rik1.089508 1.088452 0.997616 0.943598 1.033084 0.924913 0.942208 0.940497 0.573644 0.555837 -3.58275 -0.49437 -2.21168 0.36701 -0.42958 -0.32543
5267 22596 BG065144 X-ray repair complementing defective repair in Chinese hamster cells 5Xrcc5 1.002883 1.046501 0.994756 0.964442 0.925216 0.952007 0.973183 1.002848 -3.58532 -2.26578 -3.57225 -2.70457 -0.72225 -2.07508 -3.06323 -3.58532
5270 67045 BG065147 RIKEN cDNA 2010110K24 gene2010110K24Rik0.623308 0.800755 1.681075 0.974219 0.673865 -2.07508 -0.16899 -1.60503 -3.52402 -2.8236 NA NA
5271 71330 BG065148 regulator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 1Rcbtb1 1.026339 1.082172 1.095641 1.005725 0.925452 0.959302 1.063644 1.086342 -2.91455 -0.07769 0.330185 -3.55758 -0.84264 -2.04757 -0.8672 0.074048
5273 BG065150 0.92708 1.004517 1.170796 1.074296 0.92475 0.874522 0.908694 1.058386 -1.7155 -3.58275 0.498752 -1.85404 -1.60503 0.089915 -0.96695 -2.39918
5278 67134 BG065155 nucleolar protein 5A Nol5a 0.93738 1.1917 1.381559 1.160681 0.971171 0.965633 0.943456 1.055135 -2.26578 0.508657 0.997255 0.209826 -3.28197 -3.16031 -2.47772 -2.63059
5292 68278 BG065169 DEAD (Asp-Glu-Ala-Asp) box polypeptide 39Ddx39 1.039034 0.94589 1.062092 1.113411 1.163447 1.132258 0.812394 1.004531 -2.77667 -2.04757 -1.82632 -0.02532 0.7451 0.36701 0.974456 -3.57972
5295 11740 BG065172 solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 5Slc25a5 1.031185 0.750008 0.971454 0.988434 1.014152 1.123819 0.897352 1.040246 -3.35779 0.939232 -3.37179 -3.55758 -3.5388 -1.12076 -1.35945 -3.19683
5298 99982 BG065175 RIKEN cDNA 1810043O07 gene1810043O07Rik0.951531 0.997044 1.049012 1.037103 0.992026 1.017726 0.936851 1.087611 -0.67526 -3.57621 -0.794 -1.6602 -3.46903 -3.04286 0.181009 0.721465
5302 18970 BG065179 polymerase (DNA directed), betaPolb 0.949352 0.913988 0.989726 0.89387 0.767065 0.962409 0.877323 1.053814 -2.80025 -1.6326 -3.55758 -0.94179 0.946725 -3.14155 -0.45099 -2.80025
5304 72455 BG065181 0.924092 1.001717 0.935533 0.909741 1.011862 0.99604 0.920993 1.192594 -1.5226 -3.59024 -1.99243 -0.94179 -3.53164 -3.58532 -1.38645 0.733506
5305 224912 BG065182 crumbs homolog 3 (Drosophila)Crb3 0.941584 0.815445 0.958702 0.935749 0.975798 1.016151 0.899243 1.088274 -0.18785 0.999981 -1.88175 0.105585 -2.65545 -3.16031 0.915038 0.661406
5307 78656 BG065184 bromodomain containing 8 Brd8 0.956747 0.978821 1.036005 1.036555 1.039668 1.020817 0.945957 1.244172 -1.0948 -2.80025 -1.77089 -1.7155 -1.49524 -2.86958 -0.32543 0.999998
5308 74022 BG065185 RIKEN cDNA 3930401K13 gene3930401K13Rik0.951791 1.042389 1.081752 1.023595 0.994409 1.0189 0.945064 1.14731 -0.794 -1.35945 0.537427 -2.70457 -3.53164 -3.00124 -0.36651 0.992885
5310 67817 BG065187 1.093025 1.130227 1.185956 1.049071 1.105836 1.077671 0.853199 1.150519 0.518403 0.925222 0.997422 -1.33253 0.733506 0.089915 0.993693 0.976516
5311 14734 BG065188 glypican 3 Gpc3 0.923372 1.098881 1.063301 0.907047 0.913064 0.936032 0.865056 1.084137 -2.12993 -1.68784 -2.65545 -1.60503 -1.7986 -2.52935 -0.32543 -2.10253
5313 11534 BG065190 adenosine kinase Adk 0.842955 0.858251 0.941296 0.872736 1.007316 1.088007 0.933506 0.807402 -0.16899 -0.5385 -2.84672 -0.91678 -3.57972 -2.26578 -2.65545 0.446802
5314 BG065191 1.013197 0.952628 0.918675 0.875201 0.827699 0.797947 0.817334 0.903047 -3.37179 -1.41354 0.330185 0.949477 0.998945 0.999939 0.999593 0.702538
5322 217216 BG065198 cDNA sequence BC030867BC030867 0.954605 1.010968 0.970654 0.872661 0.847131 0.946393 0.837119 1.106727 -3.00124 -3.55758 -3.3434 -0.45099 0.151422 -2.80025 0.330185 -1.41354
5323 BG065199 0.908872 0.976235 0.995047 0.955758 0.838743 0.948281 0.864418 0.980049 -2.02002 -3.46903 -3.58532 -3.17874 -0.15033 -3.0222 -0.746 -3.50745
5325 83797 BG065201 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 1Smarcd1 0.910329 0.942502 1.050847 0.873298 0.918181 0.938556 1.069279 0.918465 0.402241 -1.01768 -1.5775 0.921289 0.151422 -0.794 -0.60607 0.136338
5326 267019 BG065202 ribosomal protein S15a Rps15a 1.022811 0.937618 1.133935 1.136166 1.161294 1.275217 1.165043 1.273263 -3.23196 -1.35945 0.599256 0.631419 0.846597 0.998677 0.867198 0.998544
5328 BG065204 0.949897 0.990434 1.013956 0.949561 0.880371 1.036289 0.884693 1.147176 -2.26578 -3.5388 -3.47929 -2.26578 0.378929 -2.89219 0.291734 0.546708
5330 20648 BG065206 syntrophin, acidic 1 Snta1 1.001434 1.045034 1.058318 1.096158 1.064351 1.136029 1.122533 1.177337 -3.58907 -2.07508 -1.35945 0.166312 -1.06896 0.810412 0.675617 0.969819
5332 51792 BG065208 protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65), alpha isoformPpp2r1a 0.93786 0.984536 1.048528 1.071809 1.03122 0.972969 0.98024 1.002124 0.527993 -2.97998 -0.28513 0.675617 -1.6602 -1.99243 -2.65545 -3.57972
5333 72584 BG065209 cullin 4B Cul4b 1.076124 1.001579 0.980761 0.964796 0.991472 0.920564 0.920973 0.986259 -1.3057 -3.58907 -3.37179 -2.89219 -3.54552 -0.91678 -0.94179 -3.47929
5334 244672 BG065210 RIKEN cDNA 3230401L03 gene3230401L03Rik 1.215992 1.0198 0.850514 0.913394 0.971158 0.97589 0.851979 1.106871 0.304734 -3.4985 -0.24562 -2.02002 -3.39858 -3.45834 -0.26528 -1.7155
5336 18972 BG065212 polymerase (DNA directed), delta 2, regulatory subunitPold2 1.031088 1.001552 1.02237 0.896943 0.880758 0.926556 0.851052 0.950437 -2.93663 -3.58907 -3.23196 0.317551 0.646678 -0.76991 0.91717 -1.99243
5341 69465 BG065217 0.931125 0.962494 0.988936 1.086207 0.982206 1.026185 0.938131 1.051666 0.237881 -1.7155 -3.38538 0.582327 -3.08328 -2.60555 -0.07769 -0.84264
5342 57376 BG065218 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily e, member 1Smarce1 0.935678 0.972006 1.023681 0.960008 0.893895 0.934287 0.890593 0.976875 0.702538 -1.7155 -2.21168 -0.58337 0.996366 0.733506 0.997579 -2.21168
5343 13039 BG065219 cathepsin L Ctsl 1.016911 0.999583 0.944833 0.800903 0.884884 0.757708 0.777191 0.720185 -3.4985 -3.59117 -2.65545 0.823226 -0.62896 0.966305 0.925222 0.994064
5346 19329 BG065222 RAB17, member RAS oncogene familyRab17 0.906559 0.808817 0.871516 0.846178 0.852186 1.003469 0.841935 0.952046 -1.19936 0.827326 -0.09555 0.424862 0.317551 -3.58743 0.488688 -2.80025
5348 70093 BG065224 RIKEN cDNA 2310012M18 gene2310012M18Rik0.933636 0.934812 0.995833 0.986914 0.959317 1.009792 0.89957 1.095365 -1.46794 -1.5226 -3.57972 -3.48911 -2.65545 -3.53164 -0.06003 -0.5385
5349 73836 BG065225 solute carrier family 35, member B1Slc35b1 0.969722 0.881184 0.934713 0.931263 0.834094 1.028359 0.942972 1.047452 -3.23196 -0.16899 -2.07508 -1.93714 0.708965 -3.28197 -2.39918 -2.80025
5350 BG065226 0.964108 1.005423 1.057776 0.921291 0.955217 0.955622 0.881908 1.100908 -2.60555 -3.56782 -1.60503 -0.38734 -2.12993 -2.15725 0.695991 0.105585
5355 19876 BG065230 roundabout homolog 1 (Drosophila)Robo1 0.937363 1.003753 1.011458 1.037365 1.028444 1.126843 1.008553 1.11638 -2.55492 -3.58743 -3.55178 -3.23196 -3.37179 -0.94179 -3.57225 -1.19936
5356 93836 BG065231 ring finger 111 Rnf111 0.964235 0.974448 0.958216 0.922662 0.995415 0.940675 0.871596 1.156074 -2.84672 -3.19683 -2.60555 -0.96695 -3.57972 -1.7986 0.573644 0.675617
5357 98999 BG065232 expressed sequence AI481105AI481105 0.951354 0.99121 0.966097 0.916836 0.900203 0.969162 0.85646 1.087965 -2.63059 -3.55758 -3.10303 -1.27896 -0.65202 -3.17874 0.478462 -1.35945
5358 67797 BG065233 RIKEN cDNA 6530403A03 gene6530403A03Rik0.967508 1.000227 0.925404 0.844304 0.891332 0.971124 0.911252 1.146214 -2.77667 -3.59117 -0.60607 0.956969 0.527993 -2.93663 -0.02532 0.801426
5359 67815 BG065234 SEC14-like 2 (S. cerevisiae)Sec14l2 1.327807 1.286659 0.900766 1.089919 0.766083 0.808416 1.039272 0.921323 0.7451 0.537427 -2.04757 -2.47772 0.646678 0.12106 -3.3434 -2.55492
5360 56307 BG065235 methionine aminopeptidase 2Metap2 0.983549 1.087428 1.101518 1.143441 1.107319 0.9831 0.986554 1.016656 -2.89219 0.910625 0.972227 0.999469 0.983303 -2.84672 -3.10303 -2.89219
5361 23872 BG065236 E26 avian leukemia oncogene 2, 3' domainEts2 0.852656 0.962827 1.089538 0.924858 1.174381 0.896563 0.976778 1.171284 0.915038 -2.60555 -0.34587 -0.65202 0.921289 0.354913 -3.17874 0.910625
5363 269424 BG065238 Jade1 PHD finger protein Jade1 1.027109 0.917398 0.893139 0.887156 0.897451 0.873292 0.803564 0.93059 -3.0222 -0.20691 0.527993 0.631419 0.424862 0.810412 0.997727 -0.794
5365 18999 BG065240 POU domain, class 5, transcription factor 1Pou5f1 0.938434 0.95384 0.936462 0.919253 0.885217 0.954332 0.830871 0.947554 -2.45168 -2.91455 -2.39918 -1.7986 -0.62896 -2.93663 0.555837 -2.72882
5366 102774 BG065241 Bardet-Biedl syndrome 4 homolog (human)Bbs4 0.930311 0.937294 0.96183 0.967207 0.880051 0.995784 0.924553 1.112566 -1.93714 -2.21168 -3.04286 -3.17874 -0.16899 -3.58532 -1.7155 -0.76991
5369 BG065244 0.98674 0.908385 0.994192 1.00641 0.921995 1.060722 0.99259 0.998614 -3.4985 -0.56084 -3.57225 -3.56782 -1.12076 -2.04757 -3.56293 -3.59024
5370 BG065245 glycosylation dependent cell adhesion molecule 1Glycam1 1.059568 1.132127 0.94068 0.947803 0.902925 0.864449 0.754311 0.889198 -1.49524 0.695991 -1.3057 -1.7155 0.291734 0.882449 0.99996 0.599256
5371 71732 BG065246 vacuolar protein sorting 11 (yeast)Vps11 0.979276 1.024632 0.969841 1.026207 1.02737 1.035588 1.077732 1.059737 -3.08328 -3.26566 -2.58032 -2.84672 -2.77667 -2.31948 -0.06003 -0.89191
5372 69882 BG065247 RIKEN cDNA 2010321M09 gene2010321M09Rik0.953915 1.054102 1.130568 1.104373 1.01151 0.996649 0.914827 1.025008 -1.22579 -0.8672 0.949477 0.782337 -3.39858 -3.57225 0.615616 -2.75285
5373 BG065248 0.966659 1.0434 1.063134 1.164007 1.085951 1.163803 0.917466 1.103012 -3.23196 -3.04286 -2.52935 0.057983 -1.85404 0.057983 -1.74319 -1.35945
5377 170791 BG065252 RNA-binding region (RNP1, RRM) containing 2Rnpc2 0.984884 1.053005 0.995003 1.021146 1.090888 0.918504 0.92211 1.082979 -3.19683 -0.67526 -3.54552 -2.86958 0.715273 0.675617 0.599256 0.564815
5379 111175 BG065254 peroxisomal trans-2-enoyl-CoA reductasePecr 0.944656 0.877716 0.937853 1.006483 0.87161 0.96027 0.838254 0.889361 -2.84672 -0.81824 -2.65545 -3.57972 -0.65202 -3.19683 0.136338 -1.17305
5380 18991 BG065255 POU domain, class 3, transcription factor 1Pou3f1 0.940373 0.878049 0.92791 0.970576 0.72803 0.951333 0.81269 1.038754 -2.89219 -1.19936 -2.60555 -3.41136 0.921289 -3.12245 0.251624 -3.31345
5385 67278 BG065260 RIKEN cDNA 2900092E17 gene2900092E17Rik 0.95021 1.032024 1.009702 0.953087 0.933696 0.997426 0.973001 1.044966 -1.4407 -2.50361 -3.47929 -1.46794 -0.30518 -3.58275 -2.75285 -1.7155
5387 97541 BG065262 glutaminyl-tRNA synthetaseQars 0.961411 0.944929 1.002838 1.084766 0.976957 0.970112 0.917626 1.089385 -1.41354 -0.22617 -3.57621 0.675617 -2.65545 -2.12993 0.756259 0.750733
5389 18174 BG065264 solute carrier family 11 (proton-coupled divalent metal ion transporters), member 2Slc11a2 0.95585 1.014977 1.08727 0.937654 0.855503 0.877819 0.925046 0.938324 -2.77667 -3.4985 -1.55003 -2.07508 0.518403 0.057983 -1.5775 -2.10253
5391 16772 BG065266 laminin, alpha 1 Lama1 0.922944 0.987906 1.008939 1.122754 1.029696 0.989641 0.954591 1.235325 -0.89191 -3.4985 -3.5388 0.251624 -3.06323 -3.52402 -2.39918 0.983303
5393 20997 BG065267 brachyury T 0.923502 0.876018 0.998635 0.922632 0.848102 0.993398 0.923243 0.969057 -1.4407 0.166312 -3.59024 -1.41354 0.654108 -3.57225 -1.4407 -3.16031
5394 66358 BG065268 RIKEN cDNA 2310004I24 gene2310004I24Rik 0.892855 0.923911 0.928101 0.952337 0.915539 0.989024 0.938875 1.1778 0.12106 -0.746 -1.04326 -2.21168 -0.51634 -3.47929 -1.46794 0.842902
5395 BG065269 0.993542 1.188909 1.190472 1.127728 1.18567 0.901403 1.044072 1.187012 -3.52402 0.99916 0.999238 0.949477 0.998945 0.853758 -1.4407 0.999043
5397 52187 BG065270 Ras-related GTP binding DRragd 0.913853 1.09723 1.016592 0.901988 1.035812 0.914633 0.998321 1.093962 -1.25232 -1.14685 -3.47929 -0.81824 -3.10303 -1.27896 -3.59024 -1.25232
5400 BG065273 1.030927 1.254225 1.163936 1.321527 1.068607 0.935047 0.91109 1.10703 -3.0222 0.992668 0.792071 0.999535 -1.46794 -1.4407 -0.36651 -0.09555
5403 27205 BG065276 podocalyxin-like Podxl 0.971073 1.00476 1.101246 0.963997 1.002197 1.019464 1.013214 1.188208 -2.8236 -3.58907 0.317551 -2.45168 -3.58743 -3.249 -3.42373 0.984237
5404 76936 BG065277 heterogeneous nuclear ribonucleoprotein MHnrpm 1.001264 1.048211 1.077358 1.036375 1.151983 0.942316 0.90937 1.07275 -3.58907 -1.25232 0.209826 -2.02002 0.986752 -0.47259 0.721465 0.04172
5408 55982 BG065280 PAX interacting (with transcription-activation domain) protein 1Paxip1 1.012113 1.260286 1.14102 1.08663 0.926929 0.981668 1.003727 1.01674 -3.21457 1 0.999309 0.903616 0.823226 -2.72882 -3.55178 -2.89219
5409 63985 BG065281 glia maturation factor, beta Gmfb 0.991276 1.263566 1.130404 1.148969 0.955319 0.950959 1.001506 1.030821 -3.4985 0.999957 0.89083 0.958113 -1.6326 -1.35945 -3.58907 -2.58032
5424 72503 BG065294 RIKEN cDNA 2610507B11 gene2610507B11Rik1.117909 1.029224 1.050358 1.010556 0.95606 0.986648 0.862538 1.033927 -0.96695 -3.32862 -2.89219 -3.55758 -3.00124 -3.53164 -0.06003 -3.249
5425 24044 BG065295 secretory carrier membrane protein 2Scamp2 0.945726 1.065416 1.014436 0.957155 0.885617 0.976401 0.908601 1.094089 -2.07508 -1.74319 -3.46903 -2.58032 0.265181 -3.26566 -0.45099 -0.65202
5426 229543 BG065296 expressed sequence C77668C77668 0.95792 0.955456 1.003014 0.976959 0.877841 0.967078 0.932023 1.004428 -2.65545 -2.55492 -3.58532 -3.28197 0.402241 -3.00124 -1.49524 -3.57972
5427 13361 BG065297 dihydrofolate reductase Dhfr 0.979792 0.950061 0.897767 0.959844 0.906191 1.02524 0.86624 1.103977 -3.39858 -2.50361 -0.40836 -2.84672 -0.69867 -3.29789 0.413637 -0.69867
5428 20662 BG065298 Son of sevenless homolog 1 (Drosophila)Sos1 0.965902 1.018796 0.977789 0.816703 0.803067 0.874792 0.796013 1.057183 -3.14155 -3.45834 -3.39858 0.835276 0.903616 -0.02532 0.927121 -2.52935
5429 67781 BG065299 interleukin enhancer binding factor 2Ilf2 0.920519 1.054542 1.070785 1.040788 0.985483 1.086506 0.936278 1.133346 -0.56084 -1.93714 -1.19936 -2.55492 -3.43569 -0.56084 -1.3057 0.582327
5431 13018 BG065301 CCCTC-binding factor Ctcf 0.958327 1.017057 1.142567 1.05115 1.115583 0.956676 0.947848 1.122634 -0.51634 -2.84672 0.99955 -0.00826 0.9935 -0.38734 0.195513 0.996689
5434 69577 BG065303 RIKEN cDNA 2310010B21 gene2310010B21Rik0.998164 1.082297 1.084871 0.965488 1.003104 1.006496 0.980288 1.086738 -3.58907 -0.89191 -0.76991 -2.84672 -3.58532 -3.56293 -3.32862 -0.72225
5435 13340 BG065304 solute carrier family 29 (nucleoside transporters), member 2Slc29a2 1.027519 1.080414 1.018493 0.955287 1.000438 0.967524 0.994494 1.060347 -3.10303 -0.84264 -3.35779 -2.31948 -3.59094 -2.86958 -3.56782 -1.7155
5440 14155 BG065308 feminization 1 homolog b (C. elegans)Fem1b 0.962028 1.057276 1.201413 0.950015 1.050255 0.948558 0.842605 1.165506 -2.23877 -1.25232 0.995205 -1.49524 -1.6326 -1.41354 0.98952 0.968107
5446 11364 BG065314 acetyl-Coenzyme A dehydrogenase, medium chainAcadm 1.076544 0.9915 1.01243 0.942603 0.98484 0.970915 1.03338 0.926508 -2.18451 -3.56782 -3.54552 -2.84672 -3.51596 -3.32862 -3.26566 -2.10253
5449 BG065317 0.911657 0.984694 1.028202 0.76726 0.798493 0.934344 0.966467 1.044715 -0.56084 -3.44723 -3.16031 0.997997 0.986361 -1.55003 -2.95845 -2.58032
5450 380616 BG065318 hypothetical gene supported by NM_133921na 0.983448 1.106111 0.94018 0.954861 1.03654 0.747696 0.980446 1.150344 -3.43569 -0.28513 -1.82632 -2.50361 -2.89219 0.999451 -3.37179 0.582327
5451 101943 BG065319 RIKEN cDNA 1810061H24 gene1810061H24Rik0.936937 1.000083 1.04934 0.992818 0.952947 1.031451 0.908078 1.100303 -1.99243 -3.59117 -2.63059 -3.56782 -2.63059 -3.16031 -0.81824 -0.8672
5459 56321 BG065327 apoptosis antagonizing transcription factorAatf 0.927954 0.963271 0.998475 0.937489 0.905137 1.017489 0.937677 1.114951 -2.04757 -3.14155 -3.59024 -2.37274 -1.22579 -3.48911 -2.39918 -0.94179
5463 13667 BG065330 eukaryotic translation initiation factor 2B, subunit 4 deltaEif2b4 0.962569 1.004498 1.144667 1.101413 1.016402 0.869451 0.956776 1.034549 -2.39918 -3.57225 0.867198 0.291734 -3.3434 0.896117 -2.07508 -2.60555
5464 BG065331 0.927252 0.984517 1.019656 1.010601 0.983838 0.931906 0.872486 1.122255 -0.62896 -3.38538 -3.26566 -3.46903 -3.37179 -0.8672 0.814771 0.555837
5467 17118 BG065334 myristoylated alanine rich protein kinase C substrateMarcks 1.019846 0.822101 1.025453 0.943966 0.832451 0.800077 0.980849 1.414954 -3.38538 0.923279 -3.26566 -2.12993 0.87953 0.974456 -3.39858 0.999932
5472 54711 BG065339 pleiomorphic adenoma gene-like 2Plagl2 0.926343 0.988292 1.02955 0.9315 0.997341 1.025854 0.932531 1.108833 -0.89191 -3.4985 -3.0222 -1.14685 -3.58532 -3.16031 -1.19936 0.057983
5476 68537 BG065343 mitochondrial ribosomal protein L13Mrpl13 0.980399 1.039498 1.012155 1.064342 1.148514 1.056619 1.067764 1.205451 -3.08328 -1.93714 -3.39858 -0.47259 0.974456 -0.8672 -0.30518 0.999309
5477 56399 BG065344 A kinase (PRKA) anchor protein 8Akap8 0.920375 1.061972 1.026182 0.847579 1.019764 1.005914 0.859046 1.13398 -0.58337 -1.60503 -3.12245 0.915038 -3.32862 -3.56782 0.850215 0.573644
5479 224105 BG065345 p21 (CDKN1A)-activated kinase 2Pak2 0.947134 1.018814 1.044064 0.943495 1.099148 0.895087 0.91699 1.078523 -0.96695 -3.14155 -1.68784 -0.746 0.615616 0.839128 0.435917 0.089915
5484 93692 BG065350 glutaredoxin 1 (thioltransferase)Glrx1 0.975577 0.954713 1.003307 0.892527 0.936805 1.12307 1.07672 0.95539 -3.10303 -2.10253 -3.58275 0.518403 -1.14685 0.564815 -0.72225 -2.15725
5485 72053 BG065351 RIKEN cDNA 2010008E23 gene2010008E23Rik0.930452 0.997673 0.931866 0.934944 0.845559 0.971007 0.89213 1.035803 -1.6602 -3.58907 -1.7155 -1.85404 0.727542 -3.19683 -0.18785 -3.0222
5487 72611 BG065353 RIKEN cDNA 2700038I16 gene2700038I16Rik 0.88517 0.926737 0.933355 1.025934 0.902998 0.917977 0.862019 1.163994 0.468074 -0.94179 -1.25232 -3.16031 0.0086 -0.56084 0.801426 0.823226
5488 109229 BG065354 RIKEN cDNA C030004A17 geneC030004A17Rik1.001551 0.984803 1.06637 1.097255 0.94615 1.010511 0.968778 1.039429 -3.58743 -3.26566 -0.24562 0.668576 -0.746 -3.43569 -2.31948 -1.85404
5492 109333 BG065357 RIKEN cDNA 6030436C20 gene6030436C20Rik1.040868 1.177095 1.063696 1.058922 1.048668 1.060932 1.131578 1.05916 -1.35945 0.999593 0.04172 -0.18785 -0.794 -0.09555 0.985546 -0.16899
5503 16795 BG065368 like-glycosyltransferase Large 0.985371 0.993603 0.913913 0.987204 0.895305 0.970127 0.929908 1.045976 -3.53164 -3.57972 -1.85404 -3.54552 -1.4407 -3.3434 -2.37274 -3.08328
5511 BG065375 0.949402 0.900514 0.884343 0.829079 0.854169 0.99443 0.851378 1.060548 -2.80025 -1.12076 -0.58337 0.582327 0.181009 -3.57972 0.237881 -2.58032
5525 104174 BG065387 glycine decarboxylase Gldc 1.024364 0.63989 0.656747 0.749129 0.731237 0.718278 0.894791 0.693292 -3.38538 0.999972 0.999914 0.984685 0.993693 0.99679 -0.81824 0.999186
5530 13030 BG065392 cathepsin B Ctsb 0.842297 1.001082 0.965424 1.04634 0.986677 0.869336 1.050052 1.066747 0.615616 -3.59094 -3.12245 -2.8236 -3.51596 0.136338 -2.72882 -2.18451
5534 56438 BG065393 ring-box 1 Rbx1 1.043435 0.958286 1.061636 1.077428 1.148604 0.992883 1.03926 1.113996 -1.25232 -1.25232 -0.15033 0.446802 0.994242 -3.4985 -1.5775 0.934286
5539 50797 BG065398 coatomer protein complex, subunit beta 2 (beta prime)Copb2 1.024094 1.037113 1.106284 1.010631 1.10678 1.062681 0.957061 1.159555 -2.4255 -1.33253 0.962415 -3.32862 0.963425 0.27855 -0.72225 0.999606
5543 69131 BG065401 RIKEN cDNA 1810022J16 gene1810022J16Rik 0.979338 1.06501 0.97576 0.873009 0.979046 0.96622 0.878945 1.147529 -3.35779 -1.85404 -3.26566 0.468074 -3.3434 -2.97998 0.342639 0.488688
5548 353499 BG065405 transmembrane channel-like gene family 4Tmc4 1.043088 1.049329 1.007634 0.969883 0.999733 0.772645 0.882973 0.917124 -2.65545 -2.39918 -3.55758 -3.06323 -3.59117 0.997167 0.330185 -0.76991
5551 13528 BG065407 dystrobrevin, beta Dtnb 1.010606 0.993121 0.995802 0.969326 0.889561 0.932499 0.956937 1.073601 -3.3434 -3.47929 -3.55178 -1.82632 0.990409 0.573644 -0.746 0.607506
5554 72674 BG065410 RIKEN cDNA 2810031L11 gene2810031L11Rik 0.947968 0.890858 0.977224 0.940807 0.910111 0.920462 0.880266 1.067826 -2.60555 -0.49437 -3.38538 -2.34616 -1.17305 -1.5775 -0.18785 -2.18451
5556 15260 BG065411 histone cell cycle regulation defective homolog A (S. cerevisiae)Hira 0.91584 0.933824 0.853367 0.941059 0.925045 0.965935 1.016376 1.043238 0.715273 0.181009 0.99859 -0.16899 0.488688 -1.90945 -3.16031 -1.35945
5557 74164 BG065412 nuclear transcription factor, X-box binding 1Nfx1 0.982854 0.916148 1.040278 1.054872 0.948738 0.977556 1.034493 1.027123 -3.08328 0.721465 -1.5226 -0.56084 -0.60607 -2.75285 -1.93714 -2.47772
5558 12041 BG065413 branched chain ketoacid dehydrogenase kinaseBckdk 0.939644 0.892823 0.940769 0.878301 0.887608 0.976804 0.903068 0.913328 -2.31948 -0.58337 -2.34616 -0.15033 -0.42958 -3.38538 -0.94179 -1.3057
5564 15356 BG065418 3-hydroxy-3-methylglutaryl-Coenzyme A lyaseHmgcl 0.805808 0.802313 0.918716 0.993143 1.057797 0.96525 1.032493 1.004653 0.564815 0.607506 -2.12993 -3.57972 -2.89219 -3.29789 -3.3434 -3.58532
5565 56218 BG065419 zinc finger protein 278 Zfp278 1.029613 1.142288 0.91071 0.883846 0.622001 1.022303 0.924526 0.971444 -3.0222 0.675617 -0.18785 0.537427 1 -3.249 -0.76991 -3.0222
5568 18424 BG065422 orthodenticle homolog 2 (Drosophila)Otx2 0.955488 0.982792 1.030708 0.935754 0.989118 0.998558 0.93429 0.987709 -0.89191 -3.0222 -2.10253 0.27855 -3.35779 -3.58743 0.342639 -3.29789
5571 14369 BG065424 frizzled homolog 7 (Drosophila)Fzd7 1.364006 2.111287 2.099184 2.465043 2.668896 2.138059 1.864298 1.475249 0.995205 1 1 1 1 1 1 0.999957
5576 66420 BG065429 polymerase (RNA) II (DNA directed) polypeptide EPolr2e 0.939684 0.932707 0.991394 0.998014 0.965685 1.031043 0.919101 1.023689 -0.30518 0.04172 -3.47929 -3.58532 -2.07508 -2.37274 0.518403 -2.8236
5581 27406 BG065432 ATP-binding cassette, sub-family F (GCN20), member 3Abcf3 0.940573 1.042113 0.970467 0.863549 0.886129 1.00713 0.927882 1.092692 -1.04326 -2.15725 -2.77667 0.940803 0.777323 -3.5388 -0.36651 0.136338
5582 99333 BG065433 1.00139 0.963562 0.954232 0.87497 0.876385 0.885201 0.783516 0.962316 -3.58743 -1.93714 -1.25232 0.976516 0.973732 0.948117 0.999998 -1.82632
5586 170750 BG065436 X-prolyl aminopeptidase (aminopeptidase P) 1, solubleXpnpep1 1.031893 0.942395 1.085013 1.163354 1.044876 1.010895 0.92694 0.98973 -2.58032 -0.89191 0.12106 0.976516 -1.82632 -3.45834 -0.09555 -3.46903
5587 65960 BG065437 twisted gastrulation homolog 1 (Drosophila)Twsg1 1.012385 1.041869 1.032582 1.039831 0.986929 1.054513 1.015593 1.068995 -3.42373 -2.04757 -2.58032 -2.18451 -3.39858 -1.33253 -3.32862 -0.58337
5590 66438 BG065440 RIKEN cDNA 1810073K19 gene1810073K19Rik1.042175 0.865038 0.923625 1.007718 0.950536 1.009254 1.028332 0.996 -1.4407 0.995205 0.527993 -3.58743 -0.76991 -3.44723 -2.4255 -3.56293
5591 209773 BG065441 RIKEN cDNA B930096L08 geneB930096L08Rik1.017556 0.977367 0.999081 0.910771 0.967213 0.946464 0.976315 0.962231 -3.16031 -2.86958 -3.59024 0.702538 -2.18451 -0.72225 -2.80025 -1.82632
5594 27225 BG065444 DEAD (Asp-Glu-Ala-Asp) box polypeptide 24Ddx24 0.952093 1.09238 1.045496 1.037992 0.996904 0.882547 1.004007 1.130421 -1.3057 0.468074 -1.60503 -2.07508 -3.57972 0.927121 -3.56782 0.915038
5598 108679 BG065448 COP9 (constitutive photomorphogenic) homolog, subunit 8 (Arabidopsis thaliana)Cops8 0.971963 1.044258 1.061205 1.066058 1.030434 0.981646 0.990254 0.95044 -1.82632 -0.51634 0.402241 0.564815 -1.68784 -2.72882 -3.32862 -0.00826
5599 74528 BG065449 RIKEN cDNA 8430406I07 gene8430406I07Rik 0.981622 0.968518 0.902337 0.962894 0.922352 0.870251 0.932877 0.981495 -2.8236 -1.68784 0.971445 -1.17305 0.823226 0.999213 0.607506 -2.8236
5600 BG065450 ESTs 0.873073 0.880796 0.687043 0.78573 0.755096 0.831353 0.653073 1.012133 0.546708 0.402241 0.999996 0.994242 0.999238 0.925222 1 -3.50745
5602 14232 BG065452 FK506 binding protein 8 Fkbp8 0.915178 1.01478 0.974731 1.083455 0.966152 0.853829 1.045822 0.942671 -1.49524 -3.51596 -3.35779 -1.77089 -3.17874 0.317551 -2.91455 -2.47772
5603 17909 BG065453 myosin X Myo10 0.919194 1.032499 0.915091 0.905609 0.708081 0.774604 0.884972 1.097646 0.195513 -2.55492 0.330185 0.573644 1 0.999986 0.863945 0.446802
5606 216705 BG065456 expressed sequence AI642036AI642036 1.022035 1.095811 1.002992 1.031518 1.018369 0.926574 1.051111 1.228012 -2.75285 0.842902 -3.57225 -2.04757 -2.97998 0.582327 -0.60607 0.999995
5615 BG065464 0.976673 0.968814 0.944376 0.918654 0.874897 0.910148 0.925782 1.081223 -2.93663 -2.47772 -0.8672 0.342639 0.952098 0.564815 0.089915 0.12106
5616 BG065465 0.955114 1.074987 1.112688 0.856935 0.874541 0.83933 0.936949 1.098318 -2.55492 -1.4407 -0.18785 0.708965 0.435917 0.860621 -1.74319 -0.60607
5617 21859 BG065466 tissue inhibitor of metalloproteinase 3Timp3 1.037136 0.989713 1.058089 1.058015 1.072091 1.007607 0.995567 1.108211 -1.74319 -3.39858 -0.36651 -0.36651 0.251624 -3.48911 -3.55758 0.898673
5618 66310 BG065467 RIKEN cDNA 2810410M20 gene2810410M20Rik0.979969 0.919469 0.996414 1.022301 0.997642 1.004349 0.990812 0.97264 -2.84672 0.7451 -3.56782 -2.72882 -3.57972 -3.55178 -3.42373 -2.29268
5619 77591 BG065468 DEAD (Asp-Glu-Ala-Asp) box polypeptide 10Ddx10 0.989772 0.874805 1.008858 1.014654 0.94061 0.972167 0.997327 1.065265 -3.44723 0.96138 -3.48911 -3.31345 -0.56084 -2.63059 -3.58275 -0.45099
5624 12166 BG065473 bone morphogenetic protein receptor, type 1ABmpr1a 1.026511 0.968525 0.989723 0.992154 0.96694 1.015713 1.03504 1.007345 -2.93663 -2.65545 -3.47929 -3.52402 -2.58032 -3.3434 -2.52935 -3.5388
5628 76267 BG065477 RIKEN cDNA 0710001O03 gene0710001O03Rik0.917493 1.076496 0.834368 0.827456 0.600276 0.625662 0.727736 0.723493 -0.99224 -1.46794 0.863945 0.901172 1 1 0.999688 0.999769
5629 22273 BG065478 ubiquinol-cytochrome c reductase core protein 1Uqcrc1 0.893191 0.956475 0.920653 1.07635 1.038125 0.975482 1.129569 0.992959 -0.794 -2.95845 -1.77089 -2.07508 -3.14155 -3.38538 -0.5385 -3.57225
5633 56447 BG065480 coatomer protein complex, subunit zeta 1Copz1 0.945437 0.910041 0.92311 0.958175 0.811297 0.834838 0.834144 0.885185 -1.17305 0.402241 -0.02532 -1.9648 0.999309 0.994902 0.995205 0.835276
5635 17168 BG065482 alpha globin regulatory element containing geneMare 0.935685 0.955969 1.040817 1.035166 0.849616 0.822528 0.982296 1.058155 -1.4407 -2.23877 -2.65545 -2.86958 0.873498 0.969819 -3.38538 -1.90945
5636 81489 BG065483 DnaJ (Hsp40) homolog, subfamily B, member 1Dnajb1 0.962775 1.191416 1.141925 0.941921 1.112295 0.968096 1.09305 1.114249 -2.29268 0.991227 0.896117 -1.90945 0.623586 -2.60555 0.223948 0.654108
5639 13204 BG065486 DEAH (Asp-Glu-Ala-His) box polypeptide 15Dhx15 0.990151 1.063887 1.028423 1.089099 1.095691 0.97545 1.003205 1.021067 -3.45834 -0.49437 -2.63059 0.435917 0.582327 -2.8236 -3.57621 -3.0222
5645 23894 BG065492 general transcription factor II H, polypeptide 2Gtf2h2 0.972368 0.909771 0.98178 0.950431 0.968268 1.03074 0.935366 1.006227 -1.88175 0.964409 -2.75285 -0.02532 -1.49524 -1.6602 0.639115 -3.48911
5646 15525 BG065493 heat shock protein 4 Hspa4 1.020643 1.052745 1.147773 1.076626 1.027945 0.901012 1.041439 1.135372 -2.65545 -0.09555 0.999332 0.739358 -2.02002 0.979609 -0.8672 0.997866
5650 BG065497 0.996438 1.053225 0.898541 0.927337 0.888899 0.856918 0.951577 1.096799 -3.56782 -0.56084 0.937622 0.508657 0.972227 0.998799 -0.69867 0.827326
5653 68630 BG065500 0.939766 0.916879 0.98161 0.93762 0.892559 0.965816 0.918498 1.069422 -0.8672 0.181009 -3.23196 -0.746 0.7451 -2.45168 0.12106 -0.60607
5658 69456 BG065505 RIKEN cDNA 2310003A05 gene2310003A05Rik0.908786 0.927509 0.922348 0.964882 0.905521 1.012054 0.954382 1.027434 0.925222 0.668576 0.77221 -1.49524 0.943835 -2.8236 -0.62896 -2.21168
5664 75619 BG065510 RIKEN cDNA 2810421I24 gene2810421I24Rik 0.954979 1.0175 1.015089 1.010553 0.985485 1.003619 0.917902 0.954493 -1.77089 -3.26566 -3.35779 -3.46903 -3.35779 -3.57621 0.166312 -1.74319
5665 BG065511 0.986255 1.024782 1.040246 1.08751 1.047191 1.057438 1.024842 1.02727 -3.08328 -2.15725 -0.76991 0.919254 -0.26528 0.291734 -2.15725 -1.93714
5674 BG065519 0.9433 0.946661 1.006849 0.987489 0.918984 0.988383 0.973913 1.044238 0.237881 0.074048 -3.47929 -3.21457 0.87953 -3.26566 -2.12993 -0.67526
5675 20639 BG065520 U2 small nuclear ribonucleoprotein BSnrpb2 0.944163 0.968879 0.859132 0.89954 0.81586 0.915849 0.776938 1.026722 -1.38645 -2.75285 0.934286 0.468074 0.996477 -0.02532 0.999852 -3.00124
5678 108124 BG065523 N-ethylmaleimide sensitive fusion protein attachment protein alphaNapa 0.97428 1.003193 1.020571 1.00823 0.988283 0.955752 1.006303 0.968162 -2.21168 -3.56782 -2.68011 -3.43569 -3.26566 -0.58337 -3.4985 -1.6602
5681 16341 BG065525 eukaryotic translation initiation factor 3, subunit 6Eif3s6 1.062831 1.070495 1.049867 1.067346 1.094734 0.951125 1.092152 1.173602 -0.72225 -0.36651 -1.4407 -0.49437 0.446802 -1.35945 0.378929 0.98952
5683 98496 BG065527 expressed sequence AL024069AL024069 0.974994 0.778849 0.833284 0.889786 0.780394 0.788883 0.946199 0.944895 -2.72882 0.999998 0.999374 0.919254 0.999998 0.999995 -0.746 -0.67526
5687 76251 BG065531 RIKEN cDNA 0610007P08 gene0610007P08Rik0.936517 0.929026 0.795941 0.89358 0.967573 0.966916 0.914219 1.167851 -2.02002 -1.7155 0.956969 -0.36651 -3.12245 -3.10303 -1.12076 0.518403
5693 52551 BG065534 small glutamine-rich tetratricopeptide repeat (TPR)-containing, alphaSgta 1.038812 1.002479 0.982449 0.831168 0.852981 0.939573 0.982409 1.08477 -2.37274 -3.58532 -3.29789 0.992444 0.965369 -1.04326 -3.29789 -0.16899
5695 234664 BG065536 amyloid beta precursor protein binding protein 1Appbp1 0.942205 0.784462 0.814873 0.741569 0.726021 0.717807 0.820383 0.936867 -1.46794 0.999286 0.993301 0.999979 0.999995 0.999998 0.990121 -1.17305
5697 21762 BG065537 proteasome (prosome, macropain) 26S subunit, non-ATPase, 2Psmd2 0.980117 0.99584 1.012177 0.995234 0.889416 0.943383 1.011707 1.02294 -2.77667 -3.55178 -3.28197 -3.5388 0.987132 0.057983 -3.29789 -2.58032
5701 17024 BG065541 0.939688 0.884099 1.001371 1.02748 0.893952 0.931237 0.996291 0.976597 0.105585 0.987132 -3.58743 -2.34616 0.967217 0.446802 -3.56293 -2.60555
5709 55934 BG065545 retinitis pigmentosa 9 homolog (human)Rp9h 0.94339 0.969681 0.953091 0.902357 0.84375 0.910994 0.904745 1.05268 -1.6602 -2.93663 -2.15725 0.136338 0.939232 -0.15033 0.057983 -1.99243
5711 67393 BG065546 RIKEN cDNA 4930415K17 gene4930415K17Rik0.999382 1.006096 1.005024 1.03532 0.99945 1.011417 0.984192 0.910109 -3.59094 -3.56782 -3.57621 -2.89219 -3.59094 -3.50745 -3.43569 -0.36651
5712 75062 BG065547 splicing factor 3a, subunit 3, 60kDaSf3a3 0.947143 1.053277 1.040146 1.047185 1.004263 0.91816 1.013454 1.004919 0.025259 -0.11361 -1.01768 -0.49437 -3.54552 0.882449 -3.17874 -3.53164
5718 68842 BG065551 tubby like protein 4 Tulp4 0.975981 1.141226 1.036437 0.943679 0.815763 0.840449 0.956526 1.031785 -3.249 0.488688 -2.86958 -1.9648 0.967217 0.885305 -2.55492 -3.04286
5722 60532 BG065555 Wilms' tumour 1-associating proteinWtap 0.97928 0.89163 0.976503 0.901841 0.924666 0.849759 0.945716 0.96512 -2.80025 0.973732 -6.16396 0.871889 0.277896 0.999333 -1.45347 -4.32287
5728 99010 BG065558 expressed sequence AI505034AI505034 0.949094 0.965517 1.013011 0.904562 0.875272 0.878992 0.917064 0.971586 -4.65527 -6.36363 -7.92082 -0.58108 0.55444 0.466765 -1.45347 -6.92056
5740 329015 BG065569 cDNA sequence BC023754BC023754 0.86405 0.954765 0.79665 0.870779 0.830766 0.906132 0.983734 1.131206 0.71432 -5.37197 0.99573 0.593402 0.956822 -0.78966 -7.77483 0.246823
5744 12401 BG065573 serine (or cysteine) proteinase inhibitor, clade A, member 6Serpina6 1.214397 1.140713 0.997602 1.229046 1.222193 1.277287 1.132931 1.122041 -0.41719 -2.83533 -8.18473 -0.12869 -0.26657 0.501235 -3.19154 -3.66721
5750 56018 BG065578 START domain containing 10Stard10 0.902773 1.004446 0.968533 1.011508 1.004483 0.999969 0.979292 1.02325 0.685658 -8.1194 -5.48055 -7.77483 -8.1194 -8.18661 -6.92056 -6.65076
5751 20230 BG065579 special AT-rich sequence binding protein 1Satb1 0.960433 1.005858 1.258197 1.027987 1.108152 1.110907 1.202146 1.348274 -5.95867 -8.1301 0.995992 -7.04813 -0.60972 -0.47032 0.951672 0.999943
5758 19775 BG065586 xenotropic and polytropic retrovirus receptor 1Xpr1 0.974148 0.995475 1.07298 1.011059 0.966842 0.8717 0.84634 1.023319 -6.92056 -8.14874 -2.21364 -7.9422 -6.21444 0.786907 0.958026 -7.20986
5779 BG065602 1.030849 1.049952 0.95598 0.974552 0.93474 1.071186 1.121461 0.963259 -5.20794 -2.44609 -2.93571 -5.95867 -0.44357 -0.34025 0.93961 -4.10242
5780 12857 BG065603 cytochrome c oxidase subunit IV isoform 1Cox4i1 1.26684 0.946799 1.015109 0.996712 1.02303 1.065825 1.153528 1.115118 0.842506 -6.26455 -8.01908 -8.17911 -7.82681 -5.69543 -0.95039 -2.68699
5782 11431 BG065605 acid phosphatase 1, solubleAcp1 1.033047 1.02819 0.86357 0.957495 0.972346 0.955813 0.944026 1.017947 -5.80152 -6.36363 0.963592 -4.37817 -6.31428 -4.1574 -2.58966 -7.39756
5784 BG065607 0.999386 1.007505 1.121508 1.13568 1.045994 0.996288 0.947854 0.995976 -8.18614 -8.08182 0.293028 0.593402 -5.09798 -8.16368 -4.1574 -8.15667
5786 20873 BG065609 serine/threonine kinase 18 Stk18 0.909971 1.031724 0.929161 0.888897 0.86017 0.958578 0.966819 1.019706 -1.69299 -7.00618 -3.34811 -0.39118 0.544209 -6.16396 -6.83272 -7.71962
5791 14200 BG065614 four and a half LIM domains 2Fhl2 1.018775 1.138501 0.97287 0.912216 0.934812 0.921445 0.968895 1.036665 -7.28693 0.909145 -6.31428 0.181347 -1.41493 -0.31533 -5.80152 -5.26275
5798 BG065621 0.942238 1.135208 1.153514 1.23425 0.759625 0.935378 1.047348 0.971547 -5.48055 -0.91745 -0.29077 0.846486 0.987757 -4.877 -6.41257 -7.46785
5803 BG065626 expressed sequence C76256C76256 1.231793 1.315138 0.85944 1.948459 0.97949 1.850966 1.351286 1.345692 -0.49745 0.564471 -2.44609 0.999994 -8.01908 0.999971 0.758949 0.740644
5813 72162 BG065636 DEAH (Asp-Glu-Ala-His) box polypeptide 36Dhx36 0.912168 0.881717 0.892617 0.83581 0.785891 0.828299 0.869699 0.963166 -2.16821 -0.26657 -0.82101 0.807142 0.987381 0.865053 0.164266 -6.65076
5818 18605 BG065640 ectonucleotide pyrophosphatase/phosphodiesterase 1Enpp1 0.971863 0.977383 0.961345 0.945955 0.947917 1.036834 1.109619 1.121241 -4.37817 -5.48055 -2.35207 -0.26657 -0.47032 -2.88538 0.983948 0.994841
5820 17196 BG065642 myelin basic protein Mbp 1.002632 0.908485 0.984251 0.991021 1.035401 1.029517 1.113896 1.439932 -8.16976 -0.12869 -7.66125 -8.01908 -5.90657 -6.50918 0.336844 1
5827 51960 BG065648 DNA segment, Chr 1, ERATO Doi 8, expressedD1Ertd8e 0.987629 0.950943 1.023383 1.019677 1.00246 1.057765 1.119616 1.105359 -7.82681 -3.93816 -7.04813 -7.36136 -8.1749 -3.24349 0.544209 0.164266
5842 27398 BG065663 mitochondrial ribosomal protein L2Mrpl2 0.988857 0.844549 0.958644 1.051938 0.910599 0.989221 0.966318 0.921511 -7.71962 0.999397 -3.45365 -2.25943 0.685658 -7.74763 -4.71073 0.322499
5844 103502 BG065665 1.0019 0.996084 0.91196 0.962931 0.996009 1.003265 0.96861 1.087754 -8.16976 -8.1194 0.792137 -3.66721 -8.1194 -8.13988 -4.65527 0.620649
5856 235106 BG065676 neurotrimin Hnt 0.999479 1.048509 1.032281 1.011269 0.993014 0.946999 0.991027 1.018638 -8.18614 -3.61353 -5.69543 -7.82681 -8.05224 -2.68699 -7.96273 -7.24872
5867 223255 BG065687 serine/threonine kinase 24 (STE20 homolog, yeast)Stk24 0.949716 0.845812 0.854681 0.898756 0.845966 0.887153 0.956133 0.984542 -2.63816 0.997956 0.995155 0.786907 0.997956 0.911551 -3.56004 -7.43306
5868 22186 BG065688 ubiquitin A-52 residue ribosomal protein fusion product 1Uba52 0.968756 0.953638 0.949293 0.870018 0.890646 0.915304 0.978575 0.922627 -5.90657 -3.82931 -3.29568 0.93961 0.746878 -0.06435 -7.04813 -0.52495
5873 52069 BG065691 0.945146 1.096516 0.951601 0.871569 0.823292 0.800948 0.908814 0.940484 -2.44609 0.277896 -3.29568 0.956822 0.99949 0.999951 0.4048 -1.86049
5879 56199 BG065696 ATP-binding cassette, sub-family B (MDR/TAP), member 10Abcb10 1.022005 1.033265 1.079459 1.029708 1.025343 0.89463 1.022832 0.994276 -7.08948 -5.90657 -1.01745 -6.31428 -6.788 0.58395 -7.00618 -8.10778
5885 BG065702 0.922954 0.955276 0.839975 0.960234 0.665098 1.048831 0.829188 0.938397 -3.08841 -6.06197 0.746878 -6.46109 0.999998 -5.90657 0.850375 -4.54435
5888 BG065705 1.080796 1.372092 1.249992 1.330695 1.276707 1.334789 1.313904 1.525888 -2.49362 0.999969 0.991771 0.999789 0.997519 0.999822 0.999539 1
5889 BG065706 0.977403 0.881582 0.871905 0.805995 0.933803 0.874885 0.878368 0.905559 -7.53528 -0.04356 0.293028 0.974993 -3.72108 0.19814 0.074425 -1.33906
5891 BG065708 0.976554 0.828842 0.865415 0.882193 0.917102 0.89769 1.041845 1.034516 -6.83272 0.998084 0.956822 0.850375 -0.17327 0.593402 -4.71073 -5.64203
5908 98052 BG065723 expressed sequence C76683C76683 1.008847 1.017302 0.994519 0.960499 0.810494 0.882959 0.745438 0.794323 -8.06748 -7.74763 -8.13988 -6.01048 0.985328 0.214648 0.999894 0.995306
5909 BG065724 1.092094 0.888119 1.071552 1.143084 0.979114 0.918628 1.191336 0.917014 -3.66721 -1.69299 -5.04284 -0.95039 -7.82681 -3.88366 0.307895 -3.77511
5914 28030 BG065729 G elongation factor Gfm 1.034977 1.028416 0.931165 0.949354 0.885744 0.987166 0.917385 0.96684 -4.32287 -5.37197 0.036359 -1.69299 0.978404 -7.50193 0.637916 -4.43352
5930 211347 BG065744 pantothenate kinase 3 Pank3 1.121052 1.053527 0.929949 0.720727 0.900564 0.933074 0.987089 1.041832 -2.88538 -6.65076 -5.48055 0.983948 -3.45365 -5.64203 -8.08182 -7.20986
5943 BG065752 RIKEN cDNA 2310032M22 gene2310032M22Rik0.980434 0.964483 0.894323 0.955845 0.916461 0.954154 0.975773 1.042532 -6.06197 -2.83533 0.993966 -1.3768 0.918421 -1.15639 -5.09798 -1.90332
5950 216350 BG065758 transmembrane 4 superfamily member 3Tm4sf3 1.038653 0.902874 1.158943 1.115029 1.014625 0.954333 1.066555 0.898802 -6.36363 -0.98372 0.593402 -0.60972 -7.89858 -5.58841 -3.93816 -0.72812
5953 21928 BG065761 tumor necrosis factor, alpha-induced protein 2Tnfaip2 2.162153 5.516707 1.705725 3.070601 2.299272 1.666546 2.289555 1.789173 0.999998 1 0.998146 1 1 0.99647 1 0.99949
5961 56632 BG065766 sphingosine kinase 2 Sphk2 0.835802 0.89409 0.78158 1.011079 0.686026 1.042681 1.05175 0.96784 0.654492 -1.41493 0.974252 -8.06748 0.999949 -6.60403 -5.95867 -7.17036
5962 56494 BG065767 golgi SNAP receptor complex member 2Gosr2 0.941961 0.950618 0.97304 0.997267 0.840238 0.852027 0.85525 1.016936 -1.12105 -2.21364 -5.7486 -8.15667 0.999693 0.998827 0.998372 -7.17036
5963 68756 BG065768 RIKEN cDNA 1110048B16 gene1110048B16Rik1.102667 1.794663 1.1127 1.487799 0.92672 1.271432 0.990287 1.080347 -1.69299 1 -1.12105 0.999998 -3.34811 0.988123 -8.06748 -3.24349
5966 22003 BG065771 tropomyosin 1, alpha Tpm1 0.953725 1.000505 1.04881 1.231342 1.397736 1.357254 1.223953 1.435396 -5.31743 -8.18614 -5.26275 0.984882 0.999993 0.999956 0.979031 0.999999
5967 BG065772 0.981406 1.112718 1.177213 1.183252 1.151343 1.005778 1.022127 1.159048 -7.04813 0.825632 0.998021 0.998748 0.986994 -8.06748 -6.697 0.9925
5972 227334 BG065777 RIKEN cDNA B230215L03 geneB230215L03Rik
5982 BG065786 0.952228 0.951518 0.851656 0.884946 0.880822 0.878402 0.912022 0.872327 -4.93234 -4.877 0.881552 0.322499 0.442672 0.501235 -1.01745 0.62937
5990 26446 BG065793 proteasome (prosome, macropain) subunit, beta type 3Psmb3 0.9977 1.015617 0.992788 1.020541 1.05618 1.060002 1.020337 1.07281 -8.1749 -7.5679 -8.05224 -7.17036 -2.93571 -2.49362 -7.17036 -1.26479
5993 BG065796 0.950876 1.006294 0.954097 0.737019 0.933733 0.88049 0.90324 1.01112 -6.60403 -8.13988 -5.90657 0.932579 -6.16396 -3.61353 -1.53173 -7.28693
5996 BG065799 cadherin 23 (otocadherin) Cdh23
5999 215280 BG065802 Wiskott-Aldrich syndrome protein interacting proteinWaspip 0.893774 1.116 1.012964 1.008428 1.141303 0.873115 0.956564 1.266026 -1.81803 -1.94654 -8.08182 -8.13988 -1.69299 -6.87692 -7.28693 0.277896
6016 72148 BG065819 RIKEN cDNA 2610019F03 gene2610019F03Rik1.042087 0.945047 0.984513 0.986449 0.985853 1.008215 0.9734 1.115239 -5.09798 -3.29568 -7.66125 -7.77483 -7.74763 -8.0361 -6.697 0.391701
6021 19671 BG065824 Ras and a-factor-converting enzyme 1 homolog (S. cerevisiae)Rce1 0.930249 0.92612 0.978894 0.92635 1.04342 0.964551 0.93553 0.992342 -0.7587 -0.44357 -6.92056 -0.44357 -4.10242 -5.04284 -1.22825 -8.01908
6022 BG065825 0.957677 1.111259 1.194776 1.337665 1.184782 1.055594 1.054011 1.159724 -4.54435 0.466765 0.994507 0.999999 0.989799 -3.19154 -3.40077 0.956822
6023 18005 BG065826 NIMA (never in mitosis gene a)-related expressed kinase 2Nek2 1.002475 1.095746 1.046399 1.060798 1.178251 1.128152 1.15303 1.44516 -8.1749 -0.41719 -4.71073 -3.13985 0.965618 0.611749 0.875187 1
6025 17344 BG065828 Msx-interacting-zinc finger Miz1 1.03439 1.067955 0.962463 1.055694 0.97659 0.9492 1.076279 1.02723 -5.64203 -1.73428 -5.04284 -3.03724 -6.83272 -3.24349 -1.05159 -6.46109
6028 67471 BG065831 RIKEN cDNA 1300003A17 gene1300003A17Rik1.001875 1.152448 1.183714 1.362858 1.317367 1.321837 1.298393 1.452145 -8.1749 0.97964 0.997674 1 1 1 0.999999 1
6031 BG065834 1.101591 1.048778 0.925712 0.915375 0.845075 0.897935 0.92 0.987221 0.740644 -2.68699 0.111261 0.544209 0.999355 0.881552 0.378359 -7.59978
6042 74203 BG065845 eukaryotic translation initiation factor 4E nuclear import factor 1Eif4enif1 1.019915 1.067044 0.985758 0.951505 0.986488 0.941761 0.946469 1.076241 -7.53528 -3.24349 -7.85157 -4.82161 -7.87549 -3.77511 -4.26763 -2.44609
6043 68971 BG065846 RIKEN cDNA 1500001M20 gene1500001M20Rik0.946588 0.990409 0.927869 1.042284 0.980455 1.08152 1.003287 1.013116 -3.29568 -7.96273 -1.26479 -4.93234 -6.50918 -0.98372 -8.16368 -7.80123
6045 72692 BG065848 RIKEN cDNA 2810036L13 gene2810036L13Rik 1.01501 1.06167 1.055304 1.002099 1.068762 1.021589 0.987506 1.196501 -7.32449 -0.98372 -1.61157 -8.16976 -0.39118 -6.50918 -7.5679 0.999886
6047 26894 BG065850 COP9 (constitutive photomorphogenic) homolog, subunit 7a (Arabidopsis thaliana)Cops7a 1.035732 1.053771 0.950825 0.937384 0.916558 0.946608 0.922225 0.969302 -6.16396 -4.26763 -4.48892 -2.93571 -1.01745 -3.99279 -1.4924 -6.50918
6052 67026 BG065855 RIKEN cDNA 2010320B01 gene2010320B01Rik0.988403 0.947934 0.886419 0.894763 0.994003 0.857779 1.012851 1.094536 -7.59978 -1.41493 0.98081 0.955585 -8.0361 0.999185 -7.50193 0.758949
6071 16801 BG065869 Rho guanine nucleotide exchange factor (GEF) 1Arhgef1 1.053004 1.16064 1.168297 1.186577 1.203064 1.060001 1.015968 1.0869 -3.03724 0.98081 0.988123 0.99647 0.998827 -2.21364 -7.50193 -0.12869
6082 67905 BG065875 RIKEN cDNA 2810423O19 gene2810423O19Rik0.963638 1.093278 1.170084 1.030715 1.030832 0.911555 1.064842 1.043134 -7.20986 -5.04284 -0.34025 -7.53528 -7.53528 -3.61353 -6.65076 -5.90657
6087 BG065880 1.011928 1.046676 1.082757 0.955489 1.024695 0.954006 0.924941 1.141903 -7.85157 -4.37817 -0.85276 -4.37817 -6.87692 -4.21247 -0.98372 0.865053
6100 BG065891 1.045351 0.9826 1.057009 1.194873 1.183992 1.177843 1.184331 1.276839 -6.26455 -7.85157 -5.37197 0.740644 0.637916 0.564471 0.637916 0.983948
6102 227683 BG065893 DNA segment, Chr 2, ERATO Doi 97, expressedD2Ertd97e 0.959554 1.047233 1.080411 1.048323 1.10073 1.074334 1.031654 1.150914 -5.20794 -4.65527 -1.3768 -4.48892 -0.17327 -1.86049 -6.36363 0.865053
6116 BG065904 0.910921 1.221512 0.852748 0.814535 1.055049 1.169994 -6.46109 -0.15081 -4.32287 -2.73613 -7.63089 -6.36363 NA
6117 21973 BG065905 topoisomerase (DNA) II alphaTop2a 0.719226 1.197869 1.140835 1.009319 0.769767 0.700126 0.833555 1.667429 0.417659 -2.88538 -4.76618 -8.16368 -0.55282 0.62937 -2.83533 0.981371
6118 16881 BG065906 ligase I, DNA, ATP-dependentLig1 0.981904 1.304098 1.2952 1.342833 1.121486 1.18944 1.08702 1.376089 -6.87692 1 1 1 0.958026 0.99985 0.544209 1
6126 BG065913 0.933297 0.948896 0.898753 0.788852 0.92082 0.828604 0.944392 0.892081 -2.93571 -4.65527 -0.29077 0.998146 -1.77597 0.968459 -4.1574 0.016858
6133 14745 BG065919 endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 2Edg2 0.929519 0.96631 1.012853 0.998281 1.025331 0.962777 0.946236 1.088142 -5.15301 -7.5679 -8.01908 -8.18473 -7.5679 -7.28693 -5.69543 -2.07843
6135 22361 BG065920 vanin 1 Vnn1 1.01362 1.003858 0.874943 0.703696 0.711594 0.77127 0.76248 0.839207 -8.1194 -8.18239 -3.66721 0.884622 0.854175 0.230875 0.378359 -1.86049
6136 53414 BG065921 bystin-like Bysl 1.058807 1.583196 1.362599 1.039411 1.25801 1.023216 1.112583 1.136866 -4.43352 1 0.999951 -6.21444 0.994152 -7.50193 -0.55282 0.277896
6137 67873 BG065922 RIKEN cDNA 2410018C20 gene2410018C20Rik0.994014 1.00584 1.117136 1.014161 1.137595 1.031003 0.989654 1.135762 -8.05224 -8.05224 0.916188 -7.46785 0.981371 -5.20794 -7.77483 0.978404
6144 218977 BG065928 hepatoma up-regulated proteinHurp 0.963949 1.051932 1.018084 0.916791 1.071504 0.94329 0.922203 1.14895 -6.31428 -4.93234 -7.69083 -1.61157 -3.08841 -4.1574 -2.03409 0.593402
6146 16987 BG065929 lanosterol synthase Lss
6147 BG065930 1.096337 1.458401 1.470442 1.808044 2.319889 1.618416 1.317539 1.430313 -5.48055 0.164266 0.746878 0.989799 0.999999 0.854175 -0.41719 -0.12869
6151 52052 BG065934 DNA segment, Chr 5, ERATO Doi 40, expressedD5Ertd40e 0.960221 0.97718 1.036914 0.928886 1.028906 0.937344 1.018441 1.110839 -5.20794 -7.08948 -5.7486 -1.61157 -6.55683 -2.44609 -7.50193 0.246823
6168 51796 BG065947 serine/arginine repetitive matrix 1Srrm1 0.94295 0.978328 0.944265 0.986552 0.957887 0.917174 0.978825 1.048969 0.146893 -5.48055 0.055547 -7.04813 -1.4924 0.932579 -5.58841 -0.85276
6171 56017 BG065950 solute carrier family 2, (facilitated glucose transporter), member 8Slc2a8 1.080009 0.922733 0.898704 1.018239 0.942014 1.019345 0.99924 1.073053 -1.01745 -0.78966 0.454832 -7.43306 -2.68699 -7.36136 -8.18473 -1.57145
6185 BG065964 0.992132 1.027409 0.954478 0.865593 0.953162 1.024215 0.855009 1.023569 -8.15667 -7.87549 -7.28693 -2.49362 -7.24872 -7.9422 -1.94654 -7.9422
6189 72141 BG065968 RIKEN cDNA 2610017G09 gene2610017G09Rik 1.03895 1.220639 1.351031 1.291232 1.182854 1.011313 1.090143 1.163087 -5.37197 0.998146 0.999999 0.999975 0.983462 -7.89858 -0.47032 0.950298
6202 73024 BG065981 RIKEN cDNA 2900064A13 gene2900064A13Rik1.086924 1.008982 1.032091 1.057681 1.043782 1.117716 1.062226 1.104253 0.246823 -7.92082 -5.31743 -1.86049 -3.61353 0.878407 -1.3768 0.71432
6218 BG065995 expressed sequence C77662C77662 0.975312 1.098502 0.988687 1.026507 0.948874 0.975702 0.978934 0.999442 -5.7486 0.846486 -7.59978 -5.53458 -1.3768 -5.80152 -6.31428 -8.18473
6220 12532 BG065997 cell division cycle 25 homolog C (S. cerevisiae)Cdc25c 0.926294 0.927483 1.042929 0.933351 0.932032 0.93491 0.928431 1.199092 -4.1574 -4.21247 -6.697 -4.71073 -4.5998 -4.877 -4.32287 0.593402
6229 50528 BG066006 transmembrane protease, serine 2Tmprss2
6248 BG066023 0.872109 1.02567 1.064885 0.974502 1.108045 1.117993 0.926234 1.339757 -2.88538 -7.77483 -7.13023 -8.18239 -4.877 -5.37197 -6.01048 0.654492
6249 BG066024
6254 73945 BG066029 DNA segment, Chr 8, ERATO Doi 69, expressedD8Ertd69e 1.099014 1.0368 0.895999 1.096999 0.969774 0.822439 0.951875 1.134972 -3.99279 -7.43306 -4.76618 -5.7486 -7.87549 -4.93234 -7.13023 -4.1574
6255 211945 BG066030 pleckstrin homology domain containing, family H (with MyTH4 domain) member 1Plekhh1 0.895234 1.084164 0.99975 0.860856 0.774737 0.961283 1.079857 1.226517 -1.65208 -4.54435 -8.16976 -0.95039 0.977096 -6.83272 -4.04755 0.564471
6256 66899 BG066031 RIKEN cDNA 1300019H17 gene1300019H17Rik 0.98965 1.089444 0.99955 0.990524 0.997646 0.827634 0.990284 1.162897 -7.59978 0.854175 -8.18473 -7.69083 -8.15667 0.999999 -7.66125 0.999869
6263 233724 BG066038 DNA segment, Chr 7, ERATO Doi 743, expressedD7Ertd743e 0.976922 1.1023 1.111164 0.902339 1.125681 0.931048 1.030422 1.042452 -7.08948 -0.06435 0.246823 0.164266 0.593402 -1.81803 -6.41257 -5.09798
6273 212627 BG066047 phosphoribosyl pyrophosphate synthetase-associated protein 2Prpsap2 0.870911 0.995612 0.979758 0.972787 1.052179 1.092563 1.04045 1.023683 0.646289 -8.15667 -7.50193 -7.00618 -4.76618 -1.30173 -5.90657 -7.32449
6278 58520 BG066052 open reading frame 11 ORF11 0.920765 1.006196 0.996188 1.058545 0.970838 1.037843 0.964779 1.095709 0.764789 -7.98239 -8.10778 -0.52495 -4.54435 -3.19154 -3.40077 0.890544
6287 12211 BG066061 baculoviral IAP repeat-containing 6Birc6 0.962427 1.127228 1.088298 1.010868 1.084902 0.969316 0.878982 1.126067 -7.39756 -2.88538 -2.63816 -8.00117 -6.36363 -6.11313 -5.69543 -3.88366
6304 22379 BG066075 WW domain binding protein 3Wbp3 0.992911 0.994784 0.989868 0.951778 0.981652 0.937757 0.930104 1.098436 -8.09525 -8.13988 -8.00117 -4.5998 -7.5679 -2.98634 -2.21364 -1.12105
6319 20602 BG066089 nuclear receptor co-repressor 2Ncor2 0.934546 1.104202 1.127621 0.881248 0.846268 0.821356 0.780135 0.881666 -3.56004 -1.08612 -0.08546 0.129226 0.829997 0.958026 0.997267 0.129226
6324 BG066093 0.904731 1.033997 1.103883 0.987898 0.989972 1.026179 1.006217 1.008113 -1.65208 -6.96366 -1.73428 -8.01908 -8.06748 -7.43306 -8.13988 -8.10778
6329 98053 BG066097 expressed sequence C76800C76800 0.952206 1.285491 1.463866 1.212888 1.33429 0.95556 0.999634 1.177932 -5.7486 0.992264 0.999993 0.890544 0.998865 -6.06197 -8.18614 0.646289
6340 18120 BG066108 mitochondrial ribosomal protein L49Mrpl49 0.938987 0.985236 1.093954 1.036647 1.129473 1.055401 1.004404 1.10774 -1.08612 -7.43306 0.501235 -4.5998 0.945954 -2.07843 -8.16368 0.78156
6341 50782 BG066109 regulator of G-protein signaling 11Rgs11
6342 170460 BG066110 StAR-related lipid transfer (START) domain containing 5Stard5 1.051843 1.122262 0.950646 1.006558 0.934398 1.157418 1.11951 1.289059 -5.15301 -0.24272 -5.15301 -8.1301 -3.50674 0.602668 -0.34025 0.998146
6349 83701 BG066115 arsenate resistance protein 2Ars2 1.004381 1.20996 1.174575 1.169853 1.11252 1.02021 1.057611 1.001987 -8.1301 0.999636 0.995451 0.993775 0.752979 -7.00618 -2.21364 -8.1749
6352 328109 BG066116 hypothetical protein C130034K06C130034K06 0.955641 1.062173 1.043504 0.964768 0.990024 0.988917 1.029506 1.165642 -4.26763 -2.49362 -4.65527 -5.48055 -7.9422 -7.87549 -6.31428 0.968459
6357 20901 BG066121 serine/threonine kinase receptor associated proteinStrap 1.064303 1.03222 0.936416 0.986688 1.064461 0.95591 0.951234 1.002886 -2.35207 -6.06197 -1.99013 -7.74763 -2.35207 -4.37817 -3.77511 -8.16368
6362 26441 BG066125 proteasome (prosome, macropain) subunit, alpha type 4Psma4 1.053311 1.049165 1.041338 1.048847 1.068194 1.020271 1.032953 1.175756 -3.77511 -4.26763 -5.15301 -4.32287 -2.25943 -7.39756 -6.11313 0.970228
6368 233806 BG066131 RIKEN cDNA 8430420C20 gene8430420C20Rik 1.03873 0.994372 0.951108 0.953182 1.040975 0.995501 1.034245 1.220913 -4.93234 -8.09525 -3.29568 -3.61353 -4.65527 -8.1301 -5.53458 0.999554
6371 22174 BG066134 TYRO3 protein tyrosine kinase 3Tyro3 1.00615 1.052919 1.01759 0.937587 0.950758 1.016743 0.951103 1.08479 -8.1194 -4.32287 -7.63089 -2.93571 -4.43352 -7.66125 -4.48892 -1.3768
6382 19108 BG066144 putative serine/threonine kinasePrkx 0.943121 0.952846 0.987491 0.913139 1.002433 0.975013 0.992102 1.05014 -3.99279 -5.04284 -7.92082 -1.15639 -8.1749 -7.17036 -8.08182 -4.98763
6396 80913 BG066156 pumilio 2 (Drosophila) Pum2 1.073027 1.350805 0.981 1.051805 1.058611 0.997684 0.959897 1.117586 -2.63816 0.999982 -7.5679 -4.71073 -3.99279 -8.17911 -5.69543 0.016858
6397 67103 BG066157 leukotriene B4 12-hydroxydehydrogenaseLtb4dh 0.982144 1.034353 1.020783 1.007549 1.042813 1.238643 0.983699 1.181151 -7.43306 -5.7486 -7.20986 -8.05224 -4.76618 0.999623 -7.53528 0.986994
6401 BG066160 1.019653 1.133897 1.154616 1.155617 1.272341 1.339355 1.398906 1.299987 -7.71962 -0.06435 0.430282 0.442672 0.992728 0.999539 0.999963 0.997597
6411 72826 BG066170 RIKEN cDNA 2810485I05 gene2810485I05Rik 1.022143 0.948656 0.941396 1.022085 1.025933 1.008325 0.97984 1.066042 -7.17036 -3.66721 -2.78558 -7.17036 -6.83272 -8.0361 -7.28693 -2.39891
6413 105445 BG066172 DNA segment, Chr 14, Wayne State University 89, expressedD14Wsu89e 1.197236 1.82136 1.192853 1.876331 2.005763 1.662721 1.965969 2.083355 -3.93816 0.980233 -4.10242 0.988478 0.996792 0.904152 0.995306 0.998475
6416 20320 BG066174 stromal cell derived factor receptor 1Sdfr1 1.047645 0.975205 0.991015 0.912681 1.091601 0.90068 0.933528 1.05901 -5.64203 -7.36136 -8.06748 -1.65208 -1.94654 -0.82101 -3.50674 -4.5998
6421 12798 BG066179 calponin 2 Cnn2 0.954547 1.137962 1.158933 1.134351 1.188283 1.095707 1.142174 1.382515 -5.20794 0.478475 0.770503 0.4048 0.932579 -1.08612 0.55444 0.999994
6424 226432 BG066182 importin 9 Ipo9 1.262893 1.07722 1.146711 1.157172 1.211357 1.12813 1.200482 1.191548 0.884622 -4.65527 -0.88491 -0.52495 0.55444 -1.65208 0.430282 0.293028
6425 12607 BG066183 CCAAT/enhancer binding protein alpha (C/EBP), related sequence 1Cebpa-rs1 1.042399 0.970592 0.941991 0.969731 1.106121 1.076905 1.035423 1.170354 -4.32287 -5.90657 -2.03409 -5.80152 0.564471 -0.69794 -5.26275 0.990405
6433 116848 BG066189 bromodomain adjacent to zinc finger domain, 2ABaz2a 0.961208 1.066251 0.954505 0.839796 0.920722 0.935658 0.929715 1.127858 -5.09798 -1.41493 -3.50674 0.998205 -0.04356 -1.45347 -0.66815 0.887619
6447 26941 BG066200 solute carrier family 9 (sodium/hydrogen exchanger), isoform 3 regulator 1Slc9a3r1 1.048091 1.058945 0.829206 0.845527 0.93147 0.82768 0.92404 1.025263 -5.20794 -4.10242 0.967537 0.911551 -2.73613 0.971078 -2.03409 -7.20986
6449 26396 BG066201 mitogen activated protein kinase kinase 2Map2k2 1.031397 1.005712 0.997983 0.953491 0.971478 0.944377 0.920235 0.971707 -4.98763 -8.05224 -8.16976 -2.35207 -5.31743 -1.77597 0.523138 -5.37197
6454 57315 BG066206 BING4 protein Bing4 1.032304 1.054273 1.238818 1.193751 1.312972 0.931988 0.942544 1.13547 -6.21444 -3.72108 0.999129 0.988478 0.999989 -1.81803 -2.98634 0.764789
6461 230233 BG066213 inhibitor of kappa light polypeptide enhancer in B-cells, kinase complex-associated proteinIkbkap 0.989526 1.158147 1.258972 1.124116 1.110064 0.946953 0.917753 1.113529 -7.87549 0.977759 0.999976 0.829997 0.637916 -2.63816 -0.00296 0.693051
6470 112405 BG066218 EGL nine homolog 1 (C. elegans)Egln1
6471 228836 BG066219 cDNA sequence BC024558BC024558
6473 27214 BG066221 expressed sequence AA545217AA545217 1.014864 0.993607 1.050354 0.955191 1.3641 0.990518 0.79499 -8.01908 -8.16976 -6.41257 -7.24872 -0.00296 -8.13988 -1.81803 NA
6482 18008 BG066228 nestin Nes 1.001306 1.011072 1.012702 1.023531 1.017281 1.002136 0.984324 1.093573 -8.18239 -7.82681 -7.71962 -6.697 -7.36136 -8.1749 -7.46785 0.246823
6493 74493 BG066239 RIKEN cDNA 5430432P15 gene5430432P15Rik 0.98716 0.960258 0.981287 1.031098 0.961946 1.034708 0.93225 1.134258 -7.85157 -5.48055 -7.50193 -6.50918 -5.64203 -6.16396 -2.25943 0.62937
6497 BG066243 0.946107 1.093371 1.134241 1.169925 1.42149 1.252798 1.047487 1.096351 -4.32287 -1.86049 0.364771 0.838432 0.999999 0.995992 -5.26275 -1.12105
6498 17527 BG066244 Mpv17 transgene, kidney disease mutantMpv17 1.135287 1.026727 1.006278 0.895689 1.05813 0.908693 0.962639 1.074592 0.854175 -6.55683 -8.08182 0.620649 -2.83533 -0.36553 -5.15301 -1.26479
6503 65972 BG066248 interferon gamma inducible protein 30Ifi30 0.938973 0.950107 0.925179 0.919903 0.889635 0.948986 0.87738 1.360664 -4.98763 -5.90657 -3.77511 -3.34811 -1.15639 -5.80152 -0.52495 0.998425
6521 BG066261 0.957759 1.032375 0.935123 0.978626 1.014713 0.969625 0.965297 1.10615 -4.82161 -6.16396 -2.12314 -7.20986 -7.71962 -6.26455 -5.7486 0.164266
6526 214552 BG066265 hypothetical protein D030051D21D030051D21 1.03823 1.042094 0.918158 0.951954 1.050429 0.959381 0.892825 0.991627 -5.7486 -5.37197 -0.95039 -4.43352 -4.43352 -5.31743 0.364771 -8.05224
6534 BG066273 0.995851 0.992628 1.070904 0.998236 1.027878 0.817586 0.923634 1.010916 -8.13988 -8.0361 -1.33906 -8.17911 -6.36363 0.999454 -0.55282 -7.87549
6539 381070 BG066277 similar to Zinc finger protein 213 (Putative transcription factor CR53)na 0.862663 0.97006 1.061372 0.759626 1.090095 0.900195 0.834903 1.108111 0.8934 -6.46109 -3.24349 0.999978 -0.85276 0.129226 0.984422 0.036359
6546 67804 BG066284 sorting nexin 2 Snx2 1.017294 1.019072 0.953243 1.000816 1.090872 0.965759 1.032538 1.185801 -7.24872 -7.08948 -3.03724 -8.18473 0.322499 -4.93234 -5.37197 0.998662
6549 66192 BG066287 RIKEN cDNA 1110049G11 gene1110049G11Rik0.983506 0.933318 0.945381 0.930528 0.957301 1.011888 0.95899 1.018772 -7.53528 -1.61157 -2.93571 -1.33906 -4.48892 -7.85157 -4.71073 -7.36136
6560 13001 BG066296 casein kinase II, beta subunitCsnk2b 1.011606 0.966142 0.969899 1.029111 1.019862 1.013525 1.055428 1.03203 -7.87549 -5.85418 -6.26455 -6.46109 -7.32449 -7.77483 -3.45365 -6.16396
6562 BG066298 0.947911 0.971867 0.972643 0.990607 0.988048 0.957992 0.938499 1.085825 -3.66721 -6.55683 -6.65076 -8.00117 -7.87549 -4.93234 -2.58966 -0.91745
6565 30929 BG066301 expressed sequence AL022832AL022832 0.904966 1.033428 0.965362 0.854701 0.886354 0.974252 0.901627 1.024662 -1.61157 -7.00618 -6.83272 0.544209 -0.49745 -7.39756 -1.3768 -7.50193
6572 22666 BG066307 zinc finger protein 161 Zfp161 0.991361 0.893176 0.871436 0.947726 0.957331 0.917079 0.975048 0.964668 -8.01908 0.533776 0.875187 -3.56004 -4.76618 -0.55282 -6.83272 -5.69543
6573 66434 BG066308 RIKEN cDNA 2010003O02 gene2010003O02Rik0.969763 1.260326 1.241958 1.091953 0.979014 1.020396 1.144558 1.097118 -6.46109 0.999416 0.998425 -0.7587 -7.32449 -7.39756 0.776092 -0.49745
6575 12445 BG066310 cyclin D3 Ccnd3 0.969871 1.160345 1.218392 1.03369 0.997881 1.31041 1.281765 1.273201 -7.13023 0.4048 0.911551 -6.96366 -8.18239 0.997178 0.991514 0.988123
6584 68948 BG066318 RIKEN cDNA 1500011H22 gene1500011H22Rik0.995047 0.965905 0.99049 0.903011 0.924149 0.956439 0.987172 0.977426 -8.09525 -4.48892 -7.82681 0.854175 0.293028 -2.93571 -7.53528 -6.36363
6594 13430 BG066325 dynamin 2 Dnm2 1.02967 1.018907 1.041379 0.989505 0.903088 0.99826 1.091478 1.023727 -5.80152 -7.13023 -4.21247 -7.82681 0.693051 -8.1749 0.277896 -6.60403
6604 56406 BG066332 nuclear receptor coactivator 6Ncoa6 1.014022 1.041396 0.988994 0.926423 0.922904 0.91007 0.898345 1.016932 -7.74763 -4.98763 -7.89858 -1.08612 -0.82101 -0.00296 0.454832 -7.53528
6612 235567 BG066340 RME8 protein Rme8 0.925662 0.940379 0.965259 0.884077 0.887019 0.944292 0.906948 0.957026 0.70738 0.016858 -3.29568 0.996893 0.995593 -0.29077 0.954315 -1.86049
6623 211556 BG066349 cDNA sequence BC002199BC002199 1.049017 1.006657 0.99076 0.992457 0.910712 0.893446 0.962139 0.985284 -3.03724 -8.0361 -7.89858 -8.00117 0.544209 0.868511 -4.37817 -7.46785
6627 19719 BG066353 radical fringe gene homolog (Drosophila)Rfng 1.035428 0.994942 1.094844 1.159751 1.05296 1.141287 1.100308 1.066719 -4.82161 -8.09525 0.501235 0.99295 -2.44609 0.973491 0.637916 -0.98372
6631 BG066355 0.975129 0.929741 0.936666 0.945907 0.889597 0.985755 1.099964 1.088805 -5.69543 0.293028 -0.15081 -1.01745 0.980233 -7.28693 0.865053 0.700291
6632 BG066356 0.886716 1.162294 0.95456 0.940529 0.989148 0.936449 1.005796 1.169121 0.861512 0.982961 -3.72108 -1.90332 -7.85157 -1.45347 -8.09525 0.988823
6635 230484 BG066359 ubiquitin specific protease 1Usp1 1.020965 1.013302 1.028596 0.85631 0.787826 0.741479 0.871962 1.017605 -5.31743 -6.21444 -4.37817 0.036359 0.454832 0.797251 0.670398 -5.58841
6636 109270 BG066360 Rho GTPase activating protein 8Arhgap8 0.962548 0.985807 1.05882 0.950886 0.984194 0.971699 0.986193 1.027855 -4.54435 -7.53528 -1.99013 -2.83533 -7.39756 -5.90657 -7.5679 -6.06197
6644 12649 BG066368 checkpoint kinase 1 homolog (S. pombe)Chek1 0.968543 1.017317 0.927008 0.988496 0.864338 0.951723 0.965833 0.975906 -6.16396 -7.53528 -1.30173 -7.89858 0.920599 -4.04755 -5.85418 -6.92056
6649 28018 BG066373 DNA segment, Chr 7, Wayne State University 128, expressedD7Wsu128e 0.990938 1.10982 1.121102 1.032547 0.975233 0.910284 1.027029 0.894829 -7.96273 0.611749 0.786907 -5.69543 -6.55683 0.322499 -6.36363 0.740644
6650 66943 BG066374 RIKEN cDNA 2310009N05 gene2310009N05Rik1.365712 2.405645 1.781523 2.139486 1.615605 1.212802 1.20842 1.127517 0.999355 1 1 1 1 0.846486 0.825632 -0.72812
6651 55946 BG066375 adaptor-related protein complex 3, mu 1 subunitAp3m1 0.881994 0.912847 0.878392 0.77247 0.811534 0.891797 0.883826 0.898281 0.512292 -0.88491 0.593402 0.999766 0.994332 0.214648 0.466765 -0.04356
6654 11732 BG066376 progressive ankylosis ank 1.008005 1.074 0.950071 0.919673 0.870163 0.878951 0.908376 0.986239 -7.85157 0.501235 -0.95039 0.821166 0.999416 0.998146 0.941258 -7.17036
6656 63953 BG066378 dual specificity phosphatase 10Dusp10 0.966923 1.05182 1.028446 1.011058 0.978401 0.991881 1.038669 1.07244 -2.83533 -0.34025 -3.99279 -7.36136 -5.31743 -7.71962 -2.03409 0.740644
6659 19942 BG066381 ribosomal protein L27 Rpl27 1.080154 1.110475 1.077324 1.163007 1.087613 1.227345 1.235702 1.149296 -0.19607 0.758949 -0.36553 0.992021 0.164266 0.999928 0.999961 0.97964
6662 29810 BG066383 Bcl2-associated athanogene 3Bag3 1.042793 1.000576 1.023389 1.113521 1.037429 1.113511 1.167061 1.217869 -5.64203 -8.18614 -7.32449 -0.17327 -6.16396 -0.17327 0.846486 0.984422
6665 54353 BG066385 src family associated phosphoprotein 2Scap2 0.981355 0.968553 0.897425 0.791469 0.759953 0.71805 0.598392 0.800908 -7.20986 -5.58841 0.734273 0.999987 1 1 1 0.999963
6678 19262 BG066395 protein tyrosine phosphatase, receptor type, APtpra 0.964225 0.896288 0.911417 0.907518 0.845957 0.927428 0.955527 1.048472 -5.31743 -0.0231 -0.7587 -0.55282 0.890544 -2.49362 -5.42635 -6.74275
6687 232187 BG066402 SET and MYND domain containing 5Smyd5 0.93053 1.051777 1.171398 1.077106 0.999 0.943917 1.010827 0.957239 -5.20794 -7.5679 0.391701 -5.04284 -7.85157 -6.26455 -8.09525 -6.788
6688 210925 BG066403 cDNA sequence BC028953BC028953 0.948842 0.986911 1.135254 1.125131 1.029262 1.039412 1.060056 1.101691 -4.1574 -7.85157 0.62937 0.442672 -6.697 -5.69543 -3.50674 -0.34025
6691 20618 BG066406 synuclein, gamma Sncg 0.888676 1.00452 0.936831 0.875398 1.160384 0.972097 1.00312 0.960571 -2.25943 -8.16976 -5.64203 -1.45347 -0.78966 -7.82681 -8.17911 -7.13023
6693 68082 BG066408 dual specificity phosphatase 19Dusp19 0.899655 0.944799 0.885893 0.8909 0.918966 0.926743 0.953074 0.968875 0.092995 -3.61353 0.544209 0.4048 -1.05159 -1.69299 -4.5998 -6.41257
6695 68229 BG066410 RIKEN cDNA 1700105P06 gene1700105P06Rik
6696 20720 BG066411 serine (or cysteine) proteinase inhibitor, clade E, member 2Serpine2 0.952956 1.094449 0.997253 0.926146 0.951091 0.982388 0.984815 1.011049 -3.56004 0.146893 -8.16368 -0.60972 -3.29568 -7.36136 -7.5679 -7.85157
6716 114716 BG066430 sprouty protein with EVH-1 domain 2, related sequenceSpred2 0.911468 0.993013 0.888532 0.909088 0.812532 0.985941 0.926573 0.99308 0.391701 -8.0361 0.871889 0.478475 0.999894 -7.59978 -0.41719 -8.0361
6717 268741 BG066431 RIKEN cDNA 5730589K01 gene5730589K01Rik 0.95066 1.065838 0.996989 0.936857 0.924289 0.9392 1.00623 1.053292 -2.88538 -1.3768 -8.15667 -1.22825 -0.19607 -1.45347 -8.06748 -2.68699
6722 29875 BG066435 IQ motif containing GTPase activating protein 1Iqgap1 1.01356 1.054862 1.060655 0.930507 0.974325 0.885966 1.0252 1.045106 -8.01908 -5.90657 -5.37197 -4.32287 -7.5679 -1.01745 -7.59978 -6.46109
6730 11806 BG066443 apolipoprotein A-I Apoa1 0.999455 0.999959 0.997195 0.997926 0.991867 0.965961 0.758604 0.915218 -8.18614 -8.18661 -8.16976 -8.17911 -8.06748 -6.21444 0.999952 -0.95039
6733 382563 BG066445 similar to Hypothetical protein KIAA1240na
6739 78738 BG066451 0.958282 1.068532 0.926965 0.930207 0.935293 0.927076 0.929762 0.977744 -4.48892 -1.69299 -0.85276 -1.12105 -1.61157 -0.85276 -1.08612 -6.96366
6740 78232 BG066452 trafficking protein particle complex 6BTrappc6b 1.006009 0.857585 0.941263 0.981433 0.906356 1.00916 0.93885 1.006174 -8.08182 0.990405 -1.77597 -7.17036 0.564471 -7.9422 -1.4924 -8.06748
6769 BG066479 0.98269 0.979178 0.931871 0.911418 0.93551 0.915857 0.917918 1.033142 -7.66125 -7.43306 -2.63816 -0.88491 -2.98634 -1.19212 -1.3768 -6.50918
6773 96984 BG066483 expressed sequence C79313C79313 1.043869 1.054735 1.015318 1.048193 1.01411 0.955783 0.974256 1.037383 -5.48055 -4.37817 -7.80123 -5.04284 -7.85157 -5.26275 -7.08948 -6.11313
6774 18597 BG066484 pyruvate dehydrogenase E1 alpha 1Pdha1 0.998869 1.08786 0.956627 1.041268 1.047826 1.118961 1.213249 1.15105 -8.18473 -0.95039 -4.93234 -5.37197 -4.65527 0.378359 0.993578 0.850375
6779 66926 BG066489 RIKEN cDNA 3300001M20 gene3300001M20Rik1.080376 0.955301 1.055713 1.016277 0.946297 0.864642 1.044859 0.925882 -1.61157 -4.877 -3.88366 -7.69083 -3.77511 0.861512 -5.09798 -1.61157
6781 225288 BG066491 formin-family protein FHOS2FHOS2 0.986315 1.134604 1.021381 0.984202 0.993049 1.046817 1.026472 1.038787 -6.83272 0.999263 -5.31743 -6.46109 -7.82681 -0.69794 -4.21247 -1.81803
6784 BG066494 1.041486 1.066567 0.997244 1.038689 0.981315 0.93905 1.060982 1.095354 -2.44609 0.181347 -8.13988 -2.88538 -6.41257 0.074425 -0.19607 0.909145
6788 66849 BG066498 protein phosphatase 1, regulatory (inhibitor) subunit 2Ppp1r2 0.999161 1.036557 1.010977 0.948888 0.990647 1.030066 1.095906 1.045674 -8.18473 -6.11313 -7.98239 -4.37817 -8.01908 -6.74275 -0.85276 -5.20794
6792 14151 BG066502 ferrochelatase Fech 0.987459 0.980061 0.956207 0.924233 1.049351 0.96355 1.138899 1.060756 -8.1301 -8.08182 -7.5679 -4.76618 -6.92056 -6.87692 -0.49745 -5.26275
6795 97155 BG066505 1.008355 1.016501 0.994156 1.005449 0.881415 0.905239 0.982191 0.99631 -8.0361 -7.63089 -8.10778 -8.1194 0.70738 -0.0231 -7.53528 -8.15667
6799 BG066509 1.003657 0.969082 0.984404 0.876288 0.9983 0.961928 1.04716 1.106647 -8.15667 -6.26455 -7.66125 0.816597 -8.17911 -5.37197 -4.54435 0.146893
6802 109815 BG066512 histocompatibility 47 H47 1.0698 0.988671 1.092348 1.137609 1.060713 1.063279 1.148472 0.966282 -3.61353 -8.00117 -1.86049 0.181347 -4.43352 -4.21247 0.430282 -6.697
6804 210973 BG066513 kelch repeat and BTB (POZ) domain containing 2Kbtbd2 1.000059 1.016277 0.961901 0.889098 0.861818 0.868943 0.946644 1.084659 -8.18661 -7.85157 -6.46109 -0.47032 0.489964 0.307895 -5.09798 -2.73613
6807 29856 BG066516 smoothelin Smtn 0.947239 0.849319 0.970617 0.870235 0.876312 0.832062 0.930678 1.12306 -4.43352 0.884622 -6.83272 0.637916 0.512292 0.9592 -2.68699 0.074425
6814 321006 BG066521 RIKEN cDNA B930007L02 geneB930007L02Rik0.904429 0.989251 0.951304 0.860588 0.852564 0.877948 0.941537 0.975636 -0.47032 -7.98239 -4.76618 0.821166 0.887619 0.544209 -3.66721 -7.20986
6834 228410 BG066616 cleavage stimulation factor, 3' pre-RNA, subunit 3Cstf3 1.012142 1.001603 0.914551 0.982683 0.911365 0.921341 0.98196 1.059175 -7.80123 -8.17911 -0.0231 -7.43306 0.129226 -0.44357 -7.36136 -2.63816
6846 64898 BG066626 lipin 2 Lpin2 1.397204 2.221309 1.454518 2.191854 1.17913 2.991664 1.841839 1.281456 0.861512 1 0.94744 1 -2.12314 1 0.999939 0.164266
6849 14911 BG066629 gene trap ROSA 26 antisense, Philippe SorianoGt(ROSA)26asSor0.87849 1.02734 0.971482 0.913382 0.998605 0.830112 0.993207 1.071636 0.307895 -7.17036 -7.04813 -1.53173 -7.89858 0.890544 -8.1194 -5.48055
6851 74524 BG066631 0.982521 0.967714 0.90765 0.957166 1.003868 1.005809 1.017505 1.008036 -7.04813 -4.82161 0.770503 -3.13985 -8.1301 -8.05224 -7.08948 -7.9422
6852 17698 BG066632 moesin Msn 0.881004 0.931194 1.07898 1.176401 0.964755 0.976597 1.148404 1.442376 0.620649 -2.21364 -1.77597 0.93961 -6.01048 -7.17036 0.78156 1
6862 BG066642 1.103682 1.190148 1.142547 0.967093 1.042186 0.891437 1.033695 0.971671 -1.81803 0.727764 -0.10691 -7.00618 -6.41257 -0.85276 -7.00618 -7.28693
6868 52552 BG066648 DNA segment, Chr 13, ERATO Doi 275, expressedD13Ertd275e 1.01534 0.956875 0.948604 0.897747 0.795852 0.788159 0.697137 0.899704 -7.69083 -4.71073 -3.66721 0.391701 0.999713 0.99986 1 0.322499
6878 78337 BG066658 RIKEN cDNA 2810470K03 gene2810470K03Rik1.011573 1.001693 0.961815 0.986666 0.968133 0.976562 0.964426 1.103541 -7.39756 -8.16976 -2.30557 -7.13023 -3.50674 -5.26275 -2.78558 0.975713
6882 67444 BG066662 RIKEN cDNA 0710007A14 gene0710007A14Rik0.961409 1.029156 0.998039 0.923853 0.898534 0.976809 0.876524 0.941504 -6.16396 -7.04813 -8.18239 -2.39891 -0.55282 -7.39756 0.350934 -4.1574
6883 97159 BG066663 RIKEN cDNA A430005L14 geneA430005L14Rik 0.99967 0.903427 1.105496 1.064807 0.9904 1.045966 1.020973 0.980627 -8.18614 0.807142 0.792137 -0.95039 -7.85157 -3.08841 -6.697 -6.87692
6884 108101 BG066664 cDNA sequence BC032204BC032204 0.991672 0.989251 1.061695 0.979129 0.944878 0.940474 1.064632 1.167421 -7.9422 -7.80123 -1.53173 -6.788 -1.86049 -1.05159 -1.22825 0.995451
6901 68565 BG066679 mitochondrial ribosomal protein S18AMrps18a 1.02083 1.01369 1.063873 1.094954 1.027824 0.989226 0.910445 0.984123 -6.788 -7.5679 -1.19212 0.544209 -5.90657 -7.77483 0.620649 -7.32449
6902 56449 BG066680 cold shock domain protein ACsda 1.058361 0.922067 0.988717 1.100983 1.274599 1.134438 1.220105 1.166698 -4.04755 -1.69299 -7.96273 -0.66815 0.999129 0.466765 0.987381 0.854175
6909 BG066687 expressed sequence BB128963BB128963
6911 98386 BG066524 lamin B receptor Lbr 0.965577 1.039181 1.053594 0.896663 0.874255 0.806063 1.015519 1.038158 -6.83272 -6.60403 -5.42635 -1.01745 0.036359 0.960342 -7.89858 -6.65076
6917 68195 BG066529 ribonuclease T2 Rnaset2 0.980714 1.015536 0.899316 1.024207 0.933016 1.00805 1.093505 1.225616 -7.24872 -7.59978 0.533776 -6.83272 -1.45347 -8.01908 -0.06435 0.999376
6923 14852 BG066535 G1 to phase transition 1 Gspt1 0.999518 1.017763 1.023034 1.098978 1.001478 0.952067 1.006833 1.029102 -8.18614 -7.24872 -6.697 0.489964 -8.17911 -3.08841 -8.0361 -5.95867
6927 74134 BG066539 cytochrome P450, family 2, subfamily s, polypeptide 1Cyp2s1 1.021666 1.058224 1.048089 0.990741 0.977499 1.076514 1.109711 1.117583 -6.92056 -2.35207 -3.56004 -7.9422 -6.788 -0.69794 0.646289 0.770503
6928 18099 BG066540 nemo like kinase Nlk
6932 232944 BG066544 MAP/microtubule affinity-regulating kinase 4Mark4 1.054537 1.316852 1.123085 1.398606 1.481066 1.30677 1.407714 1.597872 -7.08948 0.646289 -3.99279 0.918421 0.982446 0.58395 0.930706 0.998146
6945 17535 BG066554 meiotic recombination 11 homolog A (S. cerevisiae)Mre11a
6954 17463 BG066562 proteasome (prosome, macropain) 26S subunit, non-ATPase, 7Psmd7 1.032786 1.001594 1.109335 1.08815 0.976904 1.007691 1.078572 0.97571 -6.31428 -8.18239 0.055547 -0.98372 -7.13023 -8.06748 -1.69299 -7.04813
6955 72560 BG066563 N-acetylated alpha-linked acidic dipeptidase 2Naalad2 1.235246 0.741325 1.172759 1.045665 1.290955 1.104718 0.873997 0.655569 -2.73613 -0.55282 -4.48892 -7.82681 -1.4924 -6.50918 -5.37197 0.700291
6959 320651 BG066566 RIKEN cDNA A630018G05 geneA630018G05Rik0.944546 0.949253 0.985272 0.912677 0.9288 0.922597 0.968024 0.968902 -2.16821 -2.78558 -7.53528 0.336844 -0.58108 -0.15081 -5.48055 -5.58841
6964 BG066570 1.010146 0.957453 0.91406 0.975778 0.891723 1.012649 1.045766 1.019014 -7.80123 -3.19154 0.620649 -6.11313 0.93961 -7.59978 -2.98634 -6.92056
6970 16468 BG066575 jumonji Jmj 1.008785 1.063803 1.110761 1.096906 0.947112 0.999517 1.089604 0.972513 -8.00117 -2.54147 0.364771 -0.12869 -3.34811 -8.18614 -0.49745 -6.55683
6974 BG066578 expressed sequence C79952C79952 1.008138 0.907085 0.68102 0.80654 0.742515 0.859906 0.912658 0.881177 -8.00117 0.478475 1 0.999922 1 0.984882 0.277896 0.913898
6979 56412 BG066583 RIKEN cDNA 2610024G14 gene2610024G14Rik0.969904 0.994529 0.886309 0.88394 0.952357 0.939262 0.96984 1.015607 -6.55683 -8.1301 0.478475 0.533776 -4.5998 -3.08841 -6.55683 -7.74763
6980 83553 BG066584 transketolase-like 1 Tktl1 0.934595 0.961524 0.879343 0.943017 0.909811 0.972717 0.89496 0.954203 -2.58966 -4.93234 0.881552 -2.49362 0.19814 -6.36363 0.662527 -3.93816
6997 67442 BG066600 RIKEN cDNA 0610039N19 gene0610039N19Rik1.074683 1.156356 1.400586 1.035108 1.142408 1.520488 1.46841 1.084842 -5.69543 -1.57145 0.98081 -7.53528 -2.16821 0.998865 0.996117 -5.15301
6998 14718 BG066689 glutamate oxaloacetate transaminase 1, solubleGot1 0.947092 0.843495 0.624607 0.482106 0.500204 0.448142 0.519274 0.54633 -6.55683 -0.44357 0.999917 1 1 1 1 1
7000 17886 BG066691 myosin heavy chain IX Myh9 0.982224 1.043488 0.982333 0.943837 0.876161 0.842021 0.987485 1.064334 -7.00618 -3.29568 -7.04813 -1.33906 0.986185 0.999648 -7.59978 -0.85276
7006 15374 BG066697 hematological and neurological expressed sequence 1Hn1 0.973829 0.987837 1.046057 1.124474 1.113417 1.104161 1.156803 1.152264 -6.46109 -7.77483 -4.04755 0.797251 0.637916 0.430282 0.968459 0.958026
7009 70078 BG066700 RIKEN cDNA 2210008F15 gene2210008F15Rik
7017 14230 BG066707 FK506 binding protein 10 Fkbp10
7019 97795 BG066709 RIKEN cDNA D130003D08 geneD130003D08Rik0.979995 1.004795 0.976743 0.911171 0.940956 0.964344 1.159324 1.06109 -7.28693 -8.1301 -7.00618 -0.12869 -2.68699 -5.58841 0.936184 -2.83533
7020 50996 BG066710 programmed cell death protein 7Pdcd7 0.957537 0.966656 0.949334 0.908366 0.905171 1.008787 0.969728 1.109069 -4.26763 -5.53458 -3.19154 0.322499 0.430282 -7.98239 -5.95867 0.544209
7022 12328 BG066712 calcium modulating ligand Caml 0.965484 1.041134 0.933478 1.004751 1.046934 0.949361 1.036926 1.033466 -4.877 -4.10242 -0.72812 -8.10778 -3.34811 -2.49362 -4.71073 -5.20794
7027 BG066717 0.947528 1.002249 0.742385 0.915638 0.909309 0.932955 0.976574 1.019511 -2.68699 -8.16976 1 0.129226 0.391701 -1.08612 -6.697 -7.17036
7029 69207 BG066719 RIKEN cDNA 2610019N13 gene2610019N13Rik0.972143 1.071302 0.999899 0.967803 0.959294 0.97224 1.020344 1.133661 -5.20794 0.036359 -8.18661 -4.43352 -2.93571 -5.20794 -6.50918 0.990107
7042 207933 BG066732 isopentenyl-diphosphate delta-isomerase-likeLOC207933 1.162932 1.315763 1.053399 0.816806 1.195385 1.034122 0.715101 0.960616 -3.03724 0.336844 -7.32449 -1.15639 -1.94654 -7.82681 0.797251 -7.66125
7051 BG066741 1.009386 1.081056 1.075748 1.019342 0.983798 0.968839 0.986149 1.02197 -7.85157 0.164266 -0.10691 -6.87692 -7.24872 -5.09798 -7.46785 -6.55683
7055 15568 BG066745 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R)Elavl1 0.894321 1.005182 1.029271 1.029134 1.045207 0.911411 0.982491 1.027452 0.593402 -8.1194 -6.36363 -6.36363 -4.48892 -0.0231 -7.46785 -6.55683
7078 74157 BG066766 RIKEN cDNA 1300018I05 gene1300018I05Rik 0.926011 1.061053 1.017612 0.94435 0.91859 0.95974 0.992253 1.016757 -0.7587 -2.39891 -7.39756 -2.63816 -0.24272 -4.65527 -8.01908 -7.46785
7085 27980 BG066772 0.999671 1.000314 0.925324 0.977165 1.026493 1.029867 1.004768 1.119708 -8.18614 -8.18614 -0.26657 -6.65076 -6.26455 -5.85418 -8.1194 0.842506
7088 80877 BG066775 LPS-responsive beige-like anchorLrba 1.039221 0.967818 0.815517 0.962403 0.91856 1.719918 0.886337 1.114699 -7.77483 -7.92082 -0.72812 -7.85157 -6.31428 0.963592 -5.15301 -6.36363
7109 18705 BG066793 phosphatidylinositol 3-kinase, C2 domain containing, gamma polypeptidePik3c2g 0.976851 0.932397 0.927025 0.924367 0.857861 0.917573 0.973538 1.05363 -7.39756 -3.08841 -2.58966 -2.63816 0.764789 -1.73428 -7.13023 -4.82161
7110 18762 BG066794 protein kinase C, zeta Prkcz 1.024687 0.914417 0.916349 0.895201 0.893938 0.912517 1.00577 0.961046 -7.77483 -0.88491 -1.01745 0.181347 0.230875 -1.61157 -8.1194 -5.09798
7126 14450 BG066810 phosphoribosylglycinamide formyltransferaseGart 0.982481 1.044001 1.135083 1.144986 1.061196 0.981741 0.983458 1.06716 -6.74275 -2.39891 0.995 0.998021 -0.44357 -6.65076 -6.87692 -0.00296
7127 66717 BG066811 RIKEN cDNA 4921513E08 gene4921513E08Rik0.984068 1.063361 1.055181 1.158417 0.970829 0.775994 0.928618 0.9034 -8.01908 -7.24872 -7.00618 -3.08841 -7.80123 -4.32287 -5.69543 -5.37197
7129 73247 BG066812 RIKEN cDNA 1600027N09 gene1600027N09Rik0.920821 0.955367 0.96523 0.825263 0.853387 0.977768 0.859574 1.026001 -3.93816 -6.60403 -7.17036 0.620649 -0.00296 -7.77483 -0.19607 -7.63089
7137 71147 BG066819 RIKEN cDNA 4933425A18 gene4933425A18Rik0.966271 1.116649 0.996041 0.952089 0.949939 0.926187 0.935969 0.984015 -6.74275 -0.69794 -8.16368 -5.53458 -5.31743 -2.98634 -3.93816 -7.85157
7138 21366 BG066820 solute carrier family 6 (neurotransmitter transporter, taurine), member 6Slc6a6 1.261762 1.80165 1.469299 1.529982 1.312542 1.234258 1.282137 1.035266 0.998146 1 1 1 0.999855 0.99295 0.999333 -6.36363
7141 12716 BG066823 creatine kinase, mitochondrial 1, ubiquitousCkmt1 1.018673 0.986261 0.918204 0.958433 0.903732 1.140687 0.977009 1.020326 -7.80123 -7.98239 -3.19154 -6.65076 -1.69299 -0.19607 -7.63089 -7.74763
7142 11657 BG066824 albumin 1 Alb1 0.999355 1.000727 1.000389 1.000142 1.001031 0.998244 0.999885 0.998874 -8.18473 -8.18239 -8.18614 -8.18614 -8.17911 -8.16368 -8.18661 -8.17911
7144 108673 BG066826 RIKEN cDNA 6720480F16 gene6720480F16Rik0.919447 1.127192 1.187918 1.018861 0.855074 0.894202 0.879052 1.068827 -4.76618 -2.58966 -0.36553 -7.98239 -0.88491 -3.03724 -2.07843 -5.85418
7145 93747 BG066827 enoyl Coenzyme A hydratase, short chain, 1, mitochondrialEchs1 1.014426 0.935115 1.025394 0.973776 0.992379 0.987811 1.016856 1.020914 -8.06748 -5.95867 -7.82681 -7.80123 -8.15667 -8.09525 -8.01908 -7.9422
7170 97884 BG066846 RIKEN cDNA D230016N13 geneD230016N13Rik1.058123 1.537062 1.298851 1.252603 1.132567 1.10829 1.189587 1.187172 -1.81803 1 1 0.999995 0.954315 0.78156 0.99931 0.999158
7172 106581 BG066848 expressed sequence AI429612AI429612 0.937623 0.903477 0.926281 0.888688 0.865077 0.926148 0.900716 0.954636 -2.93571 -0.19607 -1.81803 0.391701 0.834263 -1.81803 -0.06435 -4.93234
7173 97086 BG066849 expressed sequence C80638C80638
7174 BG066850 0.964234 0.939917 0.973489 0.933329 1.015149 1.12711 1.073583 1.016507 -6.41257 -3.93816 -7.17036 -3.24349 -7.85157 0.016858 -3.08841 -7.80123
7175 BG066851 1.019212 0.964851 0.964756 0.937359 0.947773 0.87046 0.940669 1.004827 -7.74763 -6.74275 -6.74275 -4.26763 -5.26275 -0.00296 -4.5998 -8.1749
7185 19981 BG066860 ribosomal protein L37a Rpl37a 1.036058 0.930599 0.925779 1.086675 1.061845 1.112119 1.209096 1.134524 -7.28693 -4.98763 -4.5998 -4.1574 -5.80152 -2.63816 0.466765 -1.4924
7189 BG066863 0.996657 1.049234 1.017481 1.039061 0.967955 0.921608 0.991225 1.099821 -8.14874 -3.24349 -7.28693 -4.5998 -5.42635 -0.04356 -7.9422 0.501235
7194 BG066866 0.921167 0.927092 0.935644 0.939399 0.958158 0.937135 0.917987 1.003981 -0.91745 -1.41493 -2.25943 -2.68699 -4.98763 -2.44609 -0.69794 -8.14874
7206 68049 BG066876 1.011073 0.971571 0.981108 0.92732 0.961571 0.972319 0.92628 1.029406 -8.00117 -7.00618 -7.63089 -2.58966 -6.11313 -7.04813 -2.49362 -6.96366
7209 210126 BG066879 LIM domain containing preferred translocation partner in lipomaLpp 1.113985 1.03315 0.98566 0.903937 1.031012 1.098717 1.008981 1.159632 0.364771 -6.06197 -7.53528 0.454832 -6.26455 0.391701 -7.9422 0.9592
7215 75786 BG066884 RIKEN cDNA 4930432B04 gene4930432B04Rik 1.0239 0.91586 0.837255 1.013417 0.953504 0.935498 0.955827 0.984984 -7.00618 -0.49745 0.988823 -7.80123 -4.32287 -2.16821 -4.5998 -7.69083
7216 66878 BG066885 RIO kinase 3 (yeast) Riok3 1.035177 1.00562 0.925689 0.952793 0.971628 0.978726 0.902473 0.950298 -4.48892 -8.05224 0.214648 -2.39891 -5.42635 -6.31428 0.920599 -2.07843
7233 66177 BG066897 ubiquitin-like 5 Ubl5 0.999449 1.069279 1.030438 1.020047 1.003201 1.044068 1.130658 1.13302 -8.18473 0.214648 -4.48892 -6.31428 -8.1301 -2.21364 0.994841 0.995863
7253 16993 BG066917 leukotriene A4 hydrolase Lta4h 0.943507 0.911119 0.958565 0.970457 0.933667 0.896271 0.94003 1.019989 -0.72812 0.842506 -2.73613 -4.82161 0.074425 0.961454 -0.39118 -6.50918
7254 30057 BG066918 translocase of inner mitochondrial membrane 8 homolog b (yeast)Timm8b 1.045074 0.975569 1.060167 1.030096 1.050986 1.070922 1.096409 1.120066 -4.1574 -6.65076 -2.35207 -6.06197 -3.40077 -1.33906 0.181347 0.746878
7271 72378 BG066934 RIKEN cDNA 2210407G14 gene2210407G14Rik0.961033 0.763944 0.833883 0.74121 0.784099 0.807979 0.819245 0.886707 -5.95867 0.999703 0.950298 0.999957 0.998524 0.991249 0.98081 0.181347
7275 67753 BG066938 RIKEN cDNA 4930579C15 gene4930579C15Rik0.968089 1.007865 0.931473 0.927861 0.973368 0.985902 0.982249 1.023528 -6.788 -8.09525 -3.24349 -2.88538 -7.20986 -7.89858 -7.74763 -7.43306
7278 20810 BG066941 spermidine synthase Srm 0.901341 0.969986 0.964326 0.957097 0.849468 0.994307 0.903044 1.04994 -4.21247 -7.74763 -7.5679 -7.28693 -1.30173 -8.16976 -4.32287 -7.08948
7284 BG066947 0.946668 0.982475 1.014192 1.029756 0.96091 0.940932 0.995871 1.009278 -6.01048 -8.0361 -7.80123 -7.24872 -6.50918 -4.71073 -8.16368 -8.08182
7289 54357 BG066952 erythrocyte protein band 4.1-like 4bEpb4.1l4b 1.017911 1.127574 1.053098 1.000455 1.046581 1.126739 0.978055 1.086887 -7.32449 0.850375 -3.08841 -8.18614 -3.88366 0.842506 -6.87692 -0.17327
7307 19332 BG066967 RAB20, member RAS oncogene familyRab20 1.085984 1.027004 0.760521 1.185074 0.956924 0.839616 0.937166 1.032556 -1.30173 -6.92056 0.999952 0.958026 -5.15301 0.968459 -2.88538 -6.41257
7316 21753 BG066974 testis derived transcript Tes 1.092834 1.412361 1.438395 1.265932 1.054667 0.91045 0.925721 0.806825 -3.88366 0.997354 0.998748 0.850375 -6.31428 -3.56004 -5.04284 0.71432
7321 66790 BG066979 GH regulated TBC protein 1Grtp1 0.95123 0.950065 0.781063 0.739525 0.788049 0.876585 0.811603 0.935367 -5.31743 -5.20794 0.996356 0.999839 0.994152 0.230875 0.973491 -3.72108
7324 97975 BG066982 0.975406 0.845439 0.941143 1.03996 0.983155 0.980077 0.948593 1.131798 -6.788 0.986994 -2.54147 -5.15301 -7.50193 -7.24872 -3.45365 0.786907
7328 BG066986 0.965381 0.989591 0.946749 0.867855 0.88282 0.94075 0.948891 1.037448 -6.06197 -7.98239 -3.93816 0.821166 0.58395 -3.24349 -4.1574 -5.90657
7331 67201 BG066988 RIKEN cDNA 2700085E05 gene2700085E05Rik1.002583 1.017331 0.940656 0.981119 1.047649 0.996143 0.951796 1.085492 -8.16976 -7.46785 -2.35207 -7.32449 -4.10242 -8.14874 -3.77511 -0.55282
7332 68818 BG066989 RIKEN cDNA 1110060O18 gene1110060O18Rik1.065954 0.866905 0.894559 0.896885 0.904409 0.93787 0.922301 0.843725 -1.05159 0.989158 0.875187 0.850375 0.740644 -1.90332 0.129226 0.998972



7344 19664 BG067001 recombining binding protein suppressor of hairless (Drosophila)Rbpsuh 0.989198 1.023078 1.022332 1.01534 0.985175 0.929125 0.95887 0.959103 -7.9422 -7.13023 -7.20986 -7.71962 -7.71962 -1.73428 -5.15301 -5.15301
7353 66511 BG067009 RIKEN cDNA 2500003M10 gene2500003M10Rik1.024012 1.023321 1.094988 1.081948 1.029811 0.942016 0.989055 1.068549 -5.90657 -6.01048 0.811923 0.533776 -4.93234 -1.90332 -7.63089 -0.08546
7354 15463 BG067010 HIV-1 Rev binding protein Hrb 0.973813 0.937934 0.993618 0.950436 0.946977 0.924225 0.977601 1.173571 -6.06197 -1.01745 -8.05224 -2.49362 -2.03409 0.036359 -6.55683 0.997519
7355 12831 BG067011 procollagen, type V, alpha 1Col5a1 0.940306 1.069806 1.085392 1.1748 1.005267 1.089171 1.185357 1.395089 -4.43352 -3.88366 -2.63816 0.685658 -8.14874 -2.39891 0.78156 0.999949
7356 17210 BG067012 myeloid cell leukemia sequence 1Mcl1 0.910953 0.834901 0.819135 0.967538 0.881049 0.931674 0.891038 1.113114 -0.31533 0.987381 0.99647 -6.16396 0.71432 -1.94654 0.501235 0.262495
7358 109857 BG067014 carbonyl reductase 3 Cbr3 1.056467 1.214472 1.458299 1.433478 1.456638 1.200978 1.148273 1.137338 -5.95867 0.654492 0.999774 0.999507 0.999766 0.512292 -0.66815 -1.08612
7368 52269 BG067024 DNA segment, Chr 1, ERATO Doi 367, expressedD1Ertd367e 0.949698 0.954243 0.986317 0.932063 0.941873 0.981846 0.955126 1.113337 -5.48055 -5.85418 -7.96273 -3.77511 -4.71073 -7.77483 -5.95867 -1.08612
7370 20501 BG067025 solute carrier family 16 (monocarboxylic acid transporters), member 1Slc16a1 0.832422 0.765891 1.001172 0.943243 0.857507 0.835476 0.873805 0.863541 0.501235 0.971904 -8.18473 -5.7486 -0.15081 0.442672 -0.82101 -0.39118
7372 12042 BG067027 B-cell leukemia/lymphoma 10Bcl10 0.919099 0.954387 0.934239 0.936553 1.023199 1.126702 1.01877 1.351639 -2.25943 -5.64203 -3.66721 -3.88366 -7.50193 -0.19607 -7.71962 0.999828
7377 14087 BG067032 Fanconi anemia, complementation group AFanca 0.79926 0.861885 0.935092 0.705853 0.865935 1.078752 0.809127 0.997099 0.685658 -0.91745 -6.11313 0.868511 -6.697 -5.37197 -0.49745 -7.92082
7379 101095 BG067034 zinc finger protein 282 Zfp282 0.935884 0.909222 0.969117 0.972265 1.020902 0.966855 0.886934 1.248349 -4.98763 -1.86049 -6.788 -7.20986 -8.16368 -6.60403 -2.58966 0.807142
7383 67870 BG067037 RIKEN cDNA 2310057D15 gene2310057D15Rik0.991478 1.011998 0.913545 0.922716 1.070401 1.000303 0.963733 1.059473 -8.05224 -7.92082 -0.82101 -1.53173 -2.63816 -8.18614 -5.95867 -3.66721
7385 27494 BG067039 angiomotin Amot 1.210719 2.148359 1.241844 1.197437 1.315581 0.768033 1.247897 -2.73613 1 -0.21922 -3.19154 -3.08841 -0.47032 -6.26455 NA
7396 11765 BG067049 adaptor protein complex AP-1, gamma 1 subunitAp1g1 0.988975 1.050189 0.971359 0.911845 0.884944 0.852555 0.933229 0.898223 -7.80123 -3.08841 -5.90657 0.417659 0.829997 0.986185 -0.88491 0.764789
7418 14854 BG067069 glutathione synthetase Gss 1.039963 1.198361 1.064788 1.144444 1.171638 1.22462 1.156106 1.316526 -5.69543 0.977759 -3.08841 0.727764 0.918421 0.994152 0.834263 0.999954
7421 80750 BG067072 cDNA sequence BC004022BC004022 0.986628 1.09622 1.006783 0.886781 0.94761 0.951138 0.945359 1.160907 -7.63089 0.442672 -8.0361 0.909145 -2.39891 -2.88538 -2.12314 0.989799
7427 98758 BG067078 RIKEN cDNA 4833420I20 gene4833420I20Rik 0.896239 0.946453 1.058746 1.043904 0.89321 1.122049 0.94734 1.227954 0.092995 -4.04755 -3.82931 -5.37197 0.19814 0.277896 -4.1574 0.993966
7428 105258 BG067079 0.905959 1.114255 0.979879 0.92568 0.855716 0.945237 0.931283 1.131566 -3.77511 -3.19154 -7.9422 -5.15301 -0.85276 -6.41257 -5.53458 -2.35207
7434 50795 BG067083 SH3-binding domain glutamic acid-rich proteinSh3bgr 1.000741 0.940745 1.004492 1.092468 1.060926 1.207979 1.180258 1.158679 -8.18473 -1.65208 -8.1194 0.277896 -1.86049 0.999583 0.996991 0.986595
7439 51897 BG067088 DNA segment, Chr 2, ERATO Doi 391, expressedD2Ertd391e 0.952065 0.908494 0.952175 1.068788 0.888768 0.978309 0.945649 0.991205 -4.37817 -0.26657 -4.37817 -2.49362 0.512292 -7.24872 -3.61353 -8.0361
7442 55981 BG067091 phosphatidylinositol glycan, class BPigb 0.988125 0.996091 0.993237 0.98175 0.932107 0.920807 0.900633 0.983867 -7.77483 -8.13988 -8.05224 -7.20986 -0.91745 -0.08546 0.678108 -7.43306
7445 66254 BG067094 RIKEN cDNA 1500031M22 gene1500031M22Rik1.005422 0.98981 1.105852 1.010012 1.007842 0.93767 0.938822 1.071179 -8.1194 -7.96273 0.074425 -7.98239 -8.05224 -2.49362 -2.63816 -2.07843
7449 72972 BG067096 RIKEN cDNA 2900054P12 gene2900054P12Rik1.031421 1.000462 0.847234 0.712486 0.772938 0.830759 0.830029 0.938881 -6.31428 -8.18614 0.971904 1 0.999956 0.992264 0.992728 -2.63816
7450 97393 BG067097 expressed sequence C85120C85120 0.953177 1.028084 1.00867 0.939088 0.990826 0.980745 1.024738 1.205522 -5.37197 -7.13023 -8.08182 -3.93816 -8.06748 -7.66125 -7.36136 0.93961
7451 192157 BG067098 Nck, Ash and phospholipase C binding proteinNap4 0.853527 1.021438 1.029253 0.813659 0.991356 1.090684 0.975506 1.060784 0.838432 -7.50193 -6.96366 0.986185 -8.06748 -1.57145 -7.24872 -4.04755
7454 52477 BG067100 DNA segment, Chr 1, ERATO Doi 396, expressedD1Ertd396e 1.028945 1.123331 1.063537 1.030076 1.027399 1.014735 0.923346 1.095638 -6.697 0.417659 -3.13985 -6.60403 -6.87692 -7.77483 -1.41493 -0.63874
7455 18220 BG067101 nucleobindin Nucb 0.989128 1.002977 1.106683 1.207492 1.0772 1.250941 1.282826 1.290217 -8.01908 -8.1749 -0.98372 0.934405 -2.98634 0.988823 0.997086 0.997889
7468 83768 BG067113 dipeptidylpeptidase 7 Dpp7 1.009485 1.027438 1.061219 1.089439 0.963404 1.058432 0.96129 1.485394 -8.00117 -6.788 -3.19154 -0.85276 -5.7486 -3.50674 -5.48055 1
7469 11988 BG067114 solute carrier family 7 (cationic amino acid transporter, y+ system), member 2Slc7a2 0.867515 0.964581 0.762221 0.713972 0.760133 0.78308 0.692435 0.79676 -4.76618 -7.92082 -0.7587 0.246823 -0.69794 -1.3768 0.512292 -1.86049
7479 105501 BG067124 RIKEN cDNA 1110035H23 gene1110035H23Rik0.955947 1.085255 1.075068 1.026383 1.054936 1.086914 1.04632 1.044721 -5.80152 -0.66815 -1.3768 -6.697 -3.34811 -0.58108 -4.37817 -4.5998
7481 71726 BG067126 single-strand selective monofunctional uracil DNA glycosylaseSmug1 0.99395 1.045865 1.015937 0.976104 0.947763 0.965055 0.921663 1.096941 -8.1301 -5.53458 -7.80123 -7.32449 -4.65527 -6.41257 -2.03409 -1.22825
7482 319544 BG067127 RIKEN cDNA B430217B02 geneB430217B02Rik1.380696 1.020209 0.877131 1.187203 1.08324 0.838487 1.000892 1.515945 0.999436 -7.77483 -0.69794 0.602668 -3.50674 0.654492 -8.18614 0.999983
7484 245622 BG067129 cDNA sequence BC031748BC031748 0.950586 0.951076 0.933098 0.875869 0.986012 0.901419 0.903733 1.125354 -4.26763 -4.32287 -2.30557 0.746878 -7.80123 0.036359 -0.06435 0.489964
7490 20255 BG067134 secretogranin III Scg3 0.968417 1.064884 1.028933 1.011477 0.946246 1.017454 0.915825 1.078463 -7.66125 -6.36363 -7.77483 -8.1194 -6.74275 -8.0361 -4.98763 -5.69543
7492 16170 BG067135 interleukin 16 Il16 0.965681 0.985337 0.89999 0.901258 0.838346 0.871923 0.916881 1.084913 -7.20986 -8.00117 -2.35207 -2.44609 0.391701 -0.72812 -3.61353 -3.99279
7496 BG067139 1.008598 1.052509 1.022811 0.996583 0.99956 0.910082 1.047596 1.027389 -8.06748 -4.76618 -7.39756 -8.16976 -8.18614 -0.98372 -5.26275 -7.08948
7498 BG067141 0.933929 0.906587 0.863013 0.881169 0.919777 0.903507 0.939344 0.912661 -3.77511 -1.45347 0.489964 -0.06435 -2.49362 -1.22825 -4.32287 -1.90332
7509 217517 BG067152 syntaxin binding protein 6 (amisyn)Stxbp6 1.040073 0.91996 0.953982 0.949587 0.884174 0.876412 0.80786 0.898229 -6.41257 -2.58966 -5.80152 -5.37197 -0.24272 0.074425 0.96659 -0.98372
7513 28033 BG067156 DNA segment, Chr 2, Wayne State University 131, expressedD2Wsu131e 0.975053 1.00926 1.061384 0.900705 1.000684 0.935221 0.909956 1.101528 -6.65076 -7.96273 -2.35207 0.533776 -8.18473 -1.61157 0.19814 0.293028
7515 11676 BG067158 aldolase 3, C isoform Aldo3 1.06449 1.06793 0.873777 0.800182 0.9533 1.039424 0.851061 0.961224 -3.99279 -3.66721 0.4048 0.990405 -5.42635 -6.26455 0.797251 -6.16396
7517 BG067159 0.913811 0.997447 0.965024 0.872173 1.096404 0.926817 0.824043 1.124005 -1.41493 -8.1749 -6.41257 0.523138 -1.30173 -2.54147 0.941258 -0.0231
7519 18806 BG067160 phospholipase D2 Pld2 0.970062 0.942533 0.960199 0.863231 0.910861 0.949805 0.873214 1.121967 -7.36136 -5.42635 -6.74275 -0.08546 -2.78558 -6.01048 -0.49745 -1.45347
7525 BG067166 0.986535 1.023882 1.0488 0.944905 0.980284 1.046198 0.935514 1.063435 -8.08182 -7.85157 -6.92056 -6.41257 -7.89858 -7.32449 -5.95867 -6.55683
7527 99929 BG067168 TCDD-inducible poly(ADP-ribose) polymeraseTiparp 8.303391 10.81884 6.959116 10.33629 9.594056 8.841937 6.239055 5.354747 1 1 1 1 1 1 1 1
7528 17246 BG067169 transformed mouse 3T3 cell double minute 2Mdm2 0.921687 1.18056 1.16083 0.997685 1.274231 1.046756 1.026351 1.463547 -2.63816 0.770503 0.55444 -8.17911 0.993966 -5.80152 -7.32449 0.999998
7531 BG067172 1.000494 1.213668 1.339149 1.254385 1.282093 1.139521 1.165605 1.240901 -8.18614 0.9592 0.999839 0.992728 0.997889 0.322499 0.727764 0.986994
7533 52592 BG067174 DNA segment, Chr 12, ERATO Doi 407, expressedD12Ertd407e 1.022608 0.965816 1.12953 0.938443 1.041149 0.926845 0.888683 1.072779 -7.00618 -5.58841 0.792137 -2.07843 -4.877 -0.98372 0.740644 -1.45347
7539 106597 BG067180 expressed sequence AI461933AI461933 1.050251 1.10992 0.914641 0.970274 0.887816 1.034668 0.842603 1.133623 -7.24872 -4.71073 -5.48055 -7.82681 -3.93816 -7.71962 -1.61157 -3.66721
7543 106868 BG067184 0.962919 0.990584 0.888061 1.040205 0.981194 1.058128 1.258611 1.272802 -6.96366 -8.10778 -1.30173 -6.87692 -7.85157 -5.69543 0.928786 0.953011
7546 30838 BG067187 F-box and WD-40 domain protein 4Fbxw4 1.146844 1.056917 1.039607 0.883635 1.2364 0.946629 0.963685 1.156205 0.092995 -5.31743 -6.60403 -0.19607 -0.44357 -6.65076 -7.59978 -1.69299
7548 225362 BG067189 cDNA sequence BC020184BC020184 0.96619 1.065735 1.028043 0.952304 0.933739 0.876113 0.893712 1.098246 -7.32449 -5.58841 -7.63089 -6.55683 -5.26275 -1.30173 -2.58966 -3.50674
7558 14825 BG067198 chemokine (C-X-C motif) ligand 1Cxcl1 0.796349 0.720079 0.891986 0.86787 1.086235 0.899192 1.011269 1.381459 -0.98372 0.574307 -5.20794 -4.04755 -6.46109 -5.53458 -8.14874 0.533776
7560 70767 BG067200 PRP3 pre-mRNA processing factor 3 homolog (yeast)Prpf3 0.882372 1.262023 1.293343 0.81745 1.19981 0.874342 0.948656 1.231595 0.307895 0.996893 0.999287 0.981916 0.948887 0.523138 -4.71073 0.987381
7564 215494 BG067204 expressed sequence C85492C85492 0.975521 0.822503 1.136106 0.997307 1.087599 0.972478 0.944195 1.101189 -7.32449 0.965618 0.277896 -8.1749 -1.99013 -7.08948 -4.37817 -1.08612
7567 66355 BG067207 guanosine monophosphate reductaseGmpr 1.057003 0.981192 1.032169 1.127511 1.013822 1.131121 1.048773 1.079015 -3.40077 -7.43306 -6.21444 0.646289 -7.77483 0.700291 -4.32287 -1.3768
7575 56722 BG067215 LPS-induced TN factor Litaf 1.002658 0.998835 1.020628 1.006491 0.955087 0.995635 1.052817 1.025269 -8.16976 -8.18239 -7.24872 -8.09525 -4.37817 -8.13988 -3.72108 -6.83272
7584 BG067223 0.984052 1.171421 1.049395 1.002396 0.885765 0.797335 1.074007 0.987034 -7.71962 0.918421 -4.71073 -8.1749 0.489964 0.998748 -2.25943 -7.87549
7594 75516 BG067233 RIKEN cDNA 1700013G20 gene1700013G20Rik0.951896 1.051514 0.927371 0.894752 0.853254 0.828874 0.963617 0.968888 -1.69299 -1.57145 0.430282 0.969356 0.999749 0.99999 -3.56004 -4.54435
7601 75717 BG067240 cullin 5 Cul5 1.071469 0.931148 0.844519 0.851818 0.93057 0.842227 0.870287 0.906704 -0.88491 -0.69794 0.997597 0.995155 -0.66815 0.998084 0.974252 0.574307
7607 18557 BG067246 PCTAIRE-motif protein kinase 3Pctk3 0.971209 1.139434 1.177074 1.0408 0.987538 1.062013 1.140275 1.115033 -6.06197 0.924796 0.992728 -4.5998 -7.74763 -2.03409 0.928786 0.70738
7616 12892 BG067254 coproporphyrinogen oxidaseCpo 0.990233 1.071157 1.120801 1.082124 0.950327 1.238229 1.293931 1.23797 -8.05224 -3.34811 -0.21922 -2.39891 -5.04284 0.985763 0.998827 0.985763
7622 18117 BG067260 neighbor of Cox4 Noc4 0.983673 0.959872 0.979825 1.003889 1.027117 1.013648 1.036156 1.004854 -6.46109 -1.61157 -5.69543 -8.08182 -4.32287 -6.96366 -2.54147 -8.01908
7625 96918 BG067263 0.92045 0.890597 0.842722 0.880539 0.885645 0.936428 0.919772 0.969484 0.466765 0.954315 0.999732 0.982961 0.971904 -0.47032 0.501235 -5.04284
7646 54152 BG067281 dynein, axonemal, light chain 4Dnalc4 1.009253 0.96772 1.046472 0.89824 0.956346 0.840499 0.950886 0.940138 -8.08182 -6.96366 -5.95867 -1.01745 -6.01048 0.792137 -5.53458 -4.54435
7648 20340 BG067283 golgi apparatus protein 1 Glg1 1.112887 1.040088 0.906905 0.97844 0.930866 0.944225 0.99589 0.972391 0.181347 -5.53458 -0.19607 -7.28693 -2.03409 -3.45365 -8.14874 -6.74275
7650 18613 BG067285 platelet/endothelial cell adhesion moleculePecam 1.045921 0.865314 1.273185 0.748155 1.157264
7651 19289 BG067286 putative neuronal cell adhesion moleculePunc 0.870485 1.082968 0.999296 0.857062 0.888635 0.929613 0.961597 0.908541 0.928786 -0.66815 -8.18473 0.974252 0.752979 -1.19212 -5.04284 0.19814
7653 75212 BG067288 RIKEN cDNA 4930544L10 gene4930544L10Rik 0.911888 0.945276 0.958014 0.956991 0.902395 0.859138 1.009996 1.307355 -0.88491 -4.04755 -5.48055 -5.37197 -0.31533 0.842506 -8.01908 0.99985
7657 105892 BG067290 expressed sequence AI789751AI789751 0.906671 1.033783 1.067097 0.945293 0.949442 0.923044 0.966216 1.088901 0.746878 -4.93234 -0.78966 -1.65208 -2.16821 0.214648 -4.71073 0.417659
7664 52503 BG067297 DNA segment, Chr 12, ERATO Doi 427, expressedD12Ertd427e 1.062088 0.893818 0.828761 0.811939 0.836235 0.866355 0.843732 0.916188 -3.40077 0.214648 0.970045 0.991525 0.949027 0.64734 0.914595 -2.81444
7669 140904 BG067301 calneuron 1 Caln1 1.006953 0.81998 0.811526 0.968966 0.748674 0.965098 0.858612 0.94314 -16.5354 0.93935 0.964178 -14.0613 0.999646 -13.4392 0.463737 -9.23519
7673 98732 BG067304 expressed sequence AW743433AW743433 0.912062 1.045907 0.961131 0.940882 0.924459 0.853803 1.023934 1.272161 -2.8793 -11.2525 -12.2804 -7.97445 -4.74963 0.747164 -14.9347 0.99767
7675 71984 BG067306 seryl-aminoacyl-tRNA synthetase 2Sars2 1.024092 0.982054 0.928305 0.892471 0.846192 0.886908 0.927328 0.920858 -14.1463 -15.1474 -3.14645 0.335632 0.975735 0.525011 -3.01134 -1.98588
7681 24099 BG067312 tumor necrosis factor (ligand) superfamily, member 13bTnfsf13b 1.029206 1.448887 1.120312 1.228631 1.117834 1.126627 1.051023 1.034837 -13.9753 1 -0.51013 0.988398 -0.64041 -0.19534 -9.7677 -12.9688
7684 17536 BG067314 myeloid ecotropic viral integration site-related gene 1Mrg1 0.956753 1.065118 0.90398 0.96264 0.874432 0.926749 0.892805 0.985599 -6.86149 -2.44128 0.673106 -8.60049 0.977844 -0.70893 0.873868 -15.1474
7685 73373 BG067315 RIKEN cDNA 1700048E23 gene1700048E23Rik0.923159 0.892409 0.954412 0.946313 0.751484 0.636871 0.877134 1.27071 -12.0784 -8.60049 -14.9347 -14.3131 0.525011 0.995072 -6.86149 -0.33083
7686 277333 BG067316 similar to glyceraldehyde-3-phosphate dehydrogenase (phosphorylating)  (EC 1.2.1.12) - mouseMGC68323 0.924579 1.077059 1.184284 1.104838 1.005945 0.909133 1.05064 1.114062 -3.86819 -4.58271 0.925882 -1.29989 -16.5354 -1.72507 -9.55449 -0.64041
7692 19735 BG067321 regulator of G-protein signaling 2Rgs2 0.955287 1.07315 0.946854 0.937391 1.005701 1.091874 1.024605 1.136953 -10.7256 -5.80979 -8.91701 -6.86149 -16.556 -3.07851 -14.7105 0.162535
7699 21823 BG067326 tyrosine hydroxylase Th 1.062133 0.922949 1.045408 1.109908 1.060876 1.169576 1.201376 1.2097 -9.55449 -6.08961 -12.2804 -2.8793 -9.7677 0.366219 0.795021 0.847323
7701 54418 BG067328 formin 2 Fmn2 0.957061 0.975065 0.943996 0.877151 0.93032 0.95924 0.995146 1.061231 -13.7114 -15.5961 -11.8745 -2.62443 -9.7677 -13.9753 -16.6206 -11.6687
7703 26423 BG067330 nuclear receptor subfamily 5, group A, member 1Nr5a1 0.941233 0.930081 0.90708 0.917635 0.830378 0.894435 0.993797 1.169821 -9.55449 -7.46211 -3.7177 -5.26746 0.805611 -2.15109 -16.5748 0.351084
7705 102527 BG067332 RIKEN cDNA 6720458D17 gene6720458D17Rik0.947539 0.985575 1.055305 1.064288 1.026163 0.977636 1.037788 1.092395 -5.09205 -15.3481 -5.09205 -3.28465 -12.7754 -13.6216 -9.66107 -0.11977
7706 67763 BG067333 RIKEN cDNA 5730409F23 gene5730409F23Rik 0.99009 1.221539 1.126599 0.941724 1.266028 0.874762 1.103288 1.30102 -16.5131 0.181448 -4.74963 -12.1797 0.726734 -3.28465 -7.15969 0.890134
7708 11640 BG067335 A kinase (PRKA) anchor protein 1Akap1 0.959157 1.012272 0.981513 0.88374 0.910447 0.989189 0.945551 1.034734 -11.357 -16.1108 -15.4123 0.083056 -2.04021 -16.2342 -8.28615 -12.8724
7715 BG067341 0.891525 1.038323 1.022768 0.932966 0.92883 0.895061 0.92901 1.140492 -0.38851 -12.2804 -14.9347 -5.71777 -5.00539 -0.64041 -5.00539 0.351084
7719 BG067345 0.978154 1.04371 0.996196 0.877797 0.837537 1.048522 0.898096 1.121688 -16.3753 -15.0778 -16.5748 -6.56787 -1.62574 -14.1463 -9.23519 -7.76836
7729 103239 BG067354 0.905589 0.905863 0.940008 0.989327 0.788365 0.850364 1.125536 0.92492 -2.09528 -2.09528 -7.76836 -16.3081 0.997162 0.78953 -0.51013 -4.91942
7730 56626 BG067355 polymerase (DNA directed), lambdaPoll 1.028294 1.008664 0.951289 1.018601 1.016402 1.079675 1.037653 0.993275 -11.4613 -16.0664 -4.83417 -14.1463 -14.6334 -0.38851 -8.60049 -16.3081
7732 12797 BG067357 calponin 1 Cnn1 1.222766 0.941557 0.811769 0.583925 0.935402 0.805899 1.025586 0.577149 0.409777 -11.7718 0.536489 1 -10.8315 0.62916 -15.6545 1
7733 230917 BG067358 expressed sequence AV028368AV028368 0.974237 0.923164 1.081376 0.93741 0.886958 0.999427 0.944261 0.961292 -15.9728 -11.4613 -12.0784 -13.4392 -7.97445 -16.6422 -13.7114 -15.2157
7735 227154 BG067359 amyotrophic lateral sclerosis 2 (juvenile) chromosome region, candidate 2 homolog (human)Als2cr2 0.94933 0.962976 0.993583 0.859365 0.791678 0.677381 0.791921 0.697319 -10.8315 -13.9753 -16.556 0.303759 0.985125 0.999998 0.985125 0.999991
7736 11838 BG067360 activity regulated cytoskeletal-associated proteinArc 0.919289 1.104691 1.058502 1.120162 1.10565 1.044186 1.140582 1.204813 -2.50158 -0.85296 -7.26004 0.019266 -0.77976 -10.4071 0.610141 0.986017
7743 76332 BG067366 component of oligomeric golgi complex 2Cog2 0.847305 0.905739 0.946687 0.922616 0.839457 0.790906 0.918418 1.070504 0.851408 -1.87939 -9.02291 -4.25767 0.909646 0.997428 -3.57028 -6.37484
7760 319863 BG067381 0.951292 0.937917 1.062014 1.001401 1.007442 1.015663 0.989212 1.105529 -6.37484 -3.28465 -4.02172 -16.6503 -16.3081 -15.2157 -15.9236 0.381042
7764 59047 BG067384 polynucleotide kinase 3'- phosphatasePnkp 0.968514 0.965298 0.963215 0.818065 0.872281 0.9375 0.993679 0.994052 -15.0778 -14.7105 -14.4755 0.476525 -2.75034 -11.0425 -16.5918 -16.6071
7775 56277 BG067393 RIKEN cDNA C630002M10 geneC630002M10Rik0.955732 0.999552 0.873806 0.886095 0.867171 0.850908 0.880385 0.995184 -5.35619 -16.6638 0.993426 0.974224 0.996971 0.999594 0.986444 -16.4632
7795 67247 BG067412 RIKEN cDNA 2810484M10 gene2810484M10Rik0.910873 0.977054 0.847786 0.872471 0.701645 0.838547 0.900026 1.460556 -10.5134 -16.1947 -3.7177 -6.08961 0.933887 -2.94494 -9.23519 0.968199
7798 67812 BG067415 RIKEN cDNA 1300013G12 gene1300013G12Rik0.959709 1.041345 0.955942 0.932573 0.876927 0.979039 1.125711 1.211168 -11.6687 -11.7718 -10.8315 -5.80979 0.303759 -15.1474 -0.22146 0.972624
7800 18024 BG067417 nuclear, factor, erythroid derived 2, like 2Nfe2l2 0.93032 1.099917 1.091665 0.961543 0.913476 0.856369 0.998135 0.980251 -0.77976 0.638353 0.366219 -7.76836 0.476525 0.998269 -16.6323 -13.7114
7802 23882 BG067419 growth arrest and DNA-damage-inducible 45 gammaGadd45g 1.004913 1.086115 0.972717 1.060239 0.954134 1.047893 1.097881 1.126123 -16.4063 0.579967 -10.3007 -1.52921 -3.94457 -4.02172 0.83884 0.987261
7806 18938 BG067423 protein phosphatase 1, regulatory (inhibitor) subunit 14BPpp1r14b 0.948596 0.968166 1.00528 1.132262 1.000532 0.967735 0.956064 1.081571 -12.2804 -15.475 -16.6638 -4.41872 -16.6422 -14.555 -13.3467 -9.7677
7807 100764 BG067424 RIKEN cDNA 1110008J03 gene1110008J03Rik 1.010228 1.072237 0.928506 1.242941 0.99363 0.743668 1.285812 0.930228 -16.3081 -13.1593 -13.5308 -5.90245 -16.6638 -0.92856 -1.48199 -14.3949
7817 66667 BG067433 Hspb associated protein 1 Hspbap1 1.044626 1.128119 1.143623 1.065214 0.931872 1.145472 1.116163 1.086646 -13.6216 -5.35619 -2.32296 -13.5308 -15.0778 -5.90245 -8.70578 -13.8883
7818 12659 BG067434 oviductal glycoprotein 1 Ovgp1 0.999072 1.068561 1.021102 0.941938 0.936836 0.960999 0.896392 1.120247 -16.6638 -10.7256 -15.9728 -11.5652 -10.8315 -14.2302 -4.83417 -4.33782
7820 18553 BG067436 paired basic amino acid cleaving system 4Pace4 1.09297 1.808505 1.422461 1.537535 0.86583 1.172779 1.494744 1.788012 -12.8724 0.997745 0.489042 0.893143 -8.39066 -7.26004 0.805611 0.996971
7830 BG067445 2.680053 3.964513 3.05975 3.10011 2.924001 2.914411 2.337744 2.455938 1 1 1 1 1 1 1 1
7834 73389 BG067449 high mobility group box transcription factor 1Hbp1 1.136922 0.890048 1.042661 1.056552 1.000261 0.833179 1.096637 0.905336 -1.43545 -2.44128 -13.2534 -11.1476 -16.6647 0.62916 -5.26746 -4.25767
7841 17105 BG067456 lysozyme Lyzs 1.129381 0.991571 0.932311 0.95046 0.922892 0.940608 1.044662 0.992498 -0.74405 -16.4632 -7.0598 -10.6196 -5.26746 -8.60049 -11.9767 -16.5131
7853 20466 BG067468 transcriptional regulator, SIN3A (yeast)Sin3a 0.953761 0.978357 0.984201 0.912911 0.941249 1.02647 0.899503 1.058079 -13.8003 -15.9728 -16.3081 -9.7677 -12.0784 -15.7667 -6.66521 -13.8883
7864 16534 BG067479 potassium intermediate/small conductance calcium-activated channel, subfamily N, member 4Kcnn4 0.984287 0.917261 0.932486 1.023916 0.816178 0.846267 0.974638 0.917537 -14.1463 0.740514 -0.02534 -11.5652 1 0.999965 -10.8315 0.733705
7865 BG067480 1.010401 1.021913 0.991754 0.939311 0.862918 0.984237 1.091194 0.950107 -16.4063 -15.5961 -16.5131 -10.3007 -0.19534 -16.1108 -5.71777 -12.0784
7867 237339 BG067482 l(3)mbt-like 3 (Drosophila) L3mbtl3 0.973606 0.976551 1.039219 1.111668 0.915084 1.020624 1.050834 1.112689 -13.9753 -14.4755 -11.5652 -0.44826 -1.98588 -15.0069 -9.02291 -0.41813
7868 68695 BG067483 RIKEN cDNA 1110033O09 gene1110033O09Rik0.920493 0.908708 1.020482 1.092826 0.946307 0.911071 1.019379 1.219659 -3.42592 -1.82724 -15.2157 -2.62443 -8.49545 -2.15109 -15.3481 0.985125
7871 BG067486 0.801584 0.85164 1.154535 0.849745 1.09485 0.679413 1.358284 0.887957 -7.46211 -11.4613 -13.8003 -13.5308 -16.1947 -5.90245 -4.50035 -14.0613
7872 BG067487 expressed sequence C80342C80342 1.018834 1.064688 0.997783 0.985296 0.881702 0.997584 0.987067 1.040476 -15.9236 -9.87435 -16.6566 -16.1947 -1.62574 -16.6503 -16.3081 -13.5308
7873 231070 BG067488 insulin induced gene 1 Insig1 0.980497 1.070081 1.03727 1.128666 1.11756 1.134542 1.098506 1.157881 -14.6334 -3.3549 -10.6196 0.747164 0.525011 0.820556 -0.27516 0.955958
7888 BG067501 0.984471 1.030627 1.00981 0.944834 0.855301 0.982841 0.894809 1.000618 -15.9728 -14.3131 -16.4063 -9.66107 0.51328 -15.8729 -1.67505 -16.6638
7901 64113 BG067514 modulator of apoptosis 1 Moap1 1.109571 1.034927 1.059266 1.001537 0.944599 0.85189 0.98443 1.263839 -0.11977 -11.8745 -6.37484 -16.6503 -6.47108 0.960851 -15.5363 0.99984
7903 69752 BG067516 RIKEN cDNA 2410004P19 gene2410004P19Rik1.063946 1.03749 1.015252 1.025499 1.016006 0.866627 0.943292 0.978015 -3.28465 -9.66107 -15.2157 -12.8724 -8.8113 0.979778 -4.02172 -13.6216
7906 98985 BG067519 expressed sequence AI462438AI462438 0.974372 1.165801 0.983152 0.94742 0.960604 1.028582 1.094303 1.097807 -14.4755 0.733705 -15.7113 -9.12898 -11.9767 -14.1463 -2.81444 -2.44128
7917 67966 BG067530 RIKEN cDNA 2410141K03 gene2410141K03Rik0.999199 1.191882 0.95893 0.954972 0.927389 0.933024 0.981373 0.986559 -16.6566 0.999946 -5.99572 -4.83417 -0.00283 -0.54187 -13.6216 -15.0069
7921 52575 BG067534 DNA segment, Chr 16, ERATO Doi 454, expressedD16Ertd454e 1.003119 1.049848 0.989696 1.05989 1.074518 1.101781 1.040234 1.105523 -16.5748 -4.50035 -15.7113 -2.38175 -0.47893 0.772239 -7.15969 0.829925
7922 72354 BG067535 tetratricopeptide repeat domain 4Ttc4 0.926445 1.081301 1.046084 0.9898 0.91199 0.888403 1.219492 1.059429 -4.09962 -3.79256 -10.4071 -16.272 -1.93227 0.019266 0.989437 -7.66588
7926 69482 BG067539 RIKEN cDNA 2310006I24 gene2310006I24Rik 0.9939 1.032355 0.916231 1.024744 0.940156 1.009795 1.091613 1.223447 -16.3425 -9.7677 0.476525 -9.44796 -1.87939 -15.8729 0.476525 0.999993
7928 68279 BG067541 mucolipin 2 Mcoln2 0.967885 1.234257 1.001291 0.887129 0.973848 0.927322 0.917567 1.052603 -15.2157 0.366219 -16.6611 -5.62639 -15.7113 -10.9371 -8.8113 -13.3467
7930 331239 BG067543 similar to putative G-protein coupled receptorna 0.964081 1.148911 1.123419 1.01321 1.044488 1.172298 1.32409 1.174284 -12.5793 0.437329 -0.47893 -16.1108 -11.357 0.78953 0.999875 0.810715
7932 30843 BG067545 F-box and leucine-rich repeat protein 12Fbxl12 1.146017 0.991881 0.872848 0.885011 0.907939 0.907495 1.342289 1.21502 -12.4802 -16.6503 -11.2525 -10.4071 -13.0644 -15.0778 -9.55449 -5.90245
7937 101994 BG067550 DNA segment, Chr 8, ERATO Doi 457, expressedD8Ertd457e 1.096221 1.455706 1.128444 1.408803 1.613303 1.400924 1.666597 1.701881 -12.6776 0.681309 -10.3007 0.409777 0.965226 0.335632 0.983682 0.990386
7946 13032 BG067559 cathepsin C Ctsc 0.729325 1.087223 1.018884 0.917408 0.927712 0.93812 1.075325 1.029286 0.103512 -11.0425 -16.6071 -13.4392 -14.1463 -15.8729 -14.1463 -16.0664
7949 225339 BG067562 RIKEN cDNA E230022H04 geneE230022H04Rik1.193405 1.260092 1.078096 1.055558 1.041944 1.131161 1.066374 1.18009 0.883877 0.994574 -5.62639 -9.55449 -12.0784 -0.35942 -7.56379 0.795021
7951 21808 BG067564 transforming growth factor, beta 2Tgfb2 1.125058 0.744254 0.944572 1.068373 1.130745 1.232043 0.813778 0.735539 -10.4071 -0.27516 -14.9347 -14.3949 -9.981 -4.91942 -3.7177 -0.04829
7954 73447 BG067567 WD repeat domain 13 Wdr13 0.971486 0.985826 0.981987 0.963385 0.949724 0.966045 0.982762 1.05138 -13.4392 -15.8206 -15.2826 -11.6687 -8.39066 -12.2804 -15.4123 -8.70578
7956 14062 BG067569 coagulation factor II (thrombin) receptorF2r 0.979495 0.859174 0.918909 1.037181 0.939269 0.950033 1.07019 0.960762 -15.1474 0.78953 -3.07851 -12.3806 -6.86149 -9.23519 -5.80979 -11.6687
7967 100672 BG067579 1.01804 1.00506 1.110775 1.075633 0.98085 0.961816 1.112009 0.978155 -15.2157 -16.5354 -0.02534 -3.28465 -14.9347 -10.7256 0.040939 -14.4755
7979 17936 BG067591 Ngfi-A binding protein 1 Nab1 0.990988 1.105451 0.917278 0.701413 1.101534 0.959351 0.835475 1.133632 -16.5748 -7.26004 -11.2525 -4.17827 -10.1942 -16.4632 -4.58271 -9.66107
7988 216760 BG067599 RIKEN cDNA 2700079M14 gene2700079M14Rik0.896136 1.120814 1.024905 0.99564 0.965283 0.993161 1.027692 1.12376 -0.89046 -0.57416 -14.7105 -16.5918 -12.8724 -16.5131 -14.3131 -0.41813
7994 17293 BG067605 mesoderm posterior 2 Mesp2 0.966599 0.893737 0.988388 1.036541 0.844173 0.894558 0.944527 0.913024 -10.3007 0.805611 -15.7667 -9.66107 0.998433 0.795021 -4.09962 0.162535
8005 BG067616 RIKEN cDNA 2210408E11 gene2210408E11Rik0.793861 1.113121 1.238566 1.061791 0.990196 0.875982 0.977743 1.070395 -8.39066 -7.56379 -2.38175 -8.91701 -11.5652 -14.3949 -16.6566 -12.9688
8006 97835 BG067617 expressed sequence C86933C86933 0.848029 0.850273 0.822095 0.758101 0.751697 0.759595 0.852331 0.991093 0.992993 0.991253 0.999502 1 1 1 0.989437 -16.1947
8007 71994 BG067618 calponin 3, acidic Cnn3 0.939114 0.993576 1.015704 0.923303 0.829768 0.88329 1.041822 1.179412 -7.76836 -16.5354 -15.9236 -4.74963 0.937578 -0.24807 -12.0784 0.805611
8016 15894 BG067627 intercellular adhesion moleculeIcam1 0.911821 0.999046 0.996901 0.850458 0.930695 0.988974 0.995001 1.038712 -7.0598 -16.6638 -16.6503 -0.70893 -9.981 -16.4632 -16.6206 -14.4755
8019 66821 BG067630 BCS1-like (yeast) Bcs1l 1.027262 0.944766 0.84427 0.886288 0.861942 0.931218 0.953746 1.078231 -14.555 -9.02291 0.834438 -0.47893 0.54772 -6.27918 -10.8315 -5.53566
8020 67538 BG067631 RIKEN cDNA 4921517A06 gene4921517A06Rik1.018927 1.041433 1.047318 1.03806 1.00922 0.969923 0.992792 1.05517 -15.0069 -10.0876 -8.60049 -10.8315 -16.2342 -12.5793 -16.4063 -6.86149
8024 11717 BG067635 AMP deaminase 3 Ampd3 0.962125 1.177478 0.872015 0.943129 1.180609 1.009201 0.976426 -12.5793 -12.2804 -8.28615 -12.2804 -13.9753 -16.0664 -15.0069 NA
8034 229622 BG067645 RIKEN cDNA 9430063L05 gene9430063L05Rik 1.070343 1.230977 0.937005 0.927103 0.828369 0.907668 0.853251 0.862546 -6.56787 0.984658 -7.0598 -5.17941 0.951914 -2.20763 0.766193 0.610141
8038 13858 BG067649 epidermal growth factor receptor pathway substrate 15Eps15 0.922255 0.925224 1.126531 0.674709 1.09084 0.898421 1.225064 -11.1476 -15.2157 -11.8745 0.719597 -15.0778 -10.0876 -9.23519 NA
8049 54650 BG067659 Scm-like with four mbt domains 1Sfmbt1 0.978773 0.947954 0.974829 1.072297 1.044096 1.113893 1.113453 1.106778 -15.2826 -9.66107 -14.7105 -6.47108 -11.6687 -1.38959 -1.43545 -1.98588
8052 56376 BG067662 RIKEN cDNA 1110001A05 gene1110001A05Rik1.027666 1.109935 1.067671 0.976018 0.887086 1.021863 0.940951 1.0122 -15.2826 -3.21516 -7.87123 -15.5961 -2.8793 -15.7667 -14.1463 -16.3753
8053 330171 BG067663 potassium channel tetramerisation domain containing 10Kctd10
8054 233103 BG067664 RIKEN cDNA 4931406P16 gene4931406P16Rik
8058 BG067668 0.995109 1.002159 0.984399 1.107918 0.937619 1.044737 1.00607 1.351301 -16.5354 -16.6422 -15.4123 0.103512 -4.17827 -9.02291 -16.4632 1
8079 BG067689 1.120238 1.404201 0.74497 1.146041 0.847806 1.505996 0.969776 1.101637 -6.47108 0.980386 0.909646 -4.17827 -1.98588 0.998534 -15.5961 -8.49545
8083 15937 BG067693 immediate early response 3 Ier3 1.058165 1.150329 1.147305 1.253656 1.130139 1.213437 1.168661 1.333403 -7.97445 0.83884 0.815696 0.999646 0.54772 0.995807 0.941075 0.999997
8084 BG067694 1.030343 0.969252 0.917139 0.807291 0.724829 0.681863 0.505047 0.74858 -14.8612 -14.7105 -6.27918 0.880626 0.998582 0.999973 1 0.996434
8085 22214 BG067695 ubiquitin-conjugating enzyme E2HUbe2h 0.960405 0.983655 1.037643 0.990336 0.938376 0.865529 1.062759 0.898951 -13.3467 -16.0664 -13.8883 -16.4356 -9.66107 -0.89046 -10.9371 -4.33782
8087 21987 BG067697 tumor protein D52-like 1 Tpd52l1 0.984825 1.149061 1.057966 1.228221 1.032115 1.124303 1.137319 1.203124 -16.6206 -3.21516 -11.1476 0.51328 -10.7256 -7.66588 -2.44128 0.235982
8089 15982 BG067699 interferon-related developmental regulator 1Ifrd1
8097 73288 BG067707 RIKEN cDNA 1700034M03 gene1700034M03Rik0.968088 0.959896 0.84995 0.864615 0.784067 0.780837 0.840957 0.8509 -14.3131 -13.1593 0.366219 -0.19534 0.982647 0.985578 0.579967 0.335632
8102 68097 BG067712 RIKEN cDNA 6720463E02 gene6720463E02Rik1.024587 1.033148 0.954678 0.910751 0.891196 1.012827 1.00702 0.958772 -12.6776 -10.1942 -6.08961 0.489042 0.901717 -15.475 -16.3081 -7.26004
8108 20419 BG067717 Shc SH2-domain binding protein 1Shcbp1 0.93372 0.998474 1.030166 1.11176 0.893505 0.887928 0.994735 1.162456 -10.0876 -16.6611 -15.2157 -4.91942 -4.17827 -3.49772 -16.6206 -1.0466
8111 244373 BG067720 cDNA sequence BC036333BC036333 0.928191 0.942522 0.913069 0.938081 0.947342 0.896314 0.937238 0.983217 -0.81606 -3.14645 0.351084 -2.26492 -4.17827 0.834438 -2.09528 -14.6334
8113 19082 BG067722 protein kinase, AMP-activated, gamma 1 non-catalytic subunitPrkag1 1.006333 1.018157 0.99543 1.051045 1.061941 1.070443 1.090022 1.035136 -16.489 -15.2157 -16.5748 -8.28615 -5.90245 -4.33782 -1.67505 -11.8745
8117 24000 BG067725 protein tyrosine phosphatase, non-receptor type 21Ptpn21 1.189245 1.131226 1.033987 0.818326 1.008371 0.778733 -3.28465 -11.0425 -15.8729 -15.8206 -14.7105 -13.2534 NA
8121 75710 BG067729 RNA binding motif protein 12Rbm12 0.969995 1.170791 1.111361 1.158703 1.154276 1.040316 1.132811 1.395183 -14.7865 -0.00283 -3.64361 -0.41813 -0.60701 -13.6216 -1.82724 0.999669
8122 68148 BG067730 RIKEN cDNA C430041I18 geneC430041I18Rik 1.092348 1.59376 1.202391 1.66592 1.753466 1.593147 1.640303 1.873876 -12.9688 0.947522 -5.53566 0.980976 0.994397 0.945976 0.972624 0.998951
8125 27373 BG067733 casein kinase 1, epsilon Csnk1e 1.021269 1.0135 1.02987 0.946694 0.891664 1.025288 1.091211 1.106671 -14.8612 -15.8729 -13.2534 -7.46211 0.181448 -14.1463 -1.87939 -0.57416
8126 BG067734 0.914976 0.950235 0.96618 0.993335 0.978027 1.316821 0.908429 0.992516 -12.2804 -15.0778 -15.9236 -16.6323 -16.3425 -0.33083 -11.6687 -16.6323
8128 329506 BG067736 similar to hypothetical protein HSPC129na 0.903097 1.033855 0.983167 0.907553 0.97191 0.946917 0.936314 1.148395 -1.43545 -13.1593 -15.7113 -1.93227 -14.0613 -8.91701 -6.56787 0.489042
8129 227746 BG067737 RIKEN cDNA 9530020D24 gene9530020D24Rik0.891091 1.034353 1.028235 1.002958 0.956803 0.944682 0.934674 1.114244 0.704813 -11.1476 -12.6776 -16.6071 -8.28615 -5.17941 -3.01134 0.525011
8133 26409 BG067741 mitogen activated protein kinase kinase kinase 7Map3k7 0.988008 1.031997 0.987301 0.92957 0.985119 0.909043 0.952952 1.0244 -16.0204 -12.5793 -15.9236 -3.49772 -15.6545 -0.77976 -8.60049 -14.1463
8135 17060 BG067743 B-cell linker Blnk
8143 67299 BG067751 dedicator of cytokinesis 7 Dock7 0.954339 1.049834 1.046021 1.072749 1.150612 1.171645 1.018841 1.072865 -11.0425 -10.7256 -11.357 -6.47108 0.319859 0.704813 -15.5961 -6.47108
8145 232288 BG067753 RIKEN cDNA 6030440G05 gene6030440G05Rik 0.85136 1.07531 0.862765 0.834105 0.774323 0.798327 1.025245 0.993755 -0.81606 -9.87435 -1.52921 -0.00283 0.921546 0.76 -15.6545 -16.6071
8147 66460 BG067755 RIKEN cDNA 2610042O14 gene2610042O14Rik1.038555 1.033689 1.133073 0.997278 0.995478 1.127241 1.005208 1.079428 -15.7113 -16.1536 -10.0876 -16.6611 -16.6422 -12.7754 -16.6422 -14.555
8150 244954 BG067758 RIKEN cDNA 6030424L22 gene6030424L22Rik 0.87489 0.948126 0.941163 0.832785 0.947054 0.8947 0.798853 1.039158 -2.56263 -12.5793 -11.5652 0.062201 -13.2534 -5.26746 0.76 -14.3949
8152 67035 BG067760 RIKEN cDNA 2010306G19 gene2010306G19Rik0.998433 1.538772 1.058323 0.921833 1.009253 0.954574 0.942262 0.997269 -16.6566 1 -8.91701 -4.41872 -16.4063 -10.9371 -8.39066 -16.6422
8159 22260 BG067766 nuclear receptor subfamily 1, group H, member 2Nr1h2 0.899217 0.940563 0.987889 0.995467 0.93807 0.875154 0.944186 1.002746 0.335632 -4.66581 -15.8729 -16.556 -4.09962 0.880626 -5.44559 -16.6206
8163 BG067770 0.884712 1.170041 0.990115 1.051738 0.93726 0.937838 1.065274 1.161915 -3.21516 -1.67505 -16.6611 -13.0644 -11.1476 -11.2525 -11.357 -2.09528
8165 BG067772 1.209143 1.315296 1.103725 1.167458 1.324732 1.27844 1.097399 1.180478 0.772239 0.99594 -4.02172 0.103512 0.997162 0.982647 -4.83417 0.409777
8166 67041 BG067773 3-oxoacid CoA transferase Oxct 0.941893 1.095594 1.105189 1.048372 1.01219 0.968589 1.10209 1.240794 -5.80979 -1.00663 -0.33083 -8.70578 -15.9728 -12.3806 -0.51013 0.999409
8172 18584 BG067778 phosphodiesterase 8A Pde8a 0.97426 1.13411 1.041262 0.890557 1.003209 0.950138 0.975314 0.916427 -13.1593 0.847323 -9.34152 0.704813 -16.6071 -6.56787 -13.3467 -0.60701
8173 99514 BG067779 0.981176 0.999559 0.949267 0.937227 0.910093 0.95809 0.946759 1.141581 -13.7114 -16.6638 -3.57028 -1.21286 0.733705 -5.99572 -2.94494 0.992293
8177 66132 BG067782 RIKEN cDNA 1110008L16 gene1110008L16Rik 0.900039 0.971189 1.177786 1.187846 1.156674 1.042485 1.072816 0.982244 -0.04829 -13.0644 0.969135 0.982647 0.896076 -10.0876 -3.86819 -15.2157
8181 192654 BG067786 lysophospholipase 3 Lypla3 0.982206 0.834498 0.837873 0.766951 0.736495 0.786047 0.851143 1.056345 -14.9347 0.997592 0.996659 0.999999 1 0.999987 0.98803 -5.80979
8192 66922 BG067797 related RAS viral (r-ras) oncogene homolog 2Rras2 0.968747 1.363183 1.314289 1.279111 1.31169 1.172655 1.084642 1.374102 -12.9688 0.999998 0.999971 0.999781 0.999967 0.916974 -2.94494 0.999999
8197 194227 BG067801 similar to Hypothetical protein DJ1198H6.2na 0.975695 0.96943 1.038402 1.007756 0.974386 1.005281 0.896071 0.928915 -15.2826 -14.555 -13.6216 -16.5131 -15.1474 -16.5918 -2.68701 -7.56379
8204 77579 BG067808 myosin heavy chain 10, non-muscleMyh10 0.875176 0.868064 0.967856 0.913562 0.955986 0.826147 1.016826 1.075211 0.947522 0.972624 -10.9371 -0.02534 -7.46211 0.999634 -14.9347 -1.72507
8205 14704 BG067809 guanine nucleotide binding protein (G protein), gamma 3 subunitGng3 1.019629 0.99974 1.020195 1.028188 1.070054 0.938922 0.877268 1.063501 -14.7865 -16.6638 -14.6334 -13.0644 -3.64361 -4.50035 0.83884 -4.83417
8209 BG067813 1.003793 0.898322 0.988491 1.086506 1.113407 1.116192 0.890066 0.978305 -16.6323 -3.28465 -16.3425 -5.99572 -2.81444 -2.56263 -1.93227 -15.5363
8213 56249 BG067817 ARP8 actin-related protein 8 homolog (S. cerevisiae)Actr8 0.993993 1.142689 1.133916 1.184376 1.147899 1.102981 1.068392 1.155609 -16.3425 0.99008 0.979152 0.999749 0.993632 0.766193 -1.25605 0.996766
8214 67910 BG067818 0.920989 0.871325 0.939065 0.883702 0.847718 0.910464 0.874733 1.01818 -1.57713 0.887046 -4.66581 0.719597 0.983682 -0.51013 0.855391 -15.0778
8224 64929 BG067828 sciellin Scel 1.026454 1.016857 0.977559 0.978242 0.907387 0.949718 0.904552 1.16954 -15.1474 -16.0204 -15.5363 -15.5961 -4.33782 -11.5652 -3.94457 0.123573
8226 74745 BG067830 RIKEN cDNA 5830410F13 gene5830410F13Rik0.998914 0.930198 1.003194 0.943801 0.94652 0.952599 0.869645 0.955183 -16.6566 -1.12844 -16.5918 -3.49772 -4.09962 -5.71777 0.985578 -6.37484
8233 98846 BG067837 0.97051 0.97469 0.887504 0.994701 0.948531 0.924135 0.939895 1.074263 -13.6216 -14.3131 -0.00283 -16.556 -8.8113 -3.79256 -6.86149 -5.00539
8248 BG067848 1.036687 0.999221 0.944115 0.855446 0.920716 0.978721 0.96867 0.947789 -9.23519 -16.6611 -3.42592 0.997254 -0.11977 -15.5961 -10.5134 -4.83417
8251 BG067851 RIKEN cDNA 1810013D10 gene1810013D10Rik1.041203 1.100321 1.076245 1.066631 1.003921 1.046285 1.006364 1.141982 -10.4071 -0.70893 -3.28465 -4.91942 -16.5918 -9.23519 -16.4632 0.766193
8256 BG067855 0.93675 0.989344 0.998271 0.954001 0.852888 0.91907 0.960757 1.050824 -2.20763 -15.8729 -16.6422 -6.1841 0.997162 -0.09549 -8.18193 -5.53566
8259 96875 BG067858 expressed sequence C77892C77892 1.049524 1.10984 1.006099 1.132431 1.103945 0.89197 1.042341 1.213014 -10.9371 -2.04021 -16.556 -0.51013 -2.62443 -1.17033 -12.2804 0.933887
8260 216440 BG067859 RIKEN cDNA 4632413K17 gene4632413K17Rik
8262 78785 BG067861 RIKEN cDNA 4833417L20 gene4833417L20Rik 0.997424 0.942175 0.861176 0.924804 0.908056 0.888945 0.932118 0.92234 -16.6323 -6.56787 0.870358 -3.21516 -1.0466 0.253443 -4.50035 -2.81444
8263 BG067862 RIKEN cDNA 2210414H16 gene2210414H16Rik
8264 BG067863 0.986167 0.99969 0.931522 0.910469 0.873206 0.895622 0.915612 1.273115 -16.2342 -16.6647 -8.39066 -4.91942 -0.89046 -2.94494 -5.71777 0.973435
8265 BG067864 expressed sequence C87750C87750
8266 59033 BG067865 solute carrier family 4 (anion exchanger), member 8Slc4a8 1.03449 1.116522 1.04549 0.958927 1.082914 1.085613 1.018506 1.146893 -8.60049 0.949027 -5.17941 -5.90245 0.287327 0.423699 -13.7114 0.996549
8267 13052 BG067866 coxsackievirus and adenovirus receptorCxadr
8270 71729 BG067869 regulator of G-protein signaling 12Rgs12 0.943259 0.956204 0.853174 0.808335 0.702559 0.692524 0.895962 0.924236 -14.1463 -15.2157 -5.44559 -3.28465 -0.09549 -1.21286 -11.357 -12.8724
8274 18789 BG067873 poly (A) polymerase alpha Papola 1.021752 1.206579 1.027839 0.971998 0.904772 0.825114 0.956389 0.990592 -13.5308 0.99987 -11.8745 -11.5652 0.656126 0.999918 -6.66521 -16.0204
8275 16451 BG067874 Janus kinase 1 Jak1 1.043833 1.152249 0.911283 0.87348 0.883871 0.808313 0.782866 1.010958 -8.70578 0.951914 -0.16968 0.923743 0.825298 0.99987 0.999993 -15.9728
8279 66251 BG067878 ADP-ribosylation factor GTPase activating protein 3Arfgap3 1.03443 0.89557 0.966007 1.047469 0.989752 0.93558 0.96449 1.101367 -13.5308 -1.3444 -13.3467 -11.1476 -16.3425 -7.26004 -13.0644 -2.68701
8280 320469 BG067879 RIKEN cDNA 9930014A18 gene9930014A18Rik0.998333 0.945032 1.042616 0.905136 0.957283 0.933884 0.916032 1.1495 -16.6611 -13.2534 -14.7105 -8.18193 -14.555 -11.9767 -9.66107 -3.94457
8299 234734 BG067893 alanyl-tRNA synthetase Aars 1.061502 0.926099 0.973626 1.010971 0.968756 0.857088 0.777513 0.766373 -12.2804 -10.0876 -15.7113 -16.489 -15.2826 -1.82724 0.820556 0.890134
8306 15468 BG067900 heterogeneous nuclear ribonucleoprotein methyltransferase-like 1 (S. cerevisiae)Hrmt1l1 1.027044 0.996486 1.03822 0.987752 1.062107 1.046903 0.98632 1.176383 -13.6216 -16.6071 -11.1476 -15.9728 -5.80979 -9.12898 -15.8206 0.964178
8310 234258 BG067904 cDNA sequence BC034753BC034753 1.046321 1.085691 1.201403 1.091441 1.072755 1.024965 1.039794 1.051845 -8.60049 -1.43545 0.996766 -0.92856 -3.14645 -13.7114 -10.1942 -7.26004
8324 67338 BG067917 RIKEN cDNA 1700051E09 gene1700051E09Rik1.001529 1.130341 0.966051 0.855968 0.871375 0.856888 0.898273 1.049569 -16.6566 0.489042 -12.0784 0.927964 0.783905 0.923743 -0.11977 -8.8113
8327 68449 BG067920 RIKEN cDNA 1110003P22 gene1110003P22Rik0.940587 0.915753 0.927768 0.930959 0.959032 0.959278 0.814168 0.985244 -5.71777 -1.52921 -3.21516 -3.79256 -10.1942 -10.3007 0.998211 -15.6545
8332 319604 BG067925 RIKEN cDNA B930006L02 geneB930006L02Rik1.038711 0.880092 0.982277 0.885064 0.916857 0.895314 0.858557 0.858367 -11.6687 0.489042 -15.4123 0.319859 -2.26492 -0.19534 0.870358 0.870358
8333 227800 BG067926 RAB GTPase activating protein 1Rabgap1 0.939764 1.103835 1.009584 0.959772 0.937096 1.063632 0.985599 1.032654 -8.07803 -2.32296 -16.3753 -12.1797 -7.46211 -8.07803 -16.0204 -13.7114
8337 BG067930 0.940849 1.052595 1.00181 0.947146 1.083857 0.870329 1.031507 1.160232 -13.1593 -14.0613 -16.6611 -12.6776 -10.9371 -4.66581 -15.9236 -5.62639
8341 BG067934 0.913928 1.087595 1.135118 1.039489 1.067197 1.023441 0.916318 0.964192 -4.41872 -5.35619 -0.74405 -13.1593 -10.9371 -15.6545 -4.33782 -14.2302
8343 14007 BG067936 CUG triplet repeat,RNA binding protein 2Cugbp2 1.033276 0.970685 0.976227 0.972458 0.966567 0.8799 0.941931 1.310181 -13.0644 -13.6216 -14.6334 -13.9753 -12.7754 0.335632 -7.36086 0.999908
8360 66768 BG067950 RIKEN cDNA 4933428G09 gene4933428G09Rik0.995386 0.957404 0.970052 0.930421 0.898342 1.075433 0.957088 1.070291 -16.6206 -13.8883 -14.9347 -9.66107 -4.17827 -10.5134 -13.3467 -11.1476
8371 98510 BG067959 expressed sequence AU014713AU014713 0.985355 1.028098 0.886226 0.926049 1.036832 1.15282 0.889961 1.067203 -16.4063 -15.8729 -8.91701 -13.7114 -15.3481 -3.79256 -6.66521 -14.2302
8378 99712 BG067965 RIKEN cDNA 9930118K05 gene9930118K05Rik 0.95698 0.947305 0.86527 0.929271 0.901118 0.865566 0.977454 1.053245 -8.91701 -6.37484 0.93935 -2.62443 0.199989 0.93935 -14.0613 -6.86149
8381 57751 BG067968 ring finger protein 25 Rnf25 0.937177 1.111761 1.063449 1.013912 1.054552 0.83952 0.967452 1.30159 -5.26746 -0.22146 -4.41872 -15.8206 -7.76836 0.978508 -12.4802 0.99997
8391 232889 BG067976 phospholipase A2, group IVCPla2g4c 1.016601 1.036413 1.034587 1.045659 1.084572 1.063111 1.101299 1.051666 -15.7667 -12.7754 -13.1593 -11.0425 -4.09962 -7.66588 -2.09528 -9.87435
8392 67283 BG067977 solute carrier family 25 (mitochondrial deoxynucleotide carrier), member 19Slc25a19 1.002988 1.101643 1.028727 0.993007 1.053744 1.008409 1.023836 1.167216 -15.7667 0.805611 -8.91701 -16.6611 -2.62443 -16.0204 -12.2804 0.999251
8394 76266 BG067979 RIKEN cDNA 0610043A03 gene0610043A03Rik 0.96223 0.980347 0.988672 1.034208 1.137045 0.853602 0.964515 1.275812 -15.1474 -16.0204 -16.6611 -14.9347 -7.56379 -6.27918 -15.8729 -0.41813
8395 BG067980 0.954339 0.993297 1.024939 0.957946 1.112662 0.902498 0.968969 1.137482 -10.4071 -16.556 -15.3481 -12.8724 -3.14645 -3.64361 -14.555 -1.21286
8402 54216 BG067986 protocadherin 7 Pcdh7 0.849593 1.18376 1.125769 0.87945 1.103075 0.971079 0.90105 0.909035 -1.21286 -2.26492 -7.46211 -4.74963 -8.91701 -15.475 -9.23519 -7.46211
8405 80517 BG067988 RIKEN cDNA 5031400M07 gene5031400M07Rik1.076752 1.342679 0.902835 0.869457 1.036149 1.139474 0.945514 1.085616 -12.0784 -0.30275 -11.0425 -9.44796 -16.4063 -10.3007 -14.8612 -11.2525
8409 72050 BG067992 KDEL containing protein 1 Kdel1 1.025728 1.091219 1.105301 1.094757 1.125988 0.998577 0.934562 1.07078 -14.3949 -0.11977 0.51328 0.083056 0.870358 -16.6503 -2.20763 -2.09528
8415 76137 BG067998 RIKEN cDNA 6230416A05 gene6230416A05Rik1.065973 1.057241 0.958753 0.879972 0.958133 0.974775 0.834921 1.005332 -3.3549 -5.09205 -8.60049 0.898933 -8.39066 -13.0644 0.998582 -16.489
8434 268449 BG068014 similar to 60S ribosomal protein L23ana 1.000642 1.069925 1.077445 1.067289 1.267144 1.22397 1.408719 1.316864 -16.6638 -12.1797 -11.357 -12.4802 0.381042 -0.47893 0.975735 0.78953
8449 93762 BG068028 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 5Smarca5 1.023872 1.063065 1.150077 0.943203 1.014154 0.94759 0.825794 0.987943 -15.5363 -10.7256 -1.17033 -10.9371 -16.2342 -12.5793 0.303759 -16.5131
8454 18472 BG068033 platelet-activating factor acetylhydrolase, isoform 1b, beta1 subunitPafah1b1 0.978385 0.994281 0.949781 0.929539 1.032989 1.000175 0.99668 1.169956 -13.6216 -16.4356 -5.26746 -1.29989 -10.6196 -16.6647 -16.5918 0.995669
8456 BG068035 1.116439 0.99006 0.982291 0.876969 0.935676 1.134971 0.794038 1.053209 -2.38175 -13.2534 -13.8883 -15.0069 -16.4632 -7.97445 -1.00663 -15.9728
8458 70595 BG068037 RIKEN cDNA 5730453G22 gene5730453G22Rik0.927155 1.020104 1.173855 0.766022 1.450848 1.069912 1.280523 1.200145 -14.3131 -16.5748 -7.76836 -2.62443 -0.22146 -16.0664 -5.26746 -6.56787
8462 23806 BG068041 ariadne ubiquitin-conjugating enzyme E2 binding protein homolog 1 (Drosophila)Arih1 1.067908 1.15501 1.095973 0.9563 1.025278 0.99255 0.916511 1.118975 -8.28615 0.083056 -4.09962 -12.0784 -15.0778 -16.5131 -4.74963 -1.7758
8464 71007 BG068043 RIKEN cDNA 4933400E14 gene4933400E14Rik0.901748 0.982782 1.005114 1.203303 0.882785 0.688437 0.695145 0.88741 -15.0069 -16.2342 -16.5354 -12.6776 -12.8724 -1.00663 -13.1593 -13.6216
8466 14425 BG068045 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 3Galnt3 0.835414 0.960481 1.048877 0.952399 0.972625 1.127661 1.072926 1.124824 -1.38959 -14.9347 -14.2302 -14.6334 -16.0204 -6.08961 -11.8745 -6.37484
8468 BG068047 0.977433 1.137843 1.168259 1.016274 1.059593 0.939257 0.857106 1.053957 -15.6545 -1.72507 -0.24807 -16.1536 -11.0425 -10.3007 -0.30275 -11.8745
8475 21969 BG068053 topoisomerase (DNA) I Top1
8481 103546 BG068059 0.871781 1.046902 1.403263 1.105204 0.93094 0.872739 1.054377 1.099283 -1.17033 -12.8724 0.999608 -4.66581 -8.8113 -1.25605 -11.7718 -5.99572
8484 66644 BG068062 1.041853 1.040026 1.047542 0.941198 1.155123 0.988902 0.939292 1.059958 -13.4392 -13.7114 -12.6776 -10.5134 -0.67439 -16.4063 -10.0876 -10.8315
8487 18552 BG068065 proprotein convertase subtilisin/kexin type 5Pcsk5 1.028878 0.915292 0.841977 0.857008 0.896594 0.787169 0.808971 0.845535 -14.6334 -4.50035 0.726734 0.423699 -2.04021 0.990684 0.960851 0.489042
8490 BG068068 expressed sequence AU023433AU023433 1.128509 1.181471 0.986914 1.099016 1.175053 0.878596 0.957809 0.874971 -7.0598 -5.09205 -16.5354 -13.6216 -4.25767 -6.1841 -14.7865 -9.87435
8500 12583 BG068078 cysteine dioxygenase 1, cytosolicCdo1 1.061745 0.886972 0.972695 0.980669 0.999335 1.069957 1.136303 0.902929 -9.12898 -1.0466 -14.6334 -15.6545 -16.6638 -7.66588 -0.54187 -2.62443
8507 109054 BG068084 prefoldin 4 Pfdn4 1.003777 1.141517 1.206152 1.094512 1.075735 1.11252 1.128188 1.09714 -16.5748 0.909646 0.999534 0.335632 -0.81606 0.783905 0.945976 0.437329
8512 69274 BG068087 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase-likeCtdspl 0.931742 0.942458 0.966314 0.880926 0.816655 0.945968 0.874042 1.00434 -10.9371 -12.3806 -15.0778 -4.02172 0.181448 -12.8724 -3.3549 -16.6422
8517 72747 BG068092 RIKEN cDNA 2810439F02 gene2810439F02Rik0.984169 1.058217 0.989893 0.958255 0.762215 0.84026 0.666884 1.014242 -16.0204 -12.5793 -13.1593 -12.1797 0.980976 -0.77976 0.999389 -16.5748
8524 52633 BG068099 DNA segment, Chr 16, ERATO Doi 502, expressedD16Ertd502e 0.998805 0.856477 0.792322 0.810657 0.752987 0.720025 0.708009 0.703573 -16.6503 0.997889 0.999999 0.999993 1 1 1 1
8556 231464 BG068129 RIKEN cDNA 4932442K20 gene4932442K20Rik0.857173 1.173463 0.99295 1.086144 1.272635 -5.62639 -6.56787 -16.3425 -12.6776 -8.18193 NA NA
8564 51810 BG068137 heterogeneous nuclear ribonucleoprotein UHnrpu 1.041427 0.994534 0.96342 0.958627 0.971479 0.808269 1.10753 0.865886 -13.0644 -16.5131 -12.9688 -15.5961 -12.0784 -2.8793 -8.39066 -3.21516
8565 66963 BG068138 RIKEN cDNA 2310061N19 gene2310061N19Rik0.994306 1.036223 0.878619 0.84364 0.805734 0.856548 0.959307 0.964166 -16.4356 -9.7677 0.951914 0.998629 0.999984 0.994574 -7.97445 -9.44796
8572 BG068145 1.004334 1.000825 0.981284 0.993483 0.977363 1.065061 1.109357 1.046885 -16.489 -16.6566 -13.6216 -16.272 -12.4802 -1.38959 0.893143 -5.00539
8594 BG068167 0.928505 0.966684 1.115296 0.862773 0.978815 1.014864 1.120091 1.021166 -11.357 -15.4123 -7.26004 -3.42592 -16.1536 -16.4063 -6.76309 -16.1536
8601 19243 BG068173 protein tyrosine phosphatase 4a1Ptp4a1 0.953041 1.19259 1.001049 0.945783 0.966923 1.0042 0.949137 0.901351 -18.1845 0.934888 -31.1019 -15.1249 -23.8614 -30.9761 -16.4505 -2.10626
8605 55947 BG068177 DNA cross-link repair 1A, PSO2 homolog (S. cerevisiae)Dclre1a 1.042518 1.044167 0.792323 0.824621 0.9219 1.131178 0.795816 1.064804 -26.9827 -26.6835 0.405817 -0.94794 -17.9909 -8.84942 0.308845 -22.5873
8621 BG068192 1.031866 0.856603 0.838079 0.952264 0.806491 0.87699 0.884137 0.760943 -25.4122 0.617437 0.883228 -18.9598 0.988789 -0.23627 -0.78265 0.999764
8622 65113 BG068193 Nedd4 family interacting protein 1Ndfip1 1.017164 1.033148 0.880355 0.853385 0.782776 0.788536 0.732392 0.851995 -28.7154 -23.1394 0.435298 0.919946 0.999883 0.999787 0.999999 0.928841
8624 24015 BG068195 ATP-binding cassette, sub-family E (OABP), member 1Abce1 1.074119 1.129997 1.144704 1.126638 1.145017 1.021593 1.074415 1.059728 -4.72763 0.722484 0.892893 0.655944 0.895944 -26.3764 -4.62619 -9.14751
8629 14465 BG068200 GATA binding protein 6 Gata6 0.946218 0.948585 0.94358 0.813135 0.872218 0.877687 0.950727 0.972891 -14.7517 -15.6897 -13.65 0.993519 0.449536 0.236521 -16.6419 -25.9021
8634 BG068205 1.007845 0.906162 0.95082 0.946938 0.957698 1.045704 1.087338 1.033865 -30.0211 0.8003 -6.66176 -5.04003 -10.0733 -9.29855 0.255211 -16.0691
8639 100974 BG068210 0.967149 1.057454 1.067214 0.966366 0.953955 0.913303 0.987352 1.001411 -20.8892 -10.0733 -6.78806 -20.5056 -14.014 -1.17272 -29.3756 -31.0823
8642 68058 BG068213 chromodomain helicase DNA binding protein 1-likeChd1l 0.948713 0.948766 0.886782 0.845471 0.764024 1.004464 0.77328 1.045861 -26.8341 -27.8304 -17.2183 -9.75954 -1.12609 -31.0496 -3.34347 -28.7154
8649 54354 BG068220 Ras association (RalGDS/AF-6) domain family 5Rassf5 0.970762 0.648547 0.779576 0.787939 0.704663 0.753891 0.827091 0.898822 -27.6946 0.999999 0.971239 0.951714 0.999865 0.994671 0.563761 -6.66176
8674 208439 BG068244 hypothetical protein A230106N14A230106N14 1.009714 0.964931 0.930524 0.901223 0.831049 0.965553 0.945656 1.082682 -30.8735 -27.964 -20.1206 -12.5799 -1.26858 -28.0952 -23.8614 -18.3783
8683 67579 BG068252 cytoplasmic polyadenylation element binding protein 4Cpeb4 1.032326 1.35693 1.052553 1.320674 0.930229 1.178519 1.341179 1.280028 -29.3756 0.673831 -26.8341 0.325936 -23.3215 -6.78806 0.552233 -0.45415
8686 BG068255 1.220355 1.141722 0.933835 1.303837 1.163101 1.126426 1.024567 0.960412 0.646666 -2.94493 -17.0258 0.964348 -1.17272 -6.66176 -28.832 -25.2456
8687 102680 BG068256 RIKEN cDNA A730081N20 geneA730081N20Rik1.009528 1.054723 0.96228 0.911619 0.931697 0.892896 0.938359 0.948459 -29.3756 -5.04003 -12.2311 0.722484 -0.78265 0.965421 -2.04347 -5.14688
8690 219103 BG068259 hypothetical protein 4932437H034932437H03 0.915128 0.871216 0.903093 0.980543 0.820307 0.931861 0.913971 1.084257 -8.1278 -0.70461 -5.2551 -29.1662 0.895944 -13.4693 -7.84874 -10.2321
8691 BG068260 0.938167 1.030225 0.964588 0.937435 0.783258 0.979285 0.8327 0.902794 -22.2148 -28.946 -27.964 -22.0274 0.575017 -30.0211 -1.57768 -13.2896
8714 56226 BG068280 espin Espn 1.105946 0.841241 0.903002 0.820392 0.811294 0.927043 0.833233 0.971438 -13.4693 -2.36806 -13.2896 -0.70461 -0.23627 -19.3473 -1.63246 -29.9375
8720 26875 BG068286 piccolo (presynaptic cytomatrix protein)Pclo 1.01349 0.893189 0.913709 0.907222 0.844233 1.072788 0.898593 1.028983 -30.3947 -6.29128 -11.3779 -9.60457 -0.2954 -16.8337 -7.44053 -28.0952
8722 BG068288 1.094628 0.918939 0.590192 0.605062 0.65118 0.640657 0.644084 0.643484 -11.0446 -12.5799 1 1 0.999997 0.999999 0.999998 0.999998
8724 14020 BG068290 ecotropic viral integration site 5Evi5 1.051205 0.890479 0.743079 0.945648 0.828856 0.928022 0.998729 1.038221 -21.8393 -4.3299 0.998441 -19.9276 0.627417 -14.014 -31.1019 -25.4122
8728 66403 BG068294 ASF1 anti-silencing function 1 homolog A (S. cerevisiae)Asf1a 0.99843 1.002708 0.967682 0.99865 0.99167 1.046956 0.984526 1.075856 -31.0823 -31.0496 -23.1394 -31.0937 -30.5229 -17.6042 -29.1662 -7.17534
8730 170772 BG068296 glucocorticoid induced transcript 1Glcci1 1.044423 1.083201 1.035625 0.997514 0.943528 0.995092 0.910605 1.012698 -13.4693 -1.36796 -17.9909 -31.0283 -6.78806 -30.7892 0.048497 -28.946
8734 50934 BG068299 solute carrier family 7 (cationic amino acid transporter, y+ system), member 8Slc7a8 0.985049 0.874843 0.935001 0.919532 0.904457 0.881517 1.031531 1.248989 -29.9375 -1.03536 -14.5661 -9.45091 -5.47566 -3.02224 -26.3764 0.971239
8739 BG068304 RIKEN cDNA 1110046L09 gene1110046L09Rik 0.952011 0.983482 1.105773 1.091989 1.091879 1.146 1.175126 1.136827 -15.3126 -28.7154 -1.12609 -2.8688 -2.94493 0.729909 0.951714 0.552233
8757 56048 BG068319 lectin, galactose binding, soluble 8Lgals8 0.999793 0.777411 0.869732 0.907672 0.807408 0.848231 0.891687 1.014103 -31.1085 0.999378 0.308845 -3.68436 0.991602 0.826285 -1.26858 -29.7615
8761 71954 BG068322 RIKEN cDNA 2400003N08 gene2400003N08Rik0.992808 1.135468 1.029165 0.95807 0.926474 0.975062 1.050748 1.009591 -30.9109 -3.77272 -27.964 -24.7369 -14.938 -28.7154 -22.7723 -30.7422
8764 71819 BG068324 kinesin family member 23 Kif23 0.784395 0.850658 0.774712 0.737951 0.716824 0.912909 1.121925 1.339452 -7.98758 -11.2107 -6.91575 -0.48786 -5.93338 -19.9276 -27.964 -2.94493
8768 66653 BG068328 BRF2, subunit of RNA polymerase III transcription initiation factor, BRF1-likeBrf2 0.901369 0.992578 1.102676 1.054336 1.002853 0.953324 1.007728 1.068813 -1.98172 -30.6921 -2.8688 -16.0691 -31.0496 -17.9909 -30.6921 -10.8797
8770 70930 BG068330 RIKEN cDNA 4921532D18 gene4921532D18Rik0.991555 1.031975 0.947085 0.943857 0.814251 0.882385 0.918518 0.871607 -30.8735 -29.7615 -25.9021 -26.5309 -1.74491 -16.2596 -23.5026 -17.2183
8780 211896 BG068339 expressed sequence AV216087AV216087 1.111327 1.064953 0.902508 1.176589 0.949262 1.000872 0.857964 0.913731 0.435298 -6.17058 0.291366 0.994671 -10.3921 -31.1019 0.987663 -0.59305
8787 12848 BG068346 COP9 (constitutive photomorphogenic) homolog, subunit 2 (Arabidopsis thaliana)Cops2 0.973723 0.899549 0.955511 0.947654 0.961183 0.952981 0.939007 1.061178 -24.9079 -0.35699 -16.4505 -12.7559 -19.1536 -15.1249 -9.14751 -10.3921
8798 102887 BG068357 expressed sequence AI315324AI315324 1.057596 0.854412 0.659315 0.755932 0.819033 0.813276 0.841244 0.912605 -14.938 0.8003 1 0.999956 0.985991 0.991327 0.922264 -4.13897
8817 237960 BG068376 RIKEN cDNA 3526402J09 gene3526402J09Rik 0.958867 0.905359 1.072849 0.854958 0.882067 0.919933 1.004446 0.839178 -28.2241 -13.2896 -22.7723 -3.68436 -14.7517 -19.1536 -30.8735 -9.60457
8824 21780 BG068383 transcription factor A, mitochondrialTfam 0.964552 0.981256 0.904451 0.933251 0.922564 0.984608 0.994675 0.994144 -14.3813 -25.0775 0.826285 -1.36796 0.025254 -26.9827 -30.5824 -30.4603
8832 67955 BG068391 RIKEN cDNA 2410174K12 gene2410174K12Rik 1.0353 0.955015 0.812254 0.995592 0.928918 1.139031 0.980211 1.105677 -26.6835 -27.2738 0.325936 -29.6693 -15.5008 -4.83041 -27.8304 -10.3921
8844 BG068401 0.963505 1.027662 0.89072 0.903089 0.853675 1.001561 0.935464 0.986312 -28.7154 -29.8509 -14.3813 -17.2183 -7.30724 -31.1019 -24.039 -30.7892
8847 97837 BG068404 expressed sequence C87247C87247 0.982713 1.002864 0.978781 0.838536 0.844156 0.873567 0.953217 1.062547 -29.6693 -31.0675 -28.946 0.540429 0.374951 -1.419 -21.8393 -17.6042
8849 56458 BG068406 forkhead box O1 Foxo1 0.781406 1.614319 1.130067 0.741436 0.775762 0.798906 1.274639 -18.3783 -12.7559 -31.1019 -14.1972 -17.7974 -29.0574 -18.7659 NA
8852 67150 BG068408 ring finger protein 141 Rnf141 0.896972 0.726497 0.811467 0.870823 0.750437 0.762157 0.857112 0.974756 -1.08031 0.999999 0.995622 0.563761 0.999988 0.999961 0.826285 -26.3764
8853 26420 BG068409 mitogen activated protein kinase 9Mapk9 0.985682 0.972551 0.860917 0.870218 0.906277 0.931245 0.977725 0.97076 -27.4163 -19.3473 0.999287 0.997589 0.821355 -0.86373 -22.7723 -18.1845
8858 69237 BG068413 GTP binding protein 4 Gtpbp4 0.937973 0.907677 0.974985 0.844867 0.845979 0.864703 0.829892 0.992252 -24.3906 -17.7974 -29.9375 -5.47566 -5.70175 -8.70238 -3.59726 -31.0038
8862 74125 BG068417 RIKEN cDNA 1200015K23 gene1200015K23Rik0.981101 0.973089 0.938054 0.95899 0.929173 0.883402 0.939888 1.027282 -28.7154 -26.3764 -12.5799 -21.0803 -9.29855 -0.45415 -13.2896 -26.5309
8887 BG068439 1.081436 1.274212 1.466531 1.095957 1.143413 1.094912 1.553284 1.49785 -24.3906 -3.77272 0.217412 -24.5644 -15.8791 -22.5873 0.73715 0.197876
8890 68166 BG068442 RIKEN cDNA 6030430B19 gene6030430B19Rik1.007712 1.063267 0.915729 1.09366 1.080351 0.945453 1.084402 1.018092 -30.8329 -16.8337 -8.70238 -8.41237 -11.7159 -18.5721 -10.7159 -29.5742
8899 67448 BG068450 plexin domain containing 2 Plxdc2 0.965511 0.922164 0.909412 0.847308 0.842971 0.920454 0.781611 1.008804 -29.5742 -23.5026 -21.2709 -9.75954 -8.9978 -23.3215 -1.98172 -31.0038
8907 19935 BG068458 mitochondrial ribosomal protein L23Mrpl23 0.907526 1.070955 1.069174 0.954004 0.947964 0.889087 1.103147 1.022232 -7.44053 -14.938 -18.7659 -24.9079 -23.1394 -5.93338 -7.57521 -28.0952
8916 320932 BG068465 RIKEN cDNA E230025E14 geneE230025E14Rik1.033761 0.992489 0.808896 0.837821 0.798397 0.853234 0.906334 0.865526 -22.7723 -30.5824 0.998727 0.981393 0.999559 0.932929 -1.52385 0.821355
8929 18536 BG068476 pericentriolar material 1 Pcm1 1.050772 1.140995 0.932664 0.924943 0.887964 0.839766 0.847857 0.999408 -12.0583 0.901802 -4.5261 -2.64738 0.73715 0.997423 0.993927 -31.1019
8934 52331 BG068479 DNA segment, Chr 5, ERATO Doi 593, expressedD5Ertd593e 0.926107 0.850246 0.709111 0.954164 0.856878 1.046439 0.931921 0.771019 -25.4122 -22.2148 0.744211 -29.3756 -29.9375 -22.0274 -30.326 -10.8797
8936 BG068481 1.049529 1.463055 1.147529 1.120708 0.942266 0.888521 0.987929 1.036321 -23.8614 0.99877 -3.95327 -9.75954 -20.8892 -6.29128 -30.9761 -26.9827
8938 76273 BG068483 Nedd4 family interacting protein 2Ndfip2 1.017415 0.935737 0.878164 0.921117 0.959136 0.939682 1.020418 1.043897 -26.5309 -2.64738 0.982526 -0.2076 -12.2311 -3.68436 -25.0775 -11.5463
8945 207742 BG068490 RIKEN cDNA 4732452J19 gene4732452J19Rik 0.988256 0.941144 1.027858 0.986629 1.119636 1.01153 1.098307 1.038635 -30.0211 -11.8865 -25.5771 -29.6693 -0.52223 -30.0211 -2.79384 -21.461
8949 74483 BG068494 RIKEN cDNA 4933432B13 gene4933432B13Rik0.889673 1.196554 0.947137 1.004317 0.790056 0.793346 0.96313 1.011173 -9.45091 -1.419 -24.039 -31.0496 0.563761 0.490321 -27.5565 -30.7892
8951 97601 BG068496 expressed sequence C80287C80287 0.942419 1.075656 1.021475 1.051338 0.990777 1.024176 0.996148 1.147933 -19.7344 -15.5008 -28.7154 -22.4015 -30.7422 -28.7154 -31.0675 -2.23501
8952 97998 BG068497 expressed sequence R75183R75183 1.02008 1.434693 1.34911 1.37857 1.195726 1.23114 1.244776 1.411238 -27.2738 1 1 1 0.993927 0.999476 0.999795 1
8953 230780 BG068498 RIKEN cDNA 2810055E05 gene2810055E05Rik0.953896 1.107322 1.194607 1.030314 0.980482 0.949534 0.984445 1.059272 -14.7517 -0.35699 0.994122 -23.1394 -27.2738 -12.7559 -28.7154 -10.2321
8958 70595 BG068503 RIKEN cDNA 5730453G22 gene5730453G22Rik0.901903 1.170493 1.128818 1.110479 1.092107 0.816912 1.060235 1.201275 -1.92101 0.831088 -0.26553 -1.74491 -4.5261 0.991043 -13.4693 0.967475
8965 57316 BG068509 RIKEN cDNA 1110036E10 gene1110036E10Rik 1.01777 1.059846 0.948094 1.01164 0.914058 0.935526 1.065807 1.055596 -28.832 -13.2896 -15.3126 -30.1018 -3.86235 -10.2321 -11.2107 -14.938
8968 245474 BG068512 similar to DYSKERIN na 1.021541 1.08367 1.35556 1.285599 1.12742 1.005568 1.016728 1.017695 -28.946 -11.3779 0.999511 0.989815 -3.02224 -30.1018 -29.8509 -29.6693
8971 227333 BG068515 diacylglycerol kinase, delta Dgkd 0.960464 1.227241 0.990698 0.846002 1.084662 0.812979 0.601062 0.968798 -24.2155 0.596737 -30.7892 -0.6667 -20.5056 -2.57587 0.646666 -28.832
8972 17151 BG068516 cyclin D-type binding-protein 1Ccndbp1 0.955147 0.884549 0.870954 1.038469 0.916774 0.908575 0.895276 0.954065 -16.6419 0.405817 0.776955 -20.3133 -3.02224 -1.57768 -0.17951 -16.0691
8974 19084 BG068518 protein kinase, cAMP dependent regulatory, type I, alphaPrkar1a 0.946341 1.058103 1.042403 1.09779 1.035861 1.011787 1.202362 1.180084 -16.8337 -16.4505 -22.0274 -5.2551 -24.2155 -30.2542 0.910008 0.751096
8979 234728 BG068523 cDNA sequence BC025546BC025546 0.821505 1.109517 0.840659 0.928893 0.92171 1.034096 0.924547 0.993636 0.477041 -11.7159 -0.17951 -18.7659 -17.6042 -26.9827 -17.4111 -31.0038
8980 100812 BG068524 expressed sequence AU019516AU019516 1.00985 0.996112 0.958272 0.961654 0.888098 0.787369 0.859443 1.15488 -30.6388 -31.0283 -23.1394 -24.2155 -2.72003 0.986853 -0.04752 -0.42111
8996 209446 BG068540 transcription factor E3 Tcfe3 0.896943 1.064009 0.999465 1.027905 0.945192 0.90884 1.024838 1.027918 -0.78265 -11.0446 -31.1068 -25.4122 -13.2896 -2.36806 -26.5309 -25.4122
8999 BG068543 0.983429 0.980113 1.095842 1.169038 0.893059 0.882426 0.961303 1.268368 -30.1018 -29.6693 -11.3779 -1.22021 -6.66176 -4.62619 -25.9021 0.904612
9006 BG068549 0.841179 1.170233 1.068646 1.017189 1.012972 0.936283 0.982984 1.148952 0.811101 0.563761 -13.1107 -29.3756 -30.1018 -13.2896 -29.3756 -0.04752
9019 BG068562 0.985483 0.964638 0.924069 0.983507 0.896271 1.08452 1.049911 1.18843 -29.8509 -24.3906 -9.60457 -29.5742 -3.02224 -8.9978 -19.9276 0.757809
9022 26419 BG068565 mitogen activated protein kinase 8Mapk8 0.903242 1.174266 0.774999 0.953668 -17.2183 -15.1249 -4.93454 -26.9827 NA NA NA
9023 BG068566 1.04928 1.118437 0.946148 0.91898 0.915122 0.91919 0.978046 1.091199 -25.0775 -10.7159 -25.2456 -21.2709 -17.6042 -18.5721 -30.2542 -18.5721
9029 235493 BG068572 cDNA sequence BC031353BC031353 0.955426 1.188172 0.960437 1.119042 1 1 1 1 NA NA NA
9031 74287 BG068574 potassium channel modulatory factor 1Kcmf1 1.046202 1.014117 0.975564 0.71385 0.708305 1.118127 0.717188 0.637722 -25.9021 -30.5824 -29.4763 0.991602 0.993927 -10.2321 0.989815 0.999942
9033 243983 BG068576 RIKEN cDNA 2410004E01 gene2410004E01Rik 0.93483 0.968416 1.040459 1.190132 1.133302 1.08306 1.176205 1.185326 -14.7517 -26.2201 -24.039 -3.95327 -20.5056 -22.5873 -0.8228 -2.10626
9035 22350 BG068578 villin 2 Vil2
9045 66105 BG068588 ubiquitin-conjugating enzyme E2D 3 (UBC4/5 homolog, yeast)Ube2d3 1.015441 0.942318 0.995882 0.898477 0.927184 0.940002 0.889748 1.015712 -29.3756 -12.9328 -30.9761 -1.36796 -7.44053 -12.0583 -0.48786 -29.2722
9050 BG068593 0.917588 1.083866 1.054747 1.008607 0.9299 0.895251 1.018958 1.108687 -9.14751 -10.7159 -19.5409 -30.7422 -13.1107 -3.95327 -28.4747 -5.47566
9053 BG068596 0.88695 0.941332 0.98961 0.969879 0.89613 0.899011 0.974134 1.082574 -6.41337 -20.8892 -30.7422 -28.0952 -8.41237 -9.14751 -28.832 -15.6897
9069 74392 BG068612 RIKEN cDNA 4932439K10 gene4932439K10Rik0.934818 1.017783 0.967584 0.888248 0.85125 1.021292 0.97251 0.973453 -4.93454 -27.5565 -20.1206 0.764354 0.992856 -26.062 -22.7723 -26.5309
9074 24001 BG068616 T-cell lymphoma invasion and metastasis 2Tiam2 0.66774 2.008212 0.919309 0.749405 -28.5963 -18.1845 -25.4122 -17.6042 NA NA NA
9075 17775 BG068617 lysosomal-associated protein transmembrane 4ALaptm4a 1.066567 1.136699 1.025369 1.031284 0.895061 0.870373 1.041736 1.12815 -6.41337 0.853297 -24.5644 -21.8393 0.490321 0.934888 -16.6419 0.744211
9091 19317 BG068631 quaking Qk 0.902692 0.822401 0.828859 1.063833 0.950164 0.920895 1.096635 0.880802 -22.0274 -15.1249 -16.0691 -27.964 -31.0283 -30.1018 -26.9827 -26.3764
9096 54216 BG068636 protocadherin 7 Pcdh7 0.944545 1.06948 1.125053 1.086225 0.769835 0.514052 0.83119 -28.0952 -24.3906 -6.91575 -13.8316 -0.152 0.986853 -4.83041 NA
9106 56298 BG068644 ADP-ribosylation factor-like 6 interacting protein 2Arl6ip2 1.032075 1.001942 1.07008 0.891703 0.891302 0.970575 0.926845 0.944851 -27.6946 -31.0937 -17.9909 -6.41337 -8.84942 -27.1293 -15.6897 -21.2709
9111 BG068649 expressed sequence AI427847AI427847 0.992878 1.01392 0.93998 0.985254 0.908993 0.986491 1.007278 1.03897 -30.9109 -30.4603 -20.1206 -30.326 -10.8797 -30.4603 -30.9109 -26.3764
9122 64453 BG068660 DNA segment, Chr 10, Johns Hopkins University 82, expressedD10Jhu82e 0.985018 0.981892 0.887721 0.800459 0.93045 0.937362 0.962241 0.89604 -29.6693 -29.0574 -1.12609 0.992856 -10.5534 -12.9328 -22.7723 -2.17011
9134 BG068672 0.985513 1.288378 0.842362 1.059451 0.987952 0.851649 0.740669 1.505332 -31.1068 -5.04003 -11.2107 -25.2456 -31.1019 -24.7369 -5.81687 0.071248
9137 75991 BG068675 RIKEN cDNA 5033405K12 gene5033405K12Rik 0.97913 0.929432 0.939033 0.943407 0.861394 0.880912 0.931541 1.028733 -27.964 -10.0733 -12.0583 -13.8316 0.699063 -0.02275 -9.29855 -25.7404
9141 14391 BG068679 GA repeat binding protein, beta 1Gabpb1 0.899681 0.957621 0.942323 1.027726 0.965011 1.056144 0.977481 1.063321 -2.30099 -21.2709 -15.1249 -26.6835 -24.039 -16.8337 -27.964 -14.3813
9164 13998 BG068701 FYVE, RhoGEF and PH domain containing 6Fgd6 0.86345 0.88355 0.690174 0.969521 0.789888 0.953181 0.896349 1.098043 -0.70461 -3.95327 0.999986 -26.9827 0.969413 -22.0274 -5.04003 -8.41237
9165 52245 BG068702 DNA segment, Chr 3, ERATO Doi 176, expressedD3Ertd176e 1.051387 1.004199 1.200624 1.043538 1.152075 0.91233 1.004551 1.086612 -20.6976 -31.0038 0.955894 -25.9021 -12.7559 -12.7559 -31.0823 -19.3473
9170 67197 BG068707 RIKEN cDNA 2700088M22 gene2700088M22Rik0.971608 0.972008 0.989848 1.088679 0.963371 0.965671 0.917178 0.955134 -24.2155 -24.3906 -30.1018 -3.18044 -20.3133 -21.461 -2.8688 -16.4505
9171 100563 BG068708 expressed sequence AF013969AF013969
9177 BG068714 0.957145 0.972586 0.967082 1.066719 0.970645 0.933225 0.905221 0.961072 -17.9909 -24.9079 -22.5873 -9.29855 -24.039 -7.71128 -1.31782 -19.7344
9180 BG068717
9182 73991 BG068719 spastic paraplegia 3A homolog (human)Spg3a 0.946825 0.7839 0.839876 0.813794 0.909131 0.958657 0.960252 0.939046 -41.9058 0.415831 -3.91614 -3.61663 -35.7888 -47.7513 -49.3796 -40.912
9192 107035 BG068729 RIKEN cDNA 6030410I24 gene6030410I24Rik 0.955839 1.034054 0.967997 1.047988 0.98501 0.998958 1.049263 1.122533 -18.8323 -30.5966 -31.9743 -17.1742 -49.8936 -56.4799 -16.1161 0.896474
9203 13626 BG068740 embryonic ectoderm developmentEed 0.980371 1.129799 1.041206 1.009538 1.102887 1.052372 0.930438 1.104895 -49.3796 0.446329 -31.9743 -54.7033 -1.60439 -23.0084 -9.25819 -1.37466
9220 BG068757 0.919123 1.011233 0.948041 1.143686 0.796082 0.891368 0.972481 0.927403 -22.697 -55.5642 -39.2276 -5.53247 0.829161 -10.3992 -51.1096 -27.5449
9222 21335 BG068759 transforming, acidic coiled-coil containing protein 3Tacc3 0.929886 0.975434 1.053745 1.052232 0.922998 0.937143 0.952687 1.349425 -23.0084 -50.8745 -35.4421 -36.4813 -18.8323 -27.5449 -37.8605 0.999592
9224 BG068761 1.047062 1.138192 0.94885 1.009821 0.990586 0.904634 1.050512 1.147886 -21.1689 0.93213 -15.6015 -54.0939 -54.254 0.176907 -18.2703 0.968704
9230 BG068767 0.996739 0.93497 1.073521 1.054173 1.036573 1.18445 1.190779 1.013308 -56.2692 -11.209 -9.25819 -20.8693 -35.4421 0.988392 0.992659 -53.0276
9242 BG068779 0.999191 0.946787 0.941537 0.935469 0.981422 0.947834 0.932877 1.009971 -56.4946 -26.5479 -22.697 -18.5502 -51.7892 -27.5449 -16.9061 -55.1048
9246 BG068783 0.944281 1.13534 1.022911 0.903894 1.052919 0.91016 0.964425 1.079097 -41.2449 -2.41264 -51.3404 -8.20391 -34.4008 -10.5979 -44.1609 -19.1167
9248 66632 BG068785 RIKEN cDNA 5730421E18 gene5730421E18Rik0.992939 1.047339 1.056208 0.94834 1.02392 0.95094 0.879173 0.862436 -55.5642 -27.5449 -20.5718 -21.7742 -46.8922 -23.9537 0.611384 0.905361
9249 19877 BG068786 Rho-associated coiled-coil forming kinase 1Rock1 1.088831 1.033335 0.796697 0.914938 0.982904 0.817656 0.894668 1.136868 -26.8789 -50.6353 0.516267 -24.9146 -54.8425 -0.26916 -15.8576 -10.3992
9254 74182 BG068791 RIKEN cDNA 2310032D16 gene2310032D16Rik0.858692 1.031693 0.681554 0.875416 0.788679 0.834234 0.622141 1.001636 -19.6922 -54.0939 0.84346 -25.2382 -4.1246 -12.7222 0.988764 -56.4946
9261 BG068798 0.974914 1.053579 0.893297 0.996392 1.007252 0.893855 1.019308 0.982406 -48.5811 -29.5707 -2.48876 -56.3189 -55.8503 -2.56632 -51.7892 -52.4291
9265 BG068802 0.967582 0.979152 1.056968 0.955661 1.022153 0.972671 0.994977 1.106291 -44.4746 -51.1096 -28.553 -35.7888 -50.6353 -47.4681 -56.2138 -5.66259
9268 BG068805
9282 77805 BG068818 RIKEN cDNA A930014I12 geneA930014I12Rik 0.991177 0.983057 0.860644 0.905836 0.978629 0.946768 0.993171 1.148498 -55.3455 -52.4291 0.688876 -4.23152 -49.8936 -25.8901 -55.8503 0.238855
9283 107767 BG068819 secretory carrier membrane protein 1Scamp1 0.964908 0.972855 0.866932 0.905961 1.010055 0.834122 0.845958 1.016849 -27.5449 -36.827 0.995066 0.577958 -53.4028 0.999939 0.999691 -48.3079
9285 109910 BG068821 zinc finger protein 91 Zfp91 1.101463 1.139142 0.929187 0.908441 0.885208 0.858205 0.954842 0.974187 -0.92144 0.838824 -6.63208 -1.01498 0.688876 0.975694 -24.2723 -43.2065
9293 114713 BG068828 RAS p21 protein activator 2 Rasa2 0.97371 0.929151 0.931626 0.82585 0.886675 1.016267 0.889555 1.021338 -53.2176 -36.1353 -37.1721 -2.33794 -19.4034 -55.5642 -17.9928 -54.8425
9295 67387 BG068830 RIKEN cDNA 1110002A21 gene1110002A21Rik1.027798 0.983702 0.970103 1.091155 0.991862 1.005587 1.046936 1.099949 -40.5778 -50.1448 -37.5166 -1.54522 -54.8425 -55.7606 -22.3874 -0.47237
9298 BG068833 0.97488 1.358155 0.970914 1.018467 0.956342 1.162081 1.069201 1.37482 -50.392 0.999804 -48.5811 -53.2176 -39.9051 -0.50893 -25.8901 0.999442
9305 72315 BG068839 RIKEN cDNA 2310015A05 gene2310015A05Rik0.937704 0.988966 1.006147 0.967989 0.863644 1.029987 0.927638 0.991293 -39.2276 -55.9344 -56.3189 -51.567 -8.54585 -52.4291 -34.4008 -56.1526
9306 BG068840 0.997458 1.074233 0.906933 0.906202 0.845189 0.941225 1.082566 1.066259 -56.4594 -34.0536 -22.0798 -21.4705 -7.07997 -43.5268 -30.2539 -41.5761
9316 75560 BG068850 E1A binding protein p400 Ep400 0.895513 1.139959 1.023505 1.03996 0.966312 0.943009 0.988872 0.936443 -5.53247 -1.85316 -51.1096 -42.2337 -45.4012 -29.5707 -55.2279 -25.2382
9317 74569 BG068851 RIKEN cDNA 9130020K17 gene9130020K17Rik1.011666 0.713777 0.779895 1.03425 0.885053 0.954685 0.943177 0.963738 -55.2279 0.999963 0.990762 -46.5997 -4.23152 -39.2276 -31.629 -44.7859
9321 11848 BG068855 ras homolog gene family, member AArha 1.034031 1.034447 0.95152 0.888468 1.121667 0.917886 0.886615 0.837735 -51.1096 -50.392 -45.0948 -26.2183 -28.553 -34.4008 -24.5926 -6.63208
9328 67526 BG068862 autophagy 12-like (S. cerevisiae)Apg12l 1.047678 1.520586 1.641435 1.666135 1.407548 1.485051 1.261173 1.561484 -18.8323 1 1 1 1 1 0.999999 1
9331 24061 BG068865 SMC (structural maintenance of chromosomes 1)-like 1 (S. cerevisiae)Smc1l1 0.983381 1.027224 0.946413 0.960238 0.959234 1.045615 0.913568 1.048278 -54.7033 -52.2204 -40.2421 -47.1817 -46.5997 -45.4012 -23.0084 -44.1609
9341 72400 BG068875 RIKEN cDNA 2610028A01 gene2610028A01Rik0.951976 1.286158 1.309927 1.391507 1.212309 1.231148 1.228436 1.422333 -23.3217 0.999996 0.999999 1 0.998807 0.999712 0.999657 1
9360 93691 BG068893 Kruppel-like factor 7 (ubiquitous)Klf7 1.062436 1.016156 1.290026 1.273623 1.192876 0.999724 1.072133 0.961172 -26.8789 -53.5831 0.998432 0.996223 0.784773 -56.5034 -21.1689 -40.912
9363 64213 BG068896 suppression of tumorigenicity 7St7 0.948452 0.930551 0.958759 1.002212 0.911443 0.96523 0.973886 1.10396 -30.9401 -18.8323 -38.5459 -56.4594 -8.89725 -43.2065 -48.5811 -6.92846
9364 20916 BG068897 succinate-Coenzyme A ligase, ADP-forming, beta subunitSucla2 1.009224 1.129096 0.991139 0.946452 1.01112 0.837968 0.99466 1.19161 -55.6652 -4.34027 -55.7606 -33.7065 -55.3455 0.516267 -56.2138 0.489333
9365 BG068898 0.901684 0.983332 1.14084 1.018906 0.959176 0.922732 0.904111 1.030563 -23.0084 -55.3455 -15.8576 -55.3455 -49.6385 -32.6662 -23.9537 -53.9287
9377 BG068910 0.971247 0.983022 0.805827 1.026411 0.664868 0.644322 0.633265 0.801598 -50.6353 -54.409 0.729713 -51.7892 0.999989 0.999998 0.999999 0.784773
9383 BG068916 1.360573 1.518832 1.247622 1.059427 1.229434 1.189187 1.072079 1.342872 0.970614 0.999804 -0.14806 -41.2449 -0.43661 -3.06302 -35.7888 0.94849
9386 56224 BG068919 transmembrane 4 superfamily member 9Tm4sf9 1.0178 1.059961 0.88672 1.030415 0.932658 1.025756 0.88352 1.007174 -53.5831 -32.3201 -5.03219 -48.5811 -25.2382 -50.8745 -4.34027 -56.0129
9393 18744 BG068926 praja1, RING-H2 motif containingPja1 0.929707 0.970417 0.918114 0.909323 0.92945 0.948634 1.000904 1.106781 -6.77917 -39.5669 -2.80783 -1.11251 -6.63208 -18.8323 -56.4799 -0.36739
9398 69440 BG068931 RIKEN cDNA 1700027J05 gene1700027J05Rik 0.854032 1.033375 0.912959 0.865259 1.045776 0.957524 1.048712 1.202917 -3.91614 -50.392 -23.6368 -6.20383 -45.7049 -45.0948 -48.3079 -1.11251
9421 59016 BG068952 THAP domain containing 11Thap11 0.898528 1.033331 1.044169 0.933069 1.163931 0.923217 0.96261 1.142291 -0.58449 -39.2276 -29.9119 -11.0028 0.936147 -6.20383 -34.4008 0.729713
9436 100072 BG068966 expressed sequence AI316882AI316882 0.957562 1.073224 0.954747 1.077437 1.006556 0.959432 0.871271 0.956656 -43.5268 -28.2158 -41.9058 -26.2183 -56.1526 -44.4746 -3.81457 -42.8842
9438 14467 BG068968 glioblastoma amplified sequenceGbas
9439 319936 BG068969 RIKEN cDNA D030074E01 geneD030074E01Rik0.944767 0.932264 0.921913 1.016845 1.0063 0.941647 0.933263 1.022035 -3.4255 -0.26916 0.611384 -44.4746 -54.7033 -2.33794 -0.43661 -37.8605
9446 69554 BG068975 kelch domain containing 2 Klhdc2
9452 16822 BG068980 lymphocyte cytosolic protein 2Lcp2 0.985216 0.840015 0.945511 1.04204 0.996297 1.006975 1.095236 1.52028 -55.2279 -2.56632 -41.5761 -47.7513 -56.4946 -56.2138 -27.5449 0.999531
9462 BG068990
9464 24074 BG068992 TAF7 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf7 0.959191 1.18971 1.054332 1.045424 0.93414 0.921037 0.966349 1.108516 -41.5761 0.502969 -34.4008 -39.9051 -24.9146 -17.1742 -46.006 -8.72036
9468 328326 BG068996 hypothetical protein C530050K14C530050K14 2.297873 1.511558 0.664909 0.948292 0.967342 0.678098 0.997712 0.996467 -40.912 -13.4083 -35.0951 -55.9344 -49.1171 -48.3079 NA
9471 68810 BG068998 RIKEN cDNA 1110046H09 gene1110046H09Rik0.940179 0.975097 0.959589 0.902493 0.938812 1.034826 0.956088 0.956764 -41.9058 -53.7584 -49.3796 -24.5926 -41.2449 -53.2176 -48.0312 -48.3079
9490 BG069016 0.974147 1.109147 1.038101 1.108568 1.170871 1.073952 1.018725 1.403912 -50.392 -9.81771 -45.0948 -10.0091 -0.40162 -24.5926 -53.4028 0.999949
9500 241070 BG069025 G protein-coupled receptor 1Gpr1 0.912404 1.189023 1.012059 0.939316 0.972172 1.007659 1.032375 1.159683 -3.06302 0.963392 -54.254 -18.2703 -44.7859 -55.5642 -42.2337 0.784773
9503 67921 BG069028 RIKEN cDNA 2510010F15 gene2510010F15Rik0.957014 1.100509 1.010033 0.767011 1.054541 0.953928 0.928798 0.897741 -48.3079 -26.8789 -56.0856 0.446329 -50.8745 -46.006 -40.5778 -34.0536
9520 99480 BG069044 expressed sequence AA408582AA408582 0.983065 1.148919 0.999383 1.078096 1.01855 0.972678 1.139586 1.091078 -52.8328 0.087164 -56.5034 -14.8481 -52.2204 -47.1817 -1.62552 -18.0842
9521 74106 BG069045 RIKEN cDNA 1200006M05 gene1200006M05Rik0.950108 0.927535 0.790858 0.680731 0.737361 0.851909 0.938672 0.882033 -86.5271 -70.0209 -1.96712 0.981378 0.66912 -17.7477 -78.6094 -34.7297
9524 213021 BG069048 cDNA sequence BC035275BC035275 0.975332 1.083778 1.022157 1.017404 0.923879 1.024183 0.946849 1.113856 -95.4769 -43.4499 -97.3842 -99.9815 -44.605 -96.2648 -69.3924 -21.6944
9526 18081 BG069050 ninjurin 1 Ninj1 0.996679 0.998594 1.077042 1.056608 1.024926 0.896064 0.974221 0.939561 -103.835 -104.049 -25.7596 -47.5469 -89.1144 -4.70603 -87.0561 -38.4244
9527 224860 BG069051 phospholipase C-like 2 Plcl2 1.00402 0.955036 0.942784 1.027914 0.94556 0.923692 0.953263 1.068816 -103.563 -54.2489 -36.2889 -82.6777 -40.0668 -15.5149 -51.7803 -27.0685
9544 74026 BG069067 RIKEN cDNA 4121402D02 gene4121402D02Rik0.936177 0.91149 0.977217 0.865382 1.023167 0.958508 0.804768 1.035803 -19.4743 -3.54561 -84.3572 0.911497 -84.9074 -51.7803 0.999896 -64.3326
9549 71963 BG069072 cell division cycle associated 4Cdca4 0.886421 0.990819 1.012061 0.981423 1.109217 1.079488 0.973012 1.245174 -1.69089 -101.761 -99.9815 -94.6567 -5.66216 -21.6944 -84.9074 0.99723
9552 227648 BG069075 hypothetical protein MGC38812MGC38812 1.209961 2.255071 1.620418 1.30385 1.23931 1.32258 1.288001 1.323528 0.976616 1 1 0.999939 0.996237 0.999981 0.999836 0.999983
9555 15574 BG069077 Hus1 homolog (S. pombe) Hus1 1.001266 1.070685 1.005924 1.025752 1.055644 1.064389 0.918017 1.13556 -103.835 -79.2021 -103.835 -99.0757 -82.6777 -74.3735 -58.6323 -29.8086
9561 18033 BG069083 nuclear factor of kappa light chain gene enhancer in B-cells 1, p105Nfkb1 0.962918 0.997047 1.025729 1.031681 0.971807 0.948161 0.896018 1.190519 -73.7577 -103.905 -89.1144 -82.1088 -85.4526 -52.3944 -5.66216 0.837122
9577 228421 BG069098 kinesin family member 18A Kif18a 1.01129 1.106192 0.94756 1.014844 0.971591 1.044104 0.996394 1.211899 -103.964 -51.1683 -84.9074 -102.56 -101.057 -89.6138 -104.012 -8.17353
9604 BG069124 0.943346 1.057759 1.005323 0.879148 0.967742 0.935241 0.948467 1.290941 -55.4941 -58.0023 -103.563 -4.70603 -84.9074 -45.1873 -61.795 0.994898
9606 12234 BG069126 beta-transducin repeat containing proteinBtrc 0.999141 1.271456 1.155407 1.088455 1.068717 1.09587 0.993057 1.121739 -104.076 0.998507 -0.03941 -18.425 -44.605 -13.7668 -102.899 -4.09735
9637 BG069156 1.023482 0.9621 0.902161 0.866853 0.960917 0.963017 0.936083 0.978076 -88.0972 -65.601 -3.75975 0.639157 -63.698 -66.8679 -27.0685 -89.1144
9639 57896 BG069158 EST AA792894 AA792894 1.061368 1.070816 1.042231 0.94914 1.04084 0.958284 1.000487 1.170572 -34.2182 -24.0785 -60.5279 -44.0258 -62.4291 -58.6323 -104.092 0.886816
9640 26419 BG069159 mitogen activated protein kinase 8Mapk8 1.001627 0.98687 1.06674 0.950325 1.005564 1.086815 0.948917 1.15052 -104.012 -98.7553 -31.2392 -48.7438 -103.196 -14.0478 -46.9526 0.398693
9643 BG069162 1.045504 1.135539 1.30156 1.317944 1.356356 -104.049 -76.8116 -38.4244 -80.958 -29.8086 NA NA
9654 73122 BG069172 RIKEN cDNA 3110018K12 gene3110018K12Rik1.026992 1.023722 1.10278 0.975939 1.023564 1.035625 1.02599 1.135127 -88.6088 -92.0124 -12.4226 -91.0731 -92.0124 -79.2021 -89.6138 -2.68255
9669 67979 BG069186 RIKEN cDNA 4921525H23 gene4921525H23Rik1.012212 1.040543 0.950855 1.027099 1.088624 0.909309 1.034957 1.181184 -100.803 -73.1396 -59.2634 -88.6088 -21.313 -14.3329 -79.7912 0.571415
9671 68292 BG069188 RIKEN cDNA 1300006C19 gene1300006C19Rik1.007489 1.079349 1.097186 1.024603 1.132951 1.068947 1.081105 1.045282 -103.196 -41.7425 -27.0685 -94.6567 -9.16745 -51.7803 -40.0668 -76.2061
9692 22259 BG069208 nuclear receptor subfamily 1, group H, member 3Nr1h3 1.03528 0.94798 0.983567 0.926687 0.925242 0.810447 0.83985 0.978917 -64.9669 -34.7297 -93.368 -11.1765 -10.2475 0.999782 0.993544 -87.0561
9702 BG069217 0.961712 0.967092 0.976182 0.781492 1.065835 0.94916 0.77873 0.975986 -72.5194 -79.7912 -90.5933 0.998906 -39.5156 -54.2489 0.996107 -90.1068
9707 BG069222 1.01095 1.126066 1.074439 1.016121 1.068475 0.91277 0.990398 1.118752 -95.0707 0.987019 -1.69089 -85.4526 -3.54561 0.639157 -97.0195 0.969724
9710 BG069225 1.067425 1.063118 0.997312 0.849638 1.025535 1.029104 1.102678 1.211232 -63.698 -67.5004 -104.012 -4.96641 -96.6464 -94.6567 -34.7297 -1.15166
9713 59041 BG069228 serine/threonine kinase 25 (yeast)Stk25 0.991394 1.039719 1.163068 1.207627 1.182978 0.994785 1.102065 1.242863 -101.536 -64.3326 0.816365 0.990678 0.949579 -103.196 -5.23689 0.999171
9727 67381 BG069242 RIKEN cDNA 2410046H15 gene2410046H15Rik1.054348 1.162524 1.182047 1.143628 1.178906 1.017975 0.941878 1.278272 -70.0209 -4.09735 -1.62552 -8.17353 -1.96712 -99.3869 -62.4291 0.933096
9730 11768 BG069245 adaptor protein complex AP-1, mu 2 subunitAp1m2 1.00954 1.002866 0.930741 0.935877 1.099785 1.044292 1.020991 1.087995 -168.175 -171.704 -46.6827 -56.9793 -17.8898 -106.556 -154.357 -28.7782
9731 BG069246 1.040242 1.063862 1.019061 0.967863 1.107023 0.998138 1.032124 1.188491 -139.523 -103.423 -170.957 -163.226 -67.5214 -168.529 -163.753 -9.04297
9735 15369 BG069250 heme oxygenase (decycling) 2Hmox2 0.876368 1.142074 1.148536 0.943331 0.961673 1.016841 1.075437 1.220052 -20.2578 -19.8476 -16.4323 -112.811 -142.215 -166.162 -88.9348 -0.90399
9741 13495 BG069256 developmentally regulated GTP binding protein 2Drg2 0.949899 1.05346 1.2 1.18536 1.154807 1.03799 1.068677 1.147927 -52.075 -50.4977 0.998813 0.995741 0.943332 -92.0056 -24.2424 0.819282
9751 68080 BG069266 RIKEN cDNA A930018B01 geneA930018B01Rik 0.98327 1.011468 1.029105 0.964626 1.010642 0.969924 0.975126 1.149544 -154.357 -163.753 -125.102 -104.467 -164.763 -120.034 -134.877 0.747531
9756 52400 BG069271 DNA segment, Chr 7, ERATO Doi 602, expressedD7Ertd602e 1.002256 1.185265 1.215333 1.173667 1.112805 1.045173 1.076507 1.125351 -171.88 -5.06254 -3.88473 -7.78089 -60.3883 -147.354 -87.9171 -31.5476
9758 76295 BG069273 ATPase, Class VI, type 11BAtp11b 0.903918 1.189942 0.964364 1.139165 1.065161 1.086833 1.025809 0.977914 -101.335 -65.7003 -165.711 -104.467 -153.625 -141.326 -129.079 -159.126
9759 226025 BG069274 transient receptor potential cation channel, subfamily M, member 3Trpm3 0.980948 1.061939 0.875937 0.901712 0.895728 0.957457 0.942481 1.063289 -168.175 -127.1 -45.2088 -102.379 -74.0789 -152.125 -137.687 -134.877
9760 76408 BG069275 ATP-binding cassette, sub-family C (CFTR/MRP), member 3Abcc3 1.024541 1.246261 1.210099 1.259894 1.375916 1.438826 1.601304 1.505143 -156.478 0.795798 0.063911 0.889856 0.99939 0.999963 1 0.999998
9762 67542 BG069277 component of oligomeric golgi complex 6Cog6 0.967875 0.97416 0.960095 0.902499 1.013819 1.021763 0.860986 1.024497 -124.096 -139.523 -103.423 -7.39171 -162.126 -148.988 0.605062 -143.966
9763 252870 BG069278 ubiquitin specific protease 7Usp7 1.053121 1.040013 1.081447 0.932566 1.036993 0.892963 0.942795 1.009325 -55.3162 -88.9348 -12.8902 -21.9629 -97.172 -0.16924 -39.6135 -165.711
9765 78287 BG069280 RIKEN cDNA 5330426D11 gene5330426D11Rik0.883837 0.981267 0.995882 0.91076 0.916979 0.898679 0.974975 0.933306 -10.708 -160.969 -169.187 -35.1133 -43.7648 -21.5269 -152.881 -71.2348
9770 26413 BG069285 mitogen activated protein kinase 1Mapk1 0.983925 0.988775 0.967481 1.040385 0.916713 1.001778 1.029101 0.968287 -155.784 -163.753 -112.811 -94.0658 -9.96784 -171.801 -125.102 -115.921
9774 BG069289 0.965403 0.953103 1.05202 1.07399 1.030568 1.048815 1.120317 1.159515 -123.087 -92.0056 -85.8915 -44.483 -134.877 -93.0345 -5.50732 0.163482
9782 71493 BG069297 0.981705 0.968494 0.945543 0.838294 0.917515 0.852413 0.887607 1.061798 -148.988 -112.811 -47.4309 0.995118 -8.39377 0.975623 0.139562 -39.6135
9787 67008 BG069301 RIKEN cDNA 1600012F09 gene1600012F09Rik 0.99382 0.899001 0.982697 0.876565 0.851281 0.821761 0.825066 0.844212 -169.49 -1.6083 -152.125 0.638576 0.972206 0.999071 0.998588 0.987435
9793 268400 BG069307 RIKEN cDNA D930040F23 geneD930040F23Rik1.265432 0.818102 1.045572 0.850763 0.755828 1.306397 1.77298 -79.9052 -97.172 -171.704 -170.755 -157.16 -73.1255 -18.6545 NA
9795 BG069309
9797 78658 BG069311 RIKEN cDNA B130055D15 geneB130055D15Rik
9804 22092 BG069318 testis specific gene A2 Tsga2 0.946452 0.94032 0.927501 0.816265 0.804855 0.880152 0.986026 1.03878 -101.335 -87.9171 -63.9039 0.715257 0.871284 -10.21 -166.162 -132.969
9811 69595 BG069324 RIKEN cDNA 2310035N23 gene2310035N23Rik1.026284 1.066762 0.986416 1.032602 0.99987 1.058207 1.126545 1.087198 -127.1 -27.7209 -157.829 -108.644 -172.021 -41.6552 0.405948 -7.98124
9817 18971 BG069407 polymerase (DNA directed), delta 1, catalytic subunitPold1 0.907411 1.130274 0.898832 0.900147 0.865889 0.905349 0.885278 0.905194 -15.8279 -2.39652 -8.39323 -9.34115 0.276473 -13.6881 -2.58197 -13.3554
9820 71375 BG069409 checkpoint suppressor 1 Ches1 0.940265 0.995383 0.881387 0.850394 0.807091 0.913364 0.912051 0.927682 -134.798 -314.362 -9.84607 -0.5325 0.947388 -51.6167 -48.8089 -90.5075
9826 19299 BG069415 ATP-binding cassette, sub-family D (ALD), member 3Abcd3 1.171703 1.087473 1.048715 0.913433 0.873932 1.032073 0.888212 0.836774 -4.71858 -94.7819 -213.199 -78.4187 -15.0866 -266.156 -29.665 -1.14205
9831 237943 BG069420 RIKEN cDNA 5430405G24 gene5430405G24Rik0.975948 0.974138 0.833222 0.85292 0.797253 0.81796 0.734399 0.865955 -228.177 -216.977 0.999687 0.995338 0.999998 0.999965 1 0.975391
9832 12236 BG069421 budding uninhibited by benzimidazoles 1 homolog, beta (S. cerevisiae)Bub1b 0.988818 1.107152 1.040574 0.925125 0.862122 0.996237 1.051916 1.234535 -311.338 -96.2334 -262.982 -156.339 -26.6674 -315.393 -235.497 -1.89185
9833 20382 BG069422 splicing factor, arginine/serine-rich 2 (SC-35)Sfrs2
9837 17152 BG069426 male germ cell-associated kinaseMak 0.98606 1.056608 0.911594 0.990051 0.955887 1.065081 1.040531 1.024026 -307.542 -205.597 -96.2334 -311.338 -237.304 -180.754 -253.075 -292.351
9840 74775 BG069429 RIKEN cDNA 1110013E13 gene1110013E13Rik0.999923 0.898898 0.862579 0.918061 0.849542 1.028835 1.001541 1.001971 -315.975 -28.4356 -2.87761 -66.2961 -0.6675 -264.577 -315.829 -315.716
9846 19116 BG069435 prolactin receptor Prlr 1.030994 1.302586 0.850116 0.830933 0.919165 0.664847 0.685995 0.703057 -302.678 -15.4536 -99.1762 -69.788 -230.019 0.551229 -0.05736 -1.02685
9857 BG069446 1.04131 1.246093 0.81557 0.948643 0.815861 0.952932 0.910764 1.006582 -249.656 0.297514 -0.5325 -213.199 -0.57632 -226.326 -93.3437 -314.025
9858 67894 BG069447 RIKEN cDNA 1810055E12 gene1810055E12Rik1.035901 0.937305 1.016266 0.849636 0.890986 0.955311 0.823193 0.897803 -237.304 -121.195 -297.848 -0.25623 -15.8279 -194.129 0.838023 -23.3934
9859 BG069448 1.021413 1.192831 1.106096 1.05368 1.030646 1.053281 1.076516 1.074224 -251.372 0.998758 -1.66634 -79.707 -197.956 -81.009 -20.9179 -24.4469
9860 27425 BG069449 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit gAtp5l 1.009994 0.921658 0.886461 1.016564 0.938829 1.020129 1.044352 0.960749 -427.53 -78.9414 -11.1301 -409.593 -155.199 -396.128 -267.355 -288.587
9861 12804 BG069461 ciliary neurotrophic factor receptorCntfr 1.007251 0.991448 1.128903 0.955599 1.006371 0.77973 0.885784 1.099071 -422 -438.883 -95.6809 -406.431 -420.775 -105.783 -102.339 -187.608
9863 80888 BG069463 crystallin, alpha C Cryac 0.804604 0.866819 0.915346 0.702104 0.788265 0.643149 0.785631 0.828875 0.888514 -7.78907 -90.8884 0.999992 0.972034 1 0.977139 0.275488
9864 69538 BG069464 anthrax toxin receptor 1 Antxr1 0.931292 0.996275 0.912025 0.951311 0.878794 0.965015 0.897542 1.130925 -168.715 -438.144 -90.8884 -272.671 -20.8425 -344.732 -51.0177 -27.5233
9865 12512 BG069465 Cd63 antigen Cd63 0.987642 0.963985 0.926841 0.867347 0.9839 1.179238 1.38738 1.321133 -434.865 -403.131 -301.745 -120.326 -432.03 -78.9414 0.052743 -3.47214
9868 50764 BG069468 F-box only protein 15 Fbxo15 1.001139 1.006033 0.956617 0.923776 0.865186 0.988995 0.857647 0.979145 -439.153 -437.428 -342.313 -202.358 -35.0939 -432.803 -25.7084 -415.484
9871 BG069471 1.135428 1.051301 0.966562 0.92847 1.017233 1.089701 0.92224 1.034527 -2.50715 -194.926 -299.125 -74.7689 -399.695 -41.5903 -54.1493 -301.745
9876 11306 BG069454 ATP-binding cassette, sub-family B (MDR/TAP), member 7Abcb7 1.02816 1.044244 0.935314 0.936179 0.913947 0.956572 0.926244 1.010512 -408.03 -370.05 -306.965 -288.587 -217.527 -363.402 -248.793 -436.535
9878 18600 BG069456 peptidyl arginine deiminase, type IIPadi2 1.052488 1.077405 0.989757 0.958388 0.917846 0.973762 1.031092 0.982959 -164.144 -57.4278 -422 -222.663 -30.1047 -334.958 -306.965 -392.435
9887 BG069475 1.034151 1.274032 0.985445 0.98265 0.894384 0.997379 1.008519 1.071702 -445.474 0.897348 -521.97 -514.174 -66.9923 -541.073 -534.726 -237.529
9892 BG069480 0.990839 0.772444 0.905738 0.823532 0.859101 0.958594 0.922227 1.017879 -528.538 0.999756 -34.1657 0.946814 -0.27597 -320.024 -82.7306 -493.008
9894 66674 BG069482 RIKEN cDNA 6330409N04 gene6330409N04Rik0.972375 0.87433 0.899526 0.876644 0.862438 0.982977 1.010275 0.898203 -439.818 -5.46689 -30.5047 -6.5691 -1.69918 -501.313 -527.325 -28.4681
9896 385609 BG069484 similar to polymerase (RNA) II (DNA directed) polypeptide Hna 0.999054 0.982737 0.930253 0.921406 1.082523 1.027071 1.010586 1.026776 -541.654 -514.174 -225.6 -178.261 -188.869 -479.352 -531.867 -481.723
9897 17354 BG069485 myeloid/lymphoid or mixed lineage-leukemia translocation to 10 homolog (Drosophila)Mllt10 0.992125 1.006819 0.916613 0.963748 0.860954 0.894141 0.978617 0.970215 -529.699 -532.873 -40.7694 -333.126 0.482951 -7.84015 -459.132 -391.426
9901 12705 BG069489 Cbp/p300-interacting transactivator with Glu/Asp-rich carboxy-terminal domain 1Cited1 0.985339 0.842136 0.856187 1.034668 0.991053 0.969653 1.056317 1.071174 -510.725 0.433091 -0.75897 -397.722 -528.538 -431.144 -262.131 -234.522
9902 22763 BG069490 zinc finger RNA binding proteinZfr 0.998475 1.13187 1.066277 1.125517 1.018776 0.823503 0.995886 1.016919 -775.265 -7.5493 -213.105 -11.6535 -693.296 0.960993 -771.947 -709.17
9907 209225 BG069330 RIKEN cDNA 5430400N05 gene5430400N05Rik1.042973 0.821131 1.002273 1.031406 1.006632 1.059304 0.802437 0.812497 -679.619 -48.2478 -775.542 -720.817 -773.367 -604.846 -24.9582 -35.8321
9913 67459 BG069335 RIKEN cDNA 1200009I24 gene1200009I24Rik 0.973928 1.088085 1.084044 1.175253 1.008202 0.892284 0.961104 0.953761 -591.866 -56.2953 -69.6769 0.838004 -756.965 -6.892 -425.864 -331.838
9917 17192 BG069338 methyl-CpG binding domain protein 3Mbd3 0.984519 1.011919 1.056836 1.098689 1.057671 1.068169 1.010028 0.932367 -726.271 -747.565 -349.101 -82.143 -340.424 -251.871 -755.23 -219.857
9926 14049 BG069346 eyes absent 2 homolog (Drosophila)Eya2 0.958001 0.945206 0.913616 0.910965 0.974257 0.944164 0.984641 0.909176 -519.352 -389.16 -135.132 -150.856 -832.205 -467.502 -916.262 -139.988
9927 70355 BG069347 G protein-coupled receptor, family C, group 5, member CGprc5c 0.850316 1.363817 0.990235 0.819029 0.555762 0.658642 0.964343 1.109247 -439.93 -58.9315 -962.237 -295.443 0.854606 -6.91114 -927.538 -697.709
9928 BG069348 0.9962 1.007875 0.970627 0.897894 0.878722 0.973853 0.912481 0.98089 -964.598 -961.403 -910.121 -461.939 -332.28 -922.07 -564.757 -941.835
9931 68598 BG069351 DnaJ (Hsp40) homolog, subfamily C, member 8Dnajc8 0.946827 0.902718 0.967245 1.063101 1.011073 1.027471 1.010407 1.103036 -241.13 -9.35526 -570.58 -171.388 -910.121 -680.723 -916.262 -13.5683
9934 17869 BG069354 myelocytomatosis oncogeneMyc 1.02362 1.225523 1.033159 1.413634 1.069039 1.120519 0.979678 1.31215 -919.208 -32.0673 -878.575 0.849762 -899.375 -435.201 -1271.56 -3.15805
9938 106108 BG069358 0.961312 0.976002 0.971793 0.846481 0.819788 0.928765 0.866395 0.994306 -1179.3 -1264.32 -1244.2 -191.683 -88.3713 -891.495 -314.154 -1316.43
9942 109637 BG069362 uroplakin 1A Upk1a 0.950321 0.950684 0.948104 0.827823 0.873224 0.994246 0.960616 0.976498 -867.76 -867.76 -827.984 -5.75547 -75.6614 -1313.01 -1014.28 -1201.09
9948 19724 BG069368 regulatory factor X, 1 (influences HLA class II expression)Rfx1 1.008393 0.898658 0.948012 0.933122 0.865596 0.91021 0.927239 1.017571 -1278.32 -9.23825 -596.207 -254.029 0.442572 -46.3825 -172.024 -1907.18
9949 170761 BG069369 PDZ domain containing 2 Pdzk2 0.875925 0.938498 0.951137 0.905743 0.920576 0.928098 0.998809 0.953996 -89.8967 -1015.79 -1354.06 -351.305 -605.63 -769.023 -2199.76 -1433.7
9965 74776 BG069384 RIKEN cDNA 1110013G13 gene1110013G13Rik1.037222 0.914632 0.931628 1.003121 1.02446 1.086186 1.023781 1.078571 -1673.62 -131.387 -440.262 -3944.85 -3734.6 -209.348 -3088.82 -330.724
9976 224132 BG069395 disrupted in renal carcinoma 2 (human)Dirc2 0.82339 1.050376 0.908583 0.971843 0.790843 0.997633 0.940498 1.071715 -39.4162 -3991.95 -1818.89 -5872.12 -5.68922 -6597.25 -3865.01 -3353.95



9981 235480 BG069400 similar to Munc13-3 na 1.151236 1.34016 1.59316 1.387857 1.473141 1.324071 1.576509 1.508826 -2064.35 -458.767 0.652364 -32.2495 -4.20468 -128.066 0.496615 -1.28279
9982 13000 BG069401 casein kinase II, alpha 2, polypeptideCsnk2a2 1.02282 0.972443 0.922569 0.996678 0.919497 0.934214 0.965261 0.983806 -7012.13 -6558.24 -1681.4 -7903.59 -7452.4 -6542.02 -14552.4 -37089.8
9985 51944 BG069404 DNA segment, Chr 2, ERATO Doi 750, expressedD2Ertd750e 0.855605 1.009033 1.017358 0.845046 0.856709 0.803176 0.877468 1.232232 -2191.36 -13125 -12912.7 -1239.86 -1703.8 -322.161 -2771.67 -341.739
9993 14120 BG069500 fructose bisphosphatase 2 Fbp2 0.917924 0.991334 0.977679 1.005013 0.924623 1.010832 1.046553 1.034017 -7452.4 -38898.3 -35064.7 -39377.1 -9767.04 -38566.7 -24390.2 -30457.3
9998 20496 BG069505 solute carrier family 12, member 2Slc12a2 1.018412 0.992442 1.068499 1.008877 0.888742 0.945076 1.145952 0.942503 -37482.5 -39226.8 -19436.6 -39107 -4411.62 -23433.8 -2198.79 -22480.4

10001 52325 BG069508 DNA segment, Chr 7, ERATO Doi 413, expressedD7Ertd413e 0.852754 1.139084 1.025392 0.831387 0.935549 0.825195 0.886606 1.144312 -35.1938 -175.02 -4931.95 -7.01377 -2181.05 -3.91605 -139.416 -67.9796
10005 30841 BG069512 F-box and leucine-rich repeat protein 10Fbxl10 0.932283 0.873146 1.034825 1.003589 0.924108 1.046981 1.010448 1.090165 -731.224 -24.1321 -2045.22 -2819.91 -522.087 -1570.91 -2747.25 -374.607
10019 64082 BG069526 popeye domain containing 2Popdc2 0.935827 1.032656 0.968295 0.870366 0.882212 0.970411 0.882786 0.953805 -639.537 -829.042 -829.042 -210.375 -271.108 -838.849 -275.231 -757.966
10026 225888 BG069533 RIKEN cDNA C630029K18 geneC630029K18Rik1.034532 0.966604 0.969848 0.889168 0.88053 0.888137 0.90472 0.827324 -477.71 -477.71 -537.039 -0.09562 0.594468 0.030215 -4.7581 0.999649
10027 214895 BG069534 lectin, mannose-binding 2-likeLman2l 0.941345 1.042849 1.002531 0.985878 0.869209 0.974355 0.991785 0.965693 -203.487 -435.559 -897.249 -825.631 0.287205 -681.108 -873.443 -542.472
10031 20022 BG069538 polymerase (RNA) II (DNA directed) polypeptide JPolr2j 0.97557 1.023625 1.037012 1.039064 0.996504 0.959521 0.997323 1.043419 -421.316 -437.271 -303.261 -283.259 -561.544 -254.074 -563.182 -241.496
10034 68816 BG069541 peptidylprolyl isomerase (cyclophilin)-like 1Ppil1 0.973325 0.969846 0.998584 0.915931 0.835841 0.977447 0.926082 0.88463 -499.938 -481.608 -564.766 -157.438 -3.1541 -518.597 -211.329 -49.4407
10035 23983 BG069542 poly(rC) binding protein 1 Pcbp1 1.01806 1.071269 1.148475 1.212331 1.035514 0.963437 1.02022 1.039905 -507.239 -123.304 -1.00018 0.974316 -378.114 -357.694 -494.88 -340.611
10037 319777 BG069544 0.96458 1.051547 1.083179 1.000824 0.928156 0.947275 1.015097 0.995509 -310.001 -177.886 -32.5901 -564.911 -46.3891 -147.794 -509.594 -559.397
10040 BG069547 0.943677 0.948071 0.955202 0.894728 0.852244 0.951158 0.918812 1.027496 -414.81 -437.271 -467.517 -185.943 -59.5756 -449.664 -296.555 -528.869
10056 74734 BG069563 ras homolog gene family, member HArhh 1.142266 1.041209 0.966966 0.949768 0.799884 0.87125 0.977888 1.02375 -136.292 -499.938 -518.597 -489.675 -64.5789 -404.94 -554.704 -539.655
10057 106707 BG069564 RIKEN cDNA 2310051D06 gene2310051D06Rik0.961278 0.868318 1.016552 1.049991 0.956819 0.944302 0.979132 1.046507 -364.517 -2.33003 -522.84 -289.886 -326.965 -226.171 -210.454 -133.811
10059 230980 BG069566 0.986715 0.958352 0.824569 0.917932 0.959364 1.045241 1.156259 1.20438 -222.96 -119.595 0.997028 -15.6045 -123.819 -114.033 0.784906 0.994287
10060 BG069567 expressed sequence AU019795AU019795 0.895736 0.901099 0.879891 0.873632 0.841275 0.928638 0.928936 0.995195 -2.34875 -4.169 0.101264 0.498387 0.980725 -30.8697 -31.4839 -237.072
10074 16825 BG069581 LIM domain binding 1 Ldb1 1.005619 1.298324 1.054305 1.007916 0.972615 1.058808 1.188399 1.336058 -236.744 0.99996 -99.2532 -233.28 -187.581 -86.621 0.921351 0.999997
10085 67803 BG069591 RIKEN cDNA 0610025L06 gene0610025L06Rik 0.936901 0.858876 0.723806 0.912973 0.881902 0.892919 1.102787 1.22894 -92.8314 -1.07548 0.999987 -38.8612 -7.61559 -14.5582 -29.0815 0.928565
10089 231868 BG069595 RIKEN cDNA E130309D02 geneE130309D02Rik0.942475 1.080052 1.106833 1.093511 0.964138 0.931756 1.020461 1.108381 -33.382 -8.68804 -0.12865 -2.43704 -111.287 -14.5582 -188.891 -0.00756
10090 107976 BG069596 brain and reproductive organ-expressed proteinBre 1.001515 0.974326 0.933729 1.027522 0.9808 1.02817 1.053469 1.017742 -238.826 -155.513 -17.0912 -156.956 -192.76 -154.068 -51.735 -200.195
10094 14109 BG069600 Finkel-Biskis-Reilly murine sarcoma virus (FBR-MuSV) ubiquitously expressed (fox derived)Fau 0.97821 1.005492 0.995439 0.950198 0.980275 1.000308 1.09206 0.981479 -221.235 -237.911 -238.35 -156.956 -224.606 -239.12 -69.3931 -226.173
10100 BG069606 0.936144 1.066048 1.042227 0.959336 0.968138 0.97469 1.038607 1.096943 -4.43341 -7.61559 -49.9819 -49.1209 -90.321 -129.509 -64.1498 0.778176
10101 12224 BG069607 Kruppel-like factor 5 Klf5 1.006835 0.994313 0.969217 0.910633 0.901669 0.985612 1.015526 1.127036 -237.072 -237.655 -198.986 -47.4301 -33.382 -229.728 -228.369 -17.8754
10108 76795 BG069613 RIKEN cDNA 2700008N14 gene2700008N14Rik0.908641 0.956737 0.911112 1.004811 0.923522 0.924704 0.97532 0.996461 -1.86111 -105.869 -2.52744 -236.393 -9.38602 -10.3845 -172.619 -237.655
10109 67528 BG069614 nudix (nucleoside diphosphate linked moiety X)-type motif 7Nudt7 0.94675 1.321436 1.243942 1.121979 0.776196 0.732225 0.688478 1.021383 -224.606 -49.1209 -90.321 -182.25 -64.1498 -33.382 -14.5582 -236.744
10111 207728 BG069616 phosphodiesterase 2A, cGMP-stimulatedPde2a 0.993579 1.032738 1.080941 1.021078 0.987491 1.07193 1.070128 1.059384 -237.655 -202.573 -104.531 -226.926 -233.28 -120.998 -115.416 -141.029
10113 228983 BG069618 oxysterol binding protein-like 2Osbpl2 1.045571 1.091177 0.982937 0.923228 0.882259 0.955599 0.971838 0.934244 -139.582 -31.4839 -220.345 -43.3832 -3.55787 -136.693 -191.481 -86.621
10119 234593 BG069624 N-myc downstream regulated 4Ndr4 1.004003 0.919257 1.035131 0.969312 1.032819 1.018256 1.002487 0.981141 -238.142 -44.9712 -179.534 -92.5284 -91.2333 -108.459 -117.123 -107.572
10123 15939 BG069628 immediate early response 5 Ier5 0.882024 1.064151 0.934088 0.91274 0.931539 0.989868 1.027969 1.179859 -26.3078 -81.0367 -75.3767 -52.9646 -78.925 -116.979 -108.889 -8.9022
10126 BG069631 0.904974 0.945256 0.918274 0.839714 0.953899 0.903347 0.819739 0.950698 -27.6879 -73.951 -40.9639 -0.92636 -84.5137 -26.3078 0.341946 -80.3346
10127 27428 BG069632 shroom Shrm 1.016672 1.12535 1.104456 1.170344 1.169545 0.988228 1.100773 1.058162 -112.642 -14.9995 -27.2227 -2.76738 -2.85864 -114.887 -30.0914 -72.5235
10131 105595 BG069636 0.866477 0.984995 0.957201 1.025287 0.873841 0.957873 0.989555 1.044033 -16.5807 -114.645 -97.5006 -110.51 -28.1583 -107.572 -116.098 -97.5006
10134 105596 BG069639 expressed sequence AU020094AU020094 0.85595 0.998561 0.930441 0.813518 0.866077 0.741128 1.012901 1.001685 -22.0412 -116.979 -84.5137 -14.399 -28.1583 -4.60727 -117.123 -117.25
10137 15212 BG069642 hexosaminidase B Hexb 0.934504 0.984037 0.993326 0.945896 0.838623 0.971396 0.980486 1.024447 -62.577 -113.269 -116.547 -76.7994 -1.30242 -104.19 -111.262 -108.02
10140 107526 BG069645 immune associated nucleotide 1Ian1 1.008654 1.083248 1.02354 1.029027 0.923003 0.884482 1.023618 1.151232 -113.852 -9.75976 -94.434 -85.2012 -9.75976 0.41182 -94.434 0.868672
10146 BG069651 expressed sequence AA536646AA536646 0.924756 1.010358 1.025868 1.011397 0.798246 0.820817 0.896445 0.881164 -32.623 -114.645 -102.077 -114.128 0.984397 0.903434 -9.75976 -3.99859
10147 66282 BG069652 RIKEN cDNA 1810029B16 gene1810029B16Rik0.955717 1.108726 1.048979 0.960094 0.925481 0.969833 0.959397 1.06253 -95.0588 -39.2092 -92.5284 -98.685 -63.2803 -106.175 -98.096 -80.3346
10148 263876 BG069653 spermatogenesis associated 2Spata2 0.879035 1.008407 0.972949 0.957198 1.026702 0.929244 1.035611 1.000665 -30.5875 -116.787 -112.961 -110.51 -107.572 -108.889 -108.459 -117.057
10150 BG069655 0.947755 1.04863 1.00061 1.001782 0.946056 0.953745 1.103313 1.077119 -41.558 -51.6368 -117.25 -117.123 -38.6336 -51.6368 -3.34483 -15.9344
10152 16796 BG069657 LIM and SH3 protein 1 Lasp1 0.748197 0.718542 0.619787 0.613281 0.343382 0.444843 0.78391 0.777843 -19.3558 -11.4065 -0.26736 -0.0503 0.999996 0.998536 -32.623 -30.0914
10158 79560 BG069662 cDNA sequence BC002236BC002236 1.101722 1.054873 1.066182 1.069068 1.00313 0.953075 0.858584 0.991856 -11.4065 -57.7088 -42.1566 -38.6336 -116.979 -66.1086 0.377798 -115.336
10159 BG069663 0.939021 0.809887 0.935474 1.504573 0.824688 1.245029 1.529383 0.93099 -98.685 -17.5854 -96.899 0.787075 -24.1105 -15.3066 0.864602 -98.096
10171 14365 BG069675 frizzled homolog 3 (Drosophila)Fzd3 1.031248 1.058317 0.961847 1.021143 0.959892 1.081241 1.004011 0.999853 -93.804 -54.9803 -82.4347 -105.691 -78.925 -28.6339 -116.787 -117.274
10178 269261 BG069682 ribosomal protein L12 Rpl12 1.013117 0.998408 1.170649 1.442467 1.236243 1.373325 1.411163 1.405457 -114.128 -117.22 -2.25885 0.999972 0.760155 0.999408 0.999891 0.999861
10186 224273 BG069689 cDNA sequence BC043118BC043118
10196 BG069699 RIKEN cDNA 2010009J04 gene2010009J04Rik 0.95019 0.983721 1.119264 0.825046 1.208083 0.804134 0.976705 1.050779 -91.2333 -116.547 -52.299 -43.3672 -21.6426 -20.0982 -110.12 -109.719
10198 223754 BG069701 cDNA sequence BC023106BC023106 0.894882 1.067257 0.876935 0.908582 0.920738 0.737683 -117.25 -93.804 -114.392 -108.889 -104.699 -115.74 NA
10199 108098 BG069702 SRB7 (supressor of RNA polymerase B) homolog (S. cerevisiae)Surb7 1.070256 1.170022 1.028596 1.066667 1.128492 0.942725 1.034744 1.054792 -50.3226 -0.87745 -89.9202 -54.9803 -8.29682 -83.1303 -94.434 -59.0886
10200 70266 BG069703 cysteine conjugate-beta lyaseCcbl1 1.076042 0.754651 0.792711 1.088012 0.876955 0.693088 0.737792 -63.2803 -110.12 -115.117 -105.199 -116.259 -87.245 -102.077 NA
10203 72080 BG069706 RIKEN cDNA 2010317E24 gene2010317E24Rik0.931772 1.162034 1.033781 0.890527 0.965335 1.033058 0.998581 1.122155 -47.7379 -1.67616 -95.6779 -10.4422 -93.804 -96.899 -117.22 -10.9164
10210 105859 BG069713 expressed sequence AI481750AI481750 1.062241 1.052465 0.97639 0.987845 1.061453 1.090099 1.191195 1.106952 -38.0628 -52.299 -98.096 -111.973 -39.2092 -12.172 0.962484 -4.86814
10225 BG069728 0.99072 1.070533 1.095331 0.931175 0.801091 0.978245 1.004964 1.017685 -116.259 -73.951 -50.3226 -72.5235 -0.16972 -113.566 -116.547 -113.566
10228 72194 BG069731 RIKEN cDNA 2610511F20 gene2610511F20Rik0.972129 0.933106 0.823933 1.023563 0.854236 1.152537 0.926835 1.021677 -107.115 -68.2419 -1.36124 -110.12 -7.35649 -12.4354 -61.1756 -111.262
10229 18973 BG069732 polymerase (DNA directed), epsilonPole 1.017588 1.038424 0.941214 0.817195 0.821878 0.979715 0.886763 0.90693 -105.199 -71.0954 -32.1065 0.998725 0.997861 -100.974 -0.10853 -3.99859
10237 208715 BG069739 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1Hmgcs1 1.237763 1.044741 0.668246 0.534113 1.127545 0.874741 0.535081 0.787224 -32.623 -110.891 -0.73739 0.98841 -78.2178 -70.3814 0.988019 -23.6864
10239 260296 BG069740 ring finger protein 35 Rnf35 1.042313 1.090528 1.066737 1.156916 1.210477 1.022602 1.199641 1.138354 -106.175 -84.5137 -98.685 -38.6336 -15.3066 -115.544 -18.6331 -45.84
10243 67266 BG069744 RIKEN cDNA 2900024C23 gene2900024C23Rik0.866816 0.87672 1.166224 0.874989 0.713639 0.974996 0.669172 -110.51 -99.8434 -117.22 -116.889 -94.434 -59.4886 -16.3022 NA
10249 21357 BG069749 TAR (HIV) RNA binding protein 2Tarbp2 0.933556 1.012313 0.992512 0.992411 1.024616 1.002517 0.926486 1.079944 -5.13211 -55.3269 -58.1021 -58.1021 -44.0614 -59.6647 -2.6924 -2.53278
10252 106519 BG069752 0.98191 0.793856 0.928698 0.904466 0.876645 0.809259 0.848394 0.831821 -58.3798 -0.44721 -39.4003 -27.8071 -16.0364 -1.51327 -7.55161 -5.64481
10256 66155 BG069756 RIKEN cDNA 1110021H02 gene1110021H02Rik0.980712 1.082432 1.0098 1.029553 1.065398 1.03465 0.992286 1.027767 -50.597 -3.30019 -57.3098 -40.8542 -9.85698 -35.3651 -58.2438 -42.6495
10257 BG069757 0.906832 0.855491 0.83655 0.907981 0.876586 0.922925 0.873783 0.877005 -27.1139 -7.87942 -4.0956 -33.5336 -14.2494 -34.9981 -13.2865 -14.4967
10262 16196 BG069762 interleukin 7 Il7 0.941202 0.942292 0.913949 1.160365 0.889532 0.948359 0.944683 1.035561 -42.2928 -45.1025 -30.9951 -12.366 -16.3022 -45.7869 -46.1259 -54.3956
10264 66314 BG069764 RIKEN cDNA 2810411G23 gene2810411G23Rik0.947611 1.039139 0.982881 0.981704 1.053683 0.957994 0.982787 1.037126 -12.8209 -27.1139 -50.8933 -49.9941 -14.0047 -22.4629 -50.8933 -29.5655
10268 BG069768 DNA segment, Chr 9, ERATO Doi 660, expressedD9Ertd660e 0.9755 1.017678 0.973053 0.937662 0.968288 0.973656 0.973188 1.042966 -45.1025 -52.0425 -42.6495 -9.10306 -37.202 -43.3585 -42.6495 -26.7698
10276 56399 BG069776 A kinase (PRKA) anchor protein 8Akap8 0.843474 1.200143 1.107282 0.914581 1.046261 0.67511 1.083907 1.14382 -6.77313 -2.0197 -19.6914 -45.4458 -33.8991 0.705741 -28.5063 -22.7822
10280 BG069780 0.801616 0.928638 0.935924 0.75868 0.865993 0.705315 0.811533 0.865524 0.956108 -23.1035 -29.5655 0.998396 -1.18367 0.999985 0.91119 -1.18367
10285 67117 BG069784 t-complex-associated-testis-expressed 1-likeTcte1l 1.016706 1.00106 0.850134 0.835006 0.904629 0.833595 0.874036 1.012731 -57.135 -59.8506 -0.04343 0.565417 -10.8568 0.599902 -2.4552 -58.2438
10288 66643 BG069787 limb expression 1 homolog (chicken)Lix1 0.955319 0.942905 0.94791 0.969112 1.014628 1.187736 1.004361 1.043818 -47.129 -39.035 -43.0047 -56.1813 -58.3798 -1.57224 -59.8351 -48.4312
10289 67011 BG069788 RIKEN cDNA 1600013P15 gene1600013P15Rik0.953015 1.237739 1.182651 1.052379 1.078641 1.098187 0.986862 1.140632 -19.99 0.999989 0.998552 -17.3913 -3.68382 -0.34325 -55.1011 0.947139
10295 56426 BG069793 programmed cell death 10 Pdcd10 1.017771 0.980588 0.888231 0.886094 0.957248 0.880105 0.906364 1.067169 -53.1302 -51.4753 0.540916 0.62146 -28.5063 0.77221 -0.89269 -11.7035
10301 11501 BG069799 a disintegrin and metalloprotease domain 8Adam8 0.992412 1.031454 0.872377 0.784926 1.016007 0.898874 0.762021 1.022047 -59.4178 -53.1302 -6.05149 0.8837 -58.1021 -14.9994 0.971709 -56.3824
10305 28065 BG069802 0.95517 1.060358 1.008038 1.06356 0.966315 0.969697 0.963415 0.983707 -38.3029 -28.858 -59.0738 -26.7698 -46.4626 -48.7498 -44.4103 -56.5784
10313 BG069810 0.994594 1.080586 1.068736 0.935265 0.989888 1.011478 1.024394 1.086776 -59.5534 -22.1459 -28.858 -28.5063 -58.8659 -58.6345 -54.3956 -19.1014
10314 218333 BG069811 cDNA sequence BC018507BC018507 0.946968 1.006636 1.022826 0.949774 0.972102 0.934013 0.904187 1.012322 -21.2081 -58.9728 -49.9941 -23.7526 -45.1025 -11.7035 -1.28906 -56.7692
10316 52430 BG069813 DNA segment, Chr 4, ERATO Doi 765, expressedD4Ertd765e 1.048321 0.934557 0.823836 0.853294 0.905871 0.934395 0.867574 0.884489 -16.5706 -3.98994 0.99999 0.999344 0.61082 -3.98994 0.99558 0.963606
10317 BG069814 0.993819 0.891216 1.111056 0.851682 0.933054 1.112763 1.039185 0.954939 -59.6647 -19.6914 -23.427 -6.77313 -39.7649 -24.4098 -52.8643 -49.9941
10321 235441 BG069818 ubiquitin specific protease 3Usp3 0.96397 1.018139 0.897722 1.0123 0.939224 0.877365 0.95467 1.128581 -43.0047 -55.3269 -3.20851 -57.6433 -22.7822 -0.31011 -35.3651 -1.18367
10331 11777 BG069828 adaptor-related protein complex 3, sigma 1 subunitAp3s1 1.020853 0.919664 0.880579 0.886432 0.912323 0.963182 1.085167 1.019769 -51.4753 -4.76904 0.651778 0.42956 -2.6924 -36.0998 -5.3843 -52.0425
10333 102193 BG069830 zinc finger, DHHC domain containing 7Zdhhc7 0.937953 1.080841 1.076073 1.06366 0.962817 0.928057 0.983125 1.13604 -12.5922 -5.91378 -7.71432 -14.2494 -34.6314 -7.23325 -53.6494 0.744627
10337 57432 BG069834 RIKEN cDNA E130108N08 geneE130108N08Rik1.052494 1.071883 1.118908 0.9538 1.092748 0.935842 0.823732 1.010927 -39.4003 -27.8071 -7.87942 -41.9349 -17.1151 -29.5655 0.705741 -58.7531
10338 74120 BG069835 zinc finger protein 263 Zfp263 1.062806 1.150174 1.036753 1.155075 1.074825 0.960661 0.927316 0.961941 -15.7732 0.869043 -37.5693 0.905676 -9.28775 -33.5336 -7.71432 -34.9981
10341 114874 BG069838 RIKEN cDNA 4921528E07 gene4921528E07Rik0.993969 0.961068 1.120785 1.00409 1.069089 0.873075 0.980664 1.025107 -59.4178 -42.6495 -3.58533 -59.6647 -23.1035 -0.67698 -55.1011 -52.5943
10342 76238 BG069839 glyoxylate reductase/hydroxypyruvate reductaseGrhpr 1.009488 0.923359 0.905017 0.870317 0.927633 0.868545 0.948959 0.903384 -59.0738 -22.4629 -12.8209 -2.6924 -25.0749 -2.4552 -39.035 -12.1425
10346 17330 BG069843 multiple inositol polyphosphate histidine phosphatase 1Minpp1 0.969582 0.975603 1.005047 1.038419 1.014965 1.071611 0.990745 1.209816 -38.6692 -45.1025 -59.1688 -31.3552 -54.1513 -6.62433 -57.4793 0.999807
10349 BG069846 0.988705 1.013794 0.954853 0.977209 0.907599 1.000605 0.869899 0.989242 -59.3408 -59.1688 -52.0425 -57.8018 -32.8045 -59.8599 -17.1151 -59.4178
10350 66196 BG069847 RIKEN cDNA 1110055A02 gene1110055A02Rik0.979239 0.959859 1.042963 1.019927 1.022792 0.998549 0.929616 1.042683 -48.7498 -27.4597 -28.5063 -49.9941 -47.129 -59.8134 -4.88807 -26.4273
10352 54364 BG069849 ribonuclease P2 Rnasep2 1.023573 0.9933 1.101487 1.082435 1.041243 1.035333 0.87602 1.065732 -47.7854 -58.7531 -0.71828 -4.31247 -30.636 -36.4672 0.890431 -11.2749
10356 320720 BG069852 RIKEN cDNA 5330408N05 gene5330408N05Rik0.935216 1.045525 1.034446 0.946431 0.937913 0.962311 0.903924 1.076621 -35.7324 -47.7854 -52.5943 -42.2928 -37.202 -50.597 -18.5214 -32.0782
10359 114570 BG069855 cysteine-rich protein 3 Crip3 1.024812 1.030553 1.043598 0.907639 0.973241 1.096055 1.05562 1.079967 -52.0425 -48.7498 -39.4003 -6.92421 -50.597 -8.74116 -30.636 -15.5126
10360 51813 BG069856 cyclin C Ccnc 1.029613 0.999229 1.10621 1.03579 1.104604 1.013511 1.073673 1.132138 -56.1813 -59.8599 -20.5943 -38.6692 -4.76904 -36.0998 -59.6647 -22.1459
10363 22680 BG069859 zinc finger protein 207 Zfp207 0.975492 1.012937 0.920417 0.993714 0.950436 0.90741 0.963599 1.005943 -55.3269 -58.6345 -24.7414 -59.5534 -43.0047 -17.67 -49.9941 -59.6121
10368 12952 BG069864 cryptochrome 1 (photolyase-like)Cry1 0.892486 1.063944 1.08841 1.094906 0.83498 0.830284 1.332067 0.915563 -18.8102 -46.1259 -36.8347 -34.6314 -3.58533 -11.2749 -6.05149 -21.2081
10374 19988 BG069870 ribosomal protein L6 Rpl6 1.330948 1.103778 1.093045 1.311679 1.146646 1.194459 1.258542 1.274287 0.577207 -30.9951 -34.9981 0.347826 -16.8416 -6.92421 -1.18367 -0.55832
10388 75660 BG069884 RIKEN cDNA 1810054G18 gene1810054G18Rik 0.972889 1.172381 1.061303 -58.2438 -22.7822 -57.3098 NA NA NA NA
10396 BG069891 1.019784 0.949291 1.028647 1.029752 1.04157 0.971783 0.994175 1.138325 -50.2972 -17.3913 -41.5758 -40.492 -28.1559 -41.2155 -58.9728 0.92131
10397 56398 BG069892 RIKEN cDNA 1500003O03 gene1500003O03Rik
10398 66309 BG069893 RIKEN cDNA 2810021O14 gene2810021O14Rik0.968793 0.918749 1.048161 1.01508 1.039526 1.051848 0.987527 1.086285 -42.6495 -5.25718 -28.5063 -55.5479 -36.0998 -25.4103 -56.7692 -5.91378
10408 66352 BG069903 RIKEN cDNA 1700030G05 gene1700030G05Rik0.941138 1.033507 1.004597 0.913769 0.960743 0.971999 0.971459 1.052839 -44.0614 -54.6354 -59.7514 -30.636 -52.3204 -55.9752 -55.764 -48.1097
10412 271457 BG069907 RAB5A, member RAS oncogene familyRab5a 1.059135 0.943359 0.840046 0.961843 0.906005 0.883533 0.948431 1.002749 -25.0749 -24.4098 0.940211 -40.1288 -4.42373 -0.48343 -28.5063 -59.7514
10417 72173 BG069911 0.959795 0.848927 0.869099 0.847724 0.857234 0.937585 0.903339 1.002545 -45.4458 -0.1263 -2.08882 -0.04343 -0.71828 -30.2781 -11.0646 -59.7855
10424 382190 BG069918 similar to tumor necrosis factor alpha converting enzymena 0.976056 1.097536 1.003072 0.975531 0.910975 0.921537 1.00049 1.063591 -46.4626 -0.89269 -59.6121 -45.7869 -0.89269 -3.0301 -59.8599 -11.4879
10431 223770 BG069925 bromodomain containing 1 Brd1 0.9911 1.099889 1.008424 0.868367 1.056142 0.987934 0.863837 1.070947 -57.9548 -0.84768 -58.1021 0.951823 -17.1151 -56.1813 0.969864 -8.38914
10440 20416 BG070010 src homology 2 domain-containing transforming protein C1Shc1 0.970063 1.045011 0.92419 0.946461 0.850075 0.984945 0.848074 1.003452 -55.5479 -50.8933 -35.7324 -46.4626 -6.62433 -58.7531 -6.19139 -59.8134
10444 54391 BG070014 RIKEN cDNA 0610038L10 gene0610038L10Rik 1.017116 0.974457 0.910648 0.893859 0.848616 0.816738 0.73612 0.820543 -49.3782 -38.3029 0.66137 0.953294 0.999911 0.999999 1 0.999999
10450 BG070020 0.989487 1.034257 1.010843 1.080966 1.029211 1.033766 1.047972 1.046617 -56.5784 -34.265 -56.5784 -2.77449 -39.7649 -34.9981 -20.5943 -21.831
10451 12615 BG070021 centromere autoantigen A Cenpa 0.999926 1.264491 1.281213 1.148911 1.118735 1.153726 1.076253 1.297887 -59.863 1 1 0.999864 0.993835 0.999926 0.215258 1
10453 BG070023 1.020821 1.218238 1.075992 0.883208 0.944964 1.055651 0.813483 1.156802 -57.8018 -3.68382 -41.5758 -17.1151 -48.1097 -48.1097 -2.6924 -13.0524
10462 BG070029 0.969682 1.043309 1.063264 1.043988 1.025168 1.001816 0.950979 1.192378 -43.0047 -32.0782 -16.5706 -31.7163 -48.4312 -59.7855 -25.0749 0.991139
10465 76582 BG070032 importin 11 Ipo11 0.906812 1.06291 1.06822 1.097979 1.040311 0.971128 1.096684 1.207668 -9.47496 -29.2111 -25.7475 -11.0646 -44.4103 -50.597 -11.7035 0.852647
10480 170768 BG070045 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 3Pfkfb3 1.00643 1.222813 1.18212 1.030243 1.14245 0.836721 0.840954 1.148706 -59.7111 -5.25718 -11.4879 -56.7692 -24.0802 -9.10306 -10.0518 -25.7475
10484 15257 BG070048 homeodomain interacting protein kinase 1Hipk1 0.947853 1.003357 0.971776 0.882464 0.879643 0.992412 0.951759 1.098296 -35.7324 -59.7514 -51.7608 -3.39353 -2.85812 -59.2578 -38.6692 -12.366
10485 100198 BG070049 hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase)H6pd 1.173187 0.977228 1.15295 1.302578 1.203506 1.125248 1.370039 1.642504 -25.0749 -58.7531 -29.9212 -5.25718 -18.5214 -37.202 -1.57224 0.956108
10486 67443 BG070050 microtubule-associated protein 1 light chain 3Map1lc3 0.896332 1.129873 0.972797 0.994657 1.042761 1.093115 1.141918 1.216468 -3.11849 -1.18367 -49.6877 -59.4178 -39.4003 -8.92086 -0.24604 0.975079
10487 BG070051 0.910461 0.968732 1.004053 1.018942 0.936566 0.943182 0.988888 1.456109 -13.7626 -50.597 -59.7111 -56.3824 -29.2111 -33.8991 -31.6236 0.999998
10500 20750 BG070062 secreted phosphoprotein 1 Spp1 0.952398 0.952879 0.827578 0.830083 0.843562 0.827863 0.940208 1.036526 -20.7014 -20.9015 0.898171 0.882343 0.719922 0.898171 -15.9157 -25.3294
10504 244757 BG070066 cDNA sequence BC038479BC038479 1.013484 0.997364 0.985524 1.042159 1.061165 1.034783 1.074495 1.089131 -29.171 -32.1584 -28.6124 -12.0102 -3.94919 -16.5032 -1.15723 0.246628
10516 19219 BG070077 prostaglandin E receptor 4 (subtype EP4)Ptger4 1.008621 0.995827 0.966741 1.01433 1.112753 0.998715 1.126205 1.120213 -31.5555 -32.1263 -22.4879 -30.2815 -0.22313 -32.2804 0.414418 0.188476
10520 68112 BG070081 RIKEN cDNA C330016H24 geneC330016H24Rik 1.01327 1.052621 1.074351 0.960905 1.039445 0.95448 0.936683 1.033211 -28.8964 -5.8316 -0.61488 -11.6622 -12.363 -7.89227 -1.61717 -16.3068
10524 19267 BG070083 protein tyrosine phosphatase, receptor type, EPtpre 0.93745 1.033957 0.969277 0.943005 0.964882 0.916815 0.940983 1.149678 -13.6324 -25.6885 -26.3888 -15.7211 -24.7806 -6.56087 -14.95 0.126341
10525 108909 BG070084 RIKEN cDNA 2610208M17 gene2610208M17Rik0.959397 1.036755 1.068174 0.984225 1.027788 0.909379 0.979459 1.204082 -21.4999 -23.8421 -11.6622 -30.3916 -27.0626 -3.59051 -29.171 0.965223
10530 17075 BG070089 tumor-associated calcium signal transducer 1Tacstd1 0.957079 1.107284 1.072629 0.951312 1.008354 0.949582 1.025437 1.154746 -24.2208 -6.81554 -15.5273 -22.2915 -31.9646 -21.6985 -29.4359 -0.97589
10537 68646 BG070096 RIKEN cDNA 1110020G09 gene1110020G09Rik1.044884 1.034277 0.822616 0.778891 0.827335 0.923112 0.920348 0.992341 -20.501 -24.7806 0.980705 0.999573 0.971082 -7.07602 -6.312 -31.8639
10549 20482 BG069941 SKI-like Skil 0.896122 1.10987 1.266917 0.843974 0.975281 1.089941 0.978723 1.013413 -14.38 -15.5273 0.036908 -3.33501 -30.3916 -19.6978 -30.8032 -31.9159
10564 12928 BG069956 v-crk sarcoma virus CT10 oncogene homolog (avian)Crk 1.044806 1.027284 0.97112 0.870698 0.993701 0.913913 0.85746 1.025696 -16.7002 -25.1478 -24.032 0.892097 -31.8639 -1.50845 0.966273 -25.8659
10570 75669 BG069962 phosphatidylinositol 3 kinase, regulatory subunit, polypeptide 4, p150Pik3r4 0.899621 0.993066 1.116598 1.150972 1.17387 1.061986 0.956276 0.994623 -12.0102 -30.3916 -7.34231 -9.99667 -7.6144 -30.0532 -30.4988 -31.2517
10582 52028 BG069971 Bardet-Biedl syndrome 1 homolog (human)Bbs1 1.099923 1.050659 1.09709 0.889437 1.012665 0.993714 0.955741 1.116539 -8.3199 -22.4879 -8.91005 -3.94919 -31.5555 -32.0908 -23.8421 -5.15397
10593 11684 BG069982 arachidonate 12-lipoxygenaseAlox12 1.154518 1.099046 0.970931 0.983388 0.957911 1.066249 0.90097 1.207599 -9.36746 -19.0948 -30.7046 -31.7502 -28.8964 -25.3294 -16.8977 -3.67823
10599 217820 BG069987 hypothetical protein LOC217820LOC217820 1.04203 1.140019 1.055822 0.947288 0.982952 0.8626 0.874904 0.961252 -22.0944 -0.01079 -16.5032 -16.7002 -30.1688 0.581826 0.126341 -22.6837
10601 28040 BG069989 DNA segment, Chr 6, Wayne State University 163, expressedD6Wsu163e 0.920249 1.088544 1.229577 1.170454 1.342608 1.045868 0.985461 1.174724 -3.59051 -3.25236 0.998923 0.949929 0.999999 -17.4931 -30.2815 0.960704
10614 BG070002 0.982137 0.93048 0.994 0.957151 1.05128 0.911076 0.944105 1.042966 -28.0174 -2.85758 -31.8087 -13.8179 -10.6474 -0.01079 -7.34231 -14.7592
10615 228911 BG070003 serologically defined colon cancer antigen 33 likeSdccag33l 1.046788 0.994997 1.001433 0.858879 0.993743 0.852796 0.811447 0.887906 -19.6978 -32.0908 -32.2804 0.734753 -32.01 0.829694 0.993057 -0.54287
10622 BG070007 1.003128 0.991967 1.02814 1.049501 1.12073 0.926614 0.763562 0.817505 -32.0521 -31.9159 -31.0814 -28.0174 -17.0957 -24.4086 -4.93941 -12.363
10624 77521 BG070009 RIKEN cDNA C130038G02 geneC130038G02Rik0.763441 0.879235 1.008858 1.074007
10631 66291 BG070104 RIKEN cDNA 1810030N24 gene1810030N24Rik1.009888 0.942283 0.969573 0.903916 1.090896 1.004667 0.912091 1.160897 -31.5555 -14.38 -26.0417 -2.78224 -5.60003 -32.1263 -4.4273 0.633601
10634 16819 BG070106 lipocalin 2 Lcn2 0.874493 0.660885 0.953531 0.472988 1.036901 0.362867 0.835744 2.11936 -20.0997 0.44361 -30.3916 0.999653 -31.1681 1 -13.6324 0.999677
10652 67005 BG070121 RIKEN cDNA 1500004O14 gene1500004O14Rik1.005105 0.979395 1.218886 0.98765 1.009109 1.077713 1.095611 1.101212 -32.2346 -31.3323 -1.56233 -31.9646 -32.0908 -21.6985 -17.8919 -16.7002
10655 66498 BG070124 RIKEN cDNA 1500034J01 gene1500034J01Rik 0.922252 1.06177 1.184614 0.924962 1.149991 0.912648 0.97292 1.026747 -11.8356 -18.6931 0.335281 -12.7203 -1.15723 -9.06112 -29.6906 -29.0349
10656 20619 BG070125 synaptosomal-associated protein 23Snap23 0.996296 1.007387 0.978053 0.880926 0.836211 0.797027 0.875449 0.871038 -32.2126 -31.9646 -29.4359 -1.2047 0.809502 0.987207 -0.68977 -0.3433
10668 11855 BG070137 Rho GTPase activating protein 5Arhgap5 0.965864 0.852617 0.812006 0.824571 0.776781 0.834769 0.829411 0.920254 -26.2161 0.35184 0.945205 0.875385 0.995607 0.768708 0.829694 -9.67934
10678 24084 BG070145 tektin 2 Tekt2 0.947836 0.854801 0.792979 0.771302 0.67953 0.682008 0.670302 0.659971 -16.3068 0.798589 0.998635 0.999821 1 1 1 1
10679 BG070146 0.946004 1.619899 1.168156 1.041326 0.777353 0.844563 0.900598 0.936848 -19.4968 1 0.036908 -24.7806 0.992828 0.471475 -5.26336 -16.1109
10681 BG070148 0.926118 0.960427 1.026283 0.986661 0.922984 0.921438 0.985872 0.84337 -12.9007 -24.9648 -29.0349 -30.0532 -11.8356 -11.3189 -31.2517 0.429183
10686 71835 BG070153 RIKEN cDNA 1700003F10 gene1700003F10Rik0.951822 1.026348 1.049095 0.958085 1.025439 1.075961 1.010665 1.111571 -23.6512 -25.1478 -16.7002 -21.3008 -28.0174 -8.17592 -29.6906 -1.90624
10687 BG070154 0.993259 0.918473 1.022058 0.893317 0.936912 0.942647 0.902091 0.89957 -32.01 -7.75261 -29.4359 -2.35463 -14.0043 -16.3068 -3.85756 -3.33501
10688 BG070155 expressed sequence AA960172AA960172 0.980236 1.065073 0.991329 0.904609 0.900865 0.979963 0.917364 0.880652 -28.3193 -8.61214 -31.4842 -0.65196 -0.28198 -28.1694 -2.49259 0.696234
10693 BG070159 0.967368 0.925297 0.95951 0.880457 0.959478 0.91903 0.925571 1.025041 -26.2161 -10.3194 -23.4594 -1.01996 -23.4594 -8.3199 -10.4827 -28.7556
10697 12443 BG070163 cyclin D1 Ccnd1 1.063787 1.226423 0.958997 1.220146 1.034359 0.766753 0.675145 0.892084 -27.5489 -5.60003 -30.0532 -6.18974 -30.8032 -1.30231 0.864221 -18.8939
10700 319624 BG070166 0.985786 0.999722 0.98332 0.839011 0.85057 0.918388 0.966007 0.997292 -31.5555 -32.2957 -31.3323 -0.57852 -1.45551 -14.7592 -28.3193 -32.2685
10701 107351 BG070167 RIKEN cDNA D330024H06 geneD330024H06Rik1.144048 1.222847 0.985961 1.309323 0.941423 0.917083 0.978863 0.901437 -1.45551 0.864221 -31.3323 0.996514 -18.292 -9.99667 -30.0532 -5.8316
10707 56216 BG070172 syntaxin 1B2 Stx1b2 0.979493 1.009053 0.979708 0.942935 0.836347 0.849449 0.881829 1.037445 -29.3047 -31.6885 -29.3047 -14.7592 0.932481 0.824842 -0.28198 -23.8421
10709 14866 BG070174 glutathione S-transferase, mu 5Gstm5 0.959671 0.972204 0.931309 0.903949 0.83842 0.862184 0.869551 0.982168 -19.8988 -25.8659 -7.6144 -1.35246 0.978804 0.852124 0.741893 -29.4359
10716 98415 BG070181 RIKEN cDNA 8430423A01 gene8430423A01Rik0.959062 0.950954 1.001549 0.809013 0.809232 0.935264 0.994582 1.061099 -22.8788 -19.6978 -32.2804 0.98009 0.979457 -13.2645 -32.0908 -16.1109
10724 52717 BG070189 DNA segment, Chr 10, ERATO Doi 641, expressedD10Ertd641e 0.957463 1.012493 0.964882 0.908317 0.888757 0.905474 1.039958 1.016873 -7.34231 -28.6124 -12.0102 0.928359 0.994824 0.949929 -9.83733 -26.0417
10727 BG070192 0.955293 0.893772 0.919101 0.92117 0.869893 0.908717 0.961239 0.971904 -14.0043 0.633601 -1.40352 -1.72979 0.955627 -0.16666 -17.2942 -23.2667
10735 BG070200 0.993711 1.030157 1.140587 1.065603 0.944437 0.871968 0.984791 1.027678 -32.1584 -20.501 0.98009 -3.85756 -5.8316 0.988374 -28.6124 -22.0944
10736 BG070201 1.195707 1.334647 1.243283 1.203463 1.478519 1.385411 1.096444 1.043848 -1.61717 0.930449 0.168218 -1.2047 0.998959 0.984026 -15.5273 -27.5489
10750 213541 BG070215 RIKEN cDNA 9430020E02 gene9430020E02Rik 0.9166 1.19 1.192063 0.940486 1.061468 0.917128 0.998154 1.158128 -4.93941 0.936377 0.941823 -13.082 -13.6324 -5.15397 -32.2685 0.661771
10757 73635 BG070222 RIKEN cDNA 1700113I22 gene1700113I22Rik 1.014548 0.943045 0.990712 1.018686 1.057688 1.081717 0.997075 1.121403 -30.6031 -13.082 -31.5555 -29.5645 -14.0043 -6.18974 -32.2126 -0.40716
10763 59027 BG070228 RIKEN cDNA 1110035O14 gene1110035O14Rik1.317346 1.271104 0.834898 0.694728 0.832649 0.926941 0.924372 1.030036 0.972816 0.871764 -0.25225 0.999615 -0.13929 -17.0957 -16.3068 -29.3047
10765 BG070230 1.070218 1.115176 1.016744 0.92783 0.928432 0.94372 0.9651 1.055069 -11.8356 -2.02901 -30.3916 -9.36746 -6.56087 -12.1861 -21.4999 -17.4931
10767 19653 BG070232 RNA binding motif protein 4Rbm4 1.018309 1.321002 1.185632 1.152056 1.051838 1.063518 1.07215 1.122975 -27.0626 1 0.999779 0.994991 -8.03338 -3.94919 -1.9671 0.934456
10772 BG070237 0.939821 0.897493 1.012108 0.929889 0.867155 0.806841 1.029883 0.829481 -14.38 -2.42305 -31.3323 -10.6474 0.265164 0.988374 -26.8968 0.936377
10775 66162 BG070240 RIKEN cDNA 1110025L05 gene1110025L05Rik 0.98183 1.013186 1.01513 0.997507 0.949815 1.087287 0.946606 1.038595 -31.2517 -31.7502 -31.6236 -32.2804 -25.1478 -16.5032 -24.2208 -28.1694
10778 56196 BG070243 Traf and Tnf receptor associated proteinTtrap 1.022045 0.967545 0.76976 0.919696 0.864493 0.942628 0.904472 0.852955 -28.4669 -24.032 0.999958 -4.62801 0.781123 -12.5411 -1.67299 0.906681
10791 BG070255 1.036589 1.000161 0.942077 0.944024 0.900777 0.931527 0.920426 1.013563 -13.082 -32.294 -2.35463 -2.85758 0.948399 -0.37491 0.535677 -28.4669
10793 17761 BG070257 microtubule-associated protein 7Mtap7 0.964668 0.968446 0.976488 0.858147 0.861201 0.950139 0.996885 0.925649 -21.8967 -23.6512 -27.2266 0.923999 0.903921 -14.5691 -32.2126 -5.15397
10794 278240 BG070258 similar to Spindlin-like protein 2 (SPIN-2)na 0.944254 0.925699 0.917153 0.834339 0.841558 0.922605 0.891451 0.868844 -21.1013 -14.7592 -12.1861 0.28329 0.013316 -13.8179 -5.60003 -2.09197
10798 14544 BG070262 guanine deaminase Gda 1.023324 1.144285 0.888631 0.817888 0.78718 0.942652 0.891056 0.934848 -26.5598 0.901085 0.652611 0.999665 0.999991 -8.76039 0.581826 -5.8316
10800 217718 BG070264 NIMA (never in mitosis gene a)-related expressed kinase 9Nek9 0.99042 1.073105 1.032292 0.922454 0.90419 0.86148 0.869145 0.960828 -30.3916 -0.72832 -16.7002 0.265164 0.892097 0.999543 0.99868 -11.3189
10803 234023 BG070267 RIKEN cDNA 9430010O03 gene9430010O03Rik1.001631 0.886343 0.968913 0.897562 0.839368 0.923627 0.935704 0.963962 -32.2804 -1.72979 -26.8968 -3.41891 0.781123 -9.83733 -14.1917 -25.1478
10806 BG070270 0.987028 1.009411 0.880934 0.82364 0.795302 0.87743 0.94579 0.907932 -29.171 -30.6031 0.989772 0.999996 1 0.993279 -4.62801 0.774995
10809 117599 BG070273 helicase (DNA) B Helb 0.942349 0.832934 0.891436 0.844006 0.742134 0.807641 0.856525 0.91932 -16.8977 0.843506 -2.49259 0.696234 0.99986 0.971962 0.368026 -8.61214
10814 327987 BG070277 hypothetical protein D030023K18D030023K18 0.961153 1.082045 0.987412 0.871355 0.86591 0.929254 0.921433 1.031514 -23.2667 -8.61214 -31.2517 0.104705 0.35184 -10.3194 -7.75261 -26.3888
10815 BG070278 1.013367 0.909223 0.91926 0.886338 0.916497 0.954497 0.992202 1.033274 -30.9916 -3.59051 -5.94954 -0.47366 -5.26336 -19.4968 -31.8087 -25.1478
10818 BG070281 1.042837 1.056073 1.078076 1.069182 1.09275 1.063795 0.973401 0.994531 -19.8988 -14.1917 -6.68748 -9.36746 -3.41891 -11.3189 -26.3888 -32.01
10823 52665 BG070285 enoyl Coenzyme A hydratase domain containing 1Echdc1 0.947349 0.976207 0.829312 0.871191 0.861365 0.906862 0.817019 0.988804 -19.4968 -29.171 0.829694 -0.65196 -0.03541 -6.06892 0.921726 -31.6236
10824 12343 BG070286 capping protein (actin filament) muscle Z-line, alpha 2Capza2 1.008214 0.960081 0.903962 0.930169 0.994022 0.97641 0.985445 1.095652 -31.3323 -15.1417 0.484927 -2.56327 -31.7502 -24.9648 -29.3047 -0.03541
10825 16019 BG070287 immunoglobulin heavy chain 6 (heavy chain of IgM)Igh-6 0.745953 0.9758 0.840457 1.124864 1.008032 1.002718 0.972402 1.525953 0.781123 -30.9916 -4.04214 -12.9007 -32.1584 -32.2804 -30.7046 0.997582
10827 13057 BG070289 cytochrome b-245, alpha polypeptideCyba 1.003785 0.92455 0.992533 1.032397 0.901932 0.928338 1.073796 1.530118 -32.2126 -11.4899 -32.01 -27.2266 -5.15397 -12.7203 -13.8179 1
10828 55978 BG070290 RIKEN cDNA 0610009H04 gene0610009H04Rik1.059968 1.000505 0.93206 0.897268 0.877061 0.873258 0.875198 0.856882 -11.3189 -32.294 -6.94505 -0.22313 0.696234 0.768708 0.734753 0.938244
10830 219132 BG070292 DNA segment, Chr 14, ERATO Doi 668, expressedD14Ertd668e 0.997359 1.008695 1.007137 0.911345 0.906534 0.965033 0.943455 0.991911 -32.1263 -30.4988 -31.0814 0.875385 0.930449 -12.5411 -2.22112 -30.7046
10834 215418 BG070296 AXIN1 up-regulated 1 Axud1 0.938948 0.857974 0.96362 0.959081 0.876333 0.85985 0.870747 0.972818 -12.5411 0.762258 -23.2667 -21.3008 0.227673 0.727431 0.44361 -26.8968
10844 76244 BG070306 RIKEN cDNA 6530403D07 gene6530403D07Rik1.002931 1.110881 0.99401 0.939173 0.88984 0.956901 0.921184 1.000636 -32.2685 -10.6474 -32.1872 -21.6985 -8.17592 -26.5598 -16.3068 -32.294
10855 19211 BG070316 phosphatase and tensin homologPten 0.977924 1.066748 0.966358 0.858094 0.67308 0.755878 0.915207 0.887218 -30.4988 -20.0997 -28.3193 -1.90624 0.999936 0.98009 -13.2645 -6.18974
10857 217463 BG070318 sorting nexin 13 Snx13 1.095972 1.134413 1.056384 1.0111 0.914659 0.953764 1.020553 1.08919 -3.50407 0.147509 -14.95 -31.3323 -3.94919 -18.292 -29.0349 -4.83422
10876 108653 BG070337 RIKEN cDNA 4931417E21 gene4931417E21Rik0.929172 0.948234 0.884404 0.820987 0.922151 0.893269 0.903339 0.928261 -13.8179 -20.7014 -2.6351 0.843506 -11.3189 -4.04214 -6.18974 -13.448
10889 270627 BG070349 RIKEN cDNA B430306D02 geneB430306D02Rik0.966182 1.051282 0.956066 0.907287 0.912597 0.930193 1.024503 0.9491 -22.6837 -15.1417 -17.4931 -1.40352 -2.22112 -6.56087 -27.0626 -14.1917
10895 225636 BG070353 similar to Splicing factor U2AF 35 kDa subunit (U2 auxiliary factor 35 kDa subunit) (U2 snRNP auxiliary factor small subunit)na 0.934847 0.952266 1.043582 0.926002 0.900902 0.793671 0.973312 0.874016 -9.06112 -16.7002 -19.4968 -6.18974 -1.06487 0.999615 -26.3888 0.613641
10896 BG070354 DNA segment, Chr 13, ERATO Doi 688, expressedD13Ertd688e 0.920688 1.101816 0.847087 0.873 0.776894 0.843835 1.008935 1.02381 -13.082 -9.2136 -0.22313 -2.49259 0.971962 -0.06056 -31.9646 -30.0532
10905 70369 BG070363 BCL2-associated athanogene 5Bag5 0.910215 1.057169 1.056351 0.919195 1.003727 0.91674 0.962439 1.102879 -4.04214 -15.9157 -16.3068 -6.18974 -32.1872 -5.60003 -23.0732 -3.33501
10908 100609 BG070366 RIKEN cDNA 9830109N13 gene9830109N13Rik1.013889 1.042402 1.179251 1.120999 1.039065 0.923181 1.087603 1.018237 -30.8032 -21.1013 0.898171 -0.72832 -22.4879 -6.56087 -5.48639 -29.8141
10918 66046 BG070376 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5Ndufb5 1.007374 0.938451 0.853248 0.922804 0.967502 1.054235 1.094596 0.947535 -31.6236 -6.56087 0.989439 -2.28732 -21.1013 -10.9806 -0.84856 -10.4827
10919 75871 BG070377 RIKEN cDNA 4930566A11 gene4930566A11Rik0.923335 0.962071 0.898395 0.91529 0.836946 0.938098 0.979423 0.973666 -1.78759 -17.2942 0.547631 -0.65196 0.999028 -5.60003 -26.8968 -24.032
10922 13435 BG070380 DNA methyltransferase 3A Dnmt3a 0.961377 0.994661 0.903915 0.823405 0.726672 0.759761 0.705226 0.854076 -21.4999 -32.0521 -1.72979 0.991006 0.999999 0.999982 1 0.888933
10925 245866 BG070383 cDNA sequence BC037708BC037708 0.929869 1.00413 0.971881 0.941944 0.938288 0.924279 0.959197 1.098047 -1.06487 -31.9646 -20.3004 -3.94919 -2.85758 -0.31233 -12.0102 0.603291
10929 16195 BG070387 interleukin 6 signal transducerIl6st 0.857583 0.975203 0.936124 0.89688 0.773335 0.723082 1.040561 1.167329 -5.94954 -30.8989 -23.6512 -14.0043 0.484927 0.941823 -28.8964 -5.8316
10933 67602 BG070391 RIKEN cDNA 1200016B17 gene1200016B17Rik1.092809 1.47314 1.133986 1.059661 0.971417 1.062369 0.99896 1.147821 -0.28198 1 0.928359 -6.94505 -22.0944 -5.94954 -32.2804 0.975988
10936 26896 BG070393 cofactor required for Sp1 transcriptional activation subunit 2Crsp2 1.031655 1.109934 0.950215 0.897678 0.902925 0.888148 0.896038 0.987856 -22.8788 -0.01079 -12.7203 0.208292 -0.16666 0.603291 0.28329 -30.6031
10941 56349 BG070398 neuroepithelial cell transforming gene 1Net1 1.006744 1.071701 1.000435 1.00615 0.950322 0.99493 1.231964 0.956128 -31.9646 -10.4827 -32.294 -32.01 -17.6923 -32.0908 0.991836 -20.3004
10944 94219 BG070401 cyclin M2 Cnnm2 0.942981 0.973062 0.855908 0.886186 0.861537 0.992405 1.00613 1.023232 -5.37416 -22.0944 0.998271 0.943538 0.996514 -31.3323 -31.6885 -24.5952
10949 BG070406 0.973594 0.956431 0.927765 0.981581 0.960515 0.968319 0.92941 0.912117 -24.7806 -15.3341 -3.67823 -28.3193 -17.6923 -21.8967 -4.13641 -0.84856
10958 229584 BG070415 RIKEN cDNA 9530006B08 gene9530006B08Rik0.953044 0.970703 0.915804 0.928583 0.858717 0.907467 0.955679 0.927335 -15.7211 -24.5952 -2.6351 -5.7151 0.928359 -1.30231 -17.0957 -5.37416
10960 108645 BG070417 RIKEN cDNA 2410018D16 gene2410018D16Rik0.975737 1.049345 0.847457 0.977736 0.942364 1.021451 1.030742 1.238994 -25.6885 -13.2645 0.993494 -26.5598 -8.3199 -27.2266 -22.6837 0.999928
10965 16578 BG070421 kinesin family member 9 Kif9 0.972351 0.773347 0.783124 0.788547 0.779882 0.709494 0.742488 0.827117 -26.0417 0.99994 0.999833 0.999719 0.999883 1 0.999998 0.989095
10970 BG070426 1.008111 0.956929 0.998619 1.065801 0.952519 0.845096 0.880328 1.054176 -31.8087 -29.8141 -32.294 -26.8968 -30.2815 -18.0918 -18.6931 -28.4669
10978 11856 BG070433 Rho GTPase activating protein 6Arhgap6 0.950056 0.927168 0.848164 0.920402 0.935261 0.893809 0.862152 0.948991 -21.4999 -13.2645 0.246628 -10.9806 -16.1109 -4.32898 -0.47366 -21.1013
10983 BG070438 0.984686 1.166074 0.928982 0.877625 0.960369 0.971233 0.95377 1.159029 -30.9916 0.147509 -12.7203 -1.25306 -24.4086 -27.8632 -21.8967 -0.1125
10984 116940 BG070439 nuclear receptor coactivator 6 interacting proteinNcoa6ip 0.925972 1.027406 1.050579 1.013621 0.972929 1.013028 0.97922 1.040237 -9.67934 -27.8632 -19.6978 -31.0814 -27.7071 -31.2517 -29.5645 -23.4594
10988 BG070443 0.97229 1.017534 0.97063 0.886065 0.907387 0.939768 0.946157 1.048218 -27.3887 -30.2815 -26.8968 -1.06487 -4.32898 -14.5691 -17.0957 -20.3004
10998 106039 BG070453 golgi associated, gamma adaptin ear containing, ARF binding protein 1Gga1 0.936885 0.981162 0.984267 0.964284 0.806572 0.892587 1.02139 1.005892 -4.79228 -13.1745 -13.558 -10.3432 0.998093 0.103725 -12.9289 -14.3086
11000 68252 BG070455 RIKEN cDNA A030007L17 geneA030007L17Rik1.022557 0.925587 0.899926 0.839164 0.83849 0.932851 0.902912 1.09936 -12.2397 -1.51695 0.419261 0.995829 0.99609 -2.5064 0.300692 -0.06771
11009 BG070464 faciogenital dysplasia homologFgd1 0.935077 0.992659 1.157731 1.155936 1.059739 1.033703 1.081981 1.030168 -3.95261 -14.2152 0.895652 0.883529 -5.61525 -10.6963 -2.27826 -11.294
11010 217946 BG070465 cDNA sequence BC006933BC006933 0.950363 0.971317 0.987222 0.956614 0.878556 0.953327 0.990272 1.246316 -8.59874 -12.2397 -13.9943 -9.80157 0.161663 -9.15697 -14.1595 0.992592
11028 277395 BG070482 hypothetical protein A130030D10A130030D10 1.009571 1.062499 0.935318 0.932654 0.812587 0.85623 1.136262 1.05321 -13.8363 -9.15697 -8.31909 -7.94682 0.825508 -0.13876 -1.56317 -10.4322
11034 66959 BG070488 RIKEN cDNA 2310043K02 gene2310043K02Rik1.148201 1.298894 1.198681 1.017471 1.096761 1.001869 0.949687 1.073432 -1.47135 0.980633 0.667621 -13.8779 -4.40157 -14.434 -12.3855 -8.69195
11042 101985 BG070496 expressed sequence AA960436AA960436 0.877324 0.923338 0.980778 0.945718 0.851888 0.946392 0.971609 1.007525 0.954128 -0.52452 -12.3855 -3.80798 0.99609 -3.95261 -10.2539 -14.0978
11047 14867 BG070501 glutathione S-transferase, mu 6Gstm6 0.921944 1.085392 1.04373 1.180146 1.132081 1.413069 1.410274 1.082621 -9.34215 -9.24964 -12.7993 -2.00811 -5.11512 0.97607 0.974588 -9.5266
11057 BG070510 0.950661 0.987887 1.048247 0.954489 0.834485 0.93305 0.871381 1.069082 -11.6216 -14.265 -12.0142 -12.0142 -0.34779 -9.61851 -2.62451 -9.89268
11058 71242 BG070511 RIKEN cDNA 5133400G04 gene5133400G04Rik0.941119 1.017368 0.969113 0.94744 1.016086 1.014655 0.9861 0.985127 -7.85397 -13.749 -12.3131 -8.97124 -13.8363 -13.957 -13.9943 -13.9182
11060 98689 BG070513 0.983249 0.884545 0.892096 0.984496 0.896927 1.001815 0.973561 0.965358 -13.233 0.728432 0.553359 -13.4012 0.3914 -14.4285 -11.5408 -9.80157
11070 12812 BG070523 coilin Coil 1.037996 0.967201 1.016755 1.010223 0.966914 0.921329 0.992549 1.014899 -10.2539 -11.0414 -13.507 -14.0978 -10.9559 -2.5064 -14.2409 -13.7032
11074 66197 BG070527 CDC28 protein kinase regulatory subunit 2Cks2 0.936732 0.871792 0.864422 0.998048 0.812067 0.90932 0.994812 0.921081 -5.95837 0.445997 0.62365 -14.4285 0.987393 -1.95606 -14.3625 -3.45769
11082 22253 BG070534 unc-5 homolog C (C. elegans)Unc5c 0.959989 1.103651 0.921639 0.937926 0.848438 0.974761 1.043005 0.954094 -12.7329 -6.75454 -7.94682 -9.98349 -3.52645 -13.957 -12.3131 -12.1654
11085 230857 BG070537 endothelin converting enzyme 1LOC230857 1.040274 0.989349 0.924426 0.913137 0.903705 0.938844 1.002374 0.9925 -8.13281 -13.8363 -1.01039 -0.04487 0.432767 -3.05908 -14.4128 -14.1294
11093 11605 BG070545 galactosidase, alpha Gla 0.88961 0.992363 0.982428 0.941978 0.941561 0.823642 0.921595 1.099651 -0.04487 -14.265 -13.4547 -6.39693 -6.30842 0.983371 -2.99498 -1.51695
11095 BG070547 0.841522 1.091867 1.121565 0.904211 1.049408 0.935919 1.149245 1.113152 -1.12888 -4.55609 -2.2229 -4.63424 -11.2104 -8.87821 -0.78898 -3.87998
11100 381738 BG070552 similar to CG10958-like na 0.968766 1.133337 1.064728 0.99122 0.89635 0.957664 1.073349 0.995422 -11.377 0.405473 -5.70034 -14.1881 -0.21373 -9.24964 -4.47853 -14.3625
11103 19245 BG070554 protein tyrosine phosphatase 4a3Ptp4a3
11107 68468 BG070558 lymphocyte antigen 6 complex, locus G6CLy6g6c 0.970689 1.203176 0.907987 0.875754 1.030027 1.019574 1.103178 1.664265 -11.7017 0.142718 -9.24964 -3.18929 -13.2903 -13.233 -12.7993 0.923211
11108 16418 BG070559 integrin beta 4 binding proteinItgb4bp 1.060734 1.355082 1.746222 1.493065 1.736367 1.261163 1.379268 1.336561 -9.80157 0.995552 1 0.99996 1 0.903964 0.998093 0.991857
11122 224273 BG070573 cDNA sequence BC043118BC043118 1.003742 0.987402 0.993865 0.945621 0.804 0.904826 0.873777 0.936998 -14.3774 -13.749 -14.265 -5.44652 0.999701 -0.04487 0.86288 -3.73663
11128 214048 BG070579 RIKEN cDNA 1700108L22 gene1700108L22Rik 1.115344 0.948362 0.859121 0.83674 0.799631 0.768075 0.822503 0.778379 -0.00043 -6.93531 0.901264 0.981213 0.999225 0.999963 0.994253 0.999898
11143 19053 BG070594 protein phosphatase 2a, catalytic subunit, beta isoformPpp2cb 1.064456 1.014744 1.044482 1.112361 1.175855 1.201494 1.142765 1.204099 -1.42639 -12.9289 -5.19719 0.898494 0.999534 0.999954 0.991597 0.999964
11145 73274 BG070596 RIKEN cDNA 1700034P14 gene1700034P14Rik0.998088 0.999414 0.864753 0.930326 0.934867 0.872599 0.833118 1.0285 -14.4214 -14.4403 0.957967 -2.1682 -2.8688 0.918769 0.997599 -11.0414
11150 78891 BG070601 SCY1-like 1 (S. cerevisiae) Scyl1 1.016935 0.982212 0.960931 1.113063 0.957487 0.98797 1.017444 0.996776 -11.9373 -11.6216 -4.71298 0.974588 -3.80798 -13.054 -11.7811 -14.3461
11163 69202 BG070614 RIKEN cDNA 2610009E16 gene2610009E16Rik0.883536 0.88649 0.868323 0.933666 0.800024 0.779688 0.777733 0.686201 -3.05908 -3.32217 -4.09978 -9.15697 0.748507 0.898494 0.909157 0.999501
11165 BG070616 1.009583 1.069921 1.03522 1.004827 0.995192 0.916067 1.000146 1.039626 -13.9943 -2.5064 -9.43448 -14.3281 -14.3281 -0.34779 -14.4411 -8.4123
11166 104732 BG070617 RIKEN cDNA 4930427A07 gene4930427A07Rik0.979741 1.080272 0.960064 0.891913 0.652652 1.04912 1.021758 0.911035 -10.4322 -13.6562 -10.8699 -5.61525 0.931422 -13.3463 -13.749 -12.6655
11176 72293 BG070625 naked cuticle 2 homolog (Drosophila)Nkd2 0.893157 1.094828 1.175309 1.205804 1.144177 1.277362 0.913844 1 0.362377 0.999988 1 0.998841 1 1 NA
11185 BG070634 0.971435 0.96005 1.033326 0.938661 1.009652 0.998193 0.926308 0.855742 -12.0142 -9.98349 -11.377 -5.87191 -14.1595 -14.4285 -3.80798 0.834542
11190 19283 BG070638 protein tyrosine phosphatase, receptor type Z, polypeptide 1Ptprz1 0.849178 1.042228 0.953267 0.998762 0.952545 1.087097 1.011263 0.898123 -1.47135 -13.558 -12.0903 -14.4403 -12.0903 -9.43448 -14.3461 -5.87191
11191 BG070639 0.973702 1.056991 0.889489 0.923132 0.893087 0.988803 0.955485 0.939334 -11.2104 -4.71298 0.754893 -1.0493 0.683876 -13.7933 -6.93531 -3.3896
11208 BG070656 1.002124 1.081906 0.930636 0.987322 0.937149 0.931279 0.901464 0.887852 -14.4214 -1.08879 -1.85395 -13.6078 -2.8688 -1.95606 0.471645 0.800909
11210 77116 BG070658 myotubularin related protein 2Mtmr2 0.967904 0.949799 0.903894 0.911807 0.797721 0.900127 0.884006 0.907242 -9.61851 -5.19719 0.458955 0.083668 0.99998 0.584801 0.880301 0.332154
11212 71999 BG070660 RIKEN cDNA 0610033L19 gene0610033L19Rik 1.034676 1.095412 0.881098 0.838141 0.921171 0.943347 0.876507 1.009439 -10.8699 -1.56317 0.471645 0.968687 -2.56512 -6.2203 0.594835 -14.1294
11216 320727 BG070664 importin 8 Ipo8 0.964251 1.108848 1.075855 0.974909 0.789539 0.834836 0.918773 1.081353 -12.0903 -3.18929 -7.02614 -13.233 0.967745 0.641828 -5.3629 -6.30842
11222 13640 BG070670 ephrin A5 Efna5 0.99505 1.039911 1.000086 0.948941 0.957226 1.064326 0.968105 1.006409 -14.3625 -10.3432 -14.4411 -7.85397 -9.5266 -6.13257 -11.4592 -14.3086
11227 22601 BG070675 yes-associated protein Yap 0.916806 1.105 1.033689 1.041068 0.979258 0.906101 1.009039 1.130961 0.347418 0.748507 -8.50552 -6.57504 -11.7017 0.721425 -13.8779 0.961502
11230 BG070678 1.000496 1.087756 1.026576 0.94879 0.870474 0.872076 0.99592 1.03175 -14.4403 -2.39099 -12.2397 -7.48405 0.699411 0.667621 -14.3774 -11.4592
11232 317750 BG070680 cDNA F630045L20 gene F630045L20Rik0.983377 0.913275 1.069983 0.969186 0.943131 0.982539 1.021193 1.034158 -13.7933 -3.59585 -6.84478 -12.3131 -8.31909 -13.507 -13.233 -12.0142
11236 BG070684 1.082145 1.193245 1.038857 1.061025 1.229706 1.09991 1.068415 1.108068 -3.59585 0.940529 -10.6087 -6.75454 0.989858 -1.70566 -5.53064 -1.0493
11238 18984 BG070686 P450 (cytochrome) oxidoreductasePor 0.982921 1.125923 1.020585 1.054296 1.539139 1.451426 1.206898 1.104988 -14.1595 -5.3629 -14.0303 -11.9373 0.999171 0.992823 -0.71965 -7.20859
11244 54219 BG070692 hypothetical protein 425O18-1425O18-1 1.005841 1.027433 0.971927 1.021415 1.006248 1.026703 0.957112 0.939778 -14.3461 -12.6655 -12.457 -13.2903 -14.3461 -12.7329 -10.1641 -7.11723
11246 BG070694 0.998097 1.059666 1.002492 1.066044 0.843404 0.870459 0.923078 0.950709 -14.434 -8.97124 -14.4285 -8.13281 0.553359 -0.40472 -5.7859 -10.074
11254 100563 BG070701 expressed sequence AF013969AF013969 1.011025 0.963124 1.024114 0.950916 0.9511 0.93193 0.959114 1.05236 -14.1294 -11.2104 -13.054 -9.15697 -9.24964 -5.87191 -10.6087 -9.06416
11256 BG070702 1.000373 0.987467 1.130007 1.007404 1.014364 0.931288 0.997694 1.174854 -14.4403 -13.6078 0.880301 -14.1294 -13.3463 -1.65752 -14.4128 0.98529
11260 17190 BG070706 methyl-CpG binding domain protein 1Mbd1 0.901776 1.046501 1.046413 0.952165 0.800282 1.077696 0.917829 1.089275 -0.16331 -8.13281 -8.22592 -7.39201 0.999466 -2.8688 -1.51695 -1.56317
11262 27359 BG070708 synaptotagmin-like 4 Sytl4 0.917945 0.909785 1.05049 0.962695 0.939695 0.841841 1.019878 0.87858 -4.24945 -3.18929 -9.80157 -11.4592 -7.76126 0.74197 -13.558 -0.40472
11264 54375 BG070710 ornithine decarboxylase antizyme inhibitorOazin 1.002778 1.123497 0.845142 0.877267 0.815564 0.862218 0.795869 0.96967 -14.4285 -2.11417 0.3914 -1.0493 0.847289 -0.21373 0.946984 -12.7329
11268 100190 BG070714 1.043934 1.083251 0.987362 0.962522 0.922143 0.986711 1.089913 1.1031 -8.50552 -2.00811 -13.7933 -9.5266 -1.90468 -13.749 -1.75444 -0.37601
11283 BG070726 0.977799 1.109291 1.021724 0.996185 0.886561 0.910408 0.935748 1.076957 -11.7811 0.650618 -11.9373 -14.3625 0.892737 0.332154 -2.06081 -1.08879
11286 226551 BG070729 expressed sequence AI848100AI848100 0.939585 1.030418 0.939576 0.826236 0.900504 0.916699 0.932537 1.008041 -8.97124 -12.9289 -8.50552 0.767225 -3.05908 -5.11512 -8.22592 -14.3086
11288 226090 BG070731 DNA segment, Chr 19, Wayne State University 12, expressedD19Wsu12e 0.977054 0.781769 0.858315 0.880406 0.78664 0.7161 0.781061 0.941507 -11.5408 0.999999 0.993263 0.943844 0.999998 1 0.999999 -2.93156
11292 19647 BG070735 retinoblastoma binding protein 6Rbbp6 0.954175 1.155437 0.952482 0.876522 1.102645 1.138653 0.917337 1.215724 -13.4012 -0.65249 -8.78511 0.347418 -1.61003 0.284484 -0.97206 0.811106
11296 59031 BG070738 carbohydrate sulfotransferase 12Chst12 1.00395 1.025157 1.01853 0.970759 1.040789 0.910563 1.038018 1.17122 -14.3625 -11.377 -12.6655 -10.2539 -7.76126 0.216359 -8.4123 0.992823
11305 68864 BG070746 0.8383 0.515139 0.826433 0.77397 0.875243 0.886129 1.213681 0.836552 -1.42639 1 -0.82447 0.63284 -4.3252 -5.3629 -0.71965 -1.33833
11307 56706 BG070748 cyclin L1 Ccnl1 1.022652 1.094684 0.990507 0.921882 0.98457 1.075781 1.059899 1.069614 -12.7993 -1.61003 -14.1294 -2.93156 -13.6078 -3.80798 -6.30842 -4.71298
11313 22632 BG070754 YY1 transcription factor Yy1 0.923469 1.078645 0.961773 0.977247 0.868942 0.825074 0.89767 1.06384 -3.12385 -3.66592 -10.1641 -12.7993 0.683876 0.983371 -0.46362 -5.95837
11319 68240 BG070760 replication protein A3 Rpa3 0.962115 0.892311 0.998487 0.939828 0.839862 0.968172 0.790136 1.004337 -9.98349 0.083668 -14.434 -5.44652 0.967745 -11.1262 0.999501 -14.3774
11326 65973 BG070767 aspartate-beta-hydroxylase Asph 0.993142 0.986508 0.989217 1.079026 0.940101 1.03152 1.027961 0.986649 -14.3086 -13.9182 -14.0978 -4.24945 -6.57504 -11.8596 -12.3855 -13.9182
11334 70779 BG070775 RIKEN cDNA 4432417F03 gene4432417F03Rik1.049291 1.075132 1.008641 0.927278 1.055223 0.980273 0.913622 0.96935 -11.7017 -8.69195 -14.3086 -7.57628 -10.2539 -13.7032 -5.70034 -12.7993
11339 67378 BG070779 Bardet-Biedl syndrome 2 homolog (human)Bbs2 0.929831 1.102803 1.010513 0.992528 1.038857 0.81683 1.135118 1.191838 -10.074 -9.34215 -14.3281 -14.3461 -13.558 -6.48581 -6.04526 -5.87191
11341 66073 BG070781 RIKEN cDNA 0610040B21 gene0610040B21Rik0.938168 1.288368 1.363625 1.166626 1.249223 0.892846 1.053338 1.1466 -8.13281 0.988513 0.999388 0.161663 0.949959 -2.06081 -9.89268 -0.52452
11347 330228 BG070786 hypothetical protein 4933411G114933411G11 0.93411 1.027944 1.071235 0.908518 1.026745 1.033014 1.009786 1.065439 -8.69195 -13.3463 -8.59874 -7.48405 -13.4012 -13.1745 -14.3281 -9.24964
11348 BG070787 1.029902 1.06654 0.995994 0.980886 0.931384 0.944598 1.007396 1.049784 -11.0414 -3.80798 -14.3625 -12.8647 -2.74531 -5.19719 -14.2152 -6.93531
11362 15387 BG070801 heterogeneous nuclear ribonucleoprotein KHnrpk 0.991599 1.026953 1.010144 1.04794 1.062287 1.005524 0.97592 1.061582 -13.9943 -10.4322 -13.7933 -5.19719 -2.44836 -14.2409 -11.0414 -2.56512
11365 67708 BG070881 RIKEN cDNA 1810048J11 gene1810048J11Rik 0.987742 0.983211 0.931172 0.960207 0.929366 0.900479 0.911676 1.014074 -13.6562 -12.992 -1.80387 -7.76126 -1.56317 0.553359 0.063229 -13.4547
11369 BG070885 0.835033 0.744477 1.444098 1.304534 1.205264 0.897572 0.97588 1.052541 -1.95606 0.773177 0.97136 0.519821 -1.61003 -7.39201 -13.957 -12.457
11370 219078 BG070886 1.053771 0.943516 0.970643 1.064851 1.009601 0.992211 0.976468 0.928732 -6.48581 -5.3629 -11.2104 -4.47853 -14.0648 -14.1881 -12.3131 -2.74531
11372 14675 BG070888 guanine nucleotide binding protein, alpha 14Gna14 1.038388 0.878067 0.870359 0.858816 0.838798 0.929123 0.764176 0.892578 -10.9559 -0.02245 0.432767 0.691732 0.903964 -4.87216 0.999633 -1.42639
11381 66975 BG070897 RIKEN cDNA 2410002O22 gene2410002O22Rik1.037158 1.267915 1.28936 1.127395 1.193608 0.900765 1.024489 1.022044 -10.7834 0.998801 0.99962 0.042404 0.948492 -0.82447 -12.7329 -12.992
11382 20974 BG070898 synaptogyrin 3 Syngr3
11384 BG070900 expressed sequence C79125C79125 1.006406 1.062563 1.027441 1.043175 1.043205 1.122602 1.057456 1.11856 -14.2409 -3.80798 -11.2104 -7.66869 -7.66869 0.721425 -4.71298 0.650618
11396 18203 BG070912 N-terminal Asn amidase Ntan1 0.980431 1.072361 1.017048 0.906124 0.987388 0.959982 0.855694 0.93608 -14.0648 -10.3432 -14.1881 -8.03976 -13.8779 -11.294 -2.8688 -12.6655
11399 56392 BG070915 soc-2 (suppressor of clear) homolog (C. elegans)Shoc2 1.013122 0.928807 0.892167 0.887997 0.953766 0.915989 0.904218 1.084592 -13.7933 -3.12385 0.251091 0.405473 -7.94682 -1.47135 -0.40472 -2.1682
11400 BG070916 0.750396 0.851353 1.270172 1.030444 0.940956 0.788934 0.927077 0.883588 -3.87998 -6.48581 -4.47853 -12.9289 -14.3774 -1.21084 -12.0903 -12.7993
11403 22222 BG070919 ubiquitin protein ligase E3 component n-recognin 1Ubr1 0.936175 0.956659 1.011054 0.877793 0.901328 1.018794 0.94521 1.079576 -6.75454 -10.3432 -14.1595 -0.16331 -1.90468 -13.6078 -8.31909 -5.11512
11419 BG070934 1.081321 1.102838 0.947763 0.976547 0.996895 0.943424 0.930641 0.856463 -12.0142 -10.8699 -13.2903 -14.3086 -14.434 -12.3855 -12.3855 -7.76126
11424 97385 BG070938 expressed sequence C80446C80446 0.914084 0.988263 0.909274 0.86983 0.85883 0.827636 0.95633 1.08437 0.471645 -13.507 0.63284 0.991328 0.997352 0.999937 -5.44652 0.042404
11430 73826 BG070942 RIKEN cDNA 1110008P04 gene1110008P04Rik0.836493 0.951515 1.275009 -14.4403 -13.8363 -14.1294 NA NA NA NA
11431 223828 BG070943 RIKEN cDNA 1600022A19 gene1600022A19Rik0.959379 1.055919 1.041496 0.954555 0.941366 0.977591 0.902103 1.087136 -11.7017 -10.074 -11.7811 -11.1262 -9.24964 -13.558 -3.73663 -6.04526
11440 69568 BG070952 RIKEN cDNA 2310024K08 gene2310024K08Rik0.986854 1.001448 1.024289 1.00318 0.987729 1.106566 1.054311 1.142144 -13.4012 -14.4285 -11.377 -14.3774 -13.558 0.62365 -4.3252 0.895652
11444 19895 BG070956 ribose 5-phosphate isomerase ARpia 0.980675 1.073447 0.996348 1.033239 1.179099 1.12588 0.983842 1.034141 -12.6655 -2.33429 -14.3774 -13.1148 0.990473 0.74197 -13.1745 -9.80157
11446 56350 BG070958 ADP-ribosylation factor-like 3Arl3 0.942772 1.064565 1.027688 0.916377 0.933803 0.998061 0.915304 1.091536 -8.03976 -7.39201 -12.7329 -3.80798 -6.48581 -14.434 -3.66592 -4.02588
11450 53376 BG070961 ubiquitin specific protease 2Usp2 1.635542 1.837482 1.266991 0.728894 1.2285 1.035302 0.747779 1.255406 0.419261 0.880301 -5.95837 -2.80672 -7.39201 -14.1881 -3.66592 -6.39693
11457 BG070966 1.000274 1.009206 0.866413 0.847761 0.908032 0.8777 0.920077 0.95646 -14.4403 -13.8363 0.996214 0.999593 0.748507 0.986997 0.31658 -5.70034
11458 213993 BG070802 RIKEN cDNA A630007B06 geneA630007B06Rik 1.02624 1.161269 0.974969 1.082839 0.921953 0.989758 1.035599 1.20883 -12.7993 0.542419 -12.8647 -4.40157 -4.17431 -14.1595 -11.5408 0.933342
11472 215015 BG070816 RIKEN cDNA C530043G21 geneC530043G21Rik0.968019 0.910906 1.023161 0.842723 0.849496 0.876274 1.014951 1.021049 -12.0142 -2.99498 -13.1745 0.790211 0.699411 -0.09097 -13.9182 -13.4012
11474 192196 BG070818 LUC7-like 2 (S. cerevisiae) Luc7l2 1.022554 1.103784 0.88704 0.892503 1.006929 0.964779 0.962435 1.079536 -11.9373 0.3914 0.847289 0.767225 -14.1881 -8.87821 -8.22592 -1.12888
11476 26885 BG070820 caspase 8 associated protein 2Casp8ap2 0.959934 0.887233 0.904641 0.820933 0.801672 0.736672 0.782983 0.889107 -10.8699 -0.71965 -2.27826 0.940529 0.982855 0.999878 0.995407 -0.86052
11484 20439 BG070828 seven in absentia 2 Siah2 0.939354 0.976959 0.843499 0.737869 0.849037 0.827996 0.898849 0.822346 -3.95261 -12.1654 0.990473 1 0.984359 0.997677 0.347418 0.998675
11487 102657 BG070829 RIKEN cDNA 6030411F23 gene6030411F23Rik1.016516 0.928689 0.924378 0.937085 0.976669 0.993831 0.864785 1.025049 -12.3131 0.083668 0.347418 -0.6858 -10.4322 -14.1294 0.998841 -10.074
11494 101889 BG070835 0.968709 0.885767 0.884935 0.889233 0.900018 1.002749 0.897151 1.081472 -9.61851 0.892737 0.898494 0.855278 0.667621 -14.4026 0.728432 -0.71965
11497 26415 BG070837 mitogen activated protein kinase 13Mapk13 0.965555 0.954361 0.987074 0.994034 1.043743 1.094493 1.037803 1.267697 -13.054 -12.0903 -14.2409 -14.4026 -12.457 -7.30019 -12.9289 0.714255
11501 11745 BG070839 annexin A3 Anxa3 1.031476 0.985782 1.004143 1.012696 1.062142 1.053158 1.050292 1.219705 -10.7834 -13.558 -14.3625 -13.749 -4.71298 -6.30842 -6.93531 0.998436
11508 69131 BG070845 RIKEN cDNA 1810022J16 gene1810022J16Rik 0.909056 1.132825 1.062368 0.895066 0.907011 0.967734 0.989895 1.15106 -5.19719 -2.27826 -9.61851 -3.52645 -4.87216 -12.7993 -14.2875 -1.16956
11518 27357 BG070855 glycogenin 1 Gyg1 1.163299 0.879395 1.046669 0.869045 1.146622 1.058707 0.861921 1.380387 -0.61971 -1.95606 -11.4592 -1.16956 -1.38205 -10.074 -0.75404 0.998029
11526 107889 BG070860 glial cells missing homolog 2 (Drosophila)Gcm2 1.026808 1.011715 1.002265 0.93051 0.999136 0.987932 0.984719 1.062565 -11.8596 -13.9182 -14.4214 -3.18929 -14.4379 -13.8779 -13.507 -5.03359
11527 BG070861 0.924404 0.95007 1.022787 1.089372 0.981794 0.962667 1.049045 1.640699 -7.02614 -10.6963 -13.6078 -6.13257 -13.8779 -12.2397 -11.1262 1
11534 68347 BG070867 RIKEN cDNA 0610011F06 gene0610011F06Rik0.977727 0.964827 0.943814 0.904409 0.87128 0.939567 0.92542 0.972818 -11.8596 -8.78511 -3.80798 0.471645 0.962616 -2.99498 -0.97206 -10.7834
11539 12728 BG070872 chloride channel 5 Clcn5
11542 BG070875 1.02625 1.113113 1.216679 1.004237 1.120822 0.909692 0.97778 1.144712 -11.4592 0.508156 0.999367 -14.3461 0.683876 -0.00043 -12.1654 0.923211
11543 66146 BG070876 RIKEN cDNA 1110007C24 gene1110007C24Rik1.075123 1.265939 1.079393 1.001323 1.088772 1.080654 1.101904 1.096199 -0.23962 1 0.042404 -14.4285 0.484073 0.123407 0.800909 0.699411
11544 70804 BG070877 RIKEN cDNA 4631434O19 gene4631434O19Rik0.991819 0.926366 0.991694 0.891921 0.92135 0.925386 0.834398 0.901638 -14.1595 -2.27826 -14.1595 0.445997 -1.65752 -2.1682 0.992823 0.021186
11548 BG070969 1.061707 1.038955 1.055086 0.945755 1.016826 1.00821 0.872702 1.094038 -6.2203 -10.3432 -7.39201 -7.02614 -13.558 -14.2152 0.614255 -1.90468
11552 66069 BG070972 RNA, U transporter 1 Rnut1 1.021933 1.001212 1.228863 1.035018 1.161976 0.983726 0.973058 1.146018 -13.3463 -14.4379 0.959178 -11.8596 0.445997 -13.7933 -12.7329 0.021186
11567 210582 BG070987 similar to hypothetical protein FLJ32452na 1.079948 1.127312 1.023739 1.049361 1.025358 1.045097 0.901405 1.077348 -2.68457 0.458955 -12.457 -7.76126 -12.2397 -8.59874 -0.21373 -2.99498
11568 381126 BG070988 similar to hypothetical protein FLJ21610na 0.933139 0.881285 0.858123 0.833194 1.017277 0.901834 0.841184 1.181355 -8.03976 -1.70566 -0.23962 0.542419 -13.9182 -3.73663 0.362377 0.198478
11573 12325 BG070992 calcium/calmodulin -dependent protein kinase II gammaCamk2g 1.09373 0.898609 0.979275 0.904909 1.065162 1.052753 0.950714 1.065635 -2.80672 -1.16956 -13.2903 -1.75444 -6.66463 -8.69195 -8.78511 -6.57504
11581 102462 BG071000 RIKEN cDNA 1190002L16 gene1190002L16Rik 1.026339 1.061935 1.089486 1.028825 1.095475 1.000119 0.994325 1.10333 -11.7811 -4.71298 -1.12888 -11.377 -0.6858 -14.4411 -14.3086 -0.1883
11586 19088 BG071003 protein kinase, cAMP dependent regulatory, type II betaPrkar2b 0.991635 1.020753 1.00587 0.967273 1.035194 1.171774 1.007686 1.1203 -14.265 -13.4012 -14.3625 -11.9373 -12.5275 0.362377 -14.2875 -1.95606
11588 53975 BG071005 DEAD (Asp-Glu-Ala-Asp) box polypeptide 20Ddx20 0.980979 1.068106 1.269479 0.747096 1.291663 1.094026 1.168206 -14.3461 -10.8699 -5.19719 -2.33429 -7.57628 -10.074 -13.1148 NA
11593 320394 BG071009 RIKEN cDNA G630055P03 geneG630055P03Rik1.094715 1.160189 1.154243 1.042827 1.113381 1.07784 0.93757 1.330721 -1.85395 0.795624 0.728432 -9.61851 -0.46362 -3.80798 -5.44652 0.999973
11596 75465 BG071012 dynein, cytoplasmic, light chain 2BDncl2b 0.874474 0.625139 2.499887 1.326034 1.109809
11599 80286 BG071015 cDNA sequence BC003311BC003311 1.022826 0.86084 1.041255 0.964552 1.160016 0.925331 1.000513 1.255575 -13.6562 -1.61003 -12.457 -12.457 -2.68457 -9.71017 -14.4403 0.886677
11600 BG071016 0.95306 0.942542 1.2024 0.771683 0.858417 0.85544 0.863118 -14.3086 -13.9182 -11.6216 -11.6216 -14.0303 -13.7032 -13.7933 NA
11601 28064 BG071017 DNA segment, Chr 17, Wayne State University 94, expressedD17Wsu94e 0.99858 1.050993 1.154463 1.060828 0.974744 0.887787 1.056834 1.139677 -13.6562 -9.71017 -4.79228 -9.24964 -12.1654 -2.06081 -9.80157 -6.57504
11603 BG071019 1.002243 1.072718 1.222153 1.102961 0.918321 1.050564 0.889206 0.998896 -14.434 -11.7811 0.198478 -7.85397 -7.66869 -12.3855 -4.47853 -14.3281
11605 217664 BG071021 mannoside acetylglucosaminyltransferase 2Mgat2 1.100877 1.261848 1.367827 1.039691 1.100995 0.903461 0.931791 0.949413 -2.56512 0.992354 0.999942 -11.0414 -2.56512 -2.00811 -5.87191 -8.97124
11607 106699 BG071023 expressed sequence AU017937AU017937 1.023877 0.884161 0.955716 0.991077 0.867634 0.871242 1.008851 0.975621 -13.507 -1.56317 -11.294 -13.6078 -0.78898 -1.01039 -14.3908 -14.2875
11612 BG071028 expressed sequence AI451565AI451565 0.956756 0.95063 0.928009 0.924236 0.84649 0.953126 0.898526 0.936977 -5.03359 -3.52645 -0.16331 0.123407 0.999701 -4.17431 0.901264 -1.12888
11615 70470 BG071030 RIKEN cDNA 2610304G08 gene2610304G08Rik 0.90764 0.955808 0.996401 0.889964 0.878742 0.900916 0.915241 1.041695 -2.56512 -10.1641 -14.4128 -0.89713 -0.21373 -1.85395 -3.52645 -10.8699
11625 67214 BG071040 0.947866 0.995219 0.956121 0.924339 0.96464 0.926436 0.998084 1.076517 -2.33429 -14.2409 -4.24945 0.377036 -6.66463 0.251091 -14.4128 0.083668
11629 BG071044
11632 68036 BG071047 RIKEN cDNA 3110006P09 gene3110006P09Rik0.972329 0.985305 1.02988 0.991269 0.961042 1.005682 1.013263 1.00142 -9.71017 -12.9289 -9.34215 -13.9182 -6.48581 -14.2152 -13.233 -14.4285
11643 14896 BG071057 bromodomain adjacent to zinc finger domain 1ABaz1a 0.979404 1.079284 1.168578 0.847857 1.034797 0.840014 0.943356 1.342451 -13.7032 -7.11723 -0.16331 0.142718 -12.5275 0.377036 -9.5266 0.995962
11647 72179 BG071061 F-box and leucine-rich repeat protein 2Fbxl2 0.969975 1.0023 0.955099 0.884856 0.910841 0.917759 0.963644 1.027719 -9.15697 -14.4026 -4.9526 0.9637 0.62365 0.347418 -7.30019 -9.98349
11666 77214 BG071079 RIKEN cDNA A230106A15 geneA230106A15Rik1.123446 0.786601 0.709129 0.886124 0.754388 0.807877 0.839333 0.83165 0.233895 0.999299 1 0.377036 0.999987 0.997895 0.97302 0.984831
11675 231876 BG071088 hypothetical protein A330101P12A330101P12 0.948245 1.001644 1.009283 1.007477 0.918706 0.90129 0.94748 0.997318 -5.61525 -14.4285 -14.0303 -14.1881 -0.89713 0.300692 -5.44652 -14.4026
11676 68870 BG071089 RIKEN cDNA 1190002A17 gene1190002A17Rik0.979328 0.953995 0.932242 0.761948 0.785541 0.948988 0.805428 0.991568 -14.0648 -12.6655 -10.7834 0.641828 0.251091 -12.3131 -0.32004 -14.3774
11687 171212 BG071100 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 10Galnt10 0.998033 0.978597 0.913398 0.985772 0.982626 1.044977 1.057618 1.17185 -14.4128 -11.7811 0.31658 -13.233 -12.6655 -6.13257 -3.52645 0.996983
11688 64143 BG071101 v-ral simian leukemia viral oncogene homolog B (ras related)Ralb 1.02724 0.909445 0.837161 0.768406 0.827857 0.786032 0.913145 0.959481 -10.6963 0.405473 0.999299 1 0.999748 0.999998 0.233895 -7.02614
11695 80914 BG071108 expressed sequence AA407809AA407809 0.959688 1.036861 1.011339 0.839387 0.869351 0.866254 0.853356 1.007137 -11.377 -12.0142 -14.1881 0.641828 -0.32004 -0.16331 0.31658 -14.3461
11696 68140 BG071109 tigger transposable element derived 2Tigd2 0.99297 0.900156 0.895187 0.893908 0.836454 1.026109 0.99989 1.085298 -14.2409 0.103725 0.332154 0.377036 0.991328 -11.8596 -14.4411 -1.65752
11697 217431 BG071110 similar to FLJ14075 protein na 1.005778 1.047141 1.063202 0.972666 0.868892 0.797631 0.834765 0.982843 -14.2875 -7.39201 -4.3252 -11.377 0.911655 0.999869 0.995102 -13.1745
11699 30960 BG071112 vesicle-associated membrane protein, associated protein AVapa 1.068441 0.924954 0.997983 1.011264 0.98024 0.960885 1.043381 1.108676 -2.00811 -0.65249 -14.4128 -13.7032 -12.2397 -6.2203 -6.75454 0.650618
11705 212508 BG071118 Similar to hypothetical protein BC004409MGC28365 1.019112 0.958856 0.992126 1.042295 1.055112 1.100522 0.964059 1.009676 -12.0903 -5.95837 -13.9943 -6.13257 -3.2554 0.683876 -7.39201 -13.7933
11707 12626 BG071120 centrin 3 Cetn3 1.079383 0.944871 0.911549 0.938808 0.946632 0.895057 0.977647 1.100291 -3.32217 -6.57504 -1.42639 -5.3629 -6.93531 -0.11465 -12.7993 -1.12888
11717 13982 BG071129 estrogen receptor 1 (alpha) Esr1 1.037747 1.085109 0.926159 0.821192 0.76413 0.880127 0.815285 0.853966 -10.7834 -3.32217 -4.02588 0.980036 0.999802 0.233895 0.986997 0.820823
11718 56055 BG071130 GTP binding protein 2 Gtpbp2 1.020546 0.793859 0.819408 0.883576 0.776501 0.93915 0.969014 1.067485 -13.1745 0.998215 0.986169 0.198478 0.999593 -5.95837 -11.6216 -5.53064
11726 67240 BG071137 RIKEN cDNA 2810468K05 gene2810468K05Rik1.055177 0.915079 0.836381 0.869481 0.903593 0.984018 0.992668 0.97885 -6.93531 -1.61003 0.978139 0.773177 -0.55573 -13.507 -14.2409 -12.8647
11729 192187 BG071140 stabilin 1 Stab1 1.028781 0.863374 0.948069 0.78549 0.751318 0.746797 0.8972 1.030719 -12.5275 0.471645 -8.59874 0.995962 0.99973 0.999815 -1.33833 -12.2397
11740 101281 BG071149 0.914942 0.988932 0.969101 0.900961 0.877648 0.963842 0.935611 0.984755 -2.5064 -14.0648 -11.7811 -1.0493 0.300692 -10.8699 -5.61525 -13.749
11742 66771 BG071151 RIKEN cDNA 4933439F18 gene4933439F18Rik0.974676 1.014616 0.970505 0.900573 0.779777 0.839017 1.010327 1.02209 -12.6655 -13.8363 -12.0142 -1.12888 0.998986 0.918769 -14.1294 -13.1148
11743 12695 BG071152 channel-interacting PDZ domain proteinCipp 1.038291 1.097923 0.982839 1.067942 1.063033 1.138973 1.016466 1.225638 -11.377 -2.99498 -13.7032 -6.84478 -7.57628 -0.1883 -13.7933 0.955443
11748 18080 BG071156 ninein Nin 1.031133 0.829427 0.915406 0.826315 0.844557 1.008472 0.975329 0.997855 -12.0142 0.943844 -2.93156 0.954128 0.855278 -14.2409 -12.7993 -14.4285
11756 14082 BG071162 Fas (TNFRSF6)-associated via death domainFadd 0.951366 0.838701 0.952926 0.955257 0.951498 0.987267 0.943642 1.00648 -2.39099 0.999992 -2.74531 -3.2554 -2.39099 -12.9289 -1.01039 -14.0303
11763 216549 BG071168 RIKEN cDNA 9130023F12 gene9130023F12Rik1.020886 0.957378 0.86176 0.856276 0.884121 0.927045 0.912267 1.022592 -12.1654 -6.75454 0.986997 0.992354 0.901264 -1.01039 0.180248 -11.8596
11770 12739 BG071175 claudin 3 Cldn3 0.935356 0.602954 0.688114 0.673123 0.667948 0.585365 0.641581 0.688665 -5.70034 1 1 1 1 1 1 1
11772 51924 BG071177 1.012026 0.939145 0.831639 0.919438 0.889154 0.920903 0.893615 0.963119 -13.4012 -1.47135 0.999951 0.362377 0.959178 0.300692 0.935211 -6.84478
11781 108100 BG071185 brain-specific angiogenesis inhibitor 1-associated protein 2Baiap2 0.89265 0.790892 0.91826 0.801809 0.822258 0.81206 1.044461 0.982547 0.300692 0.999781 -1.61003 0.999367 0.995962 0.998383 -8.59874 -13.2903
11801 19159 BG071202 pleckstrin homology, Sec7 and coiled-coil domains 3Pscd3 0.978035 0.938282 0.898645 0.871717 0.849027 1.001249 0.993294 1.004487 -12.9289 -5.7859 -0.61971 0.584801 0.895652 -14.434 -14.2875 -14.3774
11813 223453 BG071212 death-associated protein Dap 1.214572 0.919998 0.865577 0.752194 0.740434 0.656952 0.793718 0.764288 0.458955 -7.02614 -1.29522 0.981213 0.990473 0.999886 0.847289 0.964754
11819 29811 BG071218 N-myc downstream regulated 2Ndr2 0.999054 1.000296 0.996496 0.979768 0.829665 0.88037 0.970334 0.922367 -14.4403 -14.4411 -14.4214 -13.7933 0.484073 -2.00811 -13.054 -6.93531
11831 227622 BG071225 cDNA sequence BC029214BC029214 0.960178 0.826562 0.876627 0.57229 0.582806 0.565848 0.805649 0.550934 -12.5275 0.042404 -2.93156 1 0.999999 0.999999 0.553359 1
11833 78903 BG071226 Werner helicasae interacting protein 1Wrnip1 1.065235 0.871053 0.796062 0.903021 0.907795 0.950322 0.856268 0.882266 -4.17431 0.880301 0.999855 0.042404 -0.26596 -6.48581 0.961502 0.73528
11845 BG071232 0.977872 1.038343 1.117075 1.008048 1.081387 0.882449 1.002715 0.950063 -12.597 -9.80157 0.198478 -13.6078 -2.39099 0.62365 -14.4128 -6.93531
11846 BG071233 1.083832 0.878695 0.93608 1.04812 1.097612 1.12777 1.303276 1.10949 -6.57504 -1.51695 -8.50552 -11.1262 -4.9526 -2.2229 0.982855 -3.73663
11851 13865 BG071238 nuclear receptor subfamily 2, group F, member 1Nr2f1 1.050684 0.987281 0.894011 0.848688 0.772128 0.865026 0.775674 0.825764 -9.24964 -14.0303 -1.01039 0.761132 0.99863 0.445997 0.998215 0.938804
11863 23795 BG071249 anterior gradient 2 (Xenopus laevis)Agr2 0.910006 1.025225 0.852414 0.783917 0.830635 0.842416 0.93182 0.95287 -1.80387 -12.6655 0.847289 0.999019 0.9637 0.918769 -4.17431 -8.59874
11864 102893 BG071250 1.019152 1.037033 0.985189 0.948262 0.962985 1.026022 0.921635 0.920041 -12.992 -9.71017 -13.507 -6.13257 -9.43448 -11.8596 -1.61003 -1.42639
11868 227292 BG071253 CTD (carboxy-terminal domain, RNA polymerase II, polypeptide A) small phosphatase 1Ctdsp1 0.93915 0.970899 0.965217 0.966547 0.908866 1.00279 0.983337 1.069902 -1.70566 -9.43448 -7.76126 -8.13281 0.67584 -14.3908 -12.597 -3.32217
11878 93684 BG071261 selenoprotein 38245 1.004222 1.014428 0.928464 0.89755 0.852368 0.922355 0.888061 0.919153 -14.3281 -13.233 -0.86052 0.790211 0.997173 -0.26596 0.906594 -0.02245
11879 98388 BG071262 carbohydrate sulfotransferase 10Chst10 1.218007 0.963006 0.821355 0.868657 0.684017 0.631035 0.595707 0.722314 0.811106 -11.9373 0.806069 -0.49382 0.999979 1 1 0.999607
11888 18706 BG071269 phosphatidylinositol 3-kinase, catalytic, alpha polypeptidePik3ca 1.014863 1.0637 1.030671 0.925961 0.880455 1.082257 1.054427 1.097179 -13.558 -7.94682 -12.0903 -5.87191 -1.01039 -5.87191 -9.15697 -4.09978
11899 225467 BG071276 protein geranylgeranyltransferase type I, beta subunitPggtb1 0.934827 0.952717 0.923285 0.760183 0.778535 0.926831 0.901343 0.968283 -9.43448 -11.6216 -7.94682 0.954128 0.889745 -8.4123 -5.11512 -13.1148
11904 22359 BG071280 very low density lipoprotein receptorVldlr 1.070258 1.085165 0.986219 0.970746 1.120061 1.144663 1.325581 0.982994 -8.4123 -6.57504 -14.1294 -13.054 -3.05908 -1.33833 0.99017 -13.957
11909 BG071284 0.955713 0.80051 0.730949 0.731073 0.679647 0.654468 0.663547 0.591743 -8.22592 0.999428 1 1 1 1 1 1
11927 212153 BG071298 hypothetical gene supported by BC021827; AK011405na 0.981029 0.999275 0.902183 0.866674 0.904126 1.037415 0.931863 1.086283 -13.7032 -14.4403 -3.05908 -0.21373 -3.2554 -11.9373 -7.11723 -5.44652
11928 BG071299 0.957907 0.90988 0.85294 0.824787 0.803508 0.897224 0.87593 1.017769 -12.8647 -8.22592 -2.68457 -0.93431 -0.09097 -6.84478 -4.63424 -14.1595
11930 110854 BG071301 protein phosphatase 2A, regulatory subunit B (PR 53)Ppp2r4 1.037279 0.91416 0.909971 0.958598 0.785968 0.761571 0.776568 0.783461 -8.87821 -0.1883 0.083668 -7.57628 0.999992 1 0.999997 0.999994
11937 18027 BG071307 nuclear factor I/A Nfia 1.012074 0.956334 0.839468 0.883751 0.894297 0.921463 0.971389 0.945486 -13.7933 -7.57628 0.993677 0.767225 0.519821 -1.25273 -11.0414 -5.19719
11943 12577 BG071313 cyclin-dependent kinase inhibitor 1C (P57)Cdkn1c 0.997698 0.990174 0.97741 0.986767 0.949131 0.971698 0.992175 1.009066 -14.3908 -13.507 -9.98349 -12.7329 -1.80387 -8.13281 -13.8363 -13.6562
11965 66890 BG071332 lectin, mannose-binding 2 Lman2 0.940394 0.948456 1.022261 1.180368 0.841338 0.867497 0.933615 0.839342 -5.61525 -7.20859 -12.7993 0.943844 0.9637 0.77899 -4.40157 0.968687
11970 71879 BG071337 fatty acid Coenzyme A ligase, long chain 5Facl5 0.9378 0.874704 0.901529 0.870311 0.778307 0.82913 0.902034 0.959746 -10.2539 -3.05908 -5.87191 -2.68457 0.816024 -0.1883 -5.87191 -12.597
11975 17195 BG071342 mannose binding lectin, serum (C)Mbl2 1.059276 0.930557 0.867147 0.895481 0.668297 0.651701 0.628859 0.709749 -9.61851 -7.57628 -0.65249 -2.99498 0.999987 0.999996 0.999999 0.99969
11991 14038 BG071358 extracellular proteinase inhibitorExpi 1.012061 1.015201 0.984297 0.953235 0.973268 0.891179 0.903596 0.90874 -13.9182 -13.6562 -13.558 -8.03976 -12.0142 0.198478 -0.52452 -0.93431
11994 BG071361 1.021378 0.974515 0.897639 0.88088 1.083041 1.049177 0.952505 0.989866 -13.4012 -12.9289 -1.75444 -0.46362 -4.9526 -9.89268 -9.80157 -14.1881
12008 75406 BG071372 NADH dehydrogenase (ubiquinone) Fe-S protein 7Ndufs7 0.993327 1.016966 0.967355 1.057425 1.090443 1.102962 1.103877 0.984819 -14.2409 -13.233 -10.2539 -5.27979 -0.89713 -0.09097 -0.04487 -13.4012
12012 67547 BG071387 solute carrier family 39 (metal ion transporter), member 8Slc39a8 0.959807 0.86221 0.77702 0.792716 0.767143 0.78102 0.879394 0.99664 -8.50552 0.949959 0.999987 0.999928 0.999995 0.999979 0.816024 -14.3908
12024 116701 BG071394 fibroblast growth factor receptor-like 1Fgfrl1 0.925504 0.665102 0.740564 0.715555 0.801068 0.863831 0.783882 0.78352 -4.79228 1 0.999894 0.999988 0.987777 0.471645 0.996564 0.996674
12035 67487 BG071382 DEAH (Asp-Glu-Ala-His) box polypeptide 40Dhx40 0.990244 0.913816 0.778829 0.760513 0.826256 0.89457 0.8712 0.947638 -13.957 -0.1883 0.999996 1 0.999225 0.659215 0.945436 -5.03359
12038 19024 BG071396 protein tyrosine phosphatase, receptor-type, F interacting protein, binding protein 2Ppfibp2 0.92312 1.303165 1.131231 1.494172 1.271157 1.258402 1.140274 1.092762 -4.87216 0.998029 -0.65249 0.999999 0.991857 0.986169 -0.26596 -3.73663
12041 219135 BG071398 myotubularin related protein 6Mtmr6 1.030061 0.875308 1.076737 0.950025 1.03276 0.954525 1.075793 0.934941 -12.0903 0.332154 -4.63424 -8.50552 -11.7017 -9.34215 -4.79228 -5.70034
12064 BG071410 expressed sequence AI451597AI451597 0.856497 1.03999 1.039341 0.893849 0.923527 0.815442 0.917142 0.993581 -0.65249 -12.3131 -12.3855 -3.66592 -7.39201 0.63284 -6.57504 -14.3774
12065 BG071411 0.988539 0.925047 0.759185 0.854872 0.801258 0.757799 0.793068 0.852537 -13.7032 -0.78898 1 0.993473 0.999982 1 0.999994 0.994778
12066 26932 BG071412 protein phosphatase 2, regulatory subunit B (B56), epsilon isoformPpp2r5e 1.022317 1.07333 0.902329 0.935937 0.837395 0.829979 0.94621 0.892716 -12.3131 -2.5064 0.251091 -3.18929 0.995407 0.997752 -5.19719 0.594835
12069 22320 BG071415 vesicle-associated membrane protein 8Vamp8 0.995005 0.849178 0.825012 0.917307 0.945831 0.971631 0.906424 0.968937 -14.2875 0.997963 0.999869 0.083668 -3.59585 -10.074 0.574547 -9.43448
12070 16923 BG071416 linker of T-cell receptor pathwaysLnk 0.99229 0.825021 0.865367 0.854681 0.786599 1.09192 0.973211 1.023396 -14.2152 0.990473 0.820823 0.911655 0.999669 -1.70566 -12.0142 -12.6655
12079 68028 BG071423 RIKEN cDNA 3110001N18 gene3110001N18Rik1.000665 0.977083 0.941923 1.205125 1.207005 1.375539 1.261036 1.327082 -14.4403 -13.233 -8.03976 0.873594 0.883529 0.999911 0.986997 0.99925
12091 209018 BG071431 expressed sequence AI315068AI315068 0.909694 0.929227 1.026807 0.973227 0.932543 0.825604 1.002064 0.990298 -0.75404 -3.05908 -11.9373 -11.7811 -3.59585 0.994609 -14.4214 -14.0648
12094 12307 BG071433 calbindin-28K Calb1 0.965809 0.99595 0.945518 0.829399 0.793769 0.966419 0.922757 0.994374 -13.4547 -14.4285 -12.0142 -1.42639 0.021186 -13.507 -9.89268 -14.4128
12097 67089 BG071436 proteasome (prosome, macropain) 26S subunit, ATPase, 6Psmc6 1.176059 0.83928 1.051644 0.805338 1.086232 0.976017 0.839399 1.325547 -0.97206 -0.43392 -11.5408 0.564067 -7.85397 -13.7032 -0.40472 0.859127
12105 BG071444 0.973857 0.999443 0.944646 0.882204 1.020647 0.974581 0.917938 0.948589 -11.1262 -14.4403 -4.17431 0.886677 -12.3855 -11.294 -0.37601 -5.03359
12119 BG071456 0.906278 1.044208 0.97201 0.858318 0.892191 0.999984 0.95152 0.981237 -5.7859 -12.1654 -13.4012 -1.21084 -4.17431 -14.4411 -11.4592 -13.957
12122 BG071458 0.953612 0.965687 0.930084 0.887303 0.867162 0.832541 0.935212 0.866154 -3.87998 -7.20859 -0.11465 0.978789 0.997895 0.999977 -0.61971 0.998155
12126 BG071462 0.962644 1.038049 1.028402 1.055442 1.007476 0.986985 0.983096 1.044021 -6.13257 -6.30842 -9.15697 -2.33429 -13.9943 -13.054 -12.1654 -4.79228
12127 28079 BG071463 1.013385 0.900447 0.917683 0.88124 0.931349 0.816914 0.92257 1.102421 -13.749 0.021186 -1.33833 0.691732 -3.18929 0.998093 -1.90468 -0.40472
12134 69076 BG071470 RIKEN cDNA 1810015M01 gene1810015M01Rik0.955693 1.251421 1.31848 1.407177 1.448906 1.393899 1.362968 1.468198 -8.78511 0.99863 0.999968 1 1 1 0.999999 1
12148 69310 BG071482 Park2 co-regulated Pacrg
12153 70139 BG071487 RIKEN cDNA 2210408F11 gene2210408F11Rik0.919106 1.143778 1.054959 0.915725 1.085324 1.006848 0.994152 1.19099 -2.21847 0.070865 -3.96779 -1.70638 -3.25296 -6.38647 -6.38647 0.758022
12162 76860 BG071495 RIKEN cDNA 4933424A20 gene4933424A20Rik1.046964 0.952694 0.888603 0.75551 0.910558 0.874738 0.796246 0.892845 -4.66009 -4.49138 -0.29965 0.998597 -1.41416 0.206235 0.981508 -0.47024
12166 56032 BG071499 RIKEN cDNA 2810446G01 gene2810446G01Rik1.009405 0.990935 0.984617 0.90019 0.943288 0.880346 0.945449 0.977955 -6.23629 -6.23629 -5.91751 0.648365 -1.78229 0.904368 -2.01646 -5.42966
12178 56451 BG071511 succinate-CoA ligase, GDP-forming, alpha subunitSuclg1 0.993151 0.869055 0.901278 1.004625 0.987292 1.073602 1.121912 1.215454 -6.36278 0.623582 -0.39525 -6.39287 -6.21971 -2.34241 0.034321 0.968879
12180 381848 BG071513 similar to Homeobox protein goosecoid-like (GSC-2)na 0.988469 1.052114 0.959566 0.891569 0.843031 0.826588 0.928728 1.020914 -6.32086 -4.82476 -5.32395 -1.20759 0.453002 0.700763 -3.43162 -6.12655
12182 81879 BG071514 RIKEN cDNA D930018N21 geneD930018N21Rik0.996029 0.879119 0.988667 0.980561 0.983388 0.897875 0.95987 0.894936 -6.38647 0.836306 -6.18449 -5.75076 -5.91751 0.508874 -3.92336 0.588209
12187 223227 BG071519 SRY-box containing gene 21Sox21 1.056764 0.615349 1.053171 0.591665 1.480417 -6.21971 -5.0239 -5.94325 -4.70166 -5.13931 NA NA
12196 BG071527
12209 76448 BG071534 RIKEN cDNA 2310014H01 gene2310014H01Rik0.893164 1.047161 1.123395 1.064456 0.907434 1.029996 0.970631 1.110028 -0.71249 -4.78401 -0.57469 -3.70022 -1.48545 -5.69067 -5.25131 -1.10852
12217 18582 BG071541 phosphodiesterase 6D, cGMP-specific, rod, deltaPde6d
12218 246293 BG071542 kelch-like 8 (Drosophila) Klhl8 0.930931 0.999172 1.068855 0.933619 0.902976 0.921724 1.022781 1.038332 -4.66009 -6.41099 -5.13931 -5.1012 -3.65547 -4.14457 -6.29553 -5.83674
12219 18515 BG071543 pre B-cell leukemia transcription factor 2Pbx2 0.964693 0.920685 0.934715 0.83713 0.843482 0.88854 0.881811 0.902192 -4.94521 -1.30949 -2.38415 0.949877 0.926646 0.282454 0.464584 -0.25371
12228 56190 BG071549 RNA-binding region (RNP1, RRM) containing 1Rnpc1 0.982967 0.966872 0.969047 0.903133 0.841428 0.785937 0.865836 1.001854 -5.72099 -4.0564 -4.31932 0.727533 0.998551 0.999997 0.985399 -6.40759
12236 69928 BG071555 RIKEN cDNA 2610040C18 gene2610040C18Rik0.973761 1.01054 0.978215 0.915832 0.914623 0.968888 0.94975 1.056006 -5.35963 -6.23629 -5.69067 -0.47024 -0.41993 -4.98473 -3.20842 -2.94295
12242 216445 BG071560 expressed sequence AU043488AU043488 0.973198 0.97937 0.973213 0.963483 0.885797 0.878526 0.932336 1.464591 -5.1012 -5.96837 -5.65982 -5.06273 0.034321 0.267707 -2.68166 0.999998
12249 76612 BG071565 RIKEN cDNA 1700071K18 gene1700071K18Rik0.889671 0.922535 0.945942 1.11385 0.939323 1.013978 1.066549 1.130209 -1.52154 -3.47637 -4.90537 -1.41416 -4.0564 -6.3534 -3.92336 -1.52154
12263 BG071577 0.973289 0.980246 0.977927 0.890801 0.92788 0.887225 1.021461 0.897933 -5.59655 -6.39287 -5.83674 0.070865 -2.01646 0.206235 -5.89118 -0.209
12264 217705 BG071578 RIKEN cDNA 9830169C18 gene9830169C18Rik0.962901 0.94814 1.053066 1.00382 1.044024 0.978973 0.978369 1.127899 -4.36261 -3.20842 -4.66009 -6.40759 -5.72099 -6.3534 -4.90537 -0.2312
12273 78490 BG071583 RIKEN cDNA 2210010M07 gene2210010M07Rik0.987454 1.133703 1.158727 0.987306 1.153129 1.041969 1.031591 1.112056 -6.08459 0.899229 0.971434 -6.08459 0.960981 -3.6107 -4.61826 0.648365
12277 51812 BG071587 microspherule protein 1 Mcrs1 0.935472 1.017131 1.093239 1.173779 0.868333 1.039256 1.023288 1.098359 -2.01646 -5.99288 -0.52183 0.937609 0.832177 -4.49138 -5.65982 -0.29965
12284 BG071593 0.909971 0.933484 1.037486 0.936951 0.975756 0.85118 1.13723 1.206802 -1.14123 -2.81168 -5.1012 -3.07527 -5.89118 0.640266 0.22198 0.924655
12290 71750 BG071598 RIKEN cDNA 1300003K24 gene1300003K24Rik0.928612 0.905095 1.009583 1.071084 0.890581 0.987683 0.951878 1.176204 -0.62884 0.498102 -6.21971 -1.0123 0.790602 -6.1059 -2.72485 0.989812
12293 BG071601 expressed sequence AW559012AW559012 1.015286 0.994269 0.918713 0.867203 0.91175 0.845577 0.959224 0.844445 -6.25216 -6.39287 -2.94295 -0.08209 -2.25957 0.22198 -5.25131 0.487132
12297 67238 BG071605 RIKEN cDNA 2810453I06 gene2810453I06Rik 0.98474 0.909344 0.901859 0.862061 0.971515 0.956855 0.939699 0.89126 -5.91751 0.441211 0.640266 0.979212 -4.78401 -3.16396 -1.37896 0.81471
12311 BG071616 0.997429 1.023184 0.985249 0.942886 0.892568 0.878632 0.983071 1.041168 -6.41099 -5.99288 -6.23629 -4.01214 -0.98087 -0.82854 -6.1059 -5.49786
12315 67128 BG071619 ubiquitin-conjugating enzyme E2G 1 (UBC7 homolog, C. elegans)Ube2g1 1.009376 0.896776 0.783085 0.836498 0.797718 0.87236 0.865842 0.982836 -6.39853 0.882264 0.999999 0.999628 0.999996 0.985827 0.992253 -5.62844
12316 99912 BG071620 1.045863 1.025102 0.928189 1.015906 1.05602 1.099625 1.102606 1.257774 -3.03106 -5.13931 -0.41993 -5.86425 -2.01646 0.464584 0.529832 0.999972
12329 18618 BG071633 phosphatidylethanolamine N-methyltransferasePemt 1.053127 0.985704 0.944115 0.963015 0.825194 0.800379 0.909275 0.861634 -2.25957 -5.94325 -1.70638 -3.78963 0.999443 0.999959 0.487132 0.983562
12333 66193 BG071637 RIKEN cDNA 1110049F12 gene1110049F12Rik1.000155 0.860114 0.894627 0.919925 0.863315 0.916028 1.122941 0.984869 -6.41704 0.986647 0.805381 0.10631 0.982564 0.267707 0.855614 -5.89118
12342 66070 BG071645 RIKEN cDNA 0610040D20 gene0610040D20Rik1.039832 1.022668 0.952392 1.037617 1.031825 0.963574 0.988516 1.074961 -3.92336 -5.464 -2.89907 -4.14457 -4.70166 -4.10054 -6.14654 -0.85836
12346 18777 BG071649 lysophospholipase 1 Lypla1 1.117279 1.053465 1.149432 1.064852 1.124916 0.971859 1.043114 1.015723 -0.68428 -4.31932 0.267707 -3.56592 -0.39525 -5.69067 -4.94521 -6.20245
12348 53869 BG071651 RAB11a, member RAS oncogene familyRab11a 0.876803 0.913601 0.961835 0.954164 0.933912 0.994573 0.91037 1.080302 0.237472 -1.48545 -5.0239 -4.49138 -2.94295 -6.38647 -1.27521 -2.30088
12352 59044 BG071653 ring finger protein 130 Rnf130 1.024074 0.960388 0.900182 0.915196 0.939903 0.853262 0.816575 0.907691 -5.28784 -3.6107 0.656306 0.190234 -1.44965 0.988846 0.999628 0.464584
12355 BG071655 0.98573 0.979729 0.88958 1.095847 0.975321 1.066723 1.004099 1.21303 -5.99288 -5.56414 0.819222 0.282454 -5.17703 -1.27521 -6.37931 0.999142
12357 74255 BG071657 RIKEN cDNA 2610203K23 gene2610203K23Rik1.008061 0.96132 0.994852 1.05968 1.026609 0.902875 0.843008 0.936324 -6.29553 -3.96779 -6.36278 -2.13696 -5.21437 0.429208 0.990115 -1.48545
12363 70375 BG071663 RIKEN cDNA 1700030B17 gene1700030B17Rik0.931521 0.984044 0.865405 0.931961 0.965353 1.107965 1.004131 1.240797 -4.27586 -6.26733 -0.82854 -4.40573 -5.72099 -2.51056 -6.40344 -0.34682
12370 70974 BG071667 RIKEN cDNA 4931406N15 gene4931406N15Rik1.015702 1.004293 0.952608 0.982409 1.067065 0.933956 0.96486 0.975436 -5.99288 -6.38647 -3.16396 -5.86425 -1.66884 -1.37896 -4.40573 -5.35963
12373 BG071670 0.921675 0.931784 1.038918 0.959839 0.99856 1.123717 1.005093 1.154171 -1.17425 -1.93736 -4.66009 -4.40573 -6.41364 0.352598 -6.37931 0.800561
12374 226751 BG071671 RIKEN cDNA A930014J19 geneA930014J19Rik0.968269 0.992293 0.929801 0.915463 0.870068 0.996312 0.926696 1.052569 -4.78401 -6.30855 -1.14123 -0.209 0.899229 -6.39287 -0.8885 -2.98695
12375 68942 BG071672 RIKEN cDNA 1190006E07 gene1190006E07Rik0.989541 0.915013 0.966304 1.043281 1.072928 1.145215 1.132873 1.258804 -6.04001 0.746208 -3.3422 -2.30088 0.157456 0.994815 0.986243 1
12376 227541 BG071673 RIKEN cDNA E030025C11 geneE030025C11Rik0.931467 0.907791 0.960964 1.072589 1.147499 1.046705 0.969926 1.177142 -1.97679 -0.39525 -4.5339 -2.05638 0.721045 -4.0564 -5.25131 0.916184
12387 216549 BG071681 RIKEN cDNA 9130023F12 gene9130023F12Rik 1.00423 0.843085 0.906204 0.877604 0.881732 1.041108 0.945324 1.009831 -6.39287 0.916184 -0.52183 0.508874 0.206235 -4.66009 -3.38689 -6.29553
12388 BG071682 0.97389 1.029549 1.037883 1.041961 1.051633 1.011058 0.970195 1.052263 -4.36261 -4.01214 -2.94295 -2.42609 -1.34407 -6.01676 -3.87884 -1.30949
12390 57443 BG071684 F-box only protein 3 Fbxo3 1.038693 1.015541 0.831139 0.806127 0.861472 0.896496 0.803248 0.918215 -3.16396 -5.75076 0.999875 0.999994 0.996552 0.909266 0.999996 0.498102
12391 19210 BG071685 phosphatidylserine synthase 1Ptdss1 1.003601 1.043247 0.859747 0.92939 0.902655 0.849482 0.865443 0.939107 -6.38647 -3.25296 0.985827 -0.47024 0.656306 0.994308 0.977316 -1.24125
12393 66272 BG071687 RIKEN cDNA 1810020G14 gene1810020G14Rik0.962487 0.984462 0.941305 0.961814 1.020587 0.978489 0.998862 1.025519 -2.05638 -5.39487 0.140673 -1.97679 -4.74297 -4.5762 -6.41099 -4.0564
12409 69178 BG071703 sorting nexin 5 Snx5 1.022963 1.049884 1.045748 1.021239 1.001318 0.936965 1.087845 1.255914 -5.42966 -2.85531 -3.25296 -5.56414 -6.41364 -1.30949 -0.08209 0.99993
12410 BG071704 0.884924 0.950742 0.956472 0.943093 0.913236 1.023618 0.946932 1.151099 -1.04406 -4.94521 -5.25131 -4.49138 -2.63863 -6.06262 -4.70166 -0.37088
12421 BG071713 1.063987 0.707616 0.787209 0.625909 0.667445 0.478879 0.523029 0.496723 -5.0239 0.975963 0.597309 0.999544 0.996089 1 0.999999 1
12422 56215 BG071714 apoptotic chromatin condensation inducer in the nucleusAcinus 0.92217 1.033356 1.036645 1.07003 1.091047 0.922822 0.89901 1.102276 0.707662 -3.25296 -2.81168 0.252713 0.81471 0.623582 0.96414 0.920523
12425 73658 BG071717 RIKEN cDNA 2210013K02 gene2210013K02Rik0.960407 1.007646 1.022052 1.112856 0.975705 1.023844 1.048372 1.177756 -2.34241 -6.20245 -4.86522 0.955133 -4.49138 -4.66009 -1.52154 0.999829
12426 BG071718 expressed sequence AI326074AI326074 0.942109 0.993299 1.034354 1.139905 1.174454 1.131792 1.057447 1.149479 -0.85836 -6.28178 -3.70022 0.98307 0.998728 0.969754 -1.20759 0.991509
12428 67767 BG071720 RIKEN cDNA 5830427H10 gene5830427H10Rik0.998565 1.062009 1.184663 1.083063 1.103269 0.939998 0.966298 1.036501 -6.41364 -2.94295 0.926646 -1.48545 -0.41993 -2.81168 -5.0239 -4.90537
12431 21371 BG071723 tubulin cofactor a Tbca 0.998507 1.104038 1.181704 1.353409 1.410703 1.41224 1.38981 1.531611 -6.41099 0.763746 0.99892 1 1 1 1 1
12432 76044 BG071724 RIKEN cDNA 5830426I05 gene5830426I05Rik 1.0214 1.043637 0.97814 0.901782 0.819214 0.796404 0.722722 0.925873 -5.91751 -4.61826 -5.89118 -0.52183 0.967981 0.992253 0.999971 -2.05638
12435 67019 BG071727 RIKEN cDNA 2010200J04 gene2010200J04Rik 0.98112 1.195597 1.002492 0.926089 0.901924 0.917761 0.891364 1.016764 -5.49786 0.999513 -6.39853 0.070865 0.805381 0.429208 0.911628 -5.69067
12438 27045 BG071728 nitrilase 1 Nit1 1.030896 1.050862 1.001484 1.072616 1.027677 1.031532 0.953674 0.997509 -3.29755 -0.79904 -6.40759 0.529832 -3.78963 -3.20842 -1.04406 -6.39287
12444 12034 BG071734 B-cell receptor-associated protein 37Bcap37 1.032626 0.939808 0.972961 1.011932 1.132383 0.977837 1.179983 1.108878 -5.42966 -3.38689 -5.69067 -6.26733 0.052731 -5.91751 0.780203 -0.76986
12445 101484 BG071735 expressed sequence AI043088AI043088 0.991187 1.022105 1.029087 1.132263 1.045721 1.065187 1.056341 1.100408 -6.23629 -5.42966 -4.78401 0.899229 -3.07527 -1.27521 -2.01646 0.464584
12448 67865 BG071738 regulator of G-protein signalling 10Rgs10 1.037426 1.02279 0.977758 1.05696 0.982481 1.05095 1.010703 1.406763 -4.36261 -5.56414 -5.464 -2.55307 -5.86425 -3.07527 -6.21971 1
12450 77053 BG071740 unc-84 homolog A (C. elegans)Unc84a 0.955846 0.879587 0.902282 0.963496 0.887262 1.029337 0.959811 0.964722 -3.6107 0.795636 0.296959 -4.36261 0.679204 -5.1012 -4.01214 -4.49138
12452 11886 BG071742 N-acylsphingosine amidohydrolase 1Asah1 1.003888 0.957029 0.87275 0.836396 0.890067 0.910136 0.84584 1.153543 -6.37142 -2.46823 0.98704 0.999776 0.94704 0.733888 0.999342 0.993944
12454 209225 BG071744 RIKEN cDNA 5430400N05 gene5430400N05Rik1.147305 0.96549 1.058672 0.937045 0.934855 0.869152 0.987493 1.147562 0.930484 -4.31932 -2.09655 -1.41416 -1.20759 0.942503 -6.1059 0.932332
12455 67922 BG071745 RIKEN cDNA 2510049I19 gene2510049I19Rik 0.972045 1.018645 0.694494 0.88071 0.952692 0.956232 1.077971 -6.3534 -6.23629 0.984959 0.123625 -2.55307 -5.13931 -1.59461 NA
12465 BG071750 0.9485 0.964731 0.912645 0.876898 0.963681 0.890011 0.918539 1.10156 -3.20842 -4.61826 -0.29965 0.769349 -4.5339 0.529832 -0.6564 -0.08209
12467 66258 BG071752 mitochondrial ribosomal protein S17Mrps17 1.12259 1.092334 1.024129 1.093177 0.882816 1.239615 -2.1776 -3.11957 -4.66009 -0.52183 -5.21437 -0.94976 NA
12471 105148 BG071756 RIKEN cDNA E430001P04 geneE430001P04Rik1.027532 0.971445 0.991997 1.049448 0.857027 0.754027 0.694833 0.834165 -5.49786 -5.39487 -6.33244 -3.92336 0.851925 0.999905 1 0.962062
12477 19819 BG071762 ribonuclease H1 Rnaseh1 1.055033 0.923683 1.001218 1.145989 -6.28178 -5.464 -6.41666 -4.90537 NA NA NA
12479 BG071764 0.996664 1.029376 0.961393 0.989227 0.978643 1.016459 0.963412 1.078978 -6.39287 -4.98473 -3.96779 -6.20245 -5.56414 -5.91751 -4.18847 -0.74101
12485 18783 BG071769 phospholipase A2, group IVA (cytosolic, calcium-dependent)Pla2g4a 0.853407 0.790302 0.980828 1.13897 -6.23629 -6.1059 -6.41364 -6.28178 NA NA NA
12486 68839 BG071770 RIKEN cDNA 1110054N06 gene1110054N06Rik 0.96207 0.979292 1.049856 0.994061 0.921116 0.943111 1.015188 1.149156 -3.56592 -5.42966 -2.46823 -6.33244 0.10631 -1.44965 -5.89118 0.974534
12488 22428 BG071772 dynactin 6 Dctn6 0.980006 1.260072 1.262711 1.158492 1.238344 1.152575 1.095063 1.224607 -5.39487 0.999996 0.999997 0.992253 0.99998 0.988155 0.569479 0.999942
12489 29805 BG071773 open reading frame 6 ORF6 0.929308 0.988837 1.089266 0.995458 1.138566 0.914155 1.00784 1.156056 -2.59576 -6.29553 -1.78229 -6.39853 0.173975 -1.55793 -6.3534 0.508874
12490 17089 BG071774 Ly1 antibody reactive clone Lyar 1.027233 1.085729 1.272462 1.240242 1.24082 0.912668 0.937681 1.034785 -4.94521 -0.0226 0.999989 0.999898 0.999902 0.33904 -1.17425 -4.23224
12494 BG071778 expressed sequence AW122032AW122032 1.021577 1.077425 1.024018 1.043426 0.997521 0.990546 1.020522 1.036332 -5.69067 -1.17425 -5.53125 -3.96779 -6.40759 -6.26733 -5.75076 -4.5762
12501 104010 BG071796 cadherin 22 Cdh22 1.014023 0.94716 0.941249 0.914525 0.854014 0.977012 0.869533 1.022746 -6.28178 -4.66009 -4.31932 -2.63863 0.157456 -6.06262 -0.32308 -6.08459
12507 BG071802 1.024012 1.159025 1.147883 1.037872 1.12555 0.998587 0.974534 1.057871 -5.13931 0.987422 0.97379 -3.70022 0.896566 -6.41099 -4.94521 -1.63158



12516 27218 BG071789 signaling lymphocytic activation molecule family member 1Slamf1 0.968533 0.956547 0.886835 0.771902 0.826385 0.830393 0.833242 0.932275 -4.61826 -3.3422 0.810096 0.999993 0.99835 0.997647 0.996963 -0.98087
12517 19047 BG071790 protein phosphatase 1, catalytic subunit, gamma isoformPpp1cc 0.914409 0.917126 0.945198 1.086397 1.051284 1.174511 1.071021 1.245244 -0.32308 -0.47024 -2.68166 -0.6564 -3.25296 0.959872 -1.63158 0.999084
12521 107869 BG071805 cystathionase (cystathionine gamma-lyase)Cth 1.116331 0.976284 1.510202 1.089002 1.339473 1.299782 1.116859 0.877589 -3.20842 -6.21971 0.992934 -4.27586 0.823637 0.648365 -3.20842 -2.38415
12522 BG071806 0.935683 1.032571 0.964882 0.953664 0.971998 0.918376 0.933385 0.965938 -2.55307 -5.25131 -4.98473 -4.10054 -5.49786 -1.27521 -2.38415 -5.06273
12525 211255 BG071809 similar to hypothetical protein DKFZp434E2318na 0.963316 0.859731 0.923168 0.794678 0.879854 0.791903 0.754954 1.014314 -4.78401 0.827954 -1.44965 0.997492 0.529832 0.997997 0.999898 -6.14654
12532 68975 BG071816 RIKEN cDNA 1500015J03 gene1500015J03Rik 0.957764 1.031586 1.107899 1.107772 1.028204 0.858285 1.04046 1.102557 -4.01214 -5.06273 0.10631 0.10631 -5.32395 0.916184 -4.31932 -0.08209
12535 BG071819 1.004143 1.01629 0.976167 0.965116 1.045704 1.062002 0.970022 1.138116 -6.38647 -6.3534 -5.464 -4.49138 -3.65547 -2.1776 -4.94521 0.81471
12537 72144 BG071821 solute carrier family 37 (glycerol-3-phosphate transporter), member 3Slc37a3 0.932854 0.950052 1.031503 0.956818 1.013241 0.950075 0.95755 1.074684 -1.55793 -3.16396 -4.98473 -3.78963 -6.12655 -3.16396 -3.87884 -1.37896
12538 73910 BG071822 Rho GTPase activating protein 18Arhgap18 0.970383 1.014151 1.033922 1.117029 1.132133 1.121989 0.902557 1.22427 -5.59655 -6.33244 -5.42966 -0.62884 -0.1025 -0.44493 -1.0123 0.872843
12545 BG071828 expressed sequence AI593348AI593348 0.949674 0.985623 1.001022 1.022764 0.957139 0.888684 0.953809 1.060708 -1.66884 -5.83674 -6.41364 -5.1012 -2.51056 0.948477 -2.13696 -0.94976
12556 56289 BG071838 Ras association (RalGDS/AF-6) domain family 1Rassf1 1.15865 1.317239 1.125167 0.995162 1.131494 1.333466 1.218385 1.352006 0.909266 0.999982 0.597309 -6.37931 0.693721 0.999993 0.995702 0.999997
12562 20842 BG071844 stromal antigen 1 Stag1 1.005491 0.965226 0.898395 0.955919 0.962898 0.916338 0.855352 1.034277 -6.37142 -4.82476 0.10631 -4.01214 -4.66009 -0.76986 0.901829 -4.98473
12570 54194 BG071852 neighbor of A-kinase anchoring protein 95Nakap95 0.93703 0.988054 0.919079 0.952621 0.87612 1.010644 0.956754 1.100514 -4.10054 -6.32086 -2.98695 -5.0239 -0.6564 -6.34328 -5.25131 -2.34241
12577 67279 BG071859 RIKEN cDNA 3110004H13 gene3110004H13Rik 0.94106 0.888731 0.978046 1.047065 1.022472 1.050392 0.950478 1.091425 -2.30088 0.606237 -5.62844 -3.65547 -5.62844 -3.3422 -3.16396 -0.41993
12579 BG071861 0.930346 0.990551 1.067603 0.929721 0.992909 0.947406 0.871524 1.087337 -2.1776 -6.30855 -2.68166 -2.13696 -6.3534 -3.6107 0.606237 -1.37896
12581 14773 BG071863 G protein-coupled receptor kinase 5Gprk5 0.985315 1.140725 1.016358 1.026817 0.929835 1.057463 1.076324 0.844055 -6.12655 0.656306 -6.06262 -5.49786 -1.78229 -3.11957 -1.70638 0.945566
12585 98667 BG071867 expressed sequence AW112037AW112037 1.074216 0.895529 0.848477 0.737506 0.937252 0.753894 0.84419 1.01628 -3.11957 -0.85836 0.623582 0.999114 -3.56592 0.99741 0.686536 -6.20245
12594 17999 BG071875 neural precursor cell expressed, developmentally down-regulted gene 4Nedd4 1.021503 1.039824 0.985191 1.035845 1.060861 1.015048 0.98087 1.070181 -5.0239 -2.68166 -5.69067 -3.16396 -0.52183 -5.69067 -5.25131 0.052731
12597 BG071877 0.97658 1.032136 1.266578 1.057646 1.202416 0.962628 1.033431 1.038101 -6.06262 -5.77998 0.429208 -4.14457 0.157456 -6.37142 -5.89118 -5.75076
12602 73651 BG071882 0.999744 1.202204 1.102501 1.029395 1.157862 0.986709 0.9699 1.334762 -6.41666 0.992253 0.10631 -5.1012 0.922614 -6.1059 -4.98473 0.999996
12609 BG071888 1.048531 1.023536 0.94352 0.713693 1.127323 0.942726 0.688447 0.981916 -5.13931 -6.08459 -4.5762 0.99806 -1.24125 -4.5339 0.999588 -6.20245
12614 99237 BG071893 expressed sequence AU045326AU045326 1.024235 1.108632 1.041799 1.072499 1.058368 1.068883 1.050823 1.151979 -4.70166 0.913934 -2.46823 0.123625 -0.76986 -0.06197 -1.48545 0.996963
12618 BG071896 0.963426 1.035213 1.143398 1.089219 1.066903 1.080416 0.955958 1.153694 -4.74297 -4.94521 0.671723 -0.98087 -2.46823 -1.52154 -4.10054 0.780203
12621 224440 BG071899 open reading frame 21 ORF21 1.034599 1.220487 1.19575 1.048841 0.98627 1.077126 1.068764 1.037675 -5.39487 0.934135 0.844292 -4.5339 -6.23629 -2.63863 -3.20842 -5.21437
12626 105506 BG071904 expressed sequence AI448003AI448003 1.106531 1.031524 1.070123 0.953442 1.041598 0.942505 0.879407 1.094124 -0.44493 -5.32395 -2.51056 -4.10054 -4.66009 -3.16396 0.453002 -1.0123
12631 73178 BG071909 Wiskott-Aldrich syndrome-like (human)Wasl 1.212227 0.975035 0.894792 0.903429 0.960089 0.810519 1.028442 1.046123 0.911628 -6.01676 -0.74101 -0.98087 -5.32395 -0.60161 -5.86425 -4.66009
12640 12442 BG071915 cyclin B2 Ccnb2 0.895525 1.188796 1.244584 0.835099 1.317024 0.88438 0.808282 1.695272 -3.03106 -0.39525 0.252713 -1.37896 0.429208 -3.78963 0.173975 0.99835
12643 216805 BG071918 RIKEN cDNA B430214A04 geneB430214A04Rik1.047807 0.945645 0.996616 0.953007 0.975391 1.088208 0.956086 1.031099 -4.90537 -4.36261 -6.40759 -4.82476 -5.94325 -2.55307 -5.0239 -5.72099
12644 13353 BG071919 DiGeorge syndrome critical region gene 6Dgcr6 0.975712 1.044949 0.974605 0.979104 1.105372 0.987245 0.988572 1.151111 -5.59655 -4.10054 -5.53125 -5.80864 -0.1232 -6.18449 -6.21971 0.800561
12672 BG071944 1.030906 1.139559 1.074248 1.04567 0.938597 0.999846 0.998414 1.128206 -5.464 0.311223 -2.55307 -4.5339 -3.16396 -6.41704 -6.41364 0.034321
12675 13619 BG071946 early development regulator 1 (homolog of polyhomeotic 1)Edr1 0.97939 0.949799 0.999573 0.853983 1.008132 0.998305 0.986533 1.043264 -5.75076 -3.20842 -6.41666 0.944054 -6.30855 -6.41364 -6.12655 -4.0564
12677 16971 BG071948 low density lipoprotein receptor-related protein 1Lrp1 1.042745 1.025844 1.011245 0.929673 0.896576 0.800258 0.878842 1.092711 -4.5762 -5.65982 -6.26733 -2.13696 -0.1232 0.993944 0.453002 -1.10852
12679 BG071950 0.983652 1.080355 1.017042 0.904346 0.93654 1.003103 1.054816 1.117332 -6.20245 -2.89907 -6.18449 -1.52154 -3.65547 -6.40759 -4.44865 -1.0123
12683 BG071954 0.970653 0.984486 0.899254 0.935686 1.059888 1.003053 1.064624 1.002835 -5.25131 -6.06262 0.10631 -2.1776 -2.85531 -6.40344 -2.46823 -6.40344
12691 66983 BG071962 RIKEN cDNA 2410003C20 gene2410003C20Rik0.969087 0.936449 1.04606 0.997429 0.873152 0.996271 0.973116 0.948695 -4.14457 -0.57469 -2.51056 -6.39853 0.982564 -6.37931 -4.61826 -1.70638
12692 67452 BG071963 RIKEN cDNA 1200006O19 gene1200006O19Rik1.003722 0.977199 0.799286 0.828316 0.851815 0.914693 0.895502 0.942892 -6.38647 -5.21437 0.999979 0.999513 0.995129 0.391903 0.823637 -1.41416
12698 BG071969 expressed sequence AU045678AU045678 0.961233 0.910989 1.00602 0.897769 0.800191 0.960292 0.943098 1.029939 -5.464 -2.51056 -6.39287 -1.7442 0.866188 -5.42966 -4.49138 -5.86425
12700 54215 BG071971 CD160 antigen Cd160 0.894439 1.006908 0.962081 0.85846 0.766925 0.983693 0.933146 0.991771 -1.78229 -6.38647 -5.56414 -0.209 0.955133 -6.25216 -4.0564 -6.37931
12701 74197 BG071972 general transcription factor II E, polypeptide 1 (alpha subunit)Gtf2e1 0.93758 0.904689 1.141153 0.765074 0.865343 0.814018 0.888819 0.896479 -3.92336 -1.78229 -0.37088 0.986647 0.015631 0.851925 -0.91897 -1.30949
12706 16886 BG071976 LIM motif-containing protein kinase 2Limk2 0.977445 1.020867 0.952652 1.003302 1.08756 1.0544 1.111276 1.118178 -5.86425 -5.25131 -5.42966 -6.40759 -1.63158 -3.03106 -0.1655 -1.27521
12712 56371 BG071981 expressed sequence AW108046AW108046
12719 76429 BG071988 RIKEN cDNA 2310007H09 gene2310007H09Rik0.982398 1.119287 1.073607 1.057907 1.252546 1.41859 1.296404 1.199843 -6.04001 -0.00334 -2.30088 -3.43162 0.994308 0.999997 0.999223 0.945566
12722 68473 BG071991 RIKEN cDNA 1110003E08 gene1110003E08Rik0.995849 0.92521 0.911167 0.801339 0.915664 0.897275 0.894183 1.003863 -6.37142 0.015631 0.559845 0.999983 0.429208 0.827954 0.862744 -6.37931
12723 210035 BG071992 cDNA sequence BC030440BC030440 0.87468 0.958465 0.92275 1.018664 0.878647 0.883124 0.986656 1.065822 0.740112 -4.18847 -1.10852 -5.91751 0.679204 0.597309 -6.14654 -2.34241
12729 67755 BG071998 DEAD (Asp-Glu-Ala-Asp) box polypeptide 47Ddx47 0.949812 0.983513 1.023935 0.964072 0.921868 0.953479 0.983798 1.021981 -0.1232 -5.06273 -3.92336 -1.82066 0.913934 -0.47024 -5.1012 -4.23224
12730 BG071999 expressed sequence AI648770AI648770 0.990297 1.582009 1.110303 1.146077 1.045293 0.962103 0.952209 1.172422 -6.14654 1 0.848152 0.986243 -2.51056 -3.20842 -2.01646 0.997997
12733 14470 BG072002 Rab acceptor 1 (prenylated)Rabac1 0.982742 0.973745 0.965433 0.876095 0.879904 0.938797 0.909255 0.975162 -5.99288 -5.464 -4.86522 0.679204 0.614994 -2.51056 -0.39525 -5.56414
12738 17256 BG072006 male enhanced antigen 1 Mea1 1.010469 0.814056 0.909866 0.924984 0.972429 1.007226 0.864966 0.928762 -6.23629 0.997722 -0.08209 -0.94976 -5.21437 -6.33244 0.904368 -1.24125
12739 235661 BG072007 dynein, cytoplasmic, light intermediate chain 1Dnclic1 1.046394 1.006607 1.038596 0.986169 1.014839 0.968274 1.008339 1.120712 -4.40573 -6.36278 -4.94521 -6.20245 -6.16586 -5.32395 -6.33244 -0.04214
12740 18226 BG072008 nucleoporin 62 Nup62 0.979463 0.988257 0.989449 0.974738 0.939261 0.963437 1.001157 1.053034 -2.68166 -4.90537 -5.13931 -1.55793 0.977966 0.190234 -6.39853 0.876057
12745 22724 BG072012 zinc finger protein 67 Zfp67 0.970509 0.898375 1.013175 0.906905 0.888185 0.999333 1.186128 0.994067 -5.59655 -1.44965 -6.28178 -1.55793 -0.91897 -6.41704 0.671723 -6.37931
12749 66233 BG072016 DNA methyltransferase 1-associated protein 1Dmap1 0.920865 0.847917 0.991753 0.970206 0.927919 1.078832 0.998253 1.044797 0.487132 0.999364 -6.20245 -4.10054 0.190234 0.237472 -6.40759 -2.38415
12753 11865 BG072020 aryl hydrocarbon receptor nuclear translocator-likeArntl 0.800249 0.620305 0.552541 0.595613 1.24964 2.25383 0.22198 0.975258 0.441211 0.999424 -0.27653 0.973026 NA
12754 69051 BG072021 pyrroline-5-carboxylate reductaseP5cr2 0.943187 0.941943 1.098074 1.055821 0.962375 0.903913 0.999503 1.053955 -3.11957 -3.03106 -0.68428 -3.47637 -4.74297 -0.34682 -6.41666 -3.6107
12758 BG072025 0.918211 0.858952 0.93475 0.849778 0.862303 0.885422 0.921982 0.999477 -1.97679 0.540024 -3.16396 0.559845 0.47596 -0.209 -2.25957 -6.41666
12768 66603 BG072035 survivor of motor neuron protein interacting protein 1Sip1 0.960614 0.967383 0.887929 0.856407 0.86744 1.002886 0.926532 1.024573 -4.23224 -4.82476 0.606237 0.911628 0.876057 -6.40344 -1.14123 -5.53125
12774 BG072040 1.029632 0.824134 0.892397 0.908491 0.864616 0.845751 0.871059 1.002598 -4.82476 0.999022 0.769349 0.391903 0.967981 0.993148 0.94704 -6.40344
12779 27999 BG072045 DNA segment, Chr 6, Wayne State University 176, expressedD6Wsu176e 0.968198 0.911068 0.756665 0.838574 0.745624 0.816786 0.779467 0.967322 -4.18847 0.559845 1 0.998122 1 0.999898 0.999999 -4.10054
12784 214597 BG072050 cDNA sequence BC023957BC023957 0.977775 1.059438 1.053444 1.079374 0.905222 0.855541 0.987131 0.903879 -5.59655 -2.42609 -2.98695 -0.98087 0.190234 0.956364 -6.12655 0.237472
12788 BG072054 0.869507 1.012976 1.047325 0.848738 0.893866 0.907536 1.006342 1.033193 0.47596 -6.23629 -4.49138 0.790602 -0.29965 -1.0123 -6.37142 -5.35963
12789 108017 BG072055 FXYD domain-containing ion transport regulator 4Fxyd4 0.970824 0.741822 1.128531 0.916521 1.065797 0.881632 1.109524 1.015888 -5.56414 0.774834 -3.25296 -6.08459 -5.35963 -1.17425 -2.30088 -6.37142
12797 70233 BG072060 CD2 antigen (cytoplasmic tail) binding protein 2Cd2bp2 0.931374 0.973763 0.974915 0.948284 0.870029 0.895471 0.92957 1.075631 -1.04406 -5.17703 -5.25131 -2.59576 0.928589 0.632005 -0.8885 -0.91897
12798 BG072061 1.003535 0.919648 0.982068 0.943078 0.96216 1.000491 1.052149 0.981688 -6.40344 -1.37896 -6.01676 -3.20842 -4.78401 -6.41666 -3.83426 -6.01676
12806 12005 BG072066 axin Axin 1.009869 0.977024 0.958253 0.937639 0.921731 0.831792 0.937837 0.952813 -6.21971 -5.35963 -3.47637 -1.34407 -0.209 0.997863 -1.37896 -2.85531
12808 BG072068 0.921439 1.086454 1.373727 1.043022 1.102853 0.926713 0.972541 1.067218 -1.55793 -1.48545 0.999976 -4.5762 -0.6564 -1.93736 -5.53125 -2.76819
12820 56322 BG072078 translocase of inner mitochondrial membrane 22 homolog (yeast)Timm22 0.977879 0.966745 1.025707 1.017992 0.968685 1.027275 1.019714 1.019594 -4.0564 -2.13696 -3.56592 -4.82476 -2.46823 -3.29755 -4.5339 -4.5762
12827 319965 BG072084 RIKEN cDNA A830039B04 geneA830039B04Rik1.026147 0.879147 0.809133 0.899266 0.986375 0.959814 0.960877 1.100264 -5.69067 0.33904 0.98307 -0.39525 -6.20245 -4.74297 -4.82476 -0.91897
12828 12395 BG072085 CBFA2T1 identified gene homolog (human)Cbfa2t1h 0.996281 1.002829 0.943949 0.946782 0.94472 0.880454 1.018189 0.957071 -6.39853 -6.41364 -3.07527 -3.3422 -3.16396 0.540024 -5.99288 -4.23224
12840 BG072096 1.014345 0.892376 0.998887 0.967974 0.997931 0.912483 1.002655 1.112408 -5.99288 0.785459 -6.41364 -4.44865 -6.40759 0.282454 -6.40344 0.671723
12844 218865 BG072100 RIKEN cDNA D630034H06 geneD630034H06Rik1.051031 1.546423 1.642226 1.443767 1.338783 1.423624 1.400031 1.421786 -2.05638 1 1 1 1 1 1 1
12846 224630 BG072102 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP1Bnip1 1.03163 1.127325 1.002435 1.001538 0.913829 0.98377 1.003768 1.075228 -4.36261 0.909266 -6.40344 -6.41099 0.441211 -5.77998 -6.37931 -0.34682
12849 BG072105 0.964703 0.964386 1.04469 0.933957 0.892332 0.897005 0.909554 0.98535 -3.87884 -3.83426 -2.98695 -0.68428 0.855614 0.800561 0.550027 -5.91751
12852 105559 BG072107 muscleblind-like 2 Mbnl2 1.03075 0.773647 0.865173 0.798873 0.739308 0.930364 0.906788 0.911967 -5.39487 0.999114 0.707662 0.994308 0.999944 -2.1776 -0.60161 -0.91897
12863 66508 BG072117 RIKEN cDNA 2400001E08 gene2400001E08Rik1.027953 0.901006 0.976492 1.073674 0.902332 0.90653 0.961186 0.816346 -5.59655 -0.47024 -5.80864 -2.46823 -0.5481 -0.76986 -4.82476 0.97379
12869 66898 BG072122 RIKEN cDNA 1300006M19 gene1300006M19Rik0.977003 1.055148 0.856177 0.693792 0.700562 0.894641 0.828477 0.812049 -5.65982 -3.20842 0.906846 1 1 0.282454 0.984959 0.995424
12881 71452 BG072133 RIKEN cDNA 5530600A18 gene5530600A18Rik1.002746 0.950478 1.066454 0.92937 0.970626 0.949816 0.979803 0.874484 -6.39853 -2.55307 -1.30949 -0.62884 -4.74297 -2.46823 -5.56414 0.935894
12883 BG072135 0.95194 1.058943 0.945894 0.95438 0.907725 0.910762 0.984668 1.024396 -2.42609 -1.59461 -1.27521 -2.68166 0.588209 0.498102 -5.86425 -5.13931
12885 15278 BG072137 transcription factor B2, mitochondrialTfb2m 0.970057 1.108602 0.975241 0.982616 1.061781 0.903453 0.995513 0.998101 -4.36261 0.774834 -4.94521 -5.65982 -1.14123 0.752177 -6.36278 -6.40759
12890 13848 BG072142 Eph receptor B6 Ephb6 0.981575 0.95084 0.865123 0.793273 0.74704 0.771647 0.875091 0.850371 -5.94325 -3.56592 0.819222 0.998642 0.999974 0.999768 0.693721 0.924655
12893 192652 BG072145 cDNA sequence BC054822BC054822 0.945318 0.873666 0.785568 0.952218 0.793331 0.824534 0.873806 0.886439 -4.0564 0.140673 0.986647 -4.5339 0.979212 0.891047 0.140673 -0.32308
12899 BG072150 0.929807 0.95452 0.926962 0.810416 0.820134 0.92302 0.861539 0.979354 -3.92336 -5.25131 -3.74494 0.714422 0.597309 -3.52114 -0.37088 -6.16586
12921 78505 BG072169 0.968159 1.004036 0.95 0.991506 0.957711 1.003763 0.983241 1.047951 -3.07527 -6.34328 -0.68428 -6.1059 -1.55793 -6.3534 -5.28784 -1.14123
12929 67530 BG072177 ubiquinol-cytochrome c reductase binding proteinUqcrb 1.014676 0.955467 0.802119 0.947171 0.955607 0.985678 1.077584 0.9644 -6.08459 -3.70022 0.999114 -2.89907 -3.70022 -6.08459 -1.20759 -4.5339
12938 50789 BG072184 F-box and leucine-rich repeat protein 3aFbxl3a 1.077557 0.901409 0.813037 0.882685 0.838471 1.129999 0.910003 1.011666 -1.52154 0.034321 0.994815 0.588209 0.968879 0.540024 -0.37088 -6.21971
12941 BG072187 0.919877 0.8451 0.901074 0.852178 0.890185 0.978179 0.973666 0.965598 -2.59576 0.569479 -1.41416 0.441211 -0.82854 -6.04001 -5.89118 -5.53125
12942 68925 BG072188 RIKEN cDNA 1190005L06 gene1190005L06Rik 0.910362 1.008127 1.044116 1.089489 0.895255 0.934476 0.975033 0.962335 0.416991 -6.26733 -3.25296 0.123625 0.769349 -0.91897 -5.1012 -3.74494
12943 83436 BG072189 pleckstrin homology domain-containing, family A (phosphoinositide binding specific) member 2Plekha2 0.945734 0.776033 1.023196 1.020865 0.866242 0.886366 1.049438 1.149712 -3.70022 0.997722 -5.86425 -5.96837 0.588209 0.052731 -4.27586 0.51945
12949 83964 BG072195 junction adhesion molecule 3Jam3 0.976051 0.981719 0.925021 0.882416 0.832493 0.945755 0.927059 1.002323 -4.78401 -5.39487 0.379027 0.980957 0.999923 -1.0123 0.296959 -6.39853
12956 67808 BG072201 RIKEN cDNA 1200015A19 gene1200015A19Rik0.962465 0.802379 0.89196 0.952597 0.942112 0.94426 0.954557 0.991132 -1.07613 1 0.999496 0.015631 0.623582 0.540024 -0.1655 -5.91751
12958 BG072203 1.01263 1.039975 0.932371 1.02925 0.999549 0.992803 0.777465 0.807877 -6.21971 -4.70166 -2.21847 -5.42966 -6.41666 -6.3534 0.99917 0.992253
12961 57444 BG072206 interferon-stimulated proteinIsg20 0.974715 0.935053 0.926364 0.890483 0.865101 0.873411 0.871854 0.979647 -5.53125 -2.13696 -1.44965 0.379027 0.827954 0.727533 0.752177 -5.83674
12962 BG072207 RIKEN cDNA 1110008L20 gene1110008L20Rik 0.987009 1.008071 0.928095 1.164963 0.993145 0.985191 0.87163 1.348396 -6.21971 -6.34328 -2.13696 0.763746 -6.36278 -6.16586 0.559845 0.999902
12963 11810 BG072208 apolipoprotein B editing complex 1Apobec1 1.005346 0.77935 0.665349 0.84692 0.644219 0.731367 0.882957 1.010719 -6.37931 0.999084 1 0.909266 1 0.999984 0.429208 -6.26733
12965 216853 BG072210 cDNA sequence BC021790BC021790 1.003995 0.900534 0.993232 0.858754 0.907685 0.815483 0.834421 0.915298 -6.39287 -0.0226 -6.3534 0.866188 -0.62884 0.991764 0.969754 -0.76986
12969 216131 BG072214 hypothetical protein B230307C21B230307C21 1.000945 1.102563 1.027743 0.880212 0.875455 0.929743 0.997903 0.950666 -6.41553 0.311223 -5.1012 0.855614 0.893839 -0.91897 -6.40759 -2.81168
12970 67205 BG072215 RIKEN cDNA 2700082D03 gene2700082D03Rik1.002298 0.988121 1.102749 1.051419 1.050452 0.89215 0.942327 0.898312 -6.40344 -6.06262 0.656306 -2.1776 -1.59461 0.876057 -1.27521 0.805381
12972 223601 BG072217 RIKEN cDNA 0910001A06 gene0910001A06Rik0.974527 0.85901 0.856582 0.864117 0.860384 0.848863 0.865896 0.987585 -5.0239 0.988155 0.990411 0.982043 0.986647 0.995278 0.978597 -6.06262
12990 67726 BG072235 RIKEN cDNA 1810073G14 gene1810073G14Rik1.016515 1.07767 0.910732 0.998404 0.948708 1.00286 0.962348 1.047171 -5.69067 0.088723 0.700763 -6.41099 -1.55793 -6.39287 -3.20842 -2.25957
12992 57442 BG072237 potassium voltage-gated channel, Isk-related subfamily, gene 3Kcne3 1.060242 1.040905 1.028243 1.009009 0.966305 0.983965 1.008659 1.026538 -4.23224 -5.28784 -5.86425 -6.3534 -5.59655 -6.21971 -6.36278 -5.91751
12993 67701 BG072238 RIKEN cDNA 1600023A02 gene1600023A02Rik1.007669 0.829177 0.808308 0.93931 0.877459 0.986604 0.952126 1.079921 -6.37931 0.529832 0.780203 -4.36261 -0.85836 -6.30855 -5.06273 -3.56592
13013 19416 BG072256 RAS, dexamethasone-induced 1Rasd1 0.890526 0.884274 0.912244 0.85818 0.822084 0.886682 0.904957 1.025204 -0.98087 -0.68428 -2.21847 -0.1442 0.800561 -0.79904 -1.78229 -5.96837
13019 74052 BG072262 RIKEN cDNA 4921538N17 gene4921538N17Rik0.966916 0.962385 0.838608 0.816859 0.829527 0.782831 0.801548 0.85907 -4.82476 -4.40573 0.980957 0.996327 0.990411 0.999798 0.998989 0.924655
13029 216810 BG072270 RIKEN cDNA A730055F12 geneA730055F12Rik0.943946 0.845255 0.956428 0.991366 0.922893 0.936339 0.882032 1.020111 -2.55307 0.973026 -3.78963 -6.29553 -0.82854 -1.8982 0.721045 -5.77998
13036 12925 BG072276 cysteine-rich protein 1 (intestinal)Crip1 0.925596 1.039158 0.93158 0.882826 0.850284 0.947294 0.957772 1.078757 -1.97679 -4.90537 -2.42609 0.267707 0.836306 -3.70022 -4.5339 -2.05638
13042 78832 BG072282 RIKEN cDNA 2700078E11 gene2700078E11Rik1.034278 1.055927 0.921381 1.025301 0.966836 0.883454 0.838989 1.025544 -5.13931 -3.52114 -1.44965 -5.65982 -5.1012 0.379027 0.935894 -5.65982
13049 BG072289
13052 105780 BG072292 0.858227 1.088238 1.093651 0.798586 0.983575 1.018212 0.909941 1.085584 0.986243 0.088723 0.282454 0.999957 -5.83674 -5.72099 0.441211 -0.0226
13054 BG072293 0.936361 0.901246 1.078805 1.031285 0.961929 1.038696 0.895683 0.987751 -1.70638 0.365926 -0.94976 -4.90537 -4.18847 -4.27586 0.51945 -6.14654
13070 68212 BG072309 RIKEN cDNA 0610007H07 gene0610007H07Rik0.991246 0.997321 0.953696 1.019973 1.004829 1.077745 1.150539 1.165406 -6.16586 -6.39287 -1.66884 -5.17703 -6.33244 0.379027 0.996865 0.999114
13074 24109 BG072313 ubiquitin-like 3 Ubl3 1.057394 1.071948 0.941726 0.935123 0.847262 0.789635 0.877797 0.830267 -2.81168 -1.66884 -2.42609 -1.8593 0.96414 0.999615 0.758022 0.989499
13083 14387 BG072322 glucosidase, alpha, acid Gaa 0.952727 0.974114 0.977123 1.03582 0.993075 1.073563 1.160127 1.085854 -2.34241 -4.86522 -5.17703 -3.83426 -6.29553 -0.37088 0.990697 0.22198
13091 BG072330 0.980614 0.968604 0.959499 0.962357 0.765705 0.999722 0.860801 1.002663 -6.26733 -6.04001 -5.80864 -5.89118 0.752177 -6.41704 -1.41416 -6.41364
13095 16784 BG072334 lysosomal membrane glycoprotein 2Lamp2 0.968069 0.919011 0.878843 0.849927 0.855338 0.917463 0.980929 0.955637 -5.25131 -1.41416 0.416991 0.851925 0.805381 -1.30949 -5.99288 -4.36261
13097 229211 BG072336 RIKEN cDNA 2600017P15 gene2600017P15Rik0.966957 1.044139 0.954907 0.901443 0.966557 0.950942 0.996076 1.005169 -5.32395 -4.5762 -4.49138 -0.68428 -5.28784 -4.18847 -6.39853 -6.38647
13101 99167 BG072340 synovial sarcoma, X breakpoint 2 interacting proteinSsx2ip 0.913586 0.734601 0.977647 0.904256 0.927592 0.922222 1.025432 1.053021 -0.85836 0.999979 -5.77998 -0.34682 -1.82066 -1.41416 -5.65982 -3.70022
13102 66816 BG072341 RIKEN cDNA 9030625G08 gene9030625G08Rik0.972492 1.079204 0.966484 0.879335 0.892677 0.950528 0.996554 1.049787 -4.0564 0.508874 -3.20842 0.993558 0.97379 -1.14123 -6.37142 -1.37896
13109 239157 BG072348 paraneoplastic antigen MA2Pnma2 0.876155 0.931466 0.921767 1.037575 1.003378 0.971801 0.955385 1.082742 0.578933 -2.13696 -1.41416 -4.86522 -6.40344 -5.42966 -4.18847 -1.55793
13110 75292 BG072349 protein kinase C, nu Prkcn 1.035829 1.019188 0.85227 1.043382 0.917701 0.983946 1.064834 1.058198 -4.5762 -5.80864 0.96414 -3.87884 -0.41993 -5.99288 -2.01646 -2.55307
13111 219189 BG072350 RIKEN cDNA 4932416F07 gene4932416F07Rik0.929205 1.080424 0.973535 0.930077 0.817738 0.947295 0.924014 0.970308 -2.59576 -2.34241 -5.72099 -2.68166 0.949877 -3.96779 -2.21847 -5.56414
13116 211660 BG072355 cDNA sequence BC055915BC055915 1.013002 0.986572 0.978613 0.993473 0.918671 0.877704 0.897049 0.960693 -6.25216 -6.32086 -6.20245 -6.39287 -4.27586 -3.6107 -1.8593 -5.53125
13119 12927 BG072358 breast cancer anti-estrogen resistance 1Bcar1 1.117594 1.316096 0.907209 1.184946 0.98273 0.859431 0.884124 1.070548 0.693721 0.999998 0.379027 0.992253 -5.83674 0.973026 0.840344 -1.14123
13120 14085 BG072359 fumarylacetoacetate hydrolaseFah 0.984889 0.977219 0.94566 1.048344 1.00543 1.095024 1.050567 0.983457 -5.96837 -5.42966 -2.21847 -3.07527 -6.3534 0.140673 -2.85531 -6.06262
13123 28023 BG072362 DNA segment, Chr 5, Wayne State University 150, expressedD5Wsu150e 1.041244 1.120519 1.200531 0.800184 0.968326 0.781588 0.975742 0.754108 -5.1012 -0.68428 0.810096 0.962062 -5.56414 0.986647 -5.91751 0.997571
13127 68142 BG072365 RIKEN cDNA 4632409L19 gene4632409L19Rik 1.012509 1.039821 1.045851 0.935843 0.933788 0.890811 0.958608 0.982094 -5.89118 -3.25296 -2.59576 -0.5481 -0.39525 0.91838 -2.85531 -5.56414
13128 69368 BG072366 WD40 and FYVE domain containing 1Wdfy1 0.955943 0.991581 0.997386 0.999847 1.03608 0.95801 0.961821 1.10348 -3.3422 -6.28178 -6.40344 -6.41704 -4.31932 -4.27586 -3.96779 0.365926
13132 116891 BG072370 cDNA sequence BC005682BC005682 1.087907 1.045975 1.003973 0.981319 0.93876 0.911938 0.852915 0.845788 0.379027 -1.70638 -6.3534 -5.17703 -0.04214 0.866188 0.999783 0.999914
13138 20733 BG072373 serine protease inhibitor, Kunitz type 2Spint2 0.985602 1.016683 0.976009 1.100608 1.038294 1.073944 1.121217 1.309026 -5.56414 -5.32395 -4.27586 0.942503 -2.30088 0.550027 0.990697 1
13141 57913 BG072376 leucine-rich and death domain containingLrdd 0.970629 1.004899 0.980904 0.905243 0.866943 0.857596 0.862252 0.896395 -4.78401 -6.3534 -5.69067 0.47596 0.958733 0.980391 0.971434 0.693721
13145 74525 BG072380 RIKEN cDNA 8430419L09 gene8430419L09Rik 0.926619 0.88805 0.736979 0.682737 0.718921 0.810615 0.864236 0.923936 -2.1776 0.015631 0.999887 0.999999 0.999974 0.978597 0.623582 -1.97679
13146 BG072381 0.979521 1.222505 1.040334 1.180522 1.032277 0.912849 0.992299 1.060276 -5.59655 0.99917 -3.87884 0.989177 -4.66009 0.140673 -6.29553 -1.97679
13152 65963 BG072387 RIKEN cDNA 1810009M01 gene1810009M01Rik0.917114 0.896398 0.962506 1.080791 1.104257 1.041815 1.10124 1.411874 -0.00334 0.671723 -3.96779 -0.47024 0.441211 -3.70022 0.365926 1
13156 69900 BG072391 RIKEN cDNA 2600014M03 gene2600014M03Rik0.990134 0.948547 1.052628 0.956975 0.949049 0.994582 0.923239 0.837685 -6.16586 -1.82066 -1.97679 -2.76819 -1.8593 -6.34328 0.140673 0.999249
13164 BG072398 0.844272 1.002094 0.957978 1.067175 0.969609 1.095404 1.09184 1.275874 0.896566 -6.41099 -4.49138 -2.76819 -5.35963 -0.98087 -1.17425 0.997931
13183 66449 BG072417 RIKEN cDNA 2010110I09 gene2010110I09Rik 0.97573 0.916438 0.97701 1.010087 1.005215 1.047816 1.050929 1.00252 -5.32395 -0.06197 -5.42966 -6.21971 -6.36278 -3.20842 -2.89907 -6.40344
13197 BG072430 expressed sequence AU042646AU042646 0.895477 1.067788 0.909093 0.984495 0.869058 0.87215 0.873909 0.967028 -1.07613 -3.70022 -1.8593 -6.21971 0.034321 -0.08209 -0.1232 -5.56414
13202 20821 BG072434 tripartite motif protein 21 Trim21 0.947333 0.975787 0.823069 0.779014 0.820218 0.89299 0.845658 0.921496 -1.8593 -5.1012 0.999725 0.999998 0.999798 0.851925 0.997326 0.10631
13209 75564 BG072440 RIKEN cDNA 1700027N10 gene1700027N10Rik1.013232 0.950542 0.911297 0.978662 0.918753 0.845093 0.982981 0.991484 -6.28178 -4.66009 -2.05638 -6.06262 -2.55307 0.550027 -6.18449 -6.36278
13215 13401 BG072446 dystrophia myotonica-containing WD repeat motifDmwd 0.930591 0.957285 0.892644 0.88261 0.883605 0.967118 0.95701 0.91961 -1.27521 -3.78963 0.569479 0.752177 0.740112 -4.74297 -3.74494 -0.52183
13221 BG072452 0.964529 0.878382 0.982468 0.960794 0.885709 0.922249 1.041234 0.994987 -5.62844 -0.79904 -6.21971 -5.464 -1.14123 -3.20842 -5.42966 -6.39853
13222 13849 BG072453 epoxide hydrolase 1, microsomalEphx1 1.053912 1.36316 1.649848 1.64703 1.522919 1.883791 1.456148 1.183569 -4.14457 0.999791 1 1 1 1 0.999995 0.790602
13224 66894 BG072455 RIKEN cDNA 1300010O06 gene1300010O06Rik0.916125 0.955137 0.955955 0.900801 0.852331 1.015693 0.931353 1.11465 -2.09655 -4.82476 -4.86522 -1.17425 0.550027 -6.21971 -3.16396 -0.94976
13225 68845 BG072456 RIKEN cDNA 1110061L23 gene1110061L23Rik 1.020288 1.028869 1.025197 1.090293 1.048421 1.039943 0.974207 1.059887 -5.39487 -4.49138 -4.90537 0.464584 -2.30088 -3.25296 -4.78401 -1.17425
13228 18457 BG072459 pallidin Pldn 0.964236 0.926952 0.896403 0.891437 0.883275 0.934397 0.886396 0.909106 -2.85531 0.508874 0.965139 0.978597 0.990976 0.173975 0.987422 0.885261
13232 14958 BG072463 H1 histone family, member 0H1f0 0.999422 0.836501 0.823829 0.967562 0.736561 0.908305 0.795338 0.740311 -6.41666 0.997326 0.99917 -4.40573 1 0.429208 0.999953 1
13247 19055 BG072475 protein phosphatase 3, catalytic subunit, alpha isoformPpp3ca 1.036159 0.910246 0.852526 0.823373 0.856163 0.878055 0.878149 0.981611 -4.70166 -0.25371 0.940913 0.992253 0.924655 0.727533 0.727533 -5.89118
13248 53356 BG072476 eukaryotic translation initiation factor 3, subunit 4 (delta)Eif3s4 1.030239 1.057851 1.210331 1.246102 1.207283 1.120039 1.09775 1.110447 -5.0239 -2.59576 0.995129 0.999364 0.994308 0.569479 -0.04214 0.352598
13260 68877 BG072486 RIKEN cDNA 1110068E11 gene1110068E11Rik1.060905 0.969554 0.912151 1.234516 0.945387 1.040992 1.151907 0.936389 -5.0239 -5.86425 -2.85531 0.540024 -4.90537 -5.56414 -0.71249 -4.40573
13278 75425 BG072495 RIKEN cDNA 2610036D13 gene2610036D13Rik0.982289 1.08399 1.051336 0.986286 1.008338 0.945621 1.010592 1.023387 -6.12655 -2.21847 -4.44865 -6.23629 -6.3534 -4.0564 -6.32086 -5.94325
13280 68801 BG072496 ELOVL family member 5, elongation of long chain fatty acids (yeast)Elovl5 0.991684 1.296337 1.841895 2.013906 1.902803 1.816524 1.853117 1.937513 -6.37142 0.949877 1 1 1 1 1 1
13293 BG072502 0.942948 1.024948 0.937783 0.841217 0.849379 0.933933 0.91854 1.036597 -3.74494 -5.83674 -3.3422 0.810096 0.721045 -3.03106 -1.93736 -5.25131
13295 12822 BG072504 procollagen, type XVIII, alpha 1Col18a1 0.636537 0.907474 0.711448 0.793495 0.681824 0.73614 0.748226 0.721549 0.99715 -3.87884 0.935894 0.252713 0.99621 0.960981 0.785459 0.977966
13296 12492 BG072505 scavenger receptor class B, member 2Scarb2 0.989123 0.966563 0.883173 0.878986 0.834642 0.860994 0.947224 0.942451 -6.08459 -3.83426 0.958733 0.971434 0.999652 0.994651 -1.52154 -1.07613
13313 104130 BG072514 nuclear protein 15.6 Np15 1.056456 0.804111 0.923522 0.969979 0.96574 0.975729 1.058044 0.986043 -4.74297 0.827954 -3.3422 -5.86425 -5.69067 -6.04001 -4.66009 -6.29553
13320 104625 BG072520 RIKEN cDNA A230103N10 geneA230103N10Rik1.009481 1.010829 0.949431 0.897336 0.982882 0.954473 0.929917 1.029981 -6.18449 -6.12655 -1.93736 0.832177 -5.69067 -2.51056 -0.25371 -4.49138
13326 53612 BG072522 vesicle transport through interaction with t-SNAREs 1B homologVti1b
13346 67136 BG072536 RIKEN cDNA 2510026C23 gene2510026C23Rik0.938897 1.235706 1.033725 0.98911 1.024721 0.923211 1.023736 1.077767 -4.14457 0.953869 -5.464 -6.30855 -5.89118 -2.38415 -5.91751 -2.76819
13348 12896 BG072538 carnitine palmitoyltransferase 2Cpt2 0.958064 1.017119 0.992146 0.806488 0.87519 0.982293 0.921809 0.789757 -4.90537 -6.14654 -6.36278 0.960981 0.123625 -6.12655 -2.25957 0.984507
13351 12444 BG072540 cyclin D2 Ccnd2 1.025075 1.041085 1.029884 0.916947 0.959151 0.869222 0.980347 0.966076 -5.17703 -3.6107 -4.74297 0.123625 -3.43162 0.962062 -5.59655 -4.23224
13352 17181 BG072541 matrilin 2 Matn2 0.923892 0.928161 0.913086 0.806889 0.865078 0.914222 0.841042 0.979204 -0.5481 -0.85836 0.034321 0.999559 0.944054 -0.0226 0.991246 -5.62844
13355 22130 BG072544 transcription termination factor 1Ttf1 0.925095 1.117679 1.105501 0.937127 0.959856 0.888053 0.942279 1.034675 -0.8885 0.51945 0.206235 -1.82066 -4.01214 0.664091 -2.30088 -4.66009
13357 BG072546 0.972899 1.010924 0.995806 1.085147 1.135491 1.052002 1.036468 1.071324 -4.5339 -6.08459 -6.36278 0.365926 0.97224 -1.78229 -3.52114 -0.25371
13364 75767 BG072553 RIKEN cDNA 4833414G05 gene4833414G05Rik0.965317 0.962163 1.069472 0.892923 0.964733 0.947044 0.994264 1.128031 -4.94521 -4.70166 -2.34241 0.173975 -4.90537 -3.38689 -6.37142 0.379027
13387 56405 BG072568 dual specificity phosphatase 14Dusp14 0.86419 0.771289 0.885598 0.787229 0.896355 0.871592 0.967322 0.876968 -1.7442 -0.74101 -2.68166 0.088723 -4.27586 -1.78229 -6.16586 -4.18847
13391 84095 BG072571 phosphatidylinositol 4-kinase type 2 alphaPi4k2a 0.99522 0.848456 0.896498 0.928181 0.915296 0.911951 0.91119 0.979491 -6.36278 0.996089 0.800561 -0.29965 0.352598 0.464584 0.487132 -5.464
13396 BG072576 0.992474 0.93355 1.079551 1.163768 1.163697 1.279796 1.257395 1.2498 -6.28178 -0.74101 -0.2312 0.987794 0.987794 0.999996 0.99998 0.999965
13399 14633 BG072579 GLI-Kruppel family member GLI2Gli2 0.965687 0.967281 1.067205 0.859065 0.819931 0.947248 0.894065 0.968347 -5.62844 -5.69067 -4.01214 0.052731 0.758022 -4.66009 -1.37896 -5.75076
13401 14756 BG072581 glycosylphosphatidylinositol specific phospholipase D1Gpld1 1.164803 1.01687 0.972139 0.845437 0.763495 0.861881 0.936623 0.93687 -1.93736 -6.33244 -6.18449 -1.41416 0.550027 -2.05638 -5.25131 -5.25131
13403 BG072583 1.049321 0.939941 0.914403 0.808194 0.935198 0.925451 0.873399 1.042687 -4.01214 -2.89907 -0.98087 0.990697 -2.51056 -1.7442 0.597309 -4.5339
13406 BG072586 0.900426 0.824813 0.863186 0.815472 0.844844 0.867292 0.879335 1.035854 -0.74101 0.926646 0.540024 0.955133 0.800561 0.464584 0.140673 -5.25131
13407 13244 BG072587 degenerative spermatocyte homolog (Drosophila)Degs 0.971535 0.856115 0.969972 0.967553 0.968993 0.930829 0.999738 0.958211 -4.49138 0.995702 -4.31932 -4.01214 -4.18847 -0.25371 -6.41666 -2.89907
13411 225358 BG072591 expressed sequence AW060714AW060714 0.852722 0.836262 0.961184 0.729036 0.895232 0.683739 0.894391 0.890473 0.252713 -0.34682 -5.53125 0.982043 -1.41416 0.999883 -1.8982 -1.48545
13416 69144 BG072596 RIKEN cDNA 1810035L17 gene1810035L17Rik 0.97917 1.077011 1.145642 1.13249 1.266668 1.208901 1.147752 1.236497 -5.72099 -1.20759 0.844292 0.721045 0.999743 0.993558 0.85922 0.998597
13425 11972 BG072605 ATPase, H+ transporting, V0 subunit D isoform 1Atp6v0d1 0.997468 1.088554 1.218585 1.297924 1.149883 1.241366 1.134853 1.161439 -6.39853 0.404557 0.999917 1 0.986647 0.999986 0.963115 0.994129
13442 105944 BG072618 1.049459 1.036537 0.957495 0.944925 0.991363 1.006298 1.069162 1.147692 -1.66884 -3.20842 -2.21847 -0.82854 -6.16586 -6.28178 -0.08209 0.995129
13443 68861 BG072619 RIKEN cDNA 1190002N15 gene1190002N15Rik1.007461 0.95031 0.774612 0.767864 0.883143 0.811705 0.795117 0.911208 -6.3534 -3.87884 0.99892 0.999364 0.311223 0.985399 0.995129 -0.8885
13444 20104 BG072620 ribosomal protein S6 Rps6 1.246138 1.146086 1.023219 1.076403 0.998681 1.230228 1.232682 1.289096 0.597309 -1.34407 -6.16586 -4.27586 -6.41666 0.441211 0.47596 0.836306
13446 14609 BG072621 gap junction membrane channel protein alpha 1Gja1 0.952086 1.104226 1.035597 0.961156 0.970561 0.92884 0.903956 1.116847 -4.23224 -0.82854 -5.21437 -4.90537 -5.49786 -2.38415 -0.74101 -0.32308
13457 BG072632 0.925539 0.890262 0.811257 0.866306 0.849733 0.97297 0.909363 1.019929 -1.07613 0.550027 0.997794 0.882264 0.959872 -5.28784 -0.1025 -5.80864
13462 BG072637
13467 16210 BG072641 imprinted and ancient Impact 0.974596 1.327135 1.285038 1.08426 1.0395 0.980018 1.086574 1.155207 -5.53125 0.999959 0.99964 -1.14123 -4.5762 -5.86425 -1.0123 0.823637
13470 105808 BG072644
13471 236792 BG072645 cDNA sequence BC032271BC032271 0.99381 1.067305 1.042454 1.010526 1.004945 1.042699 1.063111 1.018378 -6.37142 -2.55307 -4.49138 -6.28178 -6.38647 -4.49138 -2.89907 -5.99288
13479 12173 BG072651 basonuclin Bnc
13489 19348 BG072661 kinesin family member 20A Kif20a 0.902899 0.917146 1.037309 1.058124 1.005684 1.03104 0.95665 1.230115 0.795636 0.453002 -3.56592 -1.34407 -6.33244 -4.27586 -2.63863 0.999967
13491 17347 BG072663 MAP kinase-interacting serine/threonine kinase 2Mknk2
13496 26893 BG072667 COP9 (constitutive photomorphogenic) homolog, subunit 6 (Arabidopsis thaliana)Cops6 0.947126 0.959319 0.974146 1.046895 1.011072 1.034649 0.980293 1.028776 -1.10852 -2.51056 -4.49138 -2.01646 -6.04001 -3.47637 -5.25131 -4.23224
13503 52708 BG072674 DNA segment, Chr 12, ERATO Doi 748, expressedD12Ertd748e 0.885308 1.001974 1.085777 1.011896 0.948787 0.955471 1.026467 1.063614 -0.25371 -6.41364 -2.21847 -6.29553 -4.70166 -4.74297 -5.80864 -3.65547
13504 BG072675 0.99856 0.998073 1.07767 0.925796 1.066386 0.979562 0.951142 1.042253 -6.41364 -6.41099 -0.79904 -0.62884 -1.55793 -5.62844 -2.89907 -3.74494
13506 107702 BG072677 ribonuclease/angiogenin inhibitor 1Rnh1 1.009673 0.961031 0.892336 0.934546 0.896272 0.946656 0.875223 1.034108 -6.12655 -2.76819 0.955133 -0.08209 0.935894 -1.07613 0.991509 -3.56592
13509 15495 BG072680 hydroxysteroid dehydrogenase-4, delta<5>-3-betaHsd3b4 0.957354 1.027255 0.755689 0.875891 0.630961 0.549569 0.603437 0.762676 -4.94521 -5.83674 0.996764 -0.06197 1 1 1 0.995129
13517 69687 BG072688 RIKEN cDNA 2310076K21 gene2310076K21Rik1.020866 0.82428 0.752293 0.866127 0.785767 1.023548 0.820565 0.904757 -5.75076 0.993356 0.999988 0.879197 0.999734 -5.59655 0.995129 0.070865
13519 234779 BG072690 phospholipase C, gamma 2 Plcg2 0.929269 1.075361 1.034295 1.006801 0.968986 1.000388 0.917902 1.24891 -3.03106 -3.07527 -5.49786 -6.37931 -5.62844 -6.41666 -2.21847 0.956364
13520 53814 BG072691 ornithine decarboxylase antizyme 3Oaz3 0.990244 0.909501 0.965543 1.026334 0.998559 1.096945 1.03722 1.061037 -6.20245 0.464584 -4.10054 -5.0239 -6.41099 0.391903 -3.92336 -1.59461
13524 13877 BG072695 enhancer of rudimentary homolog (Drosophila)Erh 1.046962 1.060156 1.279584 1.291558 1.223113 1.135417 1.02666 1.159412 -3.83426 -2.72485 0.999716 0.999851 0.994482 0.671723 -5.42966 0.882264
13527 236790 BG072698 RIKEN cDNA 6330505F04 gene6330505F04Rik0.981026 0.89193 0.876309 0.891147 0.986538 1.201219 0.860472 0.979642 -6.21971 -1.93736 -1.20759 -2.1776 -6.29553 -0.0226 -0.5481 -6.20245
13528 54198 BG072699 sorting nexin 3 Snx3 1.01597 1.04923 1.086857 1.056617 1.065111 0.982262 1.043086 1.010461 -6.04001 -3.6107 -0.82854 -2.98695 -2.30088 -5.94325 -4.14457 -6.25216
13532 26554 BG072702 cullin 3 Cul3 1.039598 1.039035 0.87685 0.874027 1.089701 0.928203 0.842391 1.106855 -4.5339 -4.5762 0.686536 0.733888 -0.82854 -1.55793 0.958733 -0.06197
13536 17305 BG072704 manic fringe homolog (Drosophila)Mfng 1.028848 1.033497 1.014959 0.949052 1.061035 0.97518 1.066055 1.116376 -4.86522 -4.44865 -5.96837 -2.42609 -1.7442 -5.17703 -1.34407 0.721045
13540 68193 BG072705 ribosomal protein L24 Rpl24 0.996057 1.000618 0.917687 0.909971 0.879241 1.123685 0.82172 1.192938 -6.41099 -6.41666 -3.74494 -3.3422 -1.78229 -2.30088 0.206235 -0.209
13542 20229 BG072707 spermidine/spermine N1-acetyl transferase 1Sat1 0.948501 0.981715 1.028861 0.936254 0.90545 0.966111 0.918803 0.994879 -4.90537 -6.21971 -5.94325 -4.23224 -2.34241 -5.72099 -3.16396 -6.39853
13543 11977 BG072708 ATPase, Cu++ transporting, alpha polypeptideAtp7a 0.923873 0.88012 0.941004 0.860909 0.96792 0.963012 1.06273 1.226019 -2.34241 0.015631 -3.6107 0.51945 -5.464 -5.17703 -3.6107 0.942503
13546 68040 BG072711 RIKEN cDNA 3110024A21 gene3110024A21Rik1.070942 0.959168 1.046268 1.066757 1.000352 0.962746 0.906211 0.969398 -3.70022 -5.25131 -5.06273 -3.92336 -6.41704 -5.42966 -1.8982 -5.75076
13547 230765 BG072712 similar to histone deacetylasena 0.869383 0.877997 0.95246 0.891545 0.942645 0.87272 0.949852 1.219513 -0.00334 -0.8885 -4.78401 -0.94976 -4.14457 -0.1232 -4.61826 0.844292
13562 66111 BG072724 RIKEN cDNA 1200002G13 gene1200002G13Rik1.057832 1.104957 1.009155 1.010935 1.044287 0.990767 0.996923 1.009717 -1.78229 0.614994 -6.21971 -6.14654 -3.11957 -6.21971 -6.39287 -6.20245
13565 BG072726 1.000232 0.962144 1.094243 0.914674 0.952038 0.858574 0.918423 1.063732 -6.41704 -5.25131 -1.97679 -2.01646 -4.61826 0.416991 -2.25957 -3.78963
13567 12151 BG072727 B lymphoma Mo-MLV insertion region 1Bmi1 0.982023 0.995504 0.967328 0.957928 0.969302 0.969846 0.855275 0.984735 -5.32395 -6.34328 -3.3422 -2.05638 -3.65547 -3.70022 0.999574 -5.59655
13569 72397 BG072729 RIKEN cDNA 3000004N20 gene3000004N20Rik0.978977 1.015722 1.075533 0.966224 1.129529 1.094559 1.129458 1.145981 -5.77998 -6.06262 -1.59461 -4.86522 0.559845 -0.49588 0.559845 0.774834
13571 108888 BG072731 RIKEN cDNA 2400004H09 gene2400004H09Rik0.989254 1.027276 1.040697 1.022152 1.015211 0.995518 1.0621 1.072217 -5.94325 -3.96779 -2.09655 -4.70166 -5.53125 -6.33244 -0.06197 0.429208
13575 17158 BG072735 mannosidase 2, alpha 1 Man2a1 1.028465 0.934973 0.989984 1.001755 0.968146 1.019547 1.044443 0.981591 -5.99288 -4.31932 -6.36278 -6.41553 -5.86425 -6.21971 -5.42966 -6.23629
13583 12226 BG072743 B-cell translocation gene 1, anti-proliferativeBtg1 1.001996 0.973164 1.066554 1.02647 1.114152 1.026399 1.030364 1.112227 -6.41099 -5.39487 -2.25957 -5.464 0.237472 -5.464 -5.17703 0.173975
13595 15181 BG072755 histone deacetylase 1 Hdac1 1.018478 1.031727 1.075574 1.132259 1.085816 1.095481 0.985004 1.115938 -5.94325 -5.1012 -1.63158 0.597309 -0.98087 -0.47024 -6.08459 0.252713
13609 52300 BG072765 DNA segment, Chr 7, ERATO Doi 373, expressedD7Ertd373e 0.975206 1.05145 1.342145 1.293289 1.018031 1.081144 1.064744 1.034622 -5.53125 -3.43162 0.99999 0.999866 -5.94325 -1.17425 -2.34241 -4.86522
13610 107568 BG072766 RIKEN cDNA 8030445B08 gene8030445B08Rik1.014255 1.007824 1.102187 0.996085 1.024307 1.024319 0.962215 1.223104 -6.29553 -6.37931 -2.51056 -6.40759 -6.08459 -6.08459 -5.59655 0.656306
13620 12460 BG072776 copper chaperone for superoxide dismutaseCcs 1.106357 0.967497 1.060412 1.141888 1.162529 1.265412 1.257811 1.257738 -2.1776 -5.77998 -4.5762 -0.76986 -0.1871 0.896566 0.872843 0.872843
13623 67160 BG072779 RIKEN cDNA 2610301D06 gene2610301D06Rik0.890965 0.935552 0.855528 0.878927 1.020131 1.012229 0.948869 1.225565 -0.91897 -3.70022 0.33904 -0.37088 -6.1059 -6.30855 -4.5762 0.862744
13627 236511 BG072783 eukaryotic translation initiation factor 2C, 1Eif2c1 0.994374 1.135238 1.130625 1.112133 1.068754 1.078305 1.084638 1.02709 -6.3534 0.727533 0.752177 0.550027 -1.37896 -0.74101 -0.37088 -5.13931
13629 17955 BG072785 nucleosome assembly protein 1-like 4Nap1l4 0.952714 1.092255 0.97538 0.959981 1.052509 0.987229 0.899432 1.125821 -4.78401 -2.30088 -5.94325 -5.21437 -4.66009 -6.29553 -1.34407 -0.76986
13630 56739 BG072786 REC8-like 1 (yeast) Rec8L1 1.001492 1.017953 0.989135 1.032787 1.03266 1.271185 1.175512 1.213977 -6.41553 -6.20245 -6.33244 -5.75076 -5.75076 0.934135 0.22198 0.693721
13641 99868 BG072794 expressed sequence AW045978AW045978 0.940695 0.915846 0.983597 0.972393 0.919773 0.909181 0.976883 0.947974 -3.07527 -1.17425 -6.08459 -5.53125 -1.44965 -0.76986 -5.77998 -3.70022
13643 BG072795 1.026562 1.104931 1.340305 1.256416 1.241747 0.980916 0.97943 1.190953 -5.59655 -0.47024 0.99992 0.996089 0.992487 -5.96837 -5.89118 0.932332
13645 BG072797 1.10658 1.04832 0.935915 0.965389 0.911793 0.98624 0.923278 1.149205 -3.47637 -5.62844 -4.98473 -5.96837 -3.87884 -6.34328 -4.40573 -1.8982
13647 98996 BG072798 expressed sequence AI480459AI480459 1.030083 1.010534 1.202669 0.913854 1.013369 0.937857 1.012768 0.891608 -5.86425 -6.36278 0.33904 -3.3422 -6.36278 -4.36261 -6.34328 -1.55793
13649 208595 BG072800 transcription termination factor, mitochondrial-likeBC038058 0.931027 0.965221 1.142819 0.939563 1.13514 1.059204 0.917765 1.150691 -1.52154 -4.66009 0.790602 -2.25957 0.714422 -2.68166 -0.60161 0.851925
13654 BG072804 0.951412 0.984562 1.021405 0.9564 0.963213 0.995526 0.884469 1.034925 -5.32395 -6.29553 -6.20245 -5.53125 -5.77998 -6.40759 -1.82066 -5.86425
13662 14600 BG072812 growth hormone receptor Ghr 1.030111 1.003047 0.993712 0.92004 0.985748 0.998752 0.950332 1.086637 -5.62844 -6.40759 -6.37931 -2.09655 -6.21971 -6.41553 -4.31932 -2.09655
13664 20623 BG072814 SNF related kinase Snrk 0.624112 1.052869 0.966876 1.265051 1.059514 1.074467 0.868294 0.930257 0.977316 -5.77998 -6.14654 -0.25371 -5.62844 -5.25131 -2.85531 -5.464
13666 72580 BG072816 RIKEN cDNA 2700019D07 gene2700019D07Rik0.958514 0.872205 0.898339 0.925058 0.811477 0.902338 1.078098 1.192731 -2.94295 0.979212 0.832177 0.052731 0.999959 0.774834 -0.08209 0.999223
13675 26891 BG072825 COP9 (constitutive photomorphogenic) homolog, subunit 4 (Arabidopsis thaliana)Cops4 1.016027 0.965945 0.937721 0.87234 0.859945 0.876387 0.791751 0.950159 -5.80864 -4.01214 -0.94976 0.970605 0.990115 0.958733 0.999991 -2.1776
13678 96965 BG072828 1.082848 0.985825 1.118098 1.023434 1.115414 1.00971 1.06689 1.138641 -4.5762 -6.3534 -3.25296 -6.23629 -3.3422 -6.38647 -5.13931 -2.46823
13683 67980 BG072833 glucosamine-6-phosphate deaminase 2Gnpda2 0.980218 0.910823 0.975661 0.918991 1.023228 1.042461 1.070331 1.075523 -5.53125 0.453002 -5.13931 0.140673 -5.28784 -3.3422 -0.79904 -0.47024
13685 110749 BG072835 chromatin assembly factor 1, subunit B (p60)Chaf1b 1.005191 0.987649 0.946779 0.938532 0.99421 0.899124 0.883487 0.912042 -6.38647 -6.21971 -3.47637 -2.76819 -6.37142 -0.1442 0.391903 -0.82854
13687 BG072837 1.319098 1.614502 1.391475 1.906308 1.556651 1.646678 1.631112 1.894696 0.990976 0.999999 0.999142 1 0.999996 1 1 1
13695 20897 BG072844 stimulated by retinoic acid gene 6Stra6 0.93936 0.905743 0.901469 0.784662 0.829146 0.899967 0.931035 1.029891 -2.59576 -0.27653 -0.08209 0.99917 0.977966 -0.0226 -1.8982 -5.32395
13696 54723 BG072845 tuftelin interacting protein 11Tfip11 0.981065 1.123704 1.073918 0.952453 0.936689 1.042451 1.069877 1.017411 -6.01676 -0.00334 -2.42609 -4.18847 -2.89907 -4.70166 -2.72485 -6.08459
13697 71678 BG072846 RIKEN cDNA 0610010K06 gene0610010K06Rik0.794127 0.967007 1.118629 0.999359 0.978308 0.949956 0.938592 0.893592 0.237472 -6.06262 -3.25296 -6.41666 -6.25216 -5.59655 -5.21437 -3.25296
13699 67292 BG072848 phosphatidylinositol glycan, classCPigc 0.999909 0.979148 0.970883 0.913966 0.829098 1.049642 0.818647 0.919956 -6.41704 -6.06262 -5.75076 -2.09655 0.795636 -4.74297 0.872843 -2.51056
13709 66489 BG072855 ribosomal protein L35 Rpl35 1.013182 0.93095 0.929815 0.820439 0.839801 0.934959 0.844415 0.942572 -6.33244 -4.23224 -4.18847 0.416991 -0.00334 -4.44865 -0.1232 -4.86522
13712 76231 BG072858 0.991599 1.098322 1.11642 1.028213 0.909231 0.939895 0.990247 1.07832 -6.20245 0.769349 0.930484 -4.36261 0.790602 -0.5481 -6.12655 0.252713
13725 13797 BG072869 empty spiracles homolog 2 (Drosophila)Emx2 1.001634 1.002866 1.0262 0.977701 0.970772 0.936637 0.996772 1.033094 -6.40344 -6.37931 -3.92336 -4.40573 -3.3422 0.404557 -6.37142 -2.85531
13726 11949 BG072870 ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1Atp5c1 0.951511 1.030074 0.979837 0.974856 0.932093 1.011394 1.02632 1.062884 -3.38689 -5.13931 -5.77998 -5.464 -1.63158 -6.21971 -5.42966 -2.38415
13731 381266 BG072873 similar to ribosomal protein L10ana 1.228964 0.923868 1.062179 1.148266 1.244665 1.229112 1.287978 1.264623 0.671723 -3.56592 -4.5762 -0.74101 0.769349 0.671723 0.922614 0.85922
13738 14268 BG072878 fibronectin 1 Fn1 0.996766 1.001117 0.999327 0.826433 0.901814 0.95715 0.925796 0.96533 -6.41099 -6.41666 -6.41666 0.606237 -2.01646 -5.28784 -3.47637 -5.65982
13740 66867 BG072880 high mobility group 20A Hmg20a 0.97782 0.87387 0.861857 0.887769 0.829686 0.937478 0.847004 1.001594 -5.77998 0.640266 0.800561 0.311223 0.969754 -2.59576 0.913934 -6.41364
13741 194952 BG072881 expressed sequence AU020939AU020939 0.965504 0.979449 0.984193 0.923586 0.947913 0.975609 0.899412 1.045877 -4.44865 -5.65982 -5.96837 -0.91897 -2.63863 -5.35963 0.498102 -3.47637
13742 66124 BG072882 RIKEN cDNA 1110007C05 gene1110007C05Rik1.023302 1.022711 1.014154 1.069081 1.081904 1.04734 1.076436 0.961952 -5.42966 -5.49786 -6.04001 -1.34407 -0.49588 -3.20842 -0.82854 -3.96779
13746 106200 BG072886 RIKEN cDNA 2810408E11 gene2810408E11Rik0.928424 0.893158 0.945586 0.895413 0.816811 0.832231 1.000239 1.149816 -2.38415 -0.2312 -3.74494 -0.34682 0.96414 0.916184 -6.41704 0.487132
13749 17222 BG072889 meiotic check point regulatorMcpr 1.044051 0.892528 0.936792 0.954187 0.94924 1.006252 1.079134 1.018189 -2.42609 0.945566 -0.32308 -2.01646 -1.44965 -6.29553 0.267707 -5.464
13750 70414 BG072890 RIKEN cDNA 2610024M03 gene2610024M03Rik0.933064 1.017511 1.181319 1.001623 1.077205 1.114811 1.143231 1.375903 -1.8593 -5.96837 0.955133 -6.41364 -1.48545 0.252713 0.752177 0.999998
13751 66290 BG072891 ATPase, H+ transporting, V1 subunit G isoform 1Atp6v1g1 1.029899 0.874485 0.911274 0.871556 0.892002 0.924997 0.847352 0.983142 -5.17703 0.785459 -0.27653 0.819222 0.464584 -1.10852 0.960981 -5.96837
13759 18616 BG072897 paternally expressed 3 Peg3 0.96834 0.828335 0.840709 0.854102 0.821557 0.965266 1.026266 1.060853 -4.14457 0.99976 0.999114 0.996552 0.999887 -3.74494 -4.82476 -1.17425
13763 353190 BG072900 expressed sequence AA517853AA517853 1.013097 1.022913 0.905887 0.964245 0.943911 1.011189 1.026109 1.045471 -5.06273 -3.87884 0.911628 -2.85531 -0.49588 -5.96837 -5.53125 -3.29755
13764 52163 BG072901 calcium/calmodulin-dependent protein kinase ICamk1 0.98901 0.86899 0.893457 0.960388 0.883916 0.953225 0.874571 0.95772 -5.96837 0.998181 0.97379 -2.34241 0.990411 -1.41416 0.996552 -1.97679
13765 242557 BG072902 AUT-like 1, cysteine endopeptidase (S. cerevisiae)Autl1 1.008839 1.000541 0.952935 0.907878 1.024457 1.091019 1.006898 1.055009 -6.33244 -6.32086 -4.36261 -1.07613 -5.83674 -1.63158 -6.37142 -4.01214
13766 27972 BG072903 DNA segment, Chr 7, Wayne State University 87, expressedD7Wsu87e 1.044333 0.98582 0.89635 0.906251 0.911935 0.943615 0.905009 1.000155 -4.49138 -6.18449 -0.1655 -0.6564 -0.98087 -3.3422 -0.57469 -6.41704
13777 BG072914 0.959281 0.979499 0.927169 0.808619 0.822699 0.930241 0.851 0.93058 -5.69067 -6.23629 -4.27586 0.441211 0.173975 -4.40573 -0.62884 -4.44865
13778 11517 BG072915 adenylate cyclase activating polypeptide 1 receptor 1Adcyap1r1 0.93827 0.954189 0.935428 0.876009 0.888171 0.898349 0.921708 0.963955 -2.94295 -4.23224 -2.68166 0.464584 0.123625 -0.27653 -1.63158 -4.98473
13793 210376 BG072929 myotubularin related protein 9Mtmr9 0.935101 0.966261 1.020061 1.022312 0.993126 1.117461 1.131667 1.093846 0.252713 -2.98695 -5.0239 -4.74297 -6.23629 0.978597 0.993558 0.85922
13794 320890 BG072930 RIKEN cDNA E130016E03 geneE130016E03Rik0.983995 0.954322 1.079398 0.938303 0.851972 0.999146 0.924443 0.90802 -6.21971 -4.90537 -3.03106 -3.83426 0.429208 -6.41666 -2.89907 -1.82066
13807 56496 BG072943 transmembrane 4 superfamily member 6Tm4sf6 0.989476 0.877707 0.94917 0.909781 0.838021 0.918843 0.918252 0.963031 -6.28178 0.47596 -3.74494 -0.76986 0.930484 -1.34407 -1.30949 -4.86522
13808 20624 BG072944 U5 small nuclear ribonucleoproteinSnrp116 0.966147 0.978596 1.050384 1.065369 1.007014 1.013902 0.998388 1.043742 -2.38415 -4.40573 -0.52183 0.429208 -6.18449 -5.53125 -6.40344 -1.20759
13811 11546 BG072947 ADP-ribosyltransferase (NAD+; poly(ADP-ribose) polymerase)-like 2Adprtl2 0.975267 0.911674 0.929381 0.883869 0.9662 0.928197 0.949321 1.03828 -4.98473 0.550027 -0.2312 0.939282 -3.92336 -0.1655 -1.97679 -3.56592
13819 103767 BG072954 RIKEN cDNA A530047J11 geneA530047J11Rik0.984982 0.950042 0.890506 0.935886 0.901377 1.072634 0.98134 0.982265 -6.08459 -3.43162 0.404557 -2.1776 0.034321 -1.8593 -5.91751 -5.96837
13824 103488 BG072958 1.113881 0.894641 1.018983 0.946601 1.07763 1.046033 0.981158 1.095049 0.296959 0.391903 -5.89118 -2.94295 -1.30949 -3.83426 -5.86425 -0.37088
13825 12297 BG072959 calcium channel, voltage-dependent, beta 3 subunitCacnb3 0.950048 1.004502 0.940702 0.870753 0.855458 0.990287 0.924899 0.970297 -4.27586 -6.39853 -3.56592 0.33904 0.640266 -6.32086 -2.34241 -5.56414
13826 BG072960 0.970727 0.885632 0.9947 1.021646 0.863592 0.968726 0.958592 0.983611 -4.5339 0.996089 -6.29553 -4.66009 0.999768 -3.07527 -1.59461 -5.32395
13831 229228 BG072965 nudix (nucleoside diphosphate linked moiety X)-type motif 6Nudt6 0.993202 0.95937 0.970335 1.025046 0.984955 1.04396 1.04929 0.95883 -6.20245 -1.63158 -3.29755 -4.10054 -5.464 -1.44965 -0.8885 -1.59461
13834 19714 BG072968 REV3-like, catalytic subunit of DNA polymerase zeta RAD54 like (S. cerevisiae)Rev3l 0.932541 0.945246 0.919383 0.823053 0.78549 0.870323 0.970865 0.891344 0.015631 -0.94976 0.588209 0.999976 1 0.994482 -4.10054 0.957564
13836 16587 BG072969 0.948711 1.051407 0.927757 0.88731 0.796537 0.928454 0.854837 0.989403 -5.56414 -5.62844 -4.78401 -2.94295 0.206235 -4.78401 -1.52154 -6.37931
13843 18007 BG072974 neogenin Neo1 0.963159 0.968978 1.017904 0.921203 0.924985 0.967389 0.979042 0.975448 -2.94295 -3.74494 -5.42966 0.588209 0.464584 -3.52114 -5.06273 -4.61826
13850 108907 BG072979 nucleolar and spindle associated protein 1Nusap1 0.821054 1.051468 0.967388 0.978326 0.906754 0.905141 0.885243 1.447017 0.805381 -4.78401 -5.65982 -6.06262 -1.8982 -1.78229 -0.74101 0.99987
13851 56470 BG072980 regulator of G-protein signaling 19Rgs19 0.920068 0.913781 1.01551 0.974355 0.973497 0.854163 1.037432 1.268239 -0.1871 0.123625 -5.94325 -5.17703 -5.1012 0.982043 -4.14457 0.999957
13852 BG072981 1.062231 0.981888 0.960421 1.042248 1.00285 1.061595 1.136428 1.060083 -0.47024 -5.35963 -2.55307 -2.42609 -6.38647 -0.52183 0.989499 -0.62884
13853 68988 BG072982 RIKEN cDNA 1500019O16 gene1500019O16Rik0.914309 1.004433 1.126761 1.122431 0.998186 0.951779 1.011159 1.057777 0.206235 -6.41099 0.844292 0.805381 -6.41099 -2.68166 -6.14654 -2.01646
13858 73242 BG072986 RIKEN cDNA 2610110G12 gene2610110G12Rik1.023524 0.984703 0.9139 0.932994 0.888971 0.946722 0.913304 0.899616 -4.90537 -5.72099 0.700763 -0.06197 0.960981 -1.17425 0.707662 0.901829
13864 14265 BG072991 fragile X mental retardation syndrome 1 homologFmr1 0.951541 0.922125 0.897219 0.907115 0.909509 0.899664 0.954336 1.026196 -2.68166 -0.1871 0.693721 0.453002 0.379027 0.640266 -2.98695 -5.13931
13870 217331 BG072997 RIKEN cDNA B230379M23 geneB230379M23Rik 0.96218 1.028857 1.03638 1.022227 0.950228 1.001336 0.978289 1.027173 -3.96779 -4.94521 -4.23224 -5.49786 -2.68166 -6.41364 -5.49786 -5.1012
13888 73124 BG073013 RIKEN cDNA 3110027H23 gene3110027H23Rik0.999382 1.00548 0.978699 0.988081 0.930685 0.888749 1.01036 1.02044 -6.41666 -6.38647 -5.94325 -6.26733 -2.55307 -0.06197 -6.30855 -5.99288
13889 72790 BG073014 single-stranded DNA binding protein 1Ssbp1 1.00082 0.990467 1.032526 1.128612 1.112988 0.987571 0.95283 0.971065 -6.41553 -6.18449 -4.27586 0.91838 0.795636 -6.04001 -2.42609 -4.5762
13895 52351 BG073020 1.041909 0.931241 0.976369 0.901635 0.923399 0.954517 0.936897 1.056171 -2.25957 0.325249 -4.61826 0.939282 0.614994 -1.59461 0.015631 -0.76986
13908 11690 BG073030 arachidonate 5-lipoxygenase activating proteinAlox5ap 1.024793 0.983397 0.87692 0.894563 0.917782 0.935198 0.967455 1.068978 -4.10054 -5.25131 0.999053 0.991246 0.891047 0.47596 -2.76819 0.464584
13912 23918 BG073034 inosine 5'-phosphate dehydrogenase 2Impdh2 0.9924 1.033247 1.324209 1.435279 1.312375 1.120584 1.134032 1.214806 -6.34328 -5.17703 0.99987 0.999999 0.999053 0.140673 0.453002 0.978597
13919 20182 BG073039 retinoid X receptor beta Rxrb 0.947047 1.120201 0.952143 0.9939 0.905156 0.952174 1.002198 1.059664 -2.55307 0.656306 -3.07527 -6.34328 0.325249 -3.07527 -6.40759 -2.21847
13923 15135 BG073042 hemoglobin Y, beta-like embryonic chainHbb-y 1.001251 1.01938 0.967697 0.863476 0.888667 0.890464 0.930104 0.954875 -6.41364 -5.77998 -4.70166 0.939282 0.700763 0.664091 -1.10852 -3.43162
13927 20364 BG073046 selenoprotein W, muscle 1 Sepw1 0.987448 0.932687 0.954604 1.023744 0.923599 0.992149 0.995209 1.051834 -6.08459 -0.94976 -3.07527 -5.35963 -0.32308 -6.28178 -6.37142 -2.63863
13929 71735 BG073048 RIKEN cDNA 1200011O22 gene1200011O22Rik0.934352 0.978091 0.942895 0.926629 0.861734 0.967485 0.922822 0.982738 -1.66884 -5.65982 -2.46823 -1.07613 0.920523 -4.82476 -0.79904 -5.91751
13938 98710 BG073056 RIKEN cDNA E130318E12 geneE130318E12Rik0.923711 0.91386 1.021446 0.919228 0.974772 0.94501 0.975054 1.036236 0.22198 0.578933 -5.28784 0.404557 -4.82476 -1.30949 -4.86522 -3.65547
13943 BG073061 0.976959 1.035874 0.859737 0.997974 0.896741 0.952429 0.960634 0.950146 -5.21437 -3.92336 0.990115 -6.40759 0.810096 -2.42609 -3.38689 -2.1776
13950 67529 BG073066 RIKEN cDNA 1500031J01 gene1500031J01Rik 1.01982 1.073862 1.018374 1.027839 1.021908 0.884058 0.997961 1.036933 -5.42966 -0.209 -5.56414 -4.61826 -5.25131 0.952573 -6.40759 -3.56592
13961 75617 BG073074 ribosomal protein S25 Rps25 1.00789 0.964439 1.039372 1.110791 1.014188 1.111081 1.298117 1.142354 -6.34328 -4.94521 -4.78401 -0.2312 -6.16586 -0.209 0.999443 0.559845
13962 67455 BG073075 BTB and kelch domain containing 2Bklhd2 0.96664 0.921917 0.835869 0.881549 0.876558 0.903544 0.926971 0.970547 -4.01214 0.173975 0.999273 0.948477 0.966112 0.733888 -0.1025 -4.44865
13963 52555 BG073076 DNA segment, Chr 11, ERATO Doi 172, expressedD11Ertd172e 1.005701 0.961823 0.987675 1.069558 0.983858 1.015078 0.942001 1.089429 -6.32086 -3.07527 -5.96837 -0.27653 -5.65982 -5.77998 -0.82854 0.540024
13965 214459 BG073078 RIKEN cDNA 2610318I01 gene2610318I01Rik 0.999926 0.870861 0.971439 0.821755 0.933486 0.946687 0.968427 1.078418 -6.41704 -0.00334 -5.80864 0.823637 -3.56592 -4.44865 -5.17703 -3.11957
13968 BG073081 0.950479 0.93484 0.923204 0.991578 0.803198 0.868808 0.866758 0.91109 -1.7442 -0.29965 0.33904 -6.20245 0.999995 0.992012 0.993356 0.700763
13971 67972 BG073084 RIKEN cDNA 2810442I22 gene2810442I22Rik 0.95444 1.02853 0.950712 0.796755 0.78382 0.944536 0.881775 0.982401 -5.32395 -5.99288 -5.13931 0.785459 0.869554 -4.82476 -1.37896 -6.25216
13976 102394 BG073088 expressed sequence AA409502AA409502 1.01215 0.912889 0.882016 1.049859 0.848699 0.87566 0.958222 1.137243 -6.23629 -0.85836 0.441211 -3.96779 0.893839 0.578933 -4.44865 0.498102
13987 56177 BG073096 olfactomedin 1 Olfm1 1.090256 1.0702 0.929479 0.924497 0.88826 1.038335 0.982876 0.968349 0.325249 -0.6564 -0.29965 -0.00334 0.901829 -3.6107 -5.72099 -4.23224
13994 19249 BG073102 protein tyrosine phosphatase, non-receptor type 13Ptpn13 1.019306 0.957975 0.935528 0.922131 0.889234 0.906452 0.955846 0.960825 -5.91751 -4.18847 -2.1776 -1.10852 0.429208 -0.209 -4.01214 -4.44865
14004 67439 BG073110 RIKEN cDNA 0610041O14 gene0610041O14Rik0.892006 1.065546 1.027698 1.086679 0.959641 0.949544 1.00081 1.08494 0.967981 -0.209 -4.23224 0.640266 -2.42609 -1.20759 -6.41553 0.597309
14006 22634 BG073111 pleiomorphic adenoma gene-like 1Plagl1 1.160525 1.181505 1.186863 1.150494 1.394276 1.115977 1.246135 1.154145 0.967059 0.990411 0.992934 0.942503 1 0.664091 0.999824 0.953869
14013 17423 BG073129 N-deacetylase/N-sulfotransferase (heparan glucosaminyl) 2Ndst2 0.990306 1.071288 0.959043 1.072958 0.874994 0.95118 1.043946 0.968152 -6.08459 0.22198 -2.13696 0.296959 0.996442 -1.20759 -2.01646 -3.43162
14020 11951 BG073112 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9), isoform 1Atp5g1 0.940124 0.951473 0.947478 1.003208 1.004655 0.998473 1.135398 0.949771 -3.03106 -4.01214 -3.65547 -6.40344 -6.39287 -6.41364 0.379027 -3.83426
14024 114584 BG073116 chloride intracellular channel 1Clic1 0.95932 0.893514 1.000789 1.051213 0.932537 0.942889 1.067337 1.256322 -3.70022 0.693721 -6.41553 -2.81168 -1.07613 -1.97679 -1.41416 0.999895
14031 238247 BG073134 retinoblastoma binding protein 1Rbbp1 0.912045 0.935204 0.957387 0.82058 0.843238 0.911563 0.911424 0.944988 0.267707 -1.10852 -3.3422 0.999297 0.994482 0.282454 0.296959 -2.01646
14034 11933 BG073136 ATPase, Na+/K+ transporting, beta 3 polypeptideAtp1b3 1.001199 0.991002 1.035785 1.021442 0.965029 0.877217 1.050252 1.205992 -6.41364 -6.18449 -3.6107 -5.21437 -3.56592 0.980391 -1.97679 0.99987
14040 BG073141 0.973724 1.090698 0.975205 0.834274 0.818001 0.924561 0.953976 0.949242 -5.32395 -0.44493 -5.464 0.988155 0.99666 -0.94976 -3.52114 -3.07527
14045 BG073146 1.616214 3.606559 1.485309 1.974117 1.749114 1.419416 1.730581 1.461891 0.999883 1 0.997571 1 0.999994 0.988505 0.999992 0.995702
14058 231002 BG073156 cDNA sequence BC025458BC025458 0.97685 0.846488 1.015654 0.978898 1.013288 0.9187 0.969269 0.983942 -5.62844 0.955133 -6.06262 -5.75076 -6.16586 -0.76986 -5.1012 -6.04001
14060 12748 BG073158 CDC-like kinase 2 Clk2 0.933875 0.944656 0.948304 0.941835 0.872919 0.930842 0.91093 1.117497 0.034321 -0.76986 -1.14123 -0.52183 0.994651 0.206235 0.810096 0.952573
14061 74168 BG073159 zinc finger, DHHC domain containing 16Zdhhc16 0.957706 1.012637 1.184695 1.043916 1.125338 0.970533 1.002136 1.037464 -3.29755 -6.08459 0.995129 -3.3422 0.836306 -4.70166 -6.40759 -4.01214
14064 64291 BG073162 oxysterol binding protein-like 1AOsbpl1a 0.978192 1.026957 0.784499 0.683302 0.730507 0.809427 0.72288 0.864873 -5.35963 -4.90537 0.999994 1 1 0.999911 1 0.980957
14076 17184 BG073173 matrin 3 Matr3 1.059321 0.975107 0.880747 0.904697 0.9951 0.807191 0.867796 1.063023 -2.51056 -5.42966 0.763746 0.173975 -6.37931 0.998884 0.891047 -2.21847
14077 193813 BG073174 multiple coagulation factor deficiency 2Mcfd2 1.018433 1.008471 1.053775 0.959906 0.864663 0.8613 0.900032 0.736541 -5.77998 -6.28178 -2.59576 -3.74494 0.955133 0.96414 0.550027 0.999998
14082 16469 BG073179 jerky Jrk 0.810167 0.673484 0.925932 0.910957 0.684159 0.541623 0.67874 0.64877 0.956364 0.999997 -2.51056 -1.48545 0.999993 1 0.999996 1
14085 104721 BG073182 DEAD (Asp-Glu-Ala-Asp) box polypeptide 1Ddx1 0.999672 1.000213 0.911678 0.999686 1.001511 1.065964 0.999612 0.955186 -6.41666 -6.41666 0.352598 -6.41666 -6.41099 -1.24125 -6.41666 -3.3422
14094 21408 BG073189 zinc finger protein 354A Zfp354a 0.958032 0.998732 0.97888 0.825463 0.840297 0.97355 0.944708 1.006037 -4.82476 -6.41553 -5.96837 0.916184 0.827954 -5.75076 -3.83426 -6.37931
14103 12842 BG073196 procollagen, type I, alpha 1 Col1a1 0.962428 1.12073 1.043057 1.058676 0.959277 0.955985 1.311194 1.427845 -4.23224 0.606237 -3.87884 -2.42609 -3.92336 -3.56592 0.999989 1
14104 74205 BG073197 fatty acid Coenzyme A ligase, long chain 3Facl3 1.044391 0.987349 0.862697 0.736659 0.865593 0.912538 0.792523 0.763807 -3.96779 -6.16586 0.899229 0.999997 0.879197 -0.29965 0.999496 0.999962
14105 16658 BG073198 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein B (avian)Mafb 0.985477 1.062272 0.983387 0.960499 0.849327 0.96655 0.930394 1.078159 -6.1059 -2.51056 -5.99288 -4.31932 0.949877 -4.86522 -1.59461 -1.37896
14106 103236 BG073199 expressed sequence AI463719AI463719 0.923505 0.988146 0.894961 0.880119 0.843259 0.891816 0.92416 1.043525 -0.85836 -6.18449 0.464584 0.758022 0.966112 0.540024 -0.91897 -3.96779
14107 215387 BG073200 RIKEN cDNA A730011O11 geneA730011O11Rik0.963374 1.162544 0.99401 1.040768 0.879842 1.144215 0.985517 1.162903 -5.35963 0.33904 -6.38647 -5.21437 -0.25371 -0.06197 -6.23629 0.33904
14110 74731 BG073203 RIKEN cDNA 5033428A16 gene5033428A16Rik0.927334 0.916176 0.88058 0.951378 0.86593 0.990614 0.895035 0.955694 -0.29965 0.267707 0.930484 -2.42609 0.978597 -6.21971 0.800561 -2.89907
14120 BG073212 1.028256 1.046139 1.134026 1.159026 0.914763 1.050565 0.986219 0.960345 -5.464 -4.14457 0.498102 0.805381 -0.85836 -3.78963 -6.16586 -4.5339
14125 23790 BG073217 coronin, actin binding protein 1CCoro1c 0.920412 0.931968 0.980498 1.088238 1.058153 1.063559 1.015222 1.29077 0.10631 -0.57469 -5.56414 0.173975 -1.70638 -1.27521 -5.89118 0.999998
14135 14115 BG073227 fibulin 2 Fbln2 0.997009 1.02004 0.927677 0.973958 0.917376 0.889855 1.105924 1.092898 -6.41364 -6.30855 -5.06273 -6.23629 -4.70166 -3.56592 -4.14457 -4.5762
14140 56195 BG073231 polypyrimidine tract binding protein 2Ptbp2 0.95859 0.899838 0.882134 0.882562 0.944703 0.978714 0.916845 1.025495 -4.5339 -0.27653 0.352598 0.33904 -3.38689 -5.89118 -1.24125 -5.69067
14141 70396 BG073232 RIKEN cDNA 2210409M21 gene2210409M21Rik0.936313 0.997571 1.000521 0.973967 0.982626 1.045062 1.003889 1.084712 -1.41416 -6.41666 -6.41666 -5.464 -6.01676 -3.70022 -6.36278 -0.82854
14143 211770 BG073234 RIKEN cDNA A530090O15 geneA530090O15Rik0.908062 0.913875 1.02547 0.944039 0.939324 0.955714 0.961599 1.041502 0.123625 -0.1442 -5.35963 -2.38415 -1.93736 -3.56592 -4.14457 -4.01214
14152 67920 BG073242 RIKEN cDNA 2600016B03 gene2600016B03Rik0.954241 1.207457 1.371389 1.026298 1.272609 0.966639 1.002269 1.246761 -4.86522 0.790602 0.999053 -5.89118 0.973026 -5.56414 -6.41364 0.937609
14154 77305 BG073244 RIKEN cDNA 9430077D24 gene9430077D24Rik0.910415 0.912612 0.959085 1.017767 1.053703 0.989088 0.953065 0.967149 0.325249 0.237472 -3.52114 -5.77998 -2.42609 -6.16586 -2.85531 -4.40573
14159 56258 BG073249 heterogeneous nuclear ribonucleoprotein H2Hnrph2 0.974061 1.041138 1.059249 1.012058 0.99659 0.915416 0.921531 0.9845 -4.14457 -2.1776 -0.37088 -5.86425 -6.37142 0.836306 0.727533 -5.53125
14162 16432 BG073252 integral membrane protein 2BItm2b 0.97419 0.854506 0.95659 0.935126 0.918351 1.023777 0.9623 1.010207 -5.89118 0.404557 -5.0239 -3.6107 -2.42609 -5.99288 -5.32395 -6.33244
14165 56434 BG073255 transmembrane 4 superfamily member 8Tm4sf8 1.048475 1.239088 1.37335 1.55539 1.511631 1.723604 1.420975 1.263139 -4.36261 0.981508 0.999937 1 1 1 0.999992 0.993148
14168 227937 BG073258 plakophilin 4 Pkp4 1.016283 1.122835 1.059975 1.028031 0.947026 1.037866 0.995735 1.036586 -6.01676 0.498102 -2.63863 -5.32395 -2.98695 -4.5339 -6.38647 -4.66009
14169 252875 BG073259 cDNA sequence BC020002BC020002 0.962194 1.026964 1.012431 1.099397 0.992857 1.04169 0.956903 1.051686 -3.92336 -5.1012 -6.1059 0.296959 -6.30855 -3.70022 -3.38689 -2.72485
14176 BG073266 0.996471 1.271593 1.031716 1.047308 0.997564 1.0488 0.989307 0.992785 -6.39853 0.999734 -4.98473 -3.65547 -6.40759 -3.56592 -6.23629 -6.33244
14178 13643 BG073268 ephrin B3 Efnb3 0.97699 0.938803 0.949942 0.913751 0.783769 0.947951 0.887571 0.85019 -5.56414 -2.09655 -3.11957 -0.27653 0.999835 -2.94295 0.632005 0.963115
14187 50849 BG073275 ring finger protein 10 Rnf10 0.989272 1.031272 1.034773 1.055954 0.994693 1.023092 1.082282 0.999564 -5.91751 -3.25296 -2.76819 -0.37088 -6.29553 -4.44865 0.763746 -6.41666
14188 15312 BG073276 high mobility group nucleosomal binding domain 1Hmgn1 0.981022 1.082582 1.005654 1.147154 1.107035 1.134261 1.012653 1.039858 -5.77998 -0.68428 -6.36278 0.888188 0.311223 0.790602 -6.14654 -4.14457
14189 56526 BG073277 septin 6 38236 0.978233 0.929871 0.827061 0.980471 0.938323 1.076425 0.987175 1.054068 -5.53125 -0.94976 0.997326 -5.72099 -1.66884 -0.8885 -6.1059 -2.63863
14195 319671 BG073282 0.926946 0.996687 1.023263 0.944619 1.030089 0.996699 1.075659 1.05149 -0.27653 -6.39287 -5.28784 -1.70638 -4.61826 -6.39287 -0.44493 -2.38415
14199 11658 BG073286 activated leukocyte cell adhesion moleculeAlcam 0.986802 1.021713 1.003047 1.109768 1.117712 1.062698 1.151304 1.371359 -6.21971 -5.91751 -6.40759 -0.5481 -0.2312 -3.29755 0.550027 0.999942
14207 278304 BG073294 hypothetical protein A930006D11A930006D11 0.967083 0.888165 0.884692 0.947676 0.866532 0.892726 0.903699 0.945278 -3.92336 0.932332 0.949877 -1.63158 0.989812 0.901829 0.780203 -1.37896
14209 BG073296 0.958074 0.866653 0.714886 0.717241 0.664004 0.72114 0.663564 0.754085 -4.14457 0.832177 0.999999 0.999999 1 0.999999 1 0.999969
14212 19046 BG073299 protein phosphatase 1, catalytic subunit, beta isoformPpp1cb 1.029261 0.992374 0.936738 0.910125 0.938169 0.904838 0.933944 0.983668 -4.74297 -6.28178 -1.07613 0.441211 -1.20759 0.588209 -0.85836 -5.83674
14213 235036 BG073300 peter pan homolog (Drosophila)Ppan 0.944353 1.155102 1.220921 1.035814 1.165482 1.023772 1.02919 1.140853 -2.42609 0.920523 0.997647 -4.5339 0.952573 -5.49786 -5.1012 0.840344
14216 BG073303 1.006668 0.999259 0.989369 0.945853 0.863372 0.932072 0.976695 0.999005 -6.25216 -6.41553 -6.01676 -0.6564 0.999053 0.296959 -4.61826 -6.41364
14219 58235 BG073305 poliovirus receptor-related 1Pvrl1 0.898506 0.675821 0.830291 0.786525 0.867277 0.885964 1.057771 0.712743 -0.37088 1 0.939282 0.99621 0.606237 0.140673 -3.6107 0.999988
14223 BG073308 0.941734 1.038828 1.005666 0.918504 0.897996 0.945446 0.892194 0.999012 -2.59576 -4.5339 -6.37142 -0.76986 0.22198 -2.94295 0.404557 -6.41553
14228 68512 BG073311 RIKEN cDNA 1110019J04 gene1110019J04Rik 0.962654 0.957412 1.087246 1.092679 1.195866 1.042514 1.029514 1.052178 -4.01214 -3.43162 -0.1655 0.052731 0.995963 -3.47637 -4.90537 -2.68166
14230 218335 BG073312 RIKEN cDNA C130052I12 geneC130052I12Rik 1.057989 1.070824 1.113383 1.189522 1.027276 1.02844 0.995252 1.072411 -1.10852 -0.1871 0.899229 0.999652 -4.5339 -4.40573 -6.3534 -0.1025
14245 BG073327 1.004814 1.083744 1.143524 0.960645 1.035687 0.972975 0.977153 0.853776 -6.39287 -1.97679 0.365926 -4.90537 -5.21437 -5.65982 -5.86425 0.740112
14252 68031 BG073333 RIKEN cDNA 2610509H23 gene2610509H23Rik1.012513 1.080961 0.881912 0.915077 0.932052 0.901838 0.91998 1.056685 -6.01676 0.140673 0.960981 0.529832 -0.25371 0.810096 0.365926 -1.48545
14256 BG073337 0.951692 0.979686 0.988372 1.061615 1.089204 1.054209 1.010321 1.059637 -0.79904 -4.78401 -5.83674 0.034321 0.866188 -0.49588 -5.96837 -0.08209
14257 56044 BG073338 v-ral simian leukemia viral oncogene homolog A (ras related)Rala 1.060877 1.016106 0.922395 0.888686 0.946283 0.891934 0.854119 0.923791 -1.27521 -5.77998 0.157456 0.911628 -1.63158 0.888188 0.995702 0.088723
14258 20384 BG073339 splicing factor, arginine/serine-rich 5 (SRp40, HRS)Sfrs5 0.990818 0.929521 0.848355 1.034863 0.983848 1.054349 0.958685 0.912611 -6.3534 -3.20842 0.529832 -5.53125 -6.20245 -4.49138 -5.13931 -2.05638
14260 20148 BG073341 dehydrogenase/reductase (SDR family) member 3Dhrs3 0.908638 0.780889 0.786321 1.076037 1.00143 1.152498 1.426481 1.166816 -2.05638 0.966112 0.955133 -3.38689 -6.41553 -0.1025 0.999685 0.206235
14262 78142 BG073343 RIKEN cDNA 7330406P05 gene7330406P05Rik0.920302 0.986416 1.088896 1.140548 1.127005 1.091349 1.010502 1.183591 0.173975 -5.96837 0.252713 0.957564 0.904368 0.33904 -6.14654 0.997492
14264 19730 BG073344 ral guanine nucleotide dissociation stimulatorRalgds 0.924195 0.961257 0.927085 0.904152 0.88762 1.103831 1.029018 1.160729 -2.30088 -5.0239 -2.51056 -1.0123 -0.209 -1.10852 -5.65982 0.540024
14265 BG073345 0.900417 0.948938 0.980838 0.979699 0.907163 1.00755 0.893152 1.076587 0.052731 -3.38689 -5.89118 -5.83674 -0.25371 -6.33244 0.311223 -1.63158
14269 22417 BG073349 wingless-related MMTV integration site 4Wnt4 0.940793 1.033286 0.85358 0.924947 0.899009 0.968279 0.909113 0.965949 -3.6107 -5.464 0.648365 -2.51056 -0.76986 -5.49786 -1.34407 -5.35963
14272 BG073352 0.90932 0.910998 0.929365 0.851411 0.87089 0.940819 0.900706 1.028466 -1.07613 -1.17425 -2.46823 0.774834 0.464584 -3.3422 -0.60161 -5.62844
14273 BG073353 0.930819 0.889305 0.953321 0.930532 0.959585 0.931978 0.888247 0.916332 -0.25371 0.91838 -2.30088 -0.2312 -3.03106 -0.32308 0.926646 0.453002
14274 16456 BG073354 F11 receptor F11r 0.980085 0.927233 0.835412 0.927384 0.924764 0.857825 0.914422 1.040725 -5.69067 -0.79904 0.994129 -0.82854 -0.62884 0.966112 -0.04214 -3.96779
14275 54607 BG073355 suppressor of cytokine signaling 4Socs4 0.990073 1.079133 1.120982 1.115346 1.113918 1.102503 1.030356 1.154882 -6.1059 0.282454 0.948477 0.922614 0.916184 0.819222 -4.10054 0.995835
14276 54639 BG073356 0.956406 1.114804 1.249972 1.167682 1.097697 1.128086 1.059272 1.171289 -1.37896 0.983562 1 0.999898 0.926646 0.995129 -0.1442 0.999928
14277 21749 BG073357 telomeric repeat binding factor 1Terf1 1.064575 1.051885 1.069998 1.248145 1.099373 1.29403 1.396637 1.360256 -0.41993 -1.48545 -0.08209 0.999999 0.805381 1 1 1
14282 68035 BG073362 RIKEN cDNA 3100004P22 gene3100004P22Rik 1.03095 0.978117 1.067966 1.000759 1.011222 1.019936 1.015756 1.024632 -4.01214 -5.0239 -0.27653 -6.41553 -6.04001 -5.28784 -5.69067 -4.78401
14286 77134 BG073366 RIKEN cDNA 3010025E17 gene3010025E17Rik0.980898 0.957804 1.053084 1.132885 1.064864 1.035807 0.982729 1.141296 -5.42966 -2.68166 -1.70638 0.965139 -0.71249 -3.65547 -5.59655 0.980391
14313 66138 BG073390 Williams Beuren syndrome chromosome region 22Wbscr22 0.937474 1.010482 1.044007 0.958557 0.967915 1.024589 0.982785 1.079169 -0.46521 -2.38734 -1.36174 -1.38236 -1.77689 -2.06598 -2.25479 -0.06271
14314 66834 BG073391 thioesterase superfamily member 2Them2 1.077146 1.039038 0.831871 0.900693 0.938994 0.958963 0.857947 0.809392 -0.07872 -1.52491 0.994631 0.643838 -0.4842 -1.38236 0.966645 0.999064
14317 27360 BG073394 adducin 3 (gamma) Add3
14319 23924 BG073395 katanin p60 (ATPase-containing) subunit A1Katna1 1.01097 1.055227 0.938485 0.955468 0.995801 0.949998 1.001087 1.100696 -2.31903 -0.2641 0.145927 -0.67951 -2.44305 -0.37199 -2.46277 0.843104
14324 21872 BG073399 tight junction protein 1 Tjp1
14325 BG073400 0.915924 1.027364 1.041275 0.87706 0.874992 1.134262 0.970408 1.1202 -0.63971 -2.26624 -1.95379 0.336779 0.060093 -0.65957 -2.1668 -0.60026
14326 BG073401 1.101855 0.659886 0.730042 1.106712 0.945523 0.997242 -0.28176 0.878611 0.999512 0.860232 -1.44388 -2.46153 NA
14327 BG073402 0.978862 1.061245 1.150774 1.093939 1.026774 1.133574 0.921525 0.957441 -2.20616 -0.92417 0.846668 0.074774 -2.08112 0.72188 -0.1609 -1.52491
14335 16765 BG073409 stathmin 1 Stmn1 0.780735 1.203987 1.309275 0.946674 0.747119 0.586636 0.820785 1.77337 0.35969 -0.31748 0.531359 -2.18018 0.65796 0.99318 -0.1609 0.998828
14339 319358 BG073413 RIKEN cDNA C530047H08 geneC530047H08Rik0.975661 0.978352 0.984253 1.055649 0.999337 1.033933 0.979742 1.046765 -1.60453 -1.77689 -2.08112 0.089306 -2.46365 -1.06992 -1.84975 -0.31748
14340 50755 BG073414 F-box only protein 18 Fbxo18 0.942732 1.008319 0.927485 1.030001 0.983228 0.968201 0.885357 1.098262 -0.82118 -2.44305 -0.22916 -1.93693 -2.28825 -1.84975 0.755231 0.301305
14343 54635 BG073417 platelet-derived growth factor,  C polypeptidePdgfc 0.962462 0.891636 1.013235 1.144391 1.008639 1.000785 1.133916 1.227002 -2.09601 -0.73981 -2.41943 0.117918 -2.35574 -2.4299 -0.4842 0.664848
14349 18221 BG073422 nuclear distribution gene C homolog (Aspergillus)Nudc 1.001298 1.016437 1.044647 1.065552 1.026167 1.12075 0.943948 1.006422 -2.46153 -2.01921 -0.29955 0.54895 -1.44388 0.991856 0.35969 -2.38734
14350 107951 BG073423 cyclin-dependent kinase 9 (CDC2-related kinase)Cdk9 0.981898 0.997871 0.999924 0.996133 1.044665 1.030423 1.034884 1.130816 -1.95379 -2.458 -2.46436 -2.43901 -0.42758 -1.27881 -1.0073 0.993763
14369 67903 BG073441 regulator of G-protein signaling 19 interacting protein 1Rgs19ip1 0.992176 0.891322 0.912104 1.065943 0.974017 0.985996 0.943134 1.105625 -2.37993 0.970858 0.853587 0.276912 -1.62418 -2.20616 0.089306 0.917624
14374 57314 BG073446 TH1-like homolog (Drosophila)Th1l 0.974683 1.013352 1.032557 1.118321 1.036295 1.099788 0.92829 1.042478 -1.88517 -2.29881 -1.60453 0.866612 -1.44388 0.684837 0.226327 -1.15357
14375 69807 BG073447 tripartite motif protein 32 Trim32 0.998524 0.980126 0.970976 0.939287 1.00659 0.96033 1.020477 1.060477 -2.46153 -1.90261 -1.38236 0.336779 -2.40118 -0.71963 -1.90261 0.186807
14376 20280 BG073448 sterol carrier protein 2, liverScp2 0.996884 1.104559 1.162875 1.110117 1.060017 1.050162 0.961499 1.088224 -2.45571 0.744508 0.988105 0.803328 -0.37199 -0.80074 -1.25799 0.494579
14379 69860 BG073451 RIKEN cDNA 2010003J03 gene2010003J03Rik 1.009961 0.999113 1.18906 1.113456 1.224936 0.964977 0.936057 1.110113 -2.38734 -2.46365 0.993763 0.749918 0.999151 -1.56492 -0.24656 0.709956
14385 19270 BG073456 protein tyrosine phosphatase, receptor type, GPtprg 0.951111 1.100947 0.989623 0.995646 1.032154 0.941329 0.906714 0.986773 0.336779 0.987758 -2.21874 -2.41943 -0.76005 0.678286 0.989708 -2.06598
14396 BG073466 0.975868 0.973389 0.843092 0.866068 0.981967 0.903346 0.843317 1.159386 -2.03502 -1.93693 0.989708 0.951688 -2.21874 0.621774 0.989708 0.960851
14414 68833 BG073482 RIKEN cDNA 1110061A19 gene1110061A19Rik0.974444 1.018322 1.018586 0.964796 1.024874 0.986661 0.923012 1.05964 -2.06598 -2.25479 -2.25479 -1.73953 -2.09601 -2.34703 -0.07872 -0.86223
14416 67397 BG073484 endoplasmic reticulum protein 29Erp29 0.982532 0.938085 1.036624 1.068674 0.944052 1.068845 0.912221 1.147699 -2.26624 -0.63971 -1.72063 -0.56118 -0.88283 -0.54178 0.239199 0.869706
14419 329559 BG073487 zinc finger protein 335 Znf335 0.973851 1.104576 1.038607 0.993617 1.013349 0.910319 0.942119 1.054109 -1.83178 0.775544 -1.27881 -2.42484 -2.28825 0.703837 -0.24656 -0.56118
14428 14789 BG073494 gene rich cluster, B gene Grcb 0.953874 0.988839 1.014535 0.959831 0.951371 0.996958 0.990961 1.091074 -1.15357 -2.37219 -2.30907 -1.40293 -1.02816 -2.458 -2.40118 0.301305
14430 98711 BG073496 retinol dehydrogenase 10 (all-trans)Rdh10 1.007389 1.00078 1.06952 0.942045 0.980564 1.072295 0.989746 1.102162 -2.44673 -2.46418 -1.36174 -1.54496 -2.34703 -1.27881 -2.43463 -0.56118
14433 67917 BG073498 RIKEN cDNA 2810406K24 gene2810406K24Rik1.038556 0.949192 0.988493 1.029691 1.028754 1.067626 1.059228 1.211218 -1.38236 -0.69953 -2.34703 -1.75829 -1.81365 -0.14418 -0.46521 0.999064
14444 56433 BG073506 vacuolar protein sorting 29 (S. pombe)Vps29 1.004346 1.08159 1.029708 1.094735 1.172113 1.072238 1.159226 1.259357 -2.43463 0.733394 -1.38236 0.878611 0.999637 0.54895 0.998969 1
14445 BG073507 0.955771 0.801039 0.998603 0.928174 0.933733 0.976871 0.878942 1.043401 -0.4842 0.999999 -2.46153 0.629248 0.485045 -1.75829 0.992763 -0.63971
14452 68133 BG073513 RIKEN cDNA 5730591C18 gene5730591C18Rik1.122269 1.230913 1.000982 0.957606 1.063154 0.927332 0.910572 1.088361 0.566019 0.992975 -2.46365 -1.56492 -0.90348 -0.3904 0.131998 -0.11117
14458 320405 BG073519 Ca2+-dependent activator protein for secretion 2Cadps2 0.966885 1.023302 0.970875 0.908201 0.917006 0.96277 0.867408 1.093422 -2.13924 -2.30907 -2.21874 -0.60026 -0.84168 -2.06598 0.348308 -0.78036
14462 64930 BG073522 tuberous sclerosis 1 Tsc1 0.967319 0.957897 0.952792 0.855942 0.91772 1.00743 0.919683 0.986804 -2.1668 -1.97046 -1.84975 0.503976 -0.88283 -2.45007 -0.9449 -2.41368
14478 80295 BG073534 cDNA sequence BC00398 BC003498 0.91142 1.017445 0.887047 0.854489 0.910236 1.073065 0.964401 1.062657 -0.69953 -2.37993 -0.07872 0.522365 -0.67951 -1.2996 -2.11067 -1.54496
14485 15108 BG073539 hydroxyacyl-Coenzyme A dehydrogenase type IIHadh2 1.012222 0.916157 0.856306 0.759833 0.898868 0.788202 0.869542 0.829002 -2.37219 0.117918 0.940607 0.999945 0.531359 0.999425 0.878611 0.989093
14489 209456 BG073543 transformation related protein 53 binding protein 2Trp53bp2 0.917769 0.901567 0.888449 0.831484 0.912309 0.958709 0.960323 1.270886 0.629248 0.856943 0.940607 0.999558 0.72188 -0.98647 -1.06992 0.999996
14496 16421 BG073549 integrin beta 7 Itgb7 1.01643 1.061569 1.07624 1.003574 1.10031 1.078903 1.046091 1.198871 -2.36412 -1.38236 -0.96567 -2.45994 -0.33552 -0.88283 -1.79535 0.869706
14498 19242 BG073550 pleiotrophin Ptn 1.025497 1.036432 1.056855 0.978555 0.991186 1.057063 1.002299 1.279758 -2.30907 -2.1668 -1.79535 -2.39443 -2.44673 -1.77689 -2.46418 0.93589
14505 BG073556 1.00737 1.121739 1.103837 1.076358 1.102859 1.080376 0.978836 1.173366 -2.40118 0.952932 0.866612 0.455617 0.856943 0.54895 -1.95379 0.998536
14510 12696 BG073558 cold inducible RNA binding proteinCirbp 0.980274 0.682226 0.86844 1.02791 1.050871 1.426257 0.973309 1.129404 -2.37219 0.998936 0.015152 -2.29881 -1.95379 0.997172 -2.29881 -0.35369
14517 11820 BG073564 amyloid beta (A4) precursor proteinApp 1.018691 0.992242 0.966337 0.836639 0.957528 0.955658 1.048056 1.188796 -1.97046 -2.37219 -1.04903 0.99996 -0.50329 -0.3904 -0.29955 0.999931
14520 BG073567 1.069882 1.150335 1.118522 0.971292 0.995387 1.078196 0.944691 1.232754 -0.65957 0.831975 0.522365 -2.01921 -2.45307 -0.3904 -1.04903 0.993763
14531 54383 BG073578 polyhomeotic-like 2 (Drosophila)Phc2 1.017956 1.032501 1.029976 1.024098 1.090734 1.06727 1.107877 1.106888 -1.98692 -1.15357 -1.32036 -1.66313 0.872736 0.485045 0.960851 0.958723
14540 69053 BG073586 RIKEN cDNA 1810013L24 gene1810013L24Rik 1.097602 1.077438 1.085597 1.065236 1.146224 1.25753 0.953888 1.272688 0.531359 0.060093 0.276912 -0.67951 0.943575 0.999876 -1.04903 0.999949
14548 20315 BG073593 chemokine (C-X-C motif) ligand 12Cxcl12 1.088704 0.95281 0.804926 0.757253 0.846013 0.768045 0.713129 0.646052 0.276912 -1.06992 0.999512 0.999994 0.987401 0.999983 1 1
14550 11911 BG073595 activating transcription factor 4Atf4 0.93809 1.041067 1.026286 0.828356 1.220698 1.054195 1.031544 0.929158 -1.23714 -1.90261 -2.21874 0.902194 0.934244 -1.56492 -2.12508 -0.9449
14552 21955 BG073597 troponin T1, skeletal, slow Tnnt1 1.005195 1.047393 1.016657 0.956151 0.958759 0.967241 0.805082 0.976149 -2.45571 -1.81365 -2.37219 -1.84975 -1.90261 -2.11067 0.950414 -2.33801
14560 56615 BG073604 microsomal glutathione S-transferase 1Mgst1 0.998923 1.004685 0.985749 1.023661 0.972782 0.999331 1.001946 0.967102 -2.46277 -2.44305 -2.25479 -1.93693 -1.75829 -2.46365 -2.45994 -1.86755
14566 BG073687 1.043334 0.982791 0.992447 0.919282 0.976196 1.005065 1.007359 1.133673 -1.73953 -2.32867 -2.43901 -0.3904 -2.20616 -2.45307 -2.43901 0.531359
14575 21665 BG073694 thymine DNA glycosylase Tdg 0.986294 1.022052 1.070288 0.925341 0.915629 0.95622 0.858233 1.013226 -2.42484 -2.37219 -1.64372 -1.44388 -1.19538 -2.08112 0.089306 -2.44305
14576 56419 BG073695 diaphanous homolog 3 (Drosophila)Diap3 1.009144 1.09649 1.054331 0.96004 0.959257 0.974379 0.937232 1.14817 -2.44305 -0.92417 -1.84975 -2.08112 -2.06598 -2.30907 -1.58478 0.045261
14580 207181 BG073699 RIKEN cDNA 6720477E09 gene6720477E09Rik0.957926 0.960526 0.953783 0.848541 0.86943 0.929813 0.950624 0.984737 -0.73981 -0.88283 -0.50329 0.999366 0.99479 0.494579 -0.33552 -2.1668
14582 29864 BG073701 ring finger protein 11 Rnf11 1.02786 1.045773 1.037443 1.029318 1.014881 0.994074 1.027141 1.017932 -1.15357 -0.01555 -0.50329 -1.04903 -2.01921 -2.38734 -1.21627 -1.83178
14583 66827 BG073702 tetratricopeptide repeat domain 1Ttc1 0.962625 1.023897 1.100953 1.098134 1.105165 1.09407 1.145799 1.112246 -0.80074 -1.7016 0.929075 0.913454 0.946408 0.886977 0.997578 0.96753
14584 BG073703 0.908382 1.11241 1.079833 1.106631 1.07437 1.001634 1.067488 1.046708 -0.28176 -0.03112 -0.84168 -0.1609 -0.98647 -2.46365 -1.17448 -1.75829
14586 27050 BG073705 ribosomal protein S3 Rps3 1.029504 0.932075 0.993657 1.139084 1.042545 1.196091 1.196591 1.165316 -1.86755 -0.17776 -2.43463 0.894829 -1.36174 0.99338 0.993574 0.969236
14587 11819 BG073706 nuclear receptor subfamily 2, group F, member 2Nr2f2 1.011353 0.965049 1.057475 1.074452 1.059577 1.171084 1.225541 1.215532 -2.35574 -1.52491 -0.60026 0.015152 -0.52248 0.987401 0.999425 0.998969
14591 56320 BG073710 drebrin 1 Dbn1 1.086796 0.864228 0.92191 0.894716 0.956456 0.847861 1.029814 0.944301 -0.82118 -0.19476 -1.81365 -1.04903 -1.88517 0.186807 -2.19331 -1.54496
14596 14300 BG073714 FSHD region gene 1 Frg1 0.959058 0.981147 0.958013 1.015739 0.965429 0.93968 0.989273 1.084919 -0.73981 -2.00317 -0.67951 -2.13924 -1.11174 0.226327 -2.30907 0.72188
14600 11909 BG073717 activating transcription factor 2Atf2 1.003778 0.819807 1.000391 0.985516 0.977127 1.071794 0.957962 0.890595 -2.458 0.950414 -2.46418 -2.37993 -2.25479 -0.98647 -1.79535 0.239199
14609 74377 BG073722 heat shock transcription factor 2 binding proteinHsf2bp 1.005779 1.070269 1.157408 1.145255 1.204834 1.261543 1.118297 1.087188 -2.41943 0.424929 0.997863 0.99479 0.999949 0.999999 0.964808 0.760449
14626 51793 BG073732 dimethylarginine dimethylaminohydrolase 2Ddah2 0.962612 0.981212 1.060877 1.021918 0.974602 0.97799 0.977672 1.031998 -0.69953 -1.90261 0.35969 -1.73953 -1.50477 -1.7016 -1.68243 -1.13265
14627 BG073733 1.048084 0.945659 1.001297 1.110599 1.062714 1.213085 1.261124 1.234121 -0.98647 -0.58067 -2.46277 0.760449 -0.37199 0.998969 0.999943 0.999703
14630 BG073736 0.995944 1.137541 1.066722 0.959293 0.920779 1.06769 0.97168 1.015207 -2.43463 0.997863 0.557549 -0.44634 0.872736 0.582575 -1.27881 -2.08112
14631 78887 BG073737 RIKEN cDNA 2310047I15 gene2310047I15Rik 0.987439 0.905887 0.917639 0.909171 0.902385 0.973374 0.903815 0.908333 -2.09601 0.991363 0.966645 0.987401 0.994299 -1.11174 0.99318 0.988444
14637 70356 BG073742 RIKEN cDNA 3110002K08 gene3110002K08Rik0.959439 1.04928 1.016571 0.990099 0.946688 1.038182 1.136565 1.109428 -0.46521 -0.09487 -2.01921 -2.29881 0.213305 -0.71963 0.997423 0.975263
14658 BG073755 1.030741 1.003628 0.965859 0.932199 0.865721 0.917724 0.971606 0.905001 -1.44388 -2.44673 -1.17448 0.445528 0.9967 0.765573 -1.52491 0.902194
14659 21855 BG073756 translocator of inner mitochondrial membrane 17bTimm17b 1.053485 0.892594 0.960469 0.964704 0.898727 0.960201 0.914591 0.91668 -0.09487 0.977848 -0.71963 -0.98647 0.961877 -0.71963 0.863455 0.843104
14672 239706 BG073766 cDNA sequence BC024814BC024814 0.910903 0.973077 0.981719 0.997512 0.908237 1.043258 0.998646 1.091968 0.904545 -1.50477 -1.98692 -2.45571 0.923542 -0.58067 -2.46153 0.860232
14677 230861 BG073769 eukaryotic translation initiation factor 4 gamma, 3Eif4g3 1.038011 0.984944 1.192682 1.224065 1.189761 1.259342 1.45699 1.36707 -1.90261 -2.36412 0.9113 0.969236 0.902194 0.991106 0.999996 0.999858
14694 13627 BG073615 eukaryotic translation elongation factor 1 alpha 1Eef1a1 1.000069 0.999976 0.925635 0.99998 0.998767 0.998019 0.999236 0.998843 -2.46436 -2.46436 0.61418 -2.46436 -2.46277 -2.45994 -2.46365 -2.46277
14701 114641 BG073619 ribosomal protein L31 Rpl31 0.990501 0.886437 0.985153 1.019189 0.977536 1.099995 1.147544 1.144168 -2.36412 0.951688 -2.21874 -2.08112 -1.93693 0.780394 0.985045 0.981775
14707 BG073622 0.99045 0.942554 0.983367 0.919293 0.986591 0.96456 1.049359 1.020109 -2.35574 -0.01555 -2.12508 0.691278 -2.24306 -1.17448 -0.52248 -2.00317
14708 27226 BG073623 phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)Pla2g7 1.013901 0.85526 0.96163 0.874597 1.019535 1.021023 1.067139 1.45494 -2.38734 0.770605 -1.90261 0.54022 -2.31903 -2.28825 -1.13265 0.999989
14710 BG073625
14711 BG073626 0.949769 0.897088 0.891854 0.788598 0.820869 0.942575 0.938214 0.875299 -0.31748 0.939071 0.9598 0.999999 0.999964 0.030281 0.200131 0.99029
14712 18769 BG073627 protein kinase inhibitor, gammaPkig 0.904321 0.938827 0.96185 0.873348 0.836669 0.946944 0.864792 0.96541 -0.3904 -1.40293 -2.01921 0.325103 0.785154 -1.64372 0.475374 -2.09601
14713 238673 BG073628 RIKEN cDNA 8030486J21 gene8030486J21Rik 0.944974 0.996174 1.048598 1.025845 1.017095 1.043769 1.023755 1.032199 0.131998 -2.44305 -0.29955 -1.60453 -2.05062 -0.54178 -1.72063 -1.21627
14716 BG073631 0.786355 0.898752 0.866161 0.896744 0.810546 0.960268 0.785363 0.952339 0.789826 -0.9449 -0.22916 -0.90348 0.606464 -2.18018 0.798912 -2.06598
14718 66520 BG073633 RIKEN cDNA 2610001J05 gene2610001J05Rik 0.961262 0.978405 1.113466 1.046395 1.026362 0.985938 0.974637 1.061137 -1.25799 -2.03502 0.831975 -0.96567 -1.86755 -2.27739 -1.88517 -0.33552
14720 74238 BG073634 RIKEN cDNA 1700007D05 gene1700007D05Rik1.009124 1.014027 0.920769 0.878705 0.898445 0.955724 0.997569 1.036109 -2.4076 -2.18018 0.074774 0.850162 0.61418 -1.2996 -2.40118 -1.7016
14723 277939 BG073635 hypothetical protein LOC277939LOC277939 0.98388 1.008778 0.996512 1.07888 1.051796 1.004448 1.044433 1.071143 -2.03502 -2.32867 -2.44305 0.780394 0.015152 -2.4299 -0.35369 0.650957
14727 320129 BG073639 RIKEN cDNA 4833444A01 gene4833444A01Rik0.990697 0.891736 0.884688 0.877386 0.834362 0.931874 0.900019 0.876714 -2.37219 0.919641 0.951688 0.97164 0.999323 0.226327 0.860232 0.973144
14732 65098 BG073644 RIKEN cDNA 3110005P07 gene3110005P07Rik0.921895 0.888768 0.791468 0.780963 0.760536 0.870691 0.809136 0.892911 -0.09487 0.671623 0.999094 0.999599 0.999923 0.856943 0.996597 0.606464
14734 68281 BG073646 RIKEN cDNA 4930430F08 gene4930430F08Rik0.940527 0.987212 0.958274 0.891154 0.867707 1.015769 0.917832 0.89059 0.060093 -2.26624 -0.82118 0.955332 0.993947 -2.18018 0.71597 0.95762
14736 106585 BG073648 expressed sequence AI447928AI447928 1.022818 0.963028 1.075669 1.034382 1.079586 1.021369 0.994861 1.038632 -2.09601 -1.54496 -0.11117 -1.7016 -0.00013 -2.13924 -2.44305 -1.54496
14738 22333 BG073650 voltage-dependent anion channel 1Vdac1 1.033515 1.067832 0.9109 1.009961 1.037892 1.050726 1.106429 1.111676 -1.21627 0.382015 0.881459 -2.32867 -0.96567 -0.28176 0.930837 0.950414
14739 268417 BG073651 cDNA sequence BC040205BC040205 0.983964 1.000178 0.968697 1.0188 0.991828 1.015331 0.963466 0.975591 -2.28825 -2.46436 -1.83178 -2.23104 -2.41943 -2.30907 -1.62418 -2.06598
14749 72741 BG073661 0.975469 0.870856 0.925435 0.858598 0.698721 0.892292 0.88534 0.92918 -2.08112 0.881459 -0.14418 0.939071 1 0.664848 0.755231 -0.28176
14762 BG073673 1.02029 1.138621 1.332395 1.289123 1.117371 1.13259 1.118007 1.153501 -2.03502 0.977226 1 0.999999 0.919641 0.96753 0.923542 0.991106
14763 66801 BG073674 Prkr interacting protein 1 (IL11 inducible)Prkrip1
14781 BG073772 0.981465 1.050734 0.931765 0.820476 0.854628 1.020848 0.906449 0.83899 -2.39443 -2.01921 -1.62418 0.582575 0.103687 -2.37993 -1.02816 0.348308
14790 BG073781 0.99221 1.058111 1.034218 1.04747 1.000629 1.126309 1.115271 1.095386 -2.41943 -0.84168 -1.75829 -1.25799 -2.46418 0.770605 0.650957 0.313278
14799 BG073789 0.989894 1.036319 1.098857 1.166152 1.028291 1.089402 1.164906 1.111903 -2.28825 -0.80074 0.950414 0.999848 -1.32036 0.902194 0.999832 0.98228
14807 22294 BG073796 ubiquitously expressed transcriptUxt 1.02345 1.164522 1.109586 1.109043 1.010887 1.159619 1.227068 1.144635 -1.97046 0.991363 0.820171 0.816081 -2.34703 0.988444 0.999837 0.972402
14813 18521 BG073801 poly(rC) binding protein 2 Pcbp2 1.039934 0.989358 0.951666 0.989894 1.014647 0.995649 1.070598 1.036297 -0.88283 -2.30907 -0.31748 -2.32867 -2.18018 -2.43901 0.424929 -1.09083
14815 66163 BG073803 mitochondrial ribosomal protein L4Mrpl4 0.971625 0.860511 1.087553 1.048618 0.918461 0.994828 1.033115 0.904509 -1.19538 0.999876 0.9113 -0.01555 0.917624 -2.41368 -0.92417 0.978453
14820 212139 BG073806 cDNA sequence BC016188BC016188 1.013545 0.961643 1.003561 0.965524 1.003819 0.955411 1.037524 0.954219 -2.25479 -1.02816 -2.45007 -1.25799 -2.44673 -0.67951 -1.15357 -0.61994
14822 BG073808
14828 218629 BG073813 DEAH (Asp-Glu-Ala-His) box polypeptide 29Dhx29 1.124645 0.989489 1.088191 1.091267 1.004487 1.048968 0.931111 0.931665 0.839467 -2.37219 0.325103 0.39296 -2.44673 -1.02816 -0.07872 -0.09487
14836 69833 BG073819 RIKEN cDNA 1810060D16 gene1810060D16Rik
14838 98221 BG073821 dendritic cell protein GA17 Ga17 1.105969 0.993768 0.990802 1.020807 1.036973 0.972334 0.994645 1.043657 0.54895 -2.43463 -2.40118 -2.1668 -1.62418 -1.93693 -2.44305 -1.36174
14843 66642 BG073824 catenin, beta like 1 Ctnnbl1 0.970815 1.039556 1.021508 1.014487 0.966064 1.041967 0.985471 1.079027 -1.91986 -1.58478 -2.1668 -2.32867 -1.73953 -1.48455 -2.31903 -0.12761
14844 225020 BG073825 fasciculation and elongation protein zeta 2 (zygin II)Fez2 1.064868 1.11273 1.0768 1.153614 1.081983 0.979793 0.927499 0.958474 -0.71963 0.522365 -0.31748 0.88965 -0.1609 -2.21874 -0.2641 -1.50477
14847 70479 BG073827 RIKEN cDNA 5730407K14 gene5730407K14Rik0.922267 1.024924 0.909298 0.881325 0.784413 0.863544 0.985656 0.87255 -1.2996 -2.31903 -0.96567 -0.24656 0.937499 -0.07872 -2.42484 -0.06271
14848 58250 BG073828 carbohydrate sulfotransferase 11Chst11 0.82319 0.977876 1.042322 1.024487 0.766607 0.721021 0.821917 1.419786 0.598625 -2.36412 -2.12508 -2.34703 0.929075 0.988444 0.61418 0.994467
14849 67533 BG073829 PTPRF interacting protein, binding protein 1 (liprin beta 1)Ppfibp1 0.941428 0.782619 1.023373 0.869224 0.765933 1.138483 0.934229 0.883516 -1.93693 0.348308 -1.84975 -0.40893 -0.88283 0.103687 -1.64372 -1.68243
14851 214498 BG073831 cDNA sequence, BC027756BC027756 0.941136 1.037999 0.91828 0.991851 0.894367 0.998254 1.078923 1.001906 -0.11117 -1.2996 0.621774 -2.39443 0.9113 -2.46153 0.40376 -2.45994
14853 170762 BG073833 nucleoporin 155 Nup155 0.887294 1.158176 1.261036 1.182566 1.145194 1.044306 1.113371 1.135826 0.030281 0.325103 0.9598 0.582575 0.131998 -1.98692 -0.65957 -0.22916
14856 11426 BG073836 microtubule-actin crosslinking factor 1Macf1 0.983363 1.03867 1.122681 1.076527 1.045908 1.038017 1.057006 1.062706 -2.21874 -1.38236 0.875704 0.145927 -1.04903 -1.40293 -0.56118 -0.31748
14860 BG073840 0.968541 0.997544 1.020146 1.030984 1.04089 1.035339 1.038083 1.025099 -1.58478 -2.458 -2.09601 -1.66313 -1.19538 -1.46425 -1.32036 -1.90261
14861 12331 BG073841 CAP, adenylate cyclase-associated protein 1 (yeast)Cap1 0.961766 0.946987 0.87922 0.985448 0.922363 1.031 1.005286 1.166561 -1.13265 -0.35369 0.973869 -2.23104 0.54895 -1.56492 -2.43463 0.995911
14864 78894 BG073844 acetoacetyl-CoA synthetaseAacs 1.145056 1.555572 1.088835 0.539113 1.061605 0.51516 0.721826 0.711459 -1.54496 0.843104 -2.06598 0.988773 -2.26624 0.99479 0.382015 0.475374
14871 68436 BG073850 RIKEN cDNA 1100001I22 gene1100001I22Rik 1.043801 0.96371 1.019586 1.167581 1.117289 1.090464 1.243947 1.17102 -1.06992 -1.36174 -2.11067 0.991613 0.866612 0.54895 0.999931 0.99318
14881 19217 BG073859 prostaglandin E receptor 2 (subtype EP2)Ptger2 1.035518 0.944048 1.046431 0.992949 0.905358 0.880547 0.990418 0.878169 -1.52491 -0.4842 -1.02816 -2.41943 0.703837 0.930837 -2.37993 0.940607
14883 78248 BG073860 RIKEN cDNA 3010033I09 gene3010033I09Rik 1.012744 0.953397 1.056786 0.99497 0.94457 0.896932 0.957806 1.005723 -2.21874 -0.22916 0.131998 -2.42484 0.213305 0.976589 -0.4842 -2.41368
14884 228998 BG073861 ADP-ribosylation factor GTPase activating protein 1Arfgap1 0.940709 1.024704 1.00794 1.045937 0.932675 0.930647 1.022745 1.057339 0.503976 -1.50477 -2.34703 -0.19476 0.71597 0.755231 -1.64372 0.325103
14885 20933 BG073862 surfeit gene 5 Surf5 0.927481 1.01581 0.935867 0.861562 0.883034 0.781372 0.99244 1.023988 0.239199 -2.24306 -0.06271 0.985464 0.93256 0.999991 -2.4076 -1.97046
14897 56070 BG073870 transcription elongation regulator 1 (CA150)Tcerg1 0.994613 1.161056 1.086532 0.881151 0.939932 1.004904 0.929669 1.046151 -2.45007 0.866612 -0.21189 0.678286 -0.82118 -2.45007 -0.52248 -1.52491
14903 228602 BG073874 RIKEN cDNA 4930402H24 gene4930402H24Rik0.990451 0.90089 0.902619 0.892788 0.842742 0.935148 0.83832 0.900223 -2.4299 -0.04684 -0.09487 0.145927 0.843104 -1.09083 0.869706 -0.03112
14911 12192 BG073881 zinc finger protein 36, C3H type-like 1Zfp36l1 2.215013 1.217801 0.897884 1.280687 0.903257 0.991887 1.175658 0.798136 1 0.843104 -0.31748 0.969236 -0.69953 -2.44673 0.582575 0.934244
14915 BG073885 0.984466 1.098748 0.955318 0.94361 0.916 0.899696 0.885567 0.987463 -2.34703 0.015152 -1.56492 -1.13265 -0.1609 0.276912 0.557549 -2.38734
14917 11720 BG073887 methionine adenosyltransferase I, alphaMat1a 0.998094 0.99962 1.000297 0.999996 0.999395 0.954796 1.000558 0.972403 -2.458 -2.46418 -2.46418 -2.46436 -2.46365 -0.04684 -2.46365 -1.21627



14920 BG073890 1.003484 0.945577 0.965105 0.910669 0.924834 0.976545 0.966295 1.029362 -2.45007 -0.31748 -1.34107 0.744508 0.455617 -1.90261 -1.40293 -1.66313
14922 BG073892 0.996461 1.026948 0.884996 0.996658 0.976156 1.00807 0.955695 1.032332 -2.44305 -1.48455 0.99338 -2.44673 -1.62418 -2.35574 -0.33552 -1.15357
14924 70231 BG073894 golgi reassembly stacking protein 2Gorasp2 0.972637 0.918821 0.940358 1.068902 0.895704 0.930678 1.017845 0.905783 -1.7016 0.621774 -0.06271 0.131998 0.909097 0.301305 -2.13924 0.824183
14927 BG073897 expressed sequence C79097C79097 0.955785 1.047062 0.972418 0.912807 0.848351 0.743506 0.827164 0.9687 -0.52248 -0.4842 -1.52491 0.853587 0.999625 1 0.999966 -1.2996
14933 74006 BG073900 dynamin 1-like Dnm1l 0.989474 0.979644 0.947929 1.018425 0.962077 0.996561 1.065217 1.009835 -2.19331 -1.54496 0.54895 -1.7016 -0.17776 -2.43463 0.789826 -2.23104
14936 97961 BG073903 expressed sequence C78541C78541 1.064771 1.008671 1.108146 1.142641 1.158996 1.184371 1.198861 1.207523 -0.29955 -2.40118 0.727688 0.946408 0.976589 0.994299 0.997502 0.998489
14942 69596 BG073908 RIKEN cDNA 2310035K24 gene2310035K24Rik0.965703 0.883586 0.865566 0.93662 0.864691 0.88736 0.970285 0.899962 -0.33552 0.999843 0.999991 0.860232 0.999992 0.999722 -0.69953 0.998285
14944 66625 BG073910 RIKEN cDNA 5730406M06 gene5730406M06Rik 0.96988 0.97042 0.83915 0.808174 0.905523 0.836507 0.93608 0.829168 -1.64372 -1.66313 0.998338 0.999912 0.765573 0.998669 -0.01555 0.999323
14946 101966 BG073912 expressed sequence AA589584AA589584 1.018642 1.032772 1.015147 1.033314 0.999326 1.031093 1.035815 1.06082 -2.13924 -1.56492 -2.24306 -1.52491 -2.46365 -1.64372 -1.42344 -0.28176
14948 68705 BG073914 general transcription factor IIF, polypeptide 2Gtf2f2 1.040408 1.015355 1.039674 1.034481 0.973551 0.948766 0.969917 1.095961 -1.34107 -2.26624 -1.36174 -1.58478 -1.88517 -0.73981 -1.73953 0.54895
14950 260302 BG073916 golgi associated, gamma adaptin ear containing, ARF binding protein 3Gga3 0.991793 1.12162 1.05861 0.957222 1.001579 0.869755 0.934449 1.158983 -2.41943 0.703837 -0.84168 -1.38236 -2.46277 0.902194 -0.42758 0.934244
14956 16832 BG073920 lactate dehydrogenase 2, B chainLdh2 0.992349 1.050975 1.036063 0.87605 0.847609 1.114999 1.052124 1.153411 -2.45307 -2.34703 -2.34703 -1.60453 -1.27881 -2.05062 -2.24306 -1.54496
14958 268420 BG073922 expressed sequence AW050020AW050020 0.983636 1.061733 1.00356 0.906978 0.923261 1.030153 1.084955 1.041133 -2.32867 -1.02816 -2.458 0.145927 -0.35369 -1.98692 -0.29955 -1.72063
14961 84092 BG073925 ubiquitin specific protease 8Usp8 1.018916 0.993 0.961516 0.91019 0.901228 0.904699 0.927019 1.049305 -1.81365 -2.36412 -0.40893 0.970057 0.988444 0.983251 0.856943 0.089306
14963 77038 BG073927 zinc finger protein 289 Zfp289 1.043952 1.005487 1.031603 1.013663 1.003899 0.903468 0.99157 0.901721 -1.52491 -2.44673 -1.93693 -2.35574 -2.45571 0.382015 -2.41943 0.414416
14969 99730 BG073933 TAF13 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf13 1.019748 1.039593 1.096209 1.182256 1.066849 1.214771 1.194276 1.106432 -2.05062 -1.11174 0.760449 0.998828 0.117918 0.999884 0.999496 0.860232
14972 114601 BG073936 tangerin LOC114601 0.96844 0.996572 0.992193 0.963172 0.96781 0.956197 0.984759 1.129399 -1.66313 -2.45307 -2.4076 -1.42344 -1.64372 -1.09083 -2.26624 0.899792
14979 BG073941 ESTs, Highly sim1.050729 1.082814 0.917681 0.908042 0.891548 0.804667 1.000648 0.971502 -0.2641 0.72188 0.811911 0.909097 0.976589 0.999998 -2.46365 -1.44388
14990 75665 BG073949 RIKEN cDNA 2210403N09 gene2210403N09Rik0.944739 1.002124 0.958904 0.787231 1.009952 0.893902 0.9756 0.806164 -0.61994 -2.45994 -1.27881 0.999937 -2.38734 0.794412 -2.00317 0.999649
14994 BG073952 DNA segment, Chr 12, ERATO Doi 777, expressedD12Ertd777e 1.013681 0.969809 0.885402 0.940458 0.892212 0.828111 0.808788 0.829976 -2.25479 -1.54496 0.960851 -0.01555 0.93589 0.999787 0.999973 0.99974
14997 54380 BG073955 Swi/SNF related matrix associated, actin dependent regulator of chromatin, subfamily a-like 1Smarcal1 0.99579 1.145578 0.996842 0.92469 0.857873 0.933458 0.88814 0.960175 -2.458 0.531359 -2.45994 -0.76005 0.72188 -1.04903 0.25192 -1.88517
14998 244810 BG073956 expressed sequence AW551984AW551984 0.999926 1.012052 0.992166 1.023877 0.964661 0.971004 0.965574 0.968929 -2.46436 -2.24306 -2.36412 -1.68243 -0.92417 -1.34107 -0.98647 -1.21627
15003 20533 BG073961 solute carrier family 4 (anion exchanger), member 1Slc4a1 0.917887 1.03483 1.012726 1.040664 0.886394 0.973504 0.916169 1.035611 -1.13265 -2.20616 -2.4299 -2.1668 -0.4842 -2.33801 -1.21627 -2.19331
15010 67896 BG073968 RIKEN cDNA 2610001E17 gene2610001E17Rik 1.04407 1.021018 1.039547 0.979729 0.849207 0.931524 0.883244 1.044945 -1.27881 -2.13924 -1.48455 -2.15315 0.984171 -0.14418 0.866612 -1.25799
15011 BG073969 0.982486 0.924911 0.974143 1.016716 0.960871 0.98714 0.997479 1.076936 -1.40293 0.993763 -0.56118 -1.50477 0.435299 -1.84975 -2.43901 0.989093
15016 BG073974 1.005155 1.055555 1.109563 1.11543 1.057216 1.086909 1.147365 1.09431 -2.41943 0.131998 0.970858 0.981257 0.200131 0.853587 0.998669 0.9113
15017 53893 BG073975 nudix (nucleoside diphosphate linked moiety X)-type motif 5Nudt5 0.982105 1.000861 1.077324 1.160295 1.082412 1.097731 1.082021 1.087363 -1.88517 -2.46277 0.72188 0.999863 0.872736 0.960851 0.869706 0.9113
15023 59026 BG073979 RIKEN cDNA 5430439H10 gene5430439H10Rik1.068476 1.133617 1.027009 1.078566 0.86792 0.978585 1.201655 1.108605 -0.90348 0.566019 -2.13924 -0.54178 0.264491 -2.35574 0.894829 0.159704
15025 BG073980 0.993264 1.041151 1.047485 0.952406 0.926801 0.973246 0.973349 0.984791 -2.43901 -1.68243 -1.36174 -1.38236 -0.40893 -2.08112 -2.08112 -2.33801
15030 69089 BG073984 oxidase assembly 1-like Oxa1l
15033 102327 BG073986 expressed sequence AW539964AW539964 0.934863 0.950473 0.994316 1.006072 0.823753 0.978049 0.939932 0.95811 -0.31748 -0.98647 -2.4299 -2.43901 0.997083 -2.11067 -0.52248 -1.34107
15034 20399 BG073987 SH2-B PH domain containing signaling mediator 1Sh2bpsm1 0.940156 0.997039 0.980184 0.941136 0.889354 0.866345 1.018017 1.032529 0.382015 -2.45007 -1.86755 0.348308 0.988773 0.999034 -1.98692 -1.15357
15039 83456 BG073992 Moloney leukemia virus 10-like 1Mov10l1 1.114901 0.794118 1.123491 1.077829 1.103013 1.21489 0.707792 0.657618 -1.50477 0.173331 -1.38236 -1.97046 -1.66313 -0.22916 0.846668 0.9598
15047 74137 BG074000 RIKEN cDNA 1200013B22 gene1200013B22Rik1.064246 0.930865 0.977436 0.971758 1.078192 0.980114 0.95089 1.045677 0.35969 0.621774 -1.73953 -1.40293 0.697611 -1.88517 -0.12761 -0.42758
15050 268656 BG074002 serine palmitoyltransferase, long chain base subunit 1Sptlc1 1.016274 1.019545 1.072219 1.043757 1.008539 0.990722 1.171899 1.164817 -2.03502 -1.84975 0.684837 -0.35369 -2.33801 -2.30907 0.999909 0.999826
15051 12503 BG074003 CD3 antigen, zeta polypeptideCd3z 1.033178 1.012173 1.0202 1.04404 1.035485 1.1374 1.081514 1.086584 -0.42758 -2.06598 -1.46425 0.25192 -0.2641 0.999952 0.970057 0.98228
15054 BG074006 0.933053 1.062174 1.070704 1.036472 0.894252 1.11113 1.032792 1.015986 -1.0073 -1.40293 -1.02816 -1.98692 0.159704 0.015152 -2.06598 -2.36412
15055 17977 BG074007 nuclear receptor coactivator 1Ncoa1 1.068594 0.976885 0.993595 1.046333 0.970118 1.013571 1.057532 1.046273 0.943575 -1.0073 -2.31903 0.531359 -0.3904 -1.88517 0.824183 0.531359
15056 18771 BG074008 Pbx/knotted 1 homeobox Pknox1 1.007633 1.007912 1.095238 1.076189 1.090846 1.118592 1.126446 1.112474 -2.36412 -2.35574 0.930837 0.749918 0.904545 0.988773 0.994125 0.981775
15059 56088 BG074011 Down syndrome critical region homolog 2 (human)Dscr2 0.964456 1.089436 0.902696 0.990488 0.95554 0.922339 1.026918 0.983478 -1.91986 -0.14418 0.089306 -2.42484 -1.64372 -0.50329 -1.48455 -2.12508
15060 74142 BG074012 protease, serine, 15 Prss15 1.014951 0.991015 0.988278 1.020291 1.00608 0.947597 0.954201 1.009163 -1.83178 -2.21874 -2.05062 -1.40293 -2.34703 0.71597 0.494579 -2.21874
15062 BG074014 1.003786 1.051971 0.916373 0.997795 0.981666 1.023655 1.040233 0.933642 -2.44673 -0.29955 0.794412 -2.458 -2.03502 -1.79535 -0.90348 0.414416
15063 BG074015 0.992905 1.111156 1.031786 1.067261 1.090623 1.238516 1.224653 1.296596 -2.4076 0.899792 -1.48455 0.145927 0.703837 0.999983 0.999952 1
15066 28113 BG074017 Terf1 (TRF1)-interacting nuclear factor 2Tinf2 0.977503 0.996902 0.997775 1.007547 0.981815 0.926175 1.018015 1.075418 -1.50477 -2.44305 -2.45307 -2.34703 -1.81365 0.88965 -1.83178 0.846668
15078 BG074028 0.982443 0.985582 0.967369 1.057891 1.077529 1.073373 1.126472 1.166713 -2.06598 -2.19331 -1.25799 -0.01555 0.582575 0.485045 0.977848 0.998828
15080 BG074030 1.009413 0.915043 0.988861 0.975701 0.943462 1.004763 1.001486 1.115983 -2.41943 -0.14418 -2.40118 -2.18018 -1.15357 -2.45307 -2.46365 0.348308
15081 66590 BG074031 RIKEN cDNA 0610012A19 gene0610012A19Rik1.010589 1.049444 1.078187 1.10763 1.086016 0.954181 1.016833 1.024138 -2.37993 -1.06992 -0.01555 0.621774 0.200131 -1.13265 -2.25479 -2.05062
15100 218397 BG074050 RAS p21 protein activator 1 Rasa1 0.998275 1.009923 1.021244 1.123188 1.069329 1.069467 1.032705 1.081291 -2.458 -2.26624 -1.66313 0.9967 0.727688 0.727688 -0.88283 0.881459
15103 67222 BG074052 RIKEN cDNA 2810036K01 gene2810036K01Rik 0.95651 0.956723 0.985665 0.891695 0.936522 0.921255 0.937883 0.946619 0.445528 0.435299 -1.83178 0.999876 0.925428 0.989093 0.9113 0.775544
15106 98280 BG074054 expressed sequence AI197444AI197444 1.074848 1.133537 0.970848 0.999245 0.930552 1.022376 0.905954 0.932786 -1.02816 0.289184 -2.1668 -2.46418 -1.02816 -2.28825 -0.28176 -1.11174
15113 213673 BG074060 RIKEN cDNA 9530068E07 gene9530068E07Rik0.985387 0.966847 0.896028 0.950834 0.863838 0.85176 0.828899 0.907806 -2.12508 -1.04903 0.978453 -0.07872 0.999254 0.99982 0.999989 0.939071
15116 108062 BG074063 cleavage stimulation factor, 3' pre-RNA subunit 2Cstf2 0.959166 1.017732 1.01179 0.995361 0.968315 1.015786 0.895335 1.052099 -1.13265 -2.18018 -2.32867 -2.44305 -1.58478 -2.23104 0.863455 -0.67951
15124 68904 BG074070 RIKEN cDNA 1110065L07 gene1110065L07Rik 0.955668 1.009454 1.041719 0.992805 0.99196 0.928087 0.997752 1.052427 -0.88283 -2.37219 -1.11174 -2.41368 -2.39443 0.301305 -2.45994 -0.61994
15127 BG074073 0.965366 1.02732 1.007472 0.992232 0.939787 0.983751 0.991163 1.05548 -1.7016 -1.98692 -2.42484 -2.41943 -0.60026 -2.27739 -2.4076 -0.92417
15142 14339 BG074085 fused toes Fts 0.937748 0.968636 0.935526 0.960634 0.904078 1.010536 0.921859 1.04682 -1.06992 -2.05062 -0.98647 -1.83178 0.015152 -2.41368 -0.65957 -1.66313
15145 94093 BG074088 tripartite motif protein 33 Trim33 0.990378 1.074922 1.084459 1.037779 0.925263 0.90263 1.066964 0.995727 -2.35574 0.370926 0.590662 -1.19538 0.513238 0.872736 0.131998 -2.44305
15149 12235 BG074092 budding uninhibited by benzimidazoles 1 homolog (S. cerevisiae)Bub1 0.947711 0.940075 0.889647 0.898111 0.848029 0.990471 0.803875 1.072318 -1.97046 -1.83178 -0.67951 -0.88283 0.159704 -2.44673 0.697611 -1.66313
15153 106068 BG074095 RIKEN cDNA 9330175B01 gene9330175B01Rik0.984304 0.981821 1.001361 0.878722 1.006558 0.918711 0.94886 0.99587 -2.06598 -1.93693 -2.46153 0.996991 -2.39443 0.866612 0.060093 -2.45994
15157 18150 BG074098 nucleoplasmin 3 Npm3 0.975482 1.08648 1.094529 1.068346 1.118796 1.020438 1.037569 1.024133 -1.81365 0.629248 0.749918 0.186807 0.934244 -2.01921 -1.19538 -1.84975
15175 51798 BG074113 enoyl coenzyme A hydratase 1, peroxisomalEch1 1.062963 1.145263 1.184295 1.05237 1.107102 1.195621 1.247992 1.151007 -0.09487 0.981775 0.998489 -0.54178 0.839467 0.999301 0.999981 0.987034
15177 BG074115 0.985324 1.033642 1.133077 1.279668 1.038902 1.019084 0.887634 0.891575 -2.32867 -1.84975 0.755231 0.999599 -1.66313 -2.25479 0.691278 0.636602
15181 66685 BG074119 RIKEN cDNA 3230401O13 gene3230401O13Rik1.047553 1.123079 1.116416 1.037542 0.982262 0.997761 1.069352 1.079695 -0.67951 0.950414 0.925428 -1.19538 -2.11067 -2.458 0.226327 0.503976
15183 83602 BG074121 general transcription factor II A, 1Gtf2a1 1.015554 0.825263 0.898637 0.938375 0.937004 0.980612 0.8761 0.927402 -2.28825 0.996597 0.671623 -0.46521 -0.40893 -2.19331 0.897337 -0.04684
15187 69247 BG074125 RIKEN cDNA 2810410A03 gene2810410A03Rik1.002863 0.94413 1.063423 1.023811 0.937241 1.002984 1.001611 1.118184 -2.458 -0.65957 -0.50329 -2.06598 -0.37199 -2.458 -2.46277 0.755231
15189 66854 BG074126 tripartite motif-containing 35Trim35 0.983854 1.050322 0.927763 0.968042 0.852456 1.038244 0.881151 1.079311 -2.36412 -1.66313 -0.88283 -2.08112 0.760449 -1.97046 0.370926 -0.84168
15194 71952 BG074130 RIKEN cDNA 2410016O06 gene2410016O06Rik1.017238 1.153003 1.070478 1.050011 1.015243 1.070759 1.035637 1.140734 -2.20616 0.973144 -0.04684 -0.86223 -2.26624 -0.03112 -1.50477 0.94911
15201 116733 BG074137 vacuolar protein sorting 4a (yeast)Vps4a 0.97108 1.088682 1.113759 1.053656 1.012517 0.985506 1.02725 1.034608 -1.36174 0.835758 0.970057 -0.04684 -2.23104 -2.15315 -1.50477 -1.06992
15202 13200 BG074138 dolichyl-di-phosphooligosaccharide-protein glycotransferaseDdost 1.003013 1.023169 1.098978 1.25482 0.93295 1.066424 0.976104 0.989643 -2.458 -2.13924 0.301305 0.999002 -0.42758 -0.61994 -2.11067 -2.39443
15203 81906 BG074139 cytochrome P450, family 4, subfamily x, polypeptide 1Cyp4x1 0.997792 1.041453 1.000429 1.043588 1.03219 0.997766 1.001031 1.02653 -2.45307 -0.22916 -2.46365 -0.09487 -0.82118 -2.45307 -2.46153 -1.23714
15205 240613 BG074140 RIKEN cDNA 9930021J03 gene9930021J03Rik 1.028491 0.956364 1.063985 1.209303 1.022143 1.070626 1.052637 1.008581 -1.44388 -0.44634 0.336779 0.999986 -1.79535 0.531359 -0.09487 -2.35574
15206 51789 BG074141 tyrosine kinase, non-receptor, 2Tnk2 0.999769 1.045089 0.97296 0.98404 0.906154 0.984782 1.008671 0.928822 -2.46436 -1.2996 -1.95379 -2.27739 0.531359 -2.29881 -2.4076 -0.11117
15209 53945 BG074144 solute carrier family 40 (iron-regulated transporter), member 1Slc40a1 0.918149 0.837651 0.857413 0.783371 0.809981 0.732872 0.739098 1.131532 -0.12761 0.961877 0.892267 0.998828 0.992763 0.999977 0.999961 0.650957
15212 83946 BG074157 pleckstrin homology domain interacting proteinPhip 1.01851 1.053724 0.920619 0.952841 0.965954 0.932256 0.929399 1.030027 -2.21874 -0.90348 0.060093 -1.06992 -1.66313 -0.19476 -0.09487 -1.84975
15215 52702 BG074160 DNA segment, Chr 11, ERATO Doi 712, expressedD11Ertd712e 0.955165 0.891805 1.027942 0.96889 0.982161 0.926415 0.876576 1.051783 -0.21189 0.990841 -1.36174 -1.09083 -1.93693 0.789826 0.99823 0.030281
15216 71929 BG074161 RIKEN cDNA 2310075C12 gene2310075C12Rik0.980644 1.010983 0.962495 0.94827 0.917629 1.00393 0.886798 1.146077 -2.37219 -2.43463 -2.12508 -1.83178 -1.04903 -2.45994 -0.24656 0.060093
15219 67471 BG074163 RIKEN cDNA 1300003A17 gene1300003A17Rik
15222 19346 BG074166 RAB6, member RAS oncogene familyRab6 1.005796 1.083918 1.04819 0.979912 1.060972 0.971229 0.925582 1.11136 -2.4299 0.424929 -0.84168 -2.08112 -0.29955 -1.72063 0.336779 0.828117
15234 13494 BG074154 developmentally regulated GTP binding protein 1Drg1 0.964264 1.016318 1.084888 1.131327 1.066029 0.990687 1.0016 1.119754 -0.71963 -2.00317 0.878611 0.997172 0.582575 -2.30907 -2.45994 0.992322
15237 BG074168 1.000133 1.053541 1.097527 1.024409 1.045945 1.015729 1.036884 1.187647 -2.46436 -0.9449 0.424929 -2.06598 -1.25799 -2.28825 -1.62418 0.988105
15238 76491 BG074169 RIKEN cDNA 1810013B01 gene1810013B01Rik1.219183 1.071333 1.057105 0.92925 0.907361 0.803752 0.960294 0.916479 0.937499 -1.04903 -1.46425 -0.92417 -0.24656 0.97164 -1.88517 -0.50329
15250 71779 BG074181 RIKEN cDNA 1300017E09 gene1300017E09Rik1.004002 1.0305 0.989191 1.027512 0.944721 0.946938 0.914127 0.963703 -2.43901 -1.27881 -2.27739 -1.46425 0.200131 0.103687 0.897337 -0.84168
15251 69484 BG074182 RIKEN cDNA 2310007D03 gene2310007D03Rik1.002583 1.000696 0.890504 1.000013 0.999872 1.018552 0.998673 0.999744 -2.458 -2.46365 0.843104 -2.46436 -2.46436 -2.19331 -2.46277 -2.46418
15254 23970 BG074185 protein kinase C and casein kinase substrate in neurons 2Pacsin2 0.924345 0.995752 1.035649 1.154108 1.004463 0.992053 1.066535 1.157128 0.629248 -2.43901 -1.19538 0.996034 -2.43901 -2.37993 0.239199 0.9968
15268 BG074196 1.009031 1.042839 0.974534 1.043288 1.012809 1.079455 1.015528 1.087968 -2.32867 -0.44634 -1.48455 -0.42758 -2.19331 0.785154 -2.08112 0.878611
15273 BG074199 1.004839 1.018397 0.903273 0.924537 0.994109 0.987763 0.920877 1.094612 -2.4299 -2.03502 0.927272 0.678286 -2.41368 -2.25479 0.744508 0.678286
15284 28062 BG074208 DNA segment, Chr 18, Wayne State University 98, expressedD18Wsu98e 1.250299 2.106845 1.848952 1.879498 1.820228 1.455849 1.36487 1.394542 0.997502 1 1 1 1 1 0.999988 0.999997
15285 BG074209 1.037936 0.96269 1.013834 1.133196 1.150979 1.232513 1.169571 1.154052 -0.90348 -0.84168 -2.19331 0.992322 0.998054 0.999998 0.999572 0.984171
15292 66690 BG074214 RIKEN cDNA 4432406C05 gene4432406C05Rik1.001622 0.973708 0.935562 0.910659 0.957085 0.877323 0.944063 0.985472 -2.46153 -1.79535 0.060093 0.72188 -0.9449 0.969236 -0.29955 -2.24306
15295 BG074216 1.037495 1.004743 1.017531 0.943001 1.031516 0.943831 0.964691 1.067151 -1.40293 -2.44305 -2.19331 -0.37199 -1.66313 -0.40893 -1.44388 -0.12761
15297 269003 BG074218 RIKEN cDNA 2610304F09 gene2610304F09Rik0.980818 1.016485 1.04255 1.000959 1.038606 1.028148 0.969927 1.041051 -1.79535 -1.97046 -0.31748 -2.46277 -0.56118 -1.23714 -1.04903 -0.40893
15299 12874 BG074220 carboxypeptidase D Cpd 0.948019 1.052127 0.980827 0.945139 0.998981 0.970564 0.927468 1.239576 -0.19476 -0.31748 -2.00317 -0.06271 -2.46277 -1.48455 0.557549 0.999994
15320 217337 BG074237 RIKEN cDNA 2610024I03 gene2610024I03Rik 1.010603 0.963267 1.14385 1.13748 1.116527 0.875316 1.035725 0.999894 -2.33801 -1.21627 0.98228 0.973144 0.9113 0.980179 -1.34107 -2.46436
15327 68964 BG074242 RIKEN cDNA 1500010J02 gene1500010J02Rik 0.980907 1.040529 0.996791 0.966616 0.97667 1.001075 0.923892 1.151595 -2.37993 -2.12508 -2.46153 -2.21874 -2.33801 -2.46418 -1.32036 0.015152
15339 55951 BG074251 brain protein 44-like Brp44l 1.690058 1.347597 1.191915 1.009095 0.923612 0.893411 0.989526 1.065129 0.994467 0.636602 -0.54178 -2.45571 -1.93693 -1.48455 -2.45307 -2.11067
15340 67838 BG074252 DnaJ (Hsp40) homolog, subfamily B, member 11Dnajb11 1.119002 0.970097 1.024804 1.076452 0.968015 0.910479 0.861524 0.838821 0.325103 -2.06598 -2.19331 -0.69953 -2.00317 -0.11117 0.789826 0.923542
15345 BG074257 0.995162 1.046542 1.035939 0.822933 0.92109 0.731599 0.700346 0.76577 -2.45307 -1.66313 -1.95379 0.960851 -0.46521 0.999876 0.999989 0.998626
15369 BG074271 1.058853 0.985819 1.051515 0.906377 1.008585 0.973297 0.964949 1.066048 -0.19476 -2.24306 -0.52248 0.831975 -2.37993 -1.72063 -1.27881 0.074774
15376 21411 BG074276 transcription factor 20 Tcf20 1.015311 1.000048 0.944183 0.966096 1.036412 0.897592 0.979559 1.02658 -2.11067 -2.46436 0.226327 -0.98647 -0.92417 0.975263 -1.83178 -1.52491
15377 66542 BG074277 1.10208 1.082847 0.931273 1.151452 1.056584 1.09601 1.15072 1.088428 -0.00013 -0.4842 -0.76005 0.733394 -1.2996 -0.14418 0.727688 -0.33552
15383 BG074283 1.013736 1.112729 0.973328 1.060291 1.046302 0.943545 0.967763 1.104041 -2.20616 0.951688 -1.56492 0.117918 -0.52248 0.089306 -1.23714 0.915562
15392 19349 BG074292 RAB7, member RAS oncogene familyRab7 0.97127 1.009387 0.988834 0.986276 0.970868 0.910314 0.870647 1.009889 -1.50477 -2.34703 -2.29881 -2.21874 -1.48455 0.856943 0.99479 -2.33801
15393 225608 BG074293 RIKEN cDNA D430044G18 geneD430044G18Rik1.055868 1.055007 1.173113 1.082292 1.147043 0.974393 1.012401 1.103232 -0.22916 -0.2641 0.998581 0.598625 0.991363 -1.72063 -2.27739 0.863455
15394 76899 BG074294 golgi autoantigen, golgin subfamily a, 1Golga1 1.01582 1.036539 1.062941 1.067955 0.940772 0.876863 0.888191 0.959323 -2.19331 -1.27881 -0.06271 0.117918 -0.06271 0.977848 0.947775 -0.98647
15398 19663 BG074298 RNA binding protein gene with multiple splicingRbpms 1.030717 0.99484 0.937203 0.879489 1.013113 0.880568 0.977664 0.962931 -1.2996 -2.42484 0.455617 0.995095 -2.20616 0.994631 -1.75829 -0.82118
15399 246154 BG074299 Slit-like 2 (Drosophila) Slitl2 1.010621 1.08107 1.102331 1.059316 1.110765 1.110168 1.01512 1.15599 -2.24306 0.88965 0.980725 0.503976 0.991106 0.99057 -2.01921 0.999892
15400 72900 BG074300 NADH dehydrogenase (ubiquinone) flavoprotein 2Ndufv2 1.040956 1.06011 0.998116 1.027637 1.140465 1.097262 0.895852 0.875902 -1.11174 -0.22916 -2.45994 -1.75829 0.973144 0.727688 0.894829 0.975263
15426 67281 BG074319 ribosomal protein L37 Rpl37 1.031856 1.088092 1.242026 1.229861 1.363621 1.364814 1.387809 1.487091 -1.68243 0.435299 0.999858 0.999703 1 1 1 1
15427 214137 BG074320 RIKEN cDNA B130017I01 geneB130017I01Rik 1.057823 1.036174 0.810039 0.926293 0.958823 0.926809 0.77972 0.940907 -0.2641 -1.2996 0.999961 0.445528 -0.96567 0.435299 0.999999 -0.06271
15428 235626 BG074321 cDNA sequence BC031601BC031601 0.956585 1.031228 0.974319 1.007228 1.038094 1.002229 0.976839 1.099053 -1.19538 -1.77689 -1.95379 -2.42484 -1.50477 -2.45994 -2.05062 0.54022
15430 BG074323 1.027511 1.032307 0.942365 0.932108 0.945604 1.011188 0.906369 1.094114 -1.64372 -1.40293 0.030281 0.40376 -0.12761 -2.30907 0.875704 0.794412
15433 170719 BG074326 oxidation resistance 1 Oxr1 1.060662 1.013796 1.09806 0.97396 1.121543 1.048192 1.015971 1.250955 -0.78036 -2.33801 0.325103 -2.03502 0.691278 -1.25799 -2.29881 0.999064
15444 BG074332 1.050082 1.227516 1.205844 1.146401 1.171037 1.258908 1.245038 1.264058 -0.61994 0.999933 0.999703 0.984171 0.9968 0.999993 0.999981 0.999995
15449 11883 BG074336 arylsulfatase A Arsa 0.983641 1.004389 0.966399 0.874957 0.881333 0.870534 0.828376 0.988826 -2.21874 -2.44673 -1.54496 0.954146 0.929075 0.965738 0.99879 -2.34703
15450 BG074337 expressed sequence AI325984AI325984 1.059091 1.099203 1.151497 1.056004 1.00691 0.935945 0.917437 1.058046 0.703837 0.992975 0.999982 0.629248 -2.33801 0.863455 0.981775 0.678286
15451 22335 BG074338 voltage-dependent anion channel 3Vdac3 1.019895 1.034766 1.141186 1.045669 1.165502 1.07199 0.936429 0.987277 -2.06598 -1.38236 0.977848 -0.84168 0.995241 0.226327 0.103687 -2.28825
15455 223455 BG074342 RIKEN cDNA F830029L24 geneF830029L24Rik1.039712 1.118315 0.984611 0.971476 1.068426 0.954951 1.233062 1.081273 -0.60026 -0.21189 -1.56492 -2.46365 -0.54178 -1.56492 0.475374 -1.2996
15473 12874 BG074355 carboxypeptidase D Cpd 0.912413 1.284977 1.156471 1.132249 1.044815 0.98178 0.918178 0.972963 -0.24656 0.996153 0.709956 0.445528 -1.73953 -2.31903 -0.42758 -2.15315
15479 252837 BG074360 chemokine (C-C) receptor-like 1Ccrl1 1.084921 1.080348 1.060765 1.048876 1.066922 0.984741 1.060427 1.203953 -0.21189 -0.33552 -0.98647 -1.40293 -0.78036 -2.33801 -1.0073 0.969236
15482 BG074363 1.00598 1.013663 1.053662 0.970456 0.925325 0.975977 0.838225 1.104892 -2.458 -2.42484 -1.93693 -2.28825 -1.42344 -2.34703 0.25192 -0.92417
15501 20350 BG074382 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3 FSema3f 0.99976 1.029445 1.175508 1.15829 0.993083 1.102497 0.986767 1.030724 -2.46418 -1.77689 0.992763 0.981257 -2.41943 0.691278 -2.29881 -1.72063
15507 BG074386 0.946156 0.900243 0.885503 0.931537 0.844136 0.898831 1.078812 1.206062 -0.29955 0.881459 0.958723 0.289184 0.998828 0.892267 0.435299 0.999731
15509 BG074387 0.987146 0.967378 0.878628 0.883602 0.883266 0.926629 0.861682 0.925276 -2.25479 -1.32036 0.985464 0.977848 0.978453 0.54895 0.996897 0.582575
15513 232784 BG074391 Zinc finger protein 212 Zfp212 0.98124 0.940129 1.010754 1.052487 1.059696 1.116282 1.160729 1.134594 -2.00317 0.226327 -2.30907 -0.22916 0.074774 0.942109 0.99839 0.988773
15517 109241 BG074395 RIKEN cDNA 9430004D19 gene9430004D19Rik0.876602 0.881925 0.845958 0.963956 0.839794 0.93213 1.013319 1.102866 0.884247 0.846668 0.98228 -1.62418 0.988444 -0.2641 -2.33801 0.503976
15526 17283 BG074402 multiple endocrine neoplasia 1Men1 0.959523 0.925106 0.958961 0.967247 0.831011 0.815732 0.944262 0.911764 -0.92417 0.54895 -0.88283 -1.36174 0.99982 0.999965 -0.12761 0.794412
15528 70552 BG074404 RIKEN cDNA 5730427C23 gene5730427C23Rik1.064826 1.067759 1.030865 1.113521 1.089465 1.108583 1.223226 1.250943 0.325103 0.414416 -1.34107 0.961877 0.820171 0.946408 0.999994 0.999999
15532 13206 BG074408 DEAD (Asp-Glu-Ala-Asp) box polypeptide 4Ddx4 0.952734 0.896577 0.942332 0.952838 0.823385 0.84734 0.933858 1.017526 -1.04903 0.733394 -0.58067 -1.04903 0.997863 0.987034 -0.22916 -2.23104
15544 102426 BG074417 expressed sequence AA690169AA690169 0.957204 0.845814 0.899889 0.842409 0.781593 0.826713 0.987938 1.010055 -0.76005 0.999278 0.913454 0.999479 0.999999 0.999902 -2.28825 -2.33801
15548 BG074420 1.108369 0.743884 1.012545 0.999482 1.065127 1.124882 0.690053 0.640194 -1.58478 0.650957 -2.45007 -2.46436 -2.11067 -1.38236 0.899792 0.975934
15551 67337 BG074423 cleavage stimulation factor, 3' pre-RNA, subunit 1Cstf1 0.90745 0.987273 1.091849 0.992079 0.954913 0.929939 0.908379 0.992316 0.984614 -2.12508 0.961877 -2.32867 0.074774 0.853587 0.982772 -2.33801
15559 66609 BG074427 crystallin, zeta (quinone reductase)-like 1Cryzl1 0.949275 0.960283 0.969382 0.880607 0.889488 0.864555 0.915695 0.947635 -0.60026 -1.17448 -1.62418 0.951688 0.9113 0.985045 0.590662 -0.52248
15560 11479 BG074428 activin A receptor, type 1B Acvr1b 0.981795 0.986662 0.921643 0.881345 0.806424 0.918431 0.859999 0.979326 -2.38734 -2.42484 -1.21627 -0.21189 0.816081 -1.13265 0.213305 -2.36412
15564 29861 BG074431 neuronal d4 domain family memberNeud4 1.010232 0.882718 0.920788 0.869144 0.90432 0.985197 0.944485 1.066612 -2.39443 0.820171 0.015152 0.894829 0.54895 -2.31903 -0.88283 -0.58067
15565 230316 BG074432 EGF-like-domain, multiple 5Egfl5 1.053925 0.772509 0.788896 0.741759 0.744439 0.8228 0.854947 0.72876 -0.96567 0.999943 0.999765 0.999997 0.999996 0.996382 0.966645 0.999999
15566 57808 BG074433 ribosomal protein L35a Rpl35a 1.038334 0.942554 0.988033 1.067019 1.001318 1.12761 1.220155 1.142098 -1.40293 -0.40893 -2.33801 -0.17776 -2.46277 0.897337 0.999406 0.94911
15570 73744 BG074435 mannosidase, alpha, class 2C, member 1Man2c1 0.943697 0.973872 0.935128 0.905458 0.934518 0.922154 0.872547 0.95882 0.522365 -1.25799 0.749918 0.985045 0.760449 0.919641 0.999731 -0.19476
15574 56395 BG074439 expressed sequence C78915C78915 0.991822 0.959779 1.000565 1.061534 0.866253 0.8459 0.914361 0.994935 -2.37219 -0.82118 -2.46365 0.103687 0.9967 0.999586 0.816081 -2.4299
15577 76707 BG074442 CLIP associating protein 1 Clasp1 0.976152 0.990144 1.035887 0.919497 0.854152 0.917631 0.915053 0.967682 -1.93693 -2.37219 -1.42344 0.503976 0.99338 0.54895 0.598625 -1.54496
15584 BG074448 0.978268 1.005188 1.041731 1.102204 1.069596 1.05068 1.089433 1.004851 -2.01921 -2.43901 -1.17448 0.72188 -0.00013 -0.76005 0.522365 -2.44305
15586 109108 BG074449 solute carrier family 30 (zinc transporter), member 9Slc30a9 0.946198 0.976476 1.022301 1.016169 0.911093 0.999598 0.967982 1.125263 -1.0073 -2.12508 -2.1668 -2.30907 0.239199 -2.46418 -1.86755 0.684837
15594 14430 BG074457 galactose-1-phosphate uridyl transferaseGalt 0.993239 0.879892 1.009462 1.103376 0.995899 1.139535 1.328512 1.18319 -2.4299 0.88965 -2.39443 0.57436 -2.45007 0.904545 0.999996 0.988444
15597 109284 BG074460 RIKEN cDNA C030046I01 geneC030046I01Rik 0.951849 0.965624 0.978891 0.921261 0.857879 0.933326 1.020019 1.048481 -0.28176 -1.09083 -1.86755 0.760449 0.999123 0.485045 -1.93693 -0.3904
15601 BG074464 1.265895 2.334612 1.392661 1.192559 1.110523 1.140568 1.143365 1.230826 0.998173 1 0.999994 0.960851 0.348308 0.739001 0.765573 0.991613
15604 70834 BG074467 sperm associated antigen 9Spag9 0.950138 0.98539 0.806643 0.768152 0.776786 0.821334 0.924739 1.020268 -1.23714 -2.33801 0.996269 0.999787 0.999586 0.990003 -0.24656 -2.23104
15611 100686 BG074474 expressed sequence AI504062AI504062 0.96693 0.804707 0.813185 0.896366 0.960322 0.8974 0.940319 1.087423 -1.48455 0.999949 0.99988 0.872736 -1.15357 0.866612 -0.1609 0.531359
15619 71807 BG074480 RIKEN cDNA 2610024N01 gene2610024N01Rik 0.93318 0.997226 1.161811 1.218731 1.074486 1.156093 0.971519 1.07888 0.455617 -2.45307 0.998489 0.999983 0.531359 0.997653 -1.48455 0.621774
15620 16582 BG074481 kinesin family member C3 Kifc3 0.930019 0.833672 0.892299 0.779529 0.814718 0.778493 0.951557 0.951532 0.35969 0.999612 0.934244 0.999999 0.999947 0.999999 -0.54178 -0.54178
15637 BG074496 0.950693 1.042945 0.992938 1.014328 0.968136 1.014094 0.884265 1.109515 0.173331 -0.2641 -2.36412 -2.08112 -0.90348 -2.09601 0.998173 0.987034
15641 68581 BG074499 RIKEN cDNA 1110014C03 gene1110014C03Rik1.045755 1.002806 1.020111 1.028113 0.890877 0.995741 0.952947 0.966481 -0.44634 -2.45307 -1.90261 -1.46425 0.983251 -2.43463 -0.2641 -1.06992
15643 15373 BG074501 H6 homeo box 3 Hmx3 0.972727 1.008406 1.048374 1.00288 0.925308 0.955973 0.960609 1.126778 -1.84975 -2.40118 -0.96567 -2.458 0.226327 -1.06992 -1.2996 0.886977
15644 56771 BG074502 ubiquitin specific protease 49Usp49 0.963272 0.962988 0.954521 0.908288 0.918992 0.897068 0.985629 1.030358 -0.37199 -0.35369 0.159704 0.986657 0.95762 0.996491 -2.00317 -0.90348
15646 13202 BG074504 D-dopachrome tautomeraseDdt 1.200776 1.010525 1.120662 0.86843 1.084591 1.153937 0.940262 0.990429 0.35969 -2.44305 -0.78036 -0.24656 -1.46425 -0.21189 -1.84975 -2.44673
15647 66734 BG074505 RIKEN cDNA 1010001H21 gene1010001H21Rik0.961963 0.872125 0.951167 0.85533 0.828963 0.929604 0.926699 0.863435 -1.52491 0.913454 -1.04903 0.968394 0.994945 -0.14418 -0.04684 0.947775
15649 16590 BG074507 kit oncogene Kit 1.011363 1.230161 1.123667 1.312484 1.077627 1.115656 1.102358 1.116382 -2.24306 1 0.99318 1 0.775544 0.986657 0.961877 0.987401
15652 69150 BG074509 sorting nexin 4 Snx4 0.944456 0.877995 0.929691 0.877815 0.881881 0.980915 0.935919 1.001801 -0.9449 0.798912 -0.37199 0.803328 0.760449 -2.24306 -0.60026 -2.46277
15653 52690 BG074510 DNA segment, Chr 12, ERATO Doi 771, expressedD12Ertd771e 1.00601 1.159572 1.064754 1.21906 1.130781 1.216618 1.168598 1.283634 -2.40118 0.999712 0.513238 0.999999 0.996269 0.999999 0.999876 1
15656 17150 BG074513 microfibrillar-associated protein 2Mfap2 1.042739 0.894029 0.983871 1.007403 1.165416 1.034969 1.049367 1.211893 -1.75829 0.276912 -2.34703 -2.43901 0.803328 -1.97046 -1.56492 0.95649
15667 18148 BG074521 nucleophosmin 1 Npm1 1.050351 1.055949 1.064046 1.255141 1.212108 1.066686 1.119573 1.180872 -0.58067 -0.33552 -0.00013 0.999992 0.999837 0.089306 0.929075 0.998536
15669 12039 BG074523 branched chain ketoacid dehydrogenase E1, alpha polypeptideBckdha 1.035877 0.837887 0.797996 1.016324 0.763046 0.858955 0.921072 0.918926 -2.13924 0.684837 0.921613 -2.39443 0.98228 0.424929 -1.02816 -0.96567
15670 15384 BG074524 heterogeneous nuclear ribonucleoprotein A/BHnrpab 1.019055 0.971228 1.124665 1.150475 1.136021 0.960788 1.02864 1.075561 -2.18018 -1.81365 0.850162 0.955332 0.9113 -1.36174 -1.86755 0.015152
15674 BG074527 0.959321 1.029897 0.960172 0.846811 0.866902 0.829264 0.901365 0.976026 -0.58067 -1.34107 -0.63971 0.999884 0.998828 0.999987 0.962878 -1.64372
15679 12176 BG074532 BCL2/adenovirus E1B 19kDa-interacting protein 1, NIP3Bnip3 1.099715 1.148168 0.943663 0.857999 1.054788 1.095679 1.084611 1.078451 -0.35369 0.494579 -1.44388 0.671623 -1.56492 -0.46521 -0.73981 -0.92417
15682 66704 BG074534 RIKEN cDNA 4921506I22 gene4921506I22Rik 1.044024 1.20473 1.07563 0.964946 0.956294 1.027625 1.014585 1.017822 -0.12761 0.999999 0.843104 -0.60026 -0.03112 -1.19538 -2.05062 -1.84975
15685 50850 BG074537 spastic paraplegia 4 homolog (human)Spg4 1.039284 1.014036 0.951483 0.892513 0.813666 0.930767 0.833157 0.964873 -2.01921 -2.40118 -1.75829 -0.06271 0.913454 -1.15357 0.816081 -2.08112
15686 234214 BG074538 RIKEN cDNA 9430041O17 gene9430041O17Rik0.984784 0.673792 0.673483 0.772967 0.653127 0.713184 0.753533 0.733426 -2.33801 1 1 0.999425 1 0.999995 0.999872 0.999975
15687 BG074539 1.020135 0.905346 1.027597 1.117334 0.85285 0.799684 0.815279 0.737304 -2.38734 -0.96567 -2.31903 -0.71963 0.159704 0.770605 0.650957 0.973144
15689 50909 BG074541 complement component 1, r subcomponentC1r 0.986982 0.935709 1.092376 1.084516 0.786533 0.987654 0.803976 0.966849 -2.43901 -1.90261 -1.52491 -1.64372 0.636602 -2.44305 0.465565 -2.34703
15690 66940 BG074542 RIKEN cDNA 6430628I05 gene6430628I05Rik 0.924144 0.839475 0.85711 0.885708 0.80857 0.777025 0.853559 1.058676 0.61418 0.999693 0.998115 0.974575 0.99999 1 0.998711 -0.07872
15698 BG074549 RIKEN cDNA 9530019H02 gene9530019H02Rik0.997231 1.038022 0.956413 0.867981 0.926093 0.933724 1.013604 1.021042 -2.45571 -1.11174 -0.71963 0.993574 0.54022 0.313278 -2.24306 -1.97046
15700 218544 BG074550 small glutamine-rich tetratricopeptide repeat (TPR)-containing, betaSgtb 1.002362 1.03087 0.953649 0.988836 0.905115 0.979402 0.86736 0.988413 -2.46153 -2.00317 -1.7016 -2.39443 0.226327 -2.1668 0.820171 -2.44305
15702 67655 BG074552 RIKEN cDNA 4930563P03 gene4930563P03Rik0.997589 1.091294 0.933232 0.850424 0.91175 0.847985 0.914653 0.847391 -2.46277 -0.61994 -1.15357 0.72188 -0.4842 0.744508 -0.58067 0.749918
15704 74326 BG074553 heterogeneous nuclear ribonucleoprotein RHnrpr 0.991853 1.014314 0.988062 0.976455 1.042764 1.000655 0.972425 1.007524 -2.4076 -2.28825 -2.30907 -2.00317 -1.21627 -2.46418 -1.83178 -2.41368
15708 22228 BG074557 uncoupling protein 2, mitochondrialUcp2 1.008841 1.119569 1.156987 1.706927 1.174052 1.423727 1.495363 2.187976 -2.43901 0.015152 0.557549 1 0.709956 0.999872 0.999988 1
15709 228960 BG074558 RIKEN cDNA 6330500A18 gene6330500A18Rik1.017716 0.980147 0.877687 0.997847 0.958193 0.965608 0.985003 1.124446 -2.08112 -1.97046 0.990003 -2.458 -0.73981 -1.17448 -2.1668 0.97164
15710 71446 BG074559 tryptophan rich basic proteinWrb 0.976236 0.941634 0.956204 1.057798 0.988454 0.971577 1.065121 1.121141 -1.75829 0.131998 -0.60026 -0.03112 -2.28825 -1.50477 0.239199 0.96753
15724 102791 BG074572 RIKEN cDNA 9130410M22 gene9130410M22Rik0.957176 0.900201 0.828211 0.95457 0.927904 0.854198 1.117274 1.008947 -1.23714 0.691278 0.996991 -1.13265 0.145927 0.979619 0.760449 -2.46277
15725 76293 BG074573 RIKEN cDNA 1110007F23 gene1110007F23Rik0.923479 0.990033 0.960764 0.837501 0.80023 0.949156 0.916822 0.944218 -0.54178 -2.41943 -1.81365 0.919641 0.988444 -1.44388 -0.33552 -1.27881
15741 94280 BG074587 sideroflexin 3 Sfxn3 0.979779 1.032827 0.95433 0.947046 0.872139 0.960504 0.942791 1.020214 -2.23104 -1.91986 -1.42344 -1.13265 0.811911 -1.66313 -0.96567 -2.24306
15753 BG074598 1.00519 1.02895 1.08765 0.912862 0.797673 0.873709 0.958563 0.867141 -2.45994 -2.32867 -1.46425 -1.32036 0.678286 -0.44634 -2.18018 -0.29955
15754 244310 BG074599 RIKEN cDNA 6430596N04 gene6430596N04Rik0.976043 1.005101 1.011837 0.925171 0.902031 0.922321 0.937583 1.027173 -1.73953 -2.4299 -2.27739 0.664848 0.934244 0.72188 0.313278 -1.60453
15759 218793 BG074603 cDNA sequence BC016265BC016265 0.970916 1.04227 1.021385 1.102383 1.170149 1.276535 1.089305 1.092947 -1.02816 -0.22916 -1.64372 0.98228 0.999977 1 0.945008 0.9598
15761 BG074605 0.985099 1.025765 0.987763 0.997108 0.946074 0.89672 0.976982 1.023747 -1.90261 -1.06992 -2.06598 -2.44305 0.664848 0.998901 -1.25799 -1.23714
15777 BG074620 1.015483 0.938357 0.986348 1.064506 1.074081 1.222537 1.220555 1.100396 -2.18018 0.200131 -2.23104 0.159704 0.445528 0.999974 0.999969 0.856943
15778 27410 BG074621 ATP-binding cassette, sub-family A (ABC1), member 3Abca3 0.945345 0.93528 0.924417 0.938539 0.838168 0.830526 0.819946 0.858223 -0.73981 -0.31748 0.089306 -0.44634 0.992322 0.995655 0.998115 0.969236
15783 BG074626 0.953614 0.962007 0.846773 0.869639 0.821334 0.836783 0.879738 0.913803 -1.27881 -1.62418 0.968394 0.884247 0.993947 0.983251 0.807661 0.200131
15794 226646 BG074635 NADH dehydrogenase (ubiquinone) Fe-S protein 2Ndufs2 0.999666 0.981984 0.910491 0.930945 1.012025 1.037745 1.049279 1.00001 -2.46418 -1.93693 0.940607 0.697611 -2.23104 -0.76005 -0.11117 -2.46436
15795 20536 BG074636 solute carrier family 4 (anion exchanger), member 3Slc4a3 0.94043 0.949328 0.908452 0.878041 0.804016 0.862702 0.940182 0.926116 -0.07872 -0.40893 0.780394 0.972402 0.999974 0.992092 -0.07872 0.424929
15797 BG074638 0.974574 1.064151 0.943165 0.817548 0.856696 0.921904 0.916512 0.965253 -2.19331 -1.17448 -1.2996 0.961877 0.780394 -0.56118 -0.3904 -1.97046
15798 BG074639 0.90983 0.991551 0.90093 0.991608 0.901699 0.857547 0.961235 0.995766 0.881459 -2.36412 0.940607 -2.36412 0.937499 0.998969 -0.86223 -2.43901
15799 16154 BG074640 interleukin 10 receptor, alphaIl10ra 0.930965 1.006359 0.939699 0.973473 0.845406 0.895885 1.066012 1.375791 -0.88283 -2.44673 -1.17448 -2.18018 0.856943 0.159704 -1.13265 0.999848
15804 19041 BG074644 periplakin Ppl 1.107959 0.887897 0.790342 0.768828 0.793789 0.72345 0.836397 0.772406 -0.92417 -0.56118 0.824183 0.9113 0.803328 0.983717 0.40376 0.899792
15806 BG074645 1.012159 1.026391 0.90333 0.996816 0.829478 0.914668 1.04851 1.025975 -2.23104 -1.52491 0.9598 -2.44673 0.999989 0.894829 -0.22916 -1.54496
15809 224907 BG074648 expressed sequence AW557805AW557805 0.961908 0.965975 0.985124 1.047881 0.949706 0.904347 1.035022 0.944077 -0.82118 -1.06992 -2.13924 -0.37199 -0.12761 0.939071 -1.09083 0.131998
15813 BG074652 0.959249 1.08001 0.967275 0.891472 0.828318 0.950649 0.894364 1.017348 -2.01921 -1.15357 -2.1668 -0.22916 0.765573 -1.83178 -0.29955 -2.37993
15821 27397 BG074659 mitochondrial ribosomal protein L17Mrpl17 1.017842 0.946373 1.073741 0.861104 0.887024 1.021499 0.962903 1.025691 -2.34703 -1.46425 -0.96567 0.691278 0.289184 -2.28825 -1.95379 -2.21874
15822 17846 BG074660 U2af1-rs1 region 1 Murr1 1.024007 1.056338 0.965066 1.002063 0.904125 0.88323 0.923541 0.919877 -1.79535 -0.11117 -1.13265 -2.458 0.9113 0.984171 0.671623 0.733394
15831 17216 BG074668 minichromosome maintenance deficient 2 mitotin (S. cerevisiae)Mcm2 0.882935 0.930444 0.944252 0.978954 0.843024 0.928852 0.872886 1.011816 0.775544 -0.33552 -0.90348 -2.18018 0.974575 -0.28176 0.860232 -2.37993
15832 232536 BG074669 mitochondrial ribosomal protein S35Mrps35 1.021381 0.989844 0.935008 1.021009 1.026372 1.044555 0.989418 1.078956 -1.88517 -2.31903 0.424929 -1.90261 -1.62418 -0.60026 -2.30907 0.643838
15836 77975 BG074673 RIKEN cDNA B230114J08 geneB230114J08Rik0.945727 0.989816 0.980941 0.798859 0.890024 0.874818 0.977168 1.191949 0.186807 -2.29881 -1.90261 1 0.989405 0.997863 -1.68243 0.99997
15839 72103 BG074675 RIKEN cDNA 2010301N04 gene2010301N04Rik1.102986 1.564693 1.050903 1.211854 1.164452 1.118211 1.052567 1.22338 -0.06271 1 -1.54496 0.951688 0.780394 0.25192 -1.48455 0.96753
15842 70584 BG074677 p21 (CDKN1A)-activated kinase 4Pak4 0.991231 0.872239 0.968023 0.888656 0.916083 0.869178 0.880194 0.949003 -2.30907 0.999558 -0.90348 0.9968 0.940607 0.999703 0.998828 0.25192
15845 BG074680 0.937707 1.01953 0.968042 0.868335 0.832395 0.966908 0.911174 1.054671 -1.50477 -2.36412 -2.19331 0.239199 0.72188 -2.1668 -0.76005 -1.77689
15856 BG074691 0.978075 1.030478 1.032299 0.92074 0.917479 0.861952 0.9645 1.044027 -2.00317 -1.66313 -1.56492 0.503976 0.582575 0.989708 -1.36174 -1.0073
15862 83560 BG074696 testis expressed gene 14 Tex14 1.008972 1.140221 0.923307 0.876135 0.870647 0.919016 0.879755 0.989093 -2.37219 0.983251 0.57436 0.984614 0.99029 0.671623 0.979044 -2.31903
15864 72635 BG074698 RIKEN cDNA 2700083B01 gene2700083B01Rik0.922234 0.931284 0.942976 0.863759 0.83746 0.921396 0.848811 1.042255 -1.13265 -1.38236 -1.68243 0.264491 0.636602 -1.11174 0.503976 -2.05062
15868 72157 BG074702 phosphoglucomutase 2 Pgm2 0.997568 1.023062 0.94812 0.950599 0.997794 1.020625 1.086128 1.122849 -2.45007 -1.34107 0.566019 0.475374 -2.45007 -1.52491 0.970057 0.999366
15876 11538 BG074707 activity-dependent neuroprotective proteinAdnp 0.894908 0.781936 0.887458 1.038749 1.009596 1.156826 1.00189 1.023494 0.65796 0.999801 0.760449 -1.60453 -2.40118 0.927272 -2.46153 -2.11067
15880 83815 BG074710 RIKEN cDNA 2610528M18 gene2610528M18Rik0.980074 1.023298 0.919289 0.922364 0.864281 0.96766 0.950593 1.054977 -2.00317 -1.88517 0.671623 0.61418 0.994945 -1.38236 -0.42758 -0.29955
15881 BG074711 0.914387 1.027029 0.963849 0.849701 0.731145 0.966205 0.879074 1.013215 -1.38236 -2.34703 -2.25479 -0.03112 0.94911 -2.27739 -0.60026 -2.43463
15883 BG074713 1.069901 1.009323 0.932934 1.024042 1.072621 1.012198 0.944658 1.047118 0.289184 -2.35574 0.348308 -1.83178 0.35969 -2.28825 -0.11117 -0.63971
15884 18981 BG074714 0.981423 1.020649 0.918385 0.831156 0.811327 0.953179 0.940012 1.037932 -2.26624 -2.23104 -0.06271 0.979619 0.994299 -1.36174 -0.84168 -1.75829
15893 17220 BG074721 minichromosome maintenance deficient 7 (S. cerevisiae)Mcm7 0.915382 1.051684 1.072352 1.080647 0.832903 0.872385 0.926778 1.075185 -0.06271 -1.34107 -0.63971 -0.3904 0.968394 0.775544 -0.44634 -0.56118
15897 17083 BG074725 interleukin 1 receptor-like 1 ligandIl1rl1l 0.984839 0.945363 0.90265 0.969006 0.915442 0.947672 0.923081 0.96713 -2.08112 0.25192 0.970057 -1.13265 0.906846 0.145927 0.828117 -1.0073
15898 72535 BG074726 aldehyde dehydrogenase 1 family, member B1Aldh1b1 0.950267 0.844163 0.674431 0.755696 0.766885 0.690581 1.011955 1.494736 -1.91986 0.455617 0.999443 0.970858 0.954146 0.998669 -2.4299 0.999586
15899 26456 BG074727 sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4GSema4g 0.96627 0.712917 0.672796 0.641043 0.667861 0.655877 0.760185 0.721901 -1.81365 0.999999 1 1 1 1 0.99992 0.999997
15905 BG074733 1.05398 1.049487 1.068604 1.044437 0.967126 0.928909 0.984604 0.968809 -0.92417 -1.09083 -0.35369 -1.2996 -1.72063 -0.09487 -2.28825 -1.79535
15909 16865 BG074737 ligatin Lgtn 0.919982 0.937551 0.918209 0.974435 0.881408 0.930868 0.913876 1.063726 0.960851 0.785154 0.968394 -1.17448 0.999693 0.884247 0.980179 0.733394
15914 20520 BG074741 solute carrier family 22 (organic cation transporter), member 5Slc22a5 1.057036 1.584109 1.318333 1.186753 1.116861 1.366856 1.157577 0.967701 -1.13265 1 0.999848 0.954146 0.475374 0.999983 0.863455 -1.91986
15920 67712 BG074746 RIKEN cDNA 1700020E22 gene1700020E22Rik0.998698 1.018336 0.919168 0.916778 0.946351 0.936404 0.879531 0.998214 -2.45994 -1.83178 0.939071 0.951688 0.435299 0.72188 0.999323 -2.458
15922 74355 BG074748 RIKEN cDNA 4931400A14 gene4931400A14Rik 0.95524 1.124935 1.04417 0.96192 0.88859 0.863809 1.060676 1.141315 -0.98647 0.892267 -1.11174 -1.32036 0.894829 0.980725 -0.3904 0.952932
15929 107242 BG074755 expressed sequence AI837181AI837181 0.945617 0.924151 0.939743 1.014002 0.926495 0.904549 0.996669 1.087182 0.089306 0.744508 0.336779 -2.18018 0.703837 0.942109 -2.44673 0.811911
15931 BG074757 expressed sequence C77020C77020 1.380915 1.168107 1.288767 1.014068 0.913225 0.840714 0.956568 0.959331 0.976589 -0.00013 0.860232 -2.4299 -1.23714 0.264491 -2.12508 -2.1668
15933 1509 BG074759 cathepsin D (lysosomal aspartyl protease)CTSD 0.88183 0.945542 1.023976 0.959452 0.857176 0.854961 1.061496 1.202127 0.35969 -1.46425 -2.25479 -1.86755 0.71597 0.739001 -1.34107 0.894829
15936 58186 BG074762 RAD18 homolog (S. cerevisiae)Rad18 0.92056 0.99958 0.916691 0.909029 0.836186 0.854599 0.986858 1.114334 0.289184 -2.46418 0.39296 0.57436 0.995785 0.982772 -2.31903 0.760449
15940 108811 BG074766 RIKEN cDNA 4933415L06 gene4933415L06Rik 1.02456 0.867059 0.946963 0.984804 1.059119 1.024889 0.74265 0.786594 -2.33801 0.015152 -1.86755 -2.41368 -1.81365 -2.33801 0.978453 0.886977
15942 BG074768 1.067439 1.13629 1.054658 1.12394 1.041824 1.1156 1.031473 1.08342 0.159704 0.978453 -0.33552 0.952932 -0.96567 0.923542 -1.50477 0.582575
15947 13518 BG074773 dystonin Dst 1.042552 1.341449 1.143574 0.97609 0.980856 0.980129 0.938445 0.955588 -1.15357 0.999999 0.962878 -1.95379 -2.12508 -2.09601 -0.1609 -0.96567
15962 BG074786 0.959894 0.987987 0.936804 0.939853 0.897994 0.982363 0.903237 1.08701 -1.84975 -2.4076 -1.11174 -1.21627 0.074774 -2.33801 -0.06271 -0.56118
15966 BG074790 0.950722 0.963391 0.95544 0.861192 0.89246 0.938867 0.951524 0.992926 0.030281 -0.71963 -0.22916 0.999731 0.99057 0.513238 -0.01555 -2.37993
15971 64382 BG074795 membrane-spanning 4-domains, subfamily A, member 11Ms4a11 1.064297 1.032876 1.098628 1.046678 0.900394 0.897499 1.070093 1.563759 -1.02816 -1.68243 -0.03112 -1.58478 0.226327 0.289184 -0.84168 1
16001 BG074813 1.007683 1.011138 1.036088 0.954786 1.016047 0.989392 1.00687 0.961476 -2.38734 -2.30907 -1.13265 -0.54178 -2.13924 -2.31903 -2.40118 -0.92417
16002 12259 BG074814 complement component 1, q subcomponent, alpha polypeptideC1qa 0.946464 0.966435 1.057344 1.150831 0.808082 0.789091 1.080848 1.723073 -1.68243 -2.13924 -1.66313 0.325103 0.909097 0.95762 -1.06992 1
16003 73668 BG074815 RIKEN cDNA 2410066K11 gene2410066K11Rik0.964082 0.933043 0.904989 0.885904 0.952777 0.916546 0.86863 1.005162 -1.79535 -0.60026 0.289184 0.650957 -1.36174 -0.03112 0.835758 -2.4076
16024 BG074829 0.914003 1.011426 1.015962 0.952501 0.913354 1.001626 0.99091 1.034597 0.159704 -2.38734 -2.30907 -1.25799 0.186807 -2.46277 -2.41368 -1.81365
16033 22258 BG074836 ubiquitin specific protease 4 (proto-oncogene)Usp4 0.986841 1.016139 0.91175 1.053233 1.043716 0.934501 0.97969 1.012201 -2.26624 -2.18018 0.760449 -0.44634 -0.90348 0.200131 -2.01921 -2.20616
16034 20544 BG074837 solute carrier family 9 (sodium/hydrogen exchanger), member 1Slc9a1 0.978828 1.040946 0.936127 1.099959 0.972789 0.902852 1.020537 1.042333 -1.83178 -0.71963 0.455617 0.915562 -1.48455 0.94911 -1.88517 -0.63971
16040 BG074842 1.002208 0.915362 0.94952 0.911695 0.785712 0.937951 0.873934 0.972147 -2.46277 -0.82118 -1.77689 -0.71963 0.95762 -1.46425 0.200131 -2.24306
16054 BG074853 expressed sequence AI450991AI450991 0.979552 1.025368 0.993187 0.877066 0.887466 0.966344 0.92323 1.045637 -2.27739 -2.19331 -2.44305 0.598625 0.424929 -1.97046 -0.52248 -1.68243
16057 66587 BG074856 Fas-activated serine/threonine kinaseFastk 0.954005 1.255269 0.982333 1.108193 1.047879 1.035087 0.89687 1.111648 -0.04684 1 -1.90261 0.981257 -0.06271 -0.82118 0.989405 0.985872
16068 102209 BG074865 RIKEN cDNA 0610007H10 gene0610007H10Rik0.936857 0.943389 0.904902 0.962398 0.957895 0.928444 1.009505 1.210276 -0.2641 -0.54178 0.650957 -1.44388 -1.21627 0.060093 -2.38734 0.998173
16075 11757 BG074871 peroxiredoxin 3 Prdx3 1.005494 1.021259 0.94486 1.017925 1.051294 1.108193 1.061615 1.139293 -2.41368 -1.81365 0.200131 -1.98692 -0.09487 0.962878 0.798912 0.997863
16078 BG074874 1.021824 1.021545 1.060108 1.06376 0.902191 0.958421 0.941616 0.980138 -1.88517 -1.90261 0.060093 0.200131 0.909097 -0.71963 0.131998 -1.95379
16084 15170 BG074880 hemopoietic cell phosphataseHcph 0.95495 0.961436 0.987556 0.94648 0.958148 0.97288 1.025619 1.370959 -0.63971 -1.0073 -2.27739 -0.19476 -0.80074 -1.64372 -1.75829 1
16091 105935 BG074887 expressed sequence AI987712AI987712 1.028298 1.51633 0.902583 0.874533 0.955763 0.684937 0.768063 0.779633 -2.30907 0.999366 -0.88283 -0.22916 -2.19331 0.997653 0.923542 0.886977
16092 BG074888 0.964192 1.06241 1.094559 1.07828 1.073131 0.973003 0.928331 1.055652 -0.35369 0.72188 0.983251 0.923542 0.881459 -1.02816 0.915562 0.54895
16097 67866 BG074893 WAP four-disulfide core domain 1Wfdc1 0.944142 1.054796 1.033959 1.057673 0.95569 0.969278 0.980966 1.086455 -0.78036 -0.9449 -1.75829 -0.84168 -1.27881 -1.84975 -2.21874 0.117918
16119 22021 BG074910 protein-tyrosine sulfotransferase 1Tpst1 1.041106 0.924165 0.881432 0.778859 0.797506 0.814922 0.854927 0.876276 -0.73981 0.733394 0.992322 1 1 0.999996 0.999528 0.995383
16123 68295 BG074913 RIKEN cDNA 0610011L14 gene0610011L14Rik 1.011958 0.987981 0.983445 1.021851 0.940609 0.928002 0.916009 0.906137 -2.23104 -2.21874 -2.01921 -1.73953 0.435299 0.755231 0.904545 0.9598
16126 BG074915 0.956376 0.938106 0.95991 0.927848 0.859886 0.96507 0.92531 1.00312 -0.09487 0.650957 -0.31748 0.846668 0.999928 -0.65957 0.875704 -2.44305
16128 BG074917 1.036858 1.271548 1.265666 1.310825 1.213858 1.262344 1.198479 1.149779 -0.67951 1 1 1 0.999999 1 0.999996 0.999586
16133 70510 BG074922 RIKEN cDNA 5730408C10 gene5730408C10Rik0.876298 0.920798 0.864641 1.091842 0.933856 1.138195 1.016683 1.271964 0.95762 0.435299 0.981775 0.54895 0.015152 0.950414 -2.21874 0.999985
16138 56228 BG074925 ubiquitin-conjugating enzyme E2, J1Ube2j1 1.033473 1.048636 1.069307 0.998969 0.963218 0.875396 1.013835 0.979425 -1.27881 -0.44634 0.370926 -2.46277 -1.0073 0.992546 -2.21874 -1.91986
16139 BG074926 0.641069 0.908972 0.926231 0.675124 0.842475 1.04313 0.816718 0.870352 0.999912 -0.90348 -1.36174 0.999366 0.475374 -2.08112 0.739001 -0.00013
16143 216558 BG074930 UDP-glucose pyrophosphorylase 2Ugp2 1.016982 1.134746 0.91526 0.941857 0.926746 0.808916 0.711627 0.83047 -2.41368 -0.56118 -1.34107 -1.88517 -1.58478 0.606464 0.98228 0.35969
16148 67211 BG074934 RIKEN cDNA 2810037C14 gene2810037C14Rik0.946345 0.933538 0.874468 0.898383 0.798993 0.879442 0.910555 1.05921 -0.24656 0.276912 0.985872 0.909097 0.999993 0.978453 0.794412 -0.14418
16149 68280 BG074935 RIKEN cDNA C330027G06 geneC330027G06Rik0.990466 1.004773 1.133196 1.169174 1.153107 0.986182 0.99208 1.163019 -2.37219 -2.44305 0.950414 0.994125 0.984171 -2.26624 -2.40118 0.991363
16154 BG074940 1.009547 1.010747 0.991987 0.928185 0.897653 0.903885 0.960813 0.972699 -2.34703 -2.30907 -2.37993 0.57436 0.94911 0.917624 -0.86223 -1.56492
16156 12750 BG074942 CDC like kinase 4 Clk4 1.157928 1.065623 0.906685 1.011492 1.01683 1.043189 0.97863 0.944126 0.952932 -0.46521 0.531359 -2.36412 -2.26624 -1.36174 -2.12508 -0.69953
16157 330814 BG074943 latrophilin 1 Lphn1 1.00017 1.004394 0.959523 0.841152 1.206358 1.025579 0.95761 1.25919 -2.46436 -2.23104 -2.25479 -0.06271 0.671623 -2.37993 -1.46425 0.475374
16170 213081 BG074955 RIKEN cDNA D330023L08 geneD330023L08Rik0.944794 1.029186 0.989862 1.079049 0.817882 0.890836 0.942937 1.06092 -1.68243 -2.24306 -2.43463 -1.19538 0.831975 -0.22916 -1.64372 -1.62418
16171 58248 BG074956 RIKEN cDNA 1700123O20 gene1700123O20Rik0.960221 1.020875 1.070823 0.940408 0.977504 0.949819 0.970077 1.043018 -0.28176 -1.66313 0.770605 0.621774 -1.52491 0.276912 -0.98647 -0.19476
16180 BG074962 0.952438 0.831779 1.042569 1.082306 0.913527 1.03714 1.057367 1.005441 -1.52491 0.946408 -1.75829 -0.52248 -0.19476 -1.90261 -1.2996 -2.45007
16193 14451 BG074973 growth arrest specific 1 Gas1 0.910911 0.630239 0.643631 0.797859 0.598396 0.626009 0.566356 0.560233 -0.52248 0.999999 0.999997 0.961877 1 0.999999 1 1
16198 98415 BG074977 RIKEN cDNA 8430423A01 gene8430423A01Rik0.951396 0.908979 0.949405 0.934793 0.870467 0.897586 0.905628 1.107913 -0.82118 0.643838 -0.71963 -0.07872 0.964808 0.807661 0.703837 0.744508
16202 107094 BG074979 expressed sequence AA408556AA408556 1.049768 1.159653 1.548369 1.289079 1.264154 0.92652 1.033499 1.107341 -1.25799 0.915562 1 0.999787 0.999278 -0.22916 -1.84975 0.445528
16203 15360 BG074980 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2Hmgcs2 0.999683 1.00022 1.000544 1.000669 0.999642 0.995116 1.000049 0.999043 -2.46418 -2.46418 -2.46365 -2.46277 -2.46418 -2.40118 -2.46436 -2.46153
16210 BG074986 1.018973 1.13278 1.013173 0.903606 0.975332 0.90911 0.953298 0.949262 -2.32867 0.40376 -2.39443 -0.07872 -2.21874 -0.22916 -1.66313 -1.52491
16221 72621 BG074992 RIKEN cDNA 2700099C19 gene2700099C19Rik0.989134 1.010059 0.968879 1.003375 0.969015 0.98991 0.966691 1.05513 -2.19331 -2.24306 -0.78036 -2.43901 -0.80074 -2.23104 -0.61994 0.465565
16229 29869 BG074999 Unc-51 like kinase 2 (C. elegans)Ulk2 0.975428 1.056026 1.003886 1.083876 1.067687 1.071341 1.044288 1.399616 -2.1668 -1.25799 -2.45571 -0.37199 -0.86223 -0.73981 -1.64372 0.99999
16233 21345 BG075003 transgelin Tagln 0.983915 1.03698 0.96363 0.93044 0.913116 0.961427 0.926285 1.007287 -1.79535 -0.17776 -0.12761 0.93589 0.992092 0.015152 0.9598 -2.31903
16240 BG075007 0.975216 0.942763 1.006821 1.054434 1.122663 1.093894 1.165066 1.139043 -1.91986 -0.37199 -2.41943 -0.63971 0.853587 0.57436 0.981257 0.94911
16241 BG075008 1.005522 0.888676 0.913026 1.108088 1.074742 1.039013 0.986881 1.240115 -2.4299 0.93589 0.697611 0.839467 0.276912 -1.21627 -2.27739 0.99996
16248 77862 BG075011 thymocyte protein thy28 Thy28 0.964227 1.026764 1.244262 1.252886 1.176115 1.182564 1.051415 1.339204 -1.27881 -1.77689 0.999975 0.999987 0.997423 0.998338 -0.58067 1
16254 BG075016 0.928401 0.940744 0.851283 0.887928 0.947038 0.654228 1.024649 1.035181 -1.23714 -1.56492 0.531359 -0.96567 -1.73953 0.999787 -2.37993 -2.37219
16257 20404 BG075019 SH3-domain GRB2-like 2 Sh3gl2 0.915935 1.041838 0.927774 0.960542 0.954197 0.961518 0.877675 1.015317 -0.00013 -1.62418 -0.3904 -1.64372 -1.42344 -1.68243 0.760449 -2.38734
16270 15529 BG075031 syndecan 2 Sdc2 1.007415 0.897768 0.797167 0.733642 0.695492 0.704594 0.780827 0.784462 -2.40118 0.906846 0.999993 1 1 1 0.999999 0.999998
16281 56844 BG075039 tumor-suppressing subchromosomal transferable fragment 4Tssc4 0.962435 1.003539 1.126706 1.068217 1.056281 0.997957 0.955467 1.010214 -1.11174 -2.45007 0.9598 0.186807 -0.2641 -2.45994 -0.71963 -2.34703
16283 232566 BG075041 RIKEN cDNA C730024G19 geneC730024G19Rik0.939351 0.945762 0.947295 0.970813 0.991375 0.952111 0.921261 1.212618 -0.17776 -0.46521 -0.54178 -1.72063 -2.39443 -0.78036 0.435299 0.999443
16284 18861 BG075042 postmeiotic segregation increased 2 (S. cerevisiae)Pms2 1.024208 0.943974 1.004234 1.046533 1.061359 1.117941 1.044337 1.126666 -1.19538 0.733394 -2.41368 0.313278 0.770605 0.999278 0.213305 0.99974
16290 99412 BG075046 golgi autoantigen, golgin subfamily a, 2Golga2 0.907065 0.91128 0.888881 0.971306 0.862556 0.858443 0.894926 0.940762 0.650957 0.57436 0.869706 -1.79535 0.976589 0.982772 0.816081 -0.37199
16291 78330 BG075047 RIKEN cDNA 1500032D16 gene1500032D16Rik 0.96372 0.892582 0.899057 0.995712 1.079649 1.031223 1.135941 1.030877 -0.9449 0.976589 0.958723 -2.43901 0.684837 -1.32036 0.992546 -1.34107
16293 67727 BG075049 RIKEN cDNA 9030425C21 gene9030425C21Rik1.018056 1.014644 0.943396 0.949375 1.090231 1.014522 1.008753 1.035378 -1.97046 -2.12508 0.301305 0.045261 0.884247 -2.12508 -2.33801 -0.92417
16307 110960 BG075062 threonyl-tRNA synthetase Tars 0.885038 0.895395 1.190406 1.100392 0.919866 0.800716 0.884614 0.938473 0.060093 -0.19476 0.739001 -0.54178 -0.86223 0.942109 0.074774 -1.42344
16316 107817 BG075069 phosphatidylserine receptor Ptdsr 1.108691 1.016886 1.024697 1.119099 1.165648 1.048358 1.186182 1.114849 -0.58067 -2.39443 -2.30907 -0.35369 0.370926 -1.93693 0.57436 -0.44634
16317 13822 BG075070 erythrocyte protein band 4.1-like 2Epb4.1l2 0.997192 1.008762 0.901905 0.963109 0.98909 0.955444 0.97738 1.276256 -2.458 -2.40118 0.703837 -1.46425 -2.36412 -1.11174 -2.05062 0.999963
16322 19241 BG075073 thymosin, beta 4, X chromosomeTmsb4x 0.926028 0.949572 1.038281 1.104295 0.953387 0.887007 1.125832 1.930799 -0.92417 -1.64372 -2.00317 -0.29955 -1.75829 0.159704 0.131998 1
16332 12068 BG075080 blocked early in transport 1 homolog (S. cerevisiae)Bet1 1.061961 0.95195 1.082504 1.071921 0.984162 1.036775 0.949417 1.017592 -1.36174 -1.68243 -0.78036 -1.06992 -2.37219 -2.01921 -1.60453 -2.35574
16334 67015 BG075082 RIKEN cDNA 1810060J02 gene1810060J02Rik 0.988514 1.081954 1.030301 1.026107 1.051105 1.00174 0.913343 1.067058 -2.27739 0.709956 -1.38236 -1.62418 -0.24656 -2.45994 0.863455 0.370926
16335 BG075083 1.053038 1.100353 1.042945 1.107057 1.121546 1.043951 1.142289 1.018356 -1.09083 0.35969 -1.48455 0.485045 0.684837 -1.44388 0.856943 -2.25479
16336 12955 BG075084 crystallin, alpha B Cryab 0.961441 1.050921 0.979579 1.006791 0.971237 0.972257 0.990148 1.023674 -1.0073 -0.46521 -1.98692 -2.4076 -1.56492 -1.62418 -2.34703 -1.84975
16339 74477 BG075087 RIKEN cDNA 4933427D14 gene4933427D14Rik 0.96559 0.998483 1.035917 1.027619 1.091944 1.034573 1.013321 1.069033 -0.61994 -2.45994 -0.60026 -1.17448 0.9598 -0.69953 -2.11067 0.760449
16341 106557 BG075089 RIKEN cDNA 4933402O15 gene4933402O15Rik0.969197 1.097257 1.046994 1.07485 0.997617 1.08644 1.003907 1.059127 -1.48455 0.785154 -0.69953 0.382015 -2.458 0.636602 -2.44673 -0.14418
16354 BG075101 0.940208 0.91262 0.8596 0.885015 0.950892 0.929887 0.922373 1.019371 0.39296 0.913454 0.999599 0.99338 -0.06271 0.684837 0.816081 -1.90261
16364 56389 BG075109 syntaxin 5A Stx5a 0.966807 1.015628 1.041373 1.095263 1.023334 0.926856 1.078926 1.087905 -1.48455 -2.23104 -1.15357 0.664848 -1.97046 0.336779 0.336779 0.54022
16365 19302 BG075110 peroxisomal membrane protein 3Pxmp3 1.009729 0.984757 1.055426 0.991614 0.986963 0.896639 0.804184 0.857877 -2.37219 -2.23104 -0.46521 -2.39443 -2.28825 0.875704 0.999957 0.992975
16368 BG075113 1.003087 1.0167 0.969361 0.972546 1.002739 0.92765 1.001502 1.02351 -2.44673 -1.98692 -1.06992 -1.27881 -2.45007 0.807661 -2.45994 -1.58478
16384 26370 BG075128 centrin 2 Cetn2 1.021125 1.001634 1.022678 0.876069 1.090297 1.051562 0.915122 1.081422 -2.06598 -2.46153 -2.00317 0.961877 0.54022 -0.71963 0.590662 0.348308
16386 72055 BG075130 RIKEN cDNA 1810073N04 gene1810073N04Rik0.890858 1.12468 1.11935 1.18892 0.720739 0.915324 1.08911 1.176393 -1.50477 -1.46425 -1.54496 -0.67951 0.71597 -1.86755 -1.90261 -0.82118
16391 BG075135 1.017108 0.873538 0.943929 0.972831 1.032459 0.903304 0.955141 1.119741 -2.18018 0.976589 -0.29955 -1.75829 -1.54496 0.816081 -0.84168 0.904545
16395 66902 BG075139 methylthioadenosine phosphorylaseMtap 1.018656 1.072974 1.298671 1.165901 1.192195 1.01639 1.02751 1.109815 -2.21874 -0.22916 0.999964 0.963855 0.989708 -2.27739 -1.97046 0.61418
16402 106504 BG075145 serine/threonine kinase 38 Stk38 0.95337 1.039353 0.920815 0.860486 1.030928 0.895251 0.890685 1.099999 -0.19476 -0.71963 0.835758 0.999572 -1.23714 0.98228 0.988444 0.937499
16411 18415 BG075154 osmotic stress protein Osp94 1.077104 1.224449 1.191495 1.026732 1.09899 1.009099 1.09974 1.114099 0.39296 0.999926 0.997258 -1.75829 0.780394 -2.37219 0.789826 0.899792
16416 14660 BG075159 glutaminase Gls 0.928488 0.927042 1.027428 0.988071 1.106108 0.999184 0.883553 1.280132 -0.37199 -0.31748 -2.05062 -2.37993 0.35969 -2.46418 0.71597 0.999443
16418 107734 BG075161 mitochondrial ribosomal protein L30Mrpl30 1.037158 1.024791 1.085732 1.074064 1.225379 1.14564 1.060355 1.064139 -1.34107 -1.90261 0.503976 0.213305 0.999848 0.975934 -0.2641 -0.12761
16425 BG075168 1.065886 0.966151 0.937134 0.847561 1.021242 0.967255 0.883641 0.980701 0.226327 -1.21627 0.264491 0.999406 -1.93693 -1.27881 0.980725 -2.00317
16427 BG075170 1.050385 1.083848 1.019279 0.96641 1.000297 0.979455 0.929078 1.04744 0.513238 0.975263 -1.54496 -0.31748 -2.46418 -1.42344 0.947775 0.39296
16429 68153 BG075172 general transcription factor II E, polypeptide 2 (beta subunit)Gtf2e2 0.948011 1.105519 1.112825 0.927782 1.086294 0.946484 0.948968 1.091483 -0.03112 0.940607 0.963855 0.671623 0.794412 0.045261 -0.07872 0.850162
16431 66218 BG075174 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 9Ndufb9 1.121949 1.042071 0.9445 0.985914 1.048991 1.01947 1.106078 1.009805 0.629248 -1.56492 -0.96567 -2.34703 -1.32036 -2.24306 0.382015 -2.4076
16444 67998 BG075182 RIKEN cDNA 1300010M03 gene1300010M03Rik0.891372 1.085933 0.872356 0.946764 0.759357 0.821997 0.786541 0.987711 0.522365 -0.22916 0.780394 -1.17448 0.999794 0.984171 0.99844 -2.37993
16452 229937 BG075189 similar to hypothetical protein FLJ20729na 0.940593 0.890423 1.081145 0.987642 1.087039 0.836116 0.97603 1.164946 -0.35369 0.863455 0.239199 -2.32867 0.382015 0.997172 -1.98692 0.983717
16454 BG075191 0.939583 0.766811 0.663503 0.658145 0.718538 0.66896 0.722689 0.776188 -0.65957 0.999935 1 1 0.999999 1 0.999999 0.999858
16455 15201 BG075192 helicase, lymphoid specific Hells 1.022451 1.074923 1.105815 1.064345 0.976832 0.934211 0.923966 1.033356 -2.25479 -0.78036 0.030281 -1.11174 -2.23104 -0.92417 -0.56118 -2.01921
16458 BG075195 0.936398 1.087262 0.895428 0.998583 0.907708 1.037028 1.166124 1.479704 -2.00317 -1.40293 -1.19538 -2.458 -1.17448 -2.18018 -0.3904 0.989093
16467 22793 BG075201 zyxin Zyx 0.949385 0.815651 0.993353 0.828866 0.969012 0.897167 0.939931 1.11683 -0.3904 0.999957 -2.41368 0.999757 -1.46425 0.917624 0.030281 0.927272
16468 67799 BG075202 1.139335 0.920902 1.116606 1.248114 1.064403 1.118271 1.28674 1.1436 0.915562 0.264491 0.770605 0.999748 -0.40893 0.785154 0.999974 0.930837
16469 217684 BG075203 RIKEN cDNA 4933426M11 gene4933426M11Rik0.952917 1.226573 0.936753 0.919502 0.885103 0.912871 0.975962 1.107188 -0.69953 0.999906 0.045261 0.57436 0.951688 0.703837 -1.88517 0.835758
16472 60611 BG075205 forkhead box J2 Foxj2 0.961216 0.904302 0.948209 0.804092 0.822535 0.92196 0.86412 1.024157 -1.98692 -0.33552 -1.64372 0.94911 0.88965 -0.84168 0.522365 -2.27739
16475 68501 BG075208 RIKEN cDNA 1110014D18 gene1110014D18Rik0.983969 0.998781 0.955725 0.889498 0.840099 0.90591 0.934519 1.048905 -2.01921 -2.46153 -0.22916 0.99338 0.999984 0.965738 0.643838 -0.09487
16478 BG075210 1.007468 0.934044 0.931833 0.886135 0.810356 0.854024 0.991209 1.155882 -2.34703 0.789826 0.828117 0.99879 1 0.999985 -2.29881 0.999926
16483 18438 BG075212 purinergic receptor P2X, ligand-gated ion channel 4P2rx4 0.976701 1.005367 0.966792 1.03762 0.908649 0.895543 0.86523 1.14323 -1.79535 -2.42484 -1.23714 -1.06992 0.872736 0.952932 0.9968 0.992092
16485 226422 BG075214 RAB7, member RAS oncogene family-like 1Rab7l1 1.03219 0.791544 0.950253 0.895037 0.974675 0.986753 0.78782 0.826301 -2.1668 0.963855 -1.73953 -0.14418 -2.26624 -2.4076 0.970057 0.850162
16489 104401 BG075218 pecanex-like 3 (Drosophila) Pcnxl3 0.958195 0.992406 1.004014 1.002831 0.893935 0.946929 0.977174 1.008282 -1.02816 -2.4076 -2.44673 -2.45571 0.892267 -0.46521 -1.95379 -2.39443
16491 27176 BG075220 ribosomal protein L7a Rpl7a 1.075107 1.072243 1.022602 0.869654 1.121926 1.236225 1.151012 1.133936 -1.84975 -1.88517 -2.40118 -0.67951 -1.11174 0.325103 -0.65957 -0.92417
16495 18426 BG075223 OVO homolog-like 1 (Drosophila)Ovol1 0.93373 0.964527 0.970452 0.947441 0.882034 0.961239 0.976977 1.143678 -0.19476 -1.56492 -1.81365 -0.78036 0.884247 -1.42344 -2.05062 0.927272
16498 BG075226 0.981834 0.930217 0.953343 0.788469 0.874039 0.959465 0.952942 1.028998 -2.25479 -0.37199 -1.2996 0.999366 0.843104 -1.54496 -1.27881 -1.98692
16499 13382 BG075227 dihydrolipoamide dehydrogenaseDld 1.047159 0.986012 0.924131 0.950339 0.982809 1.003822 0.903652 1.07857 -0.3904 -2.18018 0.739001 -0.14418 -2.03502 -2.44305 0.945008 0.684837
16500 14733 BG075228 glypican 1 Gpc1 0.989888 0.973426 0.943867 0.854627 0.92052 0.955013 0.987579 1.000125 -2.27739 -1.36174 0.382015 0.999915 0.886977 -0.14418 -2.19331 -2.46436
16503 BG075230 1.181539 0.945767 1.04271 1.032931 0.888415 0.924832 0.854051 1.037013 0.939071 -1.13265 -1.62418 -1.93693 0.582575 -0.35369 0.9113 -1.81365
16504 14867 BG075231 glutathione S-transferase, mu 6Gstm6 1.006113 0.929316 0.971302 1.070854 1.026155 1.006473 1.157598 0.901389 -2.43901 -0.24656 -1.93693 -0.42758 -2.05062 -2.43463 0.925428 0.531359
16508 23857 BG075235 cyclin D binding myb-like transcription factor 1Dmtf1 0.97227 0.992089 0.952162 0.838264 0.873066 0.952947 0.926818 1.007662 -1.27881 -2.34703 0.015152 0.999991 0.999204 -0.01555 0.816081 -2.35574
16517 76577 BG075242 RIKEN cDNA 2210404D11 gene2210404D11Rik1.007798 0.899295 0.97553 0.953528 0.803641 0.848858 0.990837 0.980062 -2.38734 0.917624 -1.77689 -0.56118 0.999993 0.999002 -2.36412 -2.00317
16518 22784 BG075243 solute carrier family 30 (zinc transporter), member 3Slc30a3 0.905971 1.020701 0.968175 0.883595 0.833764 0.956816 0.933895 0.934845 0.860232 -1.98692 -1.40293 0.973869 0.999765 -0.76005 0.301305 0.264491
16519 58810 BG075244 aldo-keto reductase family 1, member A4 (aldehyde reductase)Akr1a4 1.188098 1.061411 1.373708 1.103595 1.103805 1.240374 1.29006 1.11996 0.074774 -1.95379 0.950414 -1.23714 -1.21627 0.54895 0.789826 -0.9449
16530 24116 BG075255 Wolf-Hirschhorn syndrome candidate 2 (human)Whsc2 0.958723 0.96129 0.980607 0.92608 0.85892 0.921565 0.908132 1.099969 -1.34107 -1.44388 -2.18018 0.074774 0.968394 0.186807 0.531359 0.503976
16532 97901 BG075257 1.068118 1.012409 1.00777 0.919987 0.916938 1.042082 0.937917 1.096327 -1.42344 -2.41943 -2.44673 -0.96567 -0.88283 -2.01921 -1.48455 -0.73981
16561 18674 BG075286 solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 3Slc25a3 1.093519 0.81914 1.050853 1.037937 1.269625 1.16953 1.101966 1.074891 -1.50477 0.276912 -2.13924 -2.27739 0.629248 -0.29955 -1.36174 -1.79535
16562 22377 BG075287 WW domain binding protein 1Wbp1 1.010491 0.926713 0.857074 0.87816 0.824975 0.910375 0.93739 0.981566 -2.29881 0.71597 0.999572 0.995785 0.999991 0.915562 0.445528 -1.95379
16565 BG075289 1.043246 0.97821 1.029374 0.994765 0.920734 1.129099 0.866836 0.922644 -1.95379 -2.31903 -2.21874 -2.45571 -0.90348 0.030281 0.39296 -0.96567
16571 56758 BG075293 muscleblind-like 1 (Drosophila)Mbnl1 1.064943 0.934978 0.772223 0.824377 0.829304 0.837731 0.838249 0.98092 -0.19476 -0.03112 0.999997 0.999386 0.999034 0.997992 0.997863 -2.12508
16594 BG075314 1.04515 0.931198 0.835666 0.793693 0.808428 0.797228 0.870829 0.996099 -0.80074 0.336779 0.999599 0.999996 0.999978 0.999994 0.989093 -2.44673
16600 12260 BG075320 complement component 1, q subcomponent, beta polypeptideC1qb 0.970131 0.900319 0.966308 0.984255 0.813151 0.843198 1.020887 1.518198 -2.05062 0.213305 -1.93693 -2.34703 0.983717 0.919641 -2.26624 1
16605 53381 BG075324 peroxiredoxin 4 Prdx4 0.99782 0.943083 0.928479 0.946657 0.752328 0.747017 0.711818 0.841988 -2.46153 -0.67951 -0.11117 -0.84168 0.999993 0.999996 1 0.987401
16609 19823 BG075328 ring finger protein 7 Rnf7 0.99992 0.97428 0.963064 0.891121 0.956232 0.929127 0.943623 0.952598 -2.46436 -1.83178 -1.27881 0.915562 -0.90348 0.276912 -0.28176 -0.71963
16615 BG075334 0.997166 0.973041 0.919274 0.934245 0.90414 0.913981 0.864835 0.960819 -2.44305 -0.90348 0.980725 0.897337 0.997341 0.990003 0.999993 0.030281
16616 20957 BG075335 synaptonemal complex protein 1Sycp1 1.028144 0.868721 0.903376 0.86362 0.890086 0.962281 1.001757 0.959248 -1.75829 0.983251 0.811911 0.988773 0.919641 -1.23714 -2.46153 -1.06992
16623 18045 BG075341 nuclear transcription factor-Y betaNfyb 0.971321 0.977025 0.989257 1.000965 0.897499 0.927036 0.892299 0.890238 -0.67951 -1.17448 -2.13924 -2.46153 0.999278 0.961877 0.999672 0.999765
16627 20085 BG075345 ribosomal protein S19 Rps19 1.02441 0.900214 1.022174 1.139387 1.11359 1.228428 1.28626 1.184 -2.21874 0.089306 -2.26624 0.54895 0.145927 0.970858 0.996382 0.875704
16634 18590 BG075352 platelet derived growth factor, alphaPdgfa 1.044699 0.967907 1.015448 1.096042 0.998744 0.970221 0.98698 0.995245 -0.92417 -1.48455 -2.21874 0.727688 -2.46277 -1.60453 -2.28825 -2.43901
16638 17064 BG075355 complement component 1, q subcomponent, receptor 1C1qr1 0.805278 0.910571 0.892093 0.813457 0.949763 1.000529 0.984555 0.990476 0.994467 0.089306 0.513238 0.99057 -1.2996 -2.46418 -2.33801 -2.41368
16640 17219 BG075357 minichromosome maintenance deficient 6 (MIS5 homolog, S. pombe) (S. cerevisiae)Mcm6 0.945965 0.988139 0.835792 0.92501 0.77432 0.860554 0.808442 0.987476 -0.86223 -2.36412 0.990003 -0.03112 0.999926 0.94911 0.998669 -2.35574
16645 110094 BG075362 phosphorylase kinase alpha 2Phka2 0.956141 0.887472 0.811574 0.898916 0.89393 0.921692 0.956833 0.965333 -0.56118 0.980725 0.999995 0.94911 0.965738 0.727688 -0.60026 -1.11174
16646 BG075363 expressed sequence AI790744AI790744 0.97991 0.963144 0.950136 0.914453 0.935273 0.928292 0.983334 0.974263 -1.7016 -0.4842 0.264491 0.960851 0.744508 0.856943 -1.91986 -1.2996
16648 17692 BG075365 male-specific lethal-3 homolog 1 (Drosophila)Msl31 0.893446 0.933497 0.866893 0.858832 0.856776 0.889509 0.928998 0.99328 0.977848 0.531359 0.99844 0.999345 0.997172 0.984614 0.643838 -2.39443
16650 71838 BG075367 PHD finger protein 7 Phf7 1.091162 1.03757 0.956942 0.887949 0.83072 0.986349 0.842405 0.975455 -1.2996 -2.21874 -2.12508 -0.63971 0.424929 -2.4299 0.25192 -2.34703
16657 19891 BG075372 replication protein A2 Rpa2 0.935293 0.969128 0.992559 0.990825 0.903561 1.005415 1.008461 1.089425 0.213305 -1.48455 -2.40118 -2.36412 0.703837 -2.4299 -2.37993 0.684837
16671 74503 BG075386 RIKEN cDNA 5530401J07 gene5530401J07Rik 0.94548 1.00251 0.931827 0.834663 0.822035 0.943675 0.844611 0.949083 -1.36174 -2.46153 -0.88283 0.919641 0.95649 -1.2996 0.872736 -1.48455
16672 66948 BG075387 acyl-Coenzyme A dehydrogenase family, member 8Acad8 0.962705 0.973582 1.082452 1.198971 1.018953 1.173386 1.237065 1.281288 -0.84168 -1.52491 0.749918 0.999965 -1.97046 0.999703 0.999999 1
16674 20660 BG075389 sortilin-related receptor, LDLR class A repeats-containingSorl1 1.001053 0.94957 0.976468 1.010825 0.919468 1.014287 1.013192 0.976642 -2.46277 -0.44634 -1.86755 -2.33801 0.629248 -2.24306 -2.27739 -1.88517
16681 21781 BG075396 transcription factor Dp 1 Tfdp1 0.989972 0.956727 1.054817 1.049912 0.9473 0.921097 0.964823 0.947877 -2.35574 -0.86223 -0.40893 -0.63971 -0.37199 0.57436 -1.2996 -0.3904
16682 12628 BG075397 complement component factor hCfh 0.879307 0.975899 0.944346 0.848966 0.78792 0.555479 0.607153 0.813072 -0.33552 -2.34703 -1.84975 0.25192 0.853587 0.999995 0.999969 0.691278
16685 21429 BG075400 upstream binding transcription factor, RNA polymerase IUbtf 0.940194 0.940826 0.922004 1.006853 0.917048 0.814746 0.982583 1.071491 -0.28176 0.103687 0.664848 -2.4076 0.755231 0.999982 -2.09601 0.382015
16689 54651 BG075404 ubiquitin specific protease 27, X chromosomeUsp27x 0.982427 0.955349 0.852036 0.679959 0.642351 0.710125 0.708367 0.683916 -2.24306 -1.23714 0.973869 1 1 1 1 1
16691 269536 BG075406 testis expressed gene 10 Tex10 0.986328 1.021798 0.908251 0.95984 0.922221 0.854407 0.957171 0.919292 -2.4076 -2.21874 0.173331 -1.66313 -0.24656 0.9113 -1.56492 -0.14418
16698 68682 BG075411 RIKEN cDNA 1110028E10 gene1110028E10Rik0.968304 0.987458 0.935736 0.881282 0.834638 0.93807 0.959679 1.045159 -1.86755 -2.36412 -0.56118 0.785154 0.984171 -0.65957 -1.54496 -1.42344
16709 27055 BG075418 FK506 binding protein 9 Fkbp9 1.019621 0.924934 0.919691 1.062486 0.99949 0.930745 1.046141 1.11621 -1.7016 0.919641 0.951688 0.664848 -2.46365 0.860232 0.074774 0.9968
16710 BG075419 1.016728 1.04542 1.033845 0.872053 0.740925 0.969174 1.069652 1.078572 -2.37219 -1.84975 -2.11067 0.424929 0.998338 -2.13924 -1.21627 -0.98647
16715 70179 BG075424 RIKEN cDNA 2210408E11 gene2210408E11Rik0.936349 0.951564 0.876394 0.892744 0.852773 0.900399 0.949748 0.854463 -0.01555 -0.69953 0.966645 0.897337 0.99479 0.831975 -0.61994 0.993947
16718 52055 BG075427 DNA segment, Chr 6, ERATO Doi 32, expressedD6Ertd32e 0.951882 0.980707 0.917693 0.873461 0.896362 0.948744 0.952239 1.048032 -1.54496 -2.29881 -0.37199 0.629248 0.213305 -1.44388 -1.56492 -1.62418
16719 98932 BG075428 myosin, light polypeptide 9, regulatoryMyl9 0.892436 0.938958 0.938087 0.904285 1.006491 1.033016 1.013675 1.069694 0.872736 -0.21189 -0.1609 0.744508 -2.42484 -1.60453 -2.29881 -0.03112
16727 114715 BG075436 sprouty protein with EVH-1 domain 1, related sequenceSpred1 0.96902 1.153163 0.921124 0.854618 0.853044 0.978131 0.869561 0.98984 -2.13924 0.485045 -0.80074 0.65796 0.671623 -2.40118 0.455617 -2.4299
16760 68953 BG075465 RIKEN cDNA 1500016L11 gene1500016L11Rik 0.996915 0.945123 0.873645 0.970306 1.004923 1.021942 0.937112 1.014604 -2.45007 -0.03112 0.993574 -1.44388 -2.4299 -1.88517 0.301305 -2.19331
16769 14815 BG075473 nuclear receptor subfamily 3, group C, member 1Nr3c1 1.028027 0.892851 0.763421 0.766164 0.705117 0.745996 0.780277 0.81133 -1.42344 0.985045 1 1 1 1 1 0.999999
16774 56692 BG075477 mitogen-activated protein kinase kinase 1 interacting protein 1Map2k1ip1 0.959006 1.027309 0.983851 0.964399 0.983745 0.914798 0.95482 1.040054 -0.37199 -1.36174 -2.00317 -0.73981 -2.00317 0.930837 -0.12761 -0.54178
16779 94186 BG075481 striatin, calmodulin binding protein 3Strn3 1.030162 1.121797 0.988312 0.913168 1.001813 0.905721 0.958 1.098009 -2.03502 0.465565 -2.39443 -0.06271 -2.46277 0.145927 -1.64372 0.015152
16783 116748 BG075485 U7 snRNP-specific Sm-like protein LSM10Lsm10 0.96319 0.866163 0.816699 0.908904 0.917449 1.000988 1.045134 0.964575 -1.13265 0.993574 0.999956 0.824183 0.697611 -2.46277 -0.78036 -1.21627
16784 93761 BG075486 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1Smarca1 0.906797 1.069953 0.941874 0.846785 0.855377 0.895356 0.891651 0.903194 0.336779 -0.54178 -0.84168 0.961877 0.881459 0.57436 0.636602 0.424929
16795 52683 BG075492 DNA segment, Chr 15, ERATO Doi 785, expressedD15Ertd785e 0.945361 0.880687 0.828807 1.003043 0.898359 0.963647 1.015716 0.955079 0.159704 0.994945 0.999988 -2.45007 0.972402 -0.86223 -2.09601 -0.33552
16798 78798 BG075495 RIKEN cDNA 4930443C24 gene4930443C24Rik1.040406 1.982393 1.428565 1.651922 1.376031 1.18309 1.202477 1.232767 -1.40293 1 1 1 1 0.990841 0.9968 0.999406
16803 28193 BG075499 DNA segment, Chr 10, University of California at Los Angeles 1D10Ucla1 1.012206 1.228463 1.100119 1.129486 0.982459 0.968291 0.993123 0.928695 -2.30907 0.99992 0.770605 0.951688 -2.13924 -1.50477 -2.41368 0.336779
16805 12778 BG075501 chemokine orphan receptor 1Cmkor1 1.052329 1.106177 1.036627 1.069851 1.096151 1.24524 1.163432 1.109972 -0.14418 0.942109 -0.98647 0.494579 0.88965 0.999999 0.999254 0.955332
16811 13859 BG075505 epidermal growth factor receptor pathway substrate 15, related sequenceEps15-rs 0.990593 0.921195 0.933924 1.002794 0.876924 0.890904 0.997892 1.025634 -2.33801 0.739001 0.445528 -2.45307 0.992763 0.974575 -2.458 -1.68243
16816 14149 BG075510 ferredoxin reductase Fdxr 0.934644 0.963953 0.908902 0.899632 0.856711 0.895812 0.993823 1.335519 -0.04684 -1.42344 0.65796 0.794412 0.988444 0.835758 -2.4299 1
16826 BG075518 1.03229 0.857589 0.933679 0.950505 0.814142 0.907253 0.992799 0.929627 -1.98692 0.869706 -0.73981 -1.36174 0.987401 0.117918 -2.43901 -0.58067
16827 74143 BG075519 optic atrophy 1 homolog (human)Opa1 0.994786 1.075652 0.918175 0.944368 0.931441 0.990677 0.996774 0.933607 -2.4076 0.807661 0.929075 0.445528 0.780394 -2.28825 -2.44305 0.739001
16829 77626 BG075521 RIKEN cDNA 4122402O22 gene4122402O22Rik0.933078 0.983048 1.009804 0.875676 0.848215 0.96238 0.922176 0.950241 -0.01555 -2.20616 -2.37993 0.950414 0.993574 -1.36174 0.348308 -0.76005
16831 94244 BG075523 FK506 binding protein 6 Fkbp6 0.961902 1.02618 0.889744 0.967657 0.893431 0.942546 0.99674 0.925835 -0.73981 -1.54496 0.987401 -1.11174 0.98228 0.276912 -2.44673 0.744508
16836 BG075528 0.961775 0.933993 0.930646 0.987759 0.948056 1.039067 0.977791 0.987903 -0.24656 0.831975 0.875704 -2.12508 0.475374 -0.28176 -1.46425 -2.12508
16837 14357 BG075529 deltex 1 homolog (Drosophila)Dtx1 0.948139 1.073757 0.963162 0.938766 0.841022 0.995321 0.903166 1.002599 -1.09083 -0.40893 -1.68243 -0.69953 0.974575 -2.45007 0.435299 -2.45994
16838 103850 BG075530 5',3'-nucleotidase, mitochondrialNt5m 0.90307 0.951792 0.922034 0.945418 0.895816 0.894941 0.948969 1.002819 0.909097 -0.40893 0.678286 -0.07872 0.947775 0.951688 -0.2641 -2.45307
16846 17129 BG075537 MAD homolog 5 (Drosophila)Madh5 0.947358 1.023642 0.946632 0.948048 0.858543 0.917145 0.907668 1.003 0.25192 -1.58478 0.289184 0.226327 0.999876 0.919641 0.965738 -2.44673
16847 26442 BG075538 proteasome (prosome, macropain) subunit, alpha type 5Psma5 0.974519 1.014245 1.030575 1.008044 1.017587 1.043547 1.09287 1.108831 -1.98692 -2.31903 -1.83178 -2.41368 -2.24306 -1.32036 0.35969 0.636602
16850 330173 BG075540 RIKEN cDNA 2610524H06 gene2610524H06Rik0.967542 1.04102 0.925652 0.894722 0.906503 0.89877 0.961138 0.99112 -1.17448 -0.73981 0.697611 0.972402 0.925428 0.960851 -0.78036 -2.34703
16866 BG075555 0.950163 0.986046 0.956464 0.939286 0.867709 0.986157 1.019274 1.027847 -1.11174 -2.33801 -1.36174 -0.63971 0.906846 -2.33801 -2.23104 -2.00317
16867 BG075556 0.951181 0.986847 0.898388 0.966448 0.86878 0.948349 0.995785 0.99753 -0.96567 -2.32867 0.72188 -1.64372 0.947775 -0.82118 -2.45007 -2.45994
16870 236900 BG075558 pyruvate dehydrogenase kinase, isoenzyme 3Pdk3 0.899983 0.859319 0.89405 0.984351 0.967936 0.954491 1.016332 1.109901 0.785154 0.985464 0.846668 -2.24306 -1.62418 -0.96567 -2.23104 0.775544
16871 226823 BG075559 potassium channel tetramerisation domain containing 3Kctd3 0.975687 0.994363 0.99191 0.885194 0.882539 0.981716 0.948956 1.108734 -1.56492 -2.4076 -2.34703 0.995095 0.996382 -1.91986 0.103687 0.973144
16876 276837 BG075562 similar to SKAP55 adaptor proteinna 0.963813 0.917115 0.882774 0.903541 0.866828 0.849034 0.929294 0.984866 -1.02816 0.798912 0.987034 0.925428 0.997172 0.999558 0.566019 -2.15315
16878 26934 BG075564 Rac GTPase-activating protein 1Racgap1 1.014265 1.050643 0.981524 0.925757 0.930339 0.918431 1.024693 1.171599 -2.20616 -0.3904 -2.03502 0.606464 0.494579 0.749918 -1.75829 0.999002
16881 259302 BG075567 RIKEN cDNA D130026O08 geneD130026O08Rik0.914713 0.852593 0.977258 0.940454 0.91077 0.923799 0.975023 0.913264 -0.29955 0.828117 -2.24306 -1.17448 -0.19476 -0.60026 -2.19331 -0.2641
16887 57258 BG075570 exportin 4 Xpo4 1.015649 1.062441 0.934757 0.931099 0.957163 1.015415 1.009792 0.966023 -2.15315 0.159704 0.39296 0.503976 -0.63971 -2.15315 -2.33801 -1.17448
16894 72567 BG075575 RIKEN cDNA 2610102K23 gene2610102K23Rik0.988429 0.980147 0.91664 0.800065 0.871368 0.98066 0.954545 0.981758 -2.32867 -1.84975 0.798912 0.999999 0.99839 -1.88517 -0.28176 -1.93693
16898 78783 BG075579 bromodomain and PHD finger containing, 1Brpf1 0.965573 1.072833 0.996785 0.926351 0.961438 0.942535 0.968714 1.061482 -0.44634 0.875704 -2.43901 0.929075 -0.1609 0.684837 -0.69953 0.697611
16900 BG075581 0.966516 0.943871 0.933679 0.796439 0.870475 0.918361 0.978801 1.007183 -1.34107 -0.14418 0.264491 0.999995 0.989708 0.671623 -1.97046 -2.4076
16908 55944 BG075588 eukaryotic translation initiation factor 3, subunit 7 (zeta)Eif3s7 1.053673 1.032895 1.049198 1.07191 1.005756 0.978598 1.097592 0.984279 -0.19476 -1.27881 -0.40893 0.455617 -2.41943 -1.86755 0.863455 -2.13924
16913 66464 BG075593 TAF12 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf12 0.830253 0.982935 0.9785 0.859874 0.742015 0.942912 0.858512 0.981626 0.557549 -2.40118 -2.36412 0.117918 0.976589 -1.79535 0.145927 -2.39443
16914 70364 BG075594 RIKEN cDNA 1500001L03 gene1500001L03Rik 0.978668 1.058041 0.945439 0.977103 0.967746 1.021881 0.94559 0.981597 -2.19331 -0.96567 -0.98647 -2.15315 -1.86755 -2.18018 -0.98647 -2.25479
16916 268513 BG075596 DNA segment, Chr 11, ERATO Doi 759, expressedD11Ertd759e 0.899974 0.761635 0.658864 0.66944 0.677988 0.632193 0.731618 0.722367 0.370926 0.999787 1 1 1 1 0.999981 0.999991
16919 17524 BG075599 membrane protein, palmitoylatedMpp1 1.104568 1.063484 0.879497 0.911963 0.878762 0.900767 0.895914 1.084209 0.61418 -0.46521 0.902194 0.485045 0.906846 0.691278 0.760449 0.213305
16921 BG075600 0.937932 1.219663 1.204487 1.07074 1.022814 0.908269 1.089427 1.199525 -0.63971 0.994125 0.988105 -0.4842 -2.15315 0.336779 0.074774 0.985464
16922 50878 BG075601 stromal antigen 3 Stag3 0.937914 0.9646 1.006319 0.92271 1.003493 0.94566 0.991477 1.119869 -0.03112 -1.34107 -2.42484 0.475374 -2.45007 -0.37199 -2.38734 0.906846
16923 BG075602 1.019349 0.994883 0.986902 1.179666 1.055086 1.055475 1.111593 1.128769 -2.03502 -2.4299 -2.25479 0.999254 -0.22916 -0.21189 0.921613 0.973869
16929 385421 BG075607 similar to hypothetical protein FLJ12969na 0.861767 0.898055 1.121582 1.078645 1.029701 0.905222 0.988164 1.080261 0.582575 -0.4842 -0.12761 -1.50477 -2.26624 -0.90348 -2.42484 -1.09083
16933 72772 BG075611 RIKEN cDNA 2810450M21 gene2810450M21Rik0.950494 1.024474 1.190507 0.988804 0.952259 0.908628 0.93739 1.062105 -1.32036 -2.1668 0.955332 -2.39443 -1.38236 0.145927 -1.66313 -0.98647
16935 15929 BG075613 isocitrate dehydrogenase 3 (NAD+), gammaIdh3g 0.915586 1.129343 0.888021 0.742766 0.617513 0.770461 -2.41368 -1.7016 -1.73953 -2.20616 -1.11174 -2.38734 NA
16939 BG075617 0.94529 0.931523 1.017506 0.865771 1.027906 0.942499 1.041237 1.173391 -1.73953 -1.90261 -2.41368 -0.11117 -2.29881 -1.95379 -2.1668 0.145927
16945 BG075623
16957 99512 BG075633 RIKEN cDNA 1810073M12 gene1810073M12Rik1.098874 0.809048 0.991272 1.029264 1.119451 1.148141 0.776044 0.784205 -1.23714 0.582575 -2.45007 -2.38734 -1.13265 -0.63971 0.824183 0.65796
16961 18016 BG075637 neurofibromatosis 2 Nf2 0.929406 1.101811 1.036954 0.994193 0.880935 0.908313 0.981175 0.993221 0.590662 0.906846 -1.02816 -2.41368 0.99057 0.902194 -1.98692 -2.40118
16966 68379 BG075640 CDKN1A interacting zinc finger protein 1Ciz1 1.025705 0.984941 1.144235 1.203317 1.078032 1.19472 1.223355 1.121732 -1.95379 -2.26624 0.947775 0.997863 0.131998 0.996491 0.999345 0.846668
16978 72748 BG075652 RIKEN cDNA 2810435D12 gene2810435D12Rik0.951236 0.746389 1.104072 0.897255 0.84873 0.723058 0.841696 0.855119 -2.25479 0.57436 -1.7016 -1.56492 -0.76005 0.636602 -0.63971 -0.86223
16980 57230 BG075653 RIKEN cDNA 2700016D05 gene2700016D05Rik0.968414 1.047137 1.07673 1.029352 1.014572 0.983556 0.987241 1.08289 -0.78036 0.117918 0.881459 -1.0073 -2.01921 -1.88517 -2.11067 0.927272
16987 16391 BG075659 interferon dependent positive acting transcription factor 3 gammaIsgf3g 0.957783 0.956612 0.906919 0.882801 0.843583 0.898863 0.867026 0.970111 -1.23714 -1.19538 0.598625 0.886977 0.991856 0.727688 0.95762 -1.79535
17001 69008 BG075668 RIKEN cDNA 1500031K13 gene1500031K13Rik1.036959 1.010484 0.916815 0.954388 0.92787 1.00349 1.014626 1.046774 -1.32036 -2.34703 0.61418 -0.80074 0.336779 -2.45007 -2.24306 -0.84168
17016 BG075673 1.004129 1.063403 1.100548 1.052749 0.974519 0.990949 0.982048 1.143413 -2.43901 0.239199 0.899792 -0.17776 -1.62418 -2.34703 -2.01921 0.994945
17024 BG075678 0.924375 0.976822 0.928774 1.046186 0.977862 0.969842 0.966805 1.096865 0.636602 -1.81365 0.531359 -0.61994 -1.86755 -1.42344 -1.25799 0.839467
17029 214444 BG075683 CDK5 regulatory subunit associated protein 2Cdk5rap2 0.929956 1.026654 1.002109 0.957425 0.916739 0.970572 0.933842 1.08079 0.173331 -1.84975 -2.45994 -1.04903 0.54895 -1.7016 0.045261 0.325103
17030 BG075684 0.898807 1.119914 1.091446 1.07464 0.99394 1.031357 1.004706 1.224924 0.57436 0.455617 0.173331 -0.29955 -2.43901 -1.88517 -2.45007 0.996491
17042 BG075695 0.96409 1.145358 0.935719 0.985769 1.01371 0.877215 0.980303 1.040554 -1.68243 0.875704 -0.50329 -2.32867 -2.34703 0.846668 -2.20616 -1.56492
17043 320558 BG075696 RIKEN cDNA 4930518F03 gene4930518F03Rik0.965477 1.068105 1.029257 1.203812 1.203011 1.281232 1.263409 1.385501 -0.92417 0.531359 -1.32036 0.99999 0.999989 1 1 1
17045 54351 BG075697 retinoic acid induced 12 Rai12 0.961052 1.055902 1.010614 0.959932 1.013776 1.000387 1.077445 1.136381 -1.25799 -0.54178 -2.35574 -1.19538 -2.28825 -2.46418 0.226327 0.946408
17046 BG075698 0.97969 1.10229 0.945814 1.052381 1.059583 0.980975 0.914549 1.331823 -2.20616 0.336779 -0.98647 -1.17448 -0.90348 -2.24306 0.145927 0.999971
17051 98733 BG075701 expressed sequence AW822216AW822216 1.174099 0.743125 1.043624 0.820015 0.281864
17056 69675 BG075705 RIKEN cDNA 2310075M15 gene2310075M15Rik 0.94761 1.004596 0.985163 0.927987 0.900188 0.996324 0.907839 0.986718 -1.23714 -2.45307 -2.40118 -0.42758 0.629248 -2.45307 0.485045 -2.33801
17058 14272 BG075707 farnesyltransferase, CAAX box, alphaFnta 1.049046 1.025322 0.98925 1.012348 0.995532 1.047711 1.076001 1.10375 -0.1609 -1.56492 -2.27739 -2.21874 -2.4299 -0.22916 0.709956 0.955332
17061 BG075709 0.977319 0.905228 0.79641 0.805532 0.875824 0.913993 0.77738 1.003431 -1.91986 0.835758 0.999992 0.999979 0.980725 0.72188 0.999999 -2.45007
17063 280635 BG075710 elastin microfibril interface located protein 5Emilin5 1.026518 1.035236 0.978388 0.933748 0.916848 0.944002 0.961813 0.988945 -1.81365 -1.40293 -1.98692 0.145927 0.621774 -0.28176 -1.19538 -2.33801
17064 66165 BG075711 RIKEN cDNA 1110013J05 gene1110013J05Rik 1.043128 0.943766 1.01288 0.991402 0.968905 0.952305 1.010999 1.186088 -0.60026 0.173331 -2.11067 -2.35574 -1.23714 -0.24656 -2.28825 0.999892
17065 16431 BG075712 integral membrane protein 2AItm2a 1.126657 1.059817 0.974417 0.944316 1.002359 0.750735 0.998749 0.992667 -0.19476 -1.73953 -2.21874 -1.75829 -2.46277 0.99029 -2.46277 -2.43901
17076 99311 BG075721 RIKEN cDNA 2310010I22 gene2310010I22Rik 0.925422 0.917523 1.015235 1.024761 1.077492 0.960097 1.050887 0.990334 0.749918 0.860232 -2.12508 -1.64372 0.697611 -0.63971 -0.14418 -2.31903
17095 68966 BG075735 RIKEN cDNA 1500001L15 gene1500001L15Rik 0.931092 1.09183 1.048737 1.016888 1.041075 1.023256 0.978445 1.170862 -0.4842 0.030281 -1.36174 -2.29881 -1.64372 -2.1668 -2.19331 0.929075
17104 235459 BG075741 general transcription factor II A, 2Gtf2a2 0.959596 0.981406 0.813073 0.836469 0.932361 0.985771 0.925024 1.178063 -1.32036 -2.18018 0.999345 0.995383 -0.11117 -2.29881 0.145927 0.988444
17113 30957 BG075749 mitogen-activated protein kinase 8 interacting protein 3Mapk8ip3 1.004104 1.075804 1.206576 0.823111 0.961602 1.132568 1.016653 1.118654 -2.45571 -1.25799 0.93256 0.951688 -1.97046 -0.01555 -2.37219 0.015152
17115 BG075751 0.974078 0.961953 1.070471 1.186648 1.240685 1.266411 1.294674 1.29926 -1.60453 -0.86223 0.465565 0.999843 0.999998 1 1 1
17121 12520 BG075757 CD 81 antigen Cd81 1.052843 0.998636 0.966719 0.889101 0.829277 0.842872 0.874586 0.851871 -0.40893 -2.46153 -1.34107 0.955332 0.99982 0.999278 0.98627 0.99823
17123 317717 BG075759 SEC22 vesicle trafficking protein-like 2 (S. cerevisiae)Sec22l2 0.931332 0.946518 0.983743 0.923865 1.058789 0.967783 1.011854 1.153165 -0.35369 -0.96567 -2.28825 -0.07872 -0.88283 -1.83178 -2.458 0.902194
17127 16561 BG075761 kinesin family member 1B Kif1b 0.99148 0.98294 0.863008 0.86681 0.857601 1.009201 0.986512 1.029135 -2.44673 -2.39443 0.226327 0.159704 0.325103 -2.44305 -2.41943 -2.26624
17134 68273 BG075766 RIKEN cDNA 4930467B06 gene4930467B06Rik0.984305 1.033276 1.161519 1.17506 1.101936 0.881216 0.903376 0.975889 -2.15315 -2.31903 0.485045 0.39296 -0.50329 0.145927 -0.21189 -2.28825
17145 69895 BG075773 RIKEN cDNA 2010109N14 gene2010109N14Rik1.003271 1.069337 1.192045 1.379868 1.321785 1.155178 1.169526 1.165143 -2.46153 -1.48455 -0.2641 0.930837 0.301305 -1.62418 -0.04684 -0.4842
17154 22436 BG075778 xanthine dehydrogenase Xdh 1.028837 1.761578 2.003925 2.668435 2.13627 1.904747 1.7934 1.843461 -1.98692 1 1 1 1 1 1 1
17162 67811 BG075785 RIKEN cDNA 1300003F06 gene1300003F06Rik0.986719 1.038714 1.11558 1.092383 1.006837 1.066163 1.028294 1.101616 -2.09601 -0.42758 0.995095 0.9598 -2.36412 0.697611 -1.13265 0.98228
17179 54402 BG075795 serine/threonine kinase 19 Stk19 0.935733 1.022202 1.028953 0.828856 0.983237 0.874049 1.021436 1.159982 -0.17776 -2.06598 -1.83178 0.99823 -2.23104 0.946408 -2.09601 0.976589
17184 66168 BG075799 RIKEN cDNA 1110025J15 gene1110025J15Rik 0.964673 1.034741 1.062044 1.150349 0.949241 1.081254 1.078287 1.229905 -1.72063 -1.77689 -0.76005 0.892267 -1.06992 -0.11117 -0.21189 0.996991
17186 20440 BG075800 beta galactoside alpha 2,6 sialyltransferase 1St6gal1 0.875818 0.825934 0.81432 0.774049 0.767072 0.829294 0.855518 0.983366 0.414416 0.899792 0.940607 0.991856 0.994467 0.886977 0.691278 -2.36412
17187 21652 BG075801 PHD finger protein 1 Phf1 0.913877 0.994359 0.918766 1.190064 1.078726 0.892804 1.138569 1.169984 -0.4842 -2.45571 -1.38236 0.39296 -0.86223 0.089306 0.060093 0.629248
17193 BG075807 0.974534 0.98197 0.977652 1.0703 0.923212 1.015174 0.901128 0.994782 -2.18018 -2.31903 -2.24306 -0.9449 -0.56118 -2.36412 0.089306 -2.45307
17202 75785 BG075814 RIKEN cDNA 4930429H24 gene4930429H24Rik0.998074 1.068235 0.994529 0.949692 0.989807 1.000104 0.932212 1.072015 -2.46153 -0.3904 -2.44305 -0.98647 -2.38734 -2.46436 -0.24656 -0.2641
17204 66148 BG075816 DnaJ (Hsp40) homolog, subfamily D, member 1Dnajd1 1.029902 1.051901 1.080443 1.029607 1.143269 1.1541 1.097822 1.23691 -1.50477 -0.1609 0.709956 -1.40293 0.991613 0.99839 0.899792 0.999998
17208 BG075820 0.97385 0.990282 1.000323 0.872155 0.876228 0.937369 0.905977 1.001984 -2.15315 -2.41943 -2.46418 0.671623 0.621774 -1.0073 0.015152 -2.46277
17209 58184 BG075821 rcd1 (required for cell differentiation) homolog 1 (S. pombe)Rqcd1 0.945353 0.953053 1.033852 1.072586 0.96879 0.912895 0.945979 1.115866 -0.28176 -0.63971 -1.40293 0.276912 -1.48455 0.744508 -0.28176 0.913454
17219 BG075830 0.93299 1.031212 1.067542 1.050098 0.96084 1.021399 0.955126 1.122365 -0.98647 -2.11067 -1.11174 -1.62418 -1.88517 -2.28825 -1.72063 0.226327
17220 98929 BG075831 expressed sequence AI326283AI326283 0.960923 0.87704 1.023287 0.934804 0.967533 0.900175 0.983308 1.111652 -1.40293 0.913454 -2.06598 -0.22916 -1.7016 0.697611 -2.24306 0.703837
17223 77480 BG075834 RIKEN cDNA C330002I19 geneC330002I19Rik 0.939455 1.044301 0.938916 0.869884 1.058323 0.911342 0.908522 1.159957 -0.29955 -1.15357 -0.28176 0.962878 -0.54178 0.582575 0.636602 0.979044
17226 11656 BG075837 aminolevulinic acid synthase 2, erythroidAlas2 0.949076 0.942132 0.93975 1.049871 1.03178 1.085417 0.719495 0.976847 -2.06598 -1.95379 -1.90261 -2.11067 -2.30907 -1.56492 0.961877 -2.37993
17228 74075 BG075839 RIKEN cDNA 4933406J07 gene4933406J07Rik 0.957401 0.971261 0.962374 0.959791 0.894326 0.985905 0.855435 1.092376 -2.05062 -2.26624 -2.13924 -2.09601 -0.52248 -2.41943 0.301305 -1.04903
17229 BG075840 0.986929 1.005105 1.03275 1.065373 1.030198 1.026368 0.961873 1.020763 -2.12508 -2.41368 -0.88283 0.643838 -1.06992 -1.32036 -0.42758 -1.7016
17244 107338 BG075849 expressed sequence AW049900AW049900 1.006554 0.935518 1.052623 1.135516 0.97615 0.956727 0.995636 0.935742 -2.43463 -0.50329 -1.11174 0.811911 -2.09601 -1.38236 -2.45307 -0.50329
17249 26362 BG075854 AXL receptor tyrosine kinaseAxl 0.975512 1.011257 0.959692 1.041784 0.94616 0.913287 0.956333 1.349194 -1.83178 -2.32867 -1.0073 -1.02816 -0.29955 0.727688 -0.82118 1
17259 69241 BG075863 RIKEN cDNA 2610028L19 gene2610028L19Rik 0.814002 1.019579 0.964822 0.908343 0.944515 1.016387 0.883568 1.069224 0.424929 -2.4076 -2.27739 -1.32036 -2.00317 -2.42484 -0.78036 -1.84975
17263 71890 BG075866 RIKEN cDNA 2310033C13 gene2310033C13Rik 0.81941 0.683623 0.874536 1.003684 0.870488 0.888706 0.967612 0.857131 0.946408 0.99999 0.522365 -2.458 0.582575 0.264491 -2.06598 0.739001
17264 69544 BG075867 WD repeat domain 5B Wdr5b 0.928975 0.978971 1.049866 1.036571 1.009812 1.027119 0.883078 1.120113 0.301305 -2.01921 -0.69953 -1.34107 -2.36412 -1.79535 0.952932 0.909097
17265 15199 BG075868 heme binding protein 1 Hebp1 0.999673 0.889549 0.976318 0.951518 1.018972 1.048667 1.018804 1.008477 -2.46418 0.94911 -1.86755 -0.54178 -2.08112 -0.63971 -2.08112 -2.37993
17270 67231 BG075873 RIKEN cDNA 2810442O16 gene2810442O16Rik0.937713 1.051572 0.979079 1.065421 1.050556 0.964525 1.119821 1.049942 -0.61994 -1.17448 -2.19331 -0.65957 -1.21627 -1.72063 0.54022 -1.34107
17273 11981 BG075876 ATPase, class II, type 9A Atp9a 0.938527 1.09084 1.03619 1.01757 1.038292 1.020223 1.053018 1.105772 -0.35369 0.382015 -1.56492 -2.23104 -1.48455 -2.15315 -0.86223 0.643838
17283 327992 BG075885 hypothetical LOC327992 na 0.988983 1.034947 0.976072 0.983101 1.022225 1.006216 0.976158 1.01503 -2.20616 -0.65957 -1.38236 -1.88517 -1.54496 -2.37993 -1.40293 -2.00317
17286 52653 BG075888 DNA segment, Chr 11, ERATO Doi 603, expressedD11Ertd603e 0.984293 0.949732 0.983563 1.083902 1.016564 0.990783 0.829923 1.230975 -2.4076 -1.90261 -2.40118 -1.25799 -2.40118 -2.44305 0.61418 0.770605
17287 BG075889 1.0095 1.073745 1.13078 1.07334 1.094819 1.121919 1.043103 1.098026 -2.40118 -0.21189 0.831975 -0.22916 0.35969 0.755231 -1.38236 0.424929
17303 BG075903 1.001712 0.971075 0.925762 0.967534 1.096734 1.156807 1.029978 1.125311 -2.46153 -1.7016 0.35969 -1.52491 0.684837 0.987034 -1.68243 0.921613
17304 76178 BG075904 RIKEN cDNA 6330578E17 gene6330578E17Rik1.007005 1.047011 0.938239 0.908908 0.986634 0.967381 1.059308 1.097903 -2.39443 -0.42758 0.35969 0.909097 -2.20616 -1.17448 0.131998 0.894829
17305 76130 BG075905 RIKEN cDNA 5830482G23 gene5830482G23Rik1.032591 1.135523 1.250391 1.225555 1.324221 1.120501 1.071666 1.268234 -1.58478 0.952932 0.999964 0.999814 1 0.894829 0.103687 0.999989
17309 65970 BG075908 DNA segment, Chr 15, ERATO Doi 366, expressedD15Ertd366e 0.93274 0.863333 0.913585 0.910075 0.893712 0.887071 0.783827 0.98428 -1.13265 0.582575 -0.52248 -0.42758 0.015152 0.159704 0.984614 -2.37993
17313 52894 BG075912 0.872143 1.166832 1.129784 0.97224 0.921371 1.115862 1.000116 0.890814 -0.65957 -0.60026 -1.13265 -2.35574 -1.54496 -0.84168 -2.46436 -0.88283
17323 BG075922 0.976284 1.022332 0.947306 0.947491 0.971175 1.009146 0.972784 1.008565 -1.97046 -2.05062 -0.60026 -0.61994 -1.75829 -2.38734 -1.83178 -2.40118
17324 21417 BG075923 zinc finger homeobox 1a Zfhx1a 0.911697 0.928953 0.848109 1.00807 0.938235 0.908895 0.934164 0.968357 0.159704 -0.40893 0.94911 -2.42484 -0.76005 0.226327 -0.60026 -1.90261
17326 28075 BG075924 DNA segment, Chr 15, Wayne State University 75, expressedD15Wsu75e 1.000399 1.045233 0.899539 0.950952 0.968559 1.000307 0.935656 1.012527 -2.46418 -0.11117 0.99029 0.186807 -0.90348 -2.46418 0.709956 -2.1668
17328 BG075926 0.888336 0.960509 1.012029 1.129669 0.999875 0.967198 0.980713 1.073555 0.582575 -1.77689 -2.39443 0.503976 -2.46436 -1.98692 -2.28825 -0.76005
17340 66340 BG075937 RIKEN cDNA 1700023M09 gene1700023M09Rik0.999829 1.009458 0.997391 0.970979 1.019733 0.958568 0.934935 0.959448 -2.46418 -2.28825 -2.45007 -1.06992 -1.75829 -0.21189 0.739001 -0.2641
17346 BG075942 0.920797 0.985378 1.055805 1.080295 1.072778 0.993585 0.994947 1.302226 -0.50329 -2.4076 -1.42344 -1.21627 -1.38236 -2.29881 -2.4299 0.566019
17351 BG075947 0.991184 0.873341 0.857578 1.014178 0.989053 1.370546 1.190722 -2.45307 -1.38236 -0.07872 -2.4299 -2.44305 0.963855 -0.63971 NA
17353 14132 BG075948 Fc receptor, IgG, alpha chain transporterFcgrt 0.999524 1.048235 1.032751 1.001882 1.044935 1.063961 1.045666 1.143731 -2.46365 -0.00013 -0.92417 -2.458 -0.17776 0.582575 -0.12761 0.999406
17357 74302 BG075951 myotubularin related protein 3Mtmr3 1.084333 1.119026 0.95398 1.057061 1.038981 1.058032 0.986188 0.990993 0.678286 0.958723 -0.50329 -0.09487 -0.98647 -0.06271 -2.21874 -2.35574



17358 BG075952 0.981292 0.892406 0.83979 0.93677 0.857127 1.086518 0.828218 1.0918 -2.23104 0.684837 0.982772 -0.54178 0.94911 0.060093 0.992092 0.186807
17391 56717 BG075981 FK506 binding protein 12-rapamycin associated protein 1Frap1 0.998095 1.074762 1.08162 1.08505 1.087806 1.009434 1.009833 1.194334 -2.45994 0.424929 0.582575 0.643838 0.691278 -2.35574 -2.34703 0.99879
17392 97827 BG075982 expressed sequence C85658C85658 0.966935 1.145314 1.07468 1.279092 1.176298 1.814894 0.881195 0.960625 -2.35574 -1.83178 -2.23104 -1.17448 -1.68243 0.794412 -1.91986 -2.34703
17394 216971 BG075984 cDNA sequence BC017647BC017647 0.923746 1.060394 1.114484 0.888532 0.943187 1.048459 1.060192 1.21837 -0.04684 -0.78036 0.61418 0.739001 -1.13265 -1.17448 -0.80074 0.992763
17397 102414 BG075986 CDC-like kinase 3 Clk3 1.257516 1.339953 1.225754 1.27144 1.156637 1.201082 1.087903 1.153186 0.999937 1 0.999558 0.999974 0.975934 0.998054 0.414416 0.97164
17398 BG075987
17400 232934 BG075989 Myb protein P42POP P42pop 0.9926 0.930686 1.12983 0.832074 0.980464 1.021819 0.928581 0.88169 -2.44305 -0.92417 0.336779 0.904545 -2.30907 -2.28825 -0.86223 0.40376
17403 214897 BG075991 casein kinase 1, gamma 1 Csnk1g1 0.976417 0.994909 0.952909 0.959219 0.930602 0.951897 0.843207 1.133571 -2.30907 -2.458 -1.88517 -2.01921 -1.2996 -1.84975 0.621774 -0.01555
17422 26363 BG076006 biotinidase Btd 0.944191 1.103906 1.228635 1.114881 1.106946 1.091496 0.931934 1.013752 -0.2641 0.803328 0.999915 0.88965 0.831975 0.643838 0.226327 -2.26624
17426 BG076009 1.057238 1.042252 1.102556 1.119434 1.008704 1.025914 1.077975 1.118233 -0.46521 -1.15357 0.733394 0.881459 -2.39443 -1.97046 0.264491 0.807661
17438 27053 BG076017 asparagine synthetase Asns 0.985415 0.96729 1.257972 1.025732 1.34461 1.212954 0.984211 1.361024 -2.41368 -2.20616 0.892267 -2.30907 0.968394 0.72188 -2.40118 0.991106
17441 BG076020 0.958101 0.923554 1.104182 1.008172 0.973609 0.92568 0.908297 0.873198 -1.44388 -0.06271 0.435299 -2.41943 -2.01921 -0.12761 0.370926 0.872736
17453 108123 BG076030 N-ethylmaleimide sensitive fusion protein attachment protein gammaNapg 0.984255 0.959912 1.003293 0.889634 1.046125 1.055165 0.96042 0.935683 -2.41943 -2.18018 -2.46277 -0.80074 -2.21874 -2.11067 -2.1668 -1.77689
17454 22213 BG076031 ubiquitin-conjugating enzyme E2G 2Ube2g2 1.037684 1.093249 1.145436 1.049243 0.968162 0.914354 0.906902 1.003572 -1.60453 0.313278 0.906846 -1.13265 -1.77689 0.325103 0.503976 -2.43463
17459 19056 BG076035 protein phosphatase 3, catalytic subunit, beta isoformPpp3cb 0.988111 0.972885 1.012982 0.904279 0.935711 0.928578 0.975751 0.966909 -2.40118 -2.13924 -2.38734 0.060093 -0.84168 -0.67951 -2.19331 -1.98692
17460 BG076036 0.999627 1.034112 1.119029 1.16906 1.142224 1.168754 1.222928 1.243444 -2.46418 -1.19538 0.968394 0.999229 0.994125 0.999229 0.99999 0.999998
17474 BG076046 1.007286 0.942556 1.06958 0.903498 1.045957 1.015319 0.996314 1.067947 -2.39443 0.030281 0.325103 0.904545 -0.88283 -2.18018 -2.44673 0.276912
17480 78781 BG076051 zinc finger CCCH type, antiviral 1Zc3hav1 1.004522 0.928357 0.902943 0.936541 0.933856 0.977466 1.017695 1.00143 -2.44673 0.074774 0.703837 -0.90348 -0.12761 -2.05062 -2.20616 -2.46277
17486 12321 BG076056 calumenin Calu 0.972675 1.005204 1.029596 1.045212 0.869677 0.967145 1.007931 1.073567 -2.11067 -2.45307 -2.19331 -1.81365 0.691278 -1.93693 -2.44305 -0.76005
17488 11990 BG076058 attractin Atrn 0.875457 1.049806 1.157003 0.914801 0.915782 0.825657 1.018214 1.116469 -0.63971 -1.72063 -0.12761 -1.98692 -1.60453 0.117918 -2.40118 -1.19538
17491 68349 BG076060 NADH dehydrogenase (ubiquinone) Fe-S protein 3Ndufs3 1.052193 0.902114 0.848823 0.869683 1.105384 0.884444 0.886521 0.87221 -1.56492 -0.28176 0.636602 0.200131 -0.11117 0.276912 -0.00013 0.145927
17493 231571 BG076062 expressed sequence AW060207AW060207 0.961652 1.121733 1.035864 1.10472 1.097426 1.036062 1.065605 1.140263 -1.64372 0.621774 -1.79535 0.35969 0.213305 -1.77689 -0.71963 0.803328
17496 94183 BG076065 1.134542 0.760119 0.950135 0.995101 1.028589 1.073602 0.73307 0.668259 -1.02816 0.691278 -2.1668 -2.46153 -2.37219 -1.91986 0.835758 0.975934
17516 226169 BG076080 cDNA sequence BC013720BC013720 0.971236 1.301442 1.55489 0.964936 1.227682 0.890596 0.973939 1.314838 -1.97046 0.999867 1 -1.75829 0.995383 0.65796 -2.05062 0.999931
17523 241274 BG076087 cDNA sequence BC027342BC027342 0.957537 1.021116 1.086447 1.028772 0.961544 1.018605 1.014353 1.078539 -1.50477 -2.20616 -0.07872 -2.01921 -1.66313 -2.26624 -2.34703 -0.31748
17524 17995 BG076088 NADH dehydrogenase (ubiquinone) flavoprotein 1Ndufv1 1.026907 0.968152 0.932032 0.94086 0.946129 1.002618 1.056225 1.015997 -1.84975 -1.58478 0.103687 -0.24656 -0.4842 -2.458 -0.52248 -2.23104
17528 140494 BG076092 ATPase, H+ transporting, lysosomal V0 subunit A isoform 4Atp6v0a4 0.928854 0.832277 0.850656 0.846975 0.788741 0.862643 0.863608 0.895701 -0.1609 0.992546 0.973869 0.979619 0.999757 0.945008 0.942109 0.678286
17532 66317 BG076095 RIKEN cDNA 2700038L12 gene2700038L12Rik 1.03013 1.02841 1.046583 1.06043 1.008699 0.98646 0.955471 1.05019 -1.0073 -1.13265 0.015152 0.557549 -2.30907 -2.08112 0.030281 0.186807
17537 BG076098 0.981296 0.97949 0.917779 0.940848 0.839068 1.057118 1.096234 1.063275 -1.7016 -1.56492 0.969236 0.71597 0.999999 0.57436 0.983717 0.72188
17540 76301 BG076100 0.977738 0.883662 0.968667 1.067585 0.942542 0.860006 1.032983 1.070783 -2.23104 0.226327 -2.26624 -0.96567 -1.58478 0.807661 -2.11067 -1.2996
17545 66089 BG076104 RIKEN cDNA 0610039K22 gene0610039K22Rik1.113596 0.79627 0.99383 0.992218 0.980994 1.084051 0.800782 0.741596 -0.90348 0.739001 -2.458 -2.45307 -2.40118 -1.46425 0.703837 0.952932
17555 BG076113 0.983309 0.908828 0.962113 0.908937 0.847034 0.730112 0.96126 0.813966 -2.1668 0.780394 -1.15357 0.780394 0.998173 1 -1.11174 0.999933
17566 20962 BG076124 synaptonemal complex protein 3Sycp3 1.021418 0.869704 0.861069 0.890909 0.904262 0.930887 0.945515 0.872748 -2.27739 0.636602 0.755231 0.313278 -0.01555 -0.84168 -1.34107 0.621774
17568 57912 BG076126 RIKEN cDNA 1300002M12 gene1300002M12Rik0.906291 0.919874 1.076271 0.929332 0.955415 0.809741 1.023853 1.161221 0.816081 0.598625 0.35969 0.348308 -0.78036 0.999961 -1.90261 0.993947
17572 BG076130
17575 54369 BG076133 expressed in non-metastatic cells 6, proteinNme6 0.987892 0.99363 0.976331 0.94556 0.915013 0.738164 0.810384 0.841346 -2.37219 -2.43901 -2.12508 -0.98647 0.117918 0.99999 0.996491 0.973144
17577 103737 BG076135 peroxisomal biogenesis factor 12Pex12 1.063336 1.017044 0.924695 0.952537 0.899631 0.88798 0.910661 0.969896 -0.4842 -2.24306 0.103687 -1.02816 0.691278 0.831975 0.485045 -1.81365
17583 140742 BG076140 sestrin 1 Sesn1 1.066221 0.927925 0.999494 1.109964 0.946197 1.04525 0.976793 1.026478 -0.88283 -1.09083 -2.46418 -0.1609 -1.19538 -1.58478 -2.4076 -2.12508
17584 108699 BG076141 RIKEN cDNA 0710001E19 gene0710001E19Rik0.930771 0.940676 1.011584 1.085313 0.93569 1.028697 1.117656 1.075382 -0.69953 -1.06992 -2.31903 -0.3904 -0.88283 -2.27739 0.336779 -1.06992
17590 56807 BG076146 secretory carrier membrane protein 5Scamp5 0.948916 0.931356 1.081634 0.916776 0.874345 0.838889 1.023284 0.98955 -0.50329 0.239199 0.445528 0.629248 0.977226 0.998936 -1.93693 -2.34703
17595 53892 BG076151 protein phosphatase 1D magnesium-dependent, delta isoformPpm1d 0.988497 0.964357 0.821781 0.799408 0.836563 0.906002 0.844444 0.96798 -2.30907 -1.19538 0.999933 0.999995 0.999672 0.860232 0.999278 -1.40293
17596 19255 BG076152 protein tyrosine phosphatase, non-receptor type 2Ptpn2 0.957475 1.066661 0.948483 0.850711 0.864789 0.89159 0.876034 0.981209 -1.73953 -1.06992 -1.44388 0.839467 0.71597 0.301305 0.57436 -2.30907
17599 67042 BG076155 RIKEN cDNA 2600013G09 gene2600013G09Rik1.031202 0.924275 0.969016 0.979761 0.870113 0.840276 1.0166 1.188958 -1.66313 0.336779 -1.64372 -2.08112 0.973144 0.997502 -2.21874 0.997341
17600 17827 BG076156 metaxin 1 Mtx1 1.013098 0.980007 1.013303 1.029796 0.951747 0.907483 0.895278 0.925063 -2.30907 -2.09601 -2.29881 -1.72063 -0.76005 0.71597 0.860232 0.325103
17602 74018 BG076158 amyotrophic lateral sclerosis 2 (juvenile) homolog (human)Als2 0.997619 1.017342 0.980118 0.941691 0.900162 0.776171 0.818125 0.803801 -2.46153 -2.28825 -2.21874 -0.82118 0.494579 0.999765 0.994299 0.997992
17606 BG076162 1.01044 1.016566 0.976282 0.964145 0.942416 1.027161 0.881993 0.956326 -2.4076 -2.31903 -2.15315 -1.79535 -0.96567 -2.08112 0.691278 -1.52491
17608 18633 BG076164 peroxisome biogenesis factor 16Pex16 0.934538 0.823635 0.818777 0.884735 0.878574 0.957435 0.971221 1.143298 0.25192 0.999909 0.999945 0.969236 0.981257 -0.82118 -1.58478 0.986657
17610 BG076166 1.032994 0.94248 0.998205 1.021059 0.992008 0.983853 1.022096 1.010071 -1.52491 -0.24656 -2.46153 -2.05062 -2.40118 -2.20616 -2.00317 -2.36412
17611 14423 BG076167 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 1Galnt1 1.044234 0.945479 0.998197 1.016465 0.969168 1.042335 0.997104 1.032573 -0.9449 -0.33552 -2.46153 -2.19331 -1.56492 -1.04903 -2.45571 -1.52491
17614 BG076170 1.007391 0.916307 0.891997 0.872349 0.830783 0.830943 0.9135 0.821958 -2.35574 0.945008 0.995911 0.999625 0.999999 0.999999 0.958723 1
17616 12313 BG076172 calmodulin 1 Calm1 0.816711 0.922994 0.984329 0.953098 0.865664 0.965214 1.007968 1.063077 0.986657 -0.33552 -2.33801 -1.44388 0.824183 -1.86755 -2.4299 -0.96567
17620 15530 BG076176 perlecan (heparan sulfate proteoglycan 2)Hspg2 1.011801 1.00343 0.966485 0.911312 0.881762 0.986695 0.932318 1.066649 -2.4076 -2.45994 -2.00317 -0.22916 0.465565 -2.38734 -1.19538 -1.09083
17625 12832 BG076180 procollagen, type V, alpha 2Col5a2 0.975211 0.940208 1.050079 1.020731 0.97583 0.958479 0.946765 0.949795 -1.90261 -0.21189 -0.78036 -2.08112 -1.91986 -1.09083 -0.50329 -0.65957
17639 105513 BG076191 RIKEN cDNA 6330407G04 gene6330407G04Rik0.980026 0.905078 1.034005 1.069468 0.948244 0.956202 1.044615 1.000912 -2.12508 0.697611 -1.60453 -0.11117 -0.69953 -1.09083 -1.13265 -2.46365
17640 BG076192 0.993947 1.549967 1.70898 2.332825 1.887742 1.738485 1.694479 1.638014 -2.43463 1 1 1 1 1 1 1
17646 BG076198 RIKEN cDNA 2310032M22 gene2310032M22Rik1.043229 0.983435 0.90971 0.942774 0.938051 0.950718 0.899908 0.989718 -0.9449 -2.1668 0.785154 -0.14418 0.060093 -0.52248 0.884247 -2.34703
17659 228961 BG076209 cDNA sequence BC023239BC023239 0.990295 0.981273 0.972418 1.060018 1.077771 1.048492 1.067232 1.050177 -2.35574 -2.06598 -1.64372 -0.09487 0.465565 -0.61994 0.159704 -0.54178
17663 66836 BG076213 RIKEN cDNA 0610006I08 gene0610006I08Rik 0.964068 0.966343 0.99629 0.98591 1.064076 1.059105 0.967661 1.099125 -1.11174 -1.23714 -2.44673 -2.21874 0.145927 -0.04684 -1.32036 0.846668
17670 229487 BG076218 PET112-like (yeast) Pet112l 0.895395 0.918449 0.884483 0.849095 0.837712 0.937591 0.968031 1.021771 0.990841 0.9113 0.997258 0.999966 0.999993 0.606464 -0.96567 -1.68243
17671 BG076219 0.714116 0.593234 0.763849 1.018034 0.782037 0.962211 1.465682 1.016235 0.991363 0.999988 0.93589 -2.40118 0.878611 -2.1668 0.998054 -2.41368
17676 244647 BG076221 similar to Ataxin-1 (Spinocerebellar ataxia type 1 protein homolog)na 0.998109 0.907974 1.026792 0.842051 0.859476 0.94297 0.854423 1.025269 -2.46365 -0.54178 -2.25479 0.709956 0.503976 -1.56492 0.57436 -2.27739
17678 17470 BG076223 antigen identified by monoclonal antibody MRC OX-2Mox2 0.947018 1.063806 0.944063 1.005841 0.934016 0.952531 0.955563 1.028823 -1.25799 -0.98647 -1.15357 -2.44673 -0.76005 -1.46425 -1.56492 -2.08112
17679 19062 BG076224 putative phosphatase Pps 0.969083 0.92509 0.957493 1.068422 1.001904 1.051107 1.103369 1.098931 -1.17448 0.770605 -0.44634 0.531359 -2.458 -0.09487 0.94911 0.930837
17681 70686 BG076225 dual specificity phosphatase 16Dusp16 0.995455 1.065302 0.803433 0.954501 0.785597 0.87169 0.877046 0.942855 -2.43901 0.159704 0.999994 -0.58067 0.999999 0.992322 0.987401 -0.00013
17683 110532 BG076226 adenosine deaminase, RNA-specific, B1Adarb1 1.008093 0.897971 0.960889 1.052831 0.996764 1.069322 1.14969 1.057379 -2.29881 0.998285 -0.04684 0.513238 -2.43463 0.863455 0.999973 0.643838
17689 67199 BG076232 prefoldin 1 Pfdn1 0.938418 1.01516 0.978598 1.089028 0.992064 1.055241 1.033733 1.035171 0.060093 -2.21874 -1.97046 0.65796 -2.39443 -0.35369 -1.40293 -1.34107
17694 106653 BG076237 0.967607 0.991909 0.951588 0.924236 0.878662 0.860802 0.999494 1.005467 -1.84975 -2.42484 -1.21627 -0.14418 0.71597 0.921613 -2.46418 -2.44673
17695 51960 BG076238 DNA segment, Chr 1, ERATO Doi 8, expressedD1Ertd8e 1.084457 1.043119 0.935112 0.844534 0.808425 0.973814 0.79279 0.947493 -1.48455 -2.1668 -1.75829 0.145927 0.61418 -2.34703 0.739001 -1.98692
17697 12368 BG076240 caspase 6 Casp6 1.023905 0.993784 0.969936 1.085443 1.22808 1.380345 1.27577 1.677335 -2.20616 -2.44673 -2.03502 -0.35369 0.984171 0.999971 0.997653 1
17699 66552 BG076242 RIKEN cDNA 2010106G01 gene2010106G01Rik0.982236 1.065489 0.920737 0.854469 0.828741 0.921572 0.796384 0.915127 -2.36412 -1.36174 -0.82118 0.629248 0.850162 -0.86223 0.960851 -0.65957
17712 66447 BG076253 microsomal glutathione S-transferase 3Mgst3 0.994298 1.014659 0.914142 1.012095 0.914085 0.965507 1.11637 0.873471 -2.45007 -2.37993 -0.33552 -2.4076 -0.33552 -1.98692 0.159704 0.582575
17713 97497 BG076254 expressed sequence R75422R75422 1.036448 0.957664 0.986732 0.974245 0.873185 0.983202 0.914003 0.994896 -1.95379 -1.73953 -2.38734 -2.18018 0.629248 -2.33801 -0.2641 -2.45307
17717 22785 BG076257 solute carrier family 30 (zinc transporter), member 4Slc30a4 1.012235 0.941127 0.936711 0.935534 0.944938 0.978898 0.991876 1.073358 -2.09601 0.749918 0.831975 0.850162 0.65796 -1.46425 -2.29881 0.897337
17720 BG076260 0.947617 1.055366 0.930058 0.891722 0.86963 0.95426 0.868635 0.961866 -1.90261 -1.90261 -1.52491 -0.58067 -0.07872 -2.03502 -0.06271 -2.1668
17722 BG076262 RIKEN cDNA 1100001I19 gene1100001I19Rik 0.944657 0.89982 1.081161 0.898029 0.779147 0.827279 0.906668 0.854165 -0.44634 0.807661 0.313278 0.828117 0.999993 0.999178 0.71597 0.991856
17723 15194 BG076263 Huntington disease gene homologHdh 0.939196 1.133709 1.042019 1.161282 0.930075 1.002252 1.039417 1.135512 0.213305 0.985464 -0.82118 0.997992 0.513238 -2.458 -0.9449 0.987034
17730 14432 BG076269 growth associated protein 43Gap43 0.969559 0.973662 0.832094 0.838825 0.907927 0.882538 1.015395 1.010164 -1.62418 -1.81365 0.999178 0.998489 0.739001 0.947775 -2.23104 -2.36412
17731 20441 BG076270 sialyltransferase 6 (N-acetyllacosaminide alpha 2,3-sialyltransferase)Siat6 0.983939 0.874608 0.898913 0.923672 0.807698 0.802252 0.881196 0.897595 -2.03502 0.998338 0.979044 0.820171 1 1 0.996597 0.981257
17744 66090 BG076278 RIKEN cDNA 0610043B10 gene0610043B10Rik0.942484 0.945976 0.992977 1.114624 0.99931 0.974793 0.955444 0.998359 -0.71963 -0.88283 -2.4299 0.643838 -2.46418 -2.03502 -1.27881 -2.46277
17759 111173 BG076289 Rab6 interacting protein 2 Rab6ip2 0.963835 1.065799 0.98055 0.906201 0.797775 0.899062 0.974409 0.968404 -1.13265 0.159704 -2.01921 0.866612 0.999996 0.919641 -1.72063 -1.40293
17765 BG076293 1.139595 0.960733 0.930673 0.97771 0.943984 1.090547 0.945972 1.142623 0.691278 -1.73953 -0.61994 -2.20616 -1.11174 -0.1609 -1.19538 0.72188
17766 67884 BG076294 RIKEN cDNA 1810043G02 gene1810043G02Rik 0.94964 1.058114 0.96375 1.04247 0.908867 0.971823 1.149516 1.045845 0.173331 0.370926 -0.63971 -0.35369 0.965738 -1.21627 0.999558 -0.1609
17767 19654 BG076295 RNA binding motif protein 6Rbm6 0.974821 1.122181 0.906028 0.933978 0.933926 0.874733 0.949848 0.950345 -1.50477 0.991106 0.961877 0.636602 0.636602 0.998536 0.060093 0.030281
17768 BG076296 0.856141 1.12834 1.250457 1.158457 0.999713 0.592748 0.870147 -1.95379 -1.66313 -0.50329 -0.65957 -2.46436 0.744508 -0.37199 NA
17769 BG076297 0.956384 1.026287 1.129262 1.127487 0.941703 0.825773 1.078561 1.075518 -2.00317 -2.26624 -0.24656 -0.28176 -1.68243 0.709956 -1.34107 -1.60453
17770 BG076298 1.020604 0.924325 1.039366 0.932181 0.899379 0.998216 1.004404 1.052503 -2.25479 -0.3904 -1.77689 -0.67951 0.325103 -2.46277 -2.45307 -1.34107
17779 BG076306 0.944665 0.99077 0.888087 0.920486 0.865003 0.989936 1.048206 0.943794 0.030281 -2.34703 0.979044 0.749918 0.997653 -2.32867 -0.44634 0.074774
17781 1.031204 1.076879 0.95288 0.869788 0.831428 0.98906 0.925541 0.985205 -2.25479 -1.40293 -1.97046 0.030281 0.606464 -2.43463 -1.34107 -2.41368
17790 382131 BG076317 similar to Y-LINKED TESTIS-SPECIFIC PROTEINna 0.97593 0.951125 0.860141 1.044481 0.88794 0.907489 1.040951 1.007547 -1.91986 -0.69953 0.989093 -1.02816 0.917624 0.733394 -1.19538 -2.4076
17791 1.000119 1.000904 1.001667 0.999668 1.000878 0.999207 0.999391 1.000799 -2.46436 -2.46277 -2.45994 -2.46418 -2.46277 -2.46365 -2.46365 -2.46365
17792 27059 BG076318 SH3 domain protein D19 Sh3d19 0.987563 1.150878 0.888196 0.964431 0.89526 0.887971 0.888764 1.015066 -2.30907 0.981775 0.925428 -1.36174 0.881459 0.927272 0.923542 -2.24306
17793 0.930771 1.050781 1.015618 0.878355 0.838976 0.974444 0.850824 1.044995 -1.77689 -2.11067 -2.4299 -0.67951 0.060093 -2.36412 -0.12761 -2.18018
17794 0.959109 1.034107 0.938312 0.908484 0.879448 0.907459 0.955619 1.014706 -0.09487 -0.63971 0.744508 0.987034 0.999682 0.988444 0.117918 -2.00317
17802 16923 BG076326 linker of T-cell receptor pathwaysLnk 0.926436 0.888166 0.875159 0.897182 0.813675 0.912116 1.062915 1.188948 -0.00013 0.811911 0.906846 0.703837 0.99879 0.424929 -0.54178 0.990003
17803 20333 BG076327 SEC22 vesicle trafficking protein-like 1 (S. cerevisiae)Sec22l1 0.943203 0.956267 0.983406 0.950558 0.890529 0.869064 1.016602 1.014101 -0.37199 -1.0073 -2.20616 -0.71963 0.88965 0.974575 -2.21874 -2.28825
17806 12631 BG076330 cofilin 1, non-muscle Cfl1 0.926901 0.923099 0.954232 0.931232 0.909746 1.187175 1.05536 1.033601 -1.32036 -1.0073 -1.84975 -1.44388 -0.52248 0.513238 -2.03502 -2.12508
17814 BG076335 0.992091 0.929139 0.945071 0.859128 0.852797 0.894652 0.855021 0.997812 -2.44673 -1.25799 -1.68243 0.414416 0.503976 -0.31748 0.475374 -2.46277
17815 0.97024 0.971796 0.922713 0.968578 0.853505 0.959385 0.995671 0.972082 -1.19538 -1.2996 0.839467 -1.09083 0.999884 -0.46521 -2.4299 -1.32036
17816 0.883582 0.982162 1.007787 0.995334 0.837078 0.945051 0.862305 1.050432 -0.82118 -2.41943 -2.45571 -2.46153 0.060093 -2.03502 -0.3904 -2.12508
17818 0.883833 1.062447 0.797529 1.069619 0.97016 1.052189 1.078398 1.151591 -0.71963 -1.91986 0.643838 -1.81365 -2.31903 -2.06598 -1.66313 -0.3904
17827 14463 BG076347 GATA binding protein 4 Gata4 0.922842 0.957723 1.064673 0.946313 1.015423 0.913008 1.009864 1.047116 0.557549 -0.86223 0.030281 -0.28176 -2.20616 0.749918 -2.35574 -0.71963
17828 BG076348 0.999013 1.047712 0.938985 1.042015 0.858114 1.037483 1.156976 1.036304 -2.46365 -0.96567 -0.22916 -1.21627 0.986657 -1.42344 0.979044 -1.48455
17829 67126 BG076349 ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunitAtp5e 1.136313 0.984002 0.946947 0.938605 0.965236 0.948877 0.99976 0.886306 0.878611 -2.25479 -0.82118 -0.46521 -1.64372 -0.90348 -2.46436 0.828117
17838 105445 BG076357 DNA segment, Chr 14, Wayne State University 89, expressedD14Wsu89e 1.057823 1.58829 1.125826 1.456374 1.579628 1.444346 1.423717 1.584431 -2.11067 0.994467 -1.15357 0.958723 0.993574 0.950414 0.93256 0.994125
17840 BG076359 0.955415 1.011727 1.1311 1.194248 1.039471 1.343783 1.132393 1.136294 -2.46418 -2.34703 -1.27881 -0.22916 -1.56492 -2.08112 -1.91986 -2.15315
17842 0.988345 1.074788 1.162227 1.133967 1.133699 1.172084 1.179229 1.201736 -2.37993 -0.42758 0.909097 0.739001 0.739001 0.937499 0.952932 0.981775
17850 1.03612 0.989205 1.009062 1.071108 1.064336 0.995845 1.044137 0.934879 -1.88517 -2.37219 -2.42484 -0.78036 -0.98647 -2.4076 -1.64372 -0.86223
17851 BG076368 0.948255 1.018337 0.997244 1.022102 0.977494 1.026752 1.05183 1.140262 -1.46425 -2.36412 -2.46153 -2.26624 -2.25479 -2.18018 -1.7016 0.531359
17852 1.029703 1.1065 0.971402 0.86459 0.849231 0.988751 0.881819 1.005656 -2.20616 -0.40893 -2.21874 0.435299 0.643838 -2.42484 0.117918 -2.45571
17853 18704 BG076369 phosphatidylinositol 3-kinase, C2 domain containing, alpha polypeptidePik3c2a 0.965841 1.111418 0.966486 1.036702 0.914353 0.92601 1.086867 1.100099 -1.62418 0.703837 -1.66313 -1.56492 0.414416 0.117918 0.264491 0.54022
20925 17242 AI605644 midkine Mdk 0.99404 0.903435 0.972737 1.002876 0.854857 0.90081 1.006711 1.043627 -2.43901 0.582575 -1.95379 -2.458 0.970057 0.621774 -2.4299 -1.36174
20926 20924 W12878 suppressor of Ty 5 homolog (S. cerevisiae)Supt5h 1.02306 0.903071 0.946424 0.95953 0.903247 0.940035 0.905133 0.9332 -1.97046 0.820171 -0.40893 -1.06992 0.820171 -0.12761 0.794412 0.145927
20927 27370 AK010689 ribosomal protein S26 Rps26 1.023621 0.849427 1.060774 1.104072 1.055204 1.289714 1.261893 1.13308 -2.27739 0.744508 -1.42344 -0.28176 -1.56492 0.983717 0.963855 0.173331
20928 20623 W17410 SNF related kinase Snrk 1.115172 0.877068 0.756028 0.633822 0.652266 0.913783 0.858673 0.583867 -0.92417 -0.46521 0.9113 0.999479 0.998669 -1.2996 -0.09487 0.999968
20929 20867 W29497 stress-induced phosphoprotein 1Stip1 0.872617 0.855644 0.910289 0.875906 0.801388 0.787525 0.917165 0.92086 0.664848 0.828117 -0.11117 0.621774 0.989093 0.995241 -0.31748 -0.44634
20930 21877 BC012215 thymidine kinase 1 Tk1
20931 20262 AF069708 stathmin-like 3 Stmn3 1.014963 0.8549 0.915028 0.831315 0.799253 0.967967 0.827761 0.994688 -2.41943 0.145927 -1.19538 0.494579 0.785154 -2.25479 0.54022 -2.458
20932 20349 AA241390 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3ESema3e 0.889296 0.929581 1.029073 1.151297 1.181859 1.054911 0.939301 1.038979 0.785154 -0.14418 -1.90261 0.930837 0.983717 -0.90348 -0.52248 -1.54496
20933 170442 AA208820 butyrobetaine (gamma), 2-oxoglutarate dioxygenase 1 (gamma-butyrobetaine hydroxylase)Bbox1 1.036006 0.874719 0.792116 0.807404 0.888312 0.94181 0.852909 1.033837 -1.7016 0.875704 0.999558 0.998536 0.749918 -0.71963 0.964808 -1.77689
20934 14347 AA245378 fucosyltransferase 7 Fut7 1.068901 1.127382 1.245259 1.244888 1.411662 1.349852 1.079826 1.090823 -0.54178 0.727688 0.99839 0.998338 1 0.999991 -0.17776 0.117918
20935 14325 NM_010240ferritin light chain 1 Ftl1 1.00006 1.000244 0.999639 1.000156 0.998237 0.99847 1.000447 0.996962 -2.46436 -2.46418 -2.46418 -2.46436 -2.46153 -2.46277 -2.46418 -2.45571
20936 11828 AA270817 aquaporin 3 Aqp3 1.051829 0.994179 1.017536 0.989211 1.100634 1.041251 0.93187 1.066238 -0.33552 -2.41943 -2.09601 -2.30907 0.866612 -0.88283 0.435299 0.239199
20937 AI463480 1.010061 0.873626 0.967027 0.876501 0.900303 0.895938 0.996507 1.038864 -2.41368 0.744508 -0.70566 0.831552 0.594223 0.647452 -1.00828 -0.62344
20938 20387 AA895653 surfactant associated protein ASftpa 1.040934 0.951891 0.90272 0.820455 0.907527 0.980192 0.916367 0.902576 -0.23857 0.03618 0.902417 0.999892 0.869644 -0.78062 0.78468 0.902417
20939 14381 AA915290 glucose-6-phosphate dehydrogenase X-linkedG6pdx 0.952748 0.815322 0.876299 1.039268 0.906386 0.863056 1.086614 1.28717 -0.47802 0.986774 0.78034 -0.65504 0.428035 0.869644 0.181743 0.998637
20940 19012 AI154352 phosphatidic acid phosphatase 2aPpap2a 0.982461 0.855357 0.99156 1.016176 0.938189 1.029759 0.990301 0.959322 -0.89692 0.968875 -0.98588 -0.91583 0.03618 -0.71546 -0.97528 -0.46638
20941 53867 AI021711 procollagen, type V, alpha 3Col5a3 1.007364 1.144827 1.130029 1.235006 1.114212 1.326038 1.097921 1.029922 -0.9996 0.717306 0.594223 0.977859 0.436821 0.998972 0.224376 -0.83124
20942 16363 AI646973 interferon regulatory factor 2Irf2 0.924574 0.927749 0.878294 0.997182 0.784021 0.81915 0.771757 0.960539 0.224376 0.160017 0.841851 -1.00941 0.999341 0.99289 0.999735 -0.55786
20943 23825 BE380510 barrier to autointegration factor 1Banf1 1.00364 0.909063 0.940158 0.985424 0.923484 0.939938 0.962087 1.03421 -0.88345 0.689619 -0.02218 -0.87647 0.711927 0.392031 -0.25072 -0.40745
20944 16416 NM_016780integrin beta 3 Itgb3 0.998847 1.039508 0.950181 0.996019 1.014577 0.970879 0.854018 1.027608 -1.01033 0.115797 0.511986 -0.99471 -0.7894 -0.23857 0.999969 -0.33553
20945 BC018373 0.987925 0.923404 0.934169 1.001782 0.964502 1.028474 1.012561 1.144071 -0.86933 0.897891 0.78034 -1.00828 -0.05768 -0.35961 -0.86202 0.999094
20946 14302 BC007137 fyn-related kinase Frk 0.964539 0.847663 0.98034 0.916677 1.02277 1.228954 0.898537 0.891624 -0.69575 0.93436 -0.9097 0.255599 -0.88345 0.988163 0.543115 0.634656
20947 99929 BF661876 TCDD-inducible poly(ADP-ribose) polymeraseTiparp 0.972478 1.050356 0.998066 1.089555 1.100923 1.045558 1.038904 1.138832 -0.93318 -0.77169 -1.01157 -0.37162 -0.23857 -0.81494 -0.86202 0.160017
20948 1.052647 1.090619 1.107816 1.128358 1.164273 1.12397 1.041516 1.234938 -0.65504 -0.16577 0.059195 0.296175 0.614825 0.245265 -0.78062 0.90888
20949 17750 W09698 metallothionein 2 Mt2 0.851884 0.889672 0.831707 0.839105 0.921252 0.937866 0.942939 1.032489 0.995407 0.93436 0.99915 0.998407 0.647452 0.315996 0.192505 -0.53538
20950 18596 NM_008809platelet derived growth factor receptor, beta polypeptidePdgfrb 0.979609 0.913867 0.906819 0.896082 0.882533 0.96383 1.045312 1.073507 -0.63407 0.95333 0.974731 0.990807 0.997766 -0.03397 0.234857 0.816964
20951 AI413606 0.977026 0.910097 0.763992 0.793271 0.714412 0.740077 0.973415 0.848254 -0.67561 0.883215 1 0.999998 1 1 -0.56899 0.999227
20952 14190 AI893899 fibrinogen-like protein 2 Fgl2 0.964198 0.984858 0.953267 0.904775 0.906164 0.938759 1.041981 1.207322 -0.29925 -0.86202 0.059195 0.91298 0.904614 0.454135 -0.15367 0.999884
20953 53817 BC011067 HLA-B-associated transcript 1ABat1a 0.882241 1.031186 1.037284 1.04977 1.089592 1.029754 1.028259 1.11746 0.959833 -0.55786 -0.40745 -0.06958 0.700932 -0.60191 -0.63407 0.91095
20954 73166 AI415418 transmembrane 7 superfamily member 2Tm7sf2 0.913088 1.146664 0.934949 0.87064 0.711176 0.828183 0.938176 0.897706 -0.09348 0.487718 -0.43115 0.503984 0.99887 0.841851 -0.48961 0.149056
20955 64011 AA230471 neurogranin Nrgn 0.94125 1.021229 0.959489 0.966401 0.920659 1.028191 0.997789 1.07061 0.436821 -0.80657 -0.10547 -0.33553 0.801355 -0.53538 -1.00828 0.594223
20956 56274 AI391371 serine/threonine kinase 3 (Ste20, yeast homolog)Stk3 1.016016 1.079786 1.058896 1.055295 1.09598 1.12233 0.976969 1.096864 -0.86202 0.634656 0.234857 0.149056 0.816964 0.950962 -0.70566 0.824383
20957 171508 BC010804 cysteine-rich with EGF-like domains 1Creld1 0.971073 1.001836 0.956018 0.958824 0.901906 0.990542 0.807976 0.944897 -0.69575 -1.01033 -0.35961 -0.43115 0.72783 -0.97528 0.999035 -0.08152
20958 16854 AA403841 lectin, galactose binding, soluble 3Lgals3 0.949033 1.06315 1.107598 1.150913 1.042124 1.062016 1.076496 1.650787 -0.38359 -0.20214 0.503984 0.851619 -0.59102 -0.22642 0.03618 1
20959 22153 AA259772 tubulin, beta 4 Tubb4 0.927131 1.02654 1.033068 0.956099 0.971333 0.987191 0.936836 1.086406 0.436821 -0.72514 -0.58005 -0.275 -0.65504 -0.9386 0.224376 0.558154
20960 17909 AA272581 myosin X Myo10 0.965448 1.050503 1.019698 0.944088 0.918106 0.881974 0.844789 1.11665 -0.20214 0.265858 -0.71546 0.487718 0.890765 0.994681 0.999896 0.981644
20961 AP003182 0.986305 1.038587 1.006215 0.930972 0.875852 0.990616 1.036055 1.082048 -0.92757 -0.46638 -0.99471 0.345127 0.947207 -0.97136 -0.52403 0.479453
20962 110750 NM_023565chromosome segregation 1-like (S. cerevisiae)Cse1l 1.017182 1.161284 1.244398 1.204408 1.14019 1.070921 1.031866 1.044305 -0.84694 0.993666 0.999968 0.999567 0.979008 0.462662 -0.51262 -0.17788
20963 11486 AI877029 adenosine deaminase Ada 0.91494 0.871306 0.956171 0.801874 0.813491 0.934887 0.922447 0.998947 0.255599 0.801355 -0.55786 0.99247 0.985634 -0.12953 0.115797 -1.01157
20964 14609 AA981930 gap junction membrane channel protein alpha 1Gja1 1.06879 1.152745 1.004624 0.922192 1.012847 1.004277 1.070046 1.084271 0.138032 0.904614 -1.00368 0.419162 -0.98588 -1.00542 -0.02218 0.419162
20965 16177 AI021587 interleukin 1 receptor, type I Il1r1 0.838137 0.994145 1.318114 1.834032 1.376758 1.314161 1.120673 1.137161 0.883215 -1.00542 0.996974 1 0.999538 0.996588 0.410204 0.572843
20966 19046 AK004686 protein phosphatase 1, catalytic subunit, beta isoformPpp1cb 0.987267 0.997364 0.983477 0.849824 0.894172 0.922082 0.973024 0.990806 -0.9097 -1.00695 -0.83916 0.998679 0.952159 0.738046 -0.58005 -0.95845
20967 12328 BC005688 calcium modulating ligand Caml 0.972112 1.066742 0.979989 0.933677 0.925109 0.963938 0.974752 1.100021 -0.31136 0.762271 -0.62344 0.816964 0.904614 0.012971 -0.41932 0.976653
20968 AC091473 0.976469 1.081928 1.087776 1.065031 1.078038 1.047108 0.966574 1.146226 -0.51262 0.897891 0.931155 0.711927 0.869644 0.306126 -0.11749 0.999382
20969 0.972833 1.018102 1.016461 0.965747 0.924889 0.953773 0.926051 1.015954 -0.22642 -0.62344 -0.68573 0.082002 0.952159 0.5199 0.9459 -0.70566
20970 1.002741 1.053406 1.034779 0.993595 0.966309 0.98616 0.97525 1.145246 -0.9996 0.757574 0.213823 -0.94384 0.213823 -0.71546 -0.21428 0.999985
20971 230806 BF658173 absent in melanoma 1-like Aim1l 0.940623 1.063188 1.103031 1.051558 1.027994 1.013492 1.038239 1.065518 -0.38359 -0.38359 0.213823 -0.56899 -0.86202 -0.97528 -0.74414 -0.34758
20972 X02773 1.070707 1.058517 1.192709 0.965941 0.962844 0.794387 1.071524 1.13659 -0.56899 -0.68573 0.601176 -0.79806 -0.86202 0.866775 -0.55786 0.160017
20973 11674 AI894202 aldolase 1, A isoform Aldo1 1.061364 1.002563 1.130538 0.948969 0.944853 1.06488 0.946213 1.078503 -0.58005 -1.01105 0.276041 -0.66537 -0.61272 -0.53538 -0.62344 -0.35961
20974 56637 AI427342 glycogen synthase kinase 3 betaGsk3b 0.99028 1.001149 0.93938 0.872609 0.785166 0.886906 0.97746 0.986991 -0.94889 -1.01105 0.419162 0.991314 0.999999 0.97337 -0.69575 -0.90339
20975 27361 NM_013759selenoprotein R Sepr 0.836863 0.931937 0.995688 1.003862 0.763997 0.833871 0.997738 0.893256 0.286147 -0.70566 -1.01105 -1.01105 0.801355 0.315996 -1.01157 -0.32345
20976 BC004009 0.985228 0.945162 0.946771 1.009507 0.998288 1.061924 1.137947 1.093479 -0.83916 0.410204 0.37352 -0.94384 -1.00941 0.503984 0.994361 0.897891
20977 14004 AK003399 ethanol induced 6 Etohi6 0.977166 1.031751 0.947954 0.837567 0.868293 0.976336 0.948288 1.019632 -0.86933 -0.76264 -0.35961 0.961811 0.848421 -0.86202 -0.37162 -0.9097
20978 17200 AI385684 melanocortin 2 receptor Mc2r 0.918341 1.086917 0.977763 0.865616 0.821561 0.988479 0.931374 0.993874 -0.15367 -0.17788 -0.93318 0.580056 0.883215 -0.99197 -0.35961 -1.00542
20979 16431 AA275072 integral membrane protein 2AItm2a 1.011226 1.093924 0.958768 0.941874 0.996165 1.015978 1.003984 1.074081 -0.98588 0.160017 -0.65504 -0.35961 -1.00828 -0.95845 -1.00828 -0.15367
20980 66552 BC016267 RIKEN cDNA 2010106G01 gene2010106G01Rik1.041834 0.987243 0.993683 0.876491 0.904673 0.911814 0.828131 0.97183 -0.53538 -0.95845 -0.9996 0.857847 0.572843 0.471101 0.988163 -0.76264
20981 237771 AA272331 histone 3, H2bb Hist3h2bb 0.955714 0.954477 0.864347 0.851774 0.82522 0.83195 0.900594 0.900194 -0.04581 -0.01042 0.99527 0.998456 0.999884 0.999767 0.926089 0.927813
20982 AK008861 1.061989 0.988213 1.05094 1.069599 1.06234 0.993416 0.997689 1.007989 0.471101 -0.9097 0.192505 0.614825 0.479453 -0.97901 -1.00828 -0.96294
20983 17448 AA285464 malate dehydrogenase, mitochondrialMor1 1.107556 1.102524 1.038715 0.89552 1.094683 0.971614 1.003292 1.01672 -0.40745 -0.44294 -0.91583 -0.32345 -0.51262 -0.95376 -1.01105 -0.99197
20984 227613 BC005547 RIKEN cDNA 4930542G03 gene4930542G03Rik1.038754 1.246423 1.453039 1.283344 1.163476 1.019524 1.181922 1.280868 -0.89027 0.738046 0.991558 0.848421 0.245265 -0.97901 0.392031 0.841851
20985 16669 AI595637 keratin complex 1, acidic, gene 19Krt1-19 0.980684 0.999742 0.999938 0.954414 0.891986 0.962881 1.057725 1.057873 -0.7347 -1.01187 -1.01198 0.115797 0.979562 -0.16577 0.382817 0.392031
20986 12909 AA840102 calcitonin gene-related peptide-receptor component proteinCrcp 0.983466 1.014292 1.014256 0.988028 0.952115 1.015773 1.03775 1.058304 -0.60191 -0.70566 -0.70566 -0.7894 0.695316 -0.6446 0.325787 0.835045
20987 17119 AI573509 Max dimerization protein Mad 0.941924 1.0419 0.943954 0.981754 0.754494 0.773265 1.044829 1.029366 -0.46638 -0.63407 -0.50115 -1.00368 0.995797 0.989416 -0.60191 -0.78062
20988 20860 AI152863 sulfotransferase, estrogen preferringSte 1.049509 1.085724 1.172151 1.094711 1.267976 1.087624 1.203055 1.135204 -0.14159 0.601176 0.992251 0.711927 0.999969 0.628131 0.998637 0.949737
20989 1.033842 1.263832 1.430828 1.396957 1.379985 1.388851 1.48042 1.381695 -0.44294 0.999994 1 1 1 1 1 1
20990 17999 U96635 neural precursor cell expressed, developmentally down-regulted gene 4Nedd4 1.026297 1.012426 0.992349 1.019615 0.964196 0.988319 1.022972 1.086732 -0.54665 -0.89692 -0.96725 -0.7347 -0.20214 -0.90339 -0.6446 0.848421
20991 12366 D28492 caspase 2 Casp2 0.954701 1.04892 1.014024 0.956665 0.958907 0.979322 1.015599 1.046913 0.40116 0.445522 -0.79806 0.335498 0.255599 -0.56899 -0.75345 0.382817
20992 14043 U72141 exostoses (multiple) 2 Ext2 0.95018 1.047353 0.911677 0.822445 0.893447 0.89644 0.942218 1.060007 0.012971 -0.12953 0.788951 0.999697 0.922533 0.90888 0.224376 0.192505
20993 13001 BG147647 casein kinase II, beta subunitCsnk2b 1.072484 0.945875 1.011875 1.091625 1.102081 1.074217 1.023474 1.077863 0.535464 0.213823 -0.92757 0.788951 0.87246 0.565542 -0.70566 0.62152
20994 13649 AF275367 epidermal growth factor receptorEgfr 1.055999 1.0281 0.964387 0.91834 1.237069 0.937941 0.973224 1.035393 -0.12953 -0.7347 -0.55786 0.495895 0.999004 0.082002 -0.74414 -0.59102
20995 50782 BF120046 regulator of G-protein signaling 11Rgs11 1.004818 1.128688 0.993676 0.971656 1.005292 0.95947 0.974286 1.066978 -0.97901 0.99958 -0.95845 -0.15367 -0.97528 0.364138 -0.275 0.869644
20996 21937 L26349 tumor necrosis factor receptor superfamily, member 1aTnfrsf1a 0.997113 0.980289 1.001574 1.000313 0.988146 0.980867 1.002692 0.996903 -1.00941 -0.89027 -1.01105 -1.01187 -0.96725 -0.89692 -1.00941 -1.00941
20997 19055 J05479 protein phosphatase 3, catalytic subunit, alpha isoformPpp3ca 0.995666 0.951065 0.860651 0.877397 0.888189 0.94816 0.95549 0.951903 -0.98588 0.614825 0.999987 0.999854 0.999382 0.683841 0.487718 0.594223
20998 59024 AI385635 trinucleotide repeat containing 11 (THR-associated protein)Tnrc11 0.958753 0.924535 0.944695 0.903964 0.852551 0.921739 0.932812 0.98305 -0.02218 0.793154 0.40116 0.948486 0.999507 0.824383 0.666019 -0.79806
20999 20901 NM_011499serine/threonine kinase receptor associated proteinStrap 1.063821 0.979866 1.059384 0.99775 0.924275 0.878725 0.919967 1.000024 0.382817 -0.76264 0.286147 -1.00828 0.695316 0.983529 0.757574 -1.01198
21000 1.030107 1.009324 1.020329 0.921751 0.967162 0.97131 1.01401 0.996477 -0.78062 -0.98903 -0.98903 -0.10547 -0.72514 -0.7894 -1.00941 -1.00828
21001 56282 BC005712 mitochondrial ribosomal protein L12Mrpl12 1.035776 0.941574 1.07904 1.151758 1.118123 1.080615 1.085502 1.100473 -0.71546 -0.26286 0.047712 0.831552 0.580056 0.070625 0.149056 0.37352
21002 17200 W82295 melanocortin 2 receptor Mc2r 0.927548 1.054873 0.991204 0.874833 0.846752 0.946715 0.90914 1.00451 -0.37162 -0.65504 -1.00174 0.392031 0.677982 -0.63407 -0.08152 -1.00941
21003 58992 AA288983 coagulation factor XII (Hageman factor)F12 0.832884 0.931613 0.926566 1.056251 0.904787 0.994494 1.020204 0.978838 0.72783 -0.47802 -0.40745 -0.67561 -0.09348 -1.00828 -0.96294 -0.95376
21004 217779 AK011517 RIKEN cDNA 2610022K04 gene2610022K04Rik0.907257 0.969495 1.005516 0.966263 0.851071 0.95963 0.915138 1.139274 0.325787 -0.79806 -1.00542 -0.75345 0.888296 -0.6446 0.192505 0.706469
21005 17158 AA274181 mannosidase 2, alpha 1 Man2a1 1.06132 0.848776 0.981732 0.994014 0.87533 1.066855 1.103574 1.070458 -0.37162 0.877939 -0.9386 -1.00368 0.695316 -0.275 0.296175 -0.21428
21006 20877 AA275259 aurora kinase B Aurkb 0.917622 1.028874 0.986438 1.003953 0.885397 0.970138 0.989627 1.289144 0.138032 -0.83124 -0.96725 -1.00828 0.628131 -0.80657 -0.98588 0.997319
21007 27392 AI608383 phosphatidylinositol glycan, class NPign 0.930094 1.054812 1.004614 0.992362 0.980887 0.8997 1.013554 1.02996 -0.14159 -0.47802 -1.00695 -0.9996 -0.93318 0.382817 -0.97136 -0.83124
21008 22359 AA473085 very low density lipoprotein receptorVldlr 1.018614 1.117736 1.092376 1.015971 1.13803 1.178758 1.276696 1.094541 -0.95376 0.276041 -0.05768 -0.97136 0.487718 0.771448 0.979562 -0.02218
21009 12981 AI180669 colony stimulating factor 2 (granulocyte-macrophage)Csf2 0.990286 0.930517 0.936348 0.888145 0.763897 0.901721 0.864508 0.967858 -0.98588 -0.03397 -0.15367 0.659913 0.999362 0.487718 0.854761 -0.75345
21010 21824 AI877484 thrombomodulin Thbd 0.860112 1.30292 1.166046 1.127294 0.946805 1.28736 1.102826 1.225908 0.535464 0.971942 0.558154 0.213823 -0.65504 0.959833 -0.06958 0.851619
21011 11486 AI152550 adenosine deaminase Ada 0.82653 0.875329 0.966236 0.905052 0.813607 0.8531 0.966809 0.956714 0.965507 0.747959 -0.74414 0.382817 0.981644 0.888296 -0.75345 -0.59102
21012 27053 AW990560 asparagine synthetase Asns 0.994879 1.12315 1.137247 1.123472 1.115126 1.068876 1.106755 1.157419 -0.98588 0.99527 0.998594 0.995407 0.991064 0.766896 0.98261 0.99976
21013 16180 NM_008364interleukin 1 receptor accessory proteinIl1rap 0.997949 1.040483 0.952294 0.92628 0.882995 0.886651 0.987866 1.082754 -1.01033 -0.51262 -0.31136 0.286147 0.857847 0.831552 -0.96725 0.335498
21014 1.044266 1.126499 1.077722 1.046368 1.082121 0.87763 1.065996 0.883982 -0.71546 0.392031 -0.25072 -0.68573 -0.17788 0.5199 -0.41932 0.436821
21015 12316 NM_009791calmodulin binding protein 1Calmbp1 0.953084 0.992675 1.074583 1.030141 0.822379 0.9705 0.995474 0.975196 -0.51262 -0.9996 -0.06958 -0.80657 0.974058 -0.79806 -1.00695 -0.86202
21016 97541 BF719335 glutaminyl-tRNA synthetaseQars 0.997278 0.971734 1.023905 1.118993 0.986843 1.005642 0.991499 1.059694 -1.00368 -0.32345 -0.51262 0.994023 -0.83916 -0.97901 -0.9386 0.628131
21017 11484 AK002859 aspartoacylase (aminoacylase) 2Aspa 0.987728 1.019665 0.978667 1.019702 1.053859 1.072841 1.22549 1.138984 -0.97528 -0.92179 -0.90339 -0.92179 -0.45468 -0.12953 0.976653 0.706469
21018 16825 BC013624 LIM domain binding 1 Ldb1 0.993643 1.190732 1.050994 1.043259 1.107769 1.08387 1.073308 1.259654 -0.98903 0.998939 0.001298 -0.20214 0.883215 0.666019 0.503984 0.999988
21019 12567 AK012064 cyclin-dependent kinase 4 Cdk4 1.004713 1.120986 1.066787 1.002981 1.071656 0.992498 1.027499 1.121471 -0.97901 0.999439 0.890765 -0.9996 0.927813 -0.92757 -0.17788 0.999474
21020 0.973916 1.145755 1.131953 1.049348 1.057622 0.987041 1.016528 1.017445 -0.74414 0.940377 0.893186 -0.26286 -0.06958 -0.94384 -0.90339 -0.89027
21021 21672 W83228 peroxiredoxin 2 Prdx2 1.0266 0.923376 0.856631 0.938257 0.909806 0.955745 1.067615 1.021591 -0.40745 0.90888 0.999915 0.732976 0.971202 0.286147 0.757574 -0.59102
21022 67198 BC014764 RIKEN cDNA 2810022L02 gene2810022L02Rik 1.087882 0.873511 0.913136 0.882179 0.84917 0.823219 0.921587 0.992051 0.364138 0.888296 0.471101 0.835045 0.96723 0.99289 0.325787 -0.99197
21023 69953 AK012812 RIKEN cDNA 2810025M15 gene2810025M15Rik 0.99358 0.799118 0.844282 0.783139 0.819888 0.841943 1.006148 1.086006 -0.9996 0.996485 0.955596 0.998759 0.987829 0.959833 -1.00174 0.224376
21024 22640 AI323291 zinc finger protein 1 Zfp1 1.002588 0.899389 0.878796 0.919955 0.934882 0.950452 1.004751 0.95462 -1.00828 0.914968 0.979008 0.72783 0.462662 0.059195 -0.9996 -0.06958
21025 16412 AA015278 integrin beta 1 (fibronectin receptor beta)Itgb1 0.96114 0.929455 0.918462 0.946856 0.918216 1.164579 1.229988 1.629209 -0.62344 0.024599 0.234857 -0.34758 0.245265 0.900176 0.989709 1
21026 110809 AK018176 splicing factor, arginine/serine-rich 1 (ASF/SF2)Sfrs1 1.034324 1.203828 1.28394 1.110888 1.102816 0.897067 0.974266 0.91084 -0.71546 0.977264 0.999004 0.565542 0.462662 0.601176 -0.82316 0.265858
21027 AA422828 0.839877 1.107034 1.150788 1.288979 1.165274 1.01629 1.257358 1.176129 0.977859 0.601176 0.902417 0.999687 0.941803 -0.92757 0.998719 0.960833
21028 18821 AA432643 phospholamban Pln 0.933555 1.039971 0.939348 0.830484 0.867022 0.888846 0.876784 0.927623 -0.29925 -0.74414 -0.40745 0.900176 0.672042 0.428035 0.572843 -0.20214
21029 14081 AA466071 fatty acid Coenzyme A ligase, long chain 2Facl2 1.05113 1.18686 0.951371 0.69956 0.869336 0.868893 0.820422 0.810346 -0.71546 0.672042 -0.71546 0.998306 0.410204 0.419162 0.816964 0.863853
21030 AK008861 1.116318 0.982145 0.914848 0.907042 0.873828 0.915557 0.981269 1.087906 0.689619 -0.9097 0.419162 0.543115 0.875225 0.410204 -0.89692 0.345127
21031 26914 BC006955 H2A histone family, member YH2afy 0.961951 1.018048 0.99432 1.012944 1.08357 1.119045 0.891992 1.124979 0.181743 -0.65504 -0.97136 -0.82316 0.947207 0.997552 0.997962 0.998594
21032 12049 AA426964 Bcl2-like 10 Bcl2l10 1.022813 1.036177 1.108392 0.761058 0.961556 1.022357 0.808115 1.055468 -0.96294 -0.87647 -0.04581 0.956691 -0.79806 -0.94889 0.866775 -0.63407
21033 0.886298 0.824609 0.866713 0.833623 0.823207 0.870793 1.01467 0.98945 0.883215 0.997552 0.959833 0.99527 0.997766 0.948486 -0.92757 -0.96725
21034 15446 NM_008278hydroxyprostaglandin dehydrogenase 15 (NAD)Hpgd 1.112397 1.565769 1.43642 1.459357 1.166924 1.347482 1.445853 1.456821 0.462662 1 0.99999 0.999996 0.863853 0.999707 0.999993 0.999995
21035 69170 AK007604 RIKEN cDNA 1810026B05 gene1810026B05Rik0.940808 0.950795 0.99958 0.923969 0.861542 0.862174 0.929616 0.971916 0.115797 -0.15367 -1.01187 0.479453 0.978441 0.977264 0.37352 -0.67561
21036 BE135244 1.025465 1.062679 1.251052 1.130983 1.096396 1.060627 1.107491 1.249804 -0.7894 -0.03397 0.999227 0.857847 0.558154 -0.06958 0.683841 0.999176
21037 13076 NM_009992cytochrome P450, family 1, subfamily a, polypeptide 1Cyp1a1 11.71609 33.77105 23.05694 27.23527 27.22912 38.35731 26.97262 36.71766 1 1 1 1 1 1 1 1
21038 AC080066 1.020737 1.15401 1.485524 1.570042 1.462574 1.251493 1.172918 1.208313 -0.93318 0.672042 0.999966 0.999999 0.999892 0.954476 0.81316 0.835045
21039 110842 BC003432 electron transferring flavoprotein, alpha polypeptideEtfa 0.92766 0.930801 0.94963 0.973752 0.976582 0.935048 0.956465 1.104891 0.419162 0.345127 -0.17788 -0.60191 -0.51262 0.511986 -0.06958 0.902417
21040 AC084392 1.033915 1.198829 1.097005 1.108292 1.076268 1.129538 1.088362 1.243575 -0.37162 0.999844 0.880602 0.935913 0.672042 0.981644 0.81316 0.999994
21041 18606 BG090759 ectonucleotide pyrophosphatase/phosphodiesterase 2Enpp2 1.039804 1.033418 0.969071 0.977994 1.13874 1.30662 1.153418 1.400739 -0.68573 -0.77169 -0.79806 -0.89692 0.695316 0.998503 0.793154 0.999952
21042 259277 NM_008940protease, serine, 19 (neuropsin)Prss19 1.040788 1.012962 0.930715 0.884959 0.916245 0.980335 1.015139 1.124277 -0.17788 -0.90339 0.628131 0.979562 0.827999 -0.76264 -0.86202 0.971202
21043 22373 NM_011709whey acidic protein Wap 1.873148 4.274366 4.430927 4.359579 5.182977 5.183942 4.953363 5.859048 1 1 1 1 1 1 1 1
21044 1.100847 1.270664 1.271981 0.983568 1.259282 0.982847 1.004253 1.120384 0.614825 0.999726 0.999743 -0.9097 0.999522 -0.90339 -1.00542 0.797288
21045 14451 W84211 growth arrest specific 1 Gas1 0.91478 0.637625 0.622262 0.804115 0.606839 0.649102 0.646136 0.54027 0.224376 1 1 0.989115 1 1 1 1
21046 0.993426 0.954151 0.892353 0.823347 0.711239 0.74456 0.851488 0.873118 -0.99197 -0.21428 0.883215 0.998939 1 0.999999 0.990807 0.961811
21047 20643 AA002889 small nuclear ribonucleoprotein ESnrpe 0.988099 0.938475 0.916158 0.876041 0.947965 1.023894 0.968521 0.899974 -0.92179 0.436821 0.80929 0.987829 0.192505 -0.68573 -0.44294 0.929502
21048 19662 AA015265 retinol binding protein 4, plasmaRbp4 1.000679 0.998945 0.944304 0.999355 1.00101 0.997114 0.999279 0.99835 -1.01105 -1.01033 0.78034 -1.01157 -1.01033 -0.9996 -1.01105 -1.00828
21049 68943 AB053476 PTEN induced putative kinase 1Pink1 0.989605 0.95796 0.869503 0.91226 0.916454 0.951128 0.911875 0.858702 -0.92757 0.012971 0.997476 0.90888 0.877939 0.234857 0.91095 0.99915
21050 0.971577 0.986377 0.973667 0.860857 0.813283 0.988023 0.878267 1.014641 -0.90339 -0.98588 -0.92179 0.5199 0.857847 -1.00695 0.315996 -0.98588
21051 268395 AA432897 N-methylpurine-DNA glycosylaseMpg 0.9524 0.932386 0.941511 0.886812 0.984331 0.992238 0.963259 1.05049 0.325787 0.771448 0.614825 0.994984 -0.7894 -0.95376 -0.04581 0.335498
21052 107765 AA433003 ankyrin repeat domain 1 (cardiac muscle)Ankrd1 0.949419 1.0007 0.965609 0.924011 0.967838 0.972853 0.990094 1.015137 0.354674 -1.01157 -0.19001 0.845165 -0.275 -0.45468 -0.92757 -0.82316
21053 14797 AK019397 amino-terminal enhancer of splitAes 0.965457 0.909763 0.862062 0.80129 0.827807 0.834625 0.824359 0.776168 -0.12953 0.958809 0.999666 1 0.999995 0.999988 0.999997 1
21054 14254 AA426716 FMS-like tyrosine kinase 1 Flt1 0.997709 1.028772 0.951764 0.946259 0.949304 0.933405 0.946954 0.992184 -1.00941 -0.68573 -0.19001 -0.04581 -0.12953 0.265858 -0.06958 -0.98588
21055 12049 AA426934 Bcl2-like 10 Bcl2l10 0.995735 1.012164 1.030932 1.001563 1.028516 0.974015 0.957654 1.033677 -0.97136 -0.71546 0.255599 -1.00695 0.138032 0.047712 0.722607 0.382817
21056 21413 AA462951 transcription factor 4 Tcf4 1.096233 1.307801 1.351216 1.576775 1.467729 1.203174 1.157252 1.568127 0.410204 0.999735 0.99996 1 1 0.980629 0.897891 1
21057 17181 AW908278 matrilin 2 Matn2 0.959383 0.95409 0.888925 0.881838 0.962302 0.909322 1.017366 1.027718 -0.56899 -0.52403 0.700932 0.771448 -0.63407 0.428035 -0.92757 -0.80657
21058 18783 BE134074 phospholipase A2, group IVA (cytosolic, calcium-dependent)Pla2g4a 0.949036 0.918763 0.936311 0.807436 0.80019 0.871062 0.929457 0.941962 -0.28713 0.37352 0.012971 0.997399 0.998407 0.897891 0.234857 -0.11749
21059 116847 BE135390 proline arginine-rich end leucine-rich repeatPrelp 0.895691 0.91478 1.00372 1.014328 0.732587 0.80471 1.173519 1.170839 0.345127 0.03618 -1.00941 -0.97528 0.999176 0.96723 0.801355 0.788951
21060 13076 NM_009992cytochrome P450, family 1, subfamily a, polypeptide 1Cyp1a1 5.214836 16.29112 15.00573 15.51789 16.00845 23.13795 15.22748 17.98375 1 1 1 1 1 1 1 1
21061 27053 BE335267 asparagine synthetase Asns 0.949266 0.966012 1.097833 0.958031 1.099945 1.165621 0.994808 1.15893 -0.58005 -0.80657 0.082002 -0.70566 0.10459 0.738046 -1.00695 0.700932
21062 12954 AW210309 crystallin, alpha A Cryaa 1.091243 1.053501 0.939582 0.800732 1.44809 0.781821 0.986441 0.913216 -0.48961 -0.95845 -0.59102 0.752804 0.931155 0.306126 -0.94384 -0.56899
21063 AC084383 0.976744 0.988878 0.941239 1.001991 1.014984 1.100552 1.125793 1.093497 -0.48961 -0.88345 0.700932 -1.00828 -0.7894 0.978441 0.997319 0.962767
21064 16184 BG092432 interleukin 2 receptor, alpha chainIl2ra 0.996382 0.984091 0.957263 0.956726 0.913022 0.882654 0.918293 1.043784 -1.00542 -0.87647 -0.21428 -0.20214 0.757574 0.956691 0.689619 -0.23857
21065 13437 NM_016878aspartyl aminopeptidase Dnpep 0.930197 0.94832 0.946519 0.897426 0.8368 0.913441 0.918576 0.991179 0.653725 0.234857 0.286147 0.954476 0.999803 0.866775 0.816964 -0.95845
21066 13516 AK015223 dermatan sulphate proteoglycan 3Dspg3 1.676968 4.546854 4.170404 4.464083 5.176413 6.229161 4.348702 5.639871 0.999457 1 1 1 1 1 1 1
21067 11640 AK020371 A kinase (PRKA) anchor protein 1Akap1 1.02936 1.08151 1.138324 1.132915 1.213631 1.223144 1.119742 1.156051 -0.15367 0.954476 0.999809 0.999666 1 1 0.998679 0.999971
21068 109182 AK019448 1.004733 1.125764 1.101537 1.061604 1.090244 0.95604 1.026962 1.11122 -0.99726 0.972664 0.895562 0.37352 0.81316 -0.03397 -0.59102 0.937433
21069 11603 AI322388 agrin Agrn 1.000268 0.951357 0.954903 0.923076 0.934621 0.995891 1.000764 0.985655 -1.01187 0.695316 0.608044 0.980102 0.931155 -0.98588 -1.01105 -0.70566
21070 15122 AA028798 hemoglobin alpha, adult chain 1Hba-a1 1.023065 0.880737 1.275946 0.979158 0.963517 1.102004 0.906351 0.775749 -0.94384 0.265858 0.941803 -0.95376 -0.83916 -0.10547 -0.09348 0.955596
21071 108679 BC017690 COP9 (constitutive photomorphogenic) homolog, subunit 8 (Arabidopsis thaliana)Cops8
21072 20054 AA038007 ribosomal protein S15 Rps15 0.965118 0.974735 1.111631 1.123537 1.085869 1.10202 1.391275 1.124772 -0.59102 -0.78062 0.72783 0.820705 0.410204 0.634656 0.999999 0.827999
21073 22139 AA038898 transthyretin Ttr 0.998094 0.99962 1.000297 0.999996 0.992522 0.998982 1.000558 0.999916 -1.00695 -1.01187 -1.01187 -1.01198 -0.93318 -1.01033 -1.01157 -1.01198
21074 16476 AA038998 Jun oncogene Jun 0.951642 1.13224 0.962105 0.884521 0.999669 1.012333 1.057288 1.182848 -0.40745 0.766896 -0.62344 0.752804 -1.01187 -0.96725 -0.28713 0.955596
21075 18821 AA500096 phospholamban Pln 1.005346 1.06335 0.999552 0.948377 0.9268 0.851297 1.003109 0.98707 -1.00368 -0.20214 -1.01187 -0.35961 0.093324 0.931155 -1.00941 -0.90339
21076 19823 BC011127 ring finger protein 7 Rnf7 1.12712 0.822836 1.075162 1.079901 1.147613 1.173407 0.744726 0.683668 -0.20214 0.471101 -0.66537 -0.62344 -0.02218 0.192505 0.895562 0.98261
21077 1.002257 1.062679 1.001266 1.037524 1.013772 0.955204 0.910069 0.945495 -1.00368 0.880602 -1.00941 0.306126 -0.7347 0.608044 0.996268 0.820705
21078 18792 AI132047 plasminogen activator, urokinasePlau 0.998989 0.980849 0.96089 1.070494 1.045195 1.068113 1.05335 1.087472 -1.01157 -0.86202 -0.45468 0.213823 -0.34758 0.160017 -0.16577 0.503984
21079 26445 BC008265 proteasome (prosome, macropain) subunit, beta type 2Psmb2 1.014102 1.125244 1.177607 1.197063 1.194927 1.156644 1.132928 1.215476 -0.92179 0.906768 0.99247 0.997319 0.996974 0.978441 0.932775 0.999035
21080 16667 NM_010663keratin complex 1, acidic, gene 17Krt1-17 1.031358 0.988629 0.93947 0.91547 0.996414 0.907062 0.850691 0.942885 -0.65504 -0.95845 0.082002 0.572843 -1.00695 0.689619 0.984403 0.001298
21081 AW324131 1.018728 1.094884 0.965052 0.909194 0.908932 0.974092 1.000503 0.875355 -0.89692 0.315996 -0.60191 0.495895 0.543115 -0.86933 -1.00828 0.877939
21082 AW211984 1.248584 0.868536 1.207496 1.110368 1.151965 1.119463 0.827929 0.678196 0.608044 -0.03397 0.392031 -0.38359 -0.02218 -0.31136 0.392031 0.981644
21083 19317 AW215789 quaking Qk 0.980356 0.98322 1.019875 1.024895 0.898682 0.924636 0.98433 0.88481 -0.72514 -0.79806 -0.7347 -0.59102 0.966379 0.797288 -0.82316 0.989416
21084 57431 AW519763 DnaJ (Hsp40) homolog, subfamily C, member 4Dnajc4 0.928204 1.009428 0.947097 1.052211 0.919705 0.978012 1.161555 1.032881 0.445522 -0.97136 -0.01042 -0.09348 0.601176 -0.7894 0.984403 -0.56899
21085 17395 NM_013599matrix metalloproteinase 9 Mmp9 1.020501 1.120579 1.174837 1.242548 1.059454 1.104271 1.211107 1.199823 -0.86202 0.805356 0.977264 0.999035 -0.08152 0.666019 0.995671 0.992683
21086 18567 NM_008799programmed cell death 2 Pdcd2 0.876111 1.030533 1.128886 1.0238 0.875793 0.779578 0.905175 1.138937 0.717306 -0.81494 0.614825 -0.88345 0.511986 0.987829 0.354674 0.72783
21087 AC084383 0.967619 0.99499 1.017824 0.92619 0.939968 0.887938 0.967247 1.06574 -0.38359 -0.99471 -0.80657 0.717306 0.445522 0.976653 -0.37162 0.487718
21088 16624 BF299897 kallikrein 8 Klk8 1.074771 0.90081 1.269366 1.11887 1.162218 1.305395 0.858483 0.803197 -0.60191 -0.25072 0.816964 -0.15367 0.245265 0.895562 0.265858 0.738046
21089 0.992569 1.02681 1.026236 1.068591 0.931357 0.961086 0.952094 0.992635 -0.92757 -0.17788 -0.20214 0.916918 0.9459 0.382817 0.666019 -0.92757
21090 11657 AJ011413 albumin 1 Alb1 0.999683 1.00022 1.000544 1.000669 0.999642 0.999544 1.000049 0.999043 -1.01187 -1.01187 -1.01157 -1.01105 -1.01187 -1.01157 -1.01198 -1.01033
21091 11522 AI047365 alcohol dehydrogenase 1 (class I)Adh1 0.999117 1.000042 1.000798 1.001235 0.999685 1.000009 1.000267 1.000505 -1.01157 -1.01198 -1.01157 -1.01105 -1.01187 -1.01198 -1.01187 -1.01187
21092 1.022616 1.111697 1.053399 1.055832 1.161404 1.142221 1.083762 1.257676 -0.6446 0.970445 0.315996 0.382817 0.999202 0.996485 0.838478 1
21093 18158 AA030805 natriuretic peptide precursor type BNppb 1.082299 1.154599 1.217814 0.957143 0.956535 1.048647 0.960167 0.87926 -0.55786 0.126945 0.565542 -0.86202 -0.85456 -0.83124 -0.88345 -0.03397
21094 17183 AA030414 matrilin 4 Matn4 1.071561 0.958306 1.00411 1.035315 1.040089 1.152719 1.053842 1.160349 0.695316 0.03618 -0.99726 -0.22642 -0.06958 0.998503 0.335498 0.99915
21095 20054 BC010763 ribosomal protein S15 Rps15 0.876859 0.88779 0.864411 0.820012 0.941145 0.809636 0.920162 0.927457 0.902417 0.835045 0.948486 0.996787 -0.02218 0.998456 0.428035 0.286147
21096 14058 AI322429 coagulation factor X F10 1.004607 1.062544 1.087437 1.02574 1.022256 1.072368 0.969245 1.081677 -1.00695 -0.37162 -0.06958 -0.88345 -0.91583 -0.21428 -0.81494 -0.06958
21097 27756 BC014288 LSM2 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm2 0.966449 1.023353 1.015583 0.899759 0.814641 0.968792 0.883096 0.9966 -0.70566 -0.86933 -0.94384 0.565542 0.990273 -0.74414 0.752804 -1.00828
21098 21877 AA047942 thymidine kinase 1 Tk1 0.933272 0.957404 0.67171 0.666763 0.592042 0.616237 0.659742 0.74033 0.445522 -0.10547 1 1 1 1 1 0.999998
21099 231086 BC005585 hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional  protein), beta subunitHadhb 0.772246 0.960368 0.850536 1.077653 0.984838 1.509456 0.867356 0.224376 -0.98255 -0.59102 -0.92757 -1.01105 -0.11749 -0.67561 NA
21100 AF109906 1.000476 0.935997 1.007759 1.038178 1.014858 0.980425 0.968659 0.962359 -1.01187 0.001298 -0.99197 -0.60191 -0.94384 -0.89027 -0.70566 -0.59102
21101 15452 AI482366 hypoxanthine guanine phosphoribosyl transferaseHprt 1.036323 1.006249 0.999492 1.041401 1.061401 1.126357 1.166714 1.28895 -0.39554 -0.98903 -1.01187 -0.26286 0.265858 0.954476 0.99527 0.999998
21102 22359 AA471750 very low density lipoprotein receptorVldlr 0.984713 1.021279 0.962979 0.996153 1.016348 1.098975 1.204189 1.133726 -0.83916 -0.69575 -0.16577 -0.9996 -0.81494 0.920699 0.999958 0.991558
21103 103067 AA522020 expressed sequence AA522020AA522020 0.978877 1.076578 1.095198 1.07386 1.112356 1.078015 0.912025 1.132339 -0.84694 0.255599 0.543115 0.203199 0.276041 -0.32345 0.558154 0.747959
21104 1.287993 1.275623 1.137284 1.220801 1.278847 1.179903 1.187268 1.131904 0.875225 0.845165 0.047712 0.653725 0.854761 0.410204 0.462662 -0.01042
21105 16828 BC005509 lactate dehydrogenase 1, A chainLdh1 0.994752 1.025046 1.024697 0.955259 0.830537 1.005412 1.052808 1.061562 -0.99471 -0.6446 -0.65504 -0.01042 0.999839 -0.99197 0.149056 0.364138
21106 241589 AW212236 RIKEN cDNA D430041D05 geneD430041D05Rik1.021308 1.01037 1.012635 1.058372 1.01818 0.927531 1.034088 0.926691 -0.67561 -0.92757 -0.88345 0.445522 -0.76264 0.78468 -0.275 0.793154
21107 13731 AW215486 epithelial membrane protein 2Emp2 0.994288 1.004303 0.982938 1.002049 0.927379 1.023461 1.221437 1.189962 -0.99726 -1.01157 -0.89027 -1.01033 0.392031 -0.7894 0.996787 0.986403
21108 AC012526 0.887341 1.150556 1.211981 1.139541 1.060596 0.949589 1.06252 1.176291 0.869644 0.949737 0.997151 0.920699 -0.01042 -0.40745 0.03618 0.983972
21109 18567 AW822088 programmed cell death 2 Pdcd2 0.941901 1.095094 1.076773 1.059224 0.943274 0.96449 0.995832 1.058929 -0.05768 0.535464 0.245265 -0.10547 -0.08152 -0.59102 -1.00542 -0.11749
21110 18970 BE456708 polymerase (DNA directed), betaPolb 1.031922 0.95691 0.99241 1.06469 1.021434 0.952366 1.021881 1.159441 -0.54665 -0.21428 -0.98255 0.276041 -0.7894 -0.08152 -0.78062 0.989115
21111 BF300836 0.983397 1.051707 1.013696 1.000407 0.933539 1.035123 1.069863 1.047678 -0.7347 0.454135 -0.82316 -1.01187 0.80929 -0.08152 0.793154 0.335498
21112 18534 NM_011044phosphoenolpyruvate carboxykinase 1, cytosolicPck1 0.971126 0.980339 0.99133 0.968296 0.956305 0.982098 1.008364 1.05508 -0.35961 -0.68573 -0.94384 -0.26286 0.181743 -0.7347 -0.94889 0.436821
21113 12274 BC011251 complement component 6 C6
21114 26876 NM_011996alcohol dehydrogenase 4 (class II), pi polypeptideAdh4 0.8595 0.844313 0.625601 0.763655 0.646697 0.657897 0.510779 0.565257 0.345127 0.503984 0.999796 0.93436 0.999401 0.998972 1 0.999993
21115 234199 AI173513 fibrinogen-like protein 1 Fgl1 1.043575 0.877687 1.22292 0.883089 0.85177 0.731974 0.785209 1.01723 -0.89692 -0.16577 0.445522 -0.22642 0.115797 0.900176 0.677982 -0.99197
21116 15112 NM_010403hydroxyacid oxidase 1, liver Hao1 0.942186 1.08999 0.916913 0.950018 0.757067 0.603327 0.447984 0.371893 -0.45468 -0.02218 -0.01042 -0.58005 0.996268 1 1 1
21117 67268 BC010265 RIKEN cDNA 2900073G15 gene2900073G15Rik1.025723 0.917079 0.957843 0.98905 0.964287 0.964111 0.983038 1.050378 -0.25072 0.986403 0.471101 -0.83916 0.224376 -0.25072 -0.62344 0.641096
21118 22139 AA048685 transthyretin Ttr 1.000654 0.998758 1.003374 1.000118 0.998151 0.997538 0.997999 0.995313 -1.01187 -1.01105 -1.00695 -1.01198 -1.01033 -1.00941 -1.01033 -1.00174
21119 20604 AI323061 somatostatin Sst 1.024175 0.818631 0.899009 0.792934 0.839675 0.856329 0.953637 0.987911 -0.91583 0.918828 0.224376 0.970445 0.831552 0.722607 -0.66537 -0.98588
21120 13361 AA060501 dihydrofolate reductase Dhfr 1.023311 0.864138 0.85645 0.925482 0.935236 1.003535 1.001147 1.004723 -0.61272 0.998972 0.999552 0.81316 0.666019 -1.00174 -1.01105 -0.99471
21121 AI385469 0.962841 0.895271 0.900933 0.921173 0.893784 0.954943 0.941975 0.90744 -0.08152 0.984824 0.975387 0.880602 0.986774 0.203199 0.565542 0.957762
21122 11814 AA060960 apolipoprotein C-III Apoc3 1.008433 0.975036 0.902077 0.950935 0.830303 0.780412 0.923426 0.830695 -0.99726 -0.88345 0.296175 -0.55786 0.92433 0.99247 -0.06958 0.92433
21123 69162 BC004094 RIKEN cDNA 1810024J13 gene1810024J13Rik 0.987207 0.943424 0.831822 0.943574 0.946903 0.929147 0.897642 0.859588 -1.00542 0.255599 0.998083 0.255599 0.160017 0.580056 0.92433 0.995407
21124 0.999959 0.999533 1.002957 0.999474 1.001401 0.998955 0.99856 0.999078 -1.01198 -1.01157 -1.00174 -1.01157 -1.00941 -1.01033 -1.00941 -1.01105
21125 18821 AK002622 phospholamban Pln 1.067315 0.894251 0.91907 0.905309 0.789955 0.79541 0.697897 0.651038 -0.25072 0.487718 0.082002 0.325787 0.99247 0.989709 0.999979 0.999999
21126 19703 AA544831 renin binding protein Renbp 0.938528 0.896004 0.993107 0.927776 0.987004 1.00329 0.914079 1.182406 -0.51262 0.126945 -1.00542 -0.35961 -0.98903 -1.01033 -0.14159 0.700932
21127 11800 BC007133 apoptosis inhibitor 5 Api5 1.235166 1.131045 1.029113 1.063572 1.04455 0.957548 0.965051 1.027182 0.978441 0.608044 -0.83916 -0.32345 -0.63407 -0.63407 -0.74414 -0.85456
21128 15387 BC006694 heterogeneous nuclear ribonucleoprotein KHnrpk 0.941622 0.995126 0.959469 0.999049 0.971434 1.002161 0.948807 1.02849 -0.35961 -1.00695 -0.67561 -1.01187 -0.83916 -1.01105 -0.50115 -0.84694
21129 11491 AB021709 a disintegrin and metalloproteinase domain 17Adam17 1.04072 0.915691 0.939085 0.931984 0.897404 0.863257 0.890233 0.819524 -0.39554 0.641096 0.181743 0.345127 0.845165 0.979008 0.893186 0.999176
21130 14043 BC006597 exostoses (multiple) 2 Ext2 0.936609 0.84634 0.949021 0.972314 0.944883 1.018182 0.992251 0.920014 -0.41932 0.775929 -0.61272 -0.88345 -0.54665 -0.95845 -1.00174 -0.14159
21131 BE553789 1.035002 0.827428 0.792751 0.784307 0.712061 0.750065 0.681085 0.60904 -0.63407 0.99348 0.999439 0.999707 0.999999 0.999982 1 1
21132 18707 AK019129 phosphatidylinositol 3-kinase catalytic delta polypeptidePik3cd 0.968429 0.984398 1.060668 0.927059 0.830092 0.950262 0.897465 1.142444 -0.85456 -0.97136 -0.52403 -0.275 0.857847 -0.63407 0.203199 0.503984
21133 AW763450 0.988418 1.229415 1.389544 1.271704 1.281595 1.422489 1.293719 1.259015 -0.95845 0.998357 1 0.999803 0.99988 0.999999 0.999935 0.999619
21134 16400 AW909616 integrin alpha 3 Itga3 0.920852 0.938814 1.020421 0.865525 0.756452 0.716265 0.806253 0.915728 0.543115 0.170913 -0.83916 0.972664 0.999997 1 0.999677 0.628131
21135 12268 AI116566 complement component 4 (within H-2S)C4 0.956853 1.000248 0.980729 1.00044 0.893864 0.889336 0.905237 0.998829 -0.56899 -1.01198 -0.88345 -1.01187 0.572843 0.628131 0.410204 -1.01157
21136 27387 AI036576 SH2 domain containing 3C Sh2d3c 1.18458 1.207219 0.997052 1.216023 0.89217 0.952915 1.15748 1.045954 0.890765 0.943198 -0.99197 0.931155 0.487718 -0.51262 0.78034 -0.62344
21137 67843 BC006050 solute carrier family 35, member A4Slc35a4 0.899605 1.248768 1.258693 1.033557 1.021241 0.994461 1.010107 1.14161 0.88578 0.999958 0.999906 -0.50115 -0.7894 -0.99471 -0.95845 0.974731
21138 22236 L27122 UDP-glucuronosyltransferase 1 family, member 1Ugt1a1 1.000094 1.000834 0.94382 1.000842 0.995221 0.999825 0.99947 1.004038 -1.01198 -1.01157 0.160017 -1.01157 -0.9996 -1.01198 -1.01187 -1.00368
21139 14319 AI195979 ferritin heavy chain Fth 1.00006 1.000244 0.999639 1.000156 0.998237 0.99847 1.000447 0.996962 -1.01198 -1.01187 -1.01187 -1.01198 -1.01033 -1.01105 -1.01187 -1.00695
21140 14958 AI304129 H1 histone family, member 0H1f0 1.021438 1.086118 1.087529 0.990597 0.945261 0.782245 0.723507 0.868297 -0.87647 0.325787 0.059195 -0.98588 -0.15367 0.99887 0.999993 0.797288
21141 19946 AA051228 ribosomal protein L30 Rpl30 0.955459 0.91862 0.971068 1.025025 1.08833 1.156647 1.154656 1.100755 -0.54665 0.181743 -0.80657 -0.86202 0.181743 0.845165 0.835045 0.364138
21142 13804 AA049147 endonuclease G Endog 1.041989 0.95819 0.981432 1.008737 0.967543 1.014839 0.983025 0.972235 -0.23857 -0.19001 -0.81494 -0.96725 -0.46638 -0.89027 -0.84694 -0.60191
21143 17748 AA060349 metallothionein 1 Mt1 0.875982 0.709552 0.661377 0.482806 0.856155 0.470439 0.573397 0.885291 -0.69575 0.354674 0.608044 0.98261 -0.59102 0.987135 0.88578 -0.7347
21144 20692 AA059811 secreted acidic cysteine rich glycoproteinSparc 0.936815 0.98621 0.99938 1.042334 0.859974 0.920729 1.133685 1.286319 0.012971 -0.94889 -1.01187 -0.50115 0.944563 0.354674 0.841851 0.999743
21145 15077 BC015270 histone 2, H3c1 Hist2h3c1 1.025982 1.067802 1.109186 0.977422 0.951249 1.021725 1.131086 1.030581 -0.83124 -0.10547 0.535464 -0.86933 -0.41932 -0.88345 0.738046 -0.77169
21146
21147 12442 BC008247 cyclin B2 Ccnb2 0.879904 1.098574 1.071161 0.933395 0.972462 0.869776 0.866082 1.334535 0.550678 0.115797 -0.28713 -0.28713 -0.86933 0.659913 0.695316 0.997899
21148 AI614172 1.04114 1.020121 1.026135 1.084499 1.086103 1.059475 0.987687 1.081087 -0.15367 -0.75345 -0.60191 0.775929 0.793154 0.354674 -0.9097 0.738046
21149 13007 AA538273 cysteine and glycine-rich protein 1Csrp1 1.15369 0.938598 0.917274 0.768839 0.960005 0.695634 0.833114 0.998958 0.012971 -0.74414 -0.54665 0.801355 -0.89692 0.971202 0.364138 -1.01187
21150 15461 AA536831 Harvey rat sarcoma virus oncogene 1Hras1 0.868558 0.936382 0.986249 0.939058 0.915955 0.986679 0.930126 1.044244 0.445522 -0.51262 -0.98588 -0.54665 -0.21428 -0.98903 -0.41932 -0.78062
21151 11567 AI504750 advillin Avil 0.902915 0.986596 0.986251 0.927748 0.930423 0.850875 0.91537 1.001359 0.976028 -0.84694 -0.83916 0.831552 0.797288 0.999899 0.931155 -1.01033
21152 54140 AI506905 arginine vasopressin receptor 1AAvpr1a 1.012214 0.965114 0.982083 0.948172 1.014267 0.928918 0.984225 1.169251 -0.92757 -0.39554 -0.83124 0.115797 -0.89692 0.572843 -0.86933 0.996378
21153 12842 BC003198 procollagen, type I, alpha 1 Col1a1 0.930293 1.016421 1.026053 0.922506 1.025517 0.945885 1.012264 1.159009 0.296175 -0.90339 -0.75345 0.436821 -0.76264 -0.06958 -0.95376 0.96723
21154 106885 AK012299 expressed sequence AI314760AI314760 1.019153 1.211805 1.07051 0.972057 0.93516 0.953 1.024222 1.066102 -0.83916 0.999251 0.354674 -0.6446 0.335498 -0.12953 -0.74414 0.265858
21155 16801 AW741209 Rho guanine nucleotide exchange factor (GEF) 1Arhgef1 0.668734 0.757564 0.670641 0.520389 0.887436 0.450517 0.591359 0.89146 0.608044 0.082002 0.594223 0.966379 -0.7347 0.994361 0.866775 -0.75345
21156 67059 BC011318 RIKEN cDNA 2810409H07 gene2810409H07Rik0.995325 1.011428 1.134632 1.08219 0.917569 0.985392 1.182004 1.163284 -1.00368 -0.96294 0.877939 0.354674 0.471101 -0.93318 0.982133 0.960833
21157 12977 AW762459 colony stimulating factor 1 (macrophage)Csf1 0.938666 1.020828 1.10555 1.067227 0.881142 0.878401 1.095273 0.946115 -0.08152 -0.90339 0.471101 -0.04581 0.816964 0.775929 0.436821 -0.25072
21158 11350 AW910561 v-abl Abelson murine leukemia oncogene 1Abl1 1.048396 1.051264 0.901659 0.994054 0.836482 1.07693 1.092039 1.111931 -0.56899 -0.47802 0.37352 -0.98255 0.805356 -0.74414 0.138032 0.213823
21159 99650 AK017833 RIKEN cDNA 4933434E20 gene4933434E20Rik0.954889 0.946487 0.989993 1.021805 0.963562 0.90405 0.91485 1.071607 0.203199 0.454135 -0.92179 -0.6446 -0.10547 0.968063 0.92433 0.732976
21160 16826 NM_010698LIM domain binding 2 Ldb2 0.943163 0.98202 0.970155 0.830488 0.89755 0.938355 0.891797 1.090854 0.047712 -0.86933 -0.6446 0.997552 0.831552 0.170913 0.87246 0.608044
21161 170787 BC013700 histone deacetylase 10 Hdac10 0.944703 0.954606 0.937446 0.965815 0.975063 1.011575 0.903144 0.983384 0.410204 0.115797 0.580056 -0.26286 -0.56899 -0.9097 0.952159 -0.80657
21162 22236 L27122 UDP-glucuronosyltransferase 1 family, member 1Ugt1a1 0.999673 1.002409 0.974437 1.001668 1.030081 1.100567 1.000239 1.011451 -1.01187 -1.00695 -0.52403 -1.00941 -0.39554 0.944563 -1.01187 -0.90339
21163 1.052907 1.046607 0.938831 0.919203 0.972864 0.872794 0.803204 0.986514 0.126945 -0.04581 0.419162 0.771448 -0.58005 0.989994 0.999988 -0.89692
21164 11806 AI196838 apolipoprotein A-I Apoa1 0.998923 1.000012 0.998835 1.00069 0.98422 0.986272 0.998099 0.979021 -1.01105 -1.01198 -1.01105 -1.01157 -0.86202 -0.89692 -1.00941 -0.75345
21165 AA063964 0.952407 0.978128 1.020266 0.998565 0.918327 0.883677 0.96678 1.047678 -0.47802 -0.89027 -0.9097 -1.01157 0.203199 0.706469 -0.7347 -0.52403
21166 19087 J02935 protein kinase, cAMP dependent regulatory, type II alphaPrkar2a 0.994938 1.007795 0.964496 0.912264 0.858485 0.95836 0.942481 0.945506 -0.98588 -0.94889 -0.01042 0.968875 0.999923 0.224376 0.672042 0.608044
21167 0.984175 0.901058 0.955009 0.931957 0.928986 0.988838 0.80075 0.808073 -0.92757 0.634656 -0.43115 0.093324 0.160017 -0.97136 0.998141 0.996974
21168 23801 AA104807 arachidonate lipoxygenase 3Aloxe3 1.117314 0.867295 0.958951 0.893288 0.7884 0.736227 0.635014 0.695532 0.181743 0.535464 -0.76264 0.213823 0.959833 0.99592 0.999988 0.999522
21169 AA111732 cadherin 23 (otocadherin) Cdh23 0.961193 1.063294 0.909163 0.880581 0.859096 1.007865 0.952301 0.864665 -0.26286 0.335498 0.848421 0.976653 0.995671 -0.97528 0.012971 0.993092
21170 13982 AI327373 estrogen receptor 1 (alpha) Esr1 0.978569 1.010794 0.995145 1.031524 1.026 1.149524 1.072066 1.078824 -0.59102 -0.89692 -0.98903 -0.25072 -0.45468 0.999474 0.801355 0.869644
21171 69162 BC004094 RIKEN cDNA 1810024J13 gene1810024J13Rik 1.031553 0.98469 0.870356 0.955776 0.929292 0.888649 0.907964 0.862082 -0.66537 -0.91583 0.944563 -0.34758 0.296175 0.854761 0.666019 0.965507
21172 18263 AA574715 ornithine decarboxylase, structuralOdc 0.968497 1.038868 1.198313 1.049901 1.009708 0.981121 0.914722 1.049229 -0.84694 -0.78062 0.854761 -0.6446 -0.99726 -0.94889 -0.03397 -0.65504
21173 20775 NM_009270squalene epoxidase Sqle 1.095993 1.010259 0.97282 0.827327 0.987527 1.026796 0.779475 0.962577 0.115797 -0.99197 -0.86202 0.929502 -0.97901 -0.87647 0.992026 -0.74414
21174 19943 AK018714 ribosomal protein L28 Rpl28 1.070439 1.028653 1.095605 1.209914 1.242412 1.221162 1.17484 1.239988 0.012971 -0.77169 0.436821 0.988163 0.996882 0.99247 0.95333 0.996588
21175 22352 AA615688 vimentin Vim 0.845292 1.069694 0.984213 0.966624 0.594158 0.567696 0.385005 0.398165 -0.26286 -0.86202 -1.00368 -0.97528 0.968875 0.984403 0.999987 0.999973
21176 1.027979 1.042101 1.135338 1.118755 1.227923 1.183456 1.173462 1.14003 -0.67561 -0.33553 0.9459 0.88578 0.999619 0.99527 0.992026 0.956691
21177 1.002512 0.950397 0.94536 0.989485 0.893433 0.841734 0.90737 0.88354 -1.00941 -0.11749 0.012971 -0.96294 0.87246 0.995129 0.747959 0.926089
21178 1.006125 0.978436 1.128886 0.963004 0.890262 0.946549 1.091622 1.085493 -1.00542 -0.93318 0.40116 -0.7894 0.335498 -0.55786 -0.05768 -0.15367
21179 18104 BE623489 NAD(P)H dehydrogenase, quinone 1Nqo1 0.976701 2.275606 3.184693 4.58274 3.952107 3.051006 2.604005 2.142514 -0.96294 1 1 1 1 1 1 1
21180 21954 BG093857 troponin I, cardiac Tnni3 0.915684 0.960007 0.937284 1.008814 0.953822 0.904829 0.935026 1.023395 -0.14159 -0.85456 -0.47802 -1.00368 -0.84694 -0.40745 -0.35961 -0.95376
21181 AK011113 0.845894 0.953131 1.057031 1.085423 0.95039 0.797694 0.94034 0.912611 0.918828 -0.60191 -0.50115 -0.04581 -0.43115 0.987829 -0.21428 0.10459
21182 14938 BE635014 granzyme A Gzma 1.069857 1.174043 0.948458 1.054445 1.177082 1.174329 1.104196 1.504678 -0.21428 0.614825 -0.59102 -0.71546 0.255599 0.364138 -0.08152 0.999993
21183 17195 AI196097 mannose binding lectin, serum (C)Mbl2 0.895197 0.875853 0.955539 1.046502 0.817748 0.753351 0.800819 0.750796 0.012971 0.276041 -0.78062 -0.78062 0.797288 0.974058 0.87246 0.976028
21184 16006 AI303558 insulin-like growth factor binding protein 1Igfbp1 1.533749 2.311142 1.081199 4.124889 0.467534 0.908263 1.988448 0.682617 0.315996 0.959833 -0.9386 0.999902 0.92433 -0.90339 0.863853 0.149056
21185 16644 AK005547 kininogen Kng 0.99981 1.001198 0.989371 1.016357 0.971135 0.973373 1.005079 0.990556 -1.01198 -1.01105 -0.93318 -0.83916 -0.50115 -0.56899 -0.99471 -0.94889
21186 11668 NM_013467aldehyde dehydrogenase family 1, subfamily A1Aldh1a1 0.999683 1.00022 0.97408 1.000669 0.999642 1.019418 1.000049 1.008979 -1.01187 -1.01187 -0.14159 -1.01105 -1.01187 -0.47802 -1.01198 -0.88345
21187 11816 AK010261 apolipoprotein E Apoe 0.997032 0.969176 0.930356 1.008386 0.932292 0.908677 0.999597 0.970811 -1.00828 -0.60191 0.392031 -0.97901 0.345127 0.747959 -1.01187 -0.63407
21188 AI317649 1.035842 1.136553 1.041577 1.00951 1.010398 0.928009 1.038029 1.192066 -0.33553 0.981644 -0.20214 -0.95376 -0.94384 0.634656 -0.29925 0.999474
21189 AA061127
21190 NC_001569 0.999942 1.000857 0.999431 1.00004 1.000587 0.999207 0.998749 0.999235 -1.01198 -1.01105 -1.01157 -1.01198 -1.01157 -1.01105 -1.00941 -1.01105
21191 AC087183 0.970218 0.736492 0.968821 0.789377 0.792642 0.745938 0.648005 0.712975 -0.90339 0.988806 -0.89027 0.920699 0.91095 0.983529 0.999854 0.99592
21192 AB042432 0.999588 0.999243 0.999323 1.000251 1.000693 0.999735 0.999593 0.999656 -1.01187 -1.01157 -1.01157 -1.01187 -1.01157 -1.01187 -1.01187 -1.01187
21193 224619 AI323609 ring finger and WD repeat domain 1RFWD1 0.969341 0.874517 1.00224 1.012423 1.03689 0.986394 0.893575 0.812599 -0.93318 0.012971 -1.01157 -0.9996 -0.9097 -0.99726 -0.21428 0.62152
21194 56185 NM_019545hydroxyacid oxidase (glycolate oxidase) 3Hao3 1.142371 1.188331 0.957699 1.02536 0.94228 0.994873 1.020264 0.917063 0.276041 0.628131 -0.80657 -0.9386 -0.63407 -1.00828 -0.96294 -0.29925
21195 15270 BC010336 H2A histone family, member XH2afx 0.928451 1.033285 0.940683 0.906841 0.853224 0.852209 0.857894 0.82697 -0.34758 -0.86202 -0.53538 -0.01042 0.659913 0.666019 0.614825 0.835045
21196 15203 BC003896 hephaestin Heph 0.999653 0.999454 0.962592 0.999548 0.999663 1.018983 1.001109 0.999433 -1.01187 -1.01157 0.410204 -1.01157 -1.01187 -0.47802 -1.00941 -1.01157
21197 66141 BC010291 RIKEN cDNA 1110004C05 gene1110004C05Rik0.756053 1.006559 1.055572 0.984615 0.711757 0.710396 0.666549 0.675094 0.906768 -1.00828 -0.78062 -0.99197 0.975387 0.949737 0.99289 0.99348
21198 22352 AA615688 vimentin Vim 1.008274 0.995273 1.004766 1.016827 0.970615 0.997337 1.021148 1.039168 -0.96294 -0.99471 -0.9996 -0.81494 -0.44294 -0.92179 -0.70566 -0.15367
21199 12350 BC011129 carbonic anhydrase 3 Car3 0.834751 1.392033 0.707176 0.606883 0.420775 0.405297 0.701932 0.632946 0.149056 0.877939 0.904614 0.994834 0.999999 1 0.916918 0.987829
21200 1.099631 1.13912 1.000071 0.924418 1.049264 0.977167 1.035156 1.043288 0.890765 0.989416 -1.01198 0.738046 0.082002 -0.67561 -0.33553 -0.09348
21201 NC_001569 0.931632 1.106628 0.956397 0.954346 0.773269 0.897272 1.005161 0.833616 -0.04581 0.462662 -0.54665 -0.51262 0.99887 0.550678 -1.00542 0.964615
21202 BC012703 ESTs 0.990517 0.880639 0.766338 0.869212 0.859589 0.916208 0.906604 1.057635 -0.98255 0.845165 0.99988 0.90888 0.943198 0.428035 0.580056 -0.19001
21203 0.824371 1.020641 0.979663 0.999497 0.747625 0.575978 0.561023 0.75186 0.877939 -0.94384 -0.94384 -1.01187 0.994834 1 1 0.993666
21204 56501 BG276518 E74-like factor 4 (ets domain transcription factor)Elf4 0.955121 1.087366 0.970641 0.892602 0.84223 1.003753 0.997293 1.061045 -0.62344 0.012971 -0.83916 0.454135 0.88578 -1.00941 -1.01033 -0.40745
21205 56501 NM_019680E74-like factor 4 (ets domain transcription factor)Elf4 1.004848 0.984441 0.887984 0.941294 0.995216 0.86285 0.916762 1.158301 -1.00695 -1.00174 -0.15367 -0.7894 -1.01105 -0.38359 -0.55786 0.126945
21206 18700 BE687030 phosphatidylinositol glycan, class APiga 0.972051 1.032742 0.933791 0.924681 0.892768 0.924126 0.950802 1.083805 -0.91583 -0.88345 -0.50115 -0.37162 0.093324 -0.35961 -0.71546 -0.34758
21207 1.036749 1.205327 1.21881 1.204409 1.115184 1.071191 1.037965 1.008983 -0.56899 0.994681 0.997151 0.994361 0.771448 0.170913 -0.54665 -0.98255
21208 14972 U47328 histocompatibility 2, K regionH2-K 1.080316 1.343808 1.014444 1.027329 0.810603 0.807678 0.996371 1.045672 0.410204 0.999998 -0.92757 -0.72514 0.999251 0.999401 -1.00695 -0.32345
21209 66290 AK010131 ATPase, H+ transporting, V1 subunit G isoform 1Atp6v1g1 1.050419 0.968626 0.928353 0.949673 0.957255 0.973645 0.884727 1.026889 -0.19001 -0.61272 0.37352 -0.12953 -0.33553 -0.72514 0.906768 -0.72514
21210 11816 AK010261 apolipoprotein E Apoe 1.076956 1.045335 0.96859 0.987714 0.849401 0.844339 0.836133 0.862167 0.149056 -0.46638 -0.70566 -0.96294 0.960833 0.970445 0.981143 0.926089
21211 83397 NM_031185A kinase (PRKA) anchor protein (gravin) 12Akap12 0.970462 1.136316 1.100918 1.030376 1.068308 0.917713 1.04624 1.102304 -0.56899 0.968063 0.820705 -0.58005 0.37352 0.587183 -0.15367 0.831552
21212 16644 AI316983 kininogen Kng 0.998223 1.000488 0.996435 1.000441 1.000125 1.000943 1.002324 0.999771 -1.00941 -1.01187 -1.00174 -1.01187 -1.01198 -1.01105 -1.00828 -1.01187
21213 15159 NM_008222holocytochrome c synthetaseHccs
21214 66681 AK004286 phosphoglucomutase 1 Pgm1
21215 16189 AI528678 interleukin 4 Il4
21216 AK020549 0.94155 0.870348 0.902305 0.901838 0.893663 0.910393 1.031516 0.973369 -0.37162 0.717306 0.325787 0.335498 0.454135 0.192505 -0.81494 -0.86202
21217 0.942579 0.889181 0.87708 0.967553 0.875885 0.916166 0.921558 0.943556 0.747959 0.998759 0.999735 -0.03397 0.999775 0.974731 0.956691 0.732976
21218 0.97956 0.98085 0.916851 0.913254 0.904921 0.956223 0.994457 0.934907 -0.78062 -0.80657 0.752804 0.797288 0.87246 -0.12953 -0.99471 0.445522
21219 AB042432 0.977254 0.994721 0.975616 1.00044 0.959903 1.031482 1.01973 1.060944 -0.71546 -0.9996 -0.66537 -1.01187 -0.05768 -0.39554 -0.7347 0.462662
21220 22284 U67874 ubiquitin specific protease 9, X chromosomeUsp9x 0.990932 1.000322 0.883612 0.942062 0.97527 0.982797 0.992468 1.013446 -0.91583 -1.01187 0.999122 0.732976 -0.39554 -0.68573 -0.94384 -0.81494
21221 54712 AI616297 plexin C1 Plxnc1 0.961905 0.990086 0.929204 0.992962 1.050852 0.824333 0.982456 1.068606 -0.63407 -0.98588 0.03618 -0.99726 -0.43115 0.982133 -0.92757 -0.09348
21222 18245 AA690339 ornithine decarboxylase antizymeOaz1 1.155898 0.82702 0.947936 0.969938 0.923478 0.905082 0.983072 0.94825 0.838478 0.969669 -0.40745 -0.7894 0.082002 0.410204 -0.9386 -0.40745
21223 16176 AA667815 interleukin 1 beta Il1b 0.952097 1.028998 0.903631 0.958116 0.98998 0.94228 0.916648 1.091245 0.511986 -0.23857 0.992026 0.315996 -0.89027 0.738046 0.969669 0.970445
21224 19703 NM_023132renin binding protein Renbp 0.936867 0.997779 0.971564 0.924113 1.026143 1.001378 0.893515 1.220556 0.082002 -1.01033 -0.72514 0.354674 -0.78062 -1.01105 0.788951 0.996974
21225 12361 BC009740 calcium/calmodulin-dependent serine protein kinaseCask 0.96654 0.940091 0.993487 0.873451 0.867173 0.934308 0.972835 0.984029 -0.39554 0.382817 -0.98588 0.989115 0.99348 0.315996 -0.51262 -0.85456
21226 0.993503 0.770373 0.963084 0.931401 0.790569 0.93242 1.002723 1.131268 -0.9996 0.999717 -0.61272 0.070625 0.998797 -0.23857 -1.00941 0.793154
21227 20656 BF682769 superoxide dismutase 2, mitochondrialSod2 1.028442 0.999069 0.964615 0.923665 0.888492 1.069505 1.168155 1.181734 -0.7894 -1.00941 -0.65504 0.213823 0.738046 -0.09348 0.93436 0.959833
21228 19373 BF023257 recombination activating gene 1Rag1 1.018524 0.874915 0.874064 0.977977 0.881718 0.893014 0.953203 0.879884 -0.82316 0.982133 0.983076 -0.74414 0.970445 0.937433 -0.04581 0.974058
21229 0.841573 0.957406 0.909391 0.945798 0.87463 0.788753 1.004291 1.085106 0.869644 -0.67561 0.149056 -0.48961 0.628131 0.972664 -1.00828 -0.05768
21230 17912 NM_010863myosin IB Myo1b 0.937041 0.940489 0.891826 0.896503 0.904471 0.843534 0.934258 0.888483 -0.02218 -0.77169 0.74304 0.070625 0.392031 0.428035 0.03618 0.224376
21231 11669 NM_009656aldehyde dehydrogenase 2, mitochondrialAldh2 0.9281 1.041997 0.939296 0.913252 0.74075 0.750798 0.865584 0.87972 0.093324 -0.56899 -0.03397 0.382817 0.99995 0.999892 0.88578 0.797288
21232 Z18892 0.998967 1.009641 0.976399 0.874994 0.875015 0.819691 0.950787 0.976611 -1.01157 -0.98903 -0.86933 0.78034 0.78034 0.981143 -0.45468 -0.86933
21233 20280 BC018384 sterol carrier protein 2, liverScp2 1.00011 0.998946 0.9733 0.998449 0.999077 0.967091 0.997939 0.998983 -1.01198 -1.01157 -0.6446 -1.01033 -1.01157 -0.47802 -1.00941 -1.01157
21234 11828 AI788487 aquaporin 3 Aqp3 0.973048 0.95991 0.961212 0.952675 0.96033 1.031995 0.942167 1.186653 -0.88345 -0.7347 -0.75345 -0.63407 -0.74414 -0.84694 -0.47802 0.827999
21235 12577 BC005412 cyclin-dependent kinase inhibitor 1C (P57)Cdkn1c 1.022082 1.069241 1.047033 1.047036 0.984799 1.030939 1.06672 1.132558 -0.89692 -0.17788 -0.55786 -0.55786 -0.95376 -0.79806 -0.22642 0.672042
21236 13132 BC016887 disabled homolog 2 (Drosophila)Dab2 1.136673 1.447345 1.087318 1.217606 1.078574 1.012143 1.000442 1.325413 0.981644 1 0.757574 0.999906 0.647452 -0.92179 -1.01187 1
21237 21940 AI326735 tumor necrosis factor receptor superfamily, member 7Tnfrsf7
21238 106916 BC011345 1.028654 0.925713 0.854389 0.86751 0.864852 0.965703 0.995591 0.909168 -0.44294 0.816964 0.999677 0.998719 0.999004 -0.21428 -0.99471 0.943198
21239 73251 BC008522 RIKEN cDNA 1600028F23 gene1600028F23Rik
21240 16667 NM_010663keratin complex 1, acidic, gene 17Krt1-17
21241 14661 NM_008133glutamate dehydrogenase Glud 0.880837 0.924965 0.95579 0.913935 0.881538 0.908217 0.837173 0.713804 0.245265 -0.38359 -0.77169 -0.21428 0.245265 -0.12953 0.700932 0.996155
21242 NC_001569 0.994815 1.001606 0.993039 0.970363 1.005578 0.884721 1.044005 0.985376 -1.00368 -1.01105 -0.99726 -0.74414 -1.00174 0.793154 -0.50115 -0.94384
21243 20163 AA870689 Ras suppressor protein 1 Rsu1 0.968393 0.98305 0.931933 0.909035 0.902513 0.965444 1.015024 1.091459 -0.23857 -0.75345 0.788951 0.962767 0.979008 -0.12953 -0.81494 0.932775
21244 20660 AA656759 sortilin-related receptor, LDLR class A repeats-containingSorl1 1.005024 0.851556 0.946497 0.790854 0.901482 0.923393 0.848822 1.044602 -1.00695 0.788951 -0.52403 0.971942 0.234857 -0.11749 0.78034 -0.69575
21245 NC_001569 0.999769 0.955503 0.957545 0.990436 1.02162 1.002074 1.015597 0.955051 -1.01187 -0.09348 -0.15367 -0.95845 -0.75345 -1.00941 -0.86933 -0.06958
21246 21924 AA656586 troponin C, cardiac/slow skeletalTncc 1.0111 1.236106 1.090499 1.115274 1.162296 1.122159 1.040665 1.289386 -0.94384 0.99992 0.72783 0.90888 0.99247 0.935913 -0.29925 0.999997
21247 AK017708 1.019997 0.933191 0.893921 0.899522 0.95699 0.961106 0.916552 1.116503 -0.60191 0.857847 0.996882 0.994194 0.335498 0.181743 0.966379 0.996155
21248 1.035752 1.100415 1.000699 0.972543 1.056869 1.031705 1.038416 1.076402 -0.47802 0.78034 -1.01157 -0.65504 0.059195 -0.56899 -0.40745 0.471101
21249 20525 BE688039 solute carrier family 2 (facilitated glucose transporter), member 1Slc2a1 0.979996 1.242448 1.069828 1.198185 0.775946 0.972533 1.396854 0.954137 -0.92757 0.976028 -0.26286 0.914968 0.994361 -0.85456 0.999849 -0.60191
21250 0.945751 0.925425 0.949977 0.896354 0.829828 0.786645 0.935945 1.01445 0.126945 0.594223 0.012971 0.90888 0.999401 0.999991 0.37352 -0.90339
21251 18105 BE851081 NAD(P)H dehydrogenase, quinone 2Nqo2 0.937218 1.090035 0.882991 0.887292 0.817309 0.800224 0.97465 0.957885 0.10459 0.511986 0.88578 0.860877 0.998083 0.999474 -0.77169 -0.40745
21252 19373 BF023257 recombination activating gene 1Rag1 0.969324 0.975505 1.090843 1.301924 1.00243 0.825294 1.143008 1.089994 -0.7894 -0.92179 -0.16577 0.857847 -1.00828 0.653725 0.203199 -0.40745
21253 11745 NM_013470annexin A3 Anxa3 0.98766 1.032387 0.876454 0.770849 0.872248 0.964572 1.077224 1.022587 -0.93318 -0.51262 0.964615 0.999996 0.964615 -0.74414 0.462662 -0.72514
21254 13494 BC018596 developmentally regulated GTP binding protein 1Drg1 1.01409 1.10907 0.950897 0.965274 0.960951 0.980674 1.08438 1.015446 -0.93318 0.757574 -0.20214 -0.55786 -0.45468 -0.86202 0.462662 -0.91583
21255 11657 AI315771 albumin 1 Alb1 0.999355 1.000727 1.000389 1.000142 1.001031 0.998244 0.999885 0.998874 -1.01157 -1.01105 -1.01187 -1.01187 -1.01033 -1.00695 -1.01198 -1.01033
21256 15894 X16624 intercellular adhesion moleculeIcam1 0.919423 0.928805 0.966413 0.921156 0.925407 0.997757 0.98542 1.294938 0.170913 -0.01042 -0.7347 0.138032 0.059195 -1.01033 -0.95845 0.998719
21257 AI790953 0.948877 1.065229 0.946976 0.857609 0.992411 0.951914 1.018075 0.958606 0.138032 0.410204 0.192505 0.996882 -0.97528 0.047712 -0.82316 -0.15367
21258 AL596127 1.090259 1.11343 1.007994 0.985478 1.095457 1.094767 1.180179 1.255931 0.689619 0.883215 -0.97901 -0.90339 0.747959 0.74304 0.996268 0.999961
21259 18242 AI891801 ornithine aminotransferase Oat 0.85505 0.999903 1.0039 1.001755 1.005249 1.017639 1.001066 0.999638 0.857847 -1.01198 -1.00828 -1.01105 -1.00542 -0.94384 -1.01157 -1.01187
21260 13618 AI956227 endothelin receptor type B Ednrb 0.989044 1.031965 0.947174 0.882445 0.847762 0.791132 0.729713 0.928596 -0.94384 -0.53538 0.10459 0.963702 0.997319 0.999987 1 0.543115
21261 11843 AK013892 ADP-ribosylation factor 4 Arf4
21262 19055 AA178250 protein phosphatase 3, catalytic subunit, alpha isoformPpp3ca 1.060881 0.94904 0.878094 0.849628 0.887005 0.840009 0.856331 0.975338 0.149056 -0.02218 0.959833 0.994523 0.931155 0.997399 0.991064 -0.72514
21263 381599 AI451158 similar to Txk na
21264 170719 BC003927 oxidation resistance 1 Oxr1 0.981309 1.054873 0.907563 0.794659 0.818823 0.925302 0.901499 1.009202 -0.93318 -0.47802 0.265858 0.988806 0.963702 -0.05768 0.354674 -0.99471
21265
21266 12921 AA189886 corticotropin releasing hormone receptor 1Crhr1 1.018926 1.102438 0.962156 0.932689 0.976101 0.965878 0.985635 0.958176 -0.88345 0.641096 -0.52403 0.170913 -0.80657 -0.61272 -0.93318 -0.43115
21267 14555 AI626900 glycerol-3-phosphate dehydrogenase 1 (soluble)Gpd1 1.435823 0.786016 1.03632 1.054268 0.890177 0.741433 0.952527 0.879794 0.980102 0.762271 -0.91583 -0.80657 -0.20214 0.920699 -0.83916 -0.08152
21268 14526 AA795871 glucagon Gcg 1.020318 1.036638 0.905448 0.9376 0.903515 0.820339 0.912499 1.04144 -0.92757 -0.75345 0.265858 -0.29925 0.265858 0.954476 0.149056 -0.69575
21269 71888 NM_027983RIKEN cDNA 2310015J09 gene2310015J09Rik 1.098386 0.936095 1.073053 1.070037 1.136314 0.931299 0.976071 1.206072 -0.51262 -0.65504 -0.61272 -0.6446 -0.09348 -0.59102 -0.94384 0.628131
21270 1.049413 1.083539 0.94628 1.011673 0.947008 1.001565 0.928269 1.011305 -0.16577 0.543115 0.012971 -0.94889 0.001298 -1.01105 0.445522 -0.95376
21271 18760 AA832562 protein kinase C, mu Prkcm 0.948182 1.000444 1.031577 0.907165 0.963463 0.857136 0.881496 0.944018 -0.45468 -1.01187 -0.79806 0.315996 -0.71546 0.854761 0.659913 -0.37162
21272 0.890088 0.687729 0.813228 0.784301 0.828989 1.132566 0.866769 1.366329 0.436821 0.999962 0.956691 0.988489 0.918828 0.535464 0.700932 0.999341
21273 16523 BC003756 potassium inwardly-rectifying channel, subfamily J, member 8Kcnj8 1.028619 0.976582 1.025939 0.974501 0.875459 0.878421 0.944418 0.904856 -0.67561 -0.77169 -0.7347 -0.7347 0.952159 0.941803 0.03618 0.771448
21274 18515 BC010287 pre B-cell leukemia transcription factor 2Pbx2 0.967824 1.013947 0.992043 0.895109 0.89561 1.002212 0.971569 0.94042 -0.33553 -0.86933 -0.98255 0.974731 0.97337 -1.01105 -0.45468 0.511986
21275 Z22923 1.012035 1.075158 1.096664 1.148094 1.06529 1.075738 1.019479 1.136372 -0.98255 -0.22642 0.082002 0.706469 -0.32345 -0.39554 -0.93318 0.614825
21276 19650 U27177 retinoblastoma-like 1 (p107)Rbl1 1.008246 1.154164 1.014025 1.126568 0.899404 1.236433 0.962315 1.221174 -0.55786 0.957762 -0.72514 0.866775 -0.98255 0.841851 -0.98588 0.974731
21277 13392 BG277181 distal-less homeobox 2 Dlx2 0.917811 0.964871 1.005857 0.787381 0.825029 0.826419 0.774163 0.827478 -0.275 -0.86202 -1.00695 0.841851 0.775929 0.608044 0.929502 0.762271
21278 17022 BC005550 lumican Lum 0.951723 0.884752 0.804539 0.869421 0.780978 1.002952 1.004372 1.151178 -0.48961 0.659913 0.989416 0.801355 0.997236 -1.01187 -1.00695 0.757574
21279 18534 NM_011044phosphoenolpyruvate carboxykinase 1, cytosolicPck1 0.999581 0.999583 0.904446 0.885878 0.468939 0.539542 0.849823 0.631265 -1.01198 -1.01198 -0.55786 -0.38359 0.99998 0.999439 -0.03397 0.984824
21280 18534 NM_011044phosphoenolpyruvate carboxykinase 1, cytosolicPck1 0.998782 0.999369 1.002265 0.898779 0.60524 0.71722 0.861067 0.795285 -1.01187 -1.01187 -1.01157 -0.17788 0.999884 0.98261 0.286147 0.81316
21281 16784 AK012149 lysosomal membrane glycoprotein 2Lamp2 1.03049 0.878869 0.993543 0.966941 1.119332 1.109418 1.090108 1.049013 -0.9097 0.245265 -1.00695 -0.88345 0.047712 -0.06958 -0.29925 -0.75345
21282 11567 AF041448 advillin Avil 0.964329 1.039332 0.917552 0.914648 0.881843 0.877422 0.940386 1.010527 -0.33553 -0.275 0.78034 0.80929 0.977859 0.983972 0.364138 -0.94384
21283 17096 AA178291 Yamaguchi sarcoma viral (v-yes-1) oncogene homologLyn 0.945864 0.99299 0.973853 0.861532 0.810368 0.945141 0.87467 1.070798 -0.46638 -1.00174 -0.86933 0.771448 0.968875 -0.45468 0.659913 -0.25072
21284 12843 AA177788 procollagen, type I, alpha 2 Col1a2 0.945403 0.994246 0.987112 0.978084 0.913787 0.984325 1.106949 1.195343 0.245265 -0.99197 -0.9097 -0.72514 0.827999 -0.86202 0.904614 0.999594
21285 382563 AK003687 similar to Hypothetical protein KIAA1240na 0.944576 1.000376 0.903078 0.860772 0.806674 0.798881 0.854429 0.860431 0.149056 -1.01187 0.860877 0.991558 0.999923 0.999965 0.994834 0.991795
21286 15117 AI592649 hyaluronan synthase 2 Has2
21287 12368 BC002022 caspase 6 Casp6
21288 14661 NM_008133glutamate dehydrogenase Glud
21289 BC020277
21290 14085 AA711832 fumarylacetoacetate hydrolaseFah 0.95016 0.999156 0.999463 0.999548 0.964234 1.007139 1.05154 1.037834 0.335498 -1.01157 -1.01157 -1.01187 -0.14159 -0.96725 0.315996 -0.10547
21291
21292 AA879710
21293 17158 AA959904 mannosidase 2, alpha 1 Man2a1
21294 56334 AK007569 RIKEN cDNA 1110032D12 gene1110032D12Rik1.062276 1.061108 1.092665 1.063484 1.021231 0.993651 0.940822 0.940299 -0.08152 -0.10547 0.462662 -0.04581 -0.86202 -0.99726 -0.34758 -0.33553
21295 17135 BC014295 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein K (avian)Mafk 0.98844 1.020013 0.973079 0.880892 0.818333 0.916486 0.988338 1.069198 -0.89027 -0.67561 -0.41932 0.997236 0.999999 0.927813 -0.88345 0.732976
21296 19876 Y17793 roundabout homolog 1 (Drosophila)Robo1 0.970528 0.997744 1.020954 1.142259 0.932992 0.956069 1.047079 1.003988 -0.9386 -1.01157 -0.97528 0.047712 -0.63407 -0.84694 -0.83916 -1.01033
21297 AC087098 0.982217 1.002413 0.927707 0.945287 0.908848 0.910184 0.932116 0.974545 -0.55786 -1.00368 0.96723 0.816964 0.996588 0.99592 0.947207 -0.19001
21298 100609 BE854096 RIKEN cDNA 9830109N13 gene9830109N13Rik0.959186 1.03062 1.002599 0.959711 0.894511 0.902326 0.938591 0.897138 0.364138 -0.09348 -1.00368 0.345127 0.998637 0.996378 0.848421 0.998083
21299 12797 NM_009922calponin 1 Cnn1 0.997167 1.025367 0.916665 0.942192 0.86751 0.929888 0.918925 0.980793 -1.00368 -0.41932 0.961811 0.706469 0.999839 0.880602 0.952159 -0.62344
21300 16195 NM_010560interleukin 6 signal transducerIl6st 0.809207 1.009414 0.887691 0.842434 0.802975 0.870326 0.899585 0.903926 0.99592 -0.98588 0.762271 0.970445 0.997236 0.883215 0.628131 0.572843
21301 20186 AI987611 nuclear receptor subfamily 1, group H, member 4Nr1h4 1.073014 1.077885 1.169106 0.810099 0.944581 0.947925 0.972162 1.065048 -0.76264 -0.72514 -0.04581 0.382817 -0.83916 -0.86202 -0.96725 -0.80657
21302 68348 AW044862 RIKEN cDNA 0610012A11 gene0610012A11Rik1.005218 0.995457 0.949311 0.936052 0.922896 1.017298 0.870676 0.997372 -1.00368 -1.00542 -0.37162 -0.08152 0.181743 -0.92757 0.851619 -1.01033
21303 14205 NM_010216c-fos induced growth factor Figf 1.01189 1.03912 0.968058 0.986815 0.906762 0.933818 0.93114 1.017833 -0.92179 -0.26286 -0.44294 -0.90339 0.888296 0.527726 0.587183 -0.82316
21304 15450 AW413013 lipase, hepatic Lipc 1.320191 1.028876 0.835449 1.005249 0.805083 0.788852 0.879393 0.811279 0.994681 -0.87647 0.857847 -1.00695 0.95333 0.976653 0.495895 0.941803



22088 XM_130820 0.92347 0.930526 0.882673 0.921097 0.796083 0.969366 0.837732 1.150607 -0.01042 -0.14159 0.614825 0.03618 0.988489 -0.80657 0.920699 0.747959
22089 64292 BC024960 prostaglandin E synthase Ptges 0.976635 1.124882 0.98902 0.945869 0.981388 1.111335 1.028804 1.14966 -0.85456 0.717306 -0.97528 -0.28713 -0.9097 0.587183 -0.7894 0.866775
22090 26968 NM_012043immunoglobulin superfamily containing leucine-rich repeatIslr 0.979403 0.976717 0.821421 0.846898 0.885296 0.878106 0.867311 0.938275 -0.80657 -0.75345 0.999457 0.995671 0.937433 0.959833 0.980629 0.255599
22091 66614 NM_025663RIKEN cDNA 2610029K21 gene2610029K21Rik0.991286 1.026132 0.981656 0.887399 0.846014 0.940191 0.911218 1.033824 -0.9996 -0.9097 -0.95845 0.325787 0.757574 -0.48961 -0.03397 -0.84694
22092 26934 BC010715 Rac GTPase-activating protein 1Racgap1 0.95145 0.974475 0.976082 0.849115 0.857863 0.800173 0.846762 1.082069 -0.20214 -0.74414 -0.78062 0.987486 0.977859 0.999687 0.989416 0.436821
22093 66614 NM_025663RIKEN cDNA 2610029K21 gene2610029K21Rik0.970057 0.967459 1.043126 0.957075 0.866876 0.988793 0.964064 1.108669 -0.85456 -0.83124 -0.72514 -0.70566 0.641096 -0.98903 -0.7894 0.192505
22094 15039 BC003819 histocompatibility 2, T region locus 22H2-T22 1.334945 0.980051 0.954017 1.012631 0.855877 0.821019 0.899108 1.016734 0.999697 -0.9097 -0.52403 -0.97136 0.88578 0.977264 0.495895 -0.94384
22095 66614 NM_025663RIKEN cDNA 2610029K21 gene2610029K21Rik1.142721 1.037198 1.010658 1.115859 0.851472 0.931655 0.891704 0.996667 0.888296 -0.60191 -0.97528 0.722607 0.966379 0.093324 0.766896 -1.00828
22096 22264 NM_009475uterine-specific proline-rich acidic proteinUpa 0.95984 1.031175 0.966276 0.973285 0.967423 1.149485 1.039373 1.36604 -0.59102 -0.76264 -0.70566 -0.81494 -0.72514 0.851619 -0.63407 0.999967
22097 14432 XM_147259growth associated protein 43Gap43 0.916657 0.971878 0.938152 0.889846 0.958168 0.99941 0.786844 1.067827 -0.17788 -0.93318 -0.51262 0.224376 -0.77169 -1.01187 0.954476 -0.47802
22098 XM_124350 0.958251 1.128844 1.017132 1.013262 0.98465 1.02353 0.997344 1.262755 -0.28713 0.93436 -0.87647 -0.92757 -0.89692 -0.76264 -1.00828 0.999961
22099 XM_130820 0.888651 0.998532 0.999069 0.880333 1.028565 0.949229 0.931845 1.231848 0.647452 -1.01157 -1.01187 0.732976 -0.81494 -0.41932 -0.06958 0.987135
36905 98363 BG069521 RIKEN cDNA 4931430I01 gene4931430I01Rik 1.261226 0.760069 1.105913 0.832341 0.787199 0.880455 0.6473 0.115797 -0.14159 -0.7894 -0.9097 -0.81494 -0.69575 -0.33553 NA
36906 71870 AK006449 RIKEN cDNA 1700028D05 gene1700028D05Rik1.025178 0.996546 0.960727 0.963889 0.886384 0.956006 1.134166 0.946789 -0.76264 -1.00695 -0.43115 -0.51262 0.893186 -0.31136 0.916918 -0.06958
36907 12091 BG083348 galactosidase, beta 1 Glb1 0.904793 0.994446 0.891971 0.959975 0.824072 0.822678 1.038093 1.070496 0.683841 -0.9996 0.816964 -0.46638 0.996485 0.996787 -0.53538 0.160017
36908 110147 BE951796 HLA-B associated transcript 8Bat8 1.073487 1.03681 1.023248 0.977166 0.976093 1.004195 0.982266 1.093771 0.841851 -0.01042 -0.52403 -0.51262 -0.47802 -0.99197 -0.69575 0.961811
36909 AI131656 0.952847 1.092883 1.227101 1.08571 0.991896 1.044645 1.332019 1.415775 -0.63407 0.001298 0.938921 -0.10547 -0.9996 -0.69575 0.996882 0.999751
36910 94187 AF188609 early B-cell factor associated zinc finger proteinEbfaz 0.993648 1.142776 1.024947 1.126307 0.968387 0.933032 1.143194 1.155306 -0.9996 0.738046 -0.84694 0.700932 -0.74414 -0.03397 0.74304 0.87246
36911 24068 AK010375 steroid receptor RNA activator 1Sra1 1.060083 1.072547 1.012181 1.095024 0.996457 1.01889 1.000115 1.034434 0.419162 0.653725 -0.90339 0.888296 -1.00174 -0.76264 -1.01198 -0.32345
36912 69144 BG085390 RIKEN cDNA 1810035L17 gene1810035L17Rik 0.918148 1.006803 1.000558 1.118447 1.120588 1.217062 1.131693 1.244243 0.608044 -0.99197 -1.01187 0.87246 0.883215 0.999065 0.927813 0.999796
36913 72972 BE955458 RIKEN cDNA 2900054P12 gene2900054P12Rik1.080579 0.959623 0.806777 0.922413 0.840979 0.787208 0.837342 0.967638 -0.20214 -0.47802 0.983076 0.082002 0.922533 0.98261 0.943198 -0.76264
36914 AI852873 0.92102 0.958898 0.991893 0.9209 1.078114 0.863943 0.999268 1.011006 0.170913 -0.54665 -0.9996 -0.02218 0.047712 0.700932 -1.00368 -0.98903
36915 217242 BF018698 RIKEN cDNA 4933417C16 gene4933417C16Rik0.981812 0.947318 0.966458 1.006683 0.874134 0.891776 1.028282 0.908256 -0.82316 0.115797 -0.44294 -1.01105 0.982133 0.940377 -0.61272 0.838478
36916 65103 AK016267 ADP-ribosylation factor-like 6 interacting protein 6Arl6ip6 1.032347 0.972063 0.808022 0.866594 0.990918 0.866596 0.723663 0.925967 -0.63407 -0.70566 0.999275 0.958809 -0.97901 0.958809 1 0.382817
36917 76688 AW496270 ADP-ribosylation factor related protein 1Arfrp1 1.007524 0.992134 0.857911 0.866197 0.909955 0.95537 1.063887 0.988027 -0.97901 -0.97528 0.996485 0.99289 0.848421 -0.06958 0.364138 -0.92179
36918 53895 BE952027 caseinolytic protease, ATP-dependent, proteolytic subunit homolog (E. coli)Clpp 0.954159 1.090454 0.971165 1.032357 1.057212 1.045327 1.086653 1.014203 -0.01042 0.797288 -0.53538 -0.45468 0.234857 -0.08152 0.757574 -0.89027
36919 57751 AW912759 ring finger protein 25 Rnf25 0.942475 0.973373 1.103703 1.012001 0.971911 0.955708 1.057519 1.164486 0.138032 -0.62344 0.788951 -0.99197 -0.59102 -0.22642 0.047712 0.987135
36920 67620 AK007202 RIKEN cDNA 2310006J04 gene2310006J04Rik 1.033485 1.094427 1.02781 0.985226 0.961752 0.981863 1.039869 1.102163 -0.35961 0.880602 -0.52403 -0.85456 -0.15367 -0.78062 -0.15367 0.922533
36921 21685 BG404568 thyrotroph embryonic factor Tef 0.764858 1.170638 0.635825 0.664763 1.332029 0.932684 1.046641 -0.39554 0.634656 0.354674 -0.92757 0.816964 0.059195 0.689619 NA
36922 232934 AW047918 Myb protein P42POP P42pop 1.030757 1.109881 1.210301 1.157461 1.023938 0.997407 1.180705 1.061587 -0.83916 0.149056 0.841851 0.732976 -0.89692 -1.01105 0.572843 -0.41932
36923 71059 AW491937 RIKEN cDNA 4933402L21 gene4933402L21Rik 0.884227 1.172589 1.137615 1.022584 1.130922 0.993141 1.073768 1.287847 0.382817 0.717306 0.454135 -0.93318 0.382817 -1.00941 -0.44294 0.981143
36924 19989 AI174035 ribosomal protein L7 Rpl7 1.039336 0.980805 1.012584 1.169935 1.080837 1.105623 1.193758 1.135651 -0.04581 -0.70566 -0.87647 0.999767 0.841851 0.96723 0.999969 0.996378
36925 18220 AI182526 nucleobindin Nucb 0.684556 0.707104 0.835302 0.908997 0.913451 1.069482 0.969722 0.996268 0.445522 0.580056 -0.03397 0.296175 -0.97901 -0.51262 NA
36926 52670 AK005072 DNA segment, Chr 11, ERATO Doi 636, expressedD11Ertd636e 0.99564 0.983987 0.890668 0.975215 0.833211 1.072545 0.91211 1.029678 -1.00828 -0.95845 0.335498 -0.91583 0.857847 -0.26286 0.149056 -0.83916
36927 207686 BB281426 RIKEN cDNA A330021E22 geneA330021E22Rik0.986167 0.962926 1.04975 0.967369 1.009959 0.968186 1.084014 0.880788 -0.94384 -0.55786 -0.32345 -0.65504 -0.97528 -0.66537 0.354674 0.869644
36928 74761 NM_024263RIKEN cDNA 1200013A08 gene1200013A08Rik1.024411 0.862587 0.905939 0.862909 0.854384 0.827584 0.856454 0.936087 -0.82316 0.940377 0.594223 0.940377 0.952159 0.988806 0.914968 0.047712
36929 54351 BG144559 retinoic acid induced 12 Rai12 0.958718 1.152982 1.200552 1.167728 1.15091 1.141219 1.296829 1.221978 -0.46638 0.932775 0.990807 0.962767 0.932775 0.80929 0.999899 0.996485
36930 107581 AI838662 procollagen, type XVI, alpha 1Col16a1 1.008177 0.992085 0.994346 1.109428 1.00073 1.048101 1.122717 1.100682 -0.97528 -0.97528 -0.99471 0.880602 -1.01157 -0.09348 0.937433 0.824383
36931 70296 BF462751 cDNA sequence BC025586BC025586 0.939987 0.860667 1.096764 1.02928 1.013303 0.963858 1.046798 1.180213 -0.23857 0.869644 0.306126 -0.80657 -0.96725 -0.69575 -0.54665 0.926089
36932 74360 AK014982 RIKEN cDNA 3110002L15 gene3110002L15Rik 0.970353 0.871623 0.934529 1.012768 0.94352 0.952781 0.961058 1.008423 -0.23857 0.999619 0.81316 -0.84694 0.653725 0.419162 0.126945 -0.9386
36933 20975 AF041862 synaptojanin 2 Synj2 1.014877 1.024432 0.964353 1.197856 0.975538 0.998496 1.082773 0.948838 -0.79806 -0.61272 -0.48961 0.996974 -0.91583 -0.97528 0.503984 -0.70566
36934 260302 AI527490 golgi associated, gamma adaptin ear containing, ARF binding protein 3Gga3 0.985724 1.000371 1.082169 1.120601 0.974822 0.949511 0.924404 0.888164 -0.94889 -1.01187 0.213823 0.706469 -0.82316 -0.33553 0.213823 0.747959
36935 72391 BG143818 cyclin-dependent kinase inhibitor 3Cdkn3 0.99042 0.99424 1.012343 1.039757 0.917443 0.985487 0.998627 0.957656 -0.95845 -0.99197 -0.92179 -0.28713 0.757574 -0.89027 -1.01105 -0.15367
36936 14841 AI450094 germ cell-specific gene 2 Gsg2 0.985156 1.121238 1.292993 1.587435 1.137071 0.997377 0.95858 1.086822 -0.94889 0.659913 0.999275 1 0.78034 -1.01033 -0.56899 0.224376
36937 53871 NM_016927polycystic kidney disease 2-like 2Pkd2l2
36938 22201 BE986310 ubiquitin-activating enzyme E1, Chr XUbe1x 0.977815 1.027306 1.02197 1.13002 0.924966 1.166429 1.263523 1.176528 -0.55786 -0.39554 -0.58005 0.997476 0.893186 0.999902 1 0.999961
36939 56844 AB041597 tumor-suppressing subchromosomal transferable fragment 4Tssc4 0.938758 1.241468 0.735624 1.142264 1.043681 1.219331 1.171197 1.126221 -0.9097 -0.46638 0.601176 -0.72514 -0.96294 -0.69575 -0.44294 -0.62344
36940 107242 BF580859 expressed sequence AI837181AI837181 0.98496 0.999764 1.065489 1.017374 0.974 0.918685 0.956071 0.951824 -0.87647 -1.01187 0.40116 -0.83916 -0.62344 0.757574 -0.09348 0.03618
36941 209018 AI850060 expressed sequence AI315068AI315068 1.182069 0.871791 1.578201 0.733682 0.729104 0.691229 0.783842 1.942492 -0.72514 -0.61272 0.677982 0.286147 -0.32345 0.265858 -0.10547 0.904614
36942 230584 BF467480 RIKEN cDNA C030002N13 geneC030002N13Rik1.018251 0.967319 1.023661 0.962169 0.888822 0.89272 1.03329 1.203074 -0.82316 -0.44294 -0.70566 -0.28713 0.960833 0.948486 -0.45468 0.999687
36943 69702 AW228696 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, assembly factor 1Ndufaf1 0.936254 0.952532 1.040946 0.96296 0.976814 1.058726 1.043224 1.068194 0.345127 -0.06958 -0.41932 -0.34758 -0.70566 0.181743 -0.21428 0.392031
36944 67287 AK014142 RIKEN cDNA 3110038K10 gene3110038K10Rik0.802033 0.632166 0.590523 0.631107 0.375107 0.481388 0.795181 0.780942 0.364138 0.981143 0.994984 0.981644 1 0.999227 0.419162 0.527726
36945 94062 AA388518 mitochondrial ribosomal protein L3Mrpl3 1.043073 0.941455 0.920593 1.112522 0.993463 0.902985 1.03521 0.923213 -0.67561 -0.39554 -0.03397 0.37352 -1.00368 0.160017 -0.83916 -0.03397
36946 56291 AI323304 phosphoserine/threonine/tyrosine interaction proteinStyx 0.935305 0.948195 1.025804 1.186342 1.385856 1.254777 1.033341 1.119014 0.059195 -0.23857 -0.70566 0.979562 0.999966 0.998456 -0.83124 0.752804
36947 66479 BF013239 RIKEN cDNA 1700029F12 gene1700029F12Rik0.966698 0.840579 0.891408 0.799789 0.81626 0.853532 0.801273 1.051605 -0.79806 0.875225 0.428035 0.96723 0.931155 0.805356 0.965507 -0.45468
36948 69860 AW549859 RIKEN cDNA 2010003J03 gene2010003J03Rik 1.21983 0.986719 1.021606 1.09956 1.014726 0.944296 1.013988 0.961388 0.801355 -0.98903 -0.95845 -0.16577 -0.98588 -0.6446 -0.98903 -0.83124
36949 20365 NM_011353small EDRK-rich factor 1 Serf1 1.052153 1.154004 1.004178 0.951456 1.131982 1.073958 1.014619 1.121934 0.082002 0.993092 -1.00174 0.059195 0.974058 0.565542 -0.88345 0.954476
36950 231887 AI505896 PDGFA associated protein 1Pdap1 1.006551 1.11461 1.05845 1.126269 0.960429 0.97452 1.024622 1.042304 -0.97528 0.979562 0.479453 0.991314 -0.01042 -0.51262 -0.56899 0.024599
36951 AK010867 1.031103 1.022671 1.01028 1.033691 0.962612 0.960104 1.050045 1.030599 -0.12953 -0.46638 -0.88345 -0.02218 0.181743 0.276041 0.527726 -0.14159
36952 1.035276 1.069628 1.148299 1.105209 0.992773 1.008245 1.096893 1.163732 -0.65504 0.03618 0.897891 0.594223 -0.99471 -0.98903 0.487718 0.941803
36953 AI480939 0.902554 0.672832 0.759789 0.662272 0.789547 0.752669 0.764416 0.884732 0.382817 0.999998 0.99887 0.999999 0.993666 0.999297 0.998503 0.62152
36954 14779 AI850040 glutathione peroxidase 4 Gpx4 1.013196 0.98903 0.970187 1.010694 0.950001 0.994653 1.078078 1.008661 -0.85456 -0.89692 -0.29925 -0.90339 0.419162 -0.98255 0.851619 -0.9386
36955 70897 AK014851 RIKEN cDNA 4921509E07 gene4921509E07Rik1.017309 0.937827 0.946032 0.995105 1.016389 0.971283 0.99859 0.937717 -0.89027 0.149056 -0.05768 -1.00174 -0.90339 -0.68573 -1.01105 0.149056
36956 67887 AK007787 RIKEN cDNA 1810045K07 gene1810045K07Rik0.999007 1.07453 0.994773 1.059461 0.975343 1.013924 1.054391 1.030007 -1.01105 0.831552 -0.98588 0.608044 -0.47802 -0.83124 0.487718 -0.29925
36957 67900 AK006148 RIKEN cDNA 1700020C11 gene1700020C11Rik0.966018 1.053683 1.013778 0.858348 0.810087 0.866911 0.941444 0.927723 -0.84694 -0.59102 -0.94889 0.392031 0.762271 0.012971 -0.54665 -0.29925
36958 52397 BE136799 DNA segment, Chr 5, ERATO Doi 689, expressedD5Ertd689e 0.96852 0.984201 0.95591 1.034207 0.971779 0.97026 1.084786 0.967804 -0.35961 -0.82316 0.082002 -0.29925 -0.46638 -0.40745 0.827999 -0.32345
36959 28006 BF787519 DNA segment, Chr 6, Wayne State University 116, expressedD6Wsu116e 0.996473 1.075552 1.047888 1.079995 1.054506 1.131288 1.341206 1.323867 -1.00174 0.757574 0.170913 0.805356 0.354674 0.99289 1 1
36960 73247 BF719105 RIKEN cDNA 1600027N09 gene1600027N09Rik0.953591 0.988205 0.961743 1.047329 0.891265 1.036834 1.007471 1.151249 -0.04581 -0.93318 -0.29925 -0.08152 0.9459 -0.37162 -0.97901 0.989115
36961 214742 AA207607 RIKEN cDNA C730034D20 geneC730034D20Rik1.196909 1.105738 0.715438 0.665571 0.732235 0.668512 0.502228 0.807839 0.213823 -0.48961 0.91298 0.977859 0.869644 0.976028 0.999974 0.462662
36962 52036 BE200349 DNA segment, Chr 19, ERATO Doi 703, expressedD19Ertd703e 0.98815 1.14992 0.828467 0.901552 0.862526 0.925436 1.07688 1.125732 -0.96725 0.012971 0.695316 -1.01033 -0.39554 -0.90339 -0.48961 -0.6446
36963 66448 BE985356 mitochondrial ribosomal protein L20Mrpl20 1.042185 0.970833 0.973642 0.962743 0.97602 0.945634 1.040127 1.035087 -0.39554 -0.66537 -0.72514 -0.47802 -0.77169 -0.03397 -0.44294 -0.55786
36964 20193 AK012578 S100 calcium binding protein A1S100a1 1.011508 1.021355 0.85242 0.942897 1.030228 0.93819 1.050182 0.999116 -0.98588 -0.97528 0.695316 -0.41932 -0.83916 -0.47802 -0.82316 -0.97528
36965 66407 AI256274 mitochondrial ribosomal protein S15Mrps15 0.927648 1.121728 0.993493 1.112678 0.974353 1.033548 1.356742 1.111763 -0.54665 0.047712 -1.01033 -0.33553 -1.01105 -0.88345 0.961811 -0.55786
36966 21745 NM_009351telomerase associated protein 1Tep1 0.932022 0.803963 0.95643 1.004253 0.998465 0.961545 1.042479 1.281732 -0.02218 0.998719 -0.41932 -1.00542 -1.01105 -0.50115 -0.47802 0.999789
36967 108660 AI841178 RIKEN cDNA 2410016F01 gene2410016F01Rik 0.87393 0.877559 0.942181 1.34136 0.958526 0.368701 -0.96725 0.170913 -0.99471 -0.31136 -0.92179 0.999999 NA
36968 208263 BE197117 hypothetical protein MGC6357MGC6357 0.979296 1.055022 0.98952 0.985908 1.061821 0.918542 1.140477 1.160494 -0.86933 -0.26286 -0.97528 -0.94889 -0.11749 0.37352 0.863853 0.932775
36969 12344 AK016391 capping protein alpha 3 Cappa3 0.992189 0.990658 1.062358 1.11568 0.935806 1.185347 1.275144 1.194648 -0.95845 -0.9386 0.550678 0.980629 0.666019 0.999909 1 0.999958
36970 18573 BF319615 phosphodiesterase 1A, calmodulin-dependentPde1a 0.983198 1.006465 1.058054 1.081455 0.982484 1.117799 1.221539 1.106957 -0.75345 -0.97136 0.543115 0.87246 -0.7347 0.990273 0.999999 0.977859
36971 69168 AK007718 RIKEN cDNA 1810037G04 gene1810037G04Rik1.001853 0.932179 1.030091 1.018635 1.014559 0.970059 0.991477 1.024745 -1.01105 -0.01042 -0.78062 -0.91583 -0.95376 -0.76264 -0.99197 -0.84694
36972 74453 AK016821 RIKEN cDNA 4933415I03 gene4933415I03Rik 1.066297 0.981555 1.169072 0.953603 0.966085 1.037009 1.007556 1.334765 -0.58005 -0.98255 0.503984 -0.9097 -0.76264 -0.89692 -0.95376 0.935913
36973 50722 BC002215 expressed sequence AI414495AI414495 0.989952 1.1103 0.967991 0.807379 0.957588 0.841081 0.87286 0.901342 -1.00941 0.286147 -0.85456 0.653725 -0.96294 0.213823 -0.05768 -0.16577
36974 69034 AK007417 RIKEN cDNA 1810010E01 gene1810010E01Rik 1.05902 0.872286 0.982055 0.941564 0.994394 1.402362 1.072668 1.099227 -0.26286 0.012971 -0.99197 -0.84694 -0.74414 0.99527 -0.26286 -0.50115
36975 66497 AA549307 RIKEN cDNA 2610528E23 gene2610528E23Rik0.972887 0.969868 1.08426 1.16595 1.05286 1.120713 1.08329 1.14039 -0.7347 -0.67561 0.428035 0.971202 -0.20214 0.824383 0.410204 0.88578
36976 110911 AI174017 CDP-diacylglycerol synthase (phosphatidate cytidylyltransferase) 2Cds2 1.043715 0.983282 1.051895 1.032171 1.135296 0.86747 0.977961 0.979855 -0.69575 -0.95845 -0.58005 -0.83124 0.543115 0.683841 -0.97901 -0.93318
36977 14387 BF450041 glucosidase, alpha, acid Gaa 0.95211 0.875278 0.914036 0.95011 0.953905 1.004675 1.045017 1.125784 -0.05768 0.976028 0.757574 0.001298 -0.35961 -0.9996 -0.19001 0.943198
36978 26922 NM_025297nuclear receptor binding factor 1Nrbf1 0.979065 0.967501 1.039061 1.103359 0.930706 0.988032 1.029848 1.04732 -0.7894 -0.50115 -0.35961 0.827999 0.471101 -0.93318 -0.60191 -0.14159
36979 226757 AU016139 WD repeat domain 26 Wdr26 0.972556 1.02238 1.130382 0.893101 1.001928 0.98957 0.977951 1.106948 -0.98903 -0.99726 -0.53538 -0.70566 -1.01157 -1.01157 -0.99726 -0.67561
36980 19181 AU021091 proteasome (prosome, macropain) 26S subunit, ATPase 2Psmc2 1.021023 1.086873 1.03497 1.105623 0.967541 1.048035 1.07958 1.044391 -0.67561 0.877939 -0.21428 0.962767 -0.26286 0.203199 0.816964 0.093324
36981 101739 BE980055 PC4 and SFRS1 interacting protein 2Psip2 1.050227 1.011323 0.998221 1.094587 0.983162 1.005556 0.960433 0.939047 0.245265 -0.9097 -1.00941 0.916918 -0.78062 -0.98588 -0.03397 0.594223
36982 56085 NM_026842ubiquilin 1 Ubqln1 0.977991 1.11652 1.063288 1.035569 1.048412 1.077735 1.003641 1.008144 -0.7894 0.869644 0.160017 -0.51262 -0.19001 0.454135 -1.00542 -0.98255
36983 AW557866 0.880774 0.999005 0.823485 1.127576 1.367655 1.270535 -0.33553 -1.01187 -0.14159 -0.79806 -0.46638 -0.03397 NA
36984 272589 AV278868 RIKEN cDNA E130107N23 geneE130107N23Rik0.932787 1.481642 1.562724 2.22937 1.233076 0.986334 1.154481 1.053987 -0.17788 0.999996 1 1 0.976653 -0.97136 0.775929 -0.47802
36985 70853 AK014863 RIKEN cDNA 4921511C04 gene4921511C04Rik0.909439 0.774667 1.178731 1.17489 0.833214 0.862948 1.169012 -0.58005 -0.50115 0.296175 -0.98255 -0.89027 -0.9996 -0.98903 NA
36986 108124 AW209189 N-ethylmaleimide sensitive fusion protein attachment protein alphaNapa 1.031387 1.14322 1.085088 1.080456 1.066837 0.987149 1.186099 1.015567 -0.7347 0.860877 0.276041 0.203199 -0.05768 -0.95845 0.969669 -0.9386
36987 16796 U58882 LIM and SH3 protein 1 Lasp1 0.960133 0.984666 0.968841 1.000182 0.94392 0.928883 1.015796 1.001906 -0.09348 -0.83916 -0.38359 -1.01198 0.40116 0.717306 -0.83916 -1.00941
36988 56513 BG298742 par-6 (partitioning defective 6,) homolog alpha (C. elegans)Pard6a 1.017932 1.106069 1.134329 1.053294 0.978844 0.954314 1.124703 1.218237 -0.95845 0.550678 0.857847 0.160017 -0.7347 0.012971 0.968875 0.999937
36989 74102 AK003124 solute carrier family 35, member A5Slc35a5 0.957042 0.85462 1.151857 0.86695 0.843386 0.8995 1.147894 1.103434 -0.77169 0.535464 -0.04581 -0.02218 0.587183 -0.34758 0.234857 -0.70566
36990 71099 AK016890 RIKEN cDNA 4933424F08 gene4933424F08Rik1.001213 0.978028 0.965392 1.026566 1.010647 0.9361 1.025035 1.077538 -1.01105 -0.75345 -0.41932 -0.65504 -0.94889 0.40116 -0.69575 0.565542
36991 60600 AI429159 haploid specific alanine rich acidic protein, chromosome XHalapx 1.047691 1.010689 1.004886 1.104106 0.992965 1.051567 1.035682 0.986852 -0.58005 -0.98588 -1.00695 0.315996 -1.00174 -0.51262 -0.75345 -0.97136
36992 227298 BG083635 cDNA sequence BC038286BC038286 1.018964 1.017373 0.905186 0.963301 1.0268 0.877546 1.02397 1.027087 -0.89692 -0.84694 0.587183 -0.60191 -0.7894 0.860877 -0.83124 -0.70566
36993 69754 AI449021 RIKEN cDNA 2410015K21 gene2410015K21Rik1.000149 1.069497 1.080986 1.121384 1.000513 0.985763 1.12358 1.034401 -0.47802 0.835045 0.926089 0.997399 -0.89692 -0.35961 0.997552 -0.37162
36994 232784 AI646736 Zinc finger protein 212 Zfp212 1.011623 0.973774 1.001033 0.993511 0.958318 1.190484 0.976034 1.131589 -0.98255 -0.96725 -0.97136 -1.00542 -0.6446 0.62152 -1.01105 0.62152
36995 97387 BE946071 striatin, calmodulin binding protein 4Strn4 0.993513 1.04238 0.974307 1.142291 1.00782 1.022211 1.064383 0.967945 -0.99197 -0.33553 -0.71546 0.918828 -0.98255 -0.79806 0.192505 -0.56899
36996 75199 NM_029203RIKEN cDNA 4930539I12 gene4930539I12Rik 1.031379 1.175134 1.165656 1.061493 1.024469 1.050835 1.165009 1.242959 -0.68573 0.977264 0.965507 -0.03397 -0.80657 -0.275 0.964615 0.999004
36997 56289 BC002173 Ras association (RalGDS/AF-6) domain family 1Rassf1 0.985437 1.072464 1.161182 0.842652 0.973081 0.843929 1.307938 -0.72514 -0.61272 -0.83124 -0.80657 -0.83916 -0.81494 0.224376 NA
36998 69928 AK011725 RIKEN cDNA 2610040C18 gene2610040C18Rik 0.97782 0.942342 1.004142 1.032526 0.991044 1.000117 1.102988 1.123834 -0.7347 0.276041 -1.00174 -0.48961 -0.96294 -1.01198 0.866775 0.95333
36999 23980 BF021312 phosphatidylethanolamine binding proteinPbp 0.971436 1.018687 1.00285 0.942862 0.975826 0.969739 1.146505 1.016033 -0.55786 -0.81494 -1.00695 0.276041 -0.67561 -0.51262 0.987829 -0.86202
37000 72056 AK007868 RIKEN cDNA 1810055G02 gene1810055G02Rik0.917787 1.160527 1.095277 1.137233 0.924408 1.20819 0.929172 0.925721 -0.58005 0.203199 -0.20214 0.001298 -0.52403 0.024599 -0.45468 -0.68573
37001 NM_019426 0.901712 0.8972 1.06742 1.006822 1.009683 1.014171 0.987278 1.154247 0.757574 0.801355 0.149056 -0.99197 -0.97528 -0.93318 -0.94384 0.960833
37002 AI605066 0.986033 1.10195 1.067611 1.051882 0.995934 1.010985 1.01082 1.078327 -0.89692 0.854761 0.410204 0.03618 -1.00174 -0.94384 -0.94384 0.601176
37003 112403 AA718088 DOM-3 homolog Z (C. elegans)Dom3z 0.981738 1.126483 1.085877 1.123833 1.033452 0.921161 1.023301 0.961705 -0.89027 0.838478 0.419162 0.824383 -0.6446 0.410204 -0.82316 -0.51262
37004 68298 AW741149 RIKEN cDNA 2810406C15 gene2810406C15Rik0.967286 1.188957 1.250903 1.082656 1.070075 0.946836 1.024867 1.099203 -0.67561 0.980102 0.998637 0.286147 0.059195 -0.22642 -0.81494 0.419162
37005 56488 BE633645 NTF2-related export protein 1Nxt1 0.99069 1.028075 1.117117 1.106881 1.104687 1.131966 0.891065 0.932062 -0.97136 -0.67561 0.87246 0.805356 0.78468 0.932775 0.895562 0.364138
37006 223828 AI854283 RIKEN cDNA 1600022A19 gene1600022A19Rik1.008812 1.177916 1.344578 1.230761 1.249408 1.033899 1.064123 1.207205 -0.97136 0.996378 1 0.999854 0.999954 -0.50115 0.265858 0.999362
37007 54683 AF110733 peroxiredoxin 5 Prdx5 1.031316 0.987765 1.057666 1.009433 1.089138 1.061406 1.023441 1.12501 -0.61272 -0.94384 0.024599 -0.97136 0.608044 0.10459 -0.78062 0.902417
37008 83456 AI429226 Moloney leukemia virus 10-like 1Mov10l1 1.031822 0.98195 0.927813 0.954124 0.936294 0.925787 1.045014 1.113776 -0.52403 -0.83124 0.565542 -0.09348 0.382817 0.601176 -0.17788 0.906768
37009 67591 NM_026261RIKEN cDNA 4930522D07 gene4930522D07Rik1.000823 1.02629 1.115954 1.043821 1.107823 1.05561 1.069267 1.114855 -1.01157 -0.60191 0.955596 -0.08152 0.929502 0.245265 0.550678 0.95333
37010 28084 C77630 DNA segment, Chr 11, Wayne State University 68, expressedD11Wsu68e 0.969484 1.025926 1.056208 0.946368 0.763501 0.968509 1.233088 1.037702 -0.89027 -0.92757 -0.65504 -0.6446 0.949737 -0.88345 0.831552 -0.89692
37011 225348 BF320792 RIKEN cDNA 5730444A13 gene5730444A13Rik1.068575 1.098947 1.05765 0.898343 1.225615 0.923599 0.918392 1.071231 0.047712 0.543115 -0.17788 0.700932 0.991064 0.306126 0.40116 0.093324
37012 52793 AK018571 open reading frame 9 ORF9 1.009829 1.068345 0.98989 1.005214 0.975879 0.937705 0.924822 1.081713 -0.96725 0.255599 -0.96294 -0.9996 -0.75345 0.213823 0.487718 0.495895
37013 67839 BE987512 RIKEN cDNA 1810037C22 gene1810037C22Rik 0.96905 1.116566 1.289147 1.136831 1.000258 0.973524 1.014307 1.125003 -0.63407 0.820705 0.99996 0.920699 -1.01187 -0.7347 -0.92757 0.87246
37014 73316 AK006582 calreticulin 3 Calr3 1.014104 0.953068 1.014695 0.943613 0.830377 0.975862 0.927426 1.047122 -1.00542 -0.91583 -1.00368 -0.95845 -0.48961 -1.01157 -0.69575 -0.94384
37015 19387 BE992672 RAN GTPase activating protein 1Rangap1 0.966858 1.192385 1.213742 1.19226 0.977439 0.897425 0.8567 1.085436 -0.79806 0.888296 0.937433 0.888296 -0.9097 0.354674 0.793154 -0.04581
37016 22630 AK012540 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, theta polypeptideYwhaq 0.941373 1.063776 1.004726 1.108547 1.14621 0.794492 0.934406 1.00288 -0.54665 -0.39554 -1.00828 0.364138 0.722607 0.964615 -0.16577 -1.00174
37017 22680 AW552095 zinc finger protein 207 Zfp207 1.004935 0.893322 0.975831 0.948165 0.876302 1.041919 0.933211 1.053588 -1.00542 0.580056 -0.86933 -0.50115 0.558154 -0.78062 -0.10547 -0.47802
37018 13998 BG068701 FYVE, RhoGEF and PH domain containing 6Fgd6 0.949932 1.08258 1.268569 1.295604 1.316128 1.284755 1.549115 1.491447 -0.20214 0.410204 0.999816 0.999955 0.999985 0.99992 1 1
37019 56325 BE979579 ATP-binding cassette, sub-family B (MDR/TAP), member 9Abcb9 1.031056 1.235976 1.008857 0.915612 0.930774 0.96928 0.924006 0.897654 -0.59102 0.999822 -0.97136 0.689619 0.428035 -0.58005 0.558154 0.87246
37020 67568 AB041651 RIKEN cDNA 9130413I22 gene9130413I22Rik 1.027144 1.141919 1.034163 0.959515 0.892069 0.966821 0.966618 1.076719 -0.62344 0.983529 -0.44294 -0.21428 0.947207 -0.43115 -0.43115 0.587183
37021 210998 AW489157 cDNA sequence BC033609BC033609 0.994403 1.052349 0.929161 1.009284 0.944114 0.888933 1.05853 1.107147 -0.99197 0.115797 0.62152 -0.95845 0.286147 0.965507 0.265858 0.91095
37022 19946 BF582277 ribosomal protein L30 Rpl30
37023 94244 AU018779 FK506 binding protein 6 Fkbp6 0.962842 1.095559 1.187678 1.251738 0.953312 1.003758 0.999143 1.065639 -0.50115 -0.29925 0.689619 0.666019 0.126945 -0.60191 -0.83124 -0.96725
37024 56371 AW048721 expressed sequence AW108046AW108046 0.9253 1.047045 1.018685 1.176981 0.989418 1.071964 1.060575 1.081069 0.192505 -0.45468 -0.9097 0.955596 -0.97528 0.03618 -0.19001 0.203199
37025 13209 AI527969 DEAD (Asp-Glu-Ala-Asp) box polypeptide 6Ddx6 1.044758 1.04724 1.053359 1.115175 0.821413 1.027973 1.116897 1.025571 -0.48961 -0.44294 -0.32345 0.666019 0.991314 -0.7894 0.683841 -0.82316
37026 15893 AW494405 islet cell autoantigen 1 Ica1 1.008842 1.034353 1.000982 0.931809 0.981036 0.936134 1.05808 1.020578 -0.96725 -0.46638 -1.01157 0.487718 -0.81494 0.149056 0.170913 -0.7894
37027 18038 NM_010909nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor-like 1Nfkbil1 0.993678 1.022 1.102715 1.084697 1.004123 0.974585 1.034113 1.002852 -0.97136 -0.58005 0.977859 0.918828 -0.99471 -0.43115 -0.12953 -1.00368
37028 65967 NM_023060eukaryotic elongation factor, selenocysteine-tRNA-specificEefsec 1.004052 0.947425 0.905402 0.829995 0.789544 1.485907 1.055567 1.156721 -0.99471 0.160017 0.706469 0.990807 0.938921 0.937433 -0.48961 0.641096
37029 18549 AI323383 proprotein convertase subtilisin/kexin type 2Pcsk2 1.042865 1.039401 1.036556 1.023979 1.023121 1.022848 0.929583 1.109757 -0.97528 -0.88345 -0.93318 -0.99726 -0.97901 -0.94889 -0.43115 -0.31136
37030 66276 NM_025463RIKEN cDNA 1810009A15 gene1810009A15Rik0.966102 0.888428 0.922661 1.031283 1.003118 1.141095 1.127267 1.046458 -0.40745 0.958809 0.689619 -0.51262 -1.00542 0.98261 0.962767 -0.09348
37031 67580 AI326076 RIKEN cDNA 4930442L21 gene4930442L21Rik 1.004839 0.996019 1.142859 1.185653 1.189248 1.09314 1.273777 1.024485 -1.00174 -1.00542 0.93436 0.990543 0.992026 0.587183 0.999896 -0.78062
37032 100812 BG174457 expressed sequence AU019516AU019516 0.976095 1.057285 1.051993 1.119659 1.145253 1.080697 1.030783 1.061667 -0.62344 0.335498 0.203199 0.972664 0.994984 0.757574 -0.44294 0.445522
37033 68350 BF322513 RIKEN cDNA 0610009K11 gene0610009K11Rik1.038073 1.185809 1.011619 1.012017 1.026965 0.963574 1.105313 1.089085 -0.69575 0.816964 -0.99471 -0.94384 -0.83916 -0.99726 -0.03397 -0.10547
37034 AK009426 1.002173 1.047127 0.996279 1.068665 1.037708 1.001547 1.033031 1.094343 -1.00828 0.082002 -1.00174 0.594223 -0.21428 -1.01033 -0.35961 0.88578
37035 13036 AA087454 cathepsin H Ctsh 1.014598 1.267335 0.946842 0.947231 -0.11749 0.851619 -0.7347 -0.86202 NA NA NA
37036 AI480553 1.059165 1.094667 1.242584 1.020775 0.992649 0.967126 1.069795 1.037194 -0.17788 0.445522 0.988489 -0.9097 -0.9996 -0.95376 -0.16577 -0.58005
37037 56381 BE648404 Msx2 interacting nuclear target proteinMint 1.045136 1.060407 1.048042 1.073913 0.980606 1.052597 1.011194 1.08871 -0.11749 0.286147 -0.03397 0.558154 -0.7894 0.093324 -0.9386 0.757574
37038 17427 NM_008613meiosis-specific nuclear structural protein 1Mns1 0.974938 0.880395 1.005844 0.994538 0.817556 0.845475 0.88265 0.947086 -0.86933 0.653725 -0.92179 -0.91583 0.877939 0.565542 0.628131 -0.44294
37039 52502 NM_025821calcium regulated heat stable protein 1Carhsp1 1.10208 1.016857 1.112581 1.068065 0.861364 1.092838 1.108258 1.048997 0.666019 -0.67561 0.766896 0.550678 0.888296 0.535464 0.801355 0.276041
37040 22259 AA466084 nuclear receptor subfamily 1, group H, member 3Nr1h3 1.027027 0.999823 1.052235 1.144328 1.034021 1.001323 1.170147 1.037119 -0.77169 -0.9996 -0.46638 0.80929 -0.9097 -1.01157 0.96723 -0.7347
37041 68961 BG061842 5phosphorylase kinase, gamma 2 (testis)Phkg2 0.921616 0.927008 0.929087 0.976016 0.869352 0.891115 0.912842 1.028562 -0.10547 -0.45468 -0.47802 -1.01157 0.641096 0.170913 -0.15367 -0.65504
37042 69269 BF456896 sodium channel modifier 1 Scnm1 1.041849 0.926168 1.234692 0.999374 1.093365 1.796877 1.127658 1.490989 -1.00828 -0.72514 0.428035 -1.00174 -0.58005 0.845165 -0.9097 0.738046
37043 230279 AW492431 RIKEN cDNA 6330416G13 gene6330416G13Rik1.049262 1.050765 0.990915 1.076073 0.974801 0.976516 0.980379 1.015565 -0.09348 -0.05768 -0.96725 0.495895 -0.69575 -0.7347 -0.81494 -0.89027
37044 100163 BG242289 platelet-activating factor acetylhydrolase 2Pafah2 0.982762 1.072455 1.093201 0.860112 0.99864 0.763989 1.058926 0.945033 -0.97136 -0.88345 -0.44294 0.565542 -0.98255 0.587183 -0.79806 -0.47802
37045 66931 NM_025851RIKEN cDNA 1700010I14 gene1700010I14Rik 0.985266 1.164032 1.051623 1.058558 1.010849 0.978121 0.961755 0.981976 -0.91583 0.982133 -0.14159 0.024599 -0.95845 -0.80657 -0.43115 -0.86933
37046 30934 AJ297743 torsin family 1, member B Tor1b 0.992652 1.058356 1.065124 0.968687 1.018242 0.996427 1.073899 1.143233 -0.98255 0.10459 0.265858 -0.55786 -0.84694 -1.00828 0.40116 0.958809
37047 67077 NM_025953RIKEN cDNA 1700019N12 gene1700019N12Rik0.975644 0.97628 0.836698 0.957634 0.877988 0.970864 1.051769 1.004509 -0.75345 -0.76264 0.996588 -0.32345 0.944563 -0.65504 -0.12953 -1.00174
37048 20826 C81371 sperm specific antigen 1 Ssfa1 1.010278 0.956469 1.005069 1.096651 1.051846 1.005462 0.983657 1.003089 -0.9097 0.234857 -0.98588 0.959833 0.419162 -0.98255 -0.76264 -1.00174
37049 68591 AK003797 molybdenum cofactor sulfuraseMocos 0.936287 1.126426 1.114355 1.088915 1.049942 1.049107 1.096991 1.066552 -0.03397 0.757574 0.659913 0.335498 -0.39554 -0.40745 0.454135 -0.05768
37050 67269 AI046592 ATP/GTP binding protein 1 Agtpbp1 0.869067 0.861025 1.141976 0.97915 0.994038 0.939294 0.929234 1.047564 0.968063 0.980629 0.952159 -0.81494 -0.99471 0.160017 0.392031 -0.23857
37051 67504 NM_026205RIKEN cDNA 1700010O16 gene1700010O16Rik0.980398 1.085999 1.033038 1.04436 0.967242 0.93981 1.06533 1.094284 -0.67561 0.900176 -0.23857 0.160017 -0.20214 0.647452 0.410204 0.941803
37052 AI323725 0.939531 1.450653 1.8738 1.152934 1.595928 1.218575 1.094764 1.493713 -0.59102 0.998594 1 0.296175 0.999854 0.72783 -0.22642 0.996588
37053 75705 BF121395 RIKEN cDNA 2310046H11 gene2310046H11Rik0.757737 0.679822 1.106757 0.35313 0.811398 0.557726 1.031965 1.2528 -0.14159 0.012971 -0.84694 0.788951 -0.17788 0.462662 -1.00174 -0.43115
37054 20467 BE553926 transcriptional regulator, SIN3B (yeast)Sin3b 0.969108 1.013641 1.011733 1.134598 0.896695 0.890097 0.919954 1.295729 -0.71546 -0.95376 -0.96725 0.824383 0.677982 0.747959 0.325787 0.999743
37055 75642 AK006145 RIKEN cDNA 1700020C07 gene1700020C07Rik0.968503 1.155013 1.183301 1.218879 1.147087 0.985305 1.166777 1.085534 -0.59102 0.974058 0.993666 0.999065 0.961811 -1.00368 0.985234 0.587183
37056 14184 M81342 fibroblast growth factor receptor 3Fgfr3 0.887928 1.006225 0.895958 1.057907 0.978545 0.86634 0.864886 0.985581 0.949737 -0.98903 0.916918 0.160017 -0.76264 0.988806 0.989994 -0.89692
37057 AI196424 0.966985 1.020239 1.017249 1.022761 1.003398 0.943496 0.959976 1.13716 -0.33553 -0.7347 -0.72514 -0.66537 -1.00368 0.40116 -0.09348 0.991558
37058 67267 BG087670 RIKEN cDNA 2900010M23 gene2900010M23Rik1.079661 1.022907 0.994159 0.990789 1.033607 1.069908 1.09373 1.189383 0.558154 -0.75345 -0.99471 -0.96725 -0.51262 0.382817 0.738046 0.998024
37059 27411 NM_030683solute carrier family 14 (urea transporter), member 2Slc14a2 0.968365 0.943487 0.980804 0.994718 0.840552 0.950233 1.027357 1.195597 -0.97528 -0.78062 -1.01033 -0.89692 -0.60191 -0.97528 -0.78062 0.601176
37060 71911 BF322712 3-hydroxybutyrate dehydrogenase (heart, mitochondrial)Bdh 1.045527 1.100234 1.065443 1.191391 1.085941 1.067178 1.055794 1.088824 -0.22642 0.78034 0.265858 0.997766 0.62152 0.296175 0.03618 0.659913
37061 72635 AI426046 RIKEN cDNA 2700083B01 gene2700083B01Rik1.065688 0.97817 0.739729 0.891413 1.116328 0.92959 0.987839 1.440985 -0.61272 -0.99471 0.960833 -0.7894 -0.44294 -0.7347 -1.00174 0.775929
37062 269639 BE985125 RIKEN cDNA 2500002M11 gene2500002M11Rik0.935766 0.956315 0.981593 0.964469 0.924341 0.939572 1.052257 0.975459 0.315996 -0.22642 -0.84694 -0.45468 0.550678 0.224376 -0.06958 -0.72514
37063 52631 AA981302 DNA segment, Chr 15, ERATO Doi 528, expressedD15Ertd528e 1.00855 1.008056 1.045384 1.071104 1.011606 1.006841 1.088115 1.160641 -0.97528 -0.97901 -0.20214 0.410204 -0.94384 -0.98588 0.677982 0.989994
37064 AK003698 0.888477 0.865447 0.885867 0.869532 0.574687 0.638104 0.859759 0.970608 0.354674 0.62152 0.392031 0.580056 1 0.999995 0.677982 -0.86933
37065 66661 AK017869 signal recognition particle 72Srp72 0.993493 1.029373 1.004972 1.030503 1.011625 0.9684 1.008572 1.051 -0.97528 -0.41932 -0.99197 -0.38359 -0.90339 -0.31136 -0.94889 0.276041
37066 103284 BF784697 expressed sequence AI790326AI790326 0.917007 1.101619 1.234199 1.259057 1.250657 1.012803 1.058672 1.133743 0.382817 0.535464 0.996155 0.998679 0.998141 -0.95845 -0.20214 0.820705
37067 27078 NM_013717endothelial precursor protein B9Eppb9 1.078558 1.084933 1.012573 0.904582 0.734107 0.98408 1.205082 -0.48961 -0.41932 -0.50115 -0.90339 -0.11749 -0.34758 0.827999 NA
37068 17089 BE650286 Ly1 antibody reactive clone Lyar 1.034939 1.072043 0.951957 1.069277 0.906724 0.969111 1.076191 1.084961 -0.34758 0.594223 0.10459 0.543115 0.906768 -0.44294 0.659913 0.771448
37069 AF288694 1.011452 1.092761 1.114807 1.145733 1.112123 1.057919 1.061749 1.218601 -0.95845 0.325787 0.471101 0.835045 0.37352 -0.44294 -0.23857 0.956691
37070 235036 AW543382 peter pan homolog (Drosophila)Ppan 0.991308 1.072321 1.060458 0.985584 1.024449 0.99853 1.004371 1.049274 -0.97136 0.410204 0.160017 -0.90339 -0.7347 -1.01105 -1.00174 -0.11749
37071 56367 AK010513 short coiled-coil protein Scoc 1.156218 1.201218 1.3745 1.119666 1.173008 1.081245 1.098429 1.572472 0.762271 0.927813 0.999735 0.462662 0.845165 -0.05768 0.192505 1
37072 66176 AI020958 RIKEN cDNA 1110028N05 gene1110028N05Rik1.070048 0.989956 0.97704 1.074252 0.974393 0.908917 1.024497 1.188777 0.213823 -0.97136 -0.79806 0.296175 -0.75345 0.677982 -0.78062 0.992251
37073 67510 AI116497 RIKEN cDNA 1810036I24 gene1810036I24Rik 1.024145 1.062348 1.036353 1.098857 1.080325 1.07283 0.953502 1.084377 -0.79806 0.001298 -0.56899 0.62152 0.354674 0.213823 -0.46638 0.392031
37074 56310 BG095071 G protein pathway suppressor 2Gps2 0.957962 1.04266 1.040381 1.037094 1.069784 1.025139 1.001313 1.067496 0.001298 -0.04581 -0.11749 -0.21428 0.628131 -0.59102 -1.01033 0.587183
37075 78246 BF236210 RIKEN cDNA 2410141M05 gene2410141M05Rik1.043525 1.090863 1.003829 1.035578 1.063952 0.956429 1.021418 1.081043 -0.01042 0.875225 -0.9996 -0.26286 0.527726 0.059195 -0.69575 0.788951
37076 16413 BF166439 integrin beta 1 binding protein 1Itgb1bp1 1.10031 1.465399 1.247798 0.962742 1.01664 0.775965 1.159524 1.043543 -0.12953 0.410204 0.40116 -0.85456 -1.00174 0.315996 -0.45468 -1.01187
37077 67445 NM_026161RIKEN cDNA 0710001E10 gene0710001E10Rik1.053754 1.038341 0.983356 0.993186 0.981952 1.006951 0.894572 1.032667 0.203199 -0.23857 -0.82316 -0.97901 -0.79806 -0.97901 0.960833 -0.41932
37078 170749 BF227618 myotubularin related protein 4Mtmr4 0.973156 0.965546 1.021123 1.134509 1.055612 1.085574 0.973876 1.044789 -0.60191 -0.38359 -0.76264 0.976653 0.170913 0.722607 -0.62344 -0.12953
37079 70527 AK017600 Stam binding protein Stambp 0.727134 1.024737 1.119427 1.003355 0.87614 0.84746 0.864611 1.426095 0.986024 -0.94889 -0.02218 -1.01105 0.203199 0.527726 0.345127 0.99527
37080 73770 AI426154 RIKEN cDNA 4833422F06 gene4833422F06Rik1.059675 1.144357 1.05374 0.943649 0.819392 0.878821 0.81167 1.239152 -0.38359 0.471101 -0.59102 -0.6446 0.653725 0.315996 0.641096 0.96723
37081 AK009230 0.933124 1.060338 1.200106 1.142623 1.231821 0.996126 1.06712 1.122725 0.224376 -0.01042 0.994984 0.931155 0.997766 -1.00542 0.138032 0.848421
37082 67642 AW540154 RIKEN cDNA 4930515G01 gene4930515G01Rik1.012526 0.94066 1.00093 1.104445 0.997978 0.980791 0.938118 1.038036 -0.83124 0.771448 -1.01105 0.990807 -1.00695 -0.60191 0.81316 0.126945
37083 1.074722 1.020558 1.022219 1.083176 0.98213 0.971938 0.980536 0.990898 0.854761 -0.61272 -0.55786 0.916918 -0.69575 -0.31136 -0.63407 -0.92179
37084 233064 BE949961 RIKEN cDNA 2310038K02 gene2310038K02Rik1.019979 1.064666 1.215771 1.221939 1.180292 0.934205 0.83516 1.052478 -0.91583 -0.25072 0.971202 0.976653 0.91298 -0.15367 0.948486 -0.46638
37085 68095 BE915387 RIKEN cDNA 6030432N09 gene6030432N09Rik1.036312 1.142287 1.199396 1.172792 1.201351 1.016365 1.071632 1.168452 -0.45468 0.968875 0.998679 0.993847 0.998797 -0.88345 0.392031 0.992251
37086 28185 AK012084 DNA segment, Chr 16, Wayne State University 109, expressedD16Wsu109e 0.968598 1.455373 1.710502 1.195311 1.466085 1.139453 1.061175 1.345937 -0.85456 0.999849 1 0.831552 0.999888 0.479453 -0.51262 0.996485
37087 214597 BG084801 cDNA sequence BC023957BC023957 0.938374 1.15756 0.968589 0.974055 0.996463 0.975426 1.110253 1.023795 0.276041 0.986774 -0.54665 -0.68573 -1.00542 -0.71546 0.863853 -0.74414
37088 73833 AK003496 RIKEN cDNA 1110006G06 gene1110006G06Rik0.927755 1.001055 1.192831 1.013577 1.030821 0.990805 0.96736 0.997611 -0.02218 -1.01157 0.941803 -0.96725 -0.79806 -0.99197 -0.76264 -1.01033
37089 AI849591 1.039014 1.019218 0.951249 0.949651 0.925881 0.916538 1.047111 1.105632 -0.14159 -0.74414 0.224376 0.276041 0.78034 0.877939 0.10459 0.948486
37090 BE624247 0.937091 0.915625 1.01159 0.903407 0.870718 0.765888 0.998182 0.886188 0.149056 0.580056 -0.95845 0.747959 0.950962 0.999984 -1.01033 0.88578
37091 68035 BE447009 RIKEN cDNA 3100004P22 gene3100004P22Rik0.995839 1.431375 1.157919 1.05673 1.139762 1.056031 0.951619 1.247946 -1.00828 0.998905 0.62152 -0.63407 0.471101 -0.52403 -0.70566 0.952159
37092 230780 BE982620 RIKEN cDNA 2810055E05 gene2810055E05Rik0.908917 1.417033 1.153672 0.958486 1.259092 0.986365 0.959047 1.211811 0.762271 1 0.938921 -0.46638 0.984824 -0.92179 -0.46638 0.971942
37093 56494 AK013052 golgi SNAP receptor complex member 2Gosr2 1.058899 1.62667 1.119061 1.6097 1.269017 1.423974 1.16517 0.920316 -0.60191 0.999775 -0.01042 0.99998 0.893186 0.92433 0.192505 -0.43115
37094 71268 AW989275 leucine rich repeat (in FLII) interacting protein 2Lrrfip2 1.01827 0.961919 1.101315 1.054221 1.123124 1.019768 1.078345 1.060767 -0.79806 -0.21428 0.900176 0.213823 0.970445 -0.76264 0.689619 0.37352
37095 252868 AV047393 oppo 1 Oppo1 1.020137 1.0174 1.05344 0.773448 1.297299 0.591777 0.772904 1.001204 -0.92179 -0.95376 -0.69575 0.87246 0.78034 0.943198 0.875225 -1.00542
37096 AK007245 0.906914 0.881616 0.907995 0.969059 0.756431 1.040237 1.220527 1.160207 -0.40745 -0.09348 -0.79806 -0.82316 0.775929 -0.89692 0.495895 0.335498
37097 69562 BG083533 cell division cycle 2-like 5 (cholinesterase-related cell division controller)Cdc2l5 0.88758 1.109569 1.12717 1.014763 0.929354 0.882267 0.996052 1.23931 0.977264 0.938921 0.977859 -0.86933 0.666019 0.985234 -1.00174 0.999991
37098 BG228731 1.00518 1.014942 0.995478 1.049509 0.921338 0.926628 1.0707 1.194827 -0.99197 -0.9097 -1.00368 -0.32345 -0.08152 -0.28713 0.192505 0.897891
37099 105261 BG083266 expressed sequence AU015684AU015684 1.00534 1.048228 1.189627 1.114583 1.051535 1.043389 1.181062 1.13684 -0.9996 -0.19001 0.996378 0.857847 -0.11749 -0.31136 0.994194 0.947207
37100 106672 BE951459 expressed sequence AI854251AI854251 0.955443 1.259846 0.828356 0.803313 0.788587 0.797323 0.827678 0.985594 -0.68573 0.968063 0.880602 0.952159 0.974058 0.962767 0.883215 -0.97528
37101 66599 NM_025654RIKEN cDNA 2410008M22 gene2410008M22Rik1.011553 1.032744 0.995076 1.088934 0.966503 1.006928 1.103215 1.043681 -0.90339 -0.31136 -0.99197 0.88578 -0.23857 -0.97136 0.952159 0.047712
37102 68416 BG310934 syncollin Sycn 0.996244 0.977053 0.885892 0.920769 0.963677 1.017581 1.011804 0.994634 -1.00368 -0.69575 0.97337 0.752804 -0.29925 -0.82316 -0.92757 -0.99197
37103 53975 AF220454 DEAD (Asp-Glu-Ala-Asp) box polypeptide 20Ddx20 0.829396 1.124909 1.011048 1.219054 0.834271 1.043842 0.882321 1.130048 0.74304 -0.09348 -0.99726 0.797288 0.558154 -0.7347 0.213823 0.192505
37104 20568 NM_011414secretory leukocyte protease inhibitorSlpi 0.989374 0.948806 1.035808 1.165498 1.038553 1.020541 1.215884 1.373638 -0.95376 0.001298 -0.46638 0.991064 -0.39554 -0.80657 0.999507 1
37105 216860 BG172893 cDNA sequence BC023037BC023037 0.867971 1.020821 0.932856 0.942556 0.846129 1.029629 1.025738 1.151464 0.838478 -0.90339 -0.06958 -0.275 0.935913 -0.79806 -0.84694 0.835045
37106 18946 NM_018874pancreatic lipase related protein 1Pnliprp1 0.997211 0.979547 0.954097 1.025536 0.960541 1.009745 1.105789 1.033334 -1.00368 -0.60191 0.37352 -0.43115 0.149056 -0.9097 0.986024 -0.12953
37107 100017 AA691260 expressed sequence AA691260AA691260 0.947861 1.068087 0.990257 0.974423 0.911757 0.911477 1.04479 1.005392 -0.06958 0.213823 -0.97136 -0.7347 0.677982 0.677982 -0.32345 -0.9996
37108 76282 BE956736 glutamic pyruvic transaminase 1, solubleGpt1 0.972086 0.98108 0.946091 1.018713 0.824502 1.024519 1.032362 1.151714 -0.46638 -0.74414 0.382817 -0.75345 0.999982 -0.60191 -0.34758 0.997899
37109 AI853551 1.004033 0.947678 1.089694 1.182175 1.100403 1.182277 1.272197 1.100356 -1.00368 -0.03397 0.62152 0.994023 0.74304 0.994023 0.999961 0.788951
37110 69745 AK010477 polymerase (DNA-directed), delta 4Pold4 0.965704 1.411655 1.310565 1.23201 1.374439 0.965607 0.979421 1.158872 -0.77169 0.99992 0.997552 0.969669 0.999717 -0.77169 -0.92179 0.771448
37111 AU041488 0.955596 0.923955 0.876408 0.94077 0.822289 0.895998 1.016469 1.000277 -0.03397 0.717306 0.987829 0.382817 0.99992 0.947207 -0.84694 -0.98903
37112 104175 BE989005 SH3-binding kinase Sbk 0.860016 1.084739 0.843707 0.892978 0.900256 0.962837 1.140316 1.04268 0.893186 -0.11749 0.948486 0.628131 0.535464 -0.65504 0.788951 -0.59102
37113 14132 W11116 Fc receptor, IgG, alpha chain transporterFcgrt 0.992983 0.978249 0.96364 0.976056 0.988846 1.029006 1.009811 1.076067 -0.96294 -0.60191 -0.05768 -0.52403 -0.89692 -0.35961 -0.92179 0.827999
37114 BE946213 1.007931 1.098844 1.089776 1.200106 1.122666 1.243276 1.288203 1.239092 -0.97528 0.838478 0.757574 0.999538 0.949737 0.999973 0.999999 0.999965
37115 66596 BE983533 general transcription factor III AGtf3a 1.034168 1.033074 1.055142 1.195995 1.087476 1.141948 1.176008 1.174369 -0.35961 -0.39554 0.255599 0.999816 0.80929 0.992026 0.999227 0.999122
37116 67868 BG142022 elastase 3B, pancreatic Ela3b 1.02406 1.015686 1.036268 1.138074 1.095802 1.100234 1.192885 1.123511 -0.54665 -0.79806 -0.11749 0.997899 0.948486 0.962767 0.999981 0.993289
37117 55960 AY009091 estrogen receptor-binding fragment-associated gene 9Ebag9 1.025932 0.873007 0.956495 0.912635 0.892903 0.879424 1.026518 0.88674 -0.51262 0.998198 0.138032 0.93436 0.987486 0.996485 -0.48961 0.99289
37118 68436 BF607108 RIKEN cDNA 1100001I22 gene1100001I22Rik 0.9874 0.968544 1.004546 1.026093 0.917267 0.866 0.907461 1.024353 -0.92179 -0.51262 -0.9996 -0.67561 0.72783 0.989115 0.838478 -0.71546
37119 57370 AI666721 UDP-Gal:betaGlcNAc beta 1,4-galactosyltransferase, polypeptide 3B4galt3 0.986482 1.064577 0.922032 0.925287 0.939725 0.94489 1.112013 1.152297 -0.97528 -0.66537 0.138032 -0.09348 -0.66537 -0.44294 -0.43115 0.72783
37120 68653 BE994465 RIKEN cDNA 1110030L07 gene1110030L07Rik 0.925185 1.020404 1.003462 1.134036 0.916571 1.263874 1.092432 1.764057 -0.43115 -1.00828 -1.01105 0.170913 -0.65504 0.820705 -0.47802 0.999994
37121 26396 AI099356 mitogen activated protein kinase kinase 2Map2k2 1.008955 0.945933 0.98348 1.070617 0.89439 1.015957 1.072296 1.135311 -0.99726 -0.48961 -0.95845 -0.275 0.392031 -0.96294 -0.25072 0.565542
37122 70110 BF020376 RIKEN cDNA 2010008K16 gene2010008K16Rik1.043692 1.024213 0.96606 1.046154 1.081533 1.09261 1.198936 1.104566 -0.43115 -0.80657 -0.60191 -0.37162 0.354674 0.527726 0.99247 0.672042
37123 74334 AA267838 RIKEN cDNA 4432417N03 gene4432417N03Rik0.997454 0.964987 0.896392 0.933786 0.913308 0.953179 0.954198 0.910222 -1.00828 -0.45468 0.88578 0.37352 0.72783 -0.12953 -0.15367 0.766896
37124 228359 AI835073 RIKEN cDNA B230365D05 geneB230365D05Rik0.925717 1.028798 1.109053 0.988791 1.082431 0.909833 1.059 1.265224 -0.09348 -0.84694 0.160017 -0.99197 -0.05768 -0.16577 -0.43115 0.988806
37125 269016 AI596486 RIKEN cDNA 9130023G24 gene9130023G24Rik0.950766 0.859776 0.733254 0.799906 0.743307 0.79778 0.918072 0.972633 -0.26286 0.957762 0.999997 0.999176 0.999992 0.999297 0.454135 -0.74414
37126 109791 BG270728 colipase, pancreatic Clps 1.0359 1.022439 1.068332 1.220085 1.157546 1.219466 1.280949 1.221886 -0.35961 -0.71546 0.479453 0.99993 0.99527 0.999925 0.999999 0.999937
37127 66751 BF454973 RIKEN cDNA 4933402E03 gene4933402E03Rik1.080803 0.781183 0.9639 0.988161 0.842593 0.81471 1.077824 0.899884 -0.16577 0.979008 -0.78062 -0.98588 0.845165 0.9459 -0.20214 0.265858
37128 19171 AI255986 proteasome (prosome, macropain) subunit, beta type 10Psmb10 1.051656 0.992289 0.957133 0.991591 1.004172 0.948318 1.030858 1.205701 -0.55786 -0.9996 -0.65504 -0.99726 -1.00941 -0.65504 -0.83124 0.926089
37129 66627 W34669 RIKEN cDNA 5730405M13 gene5730405M13Rik1.027197 1.132384 0.86552 1.02642 1.093417 1.346818 1.282936 1.307102 -0.89027 0.471101 0.659913 -0.89692 0.001298 0.997899 0.986403 0.993092
37130 AW541257 1.013449 1.109231 1.176474 1.257225 1.32408 1.161272 1.076639 1.172922 -0.89027 0.943198 0.99932 0.999998 1 0.998024 0.689619 0.999122
37131 68671 NM_024229phosphate cytidylyltransferase 2, ethanolaminePcyt2 1.099373 0.885566 0.914551 0.959261 0.82574 0.878189 0.94396 0.842988 0.471101 0.771448 0.392031 -0.54665 0.987486 0.827999 -0.21428 0.96723
37132 71722 AK004685 capicua homolog (Drosophila)Cic 1.044366 0.912361 0.91326 1.056321 1.002119 1.286563 1.029611 1.027233 -0.70566 0.03618 0.024599 -0.54665 -1.01105 0.987829 -0.86202 -0.88345
37133 66691 BF461764 RIKEN cDNA 4432404J10 gene4432404J10Rik 1.105685 1.123062 1.066694 1.18846 1.102512 1.050874 1.109841 1.18897 0.958809 0.987486 0.628131 0.99992 0.949737 0.265858 0.968875 0.999923
37134 70088 AK009177 RIKEN cDNA 2310005N01 gene2310005N01Rik0.856675 1.00347 0.780843 1.029365 1.002377 0.987194 1.03582 0.97509 0.835045 -1.00941 0.991064 -0.83916 -1.01105 -0.99726 -0.75345 -0.87647
37135 18947 AK008021 pancreatic lipase-related protein 2Pnliprp2 0.959118 1.134493 1.007885 1.055273 0.78537 1.836884 0.56472 0.765196 -0.99471 -0.98588 -1.01157 -0.77169 -1.00695 0.419162 0.354674 -0.31136
37136 52555 BF147414 DNA segment, Chr 11, ERATO Doi 172, expressedD11Ertd172e 1.150385 1.23751 1.071272 0.919353 0.963015 1.075773 0.856026 0.932873 0.315996 0.695316 -0.34758 -0.67561 -0.93318 -0.34758 -0.29925 -0.58005
37137 74117 AK004554 ARP3 actin-related protein 3 homolog (yeast)Actr3 0.944919 0.954566 0.932939 0.976629 0.895869 0.872851 1.038102 1.040964 0.543115 0.265858 0.775929 -0.54665 0.988806 0.998939 -0.04581 0.059195
37138 224109 AW490231 RIKEN cDNA E430025L02 geneE430025L02Rik1.000189 0.970462 0.964783 1.175554 1.034582 1.126028 1.138649 1.074105 -1.01198 -0.69575 -0.56899 0.980102 -0.61272 0.848421 0.906768 0.234857
37139 74551 AK007429 RIKEN cDNA 9130022B02 gene9130022B02Rik 0.94174 1.013779 1.100813 0.953313 0.808694 0.701848 0.81653 1.08694 -0.31136 -0.96725 0.315996 -0.53538 0.984403 0.999984 0.976653 0.10459
37140 67706 BE448802 RIKEN cDNA 1810059G22 gene1810059G22Rik1.081131 0.983034 0.951343 0.95817 0.87132 0.943734 1.017627 0.960873 0.918828 -0.70566 0.479453 0.265858 0.999726 0.672042 -0.69575 0.160017
37141 67725 BE134119 RIKEN cDNA 4933433B15 gene4933433B15Rik1.012327 0.959411 0.963205 0.986863 0.907721 0.994624 0.995655 1.100781 -0.88345 0.047712 -0.09348 -0.86202 0.956691 -0.98588 -0.99471 0.954476
37142 231931 BB284133 immune associated nucleotide 6Ian6 1.017046 0.983711 0.965316 0.892562 0.868256 0.793578 0.914541 1.016518 -0.88345 -0.89027 -0.51262 0.877939 0.969669 0.999909 0.653725 -0.89027
37143 0.99503 1.05494 1.258323 0.962837 0.874649 0.977739 1.246898 0.943763 -1.00828 -0.63407 0.943198 -0.81494 0.436821 -0.9386 0.926089 -0.58005
37144 69131 BE995434 RIKEN cDNA 1810022J16 gene1810022J16Rik 0.995699 0.996491 1.0253 1.007749 1.009597 1.047525 0.987752 1.140533 -0.99726 -1.00174 -0.55786 -0.96294 -0.9386 0.160017 -0.89027 0.996155
37145 20964 NM_013680synapsin I Syn1 1.009698 0.889745 0.870702 0.914215 0.829489 0.939638 0.991196 0.970984 -0.92757 0.993092 0.999065 0.938921 0.999993 0.647452 -0.9386 -0.34758
37146 18973 AA608457 polymerase (DNA directed), epsilonPole 0.997814 1.12151 1.219084 1.069764 1.182534 1.0456 0.973966 1.245932 -1.00542 0.700932 0.990273 -0.02218 0.943198 -0.48961 -0.80657 0.981143
37147 12039 BF318590 branched chain ketoacid dehydrogenase E1, alpha polypeptideBckdha 1.001317 0.901252 0.831905 0.912736 0.860871 0.864837 0.940893 0.970908 -1.01105 0.895562 0.99949 0.801355 0.993847 0.991558 0.296175 -0.56899
37148 83408 BE634823 immune associated nucleotide 4Ian4 0.922587 1.081678 0.92375 0.922617 0.853843 0.846507 1.013816 1.02006 0.047712 0.012971 0.024599 0.047712 0.87246 0.904614 -0.96725 -0.92179
37149 76479 AW475568 RIKEN cDNA 2410004J23 gene2410004J23Rik 0.998512 0.955553 0.906862 0.918805 0.884351 0.897344 1.042373 1.01985 -1.01033 -0.04581 0.88578 0.775929 0.975387 0.938921 -0.16577 -0.78062
37150 72185 AK013173 RIKEN cDNA 2810427I04 gene2810427I04Rik 0.929978 1.058008 0.965941 0.95327 0.906184 1.021054 1.068949 0.939267 0.647452 0.306126 -0.33553 0.070625 0.91095 -0.7347 0.543115 0.454135
37151 66346 AK007222 RIKEN cDNA 1700029P11 gene1700029P11Rik1.098816 1.173903 1.262146 1.084975 1.221536 1.142678 0.959444 1.158079 0.306126 0.897891 0.994681 0.10459 0.977859 0.752804 -0.63407 0.711927
37152 18226 AW547491 nucleoporin 62 Nup62 0.990816 0.967201 0.871535 0.839852 0.708086 0.668163 0.698928 0.813538 -0.96294 -0.46638 0.985634 0.998939 1 1 1 0.999912
37153 72935 BE990476 DEAD (Asp-Glu-Ala-Asp) box polypeptide 41Ddx41 1.030409 0.990675 0.988874 1.037715 1.005238 1.01201 1.008809 0.938165 -0.61272 -0.96725 -0.94889 -0.44294 -0.9996 -0.94384 -0.97528 0.245265
37154 213027 AK006992 RIKEN cDNA B130050I23 geneB130050I23Rik 1.014468 0.969354 0.988129 0.938314 0.898764 0.885317 1.080953 0.952131 -0.89692 -0.53538 -0.93318 0.335498 0.900176 0.956691 0.608044 -0.03397
37155 68970 BF319105 RIKEN cDNA 1500001L20 gene1500001L20Rik 1.042029 1.013799 0.991647 0.937496 0.976884 0.814571 0.83953 0.969954 -0.32345 -0.92179 -0.97528 0.276041 -0.75345 0.999707 0.997552 -0.59102
37156 104457 BF607139 RIKEN cDNA 0610010K14 gene0610010K14Rik1.206688 0.9122 1.003853 0.738681 0.745409 0.385024 0.614825 -0.82316 -0.95376 -0.40745 0.835045 0.989994 NA
37157 66098 AK002980 RIKEN cDNA 0710001P09 gene0710001P09Rik0.986878 0.97927 1.077839 1.066066 1.086798 0.875155 1.042579 1.150868 -0.95376 -0.86933 0.213823 -0.01042 0.37352 0.888296 -0.50115 0.916918
37158 AK016958 0.90259 1.041923 0.951427 1.005574 1.083489 1.060102 1.014643 1.07545 0.001298 -0.79806 -0.70566 -1.01157 -0.31136 -0.68573 -0.98255 -0.40745
37159 30877 AA041888 EST C77032 C77032 0.990863 0.981404 1.001089 0.907325 1.006068 0.894863 0.89485 1.097567 -0.98588 -0.97901 -0.99197 0.5199 -0.9996 0.511986 0.677982 0.454135
37160 64383 AK014042 sirtuin 2 (silent mating type information regulation 2, homolog) 2 (S. cerevisiae)Sirt2 0.992412 0.878227 0.948701 1.008086 0.993369 1.001939 1.039442 1.0773 -0.95845 0.997476 0.410204 -0.95376 -0.97136 -1.00828 -0.03397 0.816964
37161 12268 BE369103 complement component 4 (within H-2S)C4 0.854882 0.966554 0.945782 0.959966 0.811944 0.927371 0.907114 0.966108 0.931155 -0.69575 -0.275 -0.58005 0.993289 0.115797 0.487718 -0.68573
37162 20810 NM_009272spermidine synthase Srm 1.060917 1.231401 1.266498 1.218317 1.180891 1.09113 1.051271 1.207772 -0.11749 0.996974 0.999401 0.994681 0.974058 0.436821 -0.31136 0.991558
37163 23789 AF143956 coronin, actin binding protein 1BCoro1b 1.012124 0.927434 0.938715 0.959466 0.938597 0.982366 0.985895 1.002291 -0.72514 0.991064 0.960833 0.653725 0.961811 -0.44294 -0.62344 -1.00174
37164 12492 AK011123 scavenger receptor class B, member 2Scarb2 0.950064 0.868133 0.91842 1.000038 0.877888 0.955926 0.99191 0.997351 0.487718 0.999726 0.944563 -1.01198 0.999122 0.306126 -0.94384 -1.00368
37165 AF115502 1.162096 1.790982 1.425796 1.074378 1.186488 1.187223 1.027214 1.429244 0.771448 1 0.999735 -0.20214 0.877939 0.877939 -0.86933 0.999939
37166 53619 BE996690 bladder cancer associated protein homolog (human)Blcap 0.968413 1.10505 1.245536 1.202647 1.211162 1.112895 1.201201 1.189899 -0.75345 0.454135 0.993666 0.969669 0.977859 0.550678 0.968875 0.95333
37167 68499 AI854607 mitochondrial ribosomal protein L53Mrpl53 1.029342 0.965469 0.855989 0.890367 0.841504 0.788205 0.912295 0.993042 -0.7894 -0.69575 0.91298 0.666019 0.955596 0.993092 0.354674 -0.9996
37168 BF099546 expressed sequence AI327276AI327276 0.811629 0.85153 0.910261 0.857322 0.718523 0.798176 0.973671 0.943963 0.984403 0.900176 0.306126 0.87246 0.99996 0.99247 -0.84694 -0.33553
37169 224671 AW261710 RIKEN cDNA 1700023F20 gene1700023F20Rik0.958305 0.855367 0.769253 0.874368 0.763025 0.784384 0.907773 0.916775 -0.31136 0.989115 0.999993 0.960833 0.999996 0.99997 0.757574 0.641096
37170 16885 AW544994 LIM-domain containing, protein kinaseLimk1 0.997951 0.964474 1.082198 1.020728 1.134984 1.10725 1.017164 1.076269 -1.00941 -0.38359 0.653725 -0.78062 0.971942 0.883215 -0.84694 0.565542
37171 BG081578 0.983083 0.984678 0.930657 1.048867 0.992056 0.956606 1.068909 1.05754 -0.76264 -0.80657 0.78468 0.265858 -0.95376 0.160017 0.711927 0.495895
37172 50767 AI415470 neuropathy target esterase Nte 1.011636 0.987156 1.048062 0.993271 0.993911 0.87395 0.887056 1.014254 -0.93318 -0.91583 -0.06958 -0.98588 -0.98903 0.983076 0.957762 -0.89692
37173 AI481194 1.065741 1.065166 0.902937 1.020536 0.961564 1.015542 1.110138 1.05245 0.40116 0.382817 0.900176 -0.77169 -0.26286 -0.86933 0.91095 0.082002
37174 56412 AK011533 RIKEN cDNA 2610024G14 gene2610024G14Rik0.897455 0.990064 0.940206 0.814551 0.865693 0.778654 0.999347 1.049219 0.392031 -0.99197 -0.35961 0.965507 0.752804 0.994023 -0.75345 -0.58005
37175 52513 AK011136 DEAD (Asp-Glu-Ala-Asp) box polypeptide 56Ddx56 0.983202 1.059928 1.241106 1.445494 1.24969 1.103114 1.231567 1.23025 -0.89692 -0.02218 0.999362 1 0.999594 0.695316 0.998972 0.998905
37176 83813 NM_023564tyrosine kinase, non-receptor, 1Tnk1 0.945469 0.965975 1.033955 1.24419 1.214394 1.253263 1.172117 1.279789 -0.29925 -0.70566 -0.72514 0.994523 0.983076 0.996155 0.824383 0.998679
37177 66694 BE996386 RIKEN cDNA 4430402G14 gene4430402G14Rik0.946825 1.019338 1.08866 0.903874 0.898783 0.99176 1.011727 1.019531 -0.25072 -0.89692 0.354674 0.587183 0.653725 -0.98903 -0.96725 -0.89692
37178 65111 C85451 death associated protein 3 Dap3 1.013557 1.410185 0.926616 1.21956 1.105773 1.021492 1.386522 1.150932 -0.83124 0.752804 -0.96294 -0.06958 -0.66537 -0.97901 0.949737 -0.02218
37179 11472 AI115162 actinin alpha 2 Actn2 0.935654 1.264102 1.171746 1.17421 0.956921 1.008962 1.039693 1.096414 0.286147 0.999952 0.991064 0.992251 -0.26286 -0.97528 -0.39554 0.717306
37180 AA021940 1.037921 1.017611 1.008477 1.068868 1.0278 1.027345 1.111667 1.114985 0.160017 -0.65504 -0.92179 0.860877 -0.25072 -0.275 0.996268 0.997319
37181 66208 AA617055 RIKEN cDNA 1110060M21 gene1110060M21Rik0.979158 0.850732 1.013186 0.916817 1.019588 1.03867 1.213412 1.298169 -0.92179 0.851619 -0.97528 0.082002 -0.93318 -0.69575 0.948486 0.996268
37182 18641 AA397308 phosphofructokinase, liver, B-typePfkl 1.031396 0.978057 0.952981 0.979225 0.917676 0.977532 1.031085 0.934954 -0.44294 -0.69575 0.10459 -0.72514 0.831552 -0.67561 -0.44294 0.572843
37183 14872 BE943539 glutathione S-transferase, theta 2Gstt2 1.15564 1.808244 1.4355 1.221456 1.245441 1.098895 1.125332 1.233625 0.926089 1 1 0.994984 0.998253 0.535464 0.788951 0.997064
37184 27414 AW045672 guanine nucleotide exchange factor (RCC1 related)Gnefr 0.987966 1.120386 1.149155 1.120811 0.929566 0.854902 0.862746 1.062689 -0.98255 0.419162 0.677982 0.428035 -0.19001 0.801355 0.74304 -0.39554
37185 14784 BE376752 growth factor receptor bound protein 2Grb2 1.030881 1.092526 1.329238 1.224734 1.205383 1.119414 1.296387 1.225469 -0.69575 0.503984 0.999984 0.997236 0.993289 0.78468 0.999915 0.997319
37186 56700 NM_020003RIKEN cDNA 0610031J06 gene0610031J06Rik 0.994645 0.9431 0.921199 0.982204 0.92226 0.965428 0.989689 1.050794 -0.95376 0.920699 0.994984 -0.45468 0.994194 0.40116 -0.80657 0.80929
37187 106491 BF450450 expressed sequence AA410130AA410130 1.015111 1.021232 0.957379 0.894842 0.935024 0.892309 1.033741 0.925066 -0.91583 -0.83124 -0.33553 0.841851 0.234857 0.860877 -0.59102 0.445522
37188 26565 AF166097 phospholipase A2, group X Pla2g10 0.996774 0.878297 0.868392 0.883922 0.805086 0.832977 0.937683 0.992794 -1.00542 0.987486 0.994523 0.980629 0.99999 0.999803 0.479453 -0.97901
37189 AW554179 1.024515 0.942055 0.976261 0.97946 0.965804 0.983712 0.954063 0.905796 -0.46638 0.689619 -0.47802 -0.59102 -0.05768 -0.7347 0.37352 0.983972
37190 22177 BF020833 TYRO protein tyrosine kinase binding proteinTyrobp 0.924902 0.977467 0.922611 0.992448 0.847957 0.842215 0.937838 0.896988 0.462662 -0.7894 0.503984 -0.98588 0.991064 0.994194 0.181743 0.835045
37191 14109 BG082614 Finkel-Biskis-Reilly murine sarcoma virus (FBR-MuSV) ubiquitously expressed (fox derived)Fau 1.066916 0.974093 1.627391 0.686213 1.530035 1.254267 -0.47802 -0.94889 -0.39554 0.608044 -0.35961 -1.00828 NA
37192 AI326809 0.943047 1.06444 0.968219 0.922856 0.820544 0.849641 0.81444 0.825111 0.059195 0.149056 -0.59102 0.503984 0.998939 0.990543 0.999341 0.998456
37193 67836 AW240786 RIKEN cDNA 1500041N16 gene1500041N16Rik1.011504 1.045296 1.227703 1.207122 1.239658 1.30748 1.253781 1.157576 -0.93318 -0.12953 0.99993 0.999726 0.999968 1 0.999988 0.99348
37194 101185 BE852518 POT1-like telomere end-binding protein (S. pombe)Pot1 0.815335 0.959816 0.969902 1.017541 0.915073 1.053599 0.849594 0.827509 0.700932 -0.83124 -0.95376 -0.96725 -0.34758 -0.7347 0.471101 0.666019
37195 217333 BG065693 RIKEN cDNA 2210023F24 gene2210023F24Rik0.882857 1.140509 1.009299 1.059584 1.008308 1.103385 1.237963 1.129445 0.436821 0.012971 -1.01187 -0.52403 -0.95376 -0.70566 0.88578 -0.10547
37196 224829 BE988972 transcriptional regulating factor 1Trerf1 0.900743 0.921918 0.99276 1.233919 0.708779 0.573091 1.006621 1.182316 -0.03397 -0.60191 -1.00828 0.410204 0.766896 0.869644 -1.00941 -0.08152
37197 52874 AW742933 DNA segment, Chr 19, Brigham & Women's Genetics 1357 expressedD19Bwg1357e 0.957463 1.200401 1.145846 1.022565 0.974833 0.932075 1.110082 1.177905 -0.17788 0.99942 0.984403 -0.74414 -0.66537 0.495895 0.895562 0.997625
37198 AI846558 0.948755 0.914086 0.845593 0.861555 0.912303 1.079 0.979638 1.015267 -0.15367 0.535464 0.961811 0.95333 0.345127 0.024599 -0.84694 -0.94384
37199 16852 AK004298 lectin, galactose binding, soluble 1Lgals1 1.027998 1.017394 0.953306 1.076642 1.205943 1.494197 1.173962 1.235954 -0.67561 -0.66537 -0.59102 -0.89692 0.816964 0.978441 0.641096 0.90888
37200 AU067784 0.942603 1.082633 1.013127 0.987947 1.092026 1.026829 1.042799 1.273348 0.082002 0.503984 -0.93318 -0.94384 0.641096 -0.71546 -0.34758 0.999957
37201 20257 BF466081 stathmin-like 2 Stmn2 1.037022 1.008024 0.980786 0.87115 0.832522 0.936671 0.986148 1.083752 -0.17788 -0.89027 -1.00368 0.717306 0.717306 -1.01105 -1.01187 -0.02218
37202 107071 BE948635 RIKEN cDNA 5730436H21 gene5730436H21Rik1.092661 0.913621 1.155462 1.010235 0.957191 0.900425 0.961588 1.211061 0.170913 0.276041 0.793154 -0.98588 -0.65504 0.115797 -0.7347 0.831552
37203 229707 AW552384 RIKEN cDNA 6330569M22 gene6330569M22Rik1.056371 0.975133 0.907363 0.904472 0.983528 0.986926 1.024193 0.890283 -0.45468 -0.87647 0.276041 0.315996 -0.94384 -0.96725 -0.89027 0.5199
37204 76580 AI314086 RIKEN cDNA 2210008I11 gene2210008I11Rik 1.006955 1.003683 0.904243 1.030902 0.998788 0.99241 1.0295 1.04667 -0.97136 -0.9996 0.966379 -0.34758 -1.01033 -0.96294 -0.39554 0.181743
37205 66514 AK010381 RIKEN cDNA 2410004D18 gene2410004D18Rik1.085576 1.049828 0.925409 0.987732 0.908888 1.006465 0.965834 0.913092 0.012971 -0.56899 -0.14159 -0.97901 0.224376 -1.00542 -0.80657 0.149056
37206 67278 BF461306 RIKEN cDNA 2900092E17 gene2900092E17Rik0.934124 0.87659 0.966124 1.039841 0.891865 0.905119 1.04728 1.129597 0.160017 0.91095 -0.60191 -0.50115 0.72783 0.677982 -0.34758 0.863853
37207 71969 BG064955 0.929827 0.99806 1.139429 0.974768 0.975717 1.006186 1.097199 1.167683 -0.02218 -0.99471 0.766896 -0.95845 -0.96725 -0.80657 0.059195 0.895562
37208 102580 AK020231 disrupted in bipolar disorder 1 homolog (human)Dibd1 1.035053 1.272427 1.402196 1.26455 1.420437 0.985775 1.035339 1.043881 -0.7347 0.996485 0.999974 0.99527 0.999987 -0.96294 -0.7347 -0.78062
37209 68021 AA790375 RIKEN cDNA 2010012D11 gene2010012D11Rik0.967839 1.027987 1.039252 1.131301 1.085505 1.160475 1.197869 1.101058 -0.61272 -0.71546 -0.58005 0.902417 0.495895 0.971942 0.995407 0.695316
37210 20019 BF465340 RNA polymerase 1-4 Rpo1-4 1.053042 1.111773 0.953603 1.02555 1.022083 1.023036 0.959949 1.086782 0.354674 0.977264 0.234857 -0.52403 -0.63407 -0.60191 0.012971 0.883215
37211 18453 J05185 prolyl 4-hydroxylase, beta polypeptideP4hb 1.0563 0.990827 1.084917 1.119694 0.960407 1.122247 1.099457 1.022879 -0.39554 -0.99197 0.093324 0.558154 -0.65504 0.580056 0.306126 -0.89027
37212 66590 BE199717 RIKEN cDNA 0610012A19 gene0610012A19Rik1.033646 1.013183 1.075006 1.026219 0.986282 0.98911 0.986118 0.97481 -0.54665 -0.92757 0.410204 -0.71546 -0.92179 -0.95376 -0.92179 -0.71546
37213 21953 NM_009405troponin I, skeletal, fast 2 Tnni2 0.935076 1.057258 1.162812 1.286913 1.488432 1.391133 1.254571 1.352611 0.594223 0.335498 0.998456 1 1 1 0.999998 1
37214 66070 AA968379 RIKEN cDNA 0610040D20 gene0610040D20Rik1.042811 1.031116 1.070371 1.062456 1.068946 0.968394 0.991327 1.06288 -0.93318 -0.79806 -0.6446 -0.52403 -0.89027 -0.89027 -0.99726 -0.34758
37215 16763 BF578206 ladinin Lad1 1.11833 0.978416 0.976453 1.143399 1.274059 1.073139 1.029669 0.971943 -0.31136 -0.96294 -0.95376 0.392031 0.419162 -0.84694 -0.98588 -0.95845
37216 12652 NM_007693chromogranin A Chga
37217 11433 BE948692 acid phosphatase 5, tartrate resistantAcp5 0.908801 0.951379 1.023365 1.005723 1.079963 1.043898 1.121595 1.206494 0.37352 -0.45468 -0.87647 -1.00368 0.059195 -0.58005 0.62152 0.971202
37218 19654 NM_011251RNA binding motif protein 6Rbm6 0.964347 1.146757 1.033686 0.849706 1.133798 1.29379 1.251311 2.576573 -0.94384 0.093324 -0.96294 -0.62344 -0.82316 -0.89027 0.364138 0.999457
37219 234407 AI099462 RIKEN cDNA 2810024B22 gene2810024B22Rik1.190066 1.364764 1.2296 1.30415 1.411735 1.178912 1.133238 1.242437 0.969669 0.99998 0.99348 0.999717 0.999988 0.95333 0.695316 0.996155
37220 AW742383
37221 67371 AK007816 RIKEN cDNA 2410016F19 gene2410016F19Rik0.873222 1.186134 0.832615 0.827914 0.645285 0.742729 0.869549 1.014592 0.601176 0.857847 0.965507 0.974731 0.999999 0.999863 0.647452 -0.97136
37222 12531 AK004836 cell division cycle 25 homolog B (S. cerevisiae)Cdc25b 0.772744 1.082319 1.044373 1.025722 0.901013 0.749319 0.966239 1.207619 0.587183 -0.65504 -0.9097 -0.99471 -0.86933 -0.21428 -0.97136 -0.66537
37223 97837 BE285991 expressed sequence C87247C87247 0.989045 1.072643 1.050161 1.068074 1.076929 1.044039 0.973336 1.060048 -0.92179 0.659913 0.170913 0.587183 0.722607 -0.01042 -0.53538 0.419162
37224 227700 BF465917 SH3-domain GRB2-like endophilin B2Sh3glb2 1.044776 0.992481 1.291668 1.299259 1.223529 0.914104 0.93419 0.971721 -0.68573 -1.00174 0.998198 0.997151 0.88578 0.03618 -0.39554 -0.86202
37225 69104 AK009364 RIKEN cDNA 1810015H18 gene1810015H18Rik0.909173 0.984892 0.988412 1.02841 1.040607 0.936891 1.199251 1.212052 0.296175 -0.9386 -0.98903 -0.94384 -0.83916 -0.26286 0.875225 0.672042
37226 67922 AI551060 RIKEN cDNA 2510049I19 gene2510049I19Rik 1.034854 1.085223 0.992088 1.100113 1.014389 1.087621 1.057208 1.099945 -0.275 0.831552 -0.96294 0.927813 -0.85456 0.854761 0.382817 0.927813
37227 227753 AI481623 gelsolin Gsn 1.013795 0.971723 0.943855 0.954351 1.059597 0.871244 1.061137 1.042173 -0.96725 -0.82316 -0.34758 -0.54665 -0.34758 0.5199 -0.32345 -0.6446
37228 100696 BF018744 1.042546 0.955089 0.969583 1.095702 1.061096 1.004317 1.071793 1.134626 0.059195 0.203199 -0.32345 0.937433 0.558154 -0.99471 0.74304 0.996268
37229 230796 AI448967 KIAA1037 protein LOC230796
37230 27369 U90524 deoxyguanosine kinase Dguok 0.979345 1.241515 1.067143 1.226616 1.150227 1.19451 1.299649 1.371203 -0.89027 0.994023 -0.11749 0.989416 0.851619 0.965507 0.99942 0.99997
37231 12521 BG143669 kangai 1 (suppression of tumorigenicity 6, prostate)Kai1 0.935663 1.030047 0.988827 0.970417 0.865924 0.980214 1.080258 1.143947 0.495895 -0.52403 -0.93318 -0.51262 0.987135 -0.77169 0.677982 0.989115
37232 55950 AA536746 brain protein I3 Bri3 1.013488 1.096081 1.213444 1.243697 1.138828 1.059428 1.082743 1.080293 -0.93318 0.689619 0.998759 0.999767 0.9459 0.047712 0.511986 0.471101
37233 67916 R75376 phosphatidic acid phosphatase type 2BPpap2b 1.084293 1.138292 1.047335 1.078834 0.974106 1.030317 1.084355 1.027636 0.580056 0.956691 -0.19001 0.495895 -0.69575 -0.61272 0.580056 -0.67561
37234 67727 AK018526 RIKEN cDNA 9030425C21 gene9030425C21Rik1.127369 1.098145 1.154 1.180543 0.858719 1.041167 1.191437 1.123031 0.689619 0.797288 0.968063 0.938921 0.024599 -0.29925 0.824383 0.854761
37235 22393 NM_011716Wolfram syndrome 1 homolog (human)Wfs1 1.064846 0.933713 0.932805 1.125108 1.070777 0.97726 1.05728 1.275473 -0.26286 -0.17788 -0.06958 0.747959 -0.31136 -0.88345 -0.33553 0.977859
37236 21925 NM_009394troponin C2, fast Tnnc2 0.979502 1.157504 1.070405 1.0626 0.935432 1.033619 1.109522 1.160585 -0.83124 0.974058 0.265858 0.093324 0.234857 -0.58005 0.793154 0.977264
37237 72323 AK010909 ankyrin repeat and SOCS box-containing protein 6Asb6 1.113318 1.183499 1.375238 1.294274 1.258477 1.021957 1.117624 1.135978 0.024599 0.647452 0.993666 0.959833 0.851619 -0.95376 0.070625 0.265858
37238 73353 AI507585 RIKEN cDNA 1700052K15 gene1700052K15Rik0.960232 0.915135 0.953515 1.062479 0.95911 0.917817 1.037059 1.058834 -0.11749 0.866775 0.10459 0.454135 -0.08152 0.841851 -0.25072 0.37352
37239 53627 AB036749 porcupine homolog (Drosophila)Porcn 0.967309 1.004285 0.990759 1.064645 1.075612 1.081799 1.224238 1.257728 -0.41932 -0.9996 -0.95845 0.410204 0.608044 0.695316 0.999947 0.999995
37240 107522 AW490037 endothelin converting enzyme 2Ece2 1.003733 1.181264 1.111431 0.848206 1.094844 1.095143 1.090384 1.026334 -1.01033 -0.22642 -0.54665 -0.7347 -0.82316 -0.91583 -0.75345 -0.98588
37241 80291 NM_030259cDNA sequence BC003324BC003324 1.008953 1.016558 0.991415 1.019442 0.994475 0.936207 0.986818 1.024044 -0.98255 -0.9097 -0.99197 -0.86933 -0.9996 0.126945 -0.94384 -0.80657
37242 70661 AK017789 cDNA sequence BC033915BC033915 0.960017 0.820202 1.051466 0.92053 0.982498 0.852008 0.992183 1.108986 -0.40745 0.998637 -0.17788 0.5199 -0.88345 0.986403 -1.01033 0.775929
37243 AI646970 1.079993 1.117308 0.943252 1.11988 1.011356 0.998954 1.147151 1.041169 -0.20214 0.306126 -0.48961 0.335498 -0.98903 -1.01187 0.594223 -0.74414
37244 26961 BF580835 ribosomal protein L8 Rpl8
37245 AK002515 0.972692 0.964216 1.191845 0.985999 1.207608 0.779538 1.034928 1.036276 -0.84694 -0.7347 0.92433 -0.96725 0.941803 0.99592 -0.76264 -0.74414
37246 51789 BG074141 tyrosine kinase, non-receptor, 2Tnk2
37247 212111 AI118427 hypothetical protein LOC212111LOC212111 1.139174 0.982912 1.537155 1.361835 1.352335 1.08858 1.180928 0.929672 -0.01042 -0.98903 0.997399 0.947207 0.938921 -0.50115 0.335498 -0.62344
37248 66489 BF578876 ribosomal protein L35 Rpl35 1.145071 1.031253 1.166007 1.165692 1.187147 1.269608 1.288616 1.193557 0.900176 -0.70566 0.954476 0.954476 0.980629 0.999522 0.999809 0.985234
37249 67356 NM_026104RIKEN cDNA 1700095F04 gene1700095F04Rik 1.02574 0.964287 1.085551 1.150925 1.127212 1.118717 1.19654 1.06178 -0.55786 -0.19001 0.845165 0.997962 0.988489 0.979562 0.999939 0.503984
37250 11625 AI303436 alpha-2-HS-glycoprotein Ahsg 1.032249 1.045436 1.168343 0.962941 1.08765 0.990092 1.077939 1.108517 -0.75345 -0.56899 0.752804 -0.77169 -0.28713 -0.9386 -0.40745 0.382817
37251 12238 AI604874 Bmi1 upstream gene Bup 0.922767 0.995494 0.950566 0.966845 0.857098 0.853498 1.014903 1.009449 0.10459 -1.00695 -0.45468 -0.74414 0.88578 0.902417 -0.95845 -0.98903
37252 AW046489 0.977886 0.951175 0.963139 1.139172 0.93028 1.075514 0.958999 1.133413 -0.87647 -0.43115 -0.7347 0.717306 -0.08152 -0.50115 -0.58005 0.445522
37253 71766 AK020979 RIKEN cDNA 1300006N24 gene1300006N24Rik1.225551 1.080496 1.122187 1.232919 1.330531 1.178615 1.229347 1.331135 0.550678 -0.78062 -0.53538 0.265858 0.653725 -0.16577 0.503984 0.601176
37254 18739 AF006467 phosphatidylinositol membrane-associatedPitpnm 0.947967 0.965485 1.00411 0.986226 0.912211 0.769219 1.026039 1.177528 -0.39554 -0.79806 -1.00828 -0.96294 0.410204 0.990543 -0.96294 0.816964
37255 98244 BE381430 1.001726 1.056432 1.061809 1.165508 1.112823 0.997167 0.935081 1.234015 -1.01105 -0.20214 -0.08152 0.954476 0.700932 -1.00941 0.070625 0.997552
37256 AI607837 1.082294 0.763287 1.037016 1.170417 0.853957 0.834878 0.96991 0.854478 -0.29925 0.72783 -0.72514 -0.10547 0.37352 0.03618 -0.78062 0.62152
37257 18102 AW823449 expressed in non-metastatic cells 1, proteinNme1 0.847623 0.962472 0.848109 0.95384 0.936357 1.165406 0.951421 1.007879 0.948486 -0.63407 0.906768 -0.46638 -0.23857 0.820705 -0.40745 -1.00695
37258 192652 BG144399 cDNA sequence BC054822BC054822 0.986927 1.253129 1.056147 0.9597 1.027174 0.744065 1.02113 1.09696 -1.01033 0.927813 -0.60191 -0.98903 -0.37162 0.10459 -0.67561 -0.19001
37259 72149 AK011451 RIKEN cDNA 2610019A05 gene2610019A05Rik0.936977 1.224683 0.897759 0.77701 1.006282 1.218124 1.244943 1.069784 0.093324 0.672042 0.192505 0.854761 -0.9097 -0.81494 0.757574 -0.48961
37260 69598 BE956605 RIKEN cDNA 2310036D04 gene2310036D04Rik 1.08903 1.353501 1.223596 1.265077 1.139527 1.486934 1.356754 1.46693 0.10459 0.999677 0.971942 0.992683 0.689619 0.999997 0.999717 0.999995
37261 94213 BF148043 DEAD (Asp-Glu-Ala-Asp) box polypeptide 50Ddx50 0.929538 1.024722 0.869954 0.944918 0.933811 1.03187 1.076647 1.057521 0.820705 -0.51262 0.999251 0.543115 0.762271 -0.26286 0.831552 0.527726
37262 AB028894 0.883942 0.763348 0.893575 0.79666 0.698163 0.636586 0.763648 0.757896 0.392031 0.989709 0.255599 0.957762 0.999666 0.999994 0.987135 0.989994
37263 69780 AK007666 RIKEN cDNA 1810031K02 gene1810031K02Rik0.918305 1.68097 1.23784 1.246794 1.211873 1.028628 1.196328 1.325148 0.445522 1 0.998503 0.999004 0.994834 -0.74414 0.989709 0.999979
37264 AE000664 1.126119 1.026206 0.969388 1.046568 0.97301 0.986732 1.034447 0.974871 0.904614 -0.72514 -0.61272 -0.25072 -0.69575 -0.93318 -0.54665 -0.9386
37265 22166 AK007537 thioredoxin 1 Txn1 1.076734 1.121285 1.20744 1.251358 1.113242 1.157631 1.155047 1.238539 -0.09348 0.5199 0.950962 0.987829 0.436821 0.801355 0.78468 0.981644
37266 22142 BE952337 tubulin, alpha 1 Tuba1 0.992373 1.02285 0.927713 1.042948 0.957548 0.993094 0.981072 1.097056 -0.97136 -0.67561 0.706469 -0.08152 -0.03397 -0.97901 -0.77169 0.888296
37267 13495 NM_021354developmentally regulated GTP binding protein 2Drg2 0.991272 0.927967 0.874503 1.055747 0.943062 1.037292 0.992274 1.135304 -0.96294 0.653725 0.989416 0.213823 0.325787 -0.31136 -0.97136 0.98261
37268 66158 BE996726 RIKEN cDNA 1110012O05 gene1110012O05Rik1.043171 1.019558 0.975753 1.002087 1.067695 0.970612 0.958886 0.970638 -0.43115 -0.86933 -0.7894 -1.01033 0.115797 -0.69575 -0.43115 -0.69575
37269 14433 AW538076 glyceraldehyde-3-phosphate dehydrogenaseGapd 1.029807 0.971883 0.960169 1.067136 1.032602 0.909744 0.814074 0.998887 -0.77169 -0.7894 -0.58005 -0.09348 -0.7347 0.428035 0.991795 -1.01157
37270 69534 BE951294 RIKEN cDNA 2310008N12 gene2310008N12Rik1.032973 1.138939 1.321335 1.227728 1.19032 0.856428 0.975313 1.0861 -0.80657 0.653725 0.995541 0.957762 0.594223 0.296175 -0.90339 -0.32345
37271 101869 BE133365 expressed sequence AW538196AW538196 1.02891 1.074082 1.165206 1.052428 1.024866 1.062403 1.039779 1.148776 -0.76264 0.10459 0.937433 -0.32345 -0.86933 -0.11749 -0.56899 0.893186
37272 98170 AI851268 RIKEN cDNA 6720481D13 gene6720481D13Rik1.065732 1.039413 1.261315 1.325998 1.212788 1.392941 1.480414 1.347862 -0.04581 -0.58005 0.998939 0.999943 0.991314 0.999997 1 0.999979
37273 74596 BE992898 CDP-diacylglycerol synthase 1Cds1 0.973284 0.915488 0.756593 0.878999 0.849386 0.817868 0.892612 0.873773 -0.90339 -0.11749 0.990807 0.419162 0.722607 0.893186 0.245265 0.382817
37274 12727 AI115136 chloride channel 4-2 Clcn4-2 1.001146 1.228712 0.916312 0.929285 0.899327 0.881544 0.941379 1.003719 -1.01157 0.994681 0.382817 0.126945 0.572843 0.81316 -0.14159 -1.00695
37275 140709 NM_024474collagen, type XXVI, alpha 1Col26a1 1.032444 1.030891 1.018278 1.085009 0.955769 0.932112 1.100076 1.300415 -0.45468 -0.48961 -0.80657 0.747959 -0.04581 0.572843 0.875225 1
37276 69612 BF226750 RIKEN cDNA 2310037I24 gene2310037I24Rik
37277 67739 AW208402 RIKEN cDNA 4930570C03 gene4930570C03Rik1.009743 0.798176 0.927178 0.979188 1.059432 0.991903 0.853096 1.129426 -0.99726 0.92433 -0.26286 -0.92179 -0.87647 -1.00174 0.72783 0.181743
37278 69926 BG064623 RIKEN cDNA 2810003K23 gene2810003K23Rik0.902375 1.291428 1.082871 0.833116 0.710404 1.149718 0.969303 0.981136 -0.45468 0.213823 -0.82316 -0.96725 -0.16577 -1.00695 -0.52403 -0.77169
37279 14756 AI118425 glycosylphosphatidylinositol specific phospholipase D1Gpld1 0.936503 0.916849 0.689106 0.736133 0.731594 0.665551 0.848298 0.891194 -0.29925 0.059195 0.999973 0.999401 0.999552 0.999995 0.854761 0.462662
37280 52174 AK017503 DNA segment, Chr 4, ERATO Doi 196, expressedD4Ertd196e 0.973451 1.123063 0.966618 0.974119 0.949087 1.025193 1.027119 1.022547 -0.61272 0.954476 -0.41932 -0.63407 0.10459 -0.66537 -0.62344 -0.7347
37281 68294 NM_026660RIKEN cDNA 0610009O03 gene0610009O03Rik1.037902 1.071045 1.097772 1.169962 1.312441 1.286919 1.230459 1.368628 -0.58005 0.115797 0.550678 0.964615 0.99995 0.999827 0.997476 0.999997
37282 11733 X69064 ankyrin 1, erythroid Ank1 0.979513 0.960345 0.878204 0.859259 0.904622 1.026482 0.960533 1.010936 -0.90339 -0.85456 0.775929 0.875225 0.126945 -0.97528 -0.46638 -0.70566
37283 230903 AI464574 F-box only protein 6a Fbxo6a 0.918672 0.921223 1.023328 0.841486 1.012214 0.857938 1.000081 0.669573 -0.89692 -0.89027 -0.99197 -0.53538 -0.98903 -0.92757 -1.00368 0.479453
37284 52014 NM_030250DNA segment, Chr 10, ERATO Doi 438, expressedD10Ertd438e 1.053667 1.065939 1.044516 1.010973 0.965055 0.991226 1.073805 1.028882 0.160017 0.203199 -0.01042 -0.85456 -0.80657 -0.96294 0.608044 -0.29925
37285 12237 AF149822 budding uninhibited by benzimidazoles 3 homolog (S. cerevisiae)Bub3 1.006777 0.943031 1.044427 1.076374 1.113325 1.071364 1.129551 1.109908 -0.99197 0.03618 -0.33553 0.364138 0.81316 0.265858 0.902417 0.788951
37286 15441 AK004938 heterochromatin protein 1, binding protein 3Hp1bp3 0.999673 1.000481 0.953759 1.001668 0.9375 0.999239 1.000239 0.999812 -1.01187 -1.01157 0.487718 -1.00828 0.831552 -1.01105 -1.01187 -1.01187
37287 28088 BF539513 DNA segment, Chr 10, Wayne State University 52, expressedD10Wsu52e 1.05926 1.107638 1.159996 1.139862 1.047597 0.985726 1.059373 1.087659 0.666019 0.989709 0.999915 0.99942 0.382817 -0.7894 0.666019 0.949737
37288 53314 BG144126 basic leucine zipper transcription factor, ATF-likeBatf 1.021049 0.918436 1.015716 0.790916 0.90838 0.816115 1.092426 0.889044 -0.88345 0.325787 -0.9386 0.998679 0.495895 0.993092 0.382817 0.738046
37289 66242 NM_025440mitochondrial ribosomal protein S16Mrps16 1.047411 0.974815 1.002536 1.161707 1.186287 0.983496 0.952022 1.176566 -0.29925 -0.76264 -1.00941 0.971942 0.991314 -0.89692 -0.22642 0.986024
37290 21351 AW701407 transaldolase 1 Taldo1 1.01999 1.021536 1.019885 1.023892 1.070541 1.07463 0.961318 1.08853 -0.70566 -0.66537 -0.71546 -0.60191 0.689619 0.747959 -0.05768 0.880602
37291 213272 BG068022 thioredoxin domain containing 2 (spermatozoa)Txndc2 0.800432 0.649635 0.789139 0.828092 0.875101 0.91661 0.878144 0.813214 0.80929 0.997552 0.732976 0.445522 0.160017 -0.46638 0.138032 0.738046
37292 75646 AF274866 retinoic acid induced 14 Rai14 0.921857 0.99627 0.951655 1.07734 0.902583 0.912755 1.03395 0.971449 0.762271 -1.00174 0.10459 0.672042 0.927813 0.860877 -0.38359 -0.51262
37293 AK003802
37294 103140 AI118089 glutathione S-transferase, theta 3Gstt3 1.010698 0.923014 0.801934 0.914196 0.952921 1.097338 1.23611 1.058675 -0.97528 0.265858 0.997697 0.428035 -0.39554 0.471101 0.996378 -0.20214
37295 231999 AI324154 DNA Segment, Chr X, Mouse Genome Informatics 8DXMgi8 0.999146 0.6556 0.739203 0.944853 0.69595 0.903107 0.664226 0.648417 -1.01187 0.996689 0.938921 -0.76264 0.968063 -0.32345 0.99527 0.988806
37296 68292 AW989477 RIKEN cDNA 1300006C19 gene1300006C19Rik0.959527 1.185045 1.085828 0.996119 1.107575 1.07588 1.116716 1.069303 -0.68573 0.857847 0.001298 -1.01157 0.306126 -0.32345 0.392031 -0.25072
37297 70351 BG147347 protein phosphatase 4, regulatory subunit 1Ppp4r1 0.713285 0.891821 0.694041 0.837834 1.037199 0.894256 0.781678 0.985606 0.998503 0.213823 0.999457 0.771448 -0.82316 0.170913 0.965507 -0.98255
37298 66462 BE993959 RIKEN cDNA 2810428I15 gene2810428I15Rik 0.963829 1.002429 1.008069 1.20388 0.96532 0.997449 1.026142 0.923106 -0.61272 -0.97136 -0.99197 0.987486 -0.6446 -1.00941 -0.68573 0.276041
37299 12345 NM_009798capping protein (actin filament) muscle Z-line, betaCapzb 0.890039 0.918641 1.111583 0.986658 0.919141 0.865579 0.969608 0.949256 0.487718 0.059195 0.345127 -0.97528 0.024599 0.72783 -0.82316 -0.52403
37300 71826 NM_027940RIKEN cDNA 1700001F09 gene1700001F09Rik1.038642 1.146125 0.887403 0.990148 0.84452 1.084892 0.934165 0.957337 -0.68573 0.683841 0.5199 -0.97136 0.880602 0.070625 -0.12953 -0.68573
37301 11643 U10341 A kinase (PRKA) anchor protein 4Akap4 0.895097 0.881829 0.496957 1.10167 0.89083 0.945457 0.946007 0.917532 -0.26286 -0.50115 0.999094 -0.86202 -0.55786 -0.85456 -0.80657 -0.9097
37302 68050 BE291996 RIKEN cDNA 6330407G11 gene6330407G11Rik0.943456 1.113472 1.035441 0.98845 0.888841 0.793401 0.910221 0.99199 -0.04581 0.766896 -0.59102 -0.95845 0.845165 0.999666 0.62152 -0.98588
37303 76389 NM_023816RIKEN cDNA 1700012M14 gene1700012M14Rik
37304 67231 BE979305 RIKEN cDNA 2810442O16 gene2810442O16Rik
37305 14791 AW549142 gene rich cluster, C2f geneGrcc2f 0.860825 1.065945 0.990976 1.231716 0.942022 1.130787 0.999981 1.269284 0.594223 -0.60191 -1.00542 0.890765 -0.76264 0.354674 -1.01198 0.37352
37306 14950 AI593299 histocompatibility 13 H13 0.996841 0.962379 0.86288 0.971051 0.858562 0.930234 1.019548 1.046239 -1.00542 -0.25072 0.996155 -0.52403 0.997319 0.614825 -0.78062 -0.04581
37307 66498 BF117904 RIKEN cDNA 1500034J01 gene1500034J01Rik 0.994373 0.828625 1.121036 1.087548 0.991826 0.893492 1.054648 0.804097 -0.98903 0.883215 0.325787 -0.11749 -1.01033 0.070625 -0.55786 0.845165
37308 103737 AA033343 peroxisomal biogenesis factor 12Pex12 0.999723 0.938958 1.048687 1.009903 1.075509 0.960311 1.3186 1.161483 -1.00695 -0.56899 -0.72514 -0.9996 -0.44294 -0.7894 0.900176 0.354674
37309 27390 AF157105 mel transforming oncogene-like 1Mell1 0.900743 0.912696 1.079546 1.103613 1.080999 1.085397 1.272801 1.08657 0.170913 -0.20214 -0.37162 -0.34758 -0.20214 -0.77169 0.966379 -0.32345
37310 67722 NM_026338RIKEN cDNA 4921517D21 gene4921517D21Rik0.958468 0.933129 0.926312 0.975216 0.836739 0.922844 0.959816 1.067735 -0.71546 -0.34758 -0.37162 -0.90339 0.732976 -0.47802 -0.79806 -0.40745
37311 16624 M17962 kallikrein 8 Klk8 0.889129 0.786195 0.810587 0.982574 0.793239 0.987647 0.428035 0.963702 0.462662 -0.98255 0.845165 -0.85456 NA
37312 140488 BG069090 insulin-like growth factor 2, binding protein 3Igf2bp3 0.926141 0.83489 0.854871 0.990338 0.794027 0.857523 0.936511 1.011362 0.149056 0.975387 0.932775 -0.98255 0.997899 0.92433 -0.06958 -0.97528
37313 67661 BE979776 wimple Wim 0.968446 0.953431 1.048561 0.917728 0.82887 1.089594 1.102646 1.121705 -0.78062 -0.53538 -0.53538 0.149056 0.958809 0.149056 0.345127 0.565542
37314 11793 C87315 autophagy 5-like (S. cerevisiae)Apg5l 0.997209 0.967586 1.095547 1.192739 0.937665 1.22674 1.026703 0.996306 -0.99726 -0.85456 0.706469 0.956691 -1.00174 0.793154 -0.33553 -1.01033
37315 83433 AY024348 triggering receptor expressed on myeloid cells 2bTrem2b 1.054439 1.011131 1.050415 0.994545 1.008852 0.87887 0.954659 1.117087 -0.31136 -0.97901 -0.45468 -1.00368 -0.98903 0.419162 -0.51262 0.364138
37316 98415 BG070181 RIKEN cDNA 8430423A01 gene8430423A01Rik1.017598 1.150373 0.96157 1.006268 0.935288 0.938051 0.906544 0.767174 -0.92757 0.848421 -0.62344 -1.00174 -0.09348 -0.15367 0.454135 0.999474
37317 NM_026628expressed sequence AI848422AI848422 1.012363 0.962665 0.939556 0.997781 0.968587 0.820396 0.935684 0.882599 -0.9386 -0.40745 0.224376 -1.00941 -0.55786 0.99949 0.315996 0.9459
37318 18701 BE946665 phosphatidylinositol glycan, class FPigf 0.840729 0.974353 0.775145 0.928889 0.821708 0.988178 0.830245 0.865884 0.863853 -0.93318 0.982133 -0.45468 0.897891 -0.9386 0.890765 0.436821
37319 66716 NM_025724RIKEN cDNA 4921510H08 gene4921510H08Rik1.014729 0.974762 0.869148 0.884284 0.827583 0.730113 0.759427 0.813257 -0.93318 -0.7894 0.929502 0.851619 0.993847 0.999998 0.999967 0.997697
37320 16433 NM_008411integral membrane-associated protein 1Itmap1 0.904917 0.751824 1.164978 0.88158 0.632573 1.081898 0.593715 0.227448 -0.46638 -0.32345 -0.99197 -0.74414 0.711927 -1.01033 0.315996 0.996485
37321 BF540287 0.942584 1.012225 1.049704 0.884269 0.854823 0.906521 1.046092 1.12914 -0.12953 -0.96294 -0.35961 0.816964 0.955596 0.580056 -0.43115 0.80929
37322 66540 NM_025626RIKEN cDNA 3110001A13 gene3110001A13Rik0.985595 1.040155 1.088346 1.166133 0.983183 0.964721 1.201722 0.980094 -0.95845 -0.65504 0.181743 0.88578 -0.9386 -0.70566 0.962767 -0.9097
37323 74174 BG088204 RIKEN cDNA 1700006H03 gene1700006H03Rik
37324 100710 BE634375 androgen-induced proliferation inhibitorAprin 1.038958 1.093835 0.933673 0.959461 0.890915 0.786873 0.946199 0.998484 -0.44294 0.666019 0.306126 -0.35961 0.890765 0.999954 0.001298 -1.01105
37325 AI428872 0.990958 1.105496 1.089818 0.941085 1.191997 0.983782 0.825924 1.254867 -0.9996 0.047712 -0.39554 -0.90339 0.296175 -0.92757 0.816964 0.001298
37326 67881 BF533610 RIKEN cDNA 1810034K20 gene1810034K20Rik 0.99498 0.927178 0.98245 0.96563 0.899288 1.004661 1.070293 1.019841 -0.98903 0.838478 -0.74414 -0.14159 0.964615 -0.99197 0.74304 -0.68573
37327 70025 AI841279 brain acyl-CoA hydrolase (Bach), mRNABach 1.249116 1.873893 2.550711 2.501694 2.173058 2.310739 1.795975 1.513623 0.958809 1 1 1 1 1 1 0.99998
37328 15254 AI326741 histidine triad nucleotide binding proteinHint 1.024869 1.017502 1.026809 1.052893 1.024087 1.085502 1.039714 0.974968 -0.66537 -0.83124 -0.61272 0.115797 -0.68573 0.738046 -0.25072 -0.6446
37329 26562 AA184070 neurochondrin Ncdn
37330 99167 BG085173 synovial sarcoma, X breakpoint 2 interacting proteinSsx2ip 1.028949 1.025484 0.880727 1.043517 0.963408 0.999249 1.012659 1.092542 -0.65504 -0.72514 0.948486 -0.29925 -0.43115 -1.01157 -0.93318 0.683841
37331 110854 AW542607 protein phosphatase 2A, regulatory subunit B (PR 53)Ppp2r4 0.667117 0.443268 0.48708 1.948986 0.047712 0.558154 0.428035 -0.41932 NA NA NA
37332 64050 BE946835 RIKEN cDNA B230215M10 geneB230215M10Rik
37333 66945 BG094291 succinate dehydrogenase complex, subunit A, flavoprotein (Fp)Sdha 0.967501 0.970027 1.059055 0.95026 1.229207 0.909109 0.793521 1.068381 -0.97901 -0.9996 -0.86933 -0.95845 -0.23857 -0.92757 0.234857 -0.91583
37334 19215 BF449796 prostaglandin D2 synthase (brain)Ptgds 0.59186 0.627957 0.402381 0.674295 0.917919 0.700447 0.572246 0.91561 0.848421 0.677982 0.998306 0.345127 -0.90339 0.03618 0.888296 -0.89692
37335 23945 BF536263 monoglyceride lipase Mgll 0.992641 0.984233 1.035946 0.951265 0.942503 1.033678 1.049204 1.025329 -0.99726 -0.83916 -0.69575 -0.81494 -0.23857 -0.89692 -0.70566 -0.71546
37336 56200 BE628273 DEAD (Asp-Glu-Ala-Asp) box polypeptide 21Ddx21 1.209562 1.296875 1.124023 1.32703 1.058089 0.75463 1.057233 1.04901 0.980629 0.999382 0.683841 0.999822 -0.28713 0.999809 -0.29925 -0.45468
37337 75083 AK015766 RIKEN cDNA 4930511O11 gene4930511O11Rik0.988287 1.012385 0.957535 0.981989 0.84958 0.917494 0.834759 0.937111 -0.91583 -0.9097 -0.05768 -0.79806 0.999227 0.824383 0.999827 0.511986
37338 67723 AK016525 RIKEN cDNA 4932415G12 gene4932415G12Rik 1.09094 1.064038 0.963445 0.97117 0.964736 0.965582 1.131429 1.311734 0.296175 -0.16577 -0.65504 -0.78062 -0.67561 -0.79806 0.747959 0.999687
37339 0.976217 1.049475 0.93439 0.962399 0.978875 0.986968 1.003511 0.953309 -0.69575 -0.02218 0.462662 -0.31136 -0.76264 -0.9097 -1.00542 -0.03397
37340 17463 AW492454 proteasome (prosome, macropain) 26S subunit, non-ATPase, 7Psmd7
37341 66085 BE951538 eukaryotic translation initiation factor 3, subunit 5 (epsilon)Eif3s5 1.060637 1.171629 1.158507 1.118032 1.114822 1.061954 1.097691 1.204828 0.224376 0.996039 0.991558 0.92433 0.91298 0.255599 0.805356 0.99949
37342 75556 AW047638 RIKEN cDNA 1700026D08 gene1700026D08Rik0.933354 1.265978 1.663547 1.905156 1.161498 1.019471 1.486915 1.540733 -0.97901 -0.26286 0.994361 0.999004 -0.46638 -0.99197 0.454135 0.565542
37343 67511 NM_026211RIKEN cDNA 2400003B06 gene2400003B06Rik1.010596 1.030273 1.395861 1.172701 0.958033 0.83942 1.023026 0.866469 -0.95376 -0.82316 0.998141 0.747959 -0.94889 0.160017 -0.92179 0.224376
37344 50505 NM_015769excision repair cross-complementing rodent repair deficiency, complementation group 4Ercc4 0.85333 1.003111 1.046189 1.035134 0.968111 0.998946 1.032303 1.100484 0.550678 -1.01198 -0.75345 -0.89692 -0.9097 -1.01033 -0.86933 -0.32345
37345 77707 AK002782 RIKEN cDNA 9130604C24 gene9130604C24Rik0.906943 0.961535 0.989245 1.03174 0.855559 0.982868 1.125658 1.320294 0.203199 -0.71546 -0.98903 -0.83124 0.793154 -0.95376 0.471101 0.997399
37346 18050 X01389 nerve growth factor, gammaNgfg 1.004301 1.072884 0.947236 1.044459 0.897554 0.829323 1.152228 0.947499 -1.00695 0.03618 -0.29925 -0.76264 0.628131 0.983076 0.883215 -0.29925
37347 66377 AK003365 NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 1Ndufc1 0.986387 0.951907 0.952411 0.963508 0.911641 0.917819 0.994763 0.924649 -0.95376 -0.52403 -0.39554 -0.62344 0.445522 0.335498 -1.00368 0.203199
37348 17349 BF011363 myeloid leukemia factor 1 Mlf1
37349 11500 NM_007402a disintegrin and metalloprotease domain 7Adam7 1.084318 1.147059 1.136174 1.043789 1.068974 0.916889 0.844247 0.925859 0.001298 0.717306 0.511986 -0.7347 -0.40745 -0.45468 0.893186 -0.38359
37350 AI327005 0.873987 0.913331 1.052822 1.117794 1.012382 1.087408 1.267869 1.208744 0.831552 0.410204 -0.37162 0.641096 -0.96725 0.315996 0.994023 0.982133
37351 22793 NM_011777zyxin Zyx 1.055568 1.046866 1.244585 1.251529 1.267196 1.185615 1.218408 1.155245 -0.08152 -0.28713 0.999644 0.99976 0.999896 0.99247 0.998594 0.96723
37352 0.965788 1.080401 1.142942 1.202863 0.77234 0.774677 1.089293 1.41717 -0.99471 -0.98255 0.325787 0.012971 -0.71546 -0.7347 0.024599 0.980629
37353 73919 BE685965 RIKEN cDNA 4930404J24 gene4930404J24Rik
37354 68243 NM_026634RIKEN cDNA A930018P22 geneA930018P22Rik0.985864 1.016214 0.887196 1.555692 1.055029 0.959849 -0.7894 -0.9386 -0.32345 0.543115 -1.00368 -0.7347 NA
37355 68342 BF018879 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10Ndufb10 0.99855 0.94298 0.992544 1.00815 0.861443 0.904511 0.781102 0.981268 -1.01033 0.471101 -0.96725 -0.95845 0.999004 0.952159 1 -0.74414
37356 17750 AA060720 metallothionein 2 Mt2 1.039482 1.035808 1.018626 1.05898 1.045586 0.992251 1.151191 1.025804 -0.60191 -0.66537 -0.9097 -0.21428 -0.48961 -0.99197 0.888296 -0.82316
37357 66061 AK002589 RIKEN cDNA 0610012D17 gene0610012D17Rik0.850973 0.849476 0.890791 0.686574 0.60896 -0.16577 -0.68573 -0.59102 0.149056 0.454135 NA NA
37358 103692 BE691633 0.983888 1.062472 1.011645 0.9307 0.832147 0.975129 0.904061 0.952798 -0.86933 0.276041 -0.9386 0.5199 0.99942 -0.68573 0.869644 -0.04581
37359 94091 AF220124 tripartite motif protein 11 Trim11 1.059422 0.77043 0.991638 0.886325 0.916577 0.850413 0.981412 0.884127 -0.60191 0.971202 -1.00174 0.234857 -0.21428 0.641096 -0.96294 0.265858
37360 66911 AK019936 RIKEN cDNA 1110001K21 gene1110001K21Rik1.086323 1.073448 1.199438 1.226567 1.351655 1.28188 1.271963 1.168132 0.527726 0.306126 0.996378 0.999122 0.999999 0.999957 0.999925 0.98261
37361 74286 AK007086 RIKEN cDNA 1700095K08 gene1700095K08Rik1.151946 0.791963 0.926149 1.028151 1.049349 0.801121 0.138032 -0.99197 -0.56899 -0.25072 -0.99197 -1.00368 NA
37362 66989 AK013254 RIKEN cDNA 2410004N11 gene2410004N11Rik0.972851 0.991542 0.901331 0.913985 0.972017 0.983207 1.048196 0.963178 -0.61272 -0.97136 0.902417 0.797288 -0.59102 -0.84694 -0.04581 -0.32345
37363 11776 BE985529 adaptor-related protein complex 3, delta subunitAp3d 0.992775 0.990036 1.038797 0.959709 0.914319 0.913164 0.999495 0.961824 -0.98903 -0.97136 -0.48961 -0.41932 0.601176 0.647452 -1.01187 -0.47802
37364 71865 AK006369 F-box protein 30 Fbxo30 1.028708 1.055471 1.144189 1.044962 1.075382 0.996963 0.925839 1.207489 -0.79806 -0.34758 0.689619 -0.53538 -0.22642 -1.00941 0.10459 0.977859
37365 66292 BE979842 mitochondrial ribosomal protein S21Mrps21 0.991868 1.059087 0.925579 0.967081 0.920711 0.976744 1.06738 0.962884 -0.95376 0.503984 0.831552 -0.23857 0.877939 -0.58005 0.659913 -0.09348
37366 AI325107
37367 BF168439 0.948306 1.119074 0.956202 0.912932 0.853436 0.828109 0.937426 1.033931 0.255599 0.969669 0.012971 0.880602 0.999122 0.999937 0.535464 -0.34758
37368 209630 AW492119 RIKEN cDNA 2700017I06 gene2700017I06Rik 0.996393 0.988418 0.917614 1.027188 0.830737 0.890242 0.816216 0.9515 -1.00542 -0.9386 0.695316 -0.66537 0.999176 0.929502 0.999775 -0.05768
37369 78541 BE996450 ankyrin repeat and SOCS box-containing protein 8Asb8 1.023395 1.01821 1.057958 0.97967 0.988076 0.966634 1.134334 1.01286 -0.84694 -0.9097 -0.20214 -0.87647 -0.96725 -0.66537 0.827999 -0.95845
37370 105083 AI854576 pelota homolog (Drosophila)Pelo 0.979023 0.727149 0.926438 0.894136 0.789884 0.978485 1.179705 0.932124 -0.96725 0.997399 -0.21428 0.315996 0.977264 -0.92757 0.797288 -0.32345
37371 57749 NM_021311piwi like homolog 1 (Drosophila)Piwil1 1.12109 1.138041 0.828624 0.914761 1.105996 0.866237 1.028041 0.874782 0.296175 0.436821 0.628131 -0.12953 -0.65504 -0.6446 -0.9386 -0.31136
37372 67710 AI845081 polymerase (RNA) II (DNA directed) polypeptide GPolr2g 0.989122 0.916553 0.993012 0.977847 0.990561 0.837703 1.0217 1.072032 -0.97901 0.093324 -0.91583 -0.81494 -0.99197 0.857847 -0.91583 -0.20214
37373 226517 AA118379 RIKEN cDNA 9430023P16 gene9430023P16Rik
37374 21647 AI323734 t-complex-associated testis expressed 3Tcte3 0.95688 0.883468 1.034533 1.003639 0.839446 0.934061 1.095788 0.86518 -0.19001 0.957762 -0.47802 -1.00542 0.998503 0.419162 0.771448 0.988489
37375 52400 BF533645 DNA segment, Chr 7, ERATO Doi 602, expressedD7Ertd602e 1.071905 0.929432 1.048953 1.089236 0.887015 1.037935 0.995785 0.774676 -0.26286 -0.20214 -0.61272 0.001298 -0.28713 -0.77169 -1.00828 0.957762
37376 66355 AI837611 guanosine monophosphate reductaseGmpr 0.838417 0.700777 1.178664 1.356 0.647452 0.991795 0.747959 0.992683 NA NA NA
37377 17858 BF146375 myxovirus (influenza virus) resistance 2Mx2 0.973753 0.895798 0.881806 0.856872 0.825715 0.777354 0.737858 0.794015 -0.59102 0.950962 0.983076 0.997962 0.999902 1 1 0.999997
37378 225160 AW540097 THO complex 1 Thoc1 0.901683 0.841205 0.898393 0.780044 0.836056 0.901236 1.021336 1.001606 -0.32345 0.436821 -0.22642 0.845165 0.487718 -0.32345 -0.97528 -1.01187
37379 69297 AK005668 RIKEN cDNA 1700006D24 gene1700006D24Rik0.981719 1.248247 1.232043 1.230983 1.220749 1.044625 1.141649 0.941522 -0.89692 0.979562 0.983076 0.982133 0.988163 -0.83916 0.793154 -0.35961
37380 0.753611 1.04176 1.784026 6.813377 1 1 1 1 NA NA NA
37381 11699 AI194774 alpha 1 microglobulin/bikuninAmbp 1.008946 0.915859 1.064937 1.087378 1.003084 0.900325 1.036284 0.888661 -0.98255 0.495895 0.024599 0.428035 -1.00828 0.717306 -0.59102 0.827999
37382 57785 AW544004 RIKEN cDNA 2400006H24 gene2400006H24Rik0.914445 0.983481 0.901683 0.988291 0.906234 0.920896 0.968014 1.110912 0.647452 -0.89027 0.801355 -0.94889 0.752804 0.543115 -0.59102 0.81316



37383 207182 BE985829 gamma-glutamyltransferase-like 3Ggtl3 0.973855 1.061478 0.960742 0.996297 0.932072 1.012485 0.949502 0.877689 -0.92757 -0.70566 -0.86933 -1.01033 -0.48961 -1.00542 -0.85456 0.203199
37384 71732 AW537069 vacuolar protein sorting 11 (yeast)Vps11 1.072108 0.91718 0.966052 0.972111 0.848606 0.995013 1.196584 1.076123 -0.38359 -0.31136 -0.87647 -0.94889 0.276041 -1.00542 0.572843 -0.63407
37385 74268 AK006808 apoptosis, caspase activation inhibitorAven 0.997924 1.312506 1.304877 1.446915 1.18977 1.260194 1.350473 1.339803 -1.00941 1 1 1 0.999275 0.999994 1 1
37386 76383 NM_029588RIKEN cDNA 1700012L04 gene1700012L04Rik 0.868632 0.933839 1.088192 0.99333 1.074282 0.902934 0.989687 1.087099 0.711927 -0.38359 0.024599 -1.00368 -0.20214 0.149056 -1.00174 0.001298
37387 NM_024207 0.973494 1.027354 1.024123 1.169937 1.037963 1.096647 1.141494 1.084001 -0.84694 -0.93318 -0.88345 0.875225 -0.70566 0.115797 0.72783 0.059195
37388 68015 NM_026508RIKEN cDNA 2410002K23 gene2410002K23Rik1.069005 1.08812 1.049952 1.060743 1.143356 0.991643 0.833697 0.93312 -0.17788 -0.25072 -0.44294 -0.46638 0.315996 -1.00174 0.747959 -0.61272
37389 57230 AW049762 RIKEN cDNA 2700016D05 gene2700016D05Rik0.934135 0.99398 0.972647 1.0152 1.062738 0.971132 1.033039 1.120314 0.797288 -0.97528 -0.35961 -0.7894 0.683841 -0.29925 -0.16577 0.994834
37390 228543 AU040173 ras homolog gene family, member VArhv 1.049563 0.935418 0.868396 0.868648 0.955873 0.824032 0.772118 0.95833 -0.43115 -0.05768 0.757574 0.87246 -0.71546 0.983529 0.99949 -0.54665
37391 107047 AW123258 RIKEN cDNA 1700017I17 gene1700017I17Rik
37392 1.009614 1.061817 1.109549 1.239766 1.115846 1.007737 1.262998 1.028179 -0.97136 0.070625 0.788951 0.99958 0.835045 -0.9996 0.999884 -0.82316
37393 71233 AK017056 RIKEN cDNA 4933434I06 gene4933434I06Rik 1.01012 0.887937 0.96252 0.89502 1.03179 0.986344 0.932218 1.002532 -0.97136 0.880602 -0.47802 0.831552 -0.63407 -0.93318 0.276041 -1.00941
37394 18475 AI323338 platelet-activating factor acetylhydrolase, isoform 1b, alpha2 subunitPafah1b2 1.033486 1.042801 1.145025 0.942411 0.994161 0.872108 0.96505 0.946698 -0.62344 -0.43115 0.931155 -0.02218 -0.99726 0.935913 -0.44294 -0.11749
37395 0.964475 0.99427 0.900887 0.93975 0.809429 0.932603 0.79666 0.948096 -0.34758 -0.99197 0.916918 0.382817 0.99997 0.543115 0.999992 0.160017
37396 67707 AK020157 RIKEN cDNA 2010005E08 gene2010005E08Rik1.017277 0.991897 0.92531 1.1026 1.012035 1.113349 0.976445 1.112298 -0.80657 -0.96294 0.762271 0.92433 -0.9097 0.960833 -0.63407 0.957762
37397 BF450008 0.948019 1.020496 1.002899 1.056999 1.002078 0.96368 1.041017 1.044664 -0.32345 -0.89027 -1.00941 -0.34758 -1.01033 -0.6446 -0.58005 -0.51262
37398 224624 AW540496 Rab40c, member RAS oncogene familyRab40c 0.991264 0.803779 0.891725 0.987122 0.914356 0.93108 0.959018 1.048006 -0.98903 0.997319 0.72783 -0.95845 0.419162 0.093324 -0.52403 -0.41932
37399 AV213898 0.91731 0.889101 1.000091 1.008646 0.964766 1.195698 0.989051 0.97447 0.192505 0.614825 -1.01198 -0.99471 -0.71546 0.947207 -0.98255 -0.85456
37400 106564 NM_026494RIKEN cDNA 6330579B17 gene6330579B17Rik0.943319 0.901396 0.88307 0.774067 0.914659 0.843264 0.867047 0.964669 0.296175 0.916918 0.976653 0.999999 0.816964 0.999202 0.99348 -0.34758
37401 18843 NM_011126palate, lung, and nasal epithelium carcinoma associatedPlunc
37402 68625 AK003848 RIKEN cDNA 1110020C03 gene1110020C03Rik1.032248 1.042375 1.0252 1.030235 0.97699 1.019403 1.007923 1.063004 -0.275 0.070625 -0.52403 -0.34758 -0.58005 -0.70566 -0.95376 0.608044
37403 103236 BF159465 expressed sequence AI463719AI463719 0.963823 1.040762 0.937837 0.992465 0.935415 0.986051 1.022376 1.077685 -0.70566 -0.76264 -0.38359 -1.00542 -0.53538 -0.97528 -0.91583 -0.11749
37404 BF016834 expressed sequence AA517739AA517739 0.958709 1.052604 1.020935 0.943433 1.116201 1.044145 1.076124 1.140765 -0.29925 -0.05768 -0.80657 0.115797 0.880602 -0.275 0.454135 0.961811
37405 66231 BF179247 RIKEN cDNA 1500006O09 gene1500006O09Rik1.081136 0.829687 1.16312 0.990095 0.900758 1.457984 1.045377 -0.25072 0.024599 0.265858 -1.00542 -0.77169 0.955596 -0.92757 NA
37406 98758 BF165787 RIKEN cDNA 4833420I20 gene4833420I20Rik 0.882194 0.938727 0.914777 1.077616 0.865247 1.070724 1.026421 1.07665 0.880602 0.10459 0.587183 0.345127 0.869644 0.03618 -0.75345 0.325787
37407 56695 AK012976 brain protein 17 Brp17 1.032754 1.180775 1.053826 1.184745 1.091979 1.337619 1.320694 1.258526 -0.50115 0.997833 0.070625 0.998306 0.757574 1 1 0.999985
37408 59003 NM_021500macrophage erythroblast attacherMaea 0.951957 0.938474 1.011711 1.008754 0.923797 0.991199 1.015882 1.007594 0.170913 0.535464 -0.91583 -0.95376 0.78468 -0.95376 -0.83124 -0.97136
37409 11642 NM_009650A kinase (PRKA) anchor protein 3Akap3 1.039406 1.078727 0.976222 1.077656 0.984896 1.099874 0.893508 0.866684 -1.01157 -0.55786 -1.01198 -0.93318 -0.99197 -0.98588 0.276041 0.511986
37410 231462 AW228669 similar to Odc protein na 1.040702 0.981011 0.954575 0.959361 0.960399 0.951111 0.949786 0.928052 -0.26286 -0.80657 -0.06958 -0.21428 -0.25072 0.03618 0.192505 0.594223
37411 66845 W58942 mitochondrial ribosomal protein L33Mrpl33 0.921492 0.996677 0.918002 1.011985 0.949246 0.991546 0.950458 1.04437 0.78468 -1.00368 0.824383 -0.91583 0.203199 -0.96294 0.170913 -0.04581
37412 67750 AK016302 RIKEN cDNA 4930578I06 gene4930578I06Rik 0.99573 1.029635 0.94674 0.99547 0.816695 0.869491 0.930095 0.77989 -1.00695 -0.76264 -0.275 -1.00542 0.99289 0.883215 0.093324 0.999382
37413 75751 NM_024267importin 4 Ipo4 1.009169 1.080669 1.260621 1.192541 1.203186 1.09323 1.242903 1.136064 -0.96294 0.647452 0.999992 0.999251 0.999619 0.788951 0.999973 0.976028
37414 AW907719 1.033991 0.919866 0.969051 1.063593 0.868993 0.966092 0.982214 0.951144 -0.51262 0.647452 -0.55786 0.234857 0.980629 -0.47802 -0.85456 -0.05768
37415 14204 NM_010215interleukin 4 induced 1 Il4i1 1.084725 1.077521 0.974443 1.039069 1.021896 0.933775 1.113542 -0.04581 -0.99726 -0.97528 -0.9996 -1.00368 -0.61272 -0.89692 NA
37416 AB041554 1.047202 1.056682 0.950071 0.918959 0.996282 0.996357 0.95129 1.006778 -0.06958 0.181743 0.070625 0.74304 -1.00368 -1.00368 0.03618 -0.98588
37417 75660 AU021077 RIKEN cDNA 1810054G18 gene1810054G18Rik0.903085 0.919536 0.940387 1.055644 0.832687 0.908029 0.922792 1.078915 0.213823 -0.23857 -0.45468 -0.70566 0.851619 -0.22642 -0.23857 -0.19001
37418 72027 AI481339 RIKEN cDNA 1600025H15 gene1600025H15Rik1.090706 0.9838 1.058004 1.083743 1.079295 1.036567 1.02714 1.078443 0.863853 -0.82316 0.37352 0.805356 0.752804 -0.23857 -0.53538 0.74304
37419 68695 BE854246 RIKEN cDNA 1110033O09 gene1110033O09Rik1.098459 1.024161 1.137917 1.003311 0.933251 1.083388 1.121174 1.063388 0.306126 -0.87647 0.717306 -1.00941 -0.12953 0.070625 0.572843 -0.275
37420 68171 NM_026593RIKEN cDNA D730048I06 geneD730048I06Rik
37421 13627 AW549870 eukaryotic translation elongation factor 1 alpha 1Eef1a1 1.013199 1.007016 0.999813 0.922468 1.033903 0.982615 0.927432 0.97955 -0.84694 -0.96294 -1.01187 0.90888 -0.15367 -0.72514 0.866775 -0.62344
37422 53892 NM_016910protein phosphatase 1D magnesium-dependent, delta isoformPpm1d 0.971367 0.968718 0.979418 0.977545 0.930088 0.932441 0.978801 1.014322 -0.81494 -0.78062 -0.9097 -0.89027 -0.06958 -0.11749 -0.93318 -0.96294
37423 230908 BG092095 TAR DNA binding protein Tardbp 1.015744 0.950103 1.027732 0.957924 0.885277 0.974851 1.034617 1.082888 -0.99197 -0.77169 -0.82316 -0.62344 0.315996 -0.94384 -0.86202 -0.40745
37424 BE952746 1.128001 1.959668 2.403208 2.49734 2.060663 2.208463 1.676405 1.507262 0.392031 1 1 1 1 1 1 0.999976
37425 67067 NM_025946RIKEN cDNA 2010100O12 gene2010100O12Rik1.013899 1.025985 1.119823 1.140113 1.17403 1.187657 1.237657 1.263132 -0.88345 -0.61272 0.964615 0.989709 0.998939 0.999594 0.999989 0.999998
37426 78455 AI646263 RIKEN cDNA 9630002H22 gene9630002H22Rik0.974401 1.040073 1.005151 1.081954 1.111344 1.186246 1.130689 1.201215 -0.65504 -0.29925 -0.99726 0.641096 0.902417 0.998594 0.963702 0.999439
37427 M64429 0.91778 1.047679 1.028737 0.915044 1.048721 0.893482 1.055748 1.033201 -0.01042 -0.72514 -0.86933 0.03618 -0.62344 0.382817 -0.59102 -0.81494
37428 68401 BE957270 RIKEN cDNA 0710001K01 gene0710001K01Rik0.859821 0.970575 1.136554 0.987642 1.050812 1.052203 1.148546 1.324811 0.628131 -0.87647 0.40116 -0.98903 -0.66537 -0.65504 0.511986 0.991064
37429 246710 BE955788 Rho-related BTB domain containing 2Rhobtb2 1.077229 1.172599 1.237208 1.231163 1.205513 1.219143 1.144473 1.241536 0.732976 0.99942 0.999996 0.999994 0.999954 0.999984 0.995541 0.999997
37430 0.919419 0.97705 0.932987 0.896408 0.851346 0.791222 0.731233 0.83562 0.601176 -0.77169 0.335498 0.860877 0.991558 0.999941 1 0.997399
37431 12539 AW826020 cell division cycle 37 homolog (S. cerevisiae)Cdc37 0.972271 1.042585 1.177168 1.299764 1.136692 1.322617 1.258541 1.325273 -0.72514 -0.44294 0.982133 0.999957 0.900176 0.999987 0.999644 0.999988
37432 227648 W98186 hypothetical protein MGC38812MGC38812 0.97759 1.007399 0.950507 0.929942 0.917635 0.967923 0.963763 1.03183 -0.47802 -0.94889 0.558154 0.902417 0.968063 -0.06958 0.10459 -0.11749
37433 68295 AK018741 RIKEN cDNA 0610011L14 gene0610011L14Rik 0.934303 0.868192 0.796108 0.957352 0.80763 0.86602 0.839114 0.965456 -0.19001 0.775929 0.990273 -0.62344 0.98261 0.788951 0.926089 -0.74414
37434 BB508541 0.982431 1.144208 0.921211 0.978072 1.060063 0.924141 1.157794 1.148371 -0.99726 0.115797 -0.63407 -0.98255 -0.83124 -0.66537 0.234857 0.203199
37435 11875 U60881 ADP-ribosyltransferase 5 Art5 1.121537 0.898996 0.983897 0.851021 0.893261 0.80449 0.897578 0.89412 0.354674 0.245265 -0.96725 0.775929 0.286147 0.941803 0.265858 0.276041
37436 18221 AI225378 nuclear distribution gene C homolog (Aspergillus)Nudc 0.974019 1.049031 1.024764 1.095187 1.013685 0.989903 1.021297 1.025348 -0.55786 0.115797 -0.61272 0.88578 -0.88345 -0.9386 -0.70566 -0.60191
37437 66875 AK004803 RIKEN cDNA 1200016B10 gene1200016B10Rik0.914122 0.991093 1.078626 1.152315 1.057661 1.053036 0.98913 1.101557 0.771448 -0.96725 0.572843 0.987486 0.149056 0.03618 -0.94384 0.835045
37438 68718 AW121162 RIKEN cDNA 1110031E24 gene1110031E24Rik 0.97048 1.06905 1.045732 1.143354 1.073519 1.048908 1.118592 1.164407 -0.34758 0.711927 0.181743 0.998306 0.775929 0.276041 0.988489 0.999707
37439 27376 AI604798 solute carrier family 25 (mitochondrial carrier; dicarboxylate transporter), member 10Slc25a10 1.043498 0.983629 0.938076 0.8665 0.939767 0.945719 0.949346 1.007833 0.03618 -0.79806 0.608044 0.998637 0.565542 0.428035 0.325787 -0.96294
37440 15381 BF789266 heterogeneous nuclear ribonucleoprotein CHnrpc 0.945778 0.924178 1.047446 0.956311 1.027414 0.964055 1.041799 1.130409 -0.33553 0.10459 -0.51262 -0.61272 -0.82316 -0.68573 -0.61272 0.706469
37441 56441 NM_019750N-acetyltransferase 6 Nat6 0.979891 1.084041 1.098647 0.991704 1.039801 0.916709 0.978067 1.12437 -0.7894 0.672042 0.824383 -0.97136 -0.29925 0.677982 -0.74414 0.950962
37442 AC002397 0.959266 1.027889 0.945446 1.091484 1.073768 0.981637 1.030741 1.070744 -0.23857 -0.62344 0.170913 0.752804 0.503984 -0.82316 -0.54665 0.454135
37443 72630 AA690490 heat shock protein 12B Hspa12b 0.956208 1.055437 1.183673 1.272191 1.408265 1.248932 1.270257 1.385728 0.170913 0.436821 0.999937 1 1 1 1 1
37444 AK016616 0.80168 0.90087 0.830301 1.325152 0.712766 1.083265 1.097342 1.004377 0.986774 0.428035 0.932775 0.998637 0.999941 -0.53538 0.306126 -1.01187
37445 17159 U29947 mannosidase 2, alpha B1 Man2b1 0.978231 1.038883 1.036762 1.064307 1.030713 1.100365 1.327737 1.364378 -0.55786 0.070625 -0.01042 0.72783 -0.23857 0.977859 1 1
37446 71207 NM_027722RIKEN cDNA 4933436C10 gene4933436C10Rik0.889936 0.948713 0.926195 1.153991 1.076414 0.955974 1.139778 1.182954 0.893186 -0.06958 0.462662 0.97337 0.40116 -0.26286 0.948486 0.993666
37447 19271 AW742108 protein tyrosine phosphatase, receptor type, JPtprj 1.003933 1.056858 1.027575 1.039732 1.012884 1.027672 1.079475 1.101869 -1.00174 0.276041 -0.56899 -0.20214 -0.90339 -0.55786 0.706469 0.902417
37448 246782 AI851949 ATP synthase mitochondrial F1 complex assembly factor 2Atpaf2 1.023403 1.084105 1.013147 1.030492 1.053789 0.974248 0.997878 1.024267 -0.47802 0.940377 -0.82316 -0.20214 0.572843 -0.35961 -1.00695 -0.44294
37449 67604 AK003551 RIKEN cDNA 1110007L15 gene1110007L15Rik 0.981014 0.899876 1.032802 0.997491 1.135295 1.033373 1.001627 1.092633 -0.71546 0.976028 -0.28713 -1.00695 0.99592 -0.26286 -1.00941 0.918828
37450 69032 AI504271 RIKEN cDNA 1810009N24 gene1810009N24Rik0.976548 1.075114 0.809952 0.896893 0.800789 0.878111 0.977541 0.980945 -0.7347 0.479453 0.999876 0.895562 0.999949 0.96723 -0.75345 -0.82316
37451 22642 AW046533 zinc finger protein 100 Zfp100 0.953387 1.0863 1.045222 1.061587 1.022532 1.026818 1.049056 1.068415 -0.16577 0.594223 -0.26286 0.138032 -0.7894 -0.69575 -0.16577 0.286147
37452 72802 BE133632 RIKEN cDNA 2810454F19 gene2810454F19Rik1.024162 1.063448 0.892123 1.013395 0.798997 1.039124 1.112489 1.282671 -0.75345 0.192505 0.902417 -0.92757 0.999918 -0.40745 0.857847 0.999987
37453 20847 AW764026 signal transducer and activator of transcription 2Stat2 0.950676 1.045467 0.906265 0.949614 1.033481 1.046764 1.071881 1.05803 -0.06958 -0.22642 0.801355 -0.03397 -0.53538 -0.20214 0.382817 0.082002
37454 73666 AK010668 RIKEN cDNA 2410044K02 gene2410044K02Rik0.882406 0.909859 1.033393 0.926109 0.933846 0.89647 0.85777 1.187288 0.92433 0.706469 -0.58005 0.445522 0.286147 0.841851 0.983529 0.994361
37455 58805 AW049840 Williams-Beuren syndrome chromosome region 14 homolog (human)Wbscr14 0.83831 0.720641 0.972541 1.032525 0.854885 0.96129 1.191111 0.916808 0.948486 0.999962 -0.82316 -0.77169 0.893186 -0.65504 0.9459 0.213823
37456 AI427739 1.063741 1.094606 1.137503 1.160315 1.088374 1.085605 1.03125 1.209513 0.059195 0.601176 0.914968 0.968063 0.511986 0.471101 -0.66537 0.996882
37457 140740 AI591518 SEC63-like (S. cerevisiae) Sec63 0.990797 1.097631 1.099692 1.010664 0.972297 0.871562 0.995519 0.956873 -0.97528 0.666019 0.689619 -0.96294 -0.69575 0.95333 -1.00368 -0.33553
37458 67247 AI195552 RIKEN cDNA 2810484M10 gene2810484M10Rik0.992065 0.944113 1.125525 1.132875 1.153283 1.15268 1.280502 1.207791 -0.99197 -0.21428 0.747959 0.797288 0.895562 0.893186 0.999341 0.986024
37459 67842 BG228064 RIKEN cDNA 2610027L16 gene2610027L16Rik 0.960541 1.021455 1.033912 1.049735 0.970945 1.04712 1.017329 1.098463 0.126945 -0.59102 -0.12953 0.392031 -0.28713 0.315996 -0.72514 0.970445
37460 71890 AK009587 RIKEN cDNA 2310033C13 gene2310033C13Rik0.984265 0.955939 1.034995 1.104994 1.056705 1.187233 1.277497 1.235347 -0.87647 -0.14159 -0.44294 0.863853 0.138032 0.998549 0.999996 0.999933
37461 68953 BE651634 RIKEN cDNA 1500016L11 gene1500016L11Rik 0.954268 1.141672 0.949687 1.056145 0.94885 1.08691 1.1948 1.313999 -0.16577 0.965507 -0.03397 0.03618 -0.01042 0.628131 0.998024 0.999998
37462 101426 AA646400 expressed sequence AA407033AA407033 1.012407 1.038628 1.028018 1.089753 1.046692 1.026792 1.023603 1.094781 -0.83124 0.160017 -0.26286 0.969669 0.428035 -0.31136 -0.44294 0.980102
37463 71902 AK009683 DNA segment, Chr 10, ERATO Doi 516, expressedD10Ertd516e 0.985839 1.178299 1.307301 1.235477 1.168836 1.042413
37464 19899 BF607111 ribosomal protein L18 Rpl18 1.018368 1.093191 1.128054 1.323933 1.316345 1.169573 1.229512 1.296143 -0.87647 0.614825 0.893186 0.999995 0.999962 0.983076 0.997319 0.99976
37465 70139 NM_023884RIKEN cDNA 2210408F11 gene2210408F11Rik 1.02635 1.014845 0.991091 0.990018 0.968181 0.969964 1.020148 1.005994 -0.68573 -0.89692 -0.97136 -0.95845 -0.52403 -0.58005 -0.81494 -0.99197
37466 59090 W70796 midnolin Midn 0.865992 0.818685 1.017781 0.801474 1.0339 1.137154 0.914047 1.186062 0.955596 0.998024 -0.89027 0.999457 -0.61272 0.90888 0.572843 0.989115
37467 77627 AK019850 RIKEN cDNA 4931407K02 gene4931407K02Rik 0.91443 0.989366 1.091582 1.228753 1.104468 1.049598 1.256654 1.082004 0.550678 -0.96725 0.5199 0.998306 0.677982 -0.28713 0.999567 0.37352
37468 12593 AF081261 chromodomain protein, Y chromosome-likeCdyl 0.982148 0.960585 1.020844 1.040875 1.022643 1.000067 0.938902 1.224632 -0.95845 -0.76264 -0.94384 -0.76264 -0.89027 -1.01198 -0.45468 0.91298
37469 AK006418 0.965293 1.080746 0.993908 1.213358 1.048664 0.924255 1.157692 0.95459 -0.62344 0.286147 -0.9996 0.994023 -0.35961 0.082002 0.938921 -0.38359
37470 21849 AF230391 tripartite motif protein 28 Trim28
37471 223642 BE994957 cDNA sequence BC049953BC049953 0.989892 1.049744 0.902435 0.956358 0.838677 0.923407 0.9847 0.968526 -0.94384 0.070625 0.92433 -0.04581 0.999632 0.732976 -0.86202 -0.43115
37472 75734 AK017226 RIKEN cDNA 5230400G24 gene5230400G24Rik1.001485 0.950299 1.000786 0.992387 0.958645 0.972436 0.973331 1.069212 -1.00941 0.445522 -1.01157 -0.95376 0.170913 -0.35961 -0.39554 0.771448
37473 67397 AW476156 endoplasmic reticulum protein 29Erp29 1.009663 0.956346 1.062926 1.006008 0.977076 0.950556 0.982889 1.100547 -0.92757 0.203199 0.641096 -0.97901 -0.55786 0.392031 -0.74414 0.963702
37474 17713 NM_024478GrpE-like 1, mitochondrial Grpel1 1.049228 1.06933 0.998254 0.968874 0.981289 1.009236 0.974143 0.953949 0.024599 0.495895 -1.01033 -0.46638 -0.79806 -0.95845 -0.62344 0.001298
37475 22190 AI837015 ubiquitin C Ubc 1.398415 1.136621 1.192559 1.380788 1.096568 0.974104 1.062899 1.152646 0.997833 0.345127 0.747959 0.996689 -0.11749 -0.91583 -0.55786 0.487718
37476 68662 AI413570 secretoglobin, family 3A, member 1Scgb3a1 0.923052 0.974176 1.034 1.098676 0.952289 1.04405 1.054486 1.013573 0.695316 -0.63407 -0.43115 0.845165 0.024599 -0.14159 0.138032 -0.90339
37477 75465 BG083926 dynein, cytoplasmic, light chain 2BDncl2b 0.950969 1.089563 1.143909 1.247685 1.137167 1.100292 1.152874 1.184128 0.203199 0.854761 0.995129 0.999998 0.992251 0.918828 0.997399 0.999743
37478 56469 NM_019663protein inhibitor of activated STAT 1Pias1 1.025761 1.064081 1.007819 1.000133 1.085618 1.032101 0.982211 1.114239 -0.53538 0.580056 -0.96294 -1.01198 0.863853 -0.32345 -0.76264 0.977264
37479 19120 AI596416 protamine 3 Prm3 1.010192 1.240265 1.076977 1.011158 0.985606 0.965561 0.933893 0.98863 -0.95376 0.999943 0.543115 -0.94384 -0.89692 -0.43115 0.436821 -0.9386
37480 70650 AA145138 RIKEN cDNA 5730565F05 gene5730565F05Rik0.991001 1.059872 0.921755 1.054532 1.031737 1.173674 0.980435 1.049191 -0.94384 0.001298 0.479453 -0.31136 -0.72514 0.890765 -0.80657 -0.21428
37481 27356 AA615037 insulin-like 6 Insl6 1.003229 1.200904 1.360149 1.233599 1.091037 1.063012 1.372986 1.258073 -1.01033 0.904614 0.999202 0.940377 -0.04581 -0.40745 0.998759 0.968875
37482 110958 AI429637 DNA segment, Chr 6, Miriam Meisler 5, expressedD6Mm5e 0.930575 0.934633 0.995834 1.038521 0.924519 0.957286 1.034851 1.010299 0.234857 0.149056 -1.00542 -0.53538 0.364138 -0.40745 -0.61272 -1.00174
37483 14885 BG093939 general transcription factor II H, polypeptide 4Gtf2h4 1.001634 1.178704 1.172413 1.140667 1.219666 1.161617 1.417081 1.798598 -1.01105 0.931155 0.914968 0.78034 0.983076 0.831552 0.999993 1
37484 67789 C77829 RIKEN cDNA 6330580J24 gene6330580J24Rik 1.069021 1.050303 1.066445 1.059855 1.113436 0.961348 0.908765 1.072423 0.527726 0.093324 0.479453 0.335498 0.944563 -0.20214 0.888296 0.587183
37485 230737 BG075815 cDNA sequence BC003262BC003262
37486 22373 NM_009368whey acidic protein Wap 0.975828 1.084891 1.066492 1.099788 1.016492 1.055552 1.042436 1.124475 -0.7894 0.428035 0.093324 0.634656 -0.9097 -0.14159 -0.51262 0.78468
37487 1.017862 1.019352 1.086823 1.207797 0.957087 1.021677 1.133994 0.970032 -0.94384 -0.92757 0.070625 0.941803 -0.62344 -0.93318 0.641096 -0.9097
37488 76952 AK008045 5'-nucleotidase, cytosolic II Nt5c2 0.953774 0.924377 0.866048 1.146741 0.822837 0.917677 0.960678 1.063368 -0.6446 -0.15367 0.672042 0.614825 0.893186 -0.16577 -0.79806 -0.43115
37489 170737 AA763950 RIKEN cDNA B830022L21 geneB830022L21Rik0.966715 0.963963 0.996741 0.981099 0.955822 1.102251 1.302551 1.020805 -0.62344 -0.56899 -1.00828 -0.88345 -0.38359 0.634656 0.999945 -0.86202
37490 56330 AK007297 programmed cell death 5 Pdcd5 1.000446 0.922221 0.804007 0.856833 0.806041 0.951448 0.909598 0.810361 -1.01105 -0.16577 0.974731 0.717306 0.950962 -0.79806 0.170913 0.966379
37491 18400 AB012084 solute carrier family 22 (organic cation transporter), member 1-likeSlc22a1l 0.970742 0.988868 0.882121 0.903728 0.854052 0.866264 1.19707 1.04407 -0.63407 -0.95376 0.940377 0.805356 0.990543 0.977859 0.997625 -0.29925
37492 104831 BF719495 expressed sequence AI462446AI462446 0.661605 1.022347 1.182802 0.647413 1.077848 0.937462 1.727613 0.711927 -1.01157 -0.48961 0.276041 -0.96725 -0.91583 0.958809 NA
37493 69171 BF016150 RIKEN cDNA 1810031K17 gene1810031K17Rik1.053887 1.12134 0.946522 0.999541 0.963003 0.975935 1.010902 0.969186 -0.20214 0.81316 -0.14159 -1.01187 -0.53538 -0.79806 -0.96725 -0.67561
37494 58874 AU018944 1.009085 0.976656 0.930879 0.961157 0.839098 0.93837 1.018965 0.97582 -0.96294 -0.71546 0.527726 -0.275 0.999065 0.364138 -0.81494 -0.69575
37495 71336 BF453934 RIKEN cDNA 5230400M11 gene5230400M11Rik0.959846 0.965102 1.14921 1.221962 0.950138 0.999474 1.144692 0.950465 -0.77169 -0.87647 -0.14159 0.771448 -0.89027 -0.67561 0.265858 -0.96294
37496 94180 BG069644 RIKEN cDNA E230019G03 geneE230019G03Rik1.082399 0.881929 1.006097 1.050996 0.992635 1.059907 0.958416 1.142199 0.306126 0.851619 -0.9996 -0.31136 -0.99197 -0.12953 -0.47802 0.888296
37497 72569 AK006743 RIKEN cDNA 2700023J09 gene2700023J09Rik 0.880183 0.998509 1.000383 0.981219 1.014937 1.036011 0.975606 1.131153 0.315996 -1.01157 -1.01198 -0.96294 -0.98255 -0.86933 -0.94889 0.265858
37498 74503 AW475286 RIKEN cDNA 5530401J07 gene5530401J07Rik 0.998359 0.948943 0.926706 0.940431 0.794744 0.865209 0.878633 0.834798 -1.01033 -0.01042 0.5199 0.213823 0.99996 0.984403 0.960833 0.998503
37499 19739 AW456753 regulator of G-protein signaling 9Rgs9 1.176788 2.098112 1.454522 1.254695 1.137115 1.222763 1.328784 1.241668 0.993666 1 1 0.999925 0.952159 0.999522 0.999999 0.999839
37500 0.958274 1.022569 1.022529 1.062291 0.97963 0.965872 1.061731 0.99522 -0.66537 -0.81494 -0.81494 -0.09348 -0.88345 -0.7894 -0.14159 -1.00542
37501 68505 BE945199 RIKEN cDNA 1110014N23 gene1110014N23Rik0.968312 0.928544 0.953879 0.900329 0.84734 0.844486 0.849787 0.964801 -0.55786 0.471101 -0.15367 0.854761 0.995541 0.996378 0.994523 -0.45468
37502 28010 AI853033 DNA segment, Chr 4, Wayne State University 114, expressedD4Wsu114e 0.966574 1.023608 1.146455 1.03694 0.952386 0.855138 0.966881 1.028083 -0.58005 -0.79806 0.948486 -0.52403 -0.22642 0.981644 -0.58005 -0.71546
37503 381961 AW047854 similar to hypothetical protein MGC38830na 0.98599 0.976149 0.943981 1.001294 0.858369 0.927642 1.006243 0.974073 -0.86933 -0.62344 0.382817 -1.01105 0.998719 0.722607 -0.98255 -0.56899
37504 268449 AI153447 similar to 60S ribosomal protein L23ana 1.003344 1.031549 1.10902 1.194704 1.158589 1.307591 1.330383 1.179402 -1.00542 -0.55786 0.863853 0.998594 0.988806 0.999999 1 0.996485
37505 74360 AK014982 RIKEN cDNA 3110002L15 gene3110002L15Rik 1.004256 1.028231 0.998428 1.009121 0.928476 1.012879 1.015847 1.021215 -1.00174 -0.63407 -1.01033 -0.96725 0.527726 -0.92757 -0.88345 -0.7894
37506 AK017708 0.745507 1.013829 1.073856 0.890619 0.754232 0.837455 0.99845 1.55656 0.999552 -0.96294 -0.10547 0.641096 0.999275 0.958809 -1.01105 1
37507 75564 BE949457 RIKEN cDNA 1700027N10 gene1700027N10Rik0.980143 0.957364 0.940924 0.913973 0.736396 0.846819 0.671205 0.777278 -0.87647 -0.44294 -0.05768 0.503984 0.999994 0.977264 1 0.999816
37508 98267 BE456838 serine/threonine kinase 17b (apoptosis-inducing)Stk17b 1.007888 0.898558 0.99837 0.974164 0.903397 0.808086 0.888858 1.028823 -0.99726 0.255599 -1.01157 -0.85456 0.37352 0.949737 0.40116 -0.83124
37509 67102 BG064907 DNA segment, Chr 16, ERATO Doi 472, expressedD16Ertd472e 0.980849 1.087076 1.00572 0.857117 0.906567 0.946178 0.998136 0.985296 -0.89692 0.306126 -1.00174 0.937433 0.535464 -0.25072 -1.01105 -0.94384
37510 59022 NM_021519endothelial differentiation-related factor 1Edf1 0.904211 0.890823 0.955191 0.94091 0.843893 1.007915 0.980424 1.008999 -0.04581 0.047712 -0.75345 -0.7347 0.677982 -1.00542 -0.97136 -1.00368
37511 71846 BE629879 RIKEN cDNA 1700013H19 gene1700013H19Rik
37512 68224 AK015495 RIKEN cDNA 1700067P10 gene1700067P10Rik
37513 19246 M97590 protein tyrosine phosphatase, non-receptor type 1Ptpn1 0.946022 1.260033 1.252859 0.994184 1.030787 0.838273 1.110327 1.220573 0.10459 0.999977 0.999964 -0.99471 -0.56899 0.998549 0.875225 0.999726
37514 13008 BE945475 cysteine and glycine-rich protein 2Csrp2 1.121578 1.004645 1.221444 1.234297 0.898134 1.046091 1.059191 0.672042 -1.01105 0.160017 0.234857 -0.84694 0.335498 -0.86933 NA
37515 66468 NM_025581RIKEN cDNA 2810433K01 gene2810433K01Rik0.999758 1.159431 1.261636 1.306603 1.251588 1.17782 1.274555 1.134193 -1.01198 0.706469 0.977859 0.963702 0.99289 0.587183 0.984824 0.503984
37516 18970 AW324507 polymerase (DNA directed), betaPolb 1.100279 0.948169 1.071102 1.079674 1.149402 1.700549 1.247596 -0.43115 -0.80657 -0.67561 -0.98903 0.115797 0.99976 0.436821 NA
37517 245877 BE375622 cDNA sequence BC019977BC019977 0.931916 0.991064 0.826957 0.851348 0.939128 2.219577 0.702295 -0.99726 0.138032 0.801355 -0.9386 -0.80657 0.99993 0.511986 NA
37518 68796 AW540473 RIKEN cDNA 1110039B18 gene1110039B18Rik0.906498 1.043165 0.98382 0.995566 0.998116 0.988183 1.023706 1.040524 0.454135 -0.56899 -0.9386 -1.00695 -1.01105 -0.95845 -0.86202 -0.71546
37519 22272 AW061302 RIKEN cDNA 1500040F11 gene1500040F11Rik1.224086 0.926994 1.094523 1.072225 1.180135 1.295692 0.927325 1.094625 0.587183 -0.67561 -0.7894 -0.77169 -0.28713 0.5199 -0.70566 -0.71546
37520 230936 C87828 PHD finger protein 13 Phf13 1.048182 0.980856 0.999136 0.949327 0.843336 0.918264 0.989107 0.995691 0.224376 -0.70566 -1.01105 0.37352 0.999937 0.902417 -0.9097 -0.99471
37521 AW457667 0.857843 0.782727 0.88315 0.884957 0.950583 0.873138 0.879431 0.988463 0.900176 0.998253 0.72783 0.711927 -0.41932 0.81316 0.762271 -0.97528
37522 67932 NM_026461RIKEN cDNA 1700129C05 gene1700129C05Rik0.992101 1.037389 1.04248 0.848802 0.985359 0.732018 0.758608 0.821595 -0.99471 -0.69575 -0.78062 0.831552 -0.97136 0.999717 0.998198 0.527726
37523 105377 AW322983 RIKEN cDNA C730024G01 geneC730024G01Rik1.056238 1.018988 1.251766 0.813278 0.805115
37524 68202 AK019324 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5Ndufa5 0.859524 0.960898 1.333562 1.254503 1.180984 1.058504 1.031939 1.045152 0.717306 -0.87647 0.950962 0.970445 0.647452 -0.86202 -0.96725 -0.76264
37525 70375 BG084508 RIKEN cDNA 1700030B17 gene1700030B17Rik 0.89553 0.919395 0.872079 0.871039 0.88479 0.98903 0.875027 1.017989 0.666019 0.306126 0.866775 0.87246 0.775929 -0.97528 0.848421 -0.91583
37526 21753 X78989 testis derived transcript Tes 1.0149 1.015553 0.942325 1.114583 1.139329 1.140747 1.242832 1.182158 -0.93318 -0.92757 -0.06958 0.738046 0.888296 0.895562 0.998719 0.980102
37527 18768 AI036791 protein kinase inhibitor beta, cAMP dependent, testis specificPkib 1.043811 1.134411 1.245257 1.191184 1.249704 1.24642 1.259252 1.229134 -0.53538 0.706469 0.991314 0.944563 0.99247 0.991558 0.994681 0.984403
37528 66148 BF018746 DnaJ (Hsp40) homolog, subfamily D, member 1Dnajd1 0.853116 0.70749 0.919322 0.835454 0.745279 0.933831 0.739904 1.099524 0.78468 0.998456 -0.01042 0.880602 0.996882 -0.45468 0.997625 0.115797
37529 23996 BF146478 proteasome (prosome, macropain) 26S subunit, ATPase, 4Psmc4 0.972046 1.095407 1.080484 1.100662 1.175757 1.081859 1.057597 1.097755 -0.7347 0.550678 0.325787 0.614825 0.977264 0.354674 -0.12953 0.580056
37530 74041 AK014608 RIKEN cDNA 4632434I11 gene4632434I11Rik 1.013228 1.037012 0.986835 0.847444 0.870625 0.764368 0.899316 0.774903 -1.00174 -0.83124 -0.47802 0.99247 0.91095 0.996787 0.851619 0.999697
37531 AI661962
37532 66642 BE626232 catenin, beta like 1 Ctnnbl1 0.986209 0.991982 1.089208 1.13106 0.89146 0.998248 1.014631 0.93965 -0.91583 -0.97901 0.653725 0.941803 0.90888 -1.01033 -0.9097 0.224376
37533 24086 AK006771 tousled-like kinase 2 (Arabidopsis)Tlk2 0.917206 0.989684 1.095306 1.043598 0.958945 0.943867 1.057686 1.019321 0.335498 -0.93318 0.192505 -0.46638 -0.54665 -0.10547 -0.67561 -0.83916
37534 76895 BG080493 bicaudal D homolog 2 (Drosophila)Bicd2 0.73654 0.956625 1.104052 0.807974 0.524589 0.820219 0.801993 0.95654 -0.29925 -0.84694 -0.41932 -0.72514 0.047712 -0.80657 -0.50115 -0.89027
37535 AK002300 1.002193 1.154557 1.289359 1.160941 1.201228 1.010092 1.087033 1.120775 -1.00941 0.989115 0.999998 0.99247 0.999341 -0.95376 0.695316 0.93436
37536 26926 BF181992 programmed cell death 8 Pdcd8 0.945631 1.023075 1.093825 0.874536 0.644224 0.838822 1.138968 1.25478 -0.95845 -0.95376 -0.94889 -0.99471 -0.28713 -0.95376 -0.51262 -0.35961
37537 70792 BE979928 1.05818 1.07598 1.141131 0.857533 1.00331 0.894926 0.88786 0.951629 -0.55786 -0.31136 0.487718 0.677982 -1.01033 0.234857 0.335498 -0.65504
37538 AI847950 0.857553 0.973762 0.891853 0.914548 0.956787 1.031639 1.065835 1.039473 0.550678 -0.97136 -0.40745 -0.7347 -0.86933 -0.98255 -0.72514 -0.84694
37539 76233 BE448557 deoxynucleotidyltransferase, terminal, interacting protein 1Dnttip1 1.00228 0.931047 1.002799 1.0287 0.991438 1.000371 0.949911 1.067453 -1.01033 0.192505 -1.00941 -0.7347 -0.98588 -1.01187 -0.25072 0.059195
37540 22761 NM_009569zinc finger protein, multitype 1Zfpm1 0.96298 1.007441 0.842684 0.859683 0.644259 0.779971 0.959111 0.858808 -0.44294 -0.98588 0.995407 0.984403 1 0.999979 -0.34758 0.985234
37541 BE197108 0.964753 0.931117 1.115786 1.02737 1.142143 0.860444 0.9381 1.244668 -0.81494 -0.37162 0.234857 -0.89027 0.503984 0.594223 -0.47802 0.947207
37542 51944 NM_026412DNA segment, Chr 2, ERATO Doi 750, expressedD2Ertd750e
37543 AV259893 0.983471 0.971063 0.88095 1.055891 0.964647 0.976179 0.993031 1.024893 -0.92179 -0.78062 0.738046 -0.62344 -0.67561 -0.85456 -0.9996 -0.95845
37544 75605 AK008164 putative DNA/chromatin binding motif 1Plu1 0.928967 0.954806 1.056536 1.009159 1.020608 0.987943 1.010314 1.130848 0.535464 -0.11749 0.115797 -0.96725 -0.7894 -0.93318 -0.95376 0.958809
37545 66340 BF462563 RIKEN cDNA 1700023M09 gene1700023M09Rik1.090918 0.91625 0.780049 1.225752 0.827411 1.171773 0.883613 1.107965 -0.10547 -0.09348 0.95333 0.895562 0.869644 0.689619 0.392031 0.126945
37546 BF021757 1.08324 1.073587 1.043942 1.030397 0.989845 1.043743 1.09308 1.110751 0.276041 0.10459 -0.48961 -0.7347 -0.97901 -0.48961 0.255599 0.647452
37547 68634 BF463589 RIKEN cDNA 1110025I09 gene1110025I09Rik 0.996119 1.046163 1.056243 0.967319 1.072519 0.946214 1.210277 1.080389 -1.00828 -0.44294 -0.54665 -0.82316 -0.31136 -0.99197 0.775929 0.224376
37548 19731 AW122243 ral guanine nucleotide dissociation stimulator,-like 1Rgl1 1.014018 0.893156 0.949507 0.982839 0.936352 0.900003 1.115929 1.007893 -0.9097 0.927813 0.03618 -0.85456 0.382817 0.890765 0.91298 -0.97901
37549 11568 BF118240 AE binding protein 1 Aebp1 0.911571 0.970966 1.134356 0.948806 0.796055 -1.00695 -0.71546 -1.00542 -0.86933 -0.76264 NA NA
37550 1.056597 1.003377 0.950071 0.972683 0.917116 1.028683 0.984931 0.937551 -0.04581 -1.00695 -0.14159 -0.70566 0.587183 -0.68573 -0.91583 0.181743
37551 76408 AI504950 ATP-binding cassette, sub-family C (CFTR/MRP), member 3Abcc3 0.958169 1.062494 1.198249 1.202779 1.076483 1.037578 1.160078 1.1038 -0.62344 -0.275 0.944563 0.952159 -0.06958 -0.71546 0.80929 0.345127
37552 57896 BG088071 EST AA792894 AA792894 0.994081 0.975821 0.888628 0.985205 0.861575 0.944643 0.922551 0.934297 -0.98255 -0.54665 0.991558 -0.82316 0.999457 0.495895 0.863853 0.711927
37553 109978 NM_026639ADP-ribosyltransferase 4 Art4 1.082352 1.396644 1.715843 1.692154 1.441917 1.407128 1.180354 1.065462 0.315996 0.999999 1 1 1 0.999999 0.976028 0.001298
37554 21767 BC002248 testis expressed gene 264 Tex264 0.941585 1.05271 0.916138 0.912204 0.981489 0.976947 0.988625 1.021223 0.234857 0.001298 0.72783 0.775929 -0.83124 -0.7347 -0.94384 -0.7894
37555 74455 AK016811 RIKEN cDNA 4933414E04 gene4933414E04Rik0.936479 1.065789 1.171093 1.149744 1.064502 0.903199 1.104882 1.052932 0.024599 -0.01042 0.960833 0.91095 -0.04581 0.634656 0.608044 -0.28713
37556 66505 AA110811 RIKEN cDNA 2210402G22 gene2210402G22Rik0.932749 0.815997 0.996323 0.910969 1.08842 1.02549 1.054743 1.081339 -0.62344 0.315996 -1.01105 -0.52403 -0.61272 -0.95845 -0.86202 -0.53538
37557 56395 AI854725 expressed sequence C78915C78915 0.945018 1.014756 0.997714 1.139092 0.876387 1.220422 1.529147 -0.53538 -0.52403 -1.01157 0.801355 -1.01105 0.503984 0.863853 NA
37558 109229 BE225888 RIKEN cDNA C030004A17 geneC030004A17Rik 0.92598 1.062534 0.912094 0.919207 0.99988 0.862063 0.90814 1.031361 -0.38359 -0.65504 -0.25072 -0.37162 -1.01198 0.286147 -0.29925 -0.94384
37559 BB252461
37560 75146 AI852891 RIKEN cDNA 4930538D17 gene4930538D17Rik0.948365 0.901317 1.1119 1.058605 0.913479 1.041886 1.065098 1.107182 -0.62344 0.059195 0.224376 -0.47802 0.070625 -0.77169 -0.41932 0.115797
37561 94181 AI462356 N-acetylneuraminic acid synthase (sialic acid synthase)Nans 1.029567 0.978652 1.020451 1.013576 0.792285 0.915889 0.837341 0.92006 -0.76264 -0.86933 -0.89027 -0.95376 0.998679 0.382817 0.977859 0.306126
37562 69815 AK007999 RIKEN cDNA 2010001C09 gene2010001C09Rik1.051479 0.988264 1.064336 1.069946 1.085921 0.823244 0.951255 1.016161 -0.56899 -0.98588 -0.37162 -0.28713 -0.03397 0.940377 -0.56899 -0.96294
37563 319719 AA259610 RIKEN cDNA 4732471D19 gene4732471D19Rik0.819836 1.099967 1.059056 1.081167 1.24692 1.237779 0.766896 -0.56899 -0.39554 0.192505 -0.95376 -0.94384 NA
37564 12181 NM_013481block of proliferation 1 Bop1 0.99643 0.971369 1.093279 1.08337 0.991038 0.968262 1.085815 1.019468 -1.00368 -0.48961 0.863853 0.775929 -0.95376 -0.39554 0.801355 -0.76264
37565 1.071241 0.920545 0.886881 0.991318 0.9097 1.002668 1.058057 1.041335 0.115797 0.382817 0.824383 -0.98588 0.565542 -1.00941 -0.15367 -0.80657
37566 66894 AW212628 RIKEN cDNA 1300010O06 gene1300010O06Rik0.941351 0.915945 0.997707 1.128461 0.953408 0.994582 1.057785 1.392887 -0.03397 0.495895 -1.01033 0.841851 -0.33553 -1.00174 -0.12953 0.999999
37567 28081 AK009763 DNA segment, Chr 11, Wayne State University 99, expressedD11Wsu99e 1.007326 0.933253 0.94927 1.023988 0.930736 0.883648 1.057834 1.134202 -0.99197 0.170913 -0.21428 -0.81494 0.224376 0.866775 -0.11749 0.880602
37568 19942 NM_011289ribosomal protein L27 Rpl27 1.045071 0.836473 0.992359 1.220976 1.105674 1.052443 1.337531 1.131917 -0.69575 0.677982 -1.00368 0.927813 0.126945 -0.7894 0.99348 0.149056
37569 66877 NM_025820Crn, crooked neck-like 1 (Drosophila)Crnkl1 0.964104 1.020817 0.981349 1.090927 0.859253 0.936246 1.091319 1.114705 -0.41932 -0.79806 -0.83124 0.700932 0.991064 0.335498 0.706469 0.890765
37570 98710 BF577419 RIKEN cDNA E130318E12 geneE130318E12Rik
37571 66060 W13153 RIKEN cDNA 0610010O12 gene0610010O12Rik0.978167 1.064734 0.962031 0.968052 0.937499 0.941073 1.031399 0.990962 -0.86202 -0.06958 -0.58005 -0.69575 -0.03397 -0.11749 -0.72514 -0.98588
37572 227613 AI118370 RIKEN cDNA 4930542G03 gene4930542G03Rik0.956721 1.104887 1.160311 1.193438 0.940918 0.930897 0.988265 0.892527 -0.50115 0.535464 0.91298 0.974058 -0.15367 0.070625 -0.97136 0.695316
37573 AK003987 0.933555 0.751211 0.94912 0.913885 0.854028 0.804052 1.008714 1.013036 -0.32345 0.991314 -0.61272 0.024599 0.762271 0.920699 -0.96725 -0.98255
37574 70556 AK017628 RIKEN cDNA 5730438N18 gene5730438N18Rik1.072347 0.987995 0.762526 0.874527 0.859303 1.033055 0.907858 0.936486 -0.08152 -0.97528 0.999341 0.78034 0.877939 -0.75345 0.37352 -0.16577
37575 16898 AW741578 ribosomal protein S2 Rps2
37576 18618 AU046290 phosphatidylethanolamine N-methyltransferasePemt 1.102972 1.115911 1.010954 1.010167 1.020865 1.014461 0.935069 1.167848 0.666019 0.78468 -0.96725 -0.97136 -0.85456 -0.50115 0.149056 0.972664
37577 15980 AA475285 interferon gamma receptor 2Ifngr2 0.932636 0.904192 0.971277 1.049512 0.885035 0.923406 0.955608 0.997602 -0.32345 -0.02218 -0.86933 -0.61272 0.265858 -0.53538 -0.7894 -1.01033
37578 230088 BF781984 RIKEN cDNA B230312A22 geneB230312A22Rik0.995244 1.152637 1.26306 1.268194 1.287291 1.565654 2.027465 1.490314 -1.00828 0.565542 0.961811 0.966379 0.979562 0.999991 1 0.999923
37579 1.039647 0.861588 0.921699 0.977187 0.889618 0.824417 0.869788 0.935356 -0.84694 -0.25072 -0.58005 -0.96725 -0.37162 0.234857 -0.16577 -0.77169
37580 66272 NM_025292RIKEN cDNA 1810020G14 gene1810020G14Rik0.971216 1.064735 0.943126 0.985998 0.963899 0.946682 1.007533 0.909056 -0.79806 -0.21428 -0.28713 -0.95845 -0.68573 -0.35961 -0.99726 0.37352
37581 104799 BE946240 expressed sequence AI413782AI413782 0.943427 0.963325 1.023066 0.800964 0.829239 0.78768 0.969224 1.062078 -0.48961 -0.81494 -0.92179 0.757574 0.72783 0.860877 -0.88345 -0.70566
37582 53600 AK013976 translocase of inner mitochondrial membrane 23 homolog (yeast)Timm23 1.039078 1.213029 0.983714 0.899602 0.910594 1.002009 0.803012 1.009259 -0.80657 0.78034 -0.96294 -0.09348 -0.25072 -1.00828 0.732976 -1.00695
37583 68479 AA960516 PHD finger protein 5A Phf5a 0.982239 1.077778 1.136809 1.064927 1.064394 1.064304 1.032015 1.138974 -0.93318 -0.01042 0.717306 -0.23857 -0.25072 -0.25072 -0.78062 0.732976
37584 78581 BE691920 RIKEN cDNA D530033C11 geneD530033C11Rik
37585 231727 BF681853 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 4B3gnt4 1.119834 1.513105 1.198635 1.160486 1.143188 1.028896 1.276473 1.074361 0.857847 1 0.996268 0.975387 0.9459 -0.68573 0.999943 0.306126
37586 75283 AK016149 RIKEN cDNA 4930556L07 gene4930556L07Rik 0.999355 0.933788 0.972474 0.908807 0.875544 0.90459 0.942962 0.800585 -1.01187 0.03618 -0.78062 0.503984 0.857847 0.565542 -0.17788 0.997766
37587 66501 AK006493 RIKEN cDNA 1700029H14 gene1700029H14Rik 0.92953 1.002042 0.883538 0.889135 0.924897 0.944614 0.956329 1.067165 -0.23857 -1.01157 0.410204 0.082002 -0.88345 -0.97901 -0.71546 -0.34758
37588 54132 NM_016861PDZ and LIM domain 1 (elfin)Pdlim1
37589 AI429168 1.138766 1.188073 1.195969 1.200527 1.195796 1.141809 0.852236 1.052543 0.835045 0.971942 0.979008 0.98261 0.979008 0.845165 0.893186 -0.23857
37590 78938 BG068640 F-box only protein 34 Fbxo34 0.985413 1.024396 0.945348 1.061327 0.979025 1.02791 1.006529 1.100694 -0.95376 -0.86202 -0.33553 -0.26286 -0.89692 -0.86202 -1.00174 0.296175
37591 14812 NM_008171glutamate receptor, ionotropic, NMDA2B (epsilon 2)Grin2b 0.926731 0.958445 1.086036 0.975622 0.840363 0.678718 1.093185 1.555648 -0.70566 -0.9097 -0.86933 -0.98903 -0.28713 0.471101 -0.62344 0.980102
37592 BF319103 1.177753 0.831579 1.067014 1.393326 1.072304 1.040978 1.360376 1.151434 -0.41932 -0.48961 -0.9386 -0.40745 -0.92757 -1.01157 0.170913 -0.41932
37593 69281 AK005612 RIKEN cDNA 1700001N01 gene1700001N01Rik0.808722 1.006228 0.953428 0.884268 0.815071 0.842471 1.065257 0.994578 0.382817 -1.01033 -0.92757 -0.47802 0.245265 -0.37162 -0.85456 -1.01187
37594 57915 W54803 TBC1 domain family, member 1Tbc1d1 0.963229 1.116179 1.009516 1.259906 0.989441 0.944703 1.036829 1.592948 -0.93318 -0.32345 -0.99197 0.608044 -1.00695 -0.79806 -0.79806 0.991314
37595 21761 AW742618 mortality factor 4 like 1 Morf4l1 0.952043 0.97189 0.981964 1.061126 1.032214 0.928031 0.908484 1.091828 -0.05768 -0.61272 -0.83916 0.213823 -0.53538 0.535464 0.81316 0.72783
37596 103733 BE985256 tubulin, gamma 1 Tubg1 0.96307 1.124394 0.957185 1.093365 1.019058 1.032896 1.13887 1.042621 -0.65504 0.683841 -0.53538 0.325787 -0.91583 -0.84694 0.788951 -0.71546
37597 BF787549 0.968771 0.990652 1.080215 1.077528 1.029279 0.947082 0.863864 1.296807 -0.83916 -0.99726 -0.19001 -0.51262 -0.97901 -0.39554 0.683841 0.968875
37598 67549 AI316513 RIKEN cDNA 4933412D19 gene4933412D19Rik0.962127 0.96257 0.927925 1.223981 1.100491 1.030303 0.985062 0.975061 -0.78062 -0.7894 -0.48961 0.914968 -0.15367 -0.86933 -0.84694 -0.84694
37599 66184 AK004068 RIKEN cDNA 1110033J19 gene1110033J19Rik 0.952648 1.03291 1.098153 1.185458 0.986888 1.089945 1.216659 1.320959 -0.66537 -0.89027 -0.01042 0.722607 -1.00695 -0.41932 0.890765 0.971942
37600 69713 BG246703 protein (peptidyl-prolyl cis/trans isomerase) NIMA-interacting, 4 (parvulin)Pin4 1.011163 1.04679 1.017649 0.933935 1.002805 0.945639 0.949948 1.036292 -0.97901 -0.52403 -0.93318 -0.08152 -1.00941 -0.40745 -0.41932 -0.74414
37601 69046 BG244854 RIKEN cDNA 1810010A06 gene1810010A06Rik1.066198 1.018846 1.044305 1.169513 1.249978 1.058726 0.989952 0.88028 -0.35961 -0.89692 -0.92179 0.245265 0.511986 -0.86933 -1.00695 -0.02218
37602 80280 BF457863 CDK5 regulatory subunit associated protein 3Cdk5rap3 1.131476 1.03915 1.106989 1.090356 0.988659 1.116045 1.101915 1.11833 0.527726 -0.74414 0.255599 0.024599 -0.98588 0.364138 0.192505 0.392031
37603 56327 BE853272 ADP-ribosylation factor-like 2Arl2 1.078353 1.085484 1.133231 1.041385 0.996208 0.917951 1.047564 0.920783 0.428035 0.543115 0.927813 -0.38359 -1.00542 0.601176 -0.23857 0.550678
37604 67671 NM_023372RIKEN cDNA 0610025G13 gene0610025G13Rik0.976583 0.977152 0.961863 0.968275 0.888076 0.856343 0.874239 0.766475 -0.85456 -0.86202 -0.61272 -0.72514 0.722607 0.92433 0.835045 0.999655
37605 60455 BE947835 transmembrane protein 8 (five membrane-spanning domains)Tmem8 1.022628 1.091158 1.187306 1.287605 1.20253 1.364977 1.39195 1.347466 -0.83916 0.479453 0.984824 0.999863 0.992251 0.999997 0.999999 0.999993
37606 66404 BE996524 RIKEN cDNA 2410001C21 gene2410001C21Rik0.875628 0.987706 0.777898 0.78636 0.876323 1.568771 -0.74414 -0.75345 -0.72514 0.454135 -0.34758 0.672042 NA
37607 66537 AI850108 RIKEN cDNA 2510048O06 gene2510048O06Rik0.958946 1.019763 1.018806 0.992592 1.147832 1.149381 1.142618 1.322452 -0.7894 -0.95845 -1.00368 -1.01105 0.224376 0.255599 0.392031 0.978441
37608 53609 AF042799 splicing factor, arginine/serine-rich 16 (suppressor-of-white-apricot homolog, Drosophila)Sfrs16 1.055554 1.046619 1.030402 0.975861 0.982502 1.040666 0.781527 0.967443 -0.40745 -0.55786 -0.79806 -0.86933 -0.93318 -0.65504 0.997319 -0.75345
37609 11546 BF470353 ADP-ribosyltransferase (NAD+; poly(ADP-ribose) polymerase)-like 2Adprtl2 1.121084 0.792228 1.064647 0.913478 1.005597 0.884128 0.915725 0.850864 0.392031 0.978441 -0.45468 0.059195 -1.00695 -0.04581 -0.11749 0.572843
37610 69325 AV042063 RIKEN cDNA 1700012B09 gene1700012B09Rik1.011528 1.035941 0.997702 1.041111 1.030938 1.022666 0.995322 0.966386 -1.01187 -0.82316 -0.98588 -0.47802 -0.67561 -0.65504 -0.93318 -0.44294
37611 19183 BE949822 proteasome (prosome, macropain) 26S subunit, ATPase 3, interacting proteinPsmc3ip 1.015128 0.94144 0.962041 1.031788 0.876945 0.887569 1.070618 0.880909 -0.98588 -0.63407 -0.84694 -0.90339 0.115797 -0.10547 -0.54665 -0.10547
37612 229588 AI607534 similar to hypothetical protein FLJ20519na 0.982598 0.990042 1.00492 0.954179 1.053831 1.046271 1.007985 1.041666 -0.99471 -1.00174 -1.00941 -0.71546 -0.67561 -0.83124 -0.96725 -0.84694
37613 30945 AF120207 ring finger protein (C3HC4 type) 19Rnf19 1.003407 1.044583 1.171995 1.160852 1.069563 0.956867 1.058872 0.95107 -1.00941 -0.59102 0.88578 0.841851 -0.17788 -0.59102 -0.35961 -0.48961
37614 67427 AI006617 ribosomal protein S20 Rps20 0.979295 0.849688 0.821892 0.974442 1.09935 1.142804 1.111573 0.997316 -0.99197 0.296175 0.276041 -0.99471 -0.53538 -0.44294 -0.25072 -1.01033
37615 64833 NM_022816acyl-Coenzyme A thioesterase 3, mitochondrialAcate3 1.039142 1.037453 0.938384 1.016543 1.117578 0.819271 1.068412 0.980735 -0.84694 -0.9097 -0.7894 -0.98903 -0.28713 0.335498 -0.7347 -0.98903
37616 71667 AV002208 RIKEN cDNA 0610007L01 gene0610007L01Rik 0.949998 0.850626 0.939683 0.99737 1.075602 1.014678 1.0132 1.144901 -0.39554 0.91298 -0.19001 -1.01033 -0.15367 -0.97901 -0.96294 0.827999
37617 101631 AI594893 RIKEN cDNA D930023J19 geneD930023J19Rik0.938501 1.001299 1.021165 1.28142 1.070272 1.094906 1.193871 1.22683 -0.33553 -1.01157 -0.92179 0.99247 -0.26286 0.115797 0.900176 0.949737
37618 79263 NM_024468tripartite motif protein 39 Trim39 1.076043 1.074622 1.051984 0.989724 0.959631 0.946345 0.936954 0.954557 0.001298 -0.02218 -0.43115 -0.98255 -0.60191 -0.46638 -0.15367 -0.62344
37619 78795 BE983981 RIKEN cDNA 4930438O05 gene4930438O05Rik0.966013 1.115295 0.991054 0.978669 0.896067 0.915067 0.895544 1.022784 -0.83916 0.170913 -0.9996 -0.94384 0.03618 -0.28713 0.192505 -0.9386
37620 192232 AI429349 Hermansky-Pudlak syndrome 4 homolog (human)Hps4 1.013488 0.913362 0.833165 0.874732 0.956483 0.993327 0.871852 1.143184 -0.9097 -1.01105 0.860877 0.392031 -0.94384 -1.00695 0.364138 0.335498
37621 56691 NM_019964DnaJ (Hsp40) homolog, subfamily B, member 8Dnajb8 0.899636 0.940456 1.152766 1.178489 1.090357 1.477151 -0.52403 -0.96725 -0.7894 -0.95376 -1.00695 -0.50115 NA
37622 AK006876 1.020322 1.047562 1.058465 1.029537 1.098503 1.289991 1.118166 0.668304 -1.01187 -0.94889 -0.83916 -1.01187 -0.56899 0.192505 -0.56899 0.192505
37623 67338 BE692722 RIKEN cDNA 1700051E09 gene1700051E09Rik0.960338 1.031251 0.922728 1.195257 1.018428 0.93891 0.940762 1.308193 -0.78062 -0.87647 -0.41932 0.788951 -0.99471 -0.46638 -0.52403 0.977264
37624 67082 NM_025956RIKEN cDNA 1700011H14 gene1700011H14Rik 1.07394 1.037263 1.13359 1.090716 1.030226 1.010085 1.025715 1.175148 0.224376 -0.55786 0.880602 0.495895 -0.70566 -0.97528 -0.78062 0.977859
37625 54151 NM_019396cysteine and histidine rich 1Cyhr1 1.088295 1.032973 0.979429 1.03985 0.931895 1.013673 0.814315 0.96589 0.115797 -0.78062 -0.91583 -0.68573 -0.14159 -0.97136 0.977264 -0.75345
37626 BF449776 1.019214 0.90496 0.821493 0.788117 0.868833 0.800902 0.804488 1.050784 -0.95376 0.115797 0.904614 0.974731 0.594223 0.956691 0.949737 -0.63407
37627 66124 AI303470 RIKEN cDNA 1110007C05 gene1110007C05Rik1.008834 1.081533 1.132404 1.11331 1.13733 1.070788 1.140019 1.14889 -0.99726 -0.32345 0.479453 0.265858 0.527726 -0.32345 0.550678 0.62152
37628 28018 BF228309 DNA segment, Chr 7, Wayne State University 128, expressedD7Wsu128e 0.931584 0.996854 1.070372 1.004896 0.99885 0.944705 0.984743 1.043832 -0.58005 -1.00941 -0.275 -0.76264 0.479453 -0.29925 -0.94889 -0.22642
37629 19653 AA240897 RNA binding motif protein 4Rbm4 0.89769 0.839339 0.850176 0.858784 1.014914 1.11626 0.998221 1.240873 0.126945 0.666019 -0.03397 0.565542 -1.01033 -0.14159 -1.00368 0.900176
37630 AW610701 1.013529 1.00926 1.191696 0.996869 0.867253 1.562442 0.898848 0.992545 -0.96294 -0.98255 0.572843 -1.00174 0.234857 0.717306 -0.31136 -1.00542
37631 77945 BF319517 retinitis pigmentosa GTPase regulator interacting protein 1Rpgrip1 1.028575 1.11383 1.054205 1.072718 0.998993 1.008989 0.907211 1.124133 -0.85456 0.255599 -0.50115 -0.21428 -1.00828 -1.00368 0.10459 0.428035
37632 107951 AW763339 cyclin-dependent kinase 9 (CDC2-related kinase)Cdk9 0.962075 1.339309 0.839831 1.016856 0.723272 1.014117 1.211837 -0.99197 -0.12953 -0.10547 -0.95376 0.72783 -0.99726 -0.35961 NA
37633 12544 AF081536 cell division cycle 45 homolog (S. cerevisiae)-likeCdc45l 1.024852 1.030406 0.864656 1.220178 1.120072 0.955426 1.106925 1.155073 -0.93318 -0.7894 0.775929 -0.69575 -0.98903 -0.48961 -0.58005 -0.93318
37634 13191 BF226747 dynactin 1 Dctn1 0.944518 1.073334 1.02027 1.010163 0.929722 1.003058 0.966622 0.937911 -0.38359 -0.51262 -0.98903 -1.01105 -0.08152 -1.01105 -0.82316 -0.38359
37635 67184 AK002999 RIKEN cDNA 2700054G14 gene2700054G14Rik1.065154 0.910841 0.835497 0.995801 0.981432 0.971998 1.415314 1.116005 -0.59102 -0.55786 0.503984 -1.00174 -0.99197 -0.96294 0.976653 -0.12953
37636 94040 AW764235 calmin Clmn 1.011845 1.016981 0.812873 0.776894 0.92207 1.01364 1.025438 1.290268 -0.98255 -0.95376 0.964615 0.993847 -0.03397 -0.97528 -0.88345 0.994361
37637 56322 BF719767 translocase of inner mitochondrial membrane 22 homolog (yeast)Timm22 0.896448 1.097089 0.982013 1.064352 1.357333 0.985949 0.93045 1.146135 -0.31136 -0.44294 -0.98903 -0.63407 0.771448 -0.99726 -0.93318 -0.28713
37638 68969 AI326262 RIKEN cDNA 1500010M16 gene1500010M16Rik1.023433 0.955686 0.981823 1.007188 0.961011 1.008985 1.010041 0.98118 -0.81494 -0.35961 -0.88345 -0.99197 -0.48961 -0.98255 -0.97528 -0.87647
37639 58206 AK015881 RIKEN cDNA 4930524C15 gene4930524C15Rik0.874112 1.058359 0.745614 1.005021 0.85373 0.998084 1.043093 1.373357 0.306126 -0.66537 0.981644 -1.00941 0.527726 -1.01157 -0.80657 0.991064
37640 12429 AW537757 cyclin B1, related sequence 1Ccnb1-rs1
37641 56223 AI595110 fascin homolog 3, actin-bundling protein, testicular (Strongylocentrotus purpuratus)Fscn3 0.65055 0.876684 0.729934 1.103388 0.96994 0.646943 0.879962 0.82793 0.722607 -0.99471 -0.25072 -1.00941 -0.99726 0.10459 -0.43115 -0.25072
37642 BF384201 1.024664 1.044876 1.035849 0.887629 0.922835 0.838095 0.786668 0.839631 -0.80657 -0.43115 -0.61272 0.820705 0.354674 0.987135 0.999655 0.986024
37643 57436 NM_020590gamma-aminobutyric acid (GABA(A)) receptor-associated protein-like 1Gabarapl1 0.969377 0.958944 1.009374 0.993475 0.859969 0.871391 0.959327 0.940483 -1.01105 -0.92757 -0.97136 -1.00941 0.115797 0.001298 -0.99726 -0.74414
37644 67261 AK015504 RIKEN cDNA 2900005J15 gene2900005J15Rik 0.977427 0.972963 0.999588 1.002982 1.074888 1.078 1.013537 1.134308 -0.89027 -0.83124 -1.01187 -1.00542 -0.01042 -0.03397 -0.96725 0.419162
37645 68273 AK019640 RIKEN cDNA 4930467B06 gene4930467B06Rik0.806041 1.336659 1.609763 1.391001 1.188674 1.118129 1.749861 1.431855 0.666019 0.914968 0.99915 0.964615 0.37352 -0.22642 0.999925 0.981644
37646 170750 AW475958 X-prolyl aminopeptidase (aminopeptidase P) 1, solubleXpnpep1 0.976702 0.895184 0.951557 0.92573 0.962885 1.157475 0.948711 0.868134 -0.96725 -0.19001 -0.76264 -0.40745 -0.92757 0.37352 -0.9386 0.428035
37647 12816 AK007875 procollagen, type XII, alpha 1Col12a1 0.9684 1.162491 1.308688 1.173802 1.223838 1.03996 1.033808 1.157734 -0.84694 0.775929 0.996787 0.831552 0.955596 -0.77169 -0.79806 0.683841
37648 20091 AL118391 ribosomal protein S3a Rps3a 0.943056 1.006823 1.01888 1.140089 0.93196 0.971593 0.976259 1.092386 -0.04581 -0.99471 -0.88345 0.90888 0.213823 -0.71546 -0.79806 0.527726
37649 81910 NM_024281ribosome binding protein 1 Rrbp1 0.831307 0.589417 1.914947 1.346848 1.058189 0.981146 1.167868 -0.98588 -0.32345 0.797288 -0.03397 -0.79806 -0.97528 -0.33553 NA
37650 67487 AI848996 DEAH (Asp-Glu-Ala-His) box polypeptide 40Dhx40 1.010282 1.078107 1.094956 1.119497 1.118744 1.155896 1.098199 0.988863 -0.95845 0.527726 0.747959 0.91298 0.90888 0.986403 0.775929 -0.94889
37651 68988 AK005294 RIKEN cDNA 1500019O16 gene1500019O16Rik1.019205 0.973775 1.223575 1.131201 1.103817 1.076895 1.167798 1.059442 -0.89692 -0.7894 0.99527 0.820705 0.587183 0.181743 0.952159 -0.15367
37652 70456 AW046578 RIKEN cDNA 2610205H19 gene2610205H19Rik 0.99029 1.027779 1.166224 1.170166 1.132147 0.956324 1.138463 1.176172 -0.97901 -0.77169 0.949737 0.957762 0.831552 -0.44294 0.863853 0.966379
37653 67197 AI845977 RIKEN cDNA 2700088M22 gene2700088M22Rik0.957387 0.877545 0.79389 0.881475 0.826452 0.873229 0.975981 1.083003 -0.89027 -0.19001 0.793154 -0.23857 0.695316 -0.15367 -0.89692 -0.46638
37654 1509 X52886 cathepsin D (lysosomal aspartyl protease)CTSD 1.115594 1.540325 1.197537 1.147823 1.041932 1.132254 1.181721 1.291501 0.487718 1 0.941803 0.762271 -0.65504 0.436821 0.906768 0.997476
37655 58172 NM_021372hypothetical protein, MNCb-1504AB041541 0.88363 0.984458 1.056409 0.940443 0.858387 1.000683 1.113759 1.044203 0.757574 -1.00695 -0.16577 0.10459 0.816964 -1.01187 0.601176 -0.95376
37656 246154 AK004575 Slit-like 2 (Drosophila) Slitl2 1.013211 0.939477 0.920363 0.939659 0.789383 0.785912 0.825046 0.837669 -0.9386 0.115797 0.5199 0.115797 0.999896 0.999923 0.998024 0.994984
37657 14780 X53780 glutathione peroxidase 5 Gpx5 0.957585 0.93746 1.085969 0.965955 1.031386 0.904893 0.794373 1.248879 -0.67561 -0.35961 -0.04581 -0.7894 -0.89027 0.224376 0.981644 0.975387
37658 20301 AI844439 chemokine (C-C motif) ligand 27Ccl27 0.987458 0.986736 0.955999 1.046867 0.883071 1.006797 0.982474 0.917515 -0.92757 -0.91583 -0.16577 -0.14159 0.959833 -0.98588 -0.84694 0.711927
37659 226122 AW047938 cDNA sequence BC016129BC016129 0.953889 0.902269 0.701791 0.798102 0.793064 0.889437 0.906011 0.898347 0.024599 0.922533 1 0.999995 0.999997 0.968063 0.902417 0.848421
37660 54388 NM_018792histone H1-like protein in spermatids 1Hils1 1.163363 1.13321 0.985286 0.660444 1.214008 0.354674 -0.95845 -0.97136 0.192505 -0.21428 NA NA
37661 AK018134 0.931306 0.986142 0.987797 1.08238 0.948172 0.942363 1.076447 1.021569 0.558154 -0.89692 -0.92179 0.689619 0.149056 0.306126 0.601176 -0.74414
37662 76382 AK005884 RIKEN cDNA 1700012A03 gene1700012A03Rik1.017755 1.087313 1.097412 1.077568 0.974447 0.914623 0.83064 0.902229 -0.85456 -0.16577 0.047712 0.03618 -0.96725 -0.71546 0.88578 -0.14159
37663 50523 NM_015771large tumor suppressor 2 Lats2 0.986253 0.898146 1.086467 1.030829 0.983521 0.788659 0.947056 0.810129 -0.96294 0.535464 0.170913 -0.78062 -0.9386 0.996787 -0.37162 0.988806
37664 52662 BB279712 DNA segment, Chr 18, ERATO Doi 653, expressedD18Ertd653e 0.921742 0.866096 0.987173 0.980826 0.964914 0.985653 0.961638 0.929234 0.149056 0.848421 -0.96725 -0.86202 -0.70566 -0.94889 -0.62344 -0.02218
37665 AI846080 0.992057 1.136847 0.953812 0.888033 0.926017 0.998945 0.897093 0.914127 -1.00828 0.03618 -0.77169 -0.21428 -0.63407 -1.00941 -0.23857 -0.58005
37666 68209 BF237028 RIKEN cDNA 1500026D16 gene1500026D16Rik0.952164 0.96061 1.110706 1.098111 0.918774 1.160569 1.030954 1.072312 -0.58005 -0.81494 0.213823 0.255599 -0.20214 0.224376 -0.83124 -0.40745
37667 242253 BG085308 hypothetical protein 4931433A134931433A13 1.520558 0.706319 1.020248 1.459405 0.755815 1.200378 0.960833 0.047712 0.977264 -0.09348 0.614825 0.988163 NA
37668 69380 BF319387 RIKEN cDNA 1700013G24 gene1700013G24Rik0.987978 1.217704 1.006493 1.047333 1.05893 0.928725 0.947762 1.122306 -0.97528 0.296175 -1.00542 -0.95376 -0.98255 -0.90339 -0.86933 -0.53538
37669 AA174572 ESTs, Highly sim0.965774 1.02894 1.021878 1.134709 0.952159 1.134796 1.004104 1.049584 -0.74414 -0.83124 -0.84694 0.831552 -0.48961 0.62152 -1.00695 -0.38359
37670 73225 BE199117 RIKEN cDNA 3110048E14 gene3110048E14Rik0.956637 1.066645 1.287181 1.247393 1.008217 0.901631 1.006682 1.179441 -0.81494 -0.44294 0.980629 0.98261 -0.94384 -0.59102 -1.00542 0.059195
37671 27660 BF158919 RIKEN cDNA 1700088E04 gene1700088E04Rik0.994591 0.98656 1.005196 1.039732 0.985651 1.003164 1.018565 1.051487 -1.00368 -0.96294 -1.00368 -0.63407 -0.96294 -1.00941 -0.92179 -0.43115
37672 72999 AW047200 insulin induced gene 2 Insig2 0.998734 0.974996 0.842878 0.895493 0.838601 0.925344 0.850259 0.886436 -1.01105 -0.7347 0.994681 0.857847 0.996268 0.471101 0.991064 0.91095
37673 12469 AI194862 chaperonin subunit 8 (theta)Cct8 1.028048 1.127434 1.167576 1.283541 1.040443 1.120972 1.102188 1.180477 -0.74414 0.732976 0.920699 0.99887 -0.58005 0.572843 0.335498 0.922533
37674 66853 AA543248 RIKEN cDNA 0610039C21 gene0610039C21Rik0.958693 1.024718 1.052669 0.998284 0.957571 0.971855 1.021721 1.140897 -0.56899 -0.85456 -0.39554 -1.01105 -0.54665 -0.79806 -0.88345 0.801355
37675 66501 NM_025601RIKEN cDNA 1700029H14 gene1700029H14Rik0.969035 1.064946 1.09297 1.189101 1.194559 0.99976 1.074879 1.059309 -0.59102 0.203199 0.672042 0.996268 0.997236 -1.01187 0.40116 0.082002
37676 66338 NM_025496RIKEN cDNA 1700019I23 gene1700019I23Rik 0.983875 1.058435 1.100172 1.063135 1.042519 0.943002 1.149627 1.170774 -0.9386 -0.29925 0.410204 -0.20214 -0.58005 -0.50115 0.838478 0.906768
37677 29810 AA711339 Bcl2-associated athanogene 3Bag3 0.988075 1.160242 1.302478 1.148994 1.213188 1.000402 1.194616 1.168627 -0.95845 0.883215 0.99993 0.869644 0.969669 -1.00695 0.988489 0.90888
37678 30954 AW047375 Cd27 binding protein (Hindu God of destruction)Siva
37679 100725 AK018690 0.984061 0.957392 0.745777 0.853104 0.839045 0.975561 1.022109 1.039483 -0.9386 -0.52403 0.999933 0.937433 0.969669 -0.83916 -0.87647 -0.61272
37680 66191 NM_025409RIKEN cDNA 1110057H19 gene1110057H19Rik1.012949 1.118204 1.028019 1.037448 1.089634 1.090011 1.099292 1.155953 -0.97528 0.503984 -0.74414 -0.72514 0.126945 0.138032 0.265858 0.801355
37681 68922 BB116523 dynein, axonemal, intermediate chain 1Dnaic1 0.935181 0.861818 0.883301 1.043685 0.958688 0.868687 1.036808 0.852998 -0.34758 0.700932 0.471101 -0.70566 -0.71546 0.634656 -0.7894 0.771448
37682 56428 AV117611 mitochondrial carrier homolog 2 (C. elegans)Mtch2 0.998631 0.989367 0.995717 0.988928 0.973364 0.923817 0.969249 1.107675 -1.01157 -0.97528 -1.00542 -0.97136 -0.78062 0.265858 -0.71546 0.62152
37683 67690 NM_026317RIKEN cDNA 1700016G05 gene1700016G05Rik1.040237 0.956734 0.919288 0.886589 0.880345 0.834813 1.029145 0.951508 -0.48961 -0.37162 0.479453 0.863853 0.900176 0.993289 -0.71546 -0.25072
37684 75560 AK006168 E1A binding protein p400 Ep400 0.976225 0.977718 0.954938 0.801992 0.806505 1.051055 0.975522 1.087881 -0.82316 -0.84694 -0.40745 0.998456 0.997899 -0.32345 -0.81494 0.382817
37685 AK011086 0.914497 1.147408 1.0308 0.925068 1.02023 0.904194 0.722313 1.118499 -0.11749 0.296175 -0.87647 -0.22642 -0.95376 -0.17788 0.983972 -0.28713
37686 AK005853 0.981599 0.874959 0.924104 0.947799 0.891076 0.953046 1.131953 1.036309 -0.9386 0.666019 -0.05768 -0.48961 0.479453 -0.58005 0.572843 -0.76264
37687 66042 NM_025312sclerostin domain containing 1Sostdc1 1.070723 1.378495 1.161575 1.146345 0.994306 1.058711 1.067975 1.097051 0.419162 1 0.991558 0.980629 -0.99471 0.160017 0.364138 0.78468
37688 21959 AK005689 transition protein 2 Tnp2 0.997648 0.973247 1.001634 1.160391 1.003344 1.105276 1.177484 1.135254 -1.00828 -0.63407 -1.01033 0.992251 -1.00542 0.860877 0.997236 0.968875
37689 72567 BG078762 RIKEN cDNA 2610102K23 gene2610102K23Rik0.969215 0.934397 1.095683 1.074251 1.045715 0.87459 1.104416 1.013329 -0.89027 -0.53538 -0.31136 -0.48961 -0.78062 0.126945 -0.20214 -1.00695
37690 AK004895 1.02049 1.015706 0.938958 0.990811 0.928332 0.978358 1.051625 1.110803 -0.80657 -0.88345 0.286147 -0.96725 0.5199 -0.77169 -0.03397 0.875225
37691 243846 AW539067 RIKEN cDNA 2600011L02 gene2600011L02Rik 0.910904 0.908171 0.993225 0.94853 0.902651 0.906423 0.932368 0.983702 0.78468 0.81316 -0.98588 0.03618 0.860877 0.827999 0.436821 -0.86933
37692 67344 NM_026100RIKEN cDNA 1700055O19 gene1700055O19Rik0.989998 1.066486 1.063471 1.073282 1.002742 0.972029 1.072506 0.90414 -0.9097 0.738046 0.689619 0.824383 -1.00368 -0.33553 0.816964 0.98261
37693 80384 AK016434 RIKEN cDNA 4931421K24 gene4931421K24Rik 0.92263 0.936236 1.018228 1.004412 0.942524 0.959121 0.981716 0.999045 0.126945 -0.15367 -0.92757 -1.00695 -0.275 -0.60191 -0.92757 -1.01157
37694 15525 NM_008300heat shock protein 4 Hspa4 0.983778 0.977958 1.037353 1.078927 1.096738 0.879276 0.995769 1.118789 -0.90339 -0.82316 -0.53538 0.354674 0.62152 0.91298 -1.00542 0.820705
37695 52894 NM_021440 0.946667 1.071497 0.914755 0.746307 0.799322 0.714599 0.768786 0.716137 -0.59102 -0.38359 -0.08152 0.995129 0.950962 0.999065 0.986024 0.999004
37696 30839 AA986315 F-box and WD-40 domain protein 5Fbxw5 0.952597 0.888775 0.92372 1.004956 0.954735 0.869086 1.03471 1.058154 -0.12953 0.918828 0.550678 -0.9996 -0.19001 0.976028 -0.51262 0.070625
37697 76867 AK015167 RIKEN cDNA 4930418P06 gene4930418P06Rik 0.92026 0.904506 1.09749 0.934309 0.970629 0.964999 0.953904 1.175329 0.138032 0.203199 0.306126 -0.12953 -0.79806 -0.71546 -0.52403 0.80929
37698 56278 AI503980 RIKEN cDNA 4933400B15 gene4933400B15Rik1.099922 1.474301 1.713779 1.679261 1.557281 1.38263 1.196632 1.203255 0.580056 1 1 1 1 0.999998 0.988489 0.991558
37699 69071 AK007497 RIKEN cDNA 1810014L12 gene1810014L12Rik 1.025682 0.920817 0.96487 0.979744 0.945382 1.027568 0.914222 1.035273 -0.83916 0.224376 -0.67561 -0.89692 -0.28713 -0.81494 0.345127 -0.69575
37700 192292 BE554523 nuclear receptor binding proteinNrbp 0.976372 0.965602 0.909755 0.945265 0.900937 1.018381 0.967558 0.858057 -0.52403 -0.10547 0.965507 0.558154 0.984403 -0.70566 -0.19001 0.999849
37701 13626 AI324984 embryonic ectoderm developmentEed 0.959053 0.927358 0.923098 1.049659 0.959755 1.004923 1.034556 0.935557 -0.28713 0.511986 0.594223 -0.10547 -0.31136 -0.9996 -0.50115 0.345127
37702 68581 AK003676 RIKEN cDNA 1110014C03 gene1110014C03Rik0.948362 0.925469 1.046176 1.028676 0.931135 0.955873 0.955632 1.08945 -0.6446 -0.29925 -0.74414 -0.89692 -0.53538 -0.65504 -0.70566 -0.35961
37703 268420 BG073922 expressed sequence AW050020AW050020 0.906213 0.988349 0.886261 0.872496 0.799965 0.933183 0.806899 1.04173 0.683841 -0.95845 0.869644 0.935913 0.999522 0.203199 0.999176 -0.44294
37704 29812 NM_013865N-myc downstream regulated 3Ndr3 0.957681 0.938755 0.994137 0.991623 0.967652 1.127818 1.132508 1.058677 -0.37162 0.10459 -0.99726 -0.98255 -0.61272 0.880602 0.902417 -0.03397
37705 AV208306 0.956687 0.973107 0.9684 0.974 0.926326 1.02245 0.987246 0.881443 -0.14159 -0.61272 -0.48961 -0.6446 0.62152 -0.74414 -0.91583 0.972664
37706 24058 NM_023059expressed sequence AI256711AI256711 0.86723 1.000048 0.961685 1.14191 0.959529 0.862626 0.905909 1.022439 0.854761 -1.01198 -0.63407 0.797288 -0.59102 0.877939 0.445522 -0.88345
37707 231798 AI553451 RIKEN cDNA 2810008P14 gene2810008P14Rik0.996384 0.976801 0.925957 1.103713 0.936405 1.03315 1.088764 0.988825 -1.00368 -0.66537 0.722607 0.916918 0.535464 -0.39554 0.820705 -0.92757
37708 67684 BF318516 RIKEN cDNA 3300001P08 gene3300001P08Rik0.980776 0.906269 1.103299 1.080831 1.068455 1.150191 1.096707 1.111545 -0.7894 0.877939 0.877939 0.666019 0.454135 0.990807 0.831552 0.918828
37709 12931 NM_018827cytokine receptor-like factor 1Crlf1 0.998825 1.065579 0.892593 0.973428 1.012402 1.102027 1.028892 1.010517 -1.01105 0.641096 0.988489 -0.46638 -0.88345 0.957762 -0.40745 -0.91583
37710 103268 AK010530 RIKEN cDNA 2410017P07 gene2410017P07Rik 1.02111 0.969188 0.961801 0.966533 0.888251 0.98752 0.937081 0.968037 -0.77169 -0.50115 -0.28713 -0.43115 0.957762 -0.92179 0.410204 -0.47802
37711 30055 BG077964 translocase of inner mitochondrial membrane 9 homolog (yeast)Timm9 0.996676 1.031235 1.040161 1.085646 1.02266 1.110391 1.244738 1.183204 -1.00174 -0.34758 -0.04581 0.866775 -0.62344 0.971942 0.999999 0.999892
37712 26891 BF011289 COP9 (constitutive photomorphogenic) homolog, subunit 4 (Arabidopsis thaliana)Cops4 1.025713 0.875202 1.032779 1.0193 1.033284 0.96868 1.014537 1.023545 -0.69575 0.974058 -0.52403 -0.82316 -0.51262 -0.53538 -0.90339 -0.74414
37713 0.963213 0.933446 1.019394 1.0221 0.921685 0.922606 0.948116 0.971962 -0.32345 0.503984 -0.79806 -0.74414 0.706469 0.695316 0.138032 -0.58005
37714 192170 BE951544 DEAD (Asp-Glu-Ala-Asp) box polypeptide 48Ddx48 1.004182 0.92969 0.866738 0.919688 0.870988 0.997421 0.876124 0.933836 -1.00542 0.160017 0.920699 0.364138 0.902417 -1.00941 0.875225 0.070625
37715 110962 BE987279 DNA segment, Chr 10, Wayne State University 93, expressedD10Wsu93e 0.960995 0.836611 0.741889 1.003609 0.73686 0.864191 0.94354 0.792449 -0.7347 0.757574 0.992026 -1.00941 0.998024 0.5199 -0.40745 0.972664
37716 66645 NM_025682paraspeckle protein 1 Pspc1 1.006406 0.88955 0.960462 0.987726 0.961211 1.107121 1.029604 0.985713 -1.00174 0.580056 -0.66537 -0.97528 -0.67561 0.392031 -0.82316 -0.96294
37717 67851 NM_026411RIKEN cDNA 1700021F05 gene1700021F05Rik
37718 233870 BE951285 RIKEN cDNA 2300002G02 gene2300002G02Rik0.941912 1.115558 1.097463 1.193223 1.134411 1.174361 1.355679 1.228682 0.115797 0.854761 0.711927 0.996588 0.935913 0.990807 1 0.999522
37719 21454 BF682285 t-complex protein 1 Tcp1 0.967135 0.969158 0.895255 0.939793 0.861219 0.922134 0.963201 0.98859 -0.41932 -0.47802 0.944563 0.382817 0.996039 0.72783 -0.29925 -0.92757
37720 AA498729 1.088734 0.871637 0.828589 0.988132 1.018295 0.919352 0.78196 0.89844 -0.15367 0.345127 0.851619 -0.98903 -0.96294 -0.32345 0.926089 0.160017
37721 AF116823 0.902322 0.982512 1.057631 1.026426 0.950122 1.008041 1.134108 1.075535 0.587183 -0.91583 -0.25072 -0.81494 -0.34758 -0.99197 0.805356 0.10459
37722 20557 NM_011409schlafen 3 Slfn3 0.959491 1.046606 0.989716 0.93572 0.977205 0.969635 0.996879 1.064925 -0.22642 -0.09348 -0.94889 0.436821 -0.72514 -0.52403 -1.00542 0.354674
37723 73960 AK015312 0.951712 1.023417 0.958055 0.947029 0.970956 1.047749 1.116085 1.177172 -0.16577 -0.78062 -0.33553 -0.03397 -0.65504 -0.23857 0.848421 0.991064
37724 73287 AK006661 RIKEN cDNA 1700040L02 gene1700040L02Rik 0.905102 0.976957 1.068204 0.968839 1.043687 0.88464 0.931446 0.963767 0.854761 -0.72514 0.382817 -0.52403 -0.21428 0.958809 0.487718 -0.38359
37725 68149 AI508509 RIKEN cDNA 4930586I02 gene4930586I02Rik 0.891757 0.987676 0.995131 1.020806 0.888475 0.885373 1.068592 0.978777 0.888296 -0.9386 -1.00174 -0.82316 0.906768 0.920699 0.265858 -0.80657
37726 18693 AI385692 protein kinase C, alpha binding proteinPrkcabp 0.963215 1.159049 1.006952 1.057907 0.950713 0.948873 0.835155 0.820621 -0.63407 0.906768 -0.99726 -0.25072 -0.37162 -0.33553 0.976653 0.989709
37727 77945 NM_023879retinitis pigmentosa GTPase regulator interacting protein 1Rpgrip1 0.985849 1.049565 1.005098 1.01279 0.954691 0.963017 1.021452 1.018842 -0.9097 -0.11749 -0.9996 -0.93318 -0.17788 -0.40745 -0.79806 -0.83916
37728 29869 BG246785 Unc-51 like kinase 2 (C. elegans)Ulk2 1.026329 1.119742 1.067196 1.068196 1.183081 1.224927 1.30606 1.207805 -0.76264 0.816964 0.115797 0.126945 0.986774 0.998198 0.999971 0.995797
37729 71986 AI449652 DEAD (Asp-Glu-Ala-Asp) box polypeptide 28Ddx28 1.00661 0.949178 0.8928 1.004198 0.933818 0.928562 1.193306 1.080703 -0.99197 -0.03397 0.897891 -1.00368 0.345127 0.462662 0.997552 0.5199
37730 66867 AI595922 high mobility group 20A Hmg20a 1.030259 1.875963 1.063996 0.750275 1.186103 0.929022 -0.83916 0.732976 -0.96725 0.700932 -0.96294 -0.51262 NA
37731 AI448530 1.043485 1.098636 1.127531 0.984095 0.948739 0.952483 1.006179 1.045484 0.059195 0.938921 0.991558 -0.80657 0.364138 0.245265 -0.97901 0.115797
37732 20196 AW542372 S100 calcium binding protein A13S100a13 0.955072 0.979432 0.81131 0.767807 0.774651 0.863009 0.999905 0.949252 -0.19001 -0.80657 0.999782 0.999997 0.999994 0.985634 -1.01198 -0.02218
37733 17758 AU043114 microtubule-associated protein 4Mtap4 0.950351 0.898135 0.949406 0.923445 0.832835 0.717898 1.000004 0.791385 -0.55786 0.126945 -0.54665 -0.08152 0.91095 0.998679 -1.01198 0.985234
37734 52637 AA144721 DNA segment, Chr 10, ERATO Doi 214, expressedD10Ertd214e 0.97044 0.971106 0.950496 1.016288 0.9506 0.890943 1.023864 1.253377 -0.7347 -0.74414 -0.31136 -0.92757 -0.31136 0.766896 -0.83124 0.998759
37735 76055 AV258910 meningioma expressed antigen 5 (hyaluronidase)Mgea5 0.923439 0.904592 1.108606 1.014505 0.952251 0.96499 1.043352 0.988811 0.775929 0.931155 0.943198 -0.86933 0.138032 -0.275 -0.05768 -0.92179
37736 20740 AI429504 spectrin alpha 2 Spna2
37737 278304 AI835054 hypothetical protein A930006D11A930006D11 0.972175 0.944621 0.987241 0.947023 0.931353 1.000202 0.977694 0.987447 -0.65504 0.082002 -0.93318 0.024599 0.410204 -1.01198 -0.77169 -0.93318
37738 56626 BE949923 polymerase (DNA directed), lambdaPoll 1.04503 1.014824 1.004709 0.907476 0.845766 0.821987 0.781093 0.756419 -0.20214 -0.89692 -0.9996 0.820705 0.997319 0.999666 0.999994 1
37739 18300 AA512284 oncoprotein induced transcript 1Oit1 0.931974 0.837289 1.169973 1.080788 0.98879 0.996289 1.029016 0.958984 -0.25072 0.88578 0.793154 -0.12953 -0.94384 -1.00941 -0.86202 -0.69575
37740 239085 BE945075 similar to RIKEN cDNA 2700094L05na 0.990256 1.07769 0.899926 0.801646 0.82785 0.724282 0.83297 0.844965 -0.97528 0.296175 0.74304 0.99932 0.995407 0.999999 0.99348 0.985634
37741 20021 AA959527 polymerase (RNA) II (DNA directed) polypeptide CPolr2c 1.049222 0.92989 1.061708 1.066543 0.971643 0.911983 0.938305 0.972421 -0.32345 0.224376 -0.05768 0.047712 -0.61272 0.558154 0.03618 -0.74414
37742 11637 AI854898 adenylate kinase 2 Ak2 0.899292 0.956416 1.147759 1.135425 1.000695 1.0274 0.993629 1.135033 0.527726 -0.54665 0.816964 0.738046 -1.01187 -0.83124 -1.00174 0.738046
37743 54399 BG083424 blocked early in transport 1 homolog (S. cerevisiae)-likeBet1l 1.01731 1.094606 0.950344 0.915497 0.888058 0.810783 0.881277 0.928493 -0.81494 0.869644 0.181743 0.851619 0.978441 0.999989 0.987486 0.689619
37744 23942 AW550797 metastais-associated gene family, member 2Mta2 0.978629 1.087569 1.325731 1.188202 1.126349 0.662216 0.933076 0.694164 -1.00941 -0.58005 0.888296 0.265858 -0.275 0.315996 -0.86933 0.115797
37745 67933 AK007317 RIKEN cDNA 1700129L13 gene1700129L13Rik 0.997334 1.07122 0.913578 0.985564 0.878487 0.953557 1.028884 1.030699 -1.00941 0.149056 0.535464 -0.93318 0.890765 -0.08152 -0.7347 -0.9386
37746 69993 AA249970 RIKEN cDNA 1700026N20 gene1700026N20Rik1.023701 0.924837 0.793009 0.740695 0.699566 0.740137 0.730911 0.877785 -0.83124 0.276041 0.999227 0.999988 1 0.999989 0.999995 0.87246
37747 54194 BE945956 neighbor of A-kinase anchoring protein 95Nakap95 1.030472 0.891533 0.993854 0.939862 0.930973 0.942224 0.963832 0.985663 -0.67561 0.838478 -0.99726 0.059195 0.265858 0.001298 -0.53538 -0.92757
37748 68149 NM_026580RIKEN cDNA 4930586I02 gene4930586I02Rik 0.999969 1.006962 1.010519 1.07466 0.9783 0.908236 1.10281 1.048881 -1.01198 -0.99197 -0.96725 0.265858 -0.83124 0.659913 0.677982 -0.28713
37749 13808 NM_007933enolase 3, beta muscle Eno3 0.929233 0.911223 0.923126 0.956312 0.922279 0.90766 0.9335 1.007988 0.445522 0.738046 0.565542 -0.23857 0.580056 0.80929 0.354674 -0.98255
37750 22146 AK013029 tubulin, alpha 6 Tuba6 0.882031 0.844842 1.145022 0.834044 0.832158 0.831164 1.18573 1.021521 -0.14159 0.265858 -0.04581 0.37352 0.392031 0.40116 0.286147 -0.97901
37751 11958 AW990417 ATP synthase, H+ transporting, mitochondrial F1F0 complex, subunit eAtp5k 0.96477 0.930763 0.989773 0.965005 0.940044 0.983195 0.928405 1.032683 -0.08152 0.816964 -0.9097 -0.09348 0.672042 -0.74414 0.845165 -0.21428
37752 225887 BE985556 NADH dehydrogenase (ubiquinone) Fe-S protein 8Ndufs8 1.02709 0.896448 0.936884 1.121387 0.907164 1.125208 1.144964 1.13049 -0.40745 0.990807 0.74304 0.994361 0.974731 0.995797 0.999227 0.997319
37753 66622 W70991 RIKEN cDNA 5730410I19 gene5730410I19Rik 0.939841 1.057978 1.075463 1.119983 1.099948 1.026919 1.212805 1.328067 0.181743 0.40116 0.722607 0.979562 0.927813 -0.52403 0.99998 1
37754 214048 BF319772 RIKEN cDNA 1700108L22 gene1700108L22Rik 0.976066 0.89306 0.824878 0.88375 0.850664 0.854841 0.891986 1.030766 -0.89027 0.479453 0.950962 0.594223 0.860877 0.838478 0.487718 -0.82316
37755 67320 AK006688 RIKEN cDNA 1700042N06 gene1700042N06Rik0.939052 0.907641 0.853581 0.827681 0.732188 0.935548 0.979029 0.963727 -0.28713 0.296175 0.863853 0.904614 0.999507 -0.25072 -0.90339 -0.72514
37756 66069 BG083887 RNA, U transporter 1 Rnut1 1.029871 0.782377 1.120329 1.050828 0.86838 0.793005 1.185214 1.035469 -0.92757 0.857847 -0.01042 -0.69575 0.224376 0.827999 0.276041 -0.70566
37757 83703 BG147895 debranching enzyme (S. Cerevisae) homolog 1Dbr1 0.89313 0.997661 0.853099 1.114832 0.872941 0.956799 0.99002 1.072443 0.634656 -1.01033 0.860877 0.587183 0.824383 -0.53538 -0.98255 -0.03397
37758 67645 NM_026290RIKEN cDNA 4930511I11 gene4930511I11Rik 0.965355 0.895255 0.974144 1.008642 0.877044 0.991885 1.027531 1.042775 -0.29925 0.961811 -0.58005 -0.95845 0.991064 -0.96725 -0.55786 -0.09348
37759 67382 NM_023336bromodomain containing 3 Brd3 1.03245 1.043123 1.039479 0.985546 0.913111 1.050094 1.061474 1.141189 -0.48961 -0.19001 -0.28713 -0.89027 0.80929 0.001298 0.296175 0.98261
37760 58991 AK008860 RIKEN cDNA 2210006E23 gene2210006E23Rik0.883438 0.986141 1.036941 0.799042 0.913264 0.827537 0.904766 1.222472 0.722607 -0.95845 -0.68573 0.994984 0.315996 0.975387 0.454135 0.985234
37761 68611 BE954053 mitochondrial ribosomal protein L28Mrpl28 0.814403 0.947949 1.029846 1.127768 0.97127 0.718296 0.98095 0.997372 0.914968 -0.60191 -0.87647 0.354674 -0.87647 0.996974 -0.95376 -1.01105
37762 66445 BF538315 cytochrome c-1 Cyc1 1.064553 0.997543 0.90848 0.962947 0.995698 1.085266 1.003183 0.962865 0.335498 -1.00828 0.841851 -0.33553 -1.00174 0.689619 -1.00542 -0.33553
37763 79043 AA117292 T-complex expressed gene 1Tce1 0.966125 1.071074 0.844985 1.053415 1.060493 0.856424 1.05032 0.930528 -0.83916 -0.40745 0.766896 -0.58005 -0.54665 0.747959 -0.62344 -0.26286
37764 76055 AF132214 meningioma expressed antigen 5 (hyaluronidase)Mgea5 0.853027 0.86696 0.775184 0.879079 0.771976 0.887524 0.951612 0.956009 0.992251 0.979008 0.999991 0.954476 0.999994 0.92433 -0.10547 -0.22642
37765 69731 AA036422 gem (nuclear organelle) associated protein 7Gemin7 0.962278 0.974248 1.040171 1.029256 1.014153 1.115926 1.139 1.05595 -0.275 -0.62344 -0.23857 -0.54665 -0.89027 0.940377 0.983972 0.192505
37766 70479 AI122325 RIKEN cDNA 5730407K14 gene5730407K14Rik0.787719 0.843042 0.758438 0.883653 0.977864 0.951974 0.869093 0.953945 0.995407 0.92433 0.999227 0.659913 -0.89692 -0.50115 0.793154 -0.54665
37767 59049 NM_021551solute carrier family 22 (organic cation transporter), member 17Slc22a17 1.058228 0.931561 1.17188 1.173076 1.045042 1.11926 1.157723 1.103861 0.059195 0.382817 0.991314 0.991795 -0.26286 0.888296 0.981644 0.788951
37768 13732 AW912730 epithelial membrane protein 3Emp3 1.04234 0.908758 0.87591 0.952038 0.912979 0.93404 0.899933 1.032294 -0.28713 0.797288 0.970445 -0.08152 0.747959 0.382817 0.87246 -0.54665
37769 66310 BG518675 RIKEN cDNA 2810410M20 gene2810410M20Rik0.994915 1.013381 0.930405 0.945531 0.900244 0.905835 0.942097 0.960744 -0.99471 -0.89692 0.628131 0.286147 0.937433 0.90888 0.37352 -0.17788
37770 67711 BE989007 RIKEN cDNA 2510027N19 gene2510027N19Rik0.987434 0.942598 1.075709 1.059957 1.027162 0.97574 0.932723 1.001637 -0.92179 0.245265 0.543115 0.224376 -0.63407 -0.69575 0.479453 -1.01033
37771 NM_021496 0.917682 0.894258 1.015062 0.983198 0.906294 1.024599 0.988884 0.961573 0.78468 0.948486 -0.87647 -0.83916 0.888296 -0.66537 -0.93318 -0.23857
37772 76380 AK005611 RIKEN cDNA 1700001M19 gene1700001M19Rik1.075711 1.230245 0.947383 1.017408 0.866944 0.896758 0.926277 1.130389 0.535464 0.999906 0.10459 -0.84694 0.989115 0.914968 0.558154 0.960833
37773 67126 BG088873 ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunitAtp5e 1.051268 0.96031 0.896588 0.838022 0.814446 0.820355 0.796819 0.724189 -0.03397 -0.28713 0.904614 0.998679 0.999844 0.999726 0.999972 1
37774 AV012611 0.933805 0.971253 1.036153 1.08396 0.921992 0.936122 1.050876 0.999985 -0.16577 -0.82316 -0.7347 0.047712 0.059195 -0.37162 -0.51262 -1.01198
37775 11946 AI037022 ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit, isoform 1Atp5a1 0.876471 0.750526 0.959993 1.075796 0.781074 0.941952 1.161819 0.918524 0.816964 0.999717 -0.58005 0.059195 0.998939 -0.35961 0.904614 0.276041
37776 69329 AK005650 RIKEN cDNA 1700003M02 gene1700003M02Rik1.001478 1.197233 1.07687 1.115848 1.172478 1.006037 1.022969 1.05847 -1.01033 0.999382 0.580056 0.926089 0.997064 -0.99197 -0.72514 0.203199
37777 67752 AK005821 RIKEN cDNA 4930579J09 gene4930579J09Rik 0.89517 0.869727 0.90488 0.774056 1.288137 1.122688 0.858002 0.462292 -0.77169 -0.39554 -0.80657 -0.62344 -0.63407 -0.72514 -0.50115 0.974058
37778 107734 AW555360 mitochondrial ribosomal protein L30Mrpl30 0.946345 1.096205 0.933351 1.186452 1.113607 1.074296 0.911945 1.006894 -0.50115 -0.41932 -0.29925 0.689619 -0.84694 -0.62344 0.070625 -1.01157
37779 215707 BE457099 DNA segment, Chr 5, Brigham & Women's Genetics 0834 expressedD5Bwg0834e 1.016824 1.130915 1.120957 1.069049 1.066971 0.98674 0.882332 0.872235 -0.92757 0.788951 0.717306 -0.01042 -0.05768 -0.95845 0.805356 0.87246
37780 U49257 1.031029 0.983545 1.037948 1.030767 1.160967 0.928039 1.088985 1.126698 -0.77169 -0.9386 -0.66537 -0.79806 0.890765 -0.25072 0.047712 0.695316
37781 56320 AW550627 drebrin 1 Dbn1 0.883906 0.960674 0.96351 0.959961 1.104653 0.858071 1.013311 1.063948 0.653725 -0.66537 -0.70566 -0.6446 0.364138 0.857847 -0.97136 -0.275
37782 72140 AI850992 RIKEN cDNA 2610507L03 gene2610507L03Rik 1.00087 0.975 1.142519 0.977932 1.083868 1.056025 1.085934 1.281258 -1.01187 -0.92757 0.37352 -0.94384 -0.31136 -0.65504 -0.28713 0.914968
37783 26932 BG148607 protein phosphatase 2, regulatory subunit B (B56), epsilon isoformPpp2r5e 1.00465 0.896812 0.902666 0.978212 0.934619 0.863545 0.90059 0.971712 -1.01105 -0.70566 -0.58005 -0.99197 -0.6446 0.070625 -0.91583 -0.6446
37784 69076 BE950329 RIKEN cDNA 1810015M01 gene1810015M01Rik1.042864 1.144977 1.185508 1.178235 1.050773 0.992247 1.06016 1.054787 -0.11749 0.992026 0.999474 0.999122 0.10459 -0.97136 0.345127 0.213823
37785 60441 NM_024177mitochondrial ribosomal protein L38Mrpl38 1.002098 1.380686 1.00366 0.889354 1.003564 0.994962 1.125582 1.086843 -1.00941 1 -1.00542 0.931155 -1.00542 -0.9996 0.935913 0.653725
37786 68183 NM_026602breast carcinoma amplified sequence 2Bcas2 1.07422 1.251965 0.917542 1.012811 0.899873 0.983 0.921844 0.916072 0.10459 0.998198 0.364138 -0.95845 0.689619 -0.78062 0.286147 0.392031
37787 69115 AK007572 RIKEN cDNA 1810021D01 gene1810021D01Rik0.914445 1.23078 0.984347 0.895187 0.834938 0.849462 0.933644 0.850112 0.115797 0.954476 -0.98588 0.428035 0.918828 0.857847 -0.22642 0.854761
37788 217039 BE993658 zinc finger protein 403 Zfp403 0.947994 1.062179 0.980961 1.137026 1.033796 1.067468 1.082912 1.131686 0.160017 0.335498 -0.7894 0.981644 -0.43115 0.454135 0.700932 0.974731
37789 98932 AI327153 myosin, light polypeptide 9, regulatoryMyl9 1.117456 0.977052 0.81906 0.868712 0.861436 0.784072 0.797497 0.78664 0.614825 -0.86933 0.986403 0.851619 0.890765 0.998357 0.996155 0.998083
37790 75469 AK005610 RIKEN cDNA 1700001L23 gene1700001L23Rik 1.063272 0.952451 0.885105 0.755978 0.972018 0.716756 0.984538 1.121361 -0.32345 -0.53538 0.608044 0.999004 -0.83916 0.999341 -0.95845 0.286147
37791 66268 BF449898 RIKEN cDNA 1810008A14 gene1810008A14Rik0.987223 1.02134 0.987456 0.964487 1.075195 1.011812 0.980634 1.106834 -0.9097 -0.74414 -0.9097 -0.32345 0.601176 -0.92757 -0.78062 0.90888
37792 76386 AV204436 RIKEN cDNA 1700010D01 gene1700010D01Rik0.916152 1.010771 1.115516 1.15773 1.126276 1.230764 0.880025 1.056534 0.594223 -0.96294 0.827999 0.971202 0.88578 0.999275 0.926089 -0.05768
37793 78372 BF466360 RIKEN cDNA 3300001G02 gene3300001G02Rik0.941101 0.937206 0.99362 1.071264 0.913051 0.823174 0.936079 0.964865 -0.76264 -0.85456 -0.94384 -0.53538 -0.61272 0.503984 -0.28713 -0.47802
37794 54624 NM_019458RIKEN cDNA 5730511K23 gene5730511K23Rik0.941405 1.05161 1.267967 1.211525 1.213454 1.086692 1.151215 1.174008 0.093324 -0.15367 0.999925 0.998357 0.998503 0.550678 0.965507 0.988489
37795 71838 AK005852 PHD finger protein 7 Phf7 1.009401 1.11819 1.16417 1.190682 1.199309 1.044388 1.02852 1.055217 -0.95376 0.962767 0.998024 0.999697 0.999839 -0.05768 -0.53538 0.245265
37796 57750 NM_021312WD repeat domain 12 Wdr12 0.963772 1.01451 1.028698 0.872536 0.920006 1.038567 0.983633 1.047914 -0.6446 -0.94889 -0.7894 0.854761 0.276041 -0.62344 -0.93318 -0.45468
37797 230861 AW550951 eukaryotic translation initiation factor 4 gamma, 3Eif4g3 0.903276 1.061905 0.970228 1.094451 0.986279 0.838623 0.915202 0.88605 0.345127 -0.34758 -0.81494 0.170913 -0.96294 0.920699 0.149056 0.587183
37798 71828 BF318905 general transcription factor II A, 1-like factorGtf2a1lf 0.955262 0.999044 1.028921 1.179875 0.993576 0.981782 1.13288 1.252109 0.03618 -1.01105 -0.51262 0.999457 -0.98255 -0.7894 0.986403 0.999997
37799 76416 AK006236 RIKEN cDNA 1700022C21 gene1700022C21Rik0.983489 1.086079 1.02172 0.880004 1.041099 0.927352 1.028667 1.348485 -0.92179 0.335498 -0.86202 0.848421 -0.53538 0.203199 -0.76264 0.999984
37800 66322 AI644428 RIKEN cDNA 1700011A15 gene1700011A15Rik0.901972 0.875645 0.851623 1.004056 0.958051 1.038028 0.882168 0.957397 0.37352 0.700932 0.87246 -1.00828 -0.63407 -0.7894 0.634656 -0.62344
37801 66011 AI851213 RAN binding protein 17 Ranbp17 1.016764 1.049765 0.968997 0.961896 0.95462 0.863173 0.931327 1.056455 -0.92757 -0.41932 -0.7347 -0.60191 -0.59102 0.904614 0.047712 -0.28713
37802 14768 Y16518 LanC (bacterial lantibiotic synthetase component C)-likeLancl1 1.019356 0.882111 1.060012 1.0441 1.173422 1.191852 0.955109 1.509482 -0.99197 -0.31136 -0.83124 -0.9097 0.001298 0.126945 -0.89692 0.972664
37803 217887 AW050009 cDNA sequence BC022687BC022687 1.021168 1.080385 1.054294 1.02164 1.087702 0.9525 0.997403 1.14797 -0.89027 0.126945 -0.35961 -0.88345 0.245265 -0.44294 -1.01033 0.845165
37804 66146 AK014449 RIKEN cDNA 1110007C24 gene1110007C24Rik1.056635 1.01417 0.982461 0.982786 1.033003 1.037339 1.095115 1.028153 0.213823 -0.89027 -0.82316 -0.83124 -0.44294 -0.32345 0.827999 -0.58005
37805 19415 NM_013832RAS protein activator like 1 (GAP1 like)Rasal1 1.072173 1.073605 0.987498 0.983884 1.100819 0.983061 0.944456 1.056427 0.126945 0.149056 -0.95845 -0.92179 0.572843 -0.9097 -0.14159 -0.20214
37806 227753 AI848142 gelsolin Gsn 0.959005 1.088167 1.016384 1.049352 1.056304 1.038608 0.989253 1.098479 -0.48961 0.40116 -0.91583 -0.34758 -0.20214 -0.59102 -0.97136 0.550678
37807 66930 NM_025850RIKEN cDNA 1700007B22 gene1700007B22Rik1.044038 0.97185 0.850864 0.786957 0.845003 0.759688 0.864518 0.875977 -0.54665 -0.7894 0.937433 0.998357 0.95333 0.999751 0.88578 0.816964
37808 0.936928 0.934819 0.919908 0.813397 1.043555 0.835215 1.033805 0.865388 -0.70566 -0.76264 -0.58005 0.5199 -0.89027 0.203199 -0.9386 0.10459
37809 80753 NM_030566 1.001597 0.923522 0.964187 0.816631 0.906624 0.876637 0.887171 0.839519 -1.00941 0.918828 0.012971 1 0.98261 0.99932 0.997697 0.999994
37810 67456 AK004661 RIKEN cDNA 1200009B18 gene1200009B18Rik1.020463 1.048887 0.938632 0.956222 0.912854 0.975995 0.968003 0.900505 -0.81494 -0.14159 0.245265 -0.22642 0.72783 -0.7347 -0.54665 0.851619
37811 56724 BE136223 RIKEN cDNA 1200020A08 gene1200020A08Rik1.051674 1.086609 1.003453 1.039046 1.139198 1.10829 1.075168 1.128582 0.181743 0.80929 -1.00368 -0.19001 0.991558 0.941803 0.672042 0.983076
37812 67150 NM_025999ring finger protein 141 Rnf141 1.062195 1.085318 1.080865 1.093438 1.10273 0.919098 1.027778 1.117348 0.40116 0.771448 0.722607 0.845165 0.904614 0.801355 -0.55786 0.957762
37813 L39123 1.025132 1.219802 1.566433 1.380082 1.144423 1.045699 1.11561 1.159478 -0.88345 0.962767 1 0.999839 0.706469 -0.61272 0.436821 0.797288
37814 66994 AW540657 RIKEN cDNA 1500031L02 gene1500031L02Rik 0.996029 0.999535 1.05094 0.994183 1.119858 0.761261 1.067073 1.183024 -1.01033 -1.00695 -0.72514 -1.01033 -0.22642 0.587183 -0.80657 0.024599
37815 216987 BF729609 RIKEN cDNA 4732497O03 gene4732497O03Rik
37816 28075 AI466527 DNA segment, Chr 15, Wayne State University 75, expressedD15Wsu75e 1.093529 1.125727 1.026727 1.274901 1.215087 1.259254 1.281156 1.046767 0.72783 0.93436 -0.67561 0.999988 0.999538 0.999969 0.999992 -0.17788
37817 AW049729 0.937391 1.174698 1.016585 1.062288 0.827766 0.782975 1.000069 1.361725 -0.34758 0.81316 -0.95845 -0.41932 0.920699 0.988806 -1.01198 0.999202
37818 11350 AI325092 v-abl Abelson murine leukemia oncogene 1Abl1 1.031938 1.040774 1.219565 1.260309 1.271367 1.143888 1.123852 1.087711 -0.62344 -0.43115 0.998679 0.999849 0.999918 0.9459 0.875225 0.543115
37819 0.991689 0.996423 1.100823 1.003696 1.123754 0.887105 0.939479 1.046131 -0.99471 -1.00941 0.315996 -1.00828 0.587183 0.614825 -0.26286 -0.58005
37820 73658 AU016414 RIKEN cDNA 2210013K02 gene2210013K02Rik1.039005 1.024415 1.082025 0.881394 0.926569 0.861798 1.032824 1.121815 -0.72514 -0.94889 -0.43115 0.594223 -0.10547 0.74304 -0.77169 0.306126
37821 57871 BF320827 1.051009 1.009961 1.041217 1.0796 1.095594 1.127684 1.002052 1.166526 -0.23857 -0.97136 -0.45468 0.354674 0.392031 0.866775 -1.01033 0.972664
37822 104130 BE949394 nuclear protein 15.6 Np15 1.029395 1.015363 1.08976 0.844341 0.830275 0.939837 0.846401 1.070545 -0.93318 -0.97528 -0.01042 0.78034 0.860877 -0.61272 0.766896 -0.28713
37823 231803 AW492332 DNA segment, Chr 5, Wayne State University 46, expressedD5Wsu46e 0.969955 0.981742 1.120326 0.952018 0.980447 0.926427 1.01628 1.278884 -0.93318 -0.94889 0.410204 -0.59102 -0.95376 -0.15367 -0.96294 0.989709
37824 74081 AK016759 RIKEN cDNA 4933409L06 gene4933409L06Rik 0.962781 0.975624 0.957049 0.897181 0.917353 0.873101 0.782712 0.911259 -0.08152 -0.54665 0.115797 0.981143 0.904614 0.998141 1 0.940377
37825 14420 NM_008079galactosylceramidase Galc 0.955953 1.152534 1.293398 0.991464 1.180091 1.083618 1.092422 1.191834 -0.58005 0.801355 0.996378 -0.99471 0.883215 0.059195 0.203199 0.893186
37826 107829 AI853826 Fms interacting protein Fmip 1.051588 0.988932 1.006938 0.936785 1.020635 1.010545 1.071543 1.023692 0.160017 -0.92757 -0.97901 0.527726 -0.7347 -0.93318 0.601176 -0.66537
37827 18747 BE983436 protein kinase, cAMP dependent, catalytic, alphaPrkaca 0.965049 1.104612 0.79259 0.95485 0.771841 0.74895 0.848207 0.848321 -0.84694 -0.12953 0.960833 -0.77169 0.971202 0.977859 0.666019 0.565542
37828 27053 BE380573 asparagine synthetase Asns 0.958241 0.943779 0.979292 1.066882 0.985801 1.11003 1.033473 1.123787 -0.53538 -0.21428 -0.88345 -0.08152 -0.94889 0.594223 -0.70566 0.722607
37829 11652 AA237369 thymoma viral proto-oncogene 2Akt2 0.890998 0.871918 1.091587 0.996747 0.850095 0.886707 1.033684 1.002645 0.700932 0.857847 0.335498 -1.00828 0.947207 0.74304 -0.71546 -1.00941
37830 71242 AK016341 RIKEN cDNA 5133400G04 gene5133400G04Rik0.982749 0.710684 0.706807 0.732146 1.077663 0.977986 0.949954 1.10279 -1.01033 0.234857 0.854761 -0.03397 -0.88345 -0.98903 -0.89692 -0.31136
37831 66477 AA028859 upregulated during skeletal muscle growth 5Usmg5 0.988965 1.271408 0.934287 0.983994 0.8649 0.809089 1.036591 1.163347 -1.01105 0.87246 -0.58005 -0.9097 -0.89692 0.070625 -0.7347 0.082002
37832 13560 AF126967 E4F transcription factor 1 E4f1 1.081773 0.982105 0.887189 0.894012 0.977233 0.938067 0.939435 0.890639 0.315996 -0.89692 0.827999 0.766896 -0.83124 0.024599 -0.01042 0.797288
37833 52857 BG094955 DNA segment, Chr 7, Brigham & Women's Genetics  0611 expressedD7Bwg0611e 1.182809 1.403879 1.102424 0.848668 1.234965 1.057927 0.792026 0.990116 0.325787 0.970445 -0.38359 0.296175 0.634656 -0.77169 0.747959 -1.00368
37834 71116 BF466965 syntaxin 18 Stx18 0.90561 0.881286 0.959872 0.948069 0.946156 0.843274 1.110136 0.9633 0.10459 0.471101 -0.79806 -0.9386 -0.78062 0.345127 0.382817 -0.9097
37835 252837 BE862410 chemokine (C-C) receptor-like 1Ccrl1 0.993148 1.033059 1.031626 1.087419 1.121948 1.135847 1.035274 1.06808 -0.95845 -0.08152 -0.14159 0.956691 0.997833 0.99942 0.001298 0.824383
37836 58869 NM_021483peroxin 2 Pex2 0.91628 0.998552 1.129106 0.914407 1.04835 0.922361 1.107098 1.054653 0.070625 -1.01157 0.543115 0.10459 -0.60191 -0.03397 0.296175 -0.50115
37837 AK008077 0.980629 0.956609 0.954496 1.095722 1.085617 0.999283 0.945102 1.050555 -0.83124 -0.25072 -0.19001 0.722607 0.594223 -1.01157 0.070625 -0.11749
37838 17319 BF165048 macrophage migration inhibitory factorMif 1.218745 0.863096 1.065701 1.055043 0.862798 0.998417 1.167538 1.250729 0.62152 -0.16577 -0.76264 -0.89027 0.012971 -1.00368 0.149056 0.659913
37839 68730 AW209049 RIKEN cDNA 1110032N12 gene1110032N12Rik0.979205 0.903567 1.000496 1.071309 1.002484 0.984905 0.925357 0.925955 -0.82316 0.766896 -1.01187 0.276041 -1.00941 -0.9097 0.445522 0.436821
37840 66525 BE956445 RIKEN cDNA 2810403L02 gene2810403L02Rik 0.87694 1.022449 1.097952 0.942471 1.09887 0.961605 0.998948 0.872394 0.149056 -0.99726 -0.58005 -0.75345 -0.47802 -0.90339 -1.01187 0.138032
37841 330277 AV260779 similar to Testes development-related NYD-SP18na 1.025274 0.996407 0.941777 1.02392 0.902219 1.144219 0.985618 1.080806 -0.78062 -1.00695 0.012971 -0.79806 0.732976 0.931155 -0.92757 0.382817
37842 BE952621 0.979771 0.888958 0.980068 0.921547 0.878479 0.897121 1.063038 1.06888 -0.77169 0.961811 -0.77169 0.722607 0.982133 0.93436 0.354674 0.471101
37843 110078 BE225750 brain glycogen phosphorylasePygb 1.023523 0.885342 0.873588 0.912849 0.839317 0.95857 1.001729 1.072038 -0.68573 0.978441 0.991558 0.854761 0.999632 -0.11749 -1.01033 0.580056
37844 70060 AK006491 RIKEN cDNA 1700029H01 gene1700029H01Rik 0.96468 0.936002 0.957759 1.01379 0.980331 0.99428 0.973911 0.993285 -0.35961 0.445522 -0.15367 -0.90339 -0.7894 -0.99197 -0.63407 -0.98588
37845 18763 NM_013630polycystic kidney disease 1 homologPkd1 0.934849 0.989971 1.103017 0.996164 1.134798 0.970932 1.018521 1.008937 -0.11749 -0.98588 0.40116 -1.00828 0.72783 -0.77169 -0.92757 -1.01187
37846 20869 AF129870 serine/threonine kinase 11 Stk11 1.057248 1.175735 0.83109 0.774546 0.74237 1.126913 0.965684 0.821544 -0.89692 -0.22642 0.170913 -0.08152 0.614825 -0.72514 -0.94384 -0.39554
37847 246730 BE948294 2'-5' oligoadenylate synthetase 1AOas1a 1.012246 1.068153 1.009169 1.107925 1.210153 1.110902 1.066346 1.042327 -0.92757 0.392031 -0.96725 0.877939 0.999644 0.895562 0.354674 -0.23857
37848 66556 BF012933 Dr1 associated protein 1 (negative cofactor 2 alpha)Drap1 0.946286 1.109338 1.012428 0.98911 1.195869 1.00328 1.062792 1.067594 -0.60191 0.093324 -0.98903 -0.99471 0.797288 -1.01157 -0.52403 -0.46638
37849 16949 BG245167 lysyl oxidase-like 1 Loxl1 0.967371 1.037748 1.133514 1.167551 1.116211 1.276656 1.367128 1.282659 -0.59102 -0.50115 0.91298 0.981143 0.827999 0.999933 1 0.999952
37850 14479 BF020873 ubiquitin specific protease 15Usp15 0.900312 0.980416 1.066604 1.021763 1.035829 0.859948 1.013821 0.946522 0.024599 -0.95845 -0.47802 -0.99197 -0.89027 0.138032 -0.95845 -0.77169
37851 76737 AK017880 RIKEN cDNA 5730592L21 gene5730592L21Rik 0.923676 1.042369 1.114791 1.249126 1.070576 1.007489 0.990902 1.068655 0.296175 -0.50115 0.711927 0.998637 0.082002 -0.99197 -0.98255 0.03618
37852 20446 BE690427 sialyltransferase 7 ((alpha-N-acetylneuraminyl 2,3-beta-galactosyl-1,3)-N-acetyl galactosaminde alpha-2,6-sialyltransferase) BSiat7b 1.078116 1.129097 1.252772 1.175805 1.162274 1.200081 1.215339 1.277338 0.245265 0.831552 0.999094 0.971942 0.952159 0.989994 0.994984 0.999726
37853 140858 BG083640 WD repeat domain 5 Wdr5 0.99688 1.152953 1.086811 1.135642 1.131967 1.071284 1.10651 1.069499 -1.00695 0.984824 0.659913 0.961811 0.954476 0.410204 0.848421 0.37352
37854 29858 AF007267 phosphomannomutase 1 Pmm1 0.667896 0.399041 1.024684 1.115004 0.600408
37855 67199 AK003330 prefoldin 1 Pfdn1 0.939607 0.982218 0.910672 2.231405 1.461942 0.907692 0.983159 0.933233 -0.95845 -0.86202 -0.94384 0.841851 -0.34758 -1.01033 -0.9097 -0.69575
37856 56541 AA123353 hyaluronic acid binding protein 4Habp4 1.025729 0.848959 0.874238 0.89877 0.877491 0.918291 1.000895 0.947892 -0.7894 0.976028 0.904614 0.717306 0.890765 0.436821 -1.01157 -0.20214
37857 207933 BG311324 isopentenyl-diphosphate delta-isomerase-likeLOC207933 1.036166 1.05306 1.091088 1.131855 1.073357 1.202882 1.062721 1.009481 -0.26286 0.245265 0.771448 0.988806 0.672042 0.999939 0.479453 -0.94384
37858 69357 AV039169 RIKEN cDNA 1700003E24 gene1700003E24Rik0.986259 1.000058 1.069804 1.009826 1.136697 1.128369 1.027667 1.083454 -0.92179 -1.01198 0.315996 -0.96725 0.949737 0.926089 -0.68573 0.550678
37859 54484 BE134122 makorin, ring finger protein, 1Mkrn1 0.929791 0.974537 1.037057 1.140652 1.201573 1.420598 1.437495 1.197945 -0.52403 -0.94384 -0.87647 0.170913 0.634656 0.99348 0.995407 0.543115
37860 212483 BF721468 cDNA sequence BC021381BC021381 1.071727 1.010038 0.878142 0.883314 1.426877 1.068614 1.070108 -0.81494 -1.00828 -0.40745 -0.67561 -0.28713 -0.34758 -0.83916 NA
37861 27681 AK020203 DNA segment, Chr 11, KL Mohlke 34D11Moh34 0.866501 0.787114 1.047804 1.105653 1.080559 0.845774 0.974852 1.007299 -0.43115 0.315996 -0.92757 -0.74414 -0.87647 -0.59102 -0.9996 -1.01033
37862 AV044289 0.996311 0.958835 1.076194 1.066324 1.031071 0.932549 0.976157 1.031663 -1.00174 -0.04581 0.717306 0.149056 -0.41932 0.659913 -0.61272 -0.39554
37863 19069 BF011515 nucleoporin 88 Nup88 1.028544 1.064599 1.135326 1.181989 1.204444 1.143553 1.241031 1.216086 -0.56899 0.392031 0.979008 0.99887 0.999743 0.987135 0.999979 0.999884
37864 214917 BE456928 cDNA sequence BC008155BC008155 0.996514 0.915414 0.919595 0.867904 0.649002 0.80767 0.940552 1.10804 -1.00828 -0.59102 -0.62344 -0.34758 0.964615 -0.46638 -0.79806 -0.59102
37865 66720 NM_025727kelch-like 10 (Drosophila) Klhl10 0.922322 0.968679 0.936592 1.091819 1.029364 1.120804 1.006005 1.142968 0.732976 -0.45468 0.479453 0.81316 -0.53538 0.958809 -0.98903 0.988806
37866 50849 BF224860 ring finger protein 10 Rnf10 1.018579 1.064508 0.886914 0.811097 1.146023 0.916555 0.889529 1.147311 -0.97528 -0.60191 0.03618 0.80929 0.213823 -0.35961 0.192505 0.436821
37867 72049 AK008142 tumor necrosis factor receptor superfamily, member 13cTnfrsf13c 0.979322 1.126645 1.118348 1.151033 1.029995 0.964769 1.166348 1.181506 -0.80657 0.922533 0.888296 0.976028 -0.62344 -0.47802 0.989115 0.995129
37868 66154 BE985205 RIKEN cDNA 1110021D01 gene1110021D01Rik0.918134 1.007167 0.865667 0.988195 0.992058 1.085285 0.894488 0.833516 -0.31136 -1.00542 0.40116 -1.00695 -1.01105 -0.48961 0.001298 0.527726
37869 69317 AA492788 RIKEN cDNA 1700001F22 gene1700001F22Rik0.987852 0.958159 1.017049 1.069569 1.046991 1.099385 1.042038 1.075816 -0.9386 -0.28713 -0.87647 0.325787 -0.20214 0.757574 -0.33553 0.436821
37870 227644 BF466823 RIKEN cDNA 5730436L13 gene5730436L13Rik 0.980559 0.961366 0.977943 1.005168 1.027234 0.916188 1.024169 1.153144 -0.81494 -0.32345 -0.76264 -0.99726 -0.65504 0.722607 -0.72514 0.986024
37871 56282 BE631345 mitochondrial ribosomal protein L12Mrpl12 0.947408 1.018828 1.063895 1.024403 1.102818 0.971267 0.976528 1.078944 0.471101 -0.70566 0.647452 -0.53538 0.968063 -0.35961 -0.54665 0.845165
37872 121022 BF018333 mitochondrial ribosomal protein S6Mrps6 1.061963 1.081953 1.237662 1.270401 1.072802 1.200658 1.205246 1.47644 -0.26286 0.093324 0.990543 0.997151 -0.05768 0.964615 0.969669 0.999999



37873 AW543738 1.018186 0.952226 1.050715 0.910939 1.059607 0.958346 1.438305 1.081014 -0.9097 -0.9996 -0.9097 -0.93318 -0.46638 -0.98255 0.995797 -0.45468
37874 22115 NM_009436serine/threonine kinase 22B (spermiogenesis associated)Stk22b 0.957109 0.930717 1.062694 1.144538 1.001603 1.02266 1.053704 1.048018 -0.12953 0.558154 0.335498 0.986774 -1.01033 -0.72514 0.115797 -0.03397
37875 80708 NM_030880protein kinase C and casein kinase substrate in neurons 3Pacsin3 0.930847 0.815631 0.896509 1.062557 1.675782 1.016401 1.224714 0.94684 -0.28713 -1.00542 -0.96294 0.203199 0.995797 -1.00542 0.335498 -0.14159
37876 AW822161
37877 AW741309 1.012761 1.002816 1.110242 1.257078 1.119674 1.154797 1.46432 1.335213 -0.92179 -1.00695 0.888296 0.99998 0.927813 0.989115 1 1
37878 AW740854 0.956104 1.00592 1.35472 1.443935 1.317045 1.303976 1.389328 3.254925 -0.99726 -0.80657 0.90888 0.857847 0.793154 0.793154 0.956691 1
37879 219038 AA497873 similar to chromosome 14 open reading frame 8; p25 betana 0.988246 0.929836 0.918946 0.907138 0.937007 0.933377 1.094229 0.964515 -0.97901 -0.16577 0.093324 0.296175 -0.25072 -0.17788 0.047712 -0.7347
37880 56292 AK014469 N-acetyltransferase ARD1 homolog (S. cerevisiae)Ard1 0.937282 0.894204 1.041844 1.067861 0.842306 0.855989 0.927377 1.190621 -0.38359 -0.23857 -0.95376 -0.35961 -0.6446 -0.20214 -0.48961 0.722607
37881 231329 AW907701 polymerase (RNA) II (DNA directed) polypeptide BPolr2b 0.962279 1.235667 0.840676 0.994228 0.925309 1.32814 1.110187 1.083803 -0.83124 0.857847 0.672042 -1.00828 -0.38359 0.979562 -0.02218 -0.34758
37882 68375 AI853855 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 8Ndufa8 1.047027 1.037138 1.174503 0.984206 1.186447 0.933917 1.051689 1.06496 -0.66537 -0.7894 0.775929 -0.96725 0.827999 -0.33553 -0.65504 -0.41932
37883 67398 AK004967 RIKEN cDNA 1300011P19 gene1300011P19Rik 0.99463 1.026184 1.113426 1.109572 0.926061 0.988055 0.929301 1.031889 -0.9996 -0.7347 0.820705 0.793154 0.428035 -0.94889 0.364138 -0.62344
37884 U73200 1.004041 1.00248 1.151871 1.130104 1.162 1.209361 1.13025 1.296211 -1.00368 -1.00828 0.980102 0.941803 0.988489 0.999202 0.941803 0.999996
37885 20198 X05835 S100 calcium binding protein A4S100a4 0.968924 1.032015 1.028824 0.893377 0.952713 1.018357 0.955606 0.955586 -0.85456 -0.85456 -0.88345 0.296175 -0.65504 -0.95845 -0.69575 -0.69575
37886 108062 AF317552 cleavage stimulation factor, 3' pre-RNA subunit 2Cstf2 0.904207 0.847964 1.146505 1.147447 1.023404 0.99331 1.089174 1.051919 0.335498 0.854761 0.72783 0.732976 -0.89692 -1.00174 0.093324 -0.63407
37887 79196 AJ278263 oxysterol binding protein-like 5Osbpl5 1.050449 1.057422 0.937226 1.267929 0.942746 1.27711 1.317877 1.127124 -0.50115 -0.38359 -0.21428 0.995407 -0.32345 0.996787 0.999275 0.628131
37888 228836 BF318507 cDNA sequence BC024558BC024558 0.991232 0.91698 0.901545 1.003781 0.918356 1.008562 1.058953 1.107778 -0.9386 0.93436 0.98261 -0.99726 0.926089 -0.94384 0.572843 0.980629
37889 218397 BG297155 RAS p21 protein activator 1 Rasa1 1.053952 1.089453 0.848141 0.936038 1.014285 1.159082 0.939629 1.084875 -0.54665 0.001298 0.835045 -0.32345 -0.97136 0.738046 -0.38359 -0.06958
37890 382472 BE570484 similar to putative pheromone receptorna 0.958325 1.045014 1.056128 0.929836 0.962803 0.861508 0.887392 1.254191 -0.46638 -0.43115 -0.19001 0.203199 -0.55786 0.948486 0.820705 0.99915
37891 70396 BE994945 RIKEN cDNA 2210409M21 gene2210409M21Rik1.021476 1.063227 1.046238 1.035452 1.089886 0.862299 0.99975 1.136474 -0.67561 0.535464 0.10459 -0.23857 0.880602 0.998972 -1.01187 0.994194
37892 20342 NM_019414selenium binding protein 2 Selenbp2 0.772767 0.687923 0.929303 0.963296 1.199845 1.083354 1.077993 1.288125 0.689619 0.364138 -0.60191 -1.01187 0.192505 -0.75345 -0.78062 0.479453
37893 18459 NM_011033poly A binding protein, cytoplasmic 2Pabpc2 6.981585 0.980942 0.840668 1.17129 1.030883 0.999992 -0.29925 -0.79806 -0.67561 -0.99726 NA NA
37894 15458 AI786448 hemopexin Hpxn 1.011067 1.248325 1.302897 1.279204 1.216096 1.095185 1.108187 1.196856 -0.97136 0.998456 0.999876 0.999619 0.99348 0.479453 0.641096 0.985234
37895 67148 AK011881 RIKEN cDNA 2610204K14 gene2610204K14Rik1.002717 1.225648 0.952503 0.972301 1.138033 1.028481 1.078348 1.081362 -1.01157 0.410204 -0.83124 -0.94889 -0.03397 -0.96294 -0.60191 -0.69575
37896 AJ250718 1.020389 0.916924 0.952251 0.991 0.906454 0.950165 0.928487 0.853085 -0.81494 0.672042 -0.10547 -0.97136 0.801355 -0.05768 0.479453 0.993092
37897 16854 AW542756 lectin, galactose binding, soluble 3Lgals3 1.035941 1.046261 0.960325 1.100793 1.057197 0.960029 0.96705 1.048721 -0.59102 -0.37162 -0.47802 0.62152 -0.12953 -0.47802 -0.63407 -0.32345
37898 50492 AI131655 thimet oligopeptidase 1 Thop1
37899 0.982274 1.117833 1.057815 0.966041 0.898178 0.997976 1.112266 1.043371 -0.89692 0.762271 -0.14159 -0.62344 0.72783 -1.01033 0.717306 -0.45468
37900 216169 W29542 cDNA sequence BC005632BC005632 1.045061 0.822917 1.103397 0.858654 0.94392 0.727271 0.959652 1.151573 -0.86202 -0.32345 -0.41932 -0.15367 -0.89692 0.860877 -0.94889 -0.25072
37901 29805 AF119498 open reading frame 6 ORF6 1.158444 1.11689 1.214745 1.194528 1.324798 1.192578 1.214244 1.193569 0.99915 0.981143 0.999991 0.999954 1 0.999945 0.999943 0.99995
37902 24115 AU040308 vitelliform macular dystrophy 2 homolog (human)Vmd2 1.033339 0.953567 0.818566 0.807573 0.76159 0.908465 1.060348 1.246874 -0.79806 -0.80657 0.956691 0.97337 0.997552 0.213823 -0.275 0.979562
37903 107817 AF304118 phosphatidylserine receptor Ptdsr 1.024312 0.775643 0.909588 0.631272 0.544832 0.774321 1.178789 1.149077 -0.94384 0.938921 -0.20214 0.999912 1 0.941803 0.565542 0.325787
37904 22152 AK014302 tubulin, beta 3 Tubb3 1.014953 1.107499 1.338281 1.284655 1.324981 1.122317 1.163167 1.186242 -0.93318 0.659913 0.999984 0.999789 0.99997 0.78468 0.952159 0.981143
37905 20655 AA154661 superoxide dismutase 1, solubleSod1 0.978507 0.806537 0.819573 0.93857 0.855443 0.945421 1.268199 1.127894 -0.96725 0.717306 0.677982 -0.65504 0.364138 -0.72514 0.848421 -0.01042
37906 20088 AK010856 ribosomal protein S24 Rps24 1.062564 1.060679 1.309381 1.336274 1.285039 1.110667 1.11557 1.287245 -0.12953 -0.16577 0.999849 0.999955 0.999552 0.628131 0.428035 0.999594
37907 66270 NM_025459RIKEN cDNA 1810015C04 gene1810015C04Rik1.002455 1.186818 1.000044 1.047181 0.963759 1.071574 1.093677 1.148352 -1.01105 0.757574 -1.01157 -0.78062 -0.81494 -0.44294 -0.16577 0.503984
37908 67328 AK006241 RIKEN cDNA 1700038F02 gene1700038F02Rik1.139558 0.742639 1.561474 1.070088 0.906966 0.73654 0.67269 0.344939 -0.47802 0.572843 0.929502 -0.85456 -0.69575 0.608044 0.863853 0.999999
37909 66929 BF147441 ASF1 anti-silencing function 1 homolog B (S. cerevisiae)Asf1b 0.870396 1.340342 1.602791 1.093752 0.603254 0.934253 0.823443 -0.86933 -0.53538 -0.32345 -0.97136 -0.23857 -0.94384 -0.67561 NA
37910 56280 AW413953 mitochondrial ribosomal protein L37phosphomannomutase 11.548887 5.270618 8.349533 7.365004 5.796512 6.596217 4.78307 5.530762 0.999974 1 1 1 1 1 1 1
37911 79464 NM_024471lipoic acid synthetase Lias 1.01581 1.013361 0.942987 1.024716 1.035221 1.089224 1.101356 1.083636 -0.91583 -0.94384 -0.03397 -0.7894 -0.59102 0.503984 0.659913 0.419162
37912 12258 BC002026 serine (or cysteine) proteinase inhibitor, clade G, member 1Serping1 0.90682 0.97279 0.944218 0.871636 0.776822 0.681166 0.816543 0.899008 0.428035 -0.81494 -0.29925 0.820705 0.998797 0.999999 0.986403 0.543115
37913 108888 BG072731 RIKEN cDNA 2400004H09 gene2400004H09Rik0.917336 0.821993 1.040118 0.993563 0.975733 1.040522 1.181034 0.861969 0.082002 0.954476 -0.70566 -0.96725 -0.88345 -0.70566 0.877939 0.788951
37914 12402 NM_007619Casitas B-lineage lymphomaCbl 0.974057 1.026776 0.981343 1.079952 1.02334 1.234331 1.349319 1.248357 -0.76264 -0.76264 -0.88345 0.335498 -0.81494 0.998637 0.999996 0.999297
37915 234586 BG293715 cDNA sequence BC016201BC016201 0.942467 1.056787 1.027026 1.035067 1.149499 0.980077 1.062155 1.134667 0.082002 -0.02218 -0.71546 -0.53538 0.965507 -0.83916 0.10459 0.931155
37916 13807 BE952482 enolase 2, gamma neuronal Eno2
37917 14790 BF583435 gene rich cluster, C10 geneGrcc10 0.904611 0.644485 0.698174 0.648748 0.747542 0.644132 0.892209 0.841935 0.37352 1 0.999988 1 0.999594 1 0.558154 0.926089
37918 68226 NM_026626RIKEN cDNA 1700073K01 gene1700073K01Rik0.613472 0.930774 0.726523 2.456136 1.213008 0.758307 -0.67561 -0.98903 -0.88345 -0.10547 -0.94889 -0.89027 NA
37919 BE944485 0.934 1.091693 1.048399 1.083504 1.087727 1.138533 1.185948 1.114745 0.001298 0.641096 -0.20214 0.527726 0.587183 0.9459 0.994834 0.848421
37920 66857 AI427545 RIKEN cDNA 1100001H23 gene1100001H23Rik0.931952 1.068788 0.923536 1.06073 1.064558 1.001913 1.132065 0.918824 -0.31136 -0.47802 -0.21428 -0.48961 -0.43115 -1.00941 0.325787 -0.35961
37921 57783 BE948623 TNFAIP3 interacting protein 1Tnip1
37922 AI046360 0.991003 0.978433 0.791397 0.980292 0.781166 0.916868 0.922836 0.750011 -1.01157 -0.96725 0.838478 -0.99197 0.788951 -0.63407 -0.91583 0.90888
37923 66766 AK006188 RIKEN cDNA 4933425O20 gene4933425O20Rik
37924 76917 AW124500 RIKEN cDNA 2810417J12 gene2810417J12Rik 0.977558 0.862303 1.122493 1.059086 0.823719 0.977713 0.9588 1.126601 -0.93318 0.614825 0.276041 -0.55786 0.875225 -0.93318 -0.76264 0.315996
37925 66049 AW049427 RIKEN cDNA 0610011C19 gene0610011C19Rik1.020119 1.039489 0.751109 0.699858 0.835335 0.622316 0.670128 0.678104 -0.93318 -0.7347 0.998083 0.99992 0.897891 1 0.99999 0.999982
37926 209456 BG086271 transformation related protein 53 binding protein 2Trp53bp2 0.983541 1.199768 1.079339 1.042735 0.953325 1.062048 0.913956 1.266321 -0.92757 0.983076 0.181743 -0.52403 -0.40745 -0.14159 0.419162 0.998972
37927 70335 AB039933 deleted in polyposis 1-like 1 Dp1l1 0.999155 0.90126 1.011773 0.957632 0.98412 0.9104 0.898052 1.110013 -1.01157 0.952159 -0.9097 -0.01042 -0.83124 0.90888 0.961811 0.95333
37928 11727 NM_021472angiogenin Ang 1.05516 0.78013 0.764373 0.709636 0.580738 0.895887 1.080836 1.112755 -0.63407 0.968063 0.983076 0.998759 1 0.149056 -0.29925 0.115797
37929 67773 BF149093 MYST histone acetyltransferase 1Myst1 1.037541 1.101166 1.136619 1.109499 1.105909 1.08961 1.011318 1.2736 -0.67561 0.354674 0.757574 0.511986 0.471101 0.245265 -0.97901 0.997962
37930 12869 AA511205 cytochrome c oxidase, subunit VIIIbCox8b 0.910187 0.979129 1.055163 1.05334 0.90788 0.887082 0.942411 1.023983 0.601176 -0.84694 -0.17788 -0.21428 0.634656 0.845165 -0.04581 -0.80657
37931 67675 AK007580 RIKEN cDNA 0610039D01 gene0610039D01Rik0.959637 1.034413 1.060435 1.133457 1.046803 1.147443 1.142338 1.150578 -0.62344 -0.74414 -0.31136 0.700932 -0.54665 0.793154 0.762271 0.81316
37932 269523 AW228832 valosin containing protein Vcp 0.99121 0.888773 0.988234 0.981795 0.822835 0.835705 1.043506 1.095607 -0.98255 0.824383 -0.95845 -0.89027 0.99592 0.990273 -0.44294 0.550678
37933 20194 BF467380 S100 calcium binding protein A10 (calpactin)S100a10 1.015161 1.182222 0.850995 0.507946 0.947016 0.731802 0.960933 1.009143 -0.99197 -0.72514 -0.45468 0.988489 -0.95845 -0.12953 -0.9097 -1.01157
37934 72455 NM_020296 1.077101 1.087825 1.012764 0.911091 1.0904 1.002581 0.982046 1.021031 -0.14159 0.024599 -0.97901 0.170913 0.070625 -1.01033 -0.94384 -0.92179
37935 14694 AK017772 guanine nucleotide binding protein, beta 2, related sequence 1Gnb2-rs1 1.021458 0.944985 1.12644 1.214846 1.11875 1.215501 1.19673 1.156756 -0.80657 0.047712 0.91298 0.999035 0.877939 0.999094 0.997399 0.979008
37936 AF220294 0.72641 0.88697 0.936721 0.811358 0.827489 0.803635 0.911187 1.258802 0.974058 -0.34758 -0.52403 0.511986 0.364138 0.306126 -0.23857 0.880602
37937 66329 BE988048 RIKEN cDNA 1700017I11 gene1700017I11Rik 0.942774 0.86762 0.996497 0.938916 1.014613 1.113616 1.026277 0.88935 -0.37162 0.766896 -1.00941 -0.29925 -0.96725 0.428035 -0.86933 0.543115
37938 72727 NM_024256beta-1,3-glucuronyltransferase 3 (glucuronosyltransferase I)B3Gat3 1.082578 1.033069 0.906636 0.884408 0.838217 0.875145 0.917356 0.936327 0.286147 -0.68573 0.580056 0.820705 0.983076 0.883215 0.410204 0.024599
37939 57256 NM_020487protease, serine, 21 Prss21
37940 67676 BE647565 RIKEN cDNA 0610037N01 gene0610037N01Rik
37941 107227 AI604841 RIKEN cDNA D930010J01 geneD930010J01Rik 1.00413 1.204801 1.032187 1.055366 0.972487 0.961797 0.969563 0.972774 -1.00695 0.980102 -0.7347 -0.32345 -0.79806 -0.61272 -0.75345 -0.79806
37942 66988 AW540603 leucine aminopeptidase 3 Lap3 0.877758 1.067771 1.050388 1.183514 1.193172 1.107602 -0.09348 -0.89027 -0.83916 0.024599 -0.31136 -0.87647 NA
37943 66865 AK004549 RIKEN cDNA 4933435E07 gene4933435E07Rik
37944 AV208009 0.751135 0.933178 0.944376 1.012063 0.886233 0.858029 1.281389 1.415429 0.732976 -0.90339 -0.91583 -0.9996 -0.78062 -0.63407 0.757574 0.960833
37945 212123 BF319379 hypothetical protein 6720484B166720484B16 1.070184 0.928496 1.27179 1.138019 0.973703 0.967203 1.146249 0.912535 -0.45468 -0.37162 0.95333 0.364138 -0.91583 -0.86202 0.436821 -0.11749
37946 27223 AI593074 transformation related protein 53 binding protein 1Trp53bp1 0.93054 1.107009 0.990336 1.027082 0.906265 0.916288 1.114495 1.074647 0.224376 0.689619 -0.97528 -0.76264 0.653725 0.503984 0.757574 0.224376
37947 66092 BG172717 growth hormone inducible transmembrane proteinGhitm 1.06499 0.639439 0.898379 0.855026 0.766208 1.125256 0.964192 -0.83916 0.392031 -0.9386 -1.00174 -0.90339 -0.7894 -0.91583 NA
37948 22122 BF465061 tissue specific transplantation antigen P35BTsta3 0.953562 0.981972 1.074758 0.98114 0.942126 0.805404 0.86255 1.412535 -0.60191 -0.94384 -0.19001 -0.9386 -0.39554 0.975387 0.766896 0.999909
37949 76498 AW209059 RIKEN cDNA 1500004C10 gene1500004C10Rik0.886335 0.891829 0.706537 0.815569 0.761294 0.867693 1.067733 1.164988 -0.7894 -0.83916 0.971202 0.503984 0.628131 0.001298 0.03618 0.527726
37950 207728 BF537906 phosphodiesterase 2A, cGMP-stimulatedPde2a 1.012009 0.834261 0.780488 0.704086 0.539202 0.836467 1.18717 1.142011 -0.99471 0.711927 0.940377 0.997319 1 0.695316 0.647452 0.306126
37951 70233 BG084811 CD2 antigen (cytoplasmic tail) binding protein 2Cd2bp2 0.643269 0.833144 0.952939 0.797604 0.811213 1.040517 0.931605 1.12427 0.851619 -0.59102 -0.99726 -0.66537 -0.47802 -0.94384 -0.95376 -0.74414
37952 74763 AK004750 RIKEN cDNA 1200013P24 gene1200013P24Rik0.950619 0.930093 0.98857 0.89298 1.050314 0.856264 0.806235 0.888763 -0.65504 -0.84694 -0.99726 0.392031 -0.67561 -0.59102 0.550678 -0.09348
37953 69554 AI527636 kelch domain containing 2 Klhdc2 0.977683 0.899851 1.064107 1.092261 0.983835 1.040993 1.048506 1.065797 -0.87647 0.558154 -0.275 0.306126 -0.9386 -0.60191 -0.53538 -0.23857
37954 233865 BG293520 RIKEN cDNA D430042O09 geneD430042O09Rik1.071486 1.047068 1.023397 1.018678 0.974505 0.995746 0.97638 1.037784 0.37352 -0.19001 -0.76264 -0.84694 -0.70566 -1.00368 -0.74414 -0.43115
37955 16432 AB030204 integral membrane protein 2BItm2b 0.984581 1.011298 0.908508 0.995136 0.864642 0.963063 1.218992 1.155584 -0.89027 -0.94384 0.717306 -1.00695 0.987135 -0.38359 0.999655 0.986403
37956 67025 BG087518 RIKEN cDNA 2010203J19 gene2010203J19Rik 0.890871 0.91059 0.86374 1.049642 0.869493 0.813242 0.962277 0.891445 0.03618 -0.37162 0.382817 -0.74414 0.276041 0.706469 -0.85456 -0.12953
37957 73472 AK006916 RIKEN cDNA 1700067I02 gene1700067I02Rik 1.209215 0.743046 1.236673 0.700432 1.084459 -0.28713 -1.01033 -0.59102 -1.00695 -0.82316 NA NA
37958 93834 AF302504 pellino 2 Peli2 1.083202 1.023734 0.870863 0.827875 0.583453 0.839153 1.031861 1.893422 0.245265 -0.99197 0.012971 -0.03397 0.511986 -0.97528 -0.34758 0.956691
37959 93695 AI429397 glycoprotein (transmembrane) nmbGpnmb 0.975486 1.063836 0.949285 0.764503 0.946897 0.971361 1.112083 1.094891 -0.99471 -0.45468 -0.75345 0.835045 -0.81494 -0.97901 0.047712 -0.61272
37960 56697 NM_019921A kinase (PRKA) anchor protein 10Akap10 0.820045 1.047808 0.909533 1.061204 0.709644 0.8566 1.26675 0.990982 0.445522 -0.85456 -0.48961 -0.82316 0.929502 -0.29925 0.672042 -1.01198
37961 268465 AW537038 hypothetical protein 6820428D136820428D13 1.155607 3.056707 4.542535 7.163362 4.722902 4.201835 3.003305 2.61477 0.503984 1 1 1 1 1 1 1
37962 18293 AW552838 oxoglutarate dehydrogenase (lipoamide)Ogdh 1.076808 1.010907 1.000671 1.05158 0.920718 1.098645 1.109031 1.157412 -0.02218 -0.98255 -1.01187 -0.46638 0.138032 0.325787 0.454135 0.80929
37963 67046 BE948560 RIKEN cDNA 2610009C09 gene2610009C09Rik0.924705 0.892988 0.941607 0.919145 0.975775 1.009722 1.002174 1.111207 0.224376 0.717306 -0.14159 0.335498 -0.83124 -0.98255 -1.01033 0.634656
37964 67986 NM_026493RIKEN cDNA 4930413O22 gene4930413O22Rik0.999382 0.957542 1.104193 1.069053 0.961356 0.919519 0.945456 1.142847 -1.01187 -0.34758 0.738046 0.213823 -0.44294 0.543115 -0.03397 0.944563
37965 22758 U62908 zinc finger protein 96 Zfp96 0.971753 1.1657 1.005458 0.89658 0.853087 1.015136 0.835615 1.497761 -0.9386 0.149056 -1.01033 -0.62344 -0.94384 -0.92179 0.543115 0.938921
37966 AA033187 0.949415 0.798879 0.897052 1.209352 1.14454 0.789443 1.139625 1.122505 -0.78062 0.5199 -0.06958 0.024599 -0.29925 0.181743 -0.12953 -0.55786
37967 19354 NM_009008RAS-related C3 botulinum substrate 2Rac2 1.008692 0.931613 0.916706 0.967791 0.86771 0.905666 0.989534 1.195808 -0.99726 -0.19001 -0.23857 -0.79806 0.738046 0.276041 -1.01033 0.918828
37968 76378 AI429108 ropporin, rhophilin associated protein 1Ropn1
37969 0.963065 1.045448 1.023956 0.926191 1.083668 1.261831 1.093038 1.034141 -0.69575 -0.6446 -0.91583 -0.09348 -0.03397 0.952159 0.10459 -0.85456
37970 66882 AK013980 basic leucine zipper and W2 domains 1Bzw1 1.071578 1.11037 0.98195 0.986722 1.135973 1.048119 0.963498 1.05103 0.296175 0.80929 -0.86933 -0.93318 0.932775 -0.22642 -0.47802 -0.16577
37971 AK015671 0.95486 0.962501 0.886456 0.976973 1.01797 1.011828 1.069764 1.10457 -0.38359 -0.55786 0.827999 -0.83124 -0.58479 -0.63438 0.245089 0.695809
37972 74098 AI644347 RIKEN cDNA 0610037L13 gene0610037L13Rik 1.059479 1.070386 1.094398 0.986054 1.124565 0.995217 0.87284 0.96092 -0.14203 0.019278 0.336572 -0.63796 0.644342 -0.67102 0.786052 -0.39513
37973 68231 AK006586 RIKEN cDNA 1700113O17 gene1700113O17Rik0.852097 3.055315 1.51803 0.921182 1.61041 0.373607 0.133833 -0.62268 0.245089 -0.51799 -0.63063 -0.152 0.079567 0.906994 NA
37974 19125 BF227039 proline dehydrogenase Prodh 1.046529 1.066164 1.103788 1.160482 1.232528 1.380767 1.160495 1.178815 -0.2971 -0.01103 0.493796 0.879072 0.988039 0.999954 0.879072 0.930824
37975 68114 NM_023431RIKEN cDNA 9430059D04 gene9430059D04Rik1.001004 1.113971 1.100659 1.151513 1.036425 1.004702 1.08713 1.144301 -0.67486 0.746316 0.625888 0.927546 -0.3517 -0.66974 0.462692 0.904899
37976 67204 W30651 eukaryotic translation initiation factor 2, subunit 2 (beta)Eif2s2 1.08432 1.138806 1.173534 1.166825 1.06525 1.058557 1.007268 1.047133 0.291492 0.667934 0.932415 0.916885 0.009184 -0.09186 -0.66294 -0.25943
37977 AK012756 1.140522 1.218532 0.837369 0.564554 0.822899 0.925025 0.505433 0.703496 0.049493 0.523773 0.397221 0.9998 0.508927 -0.36932 0.99999 0.963028
37978 67123 AW060996 ubiquitin-associated protein 1Ubap1 1.101809 1.069785 1.172986 1.251998 1.303062 1.183661 1.291813 1.353283 0.853779 0.501397 0.996396 0.999972 0.999999 0.998082 0.999998 1
37979 66790 BE952463 GH regulated TBC protein 1Grtp1 0.959162 1.024854 1.091293 1.125055 1.094166 1.121096 1.230919 1.595735 -0.11198 -0.45219 0.706464 0.922374 0.731883 0.889075 0.999673 1
37980 19047 M27071 protein phosphatase 1, catalytic subunit, gamma isoformPpp1cc 1.045941 1.077876 1.067455 1.155084 1.170561 1.234156 1.263832 1.279764 -0.10193 0.462692 0.300618 0.969 0.984717 0.999336 0.999861 0.99994
37981 66128 NM_025369RIKEN cDNA 1110018B13 gene1110018B13Rik0.928968 1.048952 1.046184 0.879698 0.909095 0.775082 0.777551 0.97269 0.318707 -0.18174 -0.1916 0.879072 0.454743 0.964832 0.999451 -0.53132
37982 192173 BC002190 cDNA sequence BC003940BC003940 1.088015 1.042552 0.987359 1.052476 1.221186 1.00896 1.017624 0.94495 0.245089 -0.37801 -0.64465 -0.24988 0.974085 -0.67511 -0.61847 -0.03125
37983 83984 BF319343 serine/threonine protein kinase SSTKSstk 0.964869 1.051157 1.215 1.075612 1.136388 1.009525 0.892767 1.016656 -0.41191 -0.20141 0.984299 0.178185 0.798153 -0.65609 0.690376 -0.61411
37984 67145 NM_025996RIKEN cDNA 2610100K07 gene2610100K07Rik 1.10491 1.095244 1.038827 0.995768 1.14936 1.101223 1.066522 1.122743 0.777672 0.690376 -0.24027 -0.66829 0.962096 0.746316 0.291492 0.884164
37985 18117 BE853342 neighbor of Cox4 Noc4 0.959726 1.031792 1.076289 1.112081 1.116436 1.093545 1.021208 1.143155 -0.36932 -0.48988 0.109452 0.545505 0.58701 0.336572 -0.59004 0.781893
37986 18952 NM_011129septin 4 38234 0.903271 0.875643 0.820248 0.818528 0.816276 0.902071 0.847491 1.134118 0.438641 0.731883 0.966556 0.969 0.972006 0.454743 0.89837 0.679298
37987 26426 BE988608 nucleotide binding protein 2Nubp2 1.003539 0.910401 0.947308 0.866236 0.898365 0.83512 1.06811 1.054164 -0.67213 0.593672 -0.04137 0.930824 0.731883 0.987014 0.168466 -0.06158
37988 70060 AK015193 RIKEN cDNA 1700029H01 gene1700029H01Rik0.933524 1.031324 0.950995 1.00019 1.046829 1.029692 0.86426 0.898075 0.291492 -0.40357 -0.05148 -0.6752 -0.14203 -0.42832 0.958151 0.786052
37989 NM_010915 0.969122 1.036345 0.953375 0.952297 0.72837 0.576724 0.654783 0.748884 -0.5794 -0.59004 -0.45995 -0.45219 0.984717 0.999992 0.999562 0.983871
37990 19934 C85838 ribosomal protein L22 Rpl22 1.153751 1.027173 1.122734 1.120021 1.203223 1.015647 1.039475 1.232405 0.876456 -0.52472 0.706464 0.684872 0.975392 -0.62268 -0.36932 0.991431
37991 101206 AW322405 transcriptional adaptor 3 (NGG1 homolog, yeast)-likeTada3l 0.924609 0.883429 1.032991 1.063737 0.981623 0.993798 0.963396 1.043478 0.501397 0.909049 -0.3517 0.216672 -0.56238 -0.66294 -0.26893 -0.16194
37992 59005 BE136529 RIKEN cDNA 1810017G16 gene1810017G16Rik0.965672 1.072061 1.210396 1.30318 1.244804 1.105186 1.035112 1.241714 -0.28777 0.397221 0.99825 0.999988 0.999713 0.817108 -0.2971 0.999662
37993 56734 AF105712 tubby-like protein 2 Tulp2 0.742019 0.730558 0.644489 0.563611 1.016881 0.601012 0.765781 1.112111 0.559631 0.613221 0.89837 0.983432 -0.66829 0.958151 0.42227 -0.41191
37994 94245 AK010924 dystrobrevin binding protein 1Dtnbp1 0.621787 0.66777 0.664967 0.521353 1.061357 0.467176 0.561679 1.011906 0.809704 0.656282 0.667934 0.967389 -0.61847 0.991187 0.927546 -0.67307
37995 68953 BF454342 RIKEN cDNA 1500016L11 gene1500016L11Rik 0.875864 1.10684 1.276788 0.79015 1.075806 0.963331 1.073654 1.176789 0.508927 0.148922 0.911065 0.891464 -0.32471 -0.57386 -0.20141 0.470572
37996 66058 AW491299 RIKEN cDNA 0610011I04 gene0610011I04Rik 1.149442 1.900846 2.206483 2.545861 2.429171 1.903709 1.919136 1.684503 0.706464 1 1 1 1 1 1 1
37997 193670 BE951543 RIKEN cDNA 1700022N24 gene1700022N24Rik0.955186 1.066682 1.185638 1.048516 1.05073 0.811559 0.870423 1.400616 -0.2971 -0.01103 0.939896 -0.26893 -0.24027 0.987014 0.824278 0.999975
37998 110196 BE985503 farnesyl diphosphate synthetaseFdps 0.958824 0.912185 1.209137 0.945608 1.252725 0.925071 1.064452 0.906859 -0.60959 -0.53132 -0.17186 -0.58479 0.1391 -0.51114 -0.62268 -0.42832
37999 69440 AW743199 RIKEN cDNA 1700027J05 gene1700027J05Rik 1.013994 1.087029 0.98863 0.925399 1.389443 1.127554 1.115677 1.232687 -0.6507 -0.21119 -0.6507 -0.45995 0.985908 0.371596 0.148922 0.900587
38000 70069 AI429118 RIKEN cDNA 1700026P10 gene1700026P10Rik0.886662 0.988664 0.912301 1.044576 0.775771 0.656223 -0.45219 -0.66829 -0.6507 -0.67307 -0.39513 0.566585 NA
38001 11799 AF077349 baculoviral IAP repeat-containing 5Birc5 0.989884 1.07623 1.043649 1.389981 1.098955 1.150836 1.149171 1.4633 -0.6649 -0.25943 -0.50417 0.927546 -0.11198 0.235662 0.336572 0.995823
38002 75555 AK006150 RIKEN cDNA 1700020D05 gene1700020D05Rik0.629369 1.019479 1.260202 1.302151 0.783893 0.901661 1.031862 0.872549 0.891464 -0.64139 0.197509 0.158711 0.254468 -0.28777 -0.65348 -0.47514
38003 59001 BE375126 polymerase (DNA directed), epsilon 3 (p17 subunit)Pole3 0.87905 1.123734 1.317599 0.960562 1.094169 1.22557 0.997901 1.226463 0.039434 -0.21119 0.508927 -0.57386 -0.24988 0.148922 -0.64776 0.148922
38004 0.935483 1.008876 0.999637 0.909461 1.092354 1.062283 1.140377 1.036312 0.158711 -0.65609 -0.67511 0.573466 0.493796 0.049493 0.871082 -0.36932
38005 58233 NM_021422DnaJ (Hsp40) homolog, subfamily A, member 4Dnaja4 0.915721 0.998486 1.072719 1.028069 0.899958 0.94871 0.97373 1.181787 0.282313 -0.64465 0.029362 -0.53779 0.501397 -0.23062 -0.55035 0.911065
38006 102122 BE134869 RIKEN cDNA 2310065K24 gene2310065K24Rik0.929519 1.074424 1.04241 0.979606 1.148412 0.929257 0.986718 1.082521 0.508927 0.486125 -0.12202 -0.51799 0.963028 0.516386 -0.60493 0.600262
38007 17748 BG077818 metallothionein 1 Mt1 0.761072 0.790024 0.737638 0.73963 1.081352 0.68307 0.81359 1.011858 0.805914 0.667934 0.881641 0.876456 -0.45995 0.944027 0.523773 -0.66829
38008 208449 BG144810 RIKEN cDNA 9530058O11 gene9530058O11Rik 1.06484 0.838945 0.852312 0.816205 0.889413 0.853735 0.991267 0.995676 -0.08178 0.933973 0.889075 0.976023 0.625888 0.881641 -0.66083 -0.67213
38009 30051 BF584060 SAM pointed domain containing ets transcription factorSpdef 0.918591 0.94906 0.993494 1.00342 1.066638 1.21202 1.082718 1.319762 0.593672 0.029362 -0.66083 -0.67102 0.273082 0.997628 0.516386 0.999991
38010 22213 U93241 ubiquitin-conjugating enzyme E2G 2Ube2g2 1.004275 0.906762 1.025767 0.999475 1.149814 1.035759 1.005053 1.009636 -0.66829 0.809704 -0.43637 -0.67511 0.938461 -0.24988 -0.6649 -0.63796
38011 70020 AW046791 high mobility group AT-hook 1-like 4Hmga1l4 1.018678 0.913075 0.864069 0.867821 0.876992 1.22438 0.921505 1.059597 -0.62673 -0.00092 0.726937 0.684872 0.619591 0.891464 0.069561 -0.39513
38012 69387 AK005984 RIKEN cDNA 1700014P03 gene1700014P03Rik1.046228 0.915619 0.90599 0.881246 0.87109 0.980486 1.119614 1.112033 -0.04137 0.711686 0.809704 0.947906 0.972006 -0.53132 0.900587 0.862656
38013 75617 AA596716 ribosomal protein S25 Rps25 0.918676 0.99536 0.962802 0.993301 0.974487 0.967836 1.01907 1.322175 0.371596 -0.67102 -0.55643 -0.66668 -0.55643 -0.48257 -0.60959 0.999117
38014 71493 AF022770 1.14971 0.993095 1.028138 1.222338 0.996784 1.039093 1.208308 0.954974 0.516386 -0.67102 0.470572 0.750992 -0.67383 -0.64776 0.690376 -0.45995
38015 53885 AF127180 nephronophthisis 1 (juvenile) homolog (human)Nphp1 0.906106 1.032251 1.242176 1.027657 0.793904 1.416936 0.922745 1.330627 -0.56238 -0.65854 0.291492 -0.60959 -0.48988 0.197509 -0.51114 -0.14203
38016 69288 AV219836 Rho-related BTB domain containing 1Rhobtb1 1.060486 1.232361 0.965635 0.869998 0.909335 0.914668 0.989698 0.955942 0.197509 0.999433 -0.28777 0.964832 0.741572 0.679298 -0.63796 -0.31557
38017 57756 NM_021318four and a half LIM domains 5Fhl5 0.993393 1.130791 1.016447 1.080944 1.167825 0.9521 0.954196 1.047118 -0.67102 -0.00092 -0.64139 -0.33378 0.2638 -0.5794 -0.48257 -0.65348
38018 213980 AI506955 similar to C17orf1A protein na 0.966076 0.850721 0.973761 0.947663 0.867065 0.890553 0.954477 0.803866 -0.32471 0.984299 -0.45995 0.039434 0.958151 0.862656 -0.10193 0.999415
38019 106581 BG066848 expressed sequence AI429612AI429612 0.949295 0.959025 0.981627 1.050211 1.009612 1.025286 1.067341 1.230486 0.009184 -0.1916 -0.56819 -0.05148 -0.64465 -0.48257 0.254468 0.998792
38020 66583 AK011817 RIKEN cDNA 2610104C07 gene2610104C07Rik1.037707 1.15585 1.198089 1.091355 1.066617 0.993595 1.052405 1.11419 -0.17186 0.988988 0.999029 0.760146 0.430489 -0.65609 0.158711 0.911065
38021 71957 AW046927 RIKEN cDNA 2410006F12 gene2410006F12Rik0.991791 0.991015 0.986371 1.032448 0.931563 1.021824 1.177619 1.074471 -0.63438 -0.62673 -0.56238 -0.152 0.726937 -0.41191 0.999627 0.736762
38022 69339 AK005741 RIKEN cDNA 1700007N18 gene1700007N18Rik1.031454 1.045554 0.99343 0.993701 1.057425 1.100391 1.058684 1.084517 -0.18174 0.187867 -0.64776 -0.6507 0.454743 0.929201 0.478383 0.834605
38023 27061 BC002106 B-cell receptor-associated protein 31Bcap31 1.011881 1.000135 1.001151 1.037883 1.001879 0.915994 0.959311 0.999781 -0.63438 -0.6752 -0.67486 -0.32471 -0.67443 0.538333 -0.24988 -0.6752
38024 BF319731 1.027672 1.076126 1.053358 1.167028 1.101044 1.159333 1.296763 1.167171 -0.21119 0.820722 0.470572 0.999731 0.960167 0.999485 1 0.999731
38025 67307 NM_026085RIKEN cDNA 3110049J23 gene3110049J23Rik 1.14609 0.913219 0.864911 0.864613 0.936511 1.038596 0.960762 0.946397 0.701171 0.226189 0.760146 0.760146 -0.11198 -0.43637 -0.42016 -0.25943
38026 66704 AI036209 RIKEN cDNA 4921506I22 gene4921506I22Rik 1.027437 1.271504 0.997258 0.957261 1.128012 1.04811 0.927425 1.121159 -0.28777 1 -0.67102 0.1391 0.984717 0.226189 0.760146 0.976639
38027 72083 AW045792 RIKEN cDNA 2410018G20 gene2410018G20Rik0.958624 0.935294 1.006455 1.129242 1.137469 1.188158 1.129154 1.328581 0.009184 0.545505 -0.65348 0.971281 0.982049 0.999196 0.971281 1
38028 AV207740 0.912851 0.95305 0.897393 1.030294 1.152505 0.935294 1.109663 1.095411 0.644342 0.089552 0.777672 -0.49709 0.679298 -0.152 0.254468 0.446726
38029 AA108889 1.026088 1.177114 1.191686 1.35022 1.389087 1.330733 1.279809 1.15041 -0.47514 0.984299 0.991901 0.999997 1 0.999992 0.999894 0.951544
38030 53356 BF319536 eukaryotic translation initiation factor 3, subunit 4 (delta)Eif3s4 1.009011 1.105392 1.18844 1.296281 1.166208 1.038114 1.114299 1.055976 -0.64465 0.794181 0.994877 0.999985 0.984717 -0.24027 0.853779 0.119363
38031 73770 BE289223 RIKEN cDNA 4833422F06 gene4833422F06Rik0.997576 1.080683 1.084259 1.11757 1.106495 1.200336 1.269034 1.362955 -0.67213 0.726937 0.769038 0.954955 0.918751 0.99974 0.999998 1
38032 58867 AK006050 synaptogyrin 4 Syngr4 0.967251 0.981593 1.011452 0.831767 1.086684 1.191456 0.988844 1.288718 -0.4676 -0.60493 -0.64776 0.963028 0.2638 0.947906 -0.6507 0.99814
38033 53598 BF018872 dynactin 3 Dctn3 0.964437 0.920354 0.649936 0.937069 0.752671 1.21543 0.859724 1.244031 -0.63063 -0.45219 0.956044 -0.53132 0.679298 0.089552 -0.04137 0.371596
38034 246728 BE447237 2'-5' oligoadenylate synthetase 2Oas2 0.938609 0.978485 1.077196 1.034557 1.082054 0.986178 1.046106 0.952663 0.168466 -0.54413 0.354204 -0.36932 0.430489 -0.61847 -0.17186 -0.11198
38035 100561 BG072315 solute carrier family 15, member 4Slc15a4 0.963543 0.841091 0.769528 0.807163 0.847413 0.916969 0.88025 0.999877 -0.56819 0.573466 0.92058 0.684872 0.508927 -0.30637 0.207111 -0.6752
38036 22029 NM_009421Tnf receptor-associated factor 1Traf1 1.003199 0.977985 0.885043 0.975029 0.855888 0.88084 0.842003 1.007778 -0.67213 -0.51114 0.911065 -0.4676 0.983432 0.929201 0.993361 -0.65348
38037 73327 BE988777 RIKEN cDNA 1700040I03 gene1700040I03Rik 0.977283 0.969828 0.970055 1.044834 1.006752 1.05654 1.074866 1.106754 -0.48257 -0.3517 -0.36055 -0.08178 -0.65854 0.158711 0.478383 0.824278
38038 22380 AA822111 WW domain binding protein 4Wbp4 1.07358 1.033301 0.807559 0.775128 0.925996 0.713305 0.727534 0.804529 0.388742 -0.34278 0.999415 0.999961 0.486125 1 1 0.999548
38039 74656 AK014832 RIKEN cDNA 4930435C18 gene4930435C18Rik0.936024 1.101055 0.749699 1.063131 1.02805 1.002054 -0.50417 -0.6507 0.501397 -0.40357 -0.27838 -0.36932 NA
38040 13929 BF318805 EST X83328 X83328 0.978868 1.042995 0.975814 1.00125 1.083399 1.034633 1.101062 1.283379 -0.41191 0.129246 -0.34278 -0.67443 0.827777 -0.09186 0.933973 1
38041 67689 AK005615 RIKEN cDNA 1700001N19 gene1700001N19Rik0.988578 1.102162 1.154504 1.248653 1.140462 1.153739 1.075528 1.014085 -0.63063 0.726937 0.962096 0.999562 0.932415 0.961142 0.397221 -0.60959
38042 66053 AI480702 peptidylprolyl isomerase (cyclophilin)-like 2Ppil2 0.991173 0.908456 0.985088 1.066888 0.990935 1.150808 0.960595 1.062659 -0.6649 0.049493 -0.67511 -0.18174 -0.67213 0.656282 -0.4676 -0.33378
38043 11949 NM_020615ATP synthase, H+ transporting, mitochondrial F1 complex, gamma polypeptide 1Atp5c1 1.051702 1.043615 0.924127 1.158953 1.178095 1.251774 1.202738 1.092046 -0.17186 -0.28777 0.300618 0.911065 0.953843 0.997073 0.980561 0.438641
38044 69961 BG093820 RIKEN cDNA 2810432D09 gene2810432D09Rik0.943625 0.992484 1.11921 1.111404 1.047321 1.123802 1.063072 1.10575 0.2638 -0.6507 0.913043 0.876456 0.009184 0.929201 0.327668 0.844434
38045 67628 AU041892 acidic nuclear phosphoprotein 32 family, member BAnp32b 1.004981 1.076895 1.107027 1.307052 1.217413 1.185821 1.215614 1.155711 -0.66294 0.679298 0.92058 1 0.999916 0.999292 0.999907 0.995023
38046 BB251484 1.007215 1.003384 0.885862 0.914474 0.848279 0.87757 0.98208 0.904845 -0.63063 -0.6649 0.998196 0.967389 0.999982 0.999292 -0.41191 0.986655
38047 0.858618 0.838514 1.064247 1.035388 1.136255 0.966146 1.314399 1.105294 0.809704 0.902763 -0.11198 -0.48988 0.625888 -0.48988 0.997243 0.354204
38048 26754 BG229722 COP9 (constitutive photomorphogenic) homolog, subunit 5 (Arabidopsis thaliana)Cops5 0.978138 1.019408 1.001602 0.974113 1.089874 1.062938 1.278611 1.426501 -0.5794 -0.66294 -0.66083 -0.66294 -0.62673 -0.44433 0.478383 0.924132
38049 235631 AW493852 testes-specific protease 50 Tsp50 0.911465 0.921836 0.98124 1.036858 0.967421 1.130599 1.090329 1.03387 0.831219 0.721922 -0.51799 -0.16194 -0.23062 0.966556 0.777672 -0.23062
38050 14726 BE988731 glycoprotein 38 Gp38 0.962392 1.117988 0.915372 1.065193 1.065804 1.144742 0.991309 1.236403 -0.28777 0.805914 0.580275 0.178185 0.187867 0.925856 -0.65348 0.998589
38051 67980 AK016785 glucosamine-6-phosphate deaminase 2Gnpda2 0.983934 1.277324 1.156895 1.368584 1.206557 1.227116 1.094587 1.077008 -0.62673 0.99544 0.764625 0.999813 0.956044 0.976639 0.30969 0.079567
38052 68845 AK004341 RIKEN cDNA 1110061L23 gene1110061L23Rik 1.109914 1.021038 1.072204 1.075101 1.074334 1.066439 1.072454 1.175702 0.831219 -0.52472 0.413985 0.462692 0.454743 0.318707 0.42227 0.991187
38053 56321 NM_019816apoptosis antagonizing transcription factorAatf 0.962299 1.032277 0.981273 1.07825 1.054103 1.056086 1.16684 1.050393 -0.28777 -0.40357 -0.57386 0.380201 -0.03125 0.009184 0.966556 -0.09186
38054 66729 NM_025732RIKEN cDNA 4921520G13 gene4921520G13Rik0.979846 1.046441 0.96887 0.96567 1.032183 1.153964 0.99914 1.044503 -0.55035 -0.152 -0.39513 -0.34278 -0.39513 0.950357 -0.67486 -0.18174
38055 59046 W65237 expressed sequence AW559096AW559096 0.971923 0.967498 0.929531 1.054612 1.066679 1.12327 1.132598 1.205424 -0.38661 -0.2971 0.508927 0.129246 0.354204 0.914983 0.944027 0.998632
38056 11769 BE989500 adaptor protein complex AP-1, sigma 1Ap1s1 1.025771 1.017115 1.036978 1.075935 1.077935 1.110554 1.121071 1.242073 -0.26893 -0.47514 0.049493 0.820722 0.837936 0.97896 0.990145 0.999999
38057 233875 BE980622 expressed sequence AI854876AI854876 0.977334 1.002604 0.924317 0.980168 0.898608 1.050483 0.939615 0.95332 -0.51114 -0.67307 0.478383 -0.55035 0.798153 -0.05148 0.197509 -0.08178
38058 68112 BF319466 RIKEN cDNA C330016H24 geneC330016H24Rik0.887012 0.976492 0.935886 1.069703 1.158306 1.061022 1.081638 1.365301 0.896111 -0.48988 0.30969 0.327668 0.972006 0.178185 0.508927 0.999999
38059 55943 BF021351 syntaxin 8 Stx8 0.927999 1.03133 1.017359 0.978974 1.096406 1.076414 1.092863 1.36217 0.913043 0.009184 -0.42016 -0.30637 0.978401 0.904899 0.971281 1
38060 AJ276505 0.890852 0.856029 1.302171 1.240838 0.972537 1.300942 1.28037 1.165188 0.538333 0.831219 0.996396 0.976023 -0.55035 0.996176 0.992768 0.817108
38061 19698 NM_009046avian reticuloendotheliosis viral (v-rel) oncogene related BRelb 1.123084 1.090126 0.861402 0.677815 0.861292 0.887992 0.661325 0.790206 0.327668 -0.01103 0.625888 0.99974 0.625888 0.354204 0.999897 0.952706
38062 69361 AV039391 RIKEN cDNA 1700006H02 gene1700006H02Rik1.033127 0.972705 1.034042 1.135274 1.152332 1.27446 1.280692 1.137675 -0.31557 -0.40357 -0.2971 0.947906 0.976639 0.99997 0.999979 0.953843
38063 66368 AK009245 RIKEN cDNA 2310009A18 gene2310009A18Rik1.037848 0.992843 0.956534 1.142894 1.128365 1.155967 1.32693 1.162093 -0.2971 -0.65854 -0.16194 0.925856 0.873793 0.956044 0.999986 0.965704
38064 19084 AW764091 protein kinase, cAMP dependent regulatory, type I, alphaPrkar1a 1.001192 1.2416 1.474636 1.593249 1.524125 1.408196 1.338573 1.189974 -0.67486 0.998714 1 1 1 1 0.999988 0.987014
38065 98905 AI843827 1.053549 0.975184 0.934434 0.958882 1.039107 1.01412 0.96641 1.068001 0.235662 -0.39513 0.545505 -0.00092 -0.09186 -0.5794 -0.1916 0.516386
38066 75785 AA691628 RIKEN cDNA 4930429H24 gene4930429H24Rik1.101452 1.047393 1.160519 1.14611 1.174036 1.084216 1.139374 1.140314 -0.04137 -0.55643 0.158711 0.197509 0.300618 -0.20141 0.354204 0.069561
38067 93674 BF783527 camello-like 3 Cml3 0.939752 0.939681 0.960032 1.058844 0.776917 0.907356 0.892725 0.79814 0.345418 0.345418 -0.11198 0.245089 0.999993 0.824278 0.918751 0.999942
38068 68537 BE946536 mitochondrial ribosomal protein L13Mrpl13 0.874993 0.952811 1.12243 1.182533 1.132667 1.205121 1.440003 1.464954 0.941302 -0.05148 0.868323 0.989581 0.911065 0.996501 1 1
38069 52120 BF468249 DNA segment, Chr 8, ERATO Doi 354, expressedD8Ertd354e 1.127555 1.102904 0.77816 0.561242 0.728283 0.828668 0.555324 0.608507 0.059536 -0.13203 0.853779 0.999969 0.962096 0.58701 0.999978 0.999651
38070 99543 AK002518 RIKEN cDNA 2810002E22 gene2810002E22Rik1.114859 1.178447 0.827328 1.083533 0.970113 0.920119 1.534993 1.098125 0.1391 0.454743 0.684872 -0.27838 -0.60959 -0.37801 0.998303 -0.02114
38071 0.907399 0.970357 0.909302 1.048466 1.138829 1.084795 1.187978 1.132901 -0.02114 -0.59515 -0.05148 -0.52472 0.059536 -0.42832 0.413985 0.089552
38072 52502 NM_025821calcium regulated heat stable protein 1Carhsp1 1.035695 1.021087 1.000482 1.017833 0.986946 0.942411 1.073658 1.102913 -0.152 -0.4676 -0.67511 -0.51799 -0.59004 0.42227 0.632112 0.89837
38073 69038 BG070542 RIKEN cDNA 1810006K21 gene1810006K21Rik0.999502 1.026857 1.107648 1.225884 0.907496 1.080789 0.970419 0.918672 -0.67511 -0.45995 0.773387 0.998674 0.726937 0.486125 -0.40357 0.58701
38074 75572 BE851119 acylphosphatase 2, muscle typeAcyp2 0.993957 0.979212 0.923705 1.023097 0.964942 1.190586 1.145504 1.11334 -0.61411 -0.66083 -0.31557 -0.44433 -0.56819 0.462692 0.336572 0.30969
38075 227937 AW764208 plakophilin 4 Pkp4 0.950218 1.147484 1.16181 1.037795 1.105862 0.982108 1.094108 1.000674 -0.32471 0.684872 0.769038 -0.47514 0.327668 -0.62673 0.327668 -0.67511
38076 68252 AK008719 RIKEN cDNA A030007L17 geneA030007L17Rik0.932695 0.932922 0.793921 1.179213 0.728722 1.051088 0.928611 1.035757 -0.04137 -0.22093 0.986286 0.781893 0.999627 -0.30637 -0.16194 -0.48257
38077 67665 AA839569 dynactin 4 Dctn4 0.962331 0.951622 1.044549 1.094407 0.934549 0.942885 1.123175 1.120842 -0.40357 -0.24027 -0.33378 0.30969 -0.06158 -0.10193 0.656282 0.58701
38078 353188 AW107807 a disintegrin and metalloprotease domain 32Adam32 0.983057 1.006322 0.976054 1.061022 1.032777 1.020692 1.125327 1.087302 -0.60011 -0.66829 -0.52472 0.039434 -0.42016 -0.56819 0.802064 0.438641
38079 233204 AW825927 cDNA sequence BC017607BC017607 1.097632 1.696986 2.421638 1.903974 1.522974 1.300134 1.030749 1.374888 -0.12202 0.999957 1 0.999999 0.997159 0.92058 -0.60493 0.978401
38080 81845 BE629864 HLA-B associated transcript 4Bat4 0.998738 1.001995 1.0655 1.077688 1.058468 1.17314 1.195886 1.07555 -0.67383 -0.67213 0.769038 0.889075 0.662144 0.999956 0.999995 0.873793
38081 109801 BE687996 glyoxalase 1 Glo1 0.939845 1.007022 1.068279 1.354651 1.426154 1.528927 1.734777 1.682086 0.300618 -0.65609 0.371596 1 1 1 1 1
38082 68948 BE995674 RIKEN cDNA 1500011H22 gene1500011H22Rik0.966581 1.047591 0.888821 0.99862 0.848994 0.900672 0.960074 0.927337 -0.45219 -0.26893 0.679298 -0.67486 0.924132 0.545505 -0.36932 0.148922
38083 13136 AW985870 decay accelerating factor 1 Daf1 0.909314 0.979263 1.221287 1.053785 0.977591 1.263769 1.021809 1.108385 -0.16194 -0.67511 0.235662 -0.54413 -0.66083 0.644342 -0.64139 -0.08178
38084 67464 AK004761 lysosomal apyrase-like 1 Lysal1 1.017568 0.953371 0.963023 0.88893 0.849444 0.78693 1.121977 0.962351 -0.63796 -0.58479 -0.55035 0.388742 0.746316 0.966556 0.454743 -0.16194
38085 58235 NM_021424poliovirus receptor-related 1Pvrl1 0.813949 1.273567 0.90025 0.639727 0.736945 0.557445 0.682705 0.983254 0.625888 0.786052 -0.12202 0.997243 0.930824 0.999936 0.986655 -0.65854
38086 66818 AF140607 RIKEN cDNA 9130011J15 gene9130011J15Rik 1.069423 1.282901 1.350754 1.337635 1.173678 1.267967 1.189619 1.268576 0.625888 1 1 1 0.999117 0.999999 0.999713 0.999999
38087 20210 X03479 serum amyloid A 3 Saa3 0.984131 0.900849 0.907064 0.825111 0.762606 0.879144 0.971432 2.24066 -0.66829 -0.57386 -0.41191 0.109452 0.354204 -0.37801 -0.6507 0.999965
38088 328326 U50413 hypothetical protein C530050K14C530050K14 1.028252 1.066817 1.106666 1.107878 1.126268 1.031402 1.099617 1.135092 -0.39513 0.362931 0.834605 0.841212 0.925856 -0.34278 0.781893 0.950357
38089 14958 AI877488 H1 histone family, member 0H1f0 0.998228 1.126259 1.149681 1.047836 1.06528 0.905858 0.951733 1.135819 -0.64465 0.397221 0.58701 -0.42832 -0.24988 0.019278 -0.24027 0.566585
38090 14080 AA521567 fatty acid binding protein 1, liverFabp1 0.846993 0.753528 0.88173 0.8187 0.719665 0.716232 1.131607 0.662962 0.673651 0.981565 0.354204 0.841212 0.99544 0.996062 0.336572 0.999722
38091 18557 AW046838 PCTAIRE-motif protein kinase 3Pctk3 1.079766 0.931387 1.116826 1.101248 1.254708 0.694234 1.129209 0.864322 -0.41191 -0.45219 -0.28777 -0.36932 0.545505 0.613221 -0.43637 -0.28777
38092 27389 AV042462 dual specificity phosphatase 13Dusp13 0.484634 0.521089 1.321584 2.154378 0.984178 0.523773 0.397221 -0.38661 0.318707 -0.63438 NA NA
38093 114644 AA986392 solute carrier family 13 (sodium-dependent dicarboxylate transporter), member 3Slc13a3 1.240554 1.217296 1.179425 1.053008 0.965157 0.788409 0.880305 1.070043 0.964832 0.933973 0.805914 -0.32471 -0.49709 0.967389 0.593672 -0.11198
38094 0.99722 0.937844 1.022107 0.945722 0.959465 0.970076 0.955364 1.001582 -0.67307 0.079567 -0.56238 -0.07168 -0.30637 -0.4676 -0.23062 -0.67443
38095 67880 BG141439 dicarbonyl L-xylulose reductaseDcxr 1.017295 1.085502 0.906897 0.884394 1.00388 0.910477 1.155738 0.974715 -0.62673 0.158711 0.362931 0.632112 -0.67213 0.30969 0.790147 -0.56819
38096 71733 AW121222 RIKEN cDNA 1200011D11 gene1200011D11Rik0.809417 0.777431 0.537435 1.236447 1.889123 1.291845 1.076737 -0.58479 -0.61411 0.961142 0.254468 -0.42016 -0.57386 -0.5794 NA
38097 18799 NM_019676phospholipase C, delta Plcd 1.010043 0.96652 1.011203 1.030078 0.856353 0.992709 1.030015 0.97382 -0.63063 -0.22093 -0.61847 -0.32471 0.995023 -0.6507 -0.32471 -0.38661
38098 0.990605 0.972035 1.006009 0.976016 0.935466 0.845257 0.759488 0.775612 -0.63063 -0.31557 -0.65609 -0.40357 0.552604 0.998998 1 0.999999
38099 81500 NM_030749RIKEN cDNA 1810057E01 gene1810057E01Rik1.105833 0.941898 0.919574 0.911413 0.95652 1.050242 1.137379 0.949946 0.158711 -0.1916 -0.03125 -0.17186 -0.45995 -0.56238 0.454743 -0.39513
38100 213484 AI507130 cDNA sequence BC036718BC036718 0.979488 0.870517 0.996099 0.90005 0.848923 0.908606 0.937049 1.098283 -0.59004 0.817108 -0.67213 0.545505 0.92058 0.438641 -0.01103 0.405635
38101 13120 NM_007823cytochrome P450, family 4, subfamily b, polypeptide 1Cyp4b1 1.004123 0.959451 1.004299 0.945874 1.122337 1.020414 1.035355 1.028435 -0.67307 -0.4676 -0.67486 -0.36055 0.168466 -0.63063 -0.54413 -0.59004
38102 69287 AK005883 outer dense fiber of sperm tails 3Odf3 0.932615 0.881145 1.058944 0.991622 1.0256 1.019089 1.212409 1.068909 0.079567 0.613221 -0.2971 -0.61847 -0.54413 -0.66974 0.976639 -0.17186
38103 BF452468 male enhanced antigen 1 Mea1 0.980483 1.021136 1.015122 1.046909 0.978367 1.062978 1.167214 1.189114 -0.53132 -0.51114 -0.59004 -0.02114 -0.49709 0.300618 0.989866 0.996799
38104 68552 AK003345 RIKEN cDNA 1110003E01 gene1110003E01Rik 1.16244 1.005199 1.009207 1.095333 0.930085 1.099924 1.050137 0.909656 0.913043 -0.66829 -0.65609 0.454743 0.178185 0.508927 -0.21119 0.501397
38105 71847 AK006065 RIKEN cDNA 1700017G21 gene1700017G21Rik1.053236 1.095766 0.901289 1.104095 1.00007 0.971293 1.116377 1.005698 0.187867 0.809704 0.896111 0.868323 -0.6752 -0.33378 0.925856 -0.66083
38106 231633 BE136391 cDNA sequence BC025600BC025600 1.047588 1.147117 1.177621 1.170926 1.270454 1.154511 1.153354 1.105792 0.039434 0.981565 0.996603 0.995023 0.999988 0.987706 0.987014 0.865514
38107 231396 BF322562 similar to hypothetical protein C730031G17na 1.012645 0.953883 1.292431 1.066947 1.46044 -0.65609 -0.63438 -0.57386 -0.67383 0.099514 NA NA
38108 14283 AW538199 fos-like antigen 1 Fosl1 1.022263 1.331724 0.931353 1.117842 1.044144 0.996917 0.884896 1.189939 -0.53779 0.99998 0.291492 0.790147 -0.21119 -0.67213 0.859748 0.985908
38109 76453 AK009847 RIKEN cDNA 2310046G15 gene2310046G15Rik1.029768 0.906831 0.937216 1.022469 0.996438 0.996831 1.391423 1.195672 -0.58479 -0.12202 -0.36932 -0.66668 -0.67383 -0.65348 0.996396 0.764625
38110 66317 AA058228 RIKEN cDNA 2700038L12 gene2700038L12Rik 1.015304 0.977594 0.960135 0.874886 0.945366 0.864783 1.034927 1.049391 -0.62268 -0.55643 -0.32471 0.850717 -0.07168 0.900587 -0.42016 -0.21119
38111 66648 AI196400 RIKEN cDNA 5730494M16 gene5730494M16Rik1.024859 1.722044 1.060712 0.876264 0.966349 1.548751 1.107341 1.034844 -0.61847 0.993548 -0.52472 -0.31557 -0.62268 0.454743 -0.25943 -0.64776
38112 67873 AK010538 RIKEN cDNA 2410018C20 gene2410018C20Rik0.972528 1.023006 1.03562 0.870156 0.940955 0.855476 0.942815 1.015088 -0.36932 -0.4676 -0.22093 0.982983 0.345418 0.99408 0.30969 -0.5794
38113 71090 NM_027670RIKEN cDNA 4933411G06 gene4933411G06Rik1.060637 1.044656 1.25495 1.270355 1.245794 1.020156 1.206045 1.130492 -0.24027 -0.42016 0.974085 0.982522 0.966556 -0.61847 0.906994 0.538333
38114 19729 AI851074 recombination activating gene 1 gene activationRga 0.907347 1.146378 1.129904 0.955447 1.007383 1.016453 0.74636 1.084164 0.318707 0.706464 0.58701 -0.36932 -0.66668 -0.67486 0.998714 0.099514
38115 67693 BE310853 RIKEN cDNA 2310003F16 gene2310003F16Rik1.069419 1.102542 1.064352 1.091714 0.859325 1.05065 1.119257 0.999769 0.059536 0.501397 -0.02114 0.197509 0.900587 -0.36055 0.516386 -0.6752
38116 16977 AW122764 leucine rich protein, B7 geneLrpb7 1.000731 0.983746 0.746086 0.677304 0.651278 0.658729 0.644777 0.543617 -0.67511 -0.62673 0.999396 0.999995 0.999999 0.999999 1 1
38117 234199 AW111155 fibrinogen-like protein 1 Fgl1 0.950709 1.237823 1.226977 1.112935 0.948642 0.896293 1.125928 1.03561 -0.07168 0.995305 0.997243 0.638264 -0.01103 0.711686 0.837936 -0.3517
38118 75015 BF018645 RIKEN cDNA 4930483N21 gene4930483N21Rik1.014733 0.975636 1.011069 1.081301 1.05861 1.087808 1.180208 1.175322 -0.5794 -0.42016 -0.61847 0.673651 0.300618 0.746316 0.997767 0.996984
38119 AK002700 0.928708 0.976442 1.051163 0.729 0.88688 0.543251 0.640621 1.094276 -0.31557 -0.63438 -0.50417 0.971281 0.109452 0.999995 0.999088 -0.17186
38120 14473 AI414022 group specific component Gc 0.693817 1.01205 0.739851 0.873335 0.746239 1.090041 1.333772 1.55349 0.824278 -0.67213 -0.24988 -0.51114 0.371596 -0.51799 0.380201 0.891464
38121 AV205013 0.991146 1.013089 1.04734 1.004277 0.89095 0.97274 1.16297 1.078198 -0.63796 -0.41191 0.300618 -0.30637 0.148922 -0.60959 0.996176 0.827777
38122 71670 AI098151 RIKEN cDNA 0610006H10 gene0610006H10Rik1.013718 1.038467 1.075277 0.911776 0.932001 0.854277 1.014262 1.019225 -0.58479 -0.09186 0.650349 0.859748 0.613221 0.997767 -0.57386 -0.49709
38123 AW125474 0.959235 0.920811 0.859907 1.14315 0.962591 0.750538 1.202722 1.196374 -0.55035 -0.48257 0.291492 -0.30637 -0.59515 -0.01103 0.371596 0.336572
38124 76987 BF682495 RIKEN cDNA 3110052N05 gene3110052N05Rik1.011753 0.808574 1.135823 0.84995 0.786631 0.847577 0.946216 1.341837 -0.66829 -0.13203 -0.41191 -0.152 0.397221 -0.09186 -0.60493 -0.26893
38125 21379 BE952028 transforming growth factor beta regulated gene 4Tbrg4 0.983448 1.17091 0.96223 1.27584 1.25368 1.112115 1.053605 1.097051 -0.64776 0.573466 -0.54413 0.927546 0.891464 0.109452 -0.43637 -0.04137
38126 244608 AI850835 hypothetical protein 4933409I224933409I22 0.926884 0.966925 1.093347 1.070206 1.234298 0.912127 0.853655 1.427638 -0.05148 -0.53779 -0.20141 -0.65854 0.059536 -0.07168 0.397221 0.986286
38127 75599 BG244482 RIKEN cDNA 2010005A06 gene2010005A06Rik0.914946 1.05858 1.075666 1.235456 1.172542 1.009655 1.255011 1.040063 -0.16194 -0.34278 -0.30637 0.731883 0.478383 -0.6649 0.868323 -0.61847
38128 74012 NM_028712RAP2B, member of RAS oncogene familyRap2b 0.918394 0.958481 1.058586 0.965391 0.925218 0.981014 1.002924 1.159678 0.354204 -0.31557 -0.08178 -0.42016 0.245089 -0.59515 -0.67307 0.89837
38129 72349 AV041650 dual specificity phosphatase 3 (vaccinia virus phosphatase VH1-related)Dusp3 1.019506 1.083558 1.062131 1.130309 1.06025 1.06896 1.219977 1.246592 -0.48988 0.760146 0.446726 0.977827 0.413985 0.566585 0.999931 0.999989
38130 71735 BE632908 RIKEN cDNA 1200011O22 gene1200011O22Rik1.046544 1.051137 1.138613 1.011168 1.070924 1.098633 1.030546 1.190677 -0.33378 -0.26893 0.726937 -0.65348 -0.00092 0.282313 -0.51114 0.930824
38131 1.068915 1.025778 1.004831 1.063282 1.087583 1.177745 0.778985 0.944737 -0.18174 -0.61411 -0.67307 -0.34278 -0.27838 0.30969 0.972006 -0.58479
38132 1.020718 0.913737 0.973432 0.941617 0.920146 1.082649 1.139228 1.283174 -0.48988 0.805914 -0.36932 0.371596 0.736762 0.690376 0.97724 0.999997
38133 223664 AA030556 RIKEN cDNA E130306I01 geneE130306I01Rik 1.0143 0.960628 1.040062 1.132708 1.070956 1.094839 1.062447 1.095202 -0.60959 -0.21119 -0.23062 0.911065 0.336572 0.662144 0.187867 0.662144
38134 70356 BE957072 RIKEN cDNA 3110002K08 gene3110002K08Rik1.044141 1.083339 1.109279 1.168023 1.107592 1.058537 1.123813 1.047004 -0.12202 0.573466 0.824278 0.985908 0.809704 0.168466 0.900587 -0.06158
38135 0.995755 0.942695 1.149933 1.184715 1.118401 1.262642 1.27142 1.194341 -0.66829 0.254468 0.975392 0.995699 0.896111 0.999946 0.999968 0.997481
38136 56693 AW048242 cartilage associated proteinCrtap 0.921131 0.932594 0.994752 1.025954 0.968104 1.050831 1.159392 1.181589 0.662144 0.478383 -0.66294 -0.42832 -0.2971 0.079567 0.987364 0.996062
38137 AI841681 0.935738 1.113926 1.060177 0.984233 0.943502 1.036675 1.095371 1.160198 -0.152 0.371596 -0.24988 -0.60493 -0.24988 -0.45219 0.178185 0.606778
38138 13884 BF235665 esterase 1 Es1 1.0045 0.922626 1.029996 1.013785 0.955834 0.961704 1.105308 1.086013 -0.6649 0.736762 -0.2971 -0.58479 0.079567 -0.07168 0.89837 0.760146
38139 AA920419 0.978927 1.012964 1.083245 1.032024 1.017399 1.03483 1.129869 1.100959 -0.3517 -0.55035 0.904899 -0.05148 -0.45219 0.039434 0.996799 0.971281
38140 232196 BF464464 expressed sequence C87436C87436 1.010637 1.090493 1.028148 1.209877 1.087025 0.965247 1.043174 1.072538 -0.61411 0.853779 -0.28777 0.999929 0.827777 -0.10193 0.079567 0.667934
38141 16950 NM_013586lysyl oxidase-like 3 Loxl3 1.012581 1.024926 1.118211 1.195284 1.071442 1.064875 1.138936 1.168063 -0.55643 -0.24988 0.992346 0.99999 0.813436 0.731883 0.998589 0.999886
38142 21454 BE456966 t-complex protein 1 Tcp1 0.958597 1.028668 0.996662 1.042896 1.000463 1.011909 0.941054 0.989066 -0.24027 -0.4676 -0.63438 -0.24988 -0.67511 -0.63438 0.099514 -0.64139
38143 12298 AW121943 calcium channel, voltage-dependent, beta 4 subunitCacnb4 0.996682 0.815537 0.972471 1.040044 0.938649 0.982698 1.132279 1.072251 -0.67443 0.802064 -0.60493 -0.57386 -0.48988 -0.60011 0.254468 -0.28777
38144 1.011336 1.023799 1.157227 1.098159 1.005991 0.958483 1.094227 1.047726 -0.62673 -0.48257 0.97896 0.746316 -0.66083 -0.12202 0.711686 -0.03125
38145 54353 NM_018773src family associated phosphoprotein 2Scap2 0.967615 0.891286 0.957188 0.828917 0.899844 0.802444 0.963829 1.224966 -0.51799 0.478383 -0.41191 0.916885 0.380201 0.970538 -0.48257 0.947906
38146 13728 BG064537 MAP/microtubule affinity-regulating kinase 2Mark2 0.917024 0.912546 0.961371 1.01205 1.14785 1.019832 1.068006 0.99311 0.109452 -0.13203 -0.4676 -0.66083 0.619591 -0.63438 -0.26893 -0.67102
38147 246747 AA218259 cDNA sequence BC054059BC054059 0.945292 1.114942 1.070318 1.143822 1.091183 0.966376 1.125662 1.152599 0.380201 0.950357 0.600262 0.990937 0.837936 -0.152 0.972716 0.994726
38148 16582 AW553434 kinesin family member C3 Kifc3 0.974361 0.968058 1.017218 1.179027 1.036205 1.051492 1.045873 1.058095 -0.49709 -0.40357 -0.59515 0.976023 -0.3517 -0.09186 -0.1916 0.019278
38149 66570 AK011227 RIKEN cDNA 2610019I03 gene2610019I03Rik 1.035757 1.14202 1.168916 1.181293 1.090652 1.139309 1.150579 1.210403 0.079567 0.998998 0.999904 0.999969 0.94664 0.998754 0.999517 0.999998
38150 67727 AW048351 RIKEN cDNA 9030425C21 gene9030425C21Rik0.932666 1.111954 0.914548 0.959228 0.877217 0.980248 0.964223 1.043436 -0.38661 -0.01103 -0.11198 -0.48988 -0.01103 -0.67307 -0.61411 -0.62673
38151 68045 NM_026528RIKEN cDNA 2700060E02 gene2700060E02Rik0.992844 0.966032 0.989805 1.157663 1.056436 1.007506 1.177521 1.154172 -0.65348 -0.24988 -0.63063 0.986655 0.197509 -0.6507 0.99544 0.983871
38152 BB113854 0.989644 0.951306 1.06096 1.101555 1.07088 1.149673 1.369001 1.114115 -0.64776 -0.16194 -0.00092 0.566585 0.148922 0.889075 0.999983 0.644342
38153 20042 AI429139 ribosomal protein S12 Rps12 1.038867 1.076513 1.055841 1.168842 0.992632 1.155867 1.201344 1.176559 -0.37801 0.187867 -0.13203 0.922374 -0.66294 0.884164 0.974085 0.939896
38154 76411 BE987571 RIKEN cDNA 1700019E19 gene1700019E19Rik0.940602 0.906946 1.00988 1.011139 1.029872 1.081078 1.077292 1.087222 -0.04137 0.336572 -0.65348 -0.6507 -0.50417 0.216672 0.168466 0.300618
38155 BE991335 1.090254 1.081801 0.959234 1.175374 1.085853 1.289698 1.082036 1.117956 0.216672 -0.03125 -0.40357 0.798153 0.158711 0.974085 0.109452 0.388742
38156 AI552438 1.058248 1.087903 1.039303 1.14166 1.097714 1.085563 1.054571 1.0621 0.069561 0.538333 -0.26893 0.924132 0.650349 0.508927 0.009184 0.1391
38157 0.996558 1.045696 1.119286 1.0452 0.9521 1.017246 1.098839 1.085625 -0.67213 -0.17186 0.809704 -0.18174 -0.09186 -0.59004 0.638264 0.486125
38158 14376 NM_008060alpha glucosidase 2, alpha neutral subunitG2an 1.109528 0.966651 1.106666 1.18798 0.979707 0.981474 1.07829 1.003 0.552604 -0.45219 0.523773 0.947906 -0.59004 -0.60493 0.168466 -0.67307
38159 73635 BE690572 RIKEN cDNA 1700113I22 gene1700113I22Rik 0.839163 0.448214 0.559365 0.416797 0.43281 0.400738 0.977708 1.040162 0.235662 0.999996 0.999117 0.999999 0.999998 1 -0.65348 -0.60959
38160 66357 AA896155 RIKEN cDNA 2310008M10 gene2310008M10Rik1.026083 1.035484 1.052246 1.170403 1.112303 1.131142 1.194639 1.178568 -0.40357 -0.21119 0.158711 0.995699 0.909049 0.963028 0.998966 0.997325
38161 84506 W12913 hepcidin antimicrobial peptideHamp 1.110587 0.898672 1.238621 1.25855 1.08039 1.026388 1.124339 1.130029 -0.04137 -0.17186 0.573466 0.538333 -0.31557 -0.63063 0.119363 0.009184
38162 13207 BF467459 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5Ddx5 1.042629 0.910128 1.046806 1.083998 1.035186 0.912552 1.002549 1.006855 -0.23062 0.552604 -0.152 0.470572 -0.3517 0.613221 -0.67307 -0.66083
38163 18674 AI194776 solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 3Slc25a3 0.98933 0.992813 1.013786 1.114172 0.933111 1.054998 1.154398 0.992959 -0.61411 -0.64776 -0.5794 0.947906 0.619591 0.318707 0.995166 -0.64776
38164 12896 AW742921 carnitine palmitoyltransferase 2Cpt2 1.030372 0.972789 0.94708 0.856132 0.928938 1.061063 0.897947 0.815846 -0.48988 -0.51114 -0.13203 0.92058 0.178185 -0.05148 0.625888 0.988988
38165 1.036623 1.136796 1.170914 1.12905 0.930761 0.903145 1.165379 1.003282 -0.44433 0.721922 0.884164 0.667934 0.059536 0.2638 0.865514 -0.67307
38166 28199 AW554689 WD repeat domain 23 Wdr23 0.972739 0.919298 0.784677 0.814957 0.764817 0.711148 0.751104 0.778454 -0.23062 0.891464 1 0.999997 1 1 1 1
38167 21393 AI503981 titin-cap Tcap 0.912072 0.891914 0.371978 0.788568 0.906971 0.86401 0.85558 -0.53132 -0.51114 0.999548 -0.25943 -0.58479 -0.4676 -0.56819 NA
38168 18175 NM_008733nebulin-related anchoring proteinNrap 0.98274 1.042469 0.894571 0.850189 0.823865 0.828727 0.984867 0.721309 -0.63063 -0.60011 0.446726 0.809704 0.916885 0.913043 -0.64139 0.99814
38169 12798 AI006699 calponin 2 Cnn2 0.981613 1.006874 1.045378 1.186693 1.107695 1.288131 1.216018 1.228774 -0.53779 -0.65609 -0.03125 0.997073 0.856789 0.999983 0.999451 0.999221
38170 12817 NM_007731procollagen, type XIII, alpha 1Col13a1 0.963476 0.942527 0.961284 0.929205 1.087685 1.494495 0.970246 0.879767 -0.59515 -0.41191 -0.51114 -0.17186 -0.06158 0.960167 -0.66668 0.235662
38171 14528 BE200009 GTP cyclohydrolase 1 Gch 0.993598 0.937372 1.027115 1.22262 1.069554 1.191697 1.166086 1.118632 -0.6507 0.625888 -0.28777 0.999987 0.42227 0.999861 0.999088 0.976639
38172 28193 AI098029 DNA segment, Chr 10, University of California at Los Angeles 1D10Ucla1 1.00023 1.053288 0.920138 1.009813 1.033034 1.099048 1.163535 1.071553 -0.67511 0.336572 0.834605 -0.61847 -0.16194 0.911065 0.998453 0.667934
38173 70266 AI448803 cysteine conjugate-beta lyaseCcbl1 1.115071 0.825603 0.855938 0.79532 0.666017 0.559827 0.574857 0.811242 0.371596 0.911065 0.764625 0.972006 0.999975 1 1 0.94664
38174 76799 AK007427 RIKEN cDNA 2510006D16 gene2510006D16Rik0.984444 0.999709 1.170779 1.271672 0.950455 0.972018 1.038368 1.080528 -0.66829 -0.66829 0.178185 0.2638 -0.49709 -0.66974 -0.57386 -0.39513
38175 381082 AI132714 na 0.976572 0.882653 0.949098 1.128911 0.90697 0.908313 0.954729 1.08855 -0.5794 0.667934 -0.24988 0.638264 0.345418 0.1391 -0.40357 0.059536
38176 71978 AI586046 protein phosphatase 2 (formerly 2A), regulatory subunit B (PR 52), alpha isoformPpp2r2a 0.887536 1.133086 1.122292 0.995331 1.048318 1.112777 1.005942 0.992487 0.856789 0.884164 0.831219 -0.66829 -0.12202 0.769038 -0.6649 -0.65854
38177 12332 BE456923 capping protein (actin filament), gelsolin-likeCapg 0.879111 1.19128 0.913138 0.993186 0.803998 0.741914 1.248617 1.872447 -0.16194 0.019278 -0.51114 -0.67307 0.254468 0.613221 0.531089 0.999693
38178 76477 AK010249 procollagen C-endopeptidase enhancer 2Pcolce2 1.032876 1.003979 1.072641 1.136526 1.088022 1.189775 1.122439 1.3407 -0.64139 -0.67307 0.039434 0.413985 -0.18174 0.501397 -0.13203 0.831219
38179 AI844683 1.065599 1.080398 1.009418 1.201048 1.107692 0.959051 0.982693 1.069383 -0.48257 -0.05148 -0.66294 0.938461 -0.01103 -0.30637 -0.56819 -0.18174
38180 50724 AK010234 RIKEN cDNA 2310079P12 gene2310079P12Rik1.013723 1.044894 1.171985 1.189157 1.149711 1.061082 1.09881 1.176395 -0.57386 0.129246 0.999059 0.999722 0.995699 0.486125 0.906994 0.999314
38181 BE197106 1.050178 1.108038 1.088718 1.269516 1.055574 1.123968 1.032827 1.191354 -0.04137 0.773387 0.58701 0.999856 0.059536 0.873793 -0.36055 0.992768
38182 51897 BE135844 DNA segment, Chr 2, ERATO Doi 391, expressedD2Ertd391e 1.016694 0.998353 1.018291 1.138975 1.002679 1.01643 1.08273 0.977978 -0.56238 -0.67383 -0.53779 0.971281 -0.67213 -0.56238 0.656282 -0.47514
38183 15985 AI528638 CD79B antigen Cd79b 0.985456 1.021528 1.071639 1.106394 1.108063 1.077695 1.033885 1.154489 -0.62673 -0.57386 0.129246 0.580275 0.600262 0.371596 -0.43637 0.889075
38184 229004 AW496451 glucocorticoid modulatory element binding protein 2Gmeb2 0.967562 0.942938 0.919892 1.009298 0.934017 1.039907 1.110015 1.008596 -0.55643 -0.32471 -0.04137 -0.6649 -0.38661 -0.50417 0.197509 -0.66668
38185 15482 NM_013558heat shock protein 1-like Hspa1l 1.032584 1.007325 1.051409 0.910362 0.932777 0.904955 0.996585 1.156028 -0.01103 -0.63063 0.501397 0.970538 0.831219 0.981565 -0.6649 0.999731
38186 212514 AW989764 DNA segment, Chr 16, ERATO Doi 480, expressedD16Ertd480e 0.863308 0.917831 0.922783 1.000789 1.001828 0.838978 0.8873 0.941499 0.862656 0.009184 -0.13203 -0.67307 -0.66668 0.606778 0.362931 -0.36932
38187 66266 BG064492 RIKEN cDNA 1810011O16 gene1810011O16Rik0.989259 1.044222 0.788447 0.968958 0.954054 1.208515 1.141499 1.145532 -0.65609 -0.60959 0.964832 -0.62268 -0.25943 0.856789 0.493796 0.245089
38188 76293 AV138697 RIKEN cDNA 1110007F23 gene1110007F23Rik1.014143 1.066232 1.158593 1.11648 1.146968 0.952299 1.026989 1.112796 -0.63063 -0.61847 0.902763 0.508927 0.746316 -0.03125 -0.62268 0.158711
38189 BG086930 0.865096 0.847808 0.959628 1.033797 0.875796 0.920522 0.987351 1.028456 0.538333 0.516386 -0.50417 -0.56238 0.430489 -0.09186 -0.65854 -0.59515
38190 93966 AI006512 hemogen Hemgn 1.078203 1.132805 0.79953 0.924323 0.806525 0.763451 0.807355 1.417351 -0.11198 0.049493 0.516386 -0.6507 0.470572 -0.42016 0.462692 0.711686
38191 AA169001 1.027362 1.245055 1.127546 0.987845 1.173731 0.880811 0.926254 1.237592 -0.56238 0.975392 0.559631 -0.6507 0.837936 0.625888 0.039434 0.950357
38192 76453 BE954954 RIKEN cDNA 2310046G15 gene2310046G15Rik1.043225 1.060603 1.091509 0.982194 0.966467 1.009139 1.096182 1.082718 0.362931 0.731883 0.965704 -0.40357 0.109452 -0.60011 0.976023 0.933973
38193 21843 AK012085 Tial1 cytotoxic granule-associated RNA binding protein-like 1Tial1 0.886371 0.906452 0.866681 1.130779 1.042585 0.965226 1.074608 1.463193 0.644342 0.405635 0.805914 0.662144 -0.38661 -0.45995 0.049493 0.999993
38194 72157 BF537728 phosphoglucomutase 2 Pgm2 1.019514 1.081448 0.980698 0.964623 1.014526 1.025222 1.097609 1.126758 -0.40357 0.889075 -0.40357 0.079567 -0.51799 -0.24988 0.961142 0.995571
38195 71718 BE225604 RIKEN cDNA 1200003M09 gene1200003M09Rik0.997607 1.287431 1.166718 1.006383 1.103007 1.017288 0.968237 1.108641 -0.55643 0.129246 -0.27838 -0.64465 -0.34278 -0.66294 -0.65609 -0.36055
38196 97143 BE625756 0.899108 0.903236 0.982785 1.029759 1.101295 1.089624 0.778494 1.097653 0.069561 0.019278 -0.65609 -0.45219 -0.22093 -0.49709 0.478383 -0.00092
38197 228875 BF018365 solute carrier family 35, member C2Slc35c2 1.072428 1.117185 1.088054 1.000642 1.013982 1.003415 0.994808 1.00255 0.158711 0.690376 0.380201 -0.67511 -0.63063 -0.64139 -0.66829 -0.67383
38198 AW763129 0.903654 0.842399 0.81899 0.850602 0.844763 0.796939 0.85928 0.844879 0.834605 0.996396 0.999451 0.993361 0.995699 0.999919 0.987706 0.995699
38199 67260 BF464498 longevity assurance homolog 4 (S. cerevisiae)Lass4 1.062302 1.162906 1.11005 1.212589 1.139234 1.121678 1.198657 1.152793 0.371596 0.993548 0.89837 0.999662 0.969 0.941302 0.999221 0.988363
38200 224674 AW986534 solute carrier family 37 (glycerol-3-phosphate transporter), member 1Slc37a1 1.024237 0.965346 1.060806 1.064664 1.043487 1.023058 1.03674 0.971907 -0.65609 -0.59515 -0.24027 -0.06158 -0.27838 -0.60011 -0.59004 -0.52472
38201 382186 BC002320 similar to HEC protein na 0.870028 0.836211 0.804626 1.181386 0.870106 0.706968 -0.62673 0.600262 -0.6649 0.282313 -0.6507 -0.26893 NA
38202 U92882 1.05876 1.323446 1.449086 1.319496 1.037097 1.073292 1.073298 1.062353 -0.12202 0.999533 0.99996 0.999451 -0.22093 0.089552 0.300618 -0.07168
38203 20202 BG072801 S100 calcium binding protein A9 (calgranulin B)S100a9 1.049572 0.918968 1.044884 1.058696 1.101479 1.098025 1.010863 1.21613 -0.53779 -0.45219 -0.56238 -0.59515 -0.38661 -0.40357 -0.66668 0.478383
38204 67939 AK008574 RIKEN cDNA 2010316F05 gene2010316F05Rik1.020456 0.994539 0.982059 1.255326 1.065364 1.289414 -0.67102 -0.67486 -0.67102 -0.50417 -0.66294 -0.06158 NA
38205 56429 AW212522 dermatopontin Dpt 0.911346 1.050706 0.974376 0.743851 0.803633 0.74852 0.84059 0.880222 -0.23062 -0.58479 -0.6507 0.847602 0.438641 0.834605 0.318707 -0.05148
38206 22420 BG063059 wingless-related MMTV integration site 6Wnt6 1.057431 0.928837 1.061453 0.927459 1.059757 0.903356 1.044207 1.065009 -0.24988 -0.00092 -0.20141 -0.06158 -0.25943 0.282313 -0.44433 -0.22093
38207 14461 NM_008090GATA binding protein 2 Gata2 1.032929 1.036273 1.129734 1.245515 1.249014 1.383114 1.317351 1.368052 -0.36932 -0.30637 0.893809 0.999451 0.999533 1 0.999986 0.999999
38208 232670 AI035228 RIKEN cDNA 1300010A20 gene1300010A20Rik0.975551 1.176676 0.863567 1.109835 1.149914 0.860842 1.146197 1.068084 -0.62673 0.531089 0.291492 -0.09186 0.178185 0.380201 0.273082 -0.36055
38209 22272 BE689413 RIKEN cDNA 1500040F11 gene1500040F11Rik1.092744 1.067194 0.985473 0.978923 1.002078 1.060597 0.963451 0.890147 0.721922 0.371596 -0.59515 -0.50417 -0.67383 0.245089 -0.21119 0.916885
38210 BF682615 0.985685 1.156184 1.100733 1.034185 1.045672 1.297835 1.150371 1.040976 -0.63063 0.879072 0.486125 -0.44433 -0.28777 0.999221 0.856789 -0.3517
38211 18984 AI323688 P450 (cytochrome) oxidoreductasePor 1.062588 1.024402 1.235815 1.156255 1.042175 0.977765 1.086834 1.027367 0.371596 -0.42832 0.999916 0.990145 -0.06158 -0.45995 0.726937 -0.37801
38212 18054 U95002 neutrophilic granule proteinNgp 1.006128 0.879263 1.081471 1.030174 0.928206 0.920163 1.157926 0.96809 -0.64139 -0.07168 -0.16194 -0.60959 -0.21119 -0.24988 0.336572 -0.51799
38213 211548 BE951548 DNA segment, Chr 7, ERATO Doi 156, expressedD7Ertd156e 1.106473 2.363018 1.900953 1.672433 1.64424 1.406865 1.453341 1.311104 0.462692 1 1 1 0.999999 0.999336 0.999986 0.996702
38214 94230 AW208429 cleavage and polyadenylation specific factor 1Cpsf1 0.938818 1.116555 1.060886 1.096065 1.057009 1.265057 1.168745 1.082647 -0.00092 0.638264 -0.07168 0.430489 -0.12202 0.997073 0.914983 0.254468
38215 22333 AA986351 voltage-dependent anion channel 1Vdac1 0.99876 1.130895 0.953042 1.008113 1.123954 1.044118 1.117824 1.171204 -0.67383 0.995023 0.371596 -0.63063 0.991669 0.245089 0.987014 0.999786
38216 17916 BE691075 myosin IF Myo1f
38217 BF322714 0.948892 1.101672 0.9074 0.968014 0.902961 0.916117 0.947207 0.86675 -0.36055 0.168466 0.178185 -0.54413 0.226189 0.059536 -0.34278 0.625888
38218 14133 AI327022 ficolin A Fcna 0.876127 1.006364 0.83541 0.735745 0.636061 0.63949 0.886669 1.31473 0.613221 -0.66974 0.879072 0.998499 0.999997 0.999997 0.501397 0.994571
38219 68738 BE979396 acetyl-Coenzyme A synthetase 2 (AMP forming)-likeAcas2l 1.028466 1.026629 1.072375 1.168889 1.232448 1.174397 1.261226 1.186238 -0.34278 -0.38661 0.552604 0.995823 0.999919 0.996984 0.999987 0.998545
38220 225392 AK014510 RIKEN cDNA 4631403P03 gene4631403P03Rik0.924135 0.890278 1.091306 0.903449 1.271354 0.954636 0.935149 0.981023 -0.44433 -0.44433 -0.41191 -0.33378 -0.14203 -0.67213 -0.51799 -0.63438
38221 85308 AW125139 RIKEN cDNA 1500005A01 gene1500005A01Rik0.977537 1.026232 1.00186 0.986981 1.031854 1.043509 1.247527 1.106964 -0.51799 -0.47514 -0.67383 -0.62268 -0.38661 -0.18174 0.999451 0.755602
38222 0.980293 0.980099 0.841743 0.822218 0.642048 0.772678 0.992757 1.043507 -0.67443 -0.63063 0.896111 0.679298 0.997962 -0.10193 -0.64776 -0.2971
38223 12095 BF302425 bone gamma-carboxyglutamate protein, related sequence 1Bglap-rs1 0.970512 1.034632 1.03833 0.806609 0.952374 0.954427 0.937357 1.355982 -0.61847 -0.61847 -0.66829 0.625888 -0.52472 -0.152 -0.05148 0.673651
38224 23994 BE553948 DAZ associated protein 2 Dazap2 0.903682 0.616286 0.672199 0.569013 0.610125 0.521304 0.922214 0.940392 0.1391 0.999991 0.999731 1 0.999994 1 -0.09186 -0.30637
38225 66205 AK002812 RIKEN cDNA 1110055L24 gene1110055L24Rik 1.020474 1.113624 1.059177 0.903923 0.988438 0.778202 0.881904 1.046592 -0.55035 0.790147 0.089552 0.731883 -0.63438 0.999894 0.896111 -0.14203
38226 106512 AW986361 expressed sequence AA960287AA960287 1.023451 0.939803 0.978006 1.101522 0.982953 1.011896 1.116507 1.163002 -0.48257 0.291492 -0.49709 0.790147 -0.56819 -0.62268 0.876456 0.962096
38227 12512 NM_007653Cd63 antigen Cd63 0.980383 0.864825 0.945638 0.863216 1.022422 0.956563 1.539313 1.355215 -0.59004 0.2638 -0.60011 0.336572 -0.67443 -0.48257 0.991431 0.881641
38228 213417 BG294278 RIKEN cDNA A630065K24 geneA630065K24Rik
38229 67300 AI463470 clathrin, heavy polypeptide (Hc)Cltc 0.971347 1.007478 0.941441 1.004819 1.041749 1.010078 1.00305 1.166359 -0.39513 -0.65609 0.235662 -0.66668 -0.16194 -0.63796 -0.67213 0.985124
38230 50783 BF021291 LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm4 0.981293 1.03184 1.033121 1.081088 1.137144 1.07861 1.014702 1.198068 -0.52472 -0.2971 -0.26893 0.638264 0.969 0.606778 -0.58479 0.998934
38231 216080 AI508600 ubiquitin-conjugating enzyme E2D 1, UBC4/5 homolog (yeast)Ube2d1 0.955945 1.013538 1.022184 0.955494 1.021131 0.990046 0.938632 1.089921 -0.04137 -0.60493 -0.49709 -0.03125 -0.51114 -0.63438 0.345418 0.695809
38232 244962 BF453699 RIKEN cDNA C330035N22 geneC330035N22Rik0.927168 1.038185 0.865734 0.988504 0.901636 1.019762 1.011515 1.245833 -0.36932 -0.66294 0.009184 -0.66668 -0.14203 -0.66083 -0.6507 0.750992
38233 AA562685 0.952514 1.078508 0.986491 1.138801 1.099909 1.15123 1.288461 1.397448 -0.36932 -0.04137 -0.67511 0.580275 0.207111 0.667934 0.987706 0.999451
38234 360013 AB026497 myosin XVIIIa Myo18a 0.998083 1.272529 0.995537 0.950799 0.940004 0.935482 0.927686 0.98156 -0.67443 0.998499 -0.67102 -0.44433 0.009184 0.089552 0.226189 -0.59515
38235 56527 NM_019945RIKEN cDNA 9430008B02 gene9430008B02Rik0.967046 1.114918 1.115985 1.060353 1.038359 1.05718 0.988844 1.117174 -0.30637 0.859748 0.865514 0.207111 -0.23062 0.148922 -0.63063 0.873793
38236 76722 AI325608 creatine kinase, mitochondrial 2Ckmt2
38237 67270 BE625755 RIKEN cDNA 2900055D03 gene2900055D03Rik0.904132 1.022042 0.966247 1.168585 1.098143 1.122488 1.009127 0.990132 0.282313 -0.64139 -0.55035 0.695809 0.1391 0.354204 -0.66829 -0.65854
38238 14977 BE983447 solute carrier family 39 (zinc transporter), member 7Slc39a7 1.024096 0.987948 1.14269 1.132432 1.113281 0.9621 1.071279 0.991219 -0.53132 -0.62268 0.884164 0.841212 0.711686 -0.32471 0.207111 -0.65348
38239 73738 AK003871 RIKEN cDNA 1110020L19 gene1110020L19Rik 1.099692 1.087472 1.097838 0.918916 0.913166 1.159579 1.06497 1.059228 0.109452 -0.10193 0.089552 -0.10193 -0.02114 0.282313 -0.31557 -0.32471
38240 67042 BE996493 RIKEN cDNA 2600013G09 gene2600013G09Rik1.035902 0.895388 0.999449 0.926597 0.941564 0.872297 0.871291 0.976678 -0.27838 0.868323 -0.67511 0.516386 0.235662 0.962096 0.964832 -0.48257
38241 76522 W11916 LSM8 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm8 0.984926 1.059217 0.901626 1.015928 0.983444 0.847289 1.067799 0.998221 -0.63063 -0.12202 0.523773 -0.62673 -0.61847 0.925856 -0.00092 -0.67443
38242 21781 AK019997 transcription factor Dp 1 Tfdp1 1.028038 1.182099 1.168082 1.249662 1.091909 1.124731 1.060985 1.167143 -0.44433 0.988679 0.978401 0.999576 0.619591 0.873793 0.148922 0.977827
38243 18829 AW989421 chemokine (C-C motif) ligand 21b (leucine)Ccl21b 0.893776 0.881268 0.722909 0.609933 0.665343 0.521355 0.491628 0.418216 0.049493 0.187867 0.979507 0.999841 0.997834 0.999998 1 1
38244 72287 AA388931 RIKEN cDNA 1810013P09 gene1810013P09Rik0.998889 0.94142 1.012556 0.946669 0.960567 0.984559 1.082539 0.991047 -0.67383 0.805914 -0.52472 0.716839 0.371596 -0.44433 0.953843 -0.59515
38245 1.068803 0.989298 1.003614 1.161917 1.11047 1.105931 1.072236 0.960753 0.029362 -0.60959 -0.67213 0.881641 0.559631 0.508927 0.079567 -0.37801
38246 AF029694 0.993129 1.013242 0.956415 1.230358 1.102231 0.95746 1.161351 0.918228 -0.66829 -0.64776 -0.39513 0.956044 0.282313 -0.41191 0.764625 0.129246
38247 76252 AI182510 RIKEN cDNA 0610006O14 gene0610006O14Rik0.975705 0.904774 0.989856 0.859803 0.725636 1.020422 0.773444 1.148729 -0.61847 -0.03125 -0.66294 0.438641 0.983432 -0.64776 0.950357 0.430489
38248 71879 BE627936 fatty acid Coenzyme A ligase, long chain 5Facl5 0.921133 0.845366 0.859157 1.055069 0.978885 1.004444 1.231472 1.0979 0.731883 0.998303 0.994726 0.245089 -0.47514 -0.66668 0.999921 0.837936
38249 AF240002 0.895606 0.849026 0.970205 1.040837 1.002142 0.931473 0.995988 1.103514 0.924132 0.997159 -0.30637 -0.09186 -0.67307 0.613221 -0.66829 0.862656
38250 68133 AA645461 RIKEN cDNA 5730591C18 gene5730591C18Rik0.910323 1.100652 1.2082 1.007693 1.195508 0.964162 1.02986 1.108283 0.318707 0.345418 0.94664 -0.6649 0.924132 -0.45995 -0.53132 0.42227
38251 68338 AK002581 RIKEN cDNA 0610012C01 gene0610012C01Rik0.944052 0.969543 0.948444 1.011438 0.873273 0.927789 0.925342 1.041166 -0.07168 -0.47514 -0.152 -0.64465 0.721922 0.207111 0.245089 -0.34278
38252 1.049543 1.168093 1.140133 1.009324 1.035158 0.940478 0.985383 0.948286 -0.42832 0.726937 0.462692 -0.6649 -0.52472 -0.45219 -0.6507 -0.38661
38253 0.88291 0.927906 0.95639 1.01368 1.108178 0.922447 0.987555 1.31154 0.405635 -0.26893 -0.48257 -0.66829 -0.00092 -0.32471 -0.65854 0.904899
38254 252875 AW549054 cDNA sequence BC020002BC020002 1.104316 1.615927 1.837608 1.771069 1.329475 1.219427 0.975501 1.511173 0.089552 0.999983 0.999999 1 0.984299 0.721922 -0.60959 0.999793
38255 17885 AJ278733 myosin, heavy polypeptide 8, skeletal muscle, perinatalMyh8 0.969931 1.064481 0.908572 1.206433 1.148577 0.985246 1.044415 1.058232 -0.60011 -0.38661 -0.07168 0.690376 0.318707 -0.67102 -0.52472 -0.51114
38256 68197 AK019002 RIKEN cDNA 1810004I06 gene1810004I06Rik 1.002383 1.173014 0.899773 0.997861 0.803633 0.89765 0.981578 1.284356 -0.67383 0.945347 0.430489 -0.67383 0.987014 0.711686 -0.59515 0.999269
38257 66928 NM_025849RIKEN cDNA 3110001D03 gene3110001D03Rik1.017181 1.063045 1.06028 1.108277 1.141215 1.276889 1.081146 1.179221 -0.62268 -0.11198 -0.152 0.470572 0.216672 0.129246 0.1391 0.486125
38258 67538 AK014904 RIKEN cDNA 4921517A06 gene4921517A06Rik0.983556 1.023844 1.071705 1.114401 1.130916 0.938516 1.1209 1.019539 -0.53132 -0.40357 0.619591 0.949144 0.98004 0.523773 0.964832 -0.48988
38259 67726 AK007968 RIKEN cDNA 1810073G14 gene1810073G14Rik0.863032 1.138249 0.982311 1.07917 0.954622 0.63646 1.050459 1.060982 0.069561 0.099514 -0.65348 -0.50417 -0.58479 0.168466 0.089552 0.207111
38260 70186 AW987023 RIKEN cDNA 2310056P07 gene2310056P07Rik1.007383 1.106797 1.038953 1.10859 1.069237 1.028135 1.102293 1.106807 -0.64139 0.953843 0.029362 0.958151 0.667934 -0.25943 0.939896 0.953843
38261 16664 BF538580 keratin complex 1, acidic, gene 14Krt1-14 0.9938 0.878431 0.954365 0.964434 0.953685 1.033576 1.032239 1.043397 -0.65348 0.987014 0.158711 -0.11198 0.168466 -0.1916 -0.22093 0.049493
38262 109857 AK003232 carbonyl reductase 3 Cbr3 1.174524 1.489937 1.782939 2.167498 2.200824 1.526466 2.418063 1.323016 -0.24027 0.573466 0.996396 0.999934 0.999953 0.593672 0.999246 -0.05148
38263 AI558253 0.983902 0.65262 1.023058 0.946229 0.869302 1.544374 0.966614 0.852107 -0.66829 0.993361 -0.61411 -0.54413 0.049493 0.988363 -0.61847 -0.20141
38264 14421 U18975 UDP-N-acetyl-alpha-D-galactosamine:(N-acetylneuraminyl)-galactosylglucosylceramide-beta-1, 4-N-acetylgalactosaminyltransferaseGalgt1 1.061194 0.977338 0.840912 0.911441 1.220912 1.010875 0.990147 1.30885 -0.51114 -0.63438 0.486125 -0.2971 0.566585 -0.66294 -0.66829 0.886642
38265 65113 AI174014 Nedd4 family interacting protein 1Ndfip1 0.982301 0.97702 0.81621 0.83375 0.768508 0.752975 0.725002 0.844513 -0.53132 -0.44433 0.999874 0.999356 0.999999 1 1 0.998354
38266 231440 BF146490 RIKEN cDNA 9130213B05 gene9130213B05Rik0.845681 0.876515 1.00708 0.96051 0.880662 0.974176 1.112645 1.437295 0.906994 0.731883 -0.66668 -0.40357 0.552604 -0.55643 0.501397 0.999981
38267 BF455782 0.961774 1.026926 0.991882 0.909798 0.899872 0.993418 1.150972 1.391269 -0.36055 -0.52472 -0.66083 0.493796 0.613221 -0.6649 0.871082 0.999986
38268 16440 AW228871 inositol 1,4,5-triphosphate receptor 3Itpr3 0.944463 0.937277 1.09329 0.919874 1.184354 1.197726 1.041924 0.936517 -0.34278 -0.51799 -0.08178 -0.01103 0.750992 0.644342 -0.48988 -0.22093
38269 BG077273 1.053147 1.07895 1.022954 1.037518 1.141276 1.014374 1.007488 1.070508 -0.01103 0.430489 -0.51799 -0.2971 0.927546 -0.60959 -0.65854 0.300618
38270 BE852563 1.009831 0.99187 1.034741 1.018861 0.959349 1.03349 1.119526 1.091918 -0.61847 -0.63438 -0.10193 -0.47514 0.099514 -0.13203 0.976023 0.884164
38271 108115 BB346471 solute carrier organic anion transporter family, member 4a1Slco4a1 0.989483 0.935687 0.938466 0.913133 0.813032 0.870488 0.963044 0.872607 -0.61847 0.559631 0.508927 0.856789 0.999964 0.992346 -0.08178 0.990937
38272 78388 AF210456 major vault protein Mvp 0.962645 0.997984 0.958615 1.045853 0.931205 0.960737 0.965215 1.235163 -0.02114 -0.67307 0.089552 0.158711 0.695809 0.029362 -0.09186 0.99999
38273 17423 BE134014 N-deacetylase/N-sulfotransferase (heparan glucosaminyl) 2Ndst2 1.01971 1.09614 1.066658 1.029349 1.034508 1.003962 1.058219 1.086828 -0.59515 0.405635 -0.00092 -0.51114 -0.45219 -0.67213 -0.12202 0.291492
38274 12525 BE446891 CD8 antigen, alpha chain Cd8a 0.990296 0.994098 0.995236 1.039607 0.975044 1.036594 1.065739 1.179842 -0.61411 -0.65348 -0.66083 0.059536 -0.31557 -0.02114 0.632112 0.999748
38275 114674 BF467163 RIKEN cDNA 1700012P16 gene1700012P16Rik 1.05695 1.128881 1.173581 1.016567 0.991405 1.041834 1.116286 0.969344 -0.18174 0.673651 0.896111 -0.62268 -0.66083 -0.38661 0.566585 -0.49709
38276 268417 BG073651 cDNA sequence BC040205BC040205 0.931569 0.935206 0.848069 1.014099 0.866068 0.926792 0.933739 1.066023 0.667934 0.606778 0.999269 -0.56819 0.996176 0.736762 0.632112 0.552604
38277 BG229283 0.99779 1.003893 1.161144 1.20125 1.090209 1.044784 1.062436 1.102395 -0.67102 -0.6649 0.999589 0.999986 0.924132 0.273082 0.650349 0.965704
38278 68463 AI835066 RIKEN cDNA 1110006I11 gene1110006I11Rik 1.036909 0.995659 1.078713 1.19289 1.04774 1.190724 1.24814 1.128228 -0.21119 -0.66668 0.580275 0.998082 0.019278 0.997834 0.999924 0.944027
38279 13448 BG228956 downstream of tyrosine kinase 1Dok1 0.807754 1.025008 0.914343 0.764905 0.78571 1.065067 0.913721 1.264548 0.760146 -0.64139 -0.23062 0.914983 0.736762 -0.49709 -0.17186 0.781893
38280 74167 BE626041 nudix (nucleoside diphosphate linked moiety X)-type motif 9Nudt9 0.906339 0.89392 0.874238 1.013336 0.806152 0.891856 0.961708 0.993026 0.893809 0.951544 0.988039 -0.59004 0.999976 0.957109 -0.06158 -0.6507
38281 66998 AI835520 proteasome (prosome, macropain) 26S subunit, non-ATPase, 5Psmd5 0.991669 1.080493 1.092432 1.069987 1.051911 1.064285 1.263182 1.0639 -0.63063 0.805914 0.896111 0.684872 0.345418 0.593672 1 0.58701
38282 68501 BG087758 RIKEN cDNA 1110014D18 gene1110014D18Rik0.962427 0.90945 0.976065 0.910976 0.968637 0.962316 0.981225 1.055126 -0.21119 0.755602 -0.4676 0.741572 -0.34278 -0.21119 -0.54413 0.109452
38283 0.974991 1.057128 0.977324 1.008852 1.037828 0.835188 1.008102 1.007565 -0.53779 -0.11198 -0.56238 -0.65854 -0.39513 0.969777 -0.66083 -0.66294
38284 24100 AW494376 transmembrane domain protein regulated in adipocytesTpra40 1.006585 0.948998 0.906536 1.109277 1.056587 1.085431 1.119678 1.043489 -0.65348 0.254468 0.891464 0.92058 0.318707 0.760146 0.952706 0.019278
38285 74244 BG244277 autophagy 7-like (S. cerevisiae)Apg7l 0.974746 0.969014 0.889777 0.886223 0.847743 0.915855 1.011412 0.958862 -0.17186 0.029362 0.997699 0.998499 0.999988 0.967389 -0.56238 0.354204
38286 0.888301 0.870357 0.891397 0.929787 0.906359 0.893158 1.05085 1.064252 0.813436 0.914983 0.790147 0.291492 0.638264 0.777672 -0.12202 0.109452
38287 20230 BF714670 special AT-rich sequence binding protein 1Satb1 0.92988 0.765511 0.967541 1.120217 0.852524 0.952357 1.006672 1.012688 0.486125 0.999994 -0.30637 0.89837 0.991187 0.019278 -0.65854 -0.61411
38288 72831 BE979875 DEAH (Asp-Glu-Ala-His) box polypeptide 30Dhx30 1.256688 1.602149 1.243375 1.238193 1.713375 1.581845 1.347836 1.043979 0.945347 0.999991 0.927546 0.918751 0.999999 0.999985 0.99373 -0.4676
38289 192231 BE947346 cardiac lineage protein 1 Clp1 0.871197 1.593101 0.812013 0.834694 1.401596 0.839593 1.443692 1.262014 0.039434 0.397221 0.207111 -0.05148 0.632112 0.207111 0.716839 0.207111
38290 68966 BF118450 RIKEN cDNA 1500001L15 gene1500001L15Rik 0.986153 0.886033 0.850142 0.847808 0.779595 0.753658 0.864331 0.796947 -0.58479 0.965704 0.997767 0.99814 0.999998 1 0.992768 0.999985
38291 17688 NM_010830mutS homolog 6 (E. coli) Msh6 1.001429 0.937526 0.900794 0.844426 0.844834 0.852942 0.814544 0.947233 -0.67383 0.559631 0.942679 0.999451 0.999433 0.998754 0.999974 0.354204
38292 AF314088 0.929037 0.79994 0.893812 0.899571 0.926472 0.795539 1.03049 0.962302 0.178185 0.995166 0.667934 0.600262 0.216672 0.996287 -0.48988 -0.37801
38293 17167 NM_010766macrophage receptor with collagenous structureMarco 0.975711 0.920117 0.844749 0.99514 1.067971 1.377932 1.280575 2.558597 -0.65854 -0.49709 -0.06158 -0.67443 -0.56238 0.662144 0.362931 0.999979
38294 68118 AI195534 RIKEN cDNA 9430023L20 gene9430023L20Rik 0.995739 0.803911 1.025 1.058253 0.853846 1.005865 1.066159 1.150769 -0.66668 0.999966 -0.41191 0.30969 0.996702 -0.65854 0.462692 0.988988
38295 140703 BF227629 Emu1 gene Emu1 0.992696 0.947235 1.01693 1.100738 0.758846 0.830924 0.940511 1.1741 -0.65348 0.197509 -0.56238 0.820722 0.999999 0.999059 0.345418 0.995023
38296 68633 AA597159 0.987401 1.153069 1.083121 1.112555 1.191952 1.154072 1.09717 1.253735 -0.63796 0.873793 0.273082 0.619591 0.963028 0.876456 0.454743 0.996062
38297 19200 BF020734 proline-serine-threonine phosphatase-interacting protein 1Pstpip1 1.016033 0.943409 1.051109 1.062961 0.958657 1.019476 1.076413 1.153783 -0.56238 0.318707 0.1391 0.380201 -0.04137 -0.51799 0.600262 0.988988
38298 20540 AJ012754 solute carrier family 7 (cationic amino acid transporter, y+ system), member 7Slc7a7 0.956075 0.942656 1.001305 0.963451 0.868941 1.018055 1.134076 1.46518 -0.23062 0.019278 -0.67486 -0.3517 0.906994 -0.59515 0.841212 1
38299 17997 BF450873 neural precursor cell expressed, developmentally down-regulated gene 1Nedd1 1.002112 0.931682 0.943884 0.95857 0.848379 0.94635 1.009629 0.979327 -0.67307 0.508927 0.2638 -0.07168 0.995944 0.207111 -0.63796 -0.50417
38300 16170 AF175292 interleukin 16 Il16 0.966417 0.99336 0.965523 1.086238 0.904996 0.978595 1.067146 1.059417 -0.3517 -0.66083 -0.33378 0.516386 0.721922 -0.53779 0.226189 0.089552
38301 M37694 0.976823 1.020573 1.056531 1.174184 1.05891 1.215999 1.209034 1.152759 -0.31557 -0.39513 0.552604 0.999878 0.600262 0.999997 0.999994 0.999269
38302 18830 NM_011125phospholipid transfer proteinPltp 0.951319 0.983977 0.930714 0.936772 0.827322 0.840277 0.940913 0.849246 0.069561 -0.57386 0.501397 0.388742 0.999029 0.997243 0.300618 0.99256
38303 93691 BE979194 Kruppel-like factor 7 (ubiquitous)Klf7 1.044625 0.834408 0.971638 0.922687 0.83916 0.907823 0.973344 1.081701 -0.09186 0.997404 -0.39513 0.593672 0.996287 0.777672 -0.42016 0.566585
38304 12721 AF143955 coronin, actin binding protein 1ACoro1a 1.020652 1.00973 1.141632 1.05653 0.973778 1.099906 0.961722 1.039485 -0.5794 -0.65348 0.837936 -0.10193 -0.51799 0.508927 -0.36055 -0.36055
38305 13478 BE953356 dolichyl-phosphate (UDP-N-acetylglucosamine) acetylglucosaminephosphotransferase 1 (GlcNAc-1-P transferase)Dpagt1 1.122223 1.07551 1.109933 1.02503 0.988237 0.998691 1.108885 0.966204 0.932415 0.552604 0.881641 -0.43637 -0.61411 -0.67443 0.876456 -0.24027
38306 217038 BF147983 RIKEN cDNA A530065E19 geneA530065E19Rik0.942551 0.973901 1.068692 1.105667 0.819253 0.85233 1.128453 1.65838 -0.11198 -0.54413 -0.00092 0.478383 0.977827 0.904899 0.684872 1
38307 BF018204 0.984244 0.805619 0.885634 0.999871 0.922869 0.943716 1.013886 1.011695 -0.45995 1 0.998545 -0.6752 0.939896 0.721922 -0.51114 -0.55643
38308 225896 AI747736 DNA segment, Chr 19, ERATO Doi 721, expressedD19Ertd721e 0.953447 1.049223 1.117917 0.982731 1.044987 0.931393 1.100557 1.110802 -0.152 -0.14203 0.773387 -0.59004 -0.21119 0.273082 0.625888 0.721922
38309 BE993585 0.982308 0.874038 1.030202 0.963043 0.952622 0.999127 1.068855 1.429027 -0.63796 0.462692 -0.57386 -0.51114 -0.45995 -0.67511 -0.24988 0.999336
38310 BB168310 0.992273 1.022255 0.938318 0.946903 0.984093 0.934253 1.04686 1.187952 -0.66294 -0.5794 -0.14203 -0.16194 -0.62268 0.049493 -0.2971 0.945347
38311 19134 U48737 PRP4 pre-mRNA processing factor 4 homolog B (yeast)Prpf4b 1.059232 1.062006 0.940779 1.000293 0.816641 0.862973 0.965591 1.060949 -0.14203 -0.10193 -0.09186 -0.6752 0.979507 0.755602 -0.45219 -0.11198
38312 28295 AK003866 DNA segment, Chr 10, Johns Hopkins University 81 expressedD10Jhu81e 0.989183 0.943196 0.868153 0.931178 0.86108 0.936296 1.014725 1.063295 -0.59515 0.593672 0.9989 0.790147 0.999485 0.716839 -0.53132 0.644342
38313 12259 AI255395 complement component 1, q subcomponent, alpha polypeptideC1qa 0.937586 0.968581 0.963058 0.96911 0.992606 1.028421 1.154172 1.477564 0.129246 -0.42832 -0.34278 -0.43637 -0.66083 -0.48257 0.922374 1
38314 0.963241 1.014971 1.017915 0.996846 0.938035 0.91347 1.12244 0.991436 0.148922 -0.50417 -0.43637 -0.66668 0.755602 0.95917 0.994877 -0.61411
38315 20102 AW552093 ribosomal protein S4, X-linkedRps4x 0.993086 0.992824 1.095957 1.195739 1.120022 1.247842 1.305087 1.188867 -0.64139 -0.63796 0.941302 0.99997 0.988363 1 1 0.999946
38316 66387 BE623800 RIKEN cDNA 2310039H17 gene2310039H17Rik0.993157 0.935833 0.974094 0.955043 1.046498 1.062408 1.035032 1.020088 -0.64776 0.638264 -0.30637 0.207111 0.197509 0.538333 -0.09186 -0.45219
38317 74154 BE381877 RIKEN cDNA 1300004G08 gene1300004G08Rik0.967285 0.920458 0.973729 1.013055 0.88439 0.971892 1.022669 0.990512 -0.152 0.820722 -0.31557 -0.58479 0.984299 -0.26893 -0.41191 -0.62268
38318 228998 AW414281 ADP-ribosylation factor GTPase activating protein 1Arfgap1 1.050647 1.098507 1.101273 1.104343 1.145593 1.049951 1.132446 1.09508 0.446726 0.963028 0.969 0.975392 0.998966 0.430489 0.996984 0.952706
38319 66664 AK007685 RIKEN cDNA 5730578N08 gene5730578N08Rik1.009278 0.921198 1.231381 1.052509 1.097896 1.09895 1.243011 1.222901 -0.66294 0.089552 0.958151 -0.31557 0.235662 0.254468 0.969777 0.947906
38320 66220 BE447438 zinc finger, DHHC domain containing 12Zdhhc12 0.98029 0.945559 0.937694 1.014336 0.906053 0.910425 1.103265 0.869684 -0.55035 0.069561 0.235662 -0.60959 0.721922 0.673651 0.716839 0.947906
38321 68278 AW743642 DEAD (Asp-Glu-Ala-Asp) box polypeptide 39Ddx39 1.049859 1.264908 1.145217 1.088621 1.09843 1.028677 1.077257 0.961345 -0.32471 0.988039 0.711686 0.168466 0.291492 -0.55035 0.029362 -0.43637
38322 269855 AI604846 hypothetical protein A430110N23A430110N23 1.032882 0.877413 0.90787 0.848387 0.683406 0.748285 0.748037 0.808288 -0.36932 0.925856 0.706464 0.985521 1 0.999994 0.999994 0.999117
38323 109711 AK014073 actinin, alpha 1 Actn1 1.041348 1.402194 1.254763 1.546566 1.729825 1.357271 1.166152 1.333329 -0.32471 0.999995 0.997628 1 1 0.999969 0.933973 0.999913
38324 0.863763 0.890024 0.76504 0.792192 0.868196 0.75611 0.851878 0.896405 0.879072 0.690376 0.999377 0.996603 0.856789 0.999433 0.925856 0.625888
38325 11946 NM_007505ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit, isoform 1Atp5a1 1.102238 1.111849 1.157076 1.177858 1.088112 0.922202 1.008869 0.801676 0.545505 0.644342 0.902763 0.951544 0.380201 0.327668 -0.65609 0.996396
38326 AW120625 0.973215 1.064665 1.374526 1.433179 1.272856 1.342609 1.250906 1.208018 -0.4676 0.158711 0.999998 1 0.999722 0.999991 0.999221 0.994412
38327 12775 BF020112 chemokine (C-C motif) receptor 7Ccr7 1.032344 1.00164 0.980401 1.026615 1.04768 1.081088 0.833718 0.875076 -0.41191 -0.67443 -0.56819 -0.48988 -0.17186 0.380201 0.988988 0.900587
38328 12842 BG073196 procollagen, type I, alpha 1 Col1a1 0.997799 0.938478 1.010551 1.009672 0.997876 1.029606 1.106911 1.144942 -0.67307 0.454743 -0.62268 -0.63063 -0.67307 -0.31557 0.896111 0.985124
38329 72726 AI853942 tubulin-specific chaperone cTbcc 0.978928 1.026733 1.049512 0.993265 1.085387 1.000862 1.027222 1.024697 -0.49709 -0.40357 0.069561 -0.65609 0.679298 -0.67486 -0.39513 -0.44433
38330 98828 AW121683 RIKEN cDNA G431001I09 geneG431001I09Rik 0.970566 0.997984 0.900479 0.845679 0.844597 0.90996 0.941379 0.90689 -0.37801 -0.67383 0.831219 0.993169 0.993548 0.741572 0.235662 0.773387
38331 233724 AW543574 DNA segment, Chr 7, ERATO Doi 743, expressedD7Ertd743e 0.952014 1.074757 1.037382 0.877456 1.123787 1.015036 1.142676 0.985315 -0.09186 0.327668 -0.31557 0.906994 0.837936 -0.60959 0.916885 -0.60959
38332 57444 NM_020583interferon-stimulated proteinIsg20 0.914847 0.781731 0.769283 0.832955 0.875967 0.752704 0.79536 0.897431 0.430489 0.998865 0.999517 0.976639 0.837936 0.999851 0.997325 0.656282
38333 21936 AF229433 tumor necrosis factor receptor superfamily, member 18Tnfrsf18 0.922054 0.901134 1.055619 1.07997 1.011858 1.066734 0.977486 1.242723 -0.09186 0.178185 -0.36932 -0.13203 -0.66083 -0.26893 -0.64465 0.913043
38334 230257 AI462022 ROD1 regulator of differentiation 1 (S. pombe)Rod1 0.922135 0.970326 0.91149 1.05076 1.031999 1.039667 1.094223 1.013541 0.573466 -0.37801 0.716839 -0.00092 -0.36055 -0.21119 0.684872 -0.60959
38335 72043 BE983743 RIKEN cDNA 2010004N24 gene2010004N24Rik0.935907 1.006459 0.869541 0.870807 0.763421 0.87632 0.892565 1.040776 0.245089 -0.66294 0.942679 0.939896 0.999966 0.92058 0.831219 -0.24988
38336 AA073939 0.96885 0.971442 0.89536 0.832419 0.881787 0.875126 0.974188 0.932879 -0.16194 -0.23062 0.974085 0.999934 0.991431 0.995166 -0.30637 0.701171
38337 72536 AA389143 RIKEN cDNA 2610315E15 gene2610315E15Rik0.988568 1.06712 1.00464 1.099037 0.995743 0.968477 0.988921 0.960609 -0.61847 0.413985 -0.66668 0.805914 -0.66668 -0.2971 -0.62268 -0.11198
38338 74131 BF224870 RIKEN cDNA 1200013B08 gene1200013B08Rik1.041239 1.478564 1.432913 1.317797 1.160721 1.085876 1.174603 1.249195 -0.32471 1 0.999999 0.99983 0.92058 0.362931 0.950357 0.997073
38339 1.010397 0.916678 1.004339 0.938564 0.947009 1.004073 1.006627 0.955619 -0.63796 0.619591 -0.66829 0.245089 0.069561 -0.66974 -0.66083 -0.11198
38340 21335 AF156934 transforming, acidic coiled-coil containing protein 3Tacc3 0.941148 0.839002 0.999252 1.028407 0.837294 0.927781 1.0963 1.851734 -0.32471 0.755602 -0.67511 -0.59004 0.764625 -0.16194 0.029362 1
38341 14960 BG230061 histocompatibility 2, class II antigen A, alphaH2-Aa 0.994902 0.871368 1.071576 1.082645 0.816311 0.887573 1.12361 2.276492 -0.67383 0.109452 -0.42832 -0.3517 0.566585 -0.01103 -0.06158 1
38342 104458 AI607383 arginyl-tRNA synthetase Rars 0.977895 1.062171 1.176485 1.26964 1.096624 1.143487 1.153009 1.246439 -0.51799 0.187867 0.986286 0.999866 0.679298 0.942679 0.961142 0.999548
38343 16970 BG144366 lymphoid-restricted membrane proteinLrmp 1.077068 0.766995 0.722487 0.726007 0.742464 0.684822 0.476054 0.549719 0.168466 0.999292 0.99997 0.99996 0.999866 0.999998 1 1
38344 76582 AI850518 importin 11 Ipo11 1.00746 0.893233 0.887604 0.928375 0.8781 0.928495 1.021784 1.031163 -0.65854 0.834605 0.871082 0.397221 0.916885 0.397221 -0.53132 -0.40357
38345 57440 AI480543 EH-domain containing 3 Ehd3 0.964762 1.043511 1.055696 0.865382 0.978129 1.042298 0.976498 1.010398 -0.34278 -0.23062 -0.02114 0.939896 -0.54413 -0.24988 -0.52472 -0.64465
38346 20090 W12819 ribosomal protein S29 Rps29 0.987873 0.976416 1.028211 1.031847 1.046291 1.082459 0.953538 1.188148 -0.60493 -0.42016 -0.33378 -0.25943 0.069561 0.711686 0.129246 0.999029
38347 18103 AI316077 expressed in non-metastatic cells 2, proteinNme2 0.970038 0.982528 0.990068 1.035398 0.932882 1.01287 1.248167 1.288727 -0.24027 -0.51114 -0.62268 -0.13203 0.632112 -0.59004 0.999993 1
38348 66422 BF607618 RIKEN cDNA 2410015N17 gene2410015N17Rik1.045268 1.009516 0.93133 1.01882 0.961384 1.017244 1.075631 1.028692 0.039434 -0.63438 0.593672 -0.51799 -0.08178 -0.53779 0.619591 -0.33378
38349 57435 BE197369 plasma membrane associated protein, S3-12S3-12 1.031479 1.007911 1.033791 1.028307 1.191695 1.067141 1.20085 1.262301 -0.31557 -0.6507 -0.26893 -0.37801 0.997962 0.405635 0.998792 0.999969
38350 27261 AF179242 expressed sequence AI450713AI450713 0.979122 0.945488 0.960006 0.996565 0.893095 0.992851 1.010058 0.934189 -0.45219 0.388742 0.019278 -0.66829 0.964832 -0.64776 -0.62268 0.613221
38351 1.074617 1.01435 0.946026 0.907048 0.933818 0.892303 0.978672 1.106191 -0.09186 -0.64776 -0.16194 0.235662 -0.13203 0.42227 -0.62673 0.273082
38352 381446 BE986846 phosphoglycerate kinase 1 Pgk1 1.003847 1.083176 1.077259 1.127696 1.170277 1.388506 1.440367 1.256094 -0.66974 0.523773 0.438641 0.896111 0.982983 1 1 0.999756
38353 75454 AI326851 RIKEN cDNA 1700008C22 gene1700008C22Rik0.927982 0.933014 1.026454 1.171404 0.981205 1.108085 1.017872 1.211443 0.291492 0.197509 -0.50417 0.956044 -0.58479 0.656282 -0.59515 0.990415
38354 66124 AI326984 RIKEN cDNA 1110007C05 gene1110007C05Rik1.002261 1.000344 0.971326 0.986104 0.932517 0.988043 0.992463 0.93829 -0.67213 -0.67511 -0.26893 -0.56819 0.656282 -0.59515 -0.64465 0.552604
38355 AK011536 1.011065 0.911078 0.943378 0.948573 0.931316 1.114709 1.033163 1.422572 -0.6649 -0.09186 -0.41191 -0.45995 -0.30637 0.059536 -0.59004 0.993548
38356 BF318088 0.893668 0.872954 0.837468 0.9222 0.78755 1.043546 0.918624 1.178246 0.430489 0.638264 0.879072 0.049493 0.982522 -0.42832 0.099514 0.824278
38357 69146 AA286514 RIKEN cDNA 1810036L03 gene1810036L03Rik 0.976014 0.901943 0.890905 0.998863 0.88714 0.913211 0.926419 1.025468 -0.36055 0.951544 0.978401 -0.67443 0.983871 0.896111 0.773387 -0.34278
38358 223453 BE944731 death-associated protein Dap 1.006658 0.996316 0.88421 0.839311 0.813908 0.747478 0.843802 0.86592 -0.66294 -0.67102 0.873793 0.988679 0.997899 0.999989 0.985124 0.947906
38359 77889 AK020110 RIKEN cDNA 6720416L16 gene6720416L16Rik 1.030481 1.030943 1.046952 0.938926 1.012615 0.971621 1.143328 1.147755 -0.41191 -0.40357 -0.12202 0.207111 -0.62673 -0.42832 0.933973 0.944027
38360 1.045882 0.89161 1.018255 0.95451 1.009639 1.040813 0.887445 0.947813 -0.12202 0.862656 -0.56819 -0.09186 -0.64465 -0.07168 0.886642 0.049493
38361 BG080257 1.023189 1.106888 0.941319 1.061726 1.094108 0.956501 1.141087 1.081929 -0.56819 0.516386 -0.07168 -0.08178 0.371596 -0.31557 0.786052 0.216672
38362 56095 BE986803 ectoplacental cone, invasive trophoblast giant cells, extraembryonic ectoderm and chorion sequence 3Epcs3 1.020414 1.023506 1.080684 1.119877 1.121331 1.097824 1.144189 1.062502 -0.48257 -0.42832 0.706464 0.952706 0.956044 0.859748 0.987706 0.430489



38363 11497 AI036803 a disintegrin and metalloprotease domain 3 (cyritestin)Adam3 0.914848 0.965618 1.039767 1.093379 0.863782 0.966927 0.971503 1.052672 0.559631 -0.36055 -0.28777 0.559631 0.94664 -0.37801 -0.45219 -0.07168
38364 69769 AI504414 RIKEN cDNA 1810019A08 gene1810019A08Rik0.885345 0.943173 1.128183 1.085438 0.923385 0.93167 1.013106 1.400529 0.817108 -0.27838 0.786052 0.099514 0.327668 -0.28777 -0.67511 0.999992
38365 67910 BG146043 1.041249 0.950417 1.311101 0.693022 0.809625 0.967226 1.02055 -0.67443 -0.59004 -0.45219 0.2638 -0.32471 -0.60959 -0.65348 NA
38366 72244 BE136242 RIKEN cDNA 1600014C10 gene1600014C10Rik0.872291 1.035527 1.025499 1.057383 0.906339 1.152077 1.103479 1.133035 0.853779 -0.42016 -0.47514 -0.10193 0.559631 0.593672 0.362931 0.786052
38367 24070 NM_011900mannose-P-dolichol utilization defect 1Mpdu1 0.932305 1.061385 1.470405 1.607424 1.045026 1.253207 1.287157 1.276836 -0.24027 -0.3517 0.999314 0.999973 -0.48988 0.911065 0.956044 0.945347
38368 12266 AI790152 complement component 3 C3 1.060426 1.24135 1.026833 0.931743 0.820521 1.026096 1.105833 1.117337 0.168466 0.999533 -0.45219 0.388742 0.998499 -0.45995 0.777672 0.850717
38369 1.035452 0.987331 0.962537 0.941128 1.09429 1.094975 0.789459 0.912537 -0.10193 -0.58479 -0.01103 0.523773 0.886642 0.891464 0.999999 0.896111
38370 79401 AK006437 RIKEN cDNA 1700027M20 gene1700027M20Rik1.068497 0.940037 0.8517 1.013528 1.044764 1.054661 1.107883 1.254775 -0.6649 -0.30637 -0.06158 -0.44433 -0.62268 -0.66083 -0.67511 0.388742
38371 67958 AA590405 RIKEN cDNA 2610101N10 gene2610101N10Rik 1.07129 0.866983 0.919148 0.880244 0.88224 0.965069 0.969912 0.984417 -0.06158 0.746316 0.148922 0.632112 0.613221 -0.58479 -0.45995 -0.63438
38372 69036 BF583156 RIKEN cDNA 1810010M01 gene1810010M01Rik0.992449 1.00476 0.979691 1.026739 0.999179 0.943191 0.935357 1.048617 -0.63438 -0.65854 -0.39513 -0.23062 -0.67486 0.613221 0.746316 0.371596
38373 0.921036 0.956651 1.050068 0.972474 1.041492 1.188535 1.083923 1.15157 0.413985 -0.23062 -0.13203 -0.48257 -0.28777 0.956044 0.388742 0.914983
38374 78885 BG297329 RIKEN cDNA 0610011B16 gene0610011B16Rik 0.95541 0.925286 0.87103 1.003778 0.87254 1.100372 0.982935 1.151842 0.029362 0.644342 0.982983 -0.66829 0.981069 0.834605 -0.55035 0.986286
38375 0.945226 0.938449 1.027477 1.12142 0.992153 1.152654 0.95014 1.155551 0.109452 0.245089 -0.36932 0.865514 -0.65348 0.961142 0.009184 0.965704
38376 66508 AW060196 RIKEN cDNA 2400001E08 gene2400001E08Rik0.955603 1.126632 0.937314 0.915664 0.967145 0.985524 0.926884 1.266236 -0.18174 0.831219 0.168466 0.531089 -0.38661 -0.61411 0.354204 0.999433
38377 BB283516 expressed sequence AI643885AI643885 0.999453 1.00032 1.000997 0.999697 0.995887 0.999724 0.9998 1.004704 -0.67486 -0.67511 -0.67383 -0.67511 -0.65609 -0.67511 -0.67511 -0.6507
38378 107260 W81852 OTU domain, ubiquitin aldehyde binding 1Otub1 0.982264 0.967188 1.041077 1.104343 0.98426 1.095856 1.090673 1.164615 -0.54413 -0.25943 -0.11198 0.850717 -0.56819 0.790147 0.741572 0.992126
38379 57262 BG245425 resistin like alpha Retnla 1.043088 1.004876 1.065158 1.109176 1.011839 0.936964 1.128062 1.077487 -0.47514 -0.6649 -0.25943 0.226189 -0.65854 -0.33378 0.405635 -0.13203
38380 66727 AI449754 RIKEN cDNA 4921526K24 gene4921526K24Rik 1.02828 1.081094 1.089482 1.108287 1.193378 1.041825 1.035775 1.11052 -0.42016 0.531089 0.638264 0.809704 0.995699 -0.17186 -0.28777 0.824278
38381 71775 AK005035 RIKEN cDNA 1300017J02 gene1300017J02Rik 1.0497 0.992834 0.955153 1.017368 0.897305 0.906344 0.879248 0.967791 0.470572 -0.63438 0.397221 -0.44433 0.991431 0.979507 0.998674 0.009184
38382 0.87593 0.98289 0.802599 0.820585 0.685244 0.772233 0.85097 0.94078 0.662144 -0.62673 0.974746 0.94664 0.999856 0.99408 0.841212 -0.18174
38383 11782 BF463895 adaptor-related protein complex AP-4, sigma 1Ap4s1 0.971722 0.960784 1.073274 0.964964 1.048524 0.942024 0.899066 1.079965 -0.52472 -0.39513 0.049493 -0.45219 -0.2971 -0.12202 0.523773 0.1391
38384 76954 AI592773 suppression of tumorigenicity 5St5 0.869027 1.175342 1.615737 1.64867 1.125063 1.417686 1.413932 1.511613 0.42227 0.58701 0.999942 0.999972 0.207111 0.995699 0.995305 0.999433
38385 233802 BF012356 RIKEN cDNA 6330575P11 gene6330575P11Rik1.002398 1.067316 1.081442 1.110012 1.013045 1.024078 1.049178 1.017856 -0.67213 0.559631 0.750992 0.936996 -0.58479 -0.39513 0.197509 -0.51799
38386 12467 NM_009839chaperonin subunit 6b (zeta)Cct6b
38387 109658 AW209241 interleukin 14 Il14 0.999453 1.00032 1.000997 0.999697 0.999562 0.999724 0.9998 0.999201 -0.67486 -0.67511 -0.67383 -0.67511 -0.67486 -0.67511 -0.67511 -0.67443
38388 13897 AW145959 esterase 22 Es22 0.992724 1.060567 1.036924 1.06306 1.034802 0.952544 1.045913 1.132074 -0.65854 0.079567 -0.33378 0.129246 -0.36055 -0.11198 -0.18174 0.873793
38389 224727 AW545877 HLA-B-associated transcript 3Bat3 0.950823 0.621958 1.106585 -0.67511 -0.1916 -0.64776 NA NA NA NA
38390 22072 AK003082 protease, serine, 2 Prss2 0.936713 1.193226 1.041484 0.934072 0.818688 0.97089 1.035255 0.992121 -0.09186 0.802064 -0.42016 -0.06158 0.95917 -0.53779 -0.48257 -0.6649
38391 67891 AK008098 RIKEN cDNA 2010004J23 gene2010004J23Rik 0.973661 0.951851 1.082956 1.229938 1.227252 1.220286 1.22391 1.37473 -0.59515 -0.41191 -0.07168 0.902763 0.89837 0.881641 0.889075 0.996893
38392 14962 AI042895 histocompatibility 2, complement component factor BH2-Bf 0.943682 1.028136 1.208686 1.52369 1.501402 1.724654 1.92956 1.877957 -0.06158 -0.51114 0.981069 1 1 1 1 1
38393 AW491579 0.966015 1.002681 0.989921 1.015256 0.896289 0.798141 0.876493 0.890964 -0.52472 -0.67443 -0.66294 -0.64465 0.354204 0.956044 0.545505 0.388742
38394 107435 AA021893 histidine aminotransferase 1Hat1 0.959463 1.070572 1.080784 1.079387 1.009601 1.003169 0.983137 1.271362 -0.08178 0.486125 0.632112 0.613221 -0.63438 -0.67102 -0.55643 0.999987
38395 20701 NM_009244serine (or cysteine) proteinase inhibitor, clade A, member 1bSerpina1b 0.999673 1.000481 0.993956 1.001668 0.996006 0.999239 1.000239 0.999812 -0.67511 -0.67486 -0.62268 -0.67102 -0.65348 -0.67443 -0.67511 -0.67511
38396 AW413427 0.968149 0.866629 0.912115 0.848771 0.83629 0.772092 0.904496 0.995256 -0.42016 0.92058 0.545505 0.966556 0.982983 0.999756 0.638264 -0.66974
38397 AK003074 1.030164 1.089789 0.922211 0.950902 0.999013 1.508427 0.843079 1.082145 -0.64776 -0.42016 -0.50417 -0.59515 -0.67511 0.876456 0.049493 -0.51114
38398 58988 BG144269 ribosomal protein S6 kinase, polypeptide 2Rps6kb2 0.901581 1.07088 0.763844 0.999419 0.907342 0.981948 1.128951 1.208744 0.327668 -0.12202 0.984717 -0.67511 0.254468 -0.62673 0.516386 0.913043
38399 19258 NM_019933protein tyrosine phosphatase, non-receptor type 4Ptpn4 1.021742 1.254166 1.081163 0.835812 0.924849 1.021322 1.049637 1.029415 -0.63063 0.904899 -0.17186 0.731883 -0.33378 -0.63063 -0.45995 -0.59515
38400 192192 AW060871 Sh3kbp1 binding protein 1 Shkbp1 0.979895 0.885217 1.06591 1.026388 0.987277 0.932992 0.910058 1.012548 -0.5794 0.773387 0.049493 -0.52472 -0.63796 0.1391 0.501397 -0.63796
38401 79555 NM_024473cDNA sequence BC005537BC005537 1.121534 1.081866 1.040399 1.022493 0.994482 1.127415 1.180433 1.056857 0.380201 -0.21119 -0.57386 -0.61411 -0.67307 0.446726 0.786052 -0.32471
38402 19286 BE456535 6-pyruvoyl-tetrahydropterin synthasePts 1.040169 1.086607 1.074024 0.974282 0.946879 0.783045 0.872332 0.961136 -0.27838 0.486125 0.30969 -0.48988 -0.00092 0.999748 0.924132 -0.26893
38403 AI121235 0.953606 0.94489 1.023913 1.094343 1.035803 1.150295 1.145209 1.186241 -0.07168 0.109452 -0.49709 0.650349 -0.31557 0.954955 0.944027 0.990937
38404 210766 BF138162 c6.1a protein C6.1A 0.987043 1.12138 0.990396 1.111524 1.069741 0.946578 1.032914 1.158312 -0.44433 0.817108 -0.64776 0.750992 0.235662 0.009184 -0.39513 0.951544
38405 13682 BF135454 eukaryotic translation initiation factor 4A2Eif4a2 1.009816 0.975171 1.046484 1.153726 0.977998 0.980632 1.233731 1.175038 -0.66668 -0.6507 -0.50417 0.42227 -0.63063 -0.61847 0.824278 0.566585
38406 76568 BE954282 RIKEN cDNA 1500035H01 gene1500035H01Rik1.044533 0.996778 1.192115 1.381118 1.100682 1.411531 1.285945 1.06287 -0.53132 -0.67443 0.380201 0.98004 -0.09186 0.988679 0.896111 -0.41191
38407 52004 AK003686 DNA segment, Chr 19, ERATO Doi 144, expressedD19Ertd144e 0.97162 1.108421 0.960402 0.96518 1.110849 1.389116 1.53444 1.353715 -0.45995 0.701171 -0.27838 -0.36055 0.721922 0.999998 1 0.99999
38408 67580 AK014952 RIKEN cDNA 4930442L21 gene4930442L21Rik 1.031806 1.100993 1.05926 1.101689 1.095822 1.006638 0.98707 0.958369 -0.26893 0.865514 0.336572 0.868323 0.831219 -0.65348 -0.59515 -0.00092
38409 54390 NM_019436SHP2 interacting transmembrane adaptorSit 0.94132 0.921393 1.119528 1.11122 1.125744 0.998728 1.278776 1.884627 -0.24027 0.029362 0.397221 0.30969 0.454743 -0.67486 0.981565 1
38410 106795 BE949347 transcription factor 19 Tcf19 0.97848 1.149681 0.935737 1.01196 0.949111 1.395793 0.976479 0.955865 -0.63063 0.446726 -0.48988 -0.66083 -0.42832 0.994726 -0.62268 -0.48988
38411 66056 AK009053 RIKEN cDNA 2300009P13 gene2300009P13Rik
38412 68040 NM_024215RIKEN cDNA 3110024A21 gene3110024A21Rik0.941235 1.091304 1.021006 0.899648 1.11291 0.869478 0.949546 1.021086 -0.10193 0.300618 -0.55035 0.516386 0.371596 0.773387 -0.23062 -0.59515
38413 66589 BC002270 ubiquitin-conjugating enzyme E2 variant 1Ube2v1 0.877029 0.844741 0.965211 0.872341 0.880874 0.975843 1.016114 0.846166 0.850717 0.965704 -0.39513 0.876456 0.827777 -0.53132 -0.61411 0.963028
38414 74155 AK004851 RIKEN cDNA 1300002F13 gene1300002F13Rik0.934583 1.072518 1.178803 1.098881 1.070014 1.286478 1.201037 1.179606 0.245089 0.282313 0.979507 0.638264 0.245089 0.999846 0.991901 0.98004
38415 16797 BE947351 linker for activation of T cellsLat 0.900119 1.145488 1.057428 0.92686 1.051057 1.066549 1.052548 1.066701 0.371596 0.638264 -0.28777 -0.03125 -0.36055 -0.18174 -0.25943 -0.17186
38416 11685 BE553769 arachidonate lipoxygenase, epidermalAlox12e 0.95236 0.920792 1.150017 1.051956 0.934947 0.842248 0.999729 1.085859 -0.28777 0.207111 0.794181 -0.25943 -0.01103 0.924132 -0.6752 0.207111
38417 67177 AK012041 retroviral integration site 2 Ris2 0.840098 0.936062 1.04302 1.068037 0.754053 1.212754 0.92975 0.929803 0.847602 -0.17186 -0.49709 -0.03125 0.982049 0.916885 0.059536 -0.08178
38418 232664 BG075097 cDNA sequence BC006583BC006583 1.181848 0.647068 0.916911 1.133279 1.056212 -0.41191 0.069561 -0.64139 -0.47514 -0.63438 NA NA
38419 67249 AW494120 RIKEN cDNA 2810453K03 gene2810453K03Rik1.015956 1.118137 0.80789 0.983894 0.732542 1.12986 0.955452 0.932071 -0.6507 0.178185 0.862656 -0.66668 0.989288 0.109452 -0.55035 -0.25943
38420 99412 AI561814 golgi autoantigen, golgin subfamily a, 2Golga2 0.970474 0.97792 1.118237 1.127328 1.04431 1.068805 1.174298 1.127671 -0.37801 -0.50417 0.871082 0.911065 -0.12202 0.345418 0.989288 0.911065
38421 20815 NM_016795serine/arginine-rich protein specific kinase 1Srpk1 1.034795 1.031031 1.229167 1.036891 0.999237 0.918318 1.189945 1.365638 -0.33378 -0.64465 0.684872 -0.54413 -0.67511 -0.55643 0.30969 0.741572
38422 73721 AK003742 RIKEN cDNA 1110017D15 gene1110017D15Rik 0.99647 1.046826 1.112116 1.238916 1.091038 1.104508 1.172364 1.258814 -0.6649 0.336572 0.984299 1 0.933973 0.972716 0.99987 1
38423 14731 AB006970 GPI anchor attachment protein 1Gpaa1 0.963711 1.09572 1.054731 1.107132 1.143188 1.032393 1.011803 1.091521 -0.22093 0.741572 0.119363 0.831219 0.96394 -0.32471 -0.62268 0.701171
38424 17775 NM_008640lysosomal-associated protein transmembrane 4ALaptm4a 1.074833 0.954136 1.097616 1.146548 1.039412 0.82782 1.111725 0.875322 -0.06158 -0.37801 0.216672 0.667934 -0.4676 0.916885 0.371596 0.638264
38425 223886 AW259400 hypothetical protein LOC223886LOC223886 0.854471 0.945857 1.028722 1.114968 0.833499 0.845373 0.93175 1.122654 0.824278 -0.45995 -0.55035 0.446726 0.916885 0.871082 -0.04137 0.523773
38426 12445 NM_007632cyclin D3 Ccnd3 0.816354 0.749759 0.780555 0.864679 0.80396 0.95008 1.038521 0.753127 0.954955 0.998196 0.990937 0.755602 0.973408 -0.30637 -0.4676 0.997834
38427 74763 BF471040 RIKEN cDNA 1200013P24 gene1200013P24Rik1.025937 0.997262 0.975533 1.010826 1.063909 0.956662 0.960051 1.010456 -0.51114 -0.67307 -0.51799 -0.64465 0.079567 -0.23062 -0.28777 -0.64776
38428 56372 BG143517 RIKEN cDNA 1110004F10 gene1110004F10Rik 0.968 1.05719 1.233511 1.108383 1.206756 0.995119 0.992739 1.016955 -0.43637 -0.08178 0.992346 0.619591 0.951544 -0.67102 -0.66294 -0.60959
38429 AI481781 1.054933 1.102882 1.059517 1.020651 1.101919 1.114163 1.030624 1.117819 -0.04137 0.650349 0.039434 -0.56238 0.644342 0.750992 -0.43637 0.777672
38430 23854 AI449518 differentially expressed in FDCP 8Def8 1.035547 1.018801 0.995962 0.880452 1.022583 0.927259 0.938469 1.013729 -0.38661 -0.58479 -0.67102 0.850717 -0.55035 0.300618 0.099514 -0.62673
38431 66314 BE628823 RIKEN cDNA 2810411G23 gene2810411G23Rik0.987479 0.982874 0.842936 1.002446 1.072306 0.892767 0.978873 1.453325 -0.67307 -0.65854 0.701171 -0.64139 -0.44433 -0.07168 -0.65609 0.993908
38432 66124 AK002587 RIKEN cDNA 1110007C05 gene1110007C05Rik1.010032 0.960167 1.033169 1.040528 1.000566 0.934446 0.934594 0.835919 -0.64776 -0.28777 -0.42016 -0.30637 -0.67511 0.178185 0.178185 0.983432
38433 320981 AW490211 ectonucleotide pyrophosphatase/phosphodiesterase 6Enpp6 1.000827 1.08661 1.027154 1.093383 1.060468 1.072536 1.061358 1.180958 -0.67443 0.936996 -0.16194 0.961142 0.690376 0.844434 0.706464 0.999977
38434 1.014888 0.899155 1.011474 0.869815 1.174034 1.134559 1.032135 0.942965 -0.65348 0.1391 -0.63796 0.049493 0.593672 -0.33378 -0.58479 -0.25943
38435 56812 BF467509 DnaJ (Hsp40) homolog, subfamily B, member 10Dnajb10 1.007575 1.10749 0.973028 0.89064 0.822996 0.805935 0.94713 0.841913 -0.65854 0.711686 -0.4676 0.824278 0.99544 0.998589 -0.00092 0.985124
38436 0.986987 1.06831 1.053 1.004781 1.063606 0.937684 1.077067 1.134637 -0.60959 0.380201 0.089552 -0.66668 0.291492 0.345418 0.516386 0.94664
38437 70719 BG146493 RIKEN cDNA 6330406L22 gene6330406L22Rik 0.825497 0.915709 0.880977 0.987024 0.651134 0.952798 0.894875 1.171242 0.918751 0.1391 0.371596 -0.6507 0.999993 -0.36932 0.413985 0.794181
38438 73937 AK015107 RIKEN cDNA 4930406E24 gene4930406E24Rik0.845867 0.476871 1.293874 1.538102 0.948 0.800828 0.985626 1.125911 -0.18174 0.999924 0.777672 0.559631 -0.57386 0.531089 -0.66668 -0.23062
38439 BF159032 0.990496 1.07078 0.97156 1.000826 1.036927 1.031719 1.061937 1.08359 -0.6507 0.207111 -0.4676 -0.67511 -0.3517 -0.42832 0.059536 0.397221
38440 104271 AK008726 testis expressed gene 15 Tex15 0.981398 0.879162 0.912325 1.017271 0.773516 0.903598 0.957258 1.057255 -0.63796 0.430489 0.039434 -0.64139 0.9355 -0.05148 -0.5794 -0.36055
38441 20973 AW552909 synaptogyrin 2 Syngr2 1.043155 0.923538 0.935078 1.028153 1.033722 0.944846 1.002579 1.123627 0.148922 0.837936 0.690376 -0.24988 -0.10193 0.501397 -0.67102 0.985908
38442 103149 AI194634 ureidopropionase, beta Upb1 1.071925 1.05143 1.061432 1.172089 1.321521 1.093884 1.288725 1.400637 -0.1916 -0.39513 -0.2971 0.706464 0.989288 0.059536 0.976023 0.998589
38443 68427 AK003191 solute carrier family 39 (metal ion transporter), member 13Slc39a13 0.80004 0.977032 0.838561
38444 109269 AI642699 0.959288 0.966417 0.782558 1.070221 0.955496 0.750413 1.008898 1.002083 -0.48257 -0.60493 0.936996 -0.30637 -0.67213 0.690376 -0.66668 -0.67102
38445 72350 BB320851 RIKEN cDNA 2810002I04 gene2810002I04Rik 0.893755 1.037949 1.170626 0.652488 1.016693 0.859805 1.036748 0.982249 -0.37801 -0.64139 -0.14203 0.884164 -0.66829 -0.18174 -0.64139 -0.66668
38446 50874 NM_016712tropomodulin 4 Tmod4 1.090941 1.141007 1.098847 0.882071 0.919843 0.775474 1.274915 0.926595 0.245089 0.187867 0.059536 -0.49709 -0.62268 -0.33378 0.736762 -0.63796
38447 171580 BE281709 NEDD9 interacting protein with calponin homology and LIM domainsNical 0.953457 1.292369 1.241562 1.061667 0.997594 1.341109 1.312941 1.325279 -0.13203 0.999856 0.998453 0.089552 -0.67383 0.999986 0.999946 0.99997
38448 12506 AW610730 CD48 antigen Cd48 1.016652 0.983167 0.983618 1.066839 1.026719 1.055463 0.929314 0.954962 -0.54413 -0.53779 -0.54413 0.508927 -0.36055 0.291492 0.650349 0.109452
38449 76736 AI551513 RIKEN cDNA 9930021A08 gene9930021A08Rik1.113065 1.062963 1.050779 0.916436 0.749479 0.774021 0.980387 0.986715 0.726937 0.079567 -0.12202 0.501397 0.999969 0.999779 -0.57386 -0.62673
38450 114570 BF730098 cysteine-rich protein 3 Crip3 0.911779 1.07926 0.99956 0.945882 1.063556 0.914746 1.015934 1.101115 -0.17186 -0.4676 -0.6752 -0.51799 -0.42832 -0.20141 -0.66974 -0.13203
38451 23873 BF023236 Fas apoptotic inhibitory moleculeFaim 1.033628 0.816482 0.917181 0.966924 0.818428 0.972473 0.991408 1.179414 -0.4676 0.983432 0.318707 -0.45995 0.981565 -0.52472 -0.66083 0.927546
38452 235330 AI843011 RIKEN cDNA E330017O07 geneE330017O07Rik0.955477 1.049308 0.927406 0.992147 1.081515 1.005954 0.987698 1.030499 0.059536 0.119363 0.644342 -0.64465 0.684872 -0.65854 -0.60493 -0.12202
38453 1.005327 1.168241 1.164719 1.020212 1.236079 0.957834 1.043172 1.076703 -0.67102 0.773387 0.820722 -0.60959 0.954955 -0.40357 -0.40357 0.029362
38454 24105 NM_019705expressed sequence AL033326AL033326 0.886479 1.071968 0.875956 0.929197 0.835741 1.269517 0.868365 1.01167 0.119363 -0.28777 -0.152 -0.33378 0.388742 0.859748 0.245089 -0.67511
38455 74302 AK007036 myotubularin related protein 3Mtmr3 0.934706 0.894663 0.862324 0.896074 0.781837 0.877027 0.967609 0.959057 0.430489 0.900587 0.986286 0.893809 0.999984 0.96394 -0.28777 -0.10193
38456 67402 NM_026132RIKEN cDNA 4930429J24 gene4930429J24Rik
38457 69639 AI450542 RIKEN cDNA 2310032N20 gene2310032N20Rik1.048399 1.148839 1.121432 1.101591 0.884256 1.037037 0.967085 0.917987 -0.23062 0.865514 0.711686 0.523773 0.773387 -0.39513 -0.43637 0.380201
38458 269536 AW120655 testis expressed gene 10 Tex10 1.094188 1.157859 0.838415 0.721387 0.69707 1.478462 0.879723 0.970746 -0.56238 -0.54413 -0.28777 0.318707 0.961142 0.711686 0.099514 -0.12202
38459 70127 AI462574 D4, zinc and double PHD fingers, family 3Dpf3 1.060202 1.000733 1.03754 0.893609 0.885605 0.797812 1.206525 1.249227 -0.34278 -0.67213 -0.52472 0.089552 0.178185 0.927546 0.454743 0.777672
38460 AU080323 0.956144 0.846931 0.896658 1.047178 0.99814 0.871289 1.067327 1.09508 -0.40357 0.798153 0.354204 -0.44433 -0.67307 0.673651 -0.152 0.029362
38461 56430 BE627497 restin (Reed-Steinberg cell-expressed intermediate filament-associated protein)Rsn 0.996699 1.004146 0.97926 0.929855 0.877807 0.872147 1.105028 0.956621 -0.67213 -0.66974 -0.53779 0.380201 0.922374 0.942679 0.736762 -0.152
38462 24030 AK004664 mitochondrial ribosomal protein S12Mrps12 0.927498 0.985661 1.073599 1.105231 0.985071 1.216876 1.147082 0.994185 0.397221 -0.60959 0.327668 0.721922 -0.60493 0.996893 0.936996 -0.6649
38463 75560 BE988080 E1A binding protein p400 Ep400 0.963333 0.872503 0.790538 0.749539 0.740371 0.783601 0.899175 1.093447 -0.48988 0.438641 0.976023 0.996893 0.993169 0.983871 0.109452 0.235662
38464 AV042560 0.992178 1.039634 1.005888 0.950024 0.815615 0.98874 1.087259 1.05716 -0.6649 -0.41191 -0.66974 -0.26893 0.971281 -0.63796 0.059536 -0.30637
38465 71684 AK002739 RIKEN cDNA 0610033I05 gene0610033I05Rik 0.611897 0.751593 1.73739
38466 67590 AK016982 RIKEN cDNA 4930521E07 gene4930521E07Rik1.008919 0.997666 0.998296 1.037067 1.163189 0.986833 1.075284 1.146147 -0.65609 -0.67383 -0.66083 -0.43637 0.938461 -0.53132 0.069561 0.679298
38467 69129 BF319727 peroxisomal biogenesis factor 11cPex11c
38468 79401 BF319705 RIKEN cDNA 1700027M20 gene1700027M20Rik
38469 13716 NM_007924elongation factor RNA polymerase IIEll 0.949411 1.048169 0.964128 1.105067 0.999617 0.814706 1.175329 0.962134 -0.21119 -0.33378 -0.44433 0.486125 -0.67511 0.952706 0.881641 -0.39513
38470 21385 BE951814 T-box 2 Tbx2 0.963229 1.004696 0.930718 1.102803 0.921378 1.095507 1.113355 1.163955 -0.47514 -0.65609 -0.05148 0.291492 0.089552 0.216672 0.405635 0.777672
38471 67812 BG067415 RIKEN cDNA 1300013G12 gene1300013G12Rik 0.98001 1.295735 0.744897 0.792225 0.742669 0.786886 0.536858 0.873718 -0.66294 0.501397 0.644342 0.371596 0.656282 0.405635 0.996799 -0.20141
38472 104001 AI415441 reticulon 1 Rtn1 0.803527 0.87546 0.786205 0.918318 0.907852 0.884701 0.889909 0.993661 0.951544 0.508927 0.957109 -0.04137 0.197509 0.380201 0.354204 -0.66668
38473 28106 AI550983 interleukin 25 Il25 1.002429 1.294851 1.163643 0.919282 1.081538 0.833147 0.9195 1.015098 -0.53132 0.997404 0.850717 -0.24027 -0.01103 0.968204 -0.24988 -0.64776
38474 232533 AI414933 serine/threonine kinase 38 likeStk38l 0.827932 0.863687 1.097718 0.587915 0.954509 2.107825 -0.1916 -0.01103 -0.56238 0.545505 -0.59004 0.932415 NA
38475 NM_014193 0.93596 1.056485 0.977612 1.021361 0.911773 1.066425 1.01252 0.955354 -0.04137 -0.20141 -0.58479 -0.59515 0.327668 -0.07168 -0.64776 -0.33378
38476 67073 NM_025951RIKEN cDNA 2610042N09 gene2610042N09Rik 0.99907 0.716345 0.809533 0.966979 0.913008 0.8379 0.880568 0.963546 -0.67486 0.999989 0.993169 -0.43637 0.446726 0.968204 0.802064 -0.38661
38477 12861 AA111622 cytochrome c oxidase, subunit VI a, polypeptide 1Cox6a1
38478 215418 BF163313 AXIN1 up-regulated 1 Axud1 1.060791 1.34115 0.78354 1.135295 0.516912 0.738945
38479 19139 NM_021463phosphoribosyl pyrophosphate synthetase 1Prps1 0.952599 0.914397 0.798931 0.89225 1.048294 0.934438 0.982443 1.052231 -0.3517 0.178185 0.974746 0.470572 -0.36932 -0.11198 -0.67307 -0.20141
38480 AK014521 0.971299 1.010831 0.975923 1.02263 0.991995 0.996743 1.015196 1.003347 -0.51799 -0.66668 -0.54413 -0.5794 -0.67213 -0.67307 -0.63063 -0.67307
38481 66330 AW047984 RIKEN cDNA 1700020L24 gene1700020L24Rik 1.162616 1.456058 1.362903 1.006715 0.927176 2.235886 1.653033 1.72599 -0.32471 0.944027 0.889075 -0.67486 -0.38661 0.972006 0.900587 0.769038
38482 77056 BE651443 RIKEN cDNA 4632413C14 gene4632413C14Rik1.090292 1.30209 0.882471 0.714699 0.507679 0.874529 0.311441 -0.51799 0.405635 -0.48988 0.282313 0.606778 -0.60493 0.974746 NA
38483 116940 BB224415 nuclear receptor coactivator 6 interacting proteinNcoa6ip 1.074298 1.101369 1.168179 0.952182 0.921783 0.841264 0.980947 1.132705 -0.01103 0.327668 0.644342 -0.31557 -0.66294 0.764625 -0.59004 0.706464
38484 52713 AK012917 DNA segment, Chr 10, ERATO Doi 718, expressedD10Ertd718e 0.915316 0.888655 0.959805 0.972126 0.965852 1.043261 1.001779 1.043096 0.950357 0.995699 0.245089 -0.14203 0.059536 0.282313 -0.67307 0.282313
38485 213673 AA107398 RIKEN cDNA 9530068E07 gene9530068E07Rik
38486 1.03823 0.975675 0.913962 0.999281 1.018915 0.939854 1.06453 1.029895 -0.23062 -0.4676 0.701171 -0.67511 -0.55035 0.273082 0.282313 -0.38661
38487 0.971713 0.978948 1.042803 0.969598 1.487789 0.8634 1.115577 1.216102 -0.63063 -0.67102 -0.64465 -0.64139 0.970538 -0.25943 -0.04137 0.478383
38488 76526 BF178060 RIKEN cDNA 2010003O18 gene2010003O18Rik1.043013 1.656418 1.315085 1.227763 1.074324 1.118265 1.334825 1.551353 -0.52472 0.999965 0.958151 0.802064 -0.27838 0.129246 0.971281 0.999683
38489 75472 AW456629 RIKEN cDNA 1700009P17 gene1700009P17Rik0.902057 1.245828 1.18125 0.971142 0.834919 1.410979 1.27891 0.942679 -0.16194 0.216672 0.388742 -0.61847 0.119363 0.049493 0.493796 -0.54413
38490 76615 BB392692 RIKEN cDNA 1700083M11 gene1700083M11Rik0.945081 1.276253 2.20255 1.80712 0.8119 0.029362 0.99825 1 1 0.994571 NA NA
38491 108652 AA185659 RIKEN cDNA 4921526O06 gene4921526O06Rik1.073091 1.025516 1.12961 1.114018 1.170832 1.127778 1.419864 1.143577 0.613221 -0.37801 0.974085 0.939896 0.997767 0.971281 1 0.988363
38492 17827 AI428353 metaxin 1 Mtx1 1.065993 1.07434 0.845095 0.90861 0.927975 0.919011 0.959217 1.159493 -0.2971 -0.21119 0.552604 0.059536 -0.20141 -0.25943 -0.53779 0.566585
38493 74264 AI853461 RIKEN cDNA 1700045I19 gene1700045I19Rik 0.992753 0.92642 1.042415 1.06661 1.082507 0.945299 1.100089 0.931228 -0.66294 0.099514 -0.3517 -0.25943 0.30969 -0.16194 0.362931 0.197509
38494 106369 AF190624 yippee-like 1 (Drosophila) Ypel1 1.027593 0.94301 0.853248 0.81143 0.698617 0.790535 0.935204 0.919064 -0.27838 0.508927 0.999336 0.999993 1 0.999999 0.656282 0.856789
38495 BF121128 0.876507 0.99256 1.049807 1.109596 1.05539 0.914807 0.996745 1.130263 0.362931 -0.66974 -0.49709 -0.00092 -0.48257 -0.20141 -0.67383 0.273082
38496 0.845336 0.948699 0.960625 0.868546 0.935406 1.011925 1.012125 1.206296 0.741572 -0.45995 -0.49709 0.559631 -0.28777 -0.66294 -0.6649 0.781893
38497 98996 AW556201 expressed sequence AI480459AI480459
38498 268721 BF147978 RIKEN cDNA 2310021P13 gene2310021P13Rik0.934587 0.993977 0.936002 1.092752 1.092583 0.988109 1.093134 1.09454 0.207111 -0.6649 0.178185 0.531089 0.531089 -0.63438 0.538333 0.552604
38499 102414 AA762747 CDC-like kinase 3 Clk3 1.139042 1.305509 0.553761 1.849544
38500 70948 AK015014 WD repeat domain 20 Wdr20 0.885787 0.98866 0.84174 0.803082 0.765739 0.88657 0.965405 1.002451 0.92058 -0.62673 0.995023 0.999756 0.999992 0.916885 -0.27838 -0.67307
38501 70160 AW456324 RIKEN cDNA 2210415M20 gene2210415M20Rik 0.79711 0.549646 0.926603 0.566585 0.850717 -0.6649 NA NA NA NA
38502 NM_025611 1.168899 1.285633 1.130423 1.027369 1.366945 0.867603 1.05616 1.035486 0.462692 0.889075 0.197509 -0.61847 0.976639 -0.04137 -0.45219 -0.60493
38503 210126 BE288326 LIM domain containing preferred translocation partner in lipomaLpp 1.339138 0.934814 0.855627 1.379764 0.999502 -0.30637 -0.6507 -0.07168 NA NA NA
38504 320651 AW209580 RIKEN cDNA A630018G05 geneA630018G05Rik0.988379 1.00005 0.867268 1.006317 0.910804 1.056926 1.086094 1.293739 -0.64139 -0.6752 0.900587 -0.6649 0.523773 -0.07168 0.371596 0.999576
38505 AI428135
38506 241274 AI255872 cDNA sequence BC027342BC027342 0.520247 0.75651 0.865085 0.834376 0.782181 0.089552 -0.64465 -0.54413 -0.5794 -0.45219 NA NA
38507 78806 AK019766 RIKEN cDNA 4930555I21 gene4930555I21Rik 0.738091 0.975932 1.033327 1.101227 0.980477 1.046994 1.068981 1.046853 0.971281 -0.62673 -0.59004 -0.10193 -0.63438 -0.51799 -0.36055 -0.51799
38508 72029 AK005532 RIKEN cDNA 1600025D17 gene1600025D17Rik1.812269 1.780023 1.298783 1.746191 1.498734 0.987055
38509
38510 70909 AK014944 RIKEN cDNA 4921522E24 gene4921522E24Rik
38511 66682 NM_025701trafficking protein particle complex 5Trappc5
38512 66617 AK011960 RIKEN cDNA 2610205E22 gene2610205E22Rik0.600569 0.561098 0.810307 0.751665 0.59684 1.146835 0.81256 0.982522 0.820722 -0.64465 -0.51799 0.345418 -0.17186 0.2638 NA
38513 106369 AK014931 yippee-like 1 (Drosophila) Ypel1 0.975313 1.300961 1.496315 1.892394 1.251604 1.047002 1.120883 1.093925 -0.52472 0.999703 1 1 0.997628 -0.23062 0.741572 0.478383
38514 BF227918 1.020181 1.048812 0.886425 0.840844 0.976296 0.990004 1.033514 1.132152 -0.60959 -0.41191 0.430489 0.701171 -0.63796 -0.67511 -0.54413 0.538333
38515 AI853938 0.936802 0.568893 1.623932 1.058698 -0.60493 1 0.978401 0.99998 NA NA NA
38516 22704 NM_009557zinc finger protein 46 Zfp46 0.806984 1.008825 0.983208 0.895579 0.95063 1.037148 1.005512 1.091879 0.976639 -0.67213 -0.60959 0.493796 -0.38661 -0.45219 -0.66974 0.226189
38517 320196 BG247898 RIKEN cDNA E030015G23 geneE030015G23Rik0.860211 0.799969 1.021266 1.121513 0.777798 0.956109 1.616548 1.009157 -0.43637 -0.4676 -0.66829 -0.4676 0.119363 -0.67486 0.893809 -0.54413
38518 56459 BE951779 ubiquitin-like 1 (sentrin) activating enzyme E1AUble1a 1.055789 1.235267 0.922678 1.104467 0.967581 0.929692 1.030288 0.993992 0.1391 0.999693 0.606778 0.809704 -0.30637 0.493796 -0.36932 -0.66083
38519 21689 NM_011569tektin 1 Tekt1 0.989418 0.857857 0.984224 1.634974 1.279909 0.776538 0.904868 1.319123 -0.67102 0.148922 -0.67102 0.454743 -0.11198 0.30969 -0.56238 0.049493
38520 75283 AK016389 RIKEN cDNA 4930556L07 gene4930556L07Rik 0.932018 0.94447 1.068199 1.056703 0.999505 0.921416 1.112015 1.183243 -0.22093 -0.50417 -0.24988 -0.51799 -0.67213 -0.21119 -0.34278 0.438641
38521 0.834693 1.465731 1.148067 0.802918 0.832219 0.696608 -0.39513 -0.3517 -0.67443 -0.63063 -0.34278 -0.39513 NA
38522 66660 AW823865 RIKEN cDNA 5730555F13 gene5730555F13Rik1.063487 0.906884 0.881864 1.153637 0.915397 0.996942 1.010696 0.971314 -0.33378 -0.22093 0.178185 0.235662 -0.55035 -0.6507 -0.59515 -0.59004
38523 110959 AK010714 DNA segment, Chr 7, Roswell Park 2 complex, expressedD7Rp2e 0.885907 0.959493 1.203157 0.992552 0.864738 0.84857 1.082188 1.087944 -0.10193 -0.66668 0.405635 -0.67213 -0.11198 -0.26893 -0.2971 -0.20141
38524 66414 BF583305 RIKEN cDNA 2410011G03 gene2410011G03Rik1.202954 1.132764 1.211862 1.230964 1.081618 1.066687 1.207822 0.950632 0.999562 0.972006 0.999748 0.999927 0.690376 0.478383 0.999673 0.187867
38525 67091 AI850879 RIKEN cDNA 1810073E21 gene1810073E21Rik 1.00752 1.127616 1.125995 1.195993 1.197291 1.031568 1.090767 1.08413 -0.1916 -0.152 0.336572 0.638264 0.644342 -0.1916 0.2638 -0.18174
38526 83962 BG086698 BTB (POZ) domain containing 1Btbd1 0.997467 1.316898 1.267189 1.096366 0.926867 1.262414 1.229514 1.132163 -0.67486 0.9989 0.993908 0.336572 0.119363 0.988363 0.941302 0.644342
38527 20505 AK005930 solute carrier family 34 (sodium phosphate), member 1Slc34a1 0.962538 0.889247 0.82108 0.799222 0.712499 0.719587 0.766616 0.813135 -0.48988 0.430489 0.909049 0.95917 0.998714 0.998998 0.989581 0.930824
38528 20815 BE225892 serine/arginine-rich protein specific kinase 1Srpk1 1.03713 0.985487 1.146375 1.090293 1.037594 1.122264 1.326786 1.122374 -0.49709 -0.64465 0.638264 0.099514 -0.49709 0.438641 0.995823 0.446726
38529 14841 BF319367 germ cell-specific gene 2 Gsg2 0.857418 0.759491 0.809509 0.748209 1.188805 -0.51114 0.362931 -0.38661 -0.16194 -0.4676 NA NA
38530 AA754869 0.999827 1.018455 0.758155 0.821781 0.958363 0.991152 0.945714 0.843002 -0.39513 -0.42832 -0.43637 0.684872 -0.66294 -0.67307 -0.30637 0.397221
38531 66169 AW550860 RIKEN cDNA 1110020J08 gene1110020J08Rik 0.99989 1.040005 1.036597 1.006515 0.926044 0.886955 1.020786 1.020574 -0.6752 -0.56819 -0.60959 -0.67213 -0.31557 -0.14203 -0.65348 -0.65348
38532 AI614502 0.863757 1.003702 1.035318 1.130936 0.824267 0.937435 0.655632 0.721517 0.831219 -0.67307 -0.4676 0.673651 0.964832 -0.05148 0.999999 0.9999
38533 100450 AW907561 1.00765 0.910398 1.093224 1.085222 1.069647 0.903166 1.15628 1.085952 -0.6649 0.371596 0.30969 0.207111 -0.00092 0.470572 0.831219 0.216672
38534 53422 NM_016875Y box protein 2 Ybx2 0.994131 0.855274 0.925394 0.959697 0.802875 0.908396 0.876634 0.977523 -0.66829 0.893809 0.178185 -0.36932 0.99068 0.430489 0.769038 -0.57386
38535 65098 AK002775 RIKEN cDNA 3110005P07 gene3110005P07Rik0.867893 1.073756 1.083823 1.057005 1.020415 0.88919 1.045869 1.126944 0.914983 0.235662 0.388742 -0.03125 -0.56819 0.794181 -0.22093 0.805914
38536 98053 BE133028 expressed sequence C76800C76800 0.590162 0.812162 1.662856 1.454586 1.45204 1 1 1 1 1 NA NA
38537 60594 BF584741 calpain 12 Capn12 0.910689 0.823746 0.903489 0.922873 0.809094 0.946763 0.968858 0.90982 0.786052 0.999356 0.847602 0.638264 0.999819 0.187867 -0.31557 0.794181
38538 BE987331 1.203966 1.217098 1.195111 1.324242 1.131546 1.087343 1.127366 1.068338 0.998545 0.999292 0.997628 0.999999 0.942679 0.662144 0.930824 0.388742
38539 75533 AW455514 expressed in non-metastatic cells 5Nme5 1.033028 1.354031 1.146221 0.977718 1.018781 0.999806 1.18765 1.011644 -0.36932 0.999997 0.939896 -0.51799 -0.56819 -0.6752 0.989581 -0.63438
38540 77945 NM_023879retinitis pigmentosa GTPase regulator interacting protein 1Rpgrip1
38541 67009 AK005431 RIKEN cDNA 1600012K10 gene1600012K10Rik1.040334 1.032894 0.992252 1.040514 0.826968 0.934568 1.055504 0.954752 -0.56238 -0.58479 -0.67383 -0.55643 0.600262 -0.37801 -0.53132 -0.56819
38542 66233 AK005270 DNA methyltransferase 1-associated protein 1Dmap1 0.877064 0.882954 0.86717 1.044637 0.891821 0.98476 1.052119 1.172443 0.964832 0.949144 0.981565 -0.06158 0.916885 -0.58479 0.099514 0.993169
38543 14156 NM_007999flap structure specific endonuclease 1Fen1 1.027598 1.091466 1.005063 0.890382 0.953323 1.072237 1.178872 0.839295 -0.56238 0.168466 -0.67102 0.508927 -0.3517 -0.1916 0.847602 0.760146
38544 15192 AF180109 PWWP domain containing 1Pwwp1 0.660711 1.546386 0.982707 -0.20141 0.30969 -0.66294 NA NA NA NA
38545 68603 AK013477 phosphomevalonate kinase Pmvk
38546 54127 BG084332 ribosomal protein S28 Rps28 0.877511 0.512848 0.623267 0.726992 1.075683
38547 0.997373 0.929189 1.081686 1.067076 1.131973 1.01894 0.967188 0.994746 -0.67443 -0.04137 0.029362 -0.152 0.559631 -0.62268 -0.53132 -0.67102
38548 66262 AK006421 inhibitor of growth family, member 5Ing5 1.321981 1.038003 0.958496 0.7789 0.831358 0.948226 0.71489 0.867348 0.850717 -0.55035 -0.5794 0.764625 0.446726 -0.4676 0.790147 -0.06158
38549 BG068392 0.851773 0.899353 0.968894 0.919053 0.87072 1.105875 1.07139 1.143455 0.913043 0.470572 -0.53132 0.197509 0.764625 0.405635 -0.01103 0.794181
38550 98558 AW556202 RIKEN cDNA 4933405K18 gene4933405K18Rik
38551 74309 AK007088 oxysterol binding protein 2 Osbp2 1.064382 0.912483 0.797405 0.848902 0.89987 0.779936 1.15588 0.847174 -0.31557 -0.5794 0.158711 -0.45219 -0.66294 -0.09186 -0.14203 -0.37801
38552 0.928818 0.928052 0.953861 0.912812 0.991498 0.966997 0.982942 1.220454 0.1391 0.158711 -0.26893 0.397221 -0.66083 -0.45995 -0.61411 0.982049
38553 75991 AI596370 RIKEN cDNA 5033405K12 gene5033405K12Rik0.858591 0.966093 0.787865 0.827267 0.975272 0.811336 1.031222 1.115465 0.805914 -0.48988 0.988363 0.9355 -0.55643 0.914983 -0.53132 0.282313
38554 78142 BG073343 RIKEN cDNA 7330406P05 gene7330406P05Rik
38555 14950 NM_025543histocompatibility 13 H13 1.059997 0.996758 0.839711 1.250953 1.03297 0.495518 1.115746 1.49904 -0.1916 -0.61847 0.545505 0.187867 -0.65609 0.997073 0.009184 0.893809
38556 21770 BE634479 protein phosphatase 2, regulatory subunit B (B56), delta isoformPpp2r5d 0.893443 0.864003 1.06797 1.105569 0.922162 1.094124 1.054799 1.376357 0.009184 0.413985 -0.45995 -0.21119 -0.31557 -0.38661 -0.50417 0.952706
38557 14675 BE553812 guanine nucleotide binding protein, alpha 14Gna14
38558 331490 BE290064 na 1.032518 0.898164 0.851325 1.072665 0.680275 1.348886 1.26418 -0.6752 -0.63438 -0.53132 -0.56238 -0.21119 0.531089 0.545505 NA
38559 15371 NM_010445H6 homeo box 1 Hmx1
38560 AI848622 0.878734 0.944026 1.508137 1.337185 1.286937 0.92347 1.137201 1.055378 -0.12202 -0.54413 0.962096 0.764625 0.625888 -0.43637 -0.13203 -0.56238
38561 67387 BG228204 RIKEN cDNA 1110002A21 gene1110002A21Rik0.894165 0.916929 0.818629 1.309305 0.670143 0.922562 0.780226 1.665741 0.019278 -0.53132 -0.30637 0.508927 0.741572 -0.48257 0.721922 0.891464
38562 66385 NM_023200protein phosphatase 1, regulatory (inhibitor) subunit 7Ppp1r7 0.906769 0.957202 0.954173 1.054763 0.970969 1.072877 0.944 1.023255 0.282313 -0.30637 -0.37801 -0.2971 -0.45995 -0.28777 -0.24027 -0.59515
38563 70881 AK014892 5'-nucleotidase, cytosolic IBNt5c1b 1.1149 1.070515 1.179975 1.066472 1.130296 0.992788 1.138621 1.291705 0.523773 -0.01103 0.900587 -0.07168 0.656282 -0.6649 0.716839 0.996984
38564 13353 AI227379 DiGeorge syndrome critical region gene 6Dgcr6 0.860913 0.961782 1.102649 1.04604 0.746542 1.202765 0.846454 0.699333 -0.20141 -0.67443 -0.50417 -0.51114 -0.36932 -0.10193 -0.44433 -0.13203
38565 77213 BG084780 0.654881 1.329807 1.138535 0.634836 0.534745 1.231405 0.705385 0.929201 -0.28777 -0.59004 0.187867 0.566585 -0.20141 0.538333 NA
38566 53883 AB028499 cadherin EGF LAG seven-pass G-type receptor 2Celsr2 1.039554 0.734565 0.819564 0.870836 0.915625 0.951119 0.936714 1.433316 -0.60493 0.701171 0.454743 -0.50417 -0.48257 -0.6507 -0.51799 0.769038
38567 AI646866 1.087851 1.310363 1.071232 0.984141 1.127549 1.378907 1.098372 1.023826 -0.39513 0.967389 -0.26893 -0.64139 0.380201 0.991431 -0.00092 -0.63796
38568 57784 BF457182 bridging integrator 3 Bin3 0.953573 0.762764 0.689192 0.761483 0.847873 0.778221 0.811708 1.135565 -0.48257 0.958151 0.997699 0.933973 0.430489 0.893809 0.824278 0.129246
38569 AU018928 0.953688 0.952057 0.786087 0.979452 0.915379 0.949041 1.037276 0.967524 -0.47514 -0.4676 0.89837 -0.62268 -0.1916 -0.42832 -0.55643 -0.56238
38570 67453 NM_026165RIKEN cDNA 1200007B05 gene1200007B05Rik0.893129 1.114156 0.730655 0.675819 0.844492 0.562854 1.139815 0.967824 -0.41191 -0.27838 0.486125 0.958151 0.371596 0.951544 -0.04137 -0.64465
38571 68087 BE952119 RIKEN cDNA 6720485C15 gene6720485C15Rik0.969223 1.194488 1.078996 0.804023 0.71487 1.307004 0.98318 1.074958 -0.65348 0.566585 -0.49709 0.593672 0.949144 0.42227 -0.67383 -0.20141
38572 0.973468 0.898859 1.0564 0.955112 0.994318 1.000682 1.087701 1.064232 -0.61411 0.119363 -0.33378 -0.42832 -0.67102 -0.67383 -0.02114 -0.26893
38573 67080 AK006110 RIKEN cDNA 1700019D03 gene1700019D03Rik0.837437 0.943899 1.00098 0.918894 0.95526 0.934594 0.960426 1.052761 0.805914 -0.28777 -0.67511 0.039434 -0.48257 -0.1916 -0.47514 -0.36055
38574 227746 BF464586 RIKEN cDNA 9530020D24 gene9530020D24Rik 1.0777 1.197912 1.041456 1.140301 0.79552 1.031577 1.078257 1.108883 -0.02114 0.701171 -0.53132 0.039434 0.889075 -0.61847 -0.45995 -0.4676
38575 22142 AA208962 tubulin, alpha 1 Tuba1 0.957189 1.17142 0.991128 1.038196 1.057248 1.099585 1.255061 1.333327 -0.3517 0.884164 -0.66083 -0.42832 -0.08178 0.430489 0.974746 0.999396
38576 66586 AK016165 RIKEN cDNA 0610009I22 gene0610009I22Rik 0.97412 1.088596 0.997873 0.916025 0.945877 0.954559 0.874684 1.086059 -0.51114 0.405635 -0.67383 0.446726 -0.07168 -0.18174 0.862656 0.371596
38577 77048 AK015007 RIKEN cDNA 4921537D05 gene4921537D05Rik0.998743 1.017136 0.917863 0.937044 0.946601 0.89337 0.954688 1.016409 -0.67443 -0.55035 0.755602 0.454743 0.254468 0.933973 0.059536 -0.55643
38578 71010 NM_024240 0.981205 1.067762 0.896867 1.020487 1.142206 1.293551 1.148418 1.113811 -0.61847 -0.26893 0.446726 -0.65348 0.531089 0.984717 0.580275 0.049493
38579 54614 AK019183 RIKEN cDNA 2610317D23 gene2610317D23Rik0.834707 1.040106 1.132321 1.008682 1.022967 1.012544 0.995358 1.237178 0.998303 -0.152 0.949144 -0.64465 -0.48257 -0.61411 -0.66668 0.999819
38580 76959 NM_029814RIKEN cDNA 2210412K09 gene2210412K09Rik 1.12142 1.098068 1.107404 1.122866 1.12761 1.036427 1.107195 1.214202 0.925856 0.798153 0.862656 0.930824 0.944027 -0.21119 0.859748 0.999485
38581 320808 BF533233 WD repeat domain 22 Wdr22 1.826619 0.59228 0.924415 0.878922 1.595914 0.95154 0.781893 -0.06158 -0.67443 -0.63438 -0.37801 -0.53132 NA
38582 56535 NM_019961peroxisomal biogenesis factor 3Pex3 0.974005 0.735576 0.937321 0.805879 0.699253 1.05821 1.558431 -0.67307 0.362931 -0.60959 -0.43637 0.413985 -0.45219 0.371596 NA
38583 110326 AI415100 taste receptor, type 1, member 1Tas1r1 0.980266 1.011284 0.968965 0.956469 0.856513 0.856853 0.868951 1.283881 -0.60959 -0.65348 -0.52472 -0.39513 0.834605 0.781893 0.679298 0.993908
38584 58194 AK007283 SH3-domain kinase binding protein 1Sh3kbp1 0.976745 1.063399 0.948159 0.882012 0.919459 0.986075 0.977792 1.140058 -0.48988 0.226189 0.069561 0.924132 0.600262 -0.60959 -0.51114 0.941302
38585 71876 BG084475 RIKEN cDNA 1700029A22 gene1700029A22Rik1.000219 0.915004 1.132381 0.996421 0.935495 1.035112 0.954917 1.072062 -0.6752 -0.08178 0.345418 -0.67307 -0.48257 -0.45995 -0.52472 -0.26893
38586 71132 AV210709 calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2)Cabyr 0.909529 1.085443 1.016982 1.015808 1.037168 1.036386 0.933794 1.160344 0.273082 0.119363 -0.63063 -0.63438 -0.44433 -0.45219 -0.07168 0.755602
38587 18607 AF126294 3-phosphoinositide dependent protein kinase-1Pdpk1 0.964465 0.950898 0.999686 0.871037 1.209973 0.972644 1.107903 1.034657 -0.66668 -0.64139 -0.6752 -0.06158 0.336572 -0.66974 -0.36932 -0.58479
38588 16341 AK002576 eukaryotic translation initiation factor 3, subunit 6Eif3s6 1.074552 1.085027 0.915065 0.918288 1.185327 0.885869 1.141643 0.955072 -0.24027 -0.01103 -0.04137 0.029362 0.773387 0.187867 0.559631 -0.40357
38589 21685 BE573260 thyrotroph embryonic factor Tef 1.003995 0.957898 1.045457 1.041299 0.950988 1.157044 1.253994 0.952158 -0.67213 -0.36055 -0.34278 -0.39513 -0.25943 0.831219 0.990937 -0.27838
38590 BB284461 0.911561 0.900487 1.047228 0.738815 1.026216 0.988511 0.911143 1.132244 -0.31557 -0.20141 -0.67102 0.865514 -0.27838 -0.66829 -0.4676 0.1391
38591 105014 NM_023697RIKEN cDNA 3110030G19 gene3110030G19Rik 0.8197 1.179234 1.142137 1.276475 1.081861 0.463668 1.023943 1.090792 0.2638 -0.06158 -0.25943 0.371596 -0.62673 0.909049 -0.66974 -0.60493
38592 22156 NM_011656tuftelin 1 Tuft1 1.000582 1.087259 0.932617 0.981287 0.873176 1.012116 0.874707 0.998998 -0.67511 0.207111 0.009184 -0.60959 0.755602 -0.64776 0.741572 -0.67511
38593 69008 AK013161 RIKEN cDNA 1500031K13 gene1500031K13Rik0.818313 0.945949 1.162845 0.794943 0.95703 0.737154 0.88877 1.133975 0.711686 -0.4676 0.388742 0.552604 -0.58479 0.478383 -0.07168 -0.25943
38594 140557 AW558346 SMC (structural maintenace of chromosomes 1)-like 2 (S. cerevisiae)Smc1l2 0.871231 1.007249 1.514348 1.202889 1.189432 0.890854 1.12403 1.114699 -0.12202 -0.67307 0.944027 0.178185 0.099514 -0.26893 -0.25943 -0.30637
38595 216565 BE333961 DNA sequence AF424697 AF424697 1.087793 1.0533 0.982132 0.926 1.030553 0.756808 0.997956 0.86834 0.2638 -0.22093 -0.54413 0.158711 -0.50417 0.999356 -0.67443 0.827777
38596 69091 AW489801 RIKEN cDNA 1810012I05 gene1810012I05Rik 1.018003 1.012492 0.896178 0.790259 0.804513 0.834277 0.935802 1.020554 -0.63063 -0.62673 0.235662 0.945347 0.913043 0.650349 -0.27838 -0.63063
38597 53869 AK014268 RAB11a, member RAS oncogene familyRab11a 0.941685 0.96203 0.896391 1.108841 1.02142 1.147793 1.145935 1.018337 -0.3517 -0.54413 0.1391 -0.12202 -0.62268 0.254468 0.397221 -0.63438
38598 67747 AK016311 RIKEN cDNA 4930579A10 gene4930579A10Rik0.935637 1.138952 1.028496 0.839115 0.966465 0.857537 0.915973 1.217284 0.566585 0.986655 -0.30637 0.999533 -0.16194 0.997481 0.834605 0.999662
38599 14365 NM_021458frizzled homolog 3 (Drosophila)Fzd3 0.913485 1.026536 1.009039 0.974149 0.985817 0.904812 1.037937 1.069051 0.638264 -0.45995 -0.6507 -0.4676 -0.60959 0.736762 -0.28777 0.282313
38600 24056 NM_011894SH3-domain binding protein 5 (BTK-associated)Sh3bp5
38601 70419 AK013042 RIKEN cDNA 2810408A11 gene2810408A11Rik1.099486 1.009699 1.161551 1.221276 1.155444 1.157202 1.183291 1.224317 0.470572 -0.65609 0.896111 0.985521 0.876456 0.881641 0.947906 0.987014
38602 209588 BE853368 cDNA sequence BC010462BC010462
38603 66772 NM_025758ankyrin repeat and SOCS box-containing protein 17Asb17 0.970115 0.909471 0.990064 1.008875 1.11388 1.066571 1.235867 1.391327 -0.49709 0.413985 -0.65609 -0.6752 0.580275 -0.02114 0.987364 0.9998
38604 67254 BE647959 RIKEN cDNA 2900011O08 gene2900011O08Rik0.915586 1.287268 1.364348 1.169241 1.420276 0.705692 1.147115 1.499706 -0.16194 0.902763 0.974085 0.454743 0.990937 0.990415 0.197509 0.996062
38605 66717 NM_025725RIKEN cDNA 4921513E08 gene4921513E08Rik0.914876 0.914139 1.10289 0.968452 1.025891 0.933505 1.083801 1.225611 0.129246 0.1391 0.235662 -0.53779 -0.58479 -0.13203 0.019278 0.933973
38606 0.873653 0.981173 1.153014 0.925602 1.099366 1.094543 1.112656 0.890118 0.291492 -0.66083 0.2638 -0.3517 -0.30637 -0.152 -0.03125 -0.13203
38607 75788 AK015264 RIKEN cDNA 4930431E10 gene4930431E10Rik
38608 1.109873 1.139165 0.652251 1.13246 0.72943 1.068309 0.999998 1 0.939896 1 0.999992 1 NA
38609 74066 AK016605 RIKEN cDNA 4933404G15 gene4933404G15Rik1.079014 1.00823 0.996543 0.864799 0.974389 0.867901 0.821741 1.068572 0.207111 -0.66083 -0.66083 0.881641 -0.49709 0.844434 0.983871 0.059536
38610 106504 BG075145 serine/threonine kinase 38 Stk38 0.976144 1.172333 1.020409 1.147966 1.009535 1.206799 0.929281 1.223585 -0.65348 0.470572 -0.64139 0.336572 -0.67102 0.679298 -0.37801 0.673651
38611 52033 NM_023209DNA segment, Chr 14, ERATO Doi 732, expressedD14Ertd732e 1.089858 0.868386 0.886515 0.843458 1.107622 1.128031 0.981799 1.141263 -0.03125 0.462692 0.354204 0.580275 -0.16194 -0.18174 -0.64139 0.254468
38612 217194 BB453766 cDNA sequence BC011167BC011167 0.935744 0.821529 1.012799 0.824996 0.927793 0.921942 0.918922 0.944281 -0.05148 0.904899 -0.63438 0.805914 0.059536 -0.01103 0.187867 -0.2971
38613 77827 AB041543 RIKEN cDNA A930040G15 geneA930040G15Rik
38614 231646 AA796079 myosin 1H Myo1h 0.990455 1.076724 1.037626 0.933392 0.973324 1.03512 0.845233 1.065598 -0.66294 -0.12202 -0.51799 -0.18174 -0.60493 -0.53779 0.662144 -0.33378
38615 74470 AK017134 RIKEN cDNA 4933440J22 gene4933440J22Rik 1.190169 1.731783 1.673316 1.839672 1.829622 1.528277 1.564095 1.565636 0.945347 1 1 1 1 1 1 1
38616 103537 BF147418 mbt domain containing 1 Mbtd1 0.837051 1.18591 1.230239 0.535531 0.746028 0.922021 1.221138 1.091597 -0.3517 -0.37801 -0.25943 0.862656 0.049493 -0.60011 -0.27838 -0.59004
38617 69423 AK006132 RIKEN cDNA 1700019M22 gene1700019M22Rik1.094716 0.941513 1.141515 1.269756 1.083712 0.982649 0.94521 1.137581 0.019278 -0.36932 0.197509 0.831219 -0.25943 -0.66668 -0.42832 0.168466
38618 0.919892 0.990825 0.956536 1.01424 1.050455 0.995514 1.078548 1.087708 0.109452 -0.66294 -0.40357 -0.64465 -0.34278 -0.66083 -0.00092 0.109452
38619
38620 100855 BB015288 DNA segment, Chr 5, ERATO Doi 110, expressedD5Ertd110e 1.080118 1.060144 1.029851 1.044853 1.066257 1.010185 1.076601 1.028725 0.069561 -0.1916 -0.53779 -0.37801 -0.11198 -0.65854 0.029362 -0.54413
38621 16615 NM_008454kallikrein 16 Klk16 1.011415 0.93121 0.953082 1.008516 0.904476 1.049323 0.985837 1.052287 -0.64465 0.168466 -0.21119 -0.65854 0.573466 -0.21119 -0.62673 -0.17186
38622 170472 AW543324 RecQ protein-like 5 Recql5 0.87783 1.027881 0.901757 1.047813 1.015059 1.029991 0.899691 1.363716 0.470572 -0.59004 0.2638 -0.43637 -0.67307 -0.62673 0.438641 0.996062
38623 AI849321 0.960249 1.088206 1.047028 1.215157 1.019518 0.860427 0.870435 1.005516 -0.42832 0.168466 -0.36055 0.949144 -0.61411 0.781893 0.731883 -0.66974
38624 320808 BF658758 WD repeat domain 22 Wdr22 1.004575 0.709647 0.491164 0.980407 0.380576 -0.67102 -0.22093 0.613221 -0.66974 0.886642 NA NA
38625 209815 BF018327 RIKEN cDNA 6330576A08 gene6330576A08Rik0.896631 0.869203 0.813671 0.971248 0.82652 1.256744 0.922829 1.136846 0.109452 0.501397 0.679298 -0.60011 0.781893 0.777672 -0.1916 0.009184
38626 BG147871 0.855411 0.949023 1.319987 0.879862 1.026271 0.887915 1.276919 1.23012 0.245089 -0.53132 0.853779 0.019278 -0.63796 -0.05148 0.750992 0.580275
38627 64580 NM_022565N-deacetylase/N-sulfotransferase (heparin glucosaminyl) 4Ndst4 0.993853 0.981833 1.026692 1.024167 1.096012 0.932579 1.088039 1.201937 -0.66294 -0.56819 -0.45995 -0.49709 0.673651 0.362931 0.580275 0.995944
38628 66930 BF018996 RIKEN cDNA 1700007B22 gene1700007B22Rik0.955032 1.043893 0.876864 0.936688 0.852062 0.848385 0.882691 1.326427 -0.37801 -0.41191 0.644342 -0.13203 0.827777 0.769038 0.58701 0.99373
38629 11421 J04946 angiotensin converting enzymeAce 0.881023 1.006827 1.065896 0.985126 1.093417 0.949543 0.978292 1.262996 0.925856 -0.65854 0.2638 -0.60011 0.638264 0.029362 -0.51799 0.999846
38630 0.998013 0.935522 0.597483 1.204199 0.735692 1.410009 1.777072 0.85969 0.438641 0.069561 0.079567 0.099514 -0.61847 -0.53779 0.994571 -0.4676
38631 11986 BE943949 ataxia telangiectasia and rad3 relatedAtr 1.003622 1.025788 0.957929 1.226018 1.138829 1.152957 0.98414 1.276808 -0.66829 -0.38661 0.019278 0.999916 0.981565 0.991669 -0.55643 0.999997
38632 0.959674 1.140402 1.060511 0.875186 1.026377 0.956203 0.989768 1.156118 -0.30637 0.847602 -0.31557 0.859748 -0.64776 -0.07168 -0.6507 0.909049
38633 0.93198 0.993004 1.062901 1.040736 0.987073 0.924755 0.911273 1.016178 0.168466 -0.66294 0.009184 -0.33378 -0.63438 0.291492 0.501397 -0.61411
38634 97532 AI642881 RIKEN cDNA C230084J24 geneC230084J24Rik0.745571 0.937075 0.945958 0.822008 0.865951 0.847563 1.427839 2.092706 -0.63438 -0.26893 -0.59004 -0.20141 -0.39513 0.226189 -0.59515 0.362931
38635 218210 AA789477 nucleoporin 153 Nup153 0.969897 0.865956 0.872544 0.814478 0.831031 1.013286 1.006213 1.06322 -0.53132 0.750992 0.656282 0.960167 0.922374 -0.65348 -0.66974 -0.27838
38636 66950 AW049731 RIKEN cDNA 2310028N02 gene2310028N02Rik0.970115 1.205553 0.826933 1.519008 0.830407 0.78403 0.900867 0.985956 -0.63063 0.493796 -0.38661 0.580275 -0.52472 -0.02114 -0.42832 -0.49709
38637 66606 BF136361 RIKEN cDNA 2810002D13 gene2810002D13Rik
38638 BB279955 0.981036 1.017684 1.164718 1.036762 1.108478 0.795573 1.052297 1.054043 -0.61411 -0.2971 0.834605 -0.67307 0.187867 0.974085 0.216672 0.644342
38639 217887 BG101470 cDNA sequence BC022687BC022687 1.067149 0.960181 1.058732 0.980129 0.885387 0.875863 1.040564 0.963669 0.039434 -0.34278 -0.22093 -0.59004 0.750992 0.794181 -0.36055 -0.39513
38640 70928 AK014923 ring finger protein 36 Rnf36 0.973497 1.120965 1.146282 0.973653 0.991114 0.973082 1.00722 0.962922 -0.45995 0.841212 0.938461 -0.4676 -0.6507 -0.45995 -0.65854 -0.27838
38641 60425 BE946564 double C2, gamma Doc2g 0.942966 0.819371 1.049228 1.120963 0.886873 0.971671 1.036254 1.063321 -0.51799 0.873793 -0.59004 0.30969 -0.51114 -0.67443 -0.53779 0.039434
38642 244694 BF018947 hypothetical protein 4932416A154932416A15 1.132211 0.958654 0.912575 0.842817 1.023582 0.900821 1.115702 0.829032 0.850717 -0.24988 0.559631 0.979507 -0.53132 0.706464 0.750992 0.990937
38643 13139 AW212813 diacylglycerol kinase, alpha Dgka 0.965709 1.077712 1.092147 0.889081 0.862657 1.048134 0.979699 1.054788 -0.6507 -0.24027 -0.24027 0.345418 -0.34278 -0.64465 -0.63796 -0.66083
38644 27403 BE947860 ATP-binding cassette, sub-family A (ABC1), member 7Abca7 0.924972 0.854493 0.857612 0.89433 0.981911 0.896343 0.856147 1.090392 0.552604 0.988679 0.985908 0.879072 -0.55643 0.868323 0.987364 0.667934
38645 AF192382 0.902936 1.310209 0.75289 0.748258 0.668438 0.792222 0.738137 0.862577 0.1391 0.945347 0.981069 0.989866 0.998934 0.831219 0.989288 0.559631
38646 216766 BG076580 gem (nuclear organelle) associated protein 5Gemin5 0.966985 0.958867 0.923405 1.036819 1.011681 1.134352 1.084687 1.281158 -0.34278 -0.18174 0.508927 -0.2971 -0.63063 0.913043 0.531089 0.999919
38647 101706 AW546002 expressed sequence AL022610AL022610 1.03112 1.017344 1.028306 0.868044 0.918931 0.799587 0.859313 1.047504 -0.57386 -0.67102 -0.56819 0.148922 -0.05148 0.896111 -0.02114 -0.59004
38648 11766 AW122966 adaptor protein complex AP-1, gamma 2 subunitAp1g2 0.363258 2.873394 0.776816 1.158835 0.673215 -0.14203 -0.10193 -0.60959 -0.64139 -0.45219 NA NA
38649 67430 AK006513 RIKEN cDNA 4921536K21 gene4921536K21Rik1.091425 1.149362 0.974552 1.147209 0.960915 1.11884 1.296258 1.145356 0.827777 0.992346 -0.36055 0.991431 -0.03125 0.956044 1 0.990415
38650 69216 BC002274 RIKEN cDNA 2410005K17 gene2410005K17Rik0.881335 0.831085 0.90209 1.008981 0.909022 0.961286 1.050452 0.961673 0.695809 0.950357 0.470572 -0.66083 0.371596 -0.41191 -0.28777 -0.41191
38651 107586 AW823030 zinc finger protein 339 Zfp339 0.951061 1.068623 0.802022 0.93084 0.463947 0.446752 0.755622
38652 AA265515 0.916768 0.931051 1.128999 1.045177 0.986656 0.944305 1.049239 0.945846 0.613221 0.380201 0.896111 -0.14203 -0.61411 0.119363 -0.06158 0.089552
38653 66087 AI835190 RIKEN cDNA 0610039A15 gene0610039A15Rik 1.06901 0.956106 1.046924 0.836318 1.04192 0.68901 0.745415 1.053336 -0.2971 -0.53779 -0.48257 0.538333 -0.58479 0.976639 0.891464 -0.53132
38654 271842 AK014804 RIKEN cDNA 4921503C21 gene4921503C21Rik 0.91707 1.151297 0.945704 0.596573 0.816803 1.096847 0.886741 0.792966 -0.41191 -0.05148 -0.56238 0.982522 -0.04137 -0.30637 -0.44433 -0.42832
38655 70652 AK017808 RIKEN cDNA 5730537D05 gene5730537D05Rik1.027574 1.012825 1.075059 1.033529 1.013883 1.087979 0.994206 1.011452 -0.43637 -0.61847 0.413985 -0.34278 -0.60959 0.593672 -0.66294 -0.63063
38656 0.70623 0.464096 0.878959 1.536699 1.093942 0.875013 0.83909 0.895411 0.273082 0.764625 -0.48257 0.516386 -0.2971 -0.18174 -0.33378 -0.22093
38657
38658 20410 AF064806 SH3 domain protein 4 Sh3d4 0.96074 0.831593 1.162202 1.02232 1.180146 0.810181 0.992698 0.927638 -0.52472 0.755602 0.538333 -0.62673 0.580275 0.859748 -0.66974 -0.20141
38659 54723 NM_018783tuftelin interacting protein 11Tfip11 0.895242 1.04423 0.961268 1.063096 0.930244 1.053395 1.074783 1.093275 0.573466 -0.3517 -0.40357 -0.09186 0.079567 -0.23062 0.079567 0.318707
38660 67586 AI449671 DNA segment, Chr 4, Brigham & Women's Genetics 1540 expressedD4Bwg1540e 0.824948 0.804142 1.110973 0.987415 0.887032 1.230649 1.208906 1.454555 0.632112 0.684872 -0.18174 -0.66829 -0.48257 0.148922 0.273082 0.957109
38661 72692 AK012866 RIKEN cDNA 2810036L13 gene2810036L13Rik 0.980136 0.874877 0.849879 1.000624 0.930651 1.04603 1.119186 0.952172 -0.63063 0.446726 0.706464 -0.67511 -0.18174 -0.51114 0.282313 -0.42016
38662 74006 AI956204 dynamin 1-like Dnm1l 1.014711 1.028509 0.968761 1.129427 0.950632 0.840309 0.889631 1.037799 -0.63438 -0.53132 -0.55035 0.679298 -0.24988 0.936996 0.638264 -0.42832
38663 71361 AK017403 RIKEN cDNA 5430437E11 gene5430437E11Rik0.956548 0.89681 0.958132 0.991807 0.961601 0.832022 1.052356 0.88696 -0.30637 0.619591 -0.32471 -0.66083 -0.37801 0.969 -0.20141 0.716839
38664 319363 AK017034 RIKEN cDNA C820004B04 geneC820004B04Rik1.215491 0.932193 0.902676 0.767027 0.83513 0.904344 0.791226 0.916058 0.345418 -0.45219 -0.40357 0.644342 -0.22093 -0.60011 0.354204 -0.43637
38665 68222 AK016459 4931415M17 mRNA 4931415M17
38666 64899 NM_022883lipin 3 Lpin3 1.055587 0.878894 1.00405 0.907218 1.057224 0.943122 0.963621 1.271033 -0.42832 0.069561 -0.67511 -0.05148 -0.50417 -0.52472 -0.56238 0.873793
38667 BB143539 0.928864 0.957222 0.938027 0.917401 0.909186 1.021194 1.042488 0.990328 0.552604 -0.05148 0.380201 0.716839 0.805914 -0.50417 -0.09186 -0.63796
38668 69595 AW910687 RIKEN cDNA 2310035N23 gene2310035N23Rik0.874822 1.233652 1.096742 0.93993 1.055232 0.890779 1.448533 1.222316 0.235662 0.750992 -0.14203 -0.39513 -0.53779 -0.09186 0.993169 0.501397
38669 70364 AI836596 RIKEN cDNA 1500001L03 gene1500001L03Rik 0.989733 0.928649 0.953714 0.900862 1.081638 1.034719 0.935682 0.993185 -0.66294 -0.12202 -0.48257 -0.22093 -0.20141 -0.4676 -0.31557 -0.66829
38670 67812 AI463366 RIKEN cDNA 1300013G12 gene1300013G12Rik0.780805 0.64128 0.841733 0.989074 0.906035 0.626079 0.865514 0.997243 0.679298 -0.30637 0.119363 0.573466 NA
38671 66089 AW494002 RIKEN cDNA 0610039K22 gene0610039K22Rik0.989778 0.850225 1.099893 0.979101 1.001216 1.032704 0.971704 0.873583 -0.64465 0.97896 0.662144 -0.54413 -0.67486 -0.38661 -0.44433 0.925856
38672 U62672 0.962985 0.854482 0.785792 0.867335 1.015225 0.874509 1.06923 1.024777 -0.47514 0.798153 0.985124 0.644342 -0.64139 0.644342 -0.13203 -0.59515
38673 0.897705 0.944751 1.102519 1.028873 1.208239 0.989926 1.027369 -0.45995 -0.66083 -0.36055 -0.61847 0.129246 -0.66974 -0.61411 NA
38674 70821 AK014840 RIKEN cDNA 4921507P07 gene4921507P07Rik0.967209 1.02218 1.104172 1.12713 0.897481 1.111753 1.14367 1.210957 -0.36055 -0.53132 0.716839 0.868323 0.794181 0.777672 0.929201 0.996176
38675 68705 AA675556 general transcription factor IIF, polypeptide 2Gtf2f2 0.956513 0.963483 0.988266 0.908449 1.076366 1.037726 0.955645 1.07032 -0.4676 -0.52472 -0.66668 0.099514 -0.16194 -0.52472 -0.45219 -0.2971
38676 69362 AI465154 RIKEN cDNA 1700006F03 gene1700006F03Rik1.068919 1.17937 0.992152 1.115678 0.973528 1.061583 1.271574 1.156171 0.397221 0.994248 -0.6507 0.881641 -0.42016 0.2638 0.999966 0.981565
38677 20335 BE630374 SEC61, gamma subunit Sec61g 1.034644 0.899671 1.096368 1.337686 1.174963 0.850761 1.073054 1.114633 -0.22093 -0.50417 -0.26893 0.824278 0.736762 -0.6507 -0.02114 -0.37801
38678 20084 BF150794 ribosomal protein S18 Rps18 0.903136 0.948534 1.06451 0.877805 0.976145 1.066633 1.294635 1.011912 -0.12202 -0.48988 -0.42016 -0.07168 -0.62268 -0.34278 0.938461 -0.63438
38679 21954 BG093857 troponin I, cardiac Tnni3 1.061923 0.817842 1.050893 1.016328 1.017915 1.212663 1.308553 0.867968 -0.24027 0.827777 -0.43637 -0.54413 -0.59004 0.769038 0.982522 -0.00092
38680 215351 BE292139 RIKEN cDNA 2810017C20 gene2810017C20Rik0.858639 0.896072 0.967766 0.945089 0.95551 0.699952 0.678348 0.970865 0.069561 -0.58479 -0.66668 -0.66294 -0.6507 0.168466 0.291492 -0.65609
38681 74096 AI428550 RIKEN cDNA 0610039P13 gene0610039P13Rik0.791277 1.036827 1.225468 1.590771 0.94664 -0.27838 0.837936 0.951544 NA NA NA
38682 227731 BE554238 RIKEN cDNA 1110030N17 gene1110030N17Rik
38683 1.020366 0.993432 0.998131 1.242164 1.153075 1.222786 1.067313 1.043055 -0.60493 -0.66974 -0.67443 0.922374 0.478383 0.690376 -0.20141 -0.54413
38684 BG228532 0.948935 1.232177 0.892802 0.771234 0.838548 1.045915 0.90634 -0.51114 -0.34278 -0.28777 -0.07168 -0.13203 -0.63796 -0.48257 NA
38685 67290 NM_026077RIKEN cDNA 3110040N11 gene3110040N11Rik
38686 26371 BE630381 expressed sequence AW210570AW210570
38687 56299 AI463156 FK506 binding protein-like Fkbpl 1.047466 1.039672 0.988502 1.093945 1.088603 1.042933 1.053319 1.120032 0.197509 0.009184 -0.60011 0.881641 0.847602 0.089552 0.336572 0.972716
38688 0.974789 0.956442 1.111736 1.161739 0.93241 1.059342 1.026583 0.944397 -0.54413 -0.30637 0.573466 0.886642 0.089552 -0.10193 -0.53779 -0.11198
38689 227331 BG077810 trinucleotide repeat containing 15Tnrc15 0.95384 1.051056 1.193003 1.115476 1.077284 0.933137 1.091202 1.099549 -0.22093 -0.17186 0.973408 0.684872 0.235662 0.148922 0.430489 0.531089
38690 1.051588 0.931156 0.983177 1.13209 1.113399 1.182393 1.355069 1.188969 -0.01103 0.388742 -0.5794 0.911065 0.817108 0.989866 0.999999 0.99256
38691 69987 AK006393 RIKEN cDNA 1700026L06 gene1700026L06Rik
38692 69358 AI463496 RIKEN cDNA 1700008D07 gene1700008D07Rik0.954497 1.074376 1.073551 1.137949 0.99819 0.951906 1.124192 1.03836 0.039434 0.545505 0.531089 0.969777 -0.67383 0.099514 0.939896 -0.16194
38693 68014 NM_026507RIKEN cDNA 2310031L18 gene2310031L18Rik 0.877316 1.077384 1.168749 1.053791 1.180766 0.857839 0.860617 1.144634 0.354204 -0.21119 0.580275 -0.49709 0.42227 0.559631 -0.06158 0.580275
38694 69310 BE980143 Park2 co-regulated Pacrg 0.902863 0.39155 0.694788 0.644632 1.124303 -0.50417 0.998865 0.523773 0.911065 0.119363 NA NA
38695
38696 105723 BF147785 0.79568 1.159207 1.057487 1.021245 0.907235 1.019555 1.153664 0.939869 0.42227 0.119363 -0.50417 -0.37801 -0.65348 -0.55035 0.158711 -0.67102
38697 66771 NM_025757RIKEN cDNA 4933439F18 gene4933439F18Rik
38698 0.967009 0.922266 0.780766 0.882872 0.74467 0.907021 0.965663 0.862653 -0.24988 0.679298 0.999993 0.960167 1 0.844434 -0.22093 0.990145
38699 13085 AI182366 cytochrome P450, family 2, subfamily a, polypeptide 12Cyp2a12 0.898872 1.041512 0.923871 0.935008 0.920828 1.110141 0.96281 1.218643 0.129246 -0.61411 -0.16194 -0.44433 -0.13203 0.168466 -0.62673 0.813436
38700 69465 BF466156 0.875001 0.896259 1.121422 0.980097 0.957382 1.010941 1.083181 1.005619 0.405635 0.099514 0.226189 -0.63438 -0.49709 -0.66668 -0.152 -0.67213
38701 72392 AI510253 RIKEN cDNA 3010001K23 gene3010001K23Rik1.031485 1.000175 1.122119 0.977391 0.951611 1.111037 1.369789 1.263 -0.48988 -0.66829 0.345418 -0.55643 -0.17186 -0.07168 0.999927 0.805914
38702 13218 BE136996 defensin related sequence cryptdin peptide (paneth cells)Defcr-rs1 0.908895 1.121872 1.329591 1.195748 1.422771 1.005062 0.924613 0.875075 0.168466 0.216672 0.985521 0.721922 0.995944 -0.61847 -0.17186 -0.02114
38703 74132 AK004745 RIKEN cDNA 1200013I08 gene1200013I08Rik 0.970546 1.075603 1.063375 1.039959 0.841373 0.923904 0.940608 0.927014 -0.28777 0.638264 0.438641 -0.07168 0.999171 0.721922 0.438641 0.679298
38704 231452 AA982974 expressed sequence AA591032AA591032 0.875225 1.291109 1.178052 1.095122 1.047997 0.95977 1.085846 1.221618 0.478383 0.922374 0.706464 0.029362 -0.44433 -0.49709 -0.07168 0.868323
38705
38706 20112 AF141019 ribosomal protein S6 kinase, polypeptide 2Rps6ka2 0.934954 0.851403 1.002899 0.970768 0.882684 0.717114 0.927298 0.959913 -0.05148 0.868323 -0.67383 -0.53132 0.650349 0.999866 -0.02114 -0.43637
38707 50776 BE853186 polymerase (DNA directed), gamma 2, accessory subunitPolg2 0.902312 0.964013 0.776399 0.868163 1.20045 1.043319 1.383015 1.102086 -0.66083 -0.67443 0.809704 0.470572 -0.18174 -0.10193 0.927546 -0.02114
38708 19334 AK014407 RAB22, member RAS oncogene familyRab22
38709 217893 W81731 RIKEN cDNA 6720425G15 gene6720425G15Rik 1.00099 1.086345 1.115289 1.096819 0.946638 1.128743 1.075871 1.026806 -0.67511 0.168466 0.501397 0.318707 -0.23062 0.613221 0.029362 -0.50417
38710 66168 AK002347 RIKEN cDNA 1110025J15 gene1110025J15Rik 0.981458 0.992946 1.067874 1.011335 1.022149 1.025802 1.028416 1.00294 -0.5794 -0.66083 0.197509 -0.63796 -0.54413 -0.49709 -0.4676 -0.67307
38711 67365 NM_026108RIKEN cDNA 1700121L12 gene1700121L12Rik 1.071309 1.09453 1.126234 1.135308 1.265405 1.038538 1.082574 1.07387 0.397221 0.701171 0.909049 0.938461 0.999919 -0.23062 0.559631 0.438641
38712 0.990891 0.957504 1.324905 0.926884 0.792187 1.138936 0.920527 0.955199 -0.62673 -0.56819 0.501397 -0.63438 -0.45219 -0.50417 -0.62268 -0.50417
38713 0.91816 1.172534 0.959715 1.004173 1.182997 1.322107 0.884616 1.623951 -0.08178 0.069561 -0.51799 -0.66668 0.129246 0.711686 -0.66083 0.30969
38714 67507 NM_026208RIKEN cDNA 1700019N19 gene1700019N19Rik
38715 209773 BE994169 RIKEN cDNA B930096L08 geneB930096L08Rik0.992018 0.993742 1.04646 1.229435 1.319822 1.191558 1.052844 1.151413 -0.65854 -0.6649 -0.27838 0.995023 0.999897 0.977827 -0.12202 0.798153
38716 80385 NM_019742PDGFA associated protein 2Pdap2 0.981703 0.942907 0.94402 1.068291 1.0392 0.986482 0.977553 1.013234 -0.56238 0.158711 0.1391 0.291492 -0.24027 -0.61411 -0.51114 -0.61847
38717 0.96423 0.960075 1.262659 1.254752 1.271006 1.22142 1.140184 1.194548 -0.66829 -0.43637 -0.05148 -0.08178 0.673651 0.168466 0.371596 0.371596
38718 78789 AK006862 RIKEN cDNA 4930405J24 gene4930405J24Rik
38719 22195 BF017246 ubiquitin-conjugating enzyme E2L 3Ube2l3 1.677611 1.085513 1.176947 1.126099 1.407946 1.290667 0.464423 1.726218 0.969777 -0.58479 0.508927 -0.52472 0.625888 0.2638 0.831219 0.856789
38720 240084 BE634628 HCR (a-helix coiled-coil rod homolog)Hcr
38721 68606 AK016942 protein phosphatase 1F (PP2C domain containing)Ppm1f 1.034451 1.10129 1.370288 1.266592 1.378638 0.973997 1.141978 1.172552 -0.51114 0.254468 0.999144 0.982049 0.999336 -0.57386 0.632112 0.805914
38722 217935 BF466112 RIKEN cDNA D430033N04 geneD430033N04Rik1.080433 1.327545 0.7124 0.951603 0.765507 1.187991 0.944849 1.238299 -0.26893 0.950357 0.976023 -0.48988 0.847602 0.566585 -0.44433 0.786052
38723 99167 AA762567 synovial sarcoma, X breakpoint 2 interacting proteinSsx2ip 0.934041 1.160334 1.19682 0.859873 0.88881 0.963855 -0.63796 -0.51114 -0.22093 -0.67213 -0.6752 -0.60959 NA
38724 21647 U21673 t-complex-associated testis expressed 3Tcte3 0.692812 0.874333 1.036955 0.78818 0.820685 0.805378 1.011247 0.837936 -0.10193 -0.61411 -0.32471 -0.43637 0.2638 -0.67307 NA
38725 71887 AK009235 RIKEN cDNA 2310008J22 gene2310008J22Rik 1.130615 0.967116 1.562549 1.130149 1.311347 1.173113 1.192719 0.829619 0.345418 -0.56238 0.999944 0.345418 0.97724 0.650349 0.750992 0.802064
38726 0.91638 1.136394 0.922446 0.97448 0.956088 0.58849 0.992636 1.335422 -0.41191 -0.27838 -0.55035 -0.6649 -0.42832 0.625888 -0.62268 0.9355
38727 56018 BF577766 START domain containing 10Stard10 0.962119 0.996207 0.898489 1.007185 0.973728 0.988755 0.971602 0.898344 -0.27838 -0.67102 0.777672 -0.65854 -0.4676 -0.63796 -0.43637 0.777672
38728 0.696305 1.169477 0.706887 1.137458 1.295653 0.578157 1.019045 1.000641 0.781893 -0.63438 0.667934 0.148922 0.916885 0.805914 -0.50417 -0.6752
38729 12462 AW556240 chaperonin subunit 3 (gamma)Cct3 1.068835 1.14034 1.405168 1.406961 1.16654 1.207533 1.184597 1.029608 -0.09186 0.673651 0.999856 0.999866 0.817108 0.9355 0.884164 -0.54413
38730 14417 L16980 glutamic acid decarboxylase 2Gad2 0.910899 1.121691 1.265971 1.122594 0.964383 0.812658 1.066059 1.015443 -0.1916 0.009184 0.726937 0.178185 -0.59004 0.523773 -0.31557 -0.59515
38731 AK015003 1.02795 0.9601 0.73122 0.619088 0.753016 0.917029 0.874827 0.91784 -0.56238 -0.43637 0.999314 1 0.997628 0.158711 0.662144 0.148922
38732 14840 BF319780 germ cell-specific gene 1 Gsg1 0.876752 1.007342 0.820962 1.133947 0.883503 1.145684 1.032286 1.177039 0.573466 -0.66974 0.650349 0.109452 0.336572 0.545505 -0.54413 0.650349
38733 67378 BG070779 Bardet-Biedl syndrome 2 homolog (human)Bbs2 0.958547 0.894851 1.050183 1.164837 1.104435 1.15652 1.227068 1.154494 -0.00092 0.942679 0.158711 0.96394 0.891464 0.993361 0.999924 0.99256
38734 67638 AK015615 RIKEN cDNA 4930483J18 gene4930483J18Rik 0.946157 0.995573 1.102753 1.069351 1.064248 0.773885 0.910164 1.03647 -0.24988 -0.67213 0.158711 -0.09186 -0.152 0.994248 0.245089 -0.4676
38735 77980 BE686912 SET binding factor 1 Sbf1 0.905562 1.261996 1.130688 1.192366 1.120192 1.193922 1.082646 1.278011 0.009184 0.798153 0.129246 0.667934 0.158711 0.371596 -0.1916 0.922374
38736 106369 AK015752 yippee-like 1 (Drosophila) Ypel1 1.005828 1.075117 1.073754 1.0564 1.039019 0.927607 1.114706 1.098439 -0.66974 -0.04137 -0.06158 -0.27838 -0.4676 -0.01103 0.413985 0.235662
38737 140859 AK014546 NIMA (never in mitosis gene a)-related expressed kinase 8Nek8 1.064029 0.950306 0.908773 1.104536 0.895523 1.049377 1.078174 1.036372 0.168466 -0.04137 0.673651 0.711686 0.805914 -0.09186 0.397221 -0.32471
38738 BG143305 1.095778 0.971111 1.131019 1.109303 0.966779 0.861947 1.181078 0.879065 0.318707 -0.52472 0.662144 0.470572 -0.48257 0.831219 0.902763 0.706464
38739 77048 BE333649 RIKEN cDNA 4921537D05 gene4921537D05Rik0.992351 1.089258 0.865632 1.139367 1.124022 1.194828 1.016698 1.177907 -0.60493 0.119363 0.716839 0.662144 0.559631 0.884164 -0.63438 0.827777
38740 0.952474 0.997284 1.011708 1.064444 0.986177 1.006169 0.913167 1.070841 -0.26893 -0.67383 -0.64776 -0.06158 -0.63796 -0.66829 0.354204 0.029362
38741 67884 BE956740 RIKEN cDNA 1810043G02 gene1810043G02Rik1.077421 0.945553 0.923444 0.89941 1.044786 0.992869 0.869839 0.814045 -0.08178 -0.30637 -0.02114 0.300618 -0.63796 -0.55035 0.300618 0.802064
38742 68236 NM_026630RIKEN cDNA 2410116G06 gene2410116G06Rik0.872703 0.866975 1.055811 0.894416 0.805956 1.043787 2.000348 -0.64139 0.282313 -0.61411 -0.61847 -0.65348 -0.59004 0.679298 NA
38743 1.00414 0.963344 1.262396 1.214333 1.21511 0.868806 0.915686 1.155478 -0.67102 -0.62268 0.486125 0.478383 0.486125 -0.23062 -0.36932 0.009184
38744 192120 BF152911 B-box and SPRY domain containingBspry
38745 BG229960 0.784605 1.116339 1.433525 1.212498 1.111963 0.956537 1.575397 1.336985 0.850717 -0.08178 0.989581 0.644342 -0.03125 -0.53779 0.999221 0.945347
38746 77626 AW494390 RIKEN cDNA 4122402O22 gene4122402O22Rik0.975589 1.022715 0.958528 1.001785 1.111273 1.059421 0.988069 1.091893 -0.56238 -0.5794 -0.36932 -0.67443 0.508927 -0.152 -0.64776 0.291492
38747 17761 AK014575 microtubule-associated protein 7Mtap7 1.008116 1.012242 1.000992 1.015192 1.178224 0.991467 0.884968 1.217309 -0.66083 -0.64465 -0.67486 -0.63063 0.802064 -0.66083 0.716839 0.978401
38748 70956 AK014985 RIKEN cDNA 4921530G04 gene4921530G04Rik0.830538 1.012436 0.802939 0.77695 0.753862 0.976253 0.986263 0.950476 0.794181 -0.65854 0.904899 0.960167 0.982983 -0.61411 -0.65609 -0.42016
38749 21961 AW018411 tensin Tns 1.071337 1.110277 1.141865 1.063934 1.031464 0.96531 0.960081 1.099044 0.30969 0.777672 0.929201 0.187867 -0.39513 -0.32471 -0.22093 0.679298
38750 16532 NM_008432potassium large conductance pH-sensitive channel, subfamily M, alpha member 3Kcnma3 1.108073 0.921691 0.963718 0.923834 0.902842 1.088494 0.845223 1.156934 0.362931 -0.36055 -0.5794 -0.17186 -0.37801 -0.42016 0.58701 0.454743
38751 1.010898 0.985423 1.012064 1.117706 1.094953 1.129204 1.102431 1.081337 -0.59515 -0.53132 -0.57386 0.985908 0.936996 0.993908 0.961142 0.684872
38752 100855 BF164008 DNA segment, Chr 5, ERATO Doi 110, expressedD5Ertd110e 0.951094 1.20763 1.513619 1.034928 1.144753 0.896778 1.134044 1.112558 -0.44433 0.405635 0.998023 -0.64465 0.069561 -0.03125 0.029362 -0.14203
38753 268656 NM_009269serine palmitoyltransferase, long chain base subunit 1Sptlc1 0.973864 1.040969 1.000265 1.068796 0.843672 1.106295 1.018951 1.136477 -0.67102 -0.53132 -0.6752 -0.21119 0.690376 -0.08178 -0.60493 0.438641
38754 27966 AV167089 DNA segment, Chr 9, Wayne State University 10, expressedD9Wsu10e 0.95472 1.091255 1.070286 0.995208 1.018501 1.043579 1.09178 1.060148 0.019278 0.736762 0.462692 -0.6649 -0.53779 -0.06158 0.741572 0.282313
38755 67768 AK012019 RIKEN cDNA 5830445C04 gene5830445C04Rik1.041217 0.930915 1.100421 1.215511 1.48097 1.477416 1.645915 1.238082 -0.47514 -0.13203 0.168466 0.896111 0.999904 0.999894 0.999999 0.938461
38756 57439 NM_020588RIKEN cDNA 1300007B12 gene1300007B12Rik1.045133 1.058041 1.108485 0.982639 0.997513 1.084056 1.05714 1.088104 -0.48988 -0.42832 0.009184 -0.64465 -0.67486 -0.25943 -0.45995 -0.40357
38757 110074 AI853138 deoxyuridine triphosphataseDutp 0.982184 1.055752 1.108468 1.131156 1.050653 0.97785 1.133096 1.085705 -0.52472 0.089552 0.881641 0.900587 0.109452 -0.4676 0.963028 0.701171
38758 20661 BE864852 sortilin 1 Sort1 0.891841 0.87828 0.864628 0.879557 0.762091 0.862554 0.793808 0.800929 0.059536 0.197509 0.336572 0.187867 0.879072 0.354204 0.824278 0.711686
38759 13521 BE381989 solute carrier family 26 (sulfate transporter), member 2Slc26a2 0.914617 0.560455 1.40953 0.921652 4.557236 0.487638 -0.63063 -0.52472 -0.67383 -0.55035 0.930824 0.679298 NA
38760 AI427790 1.002546 0.952711 1.061708 1.114625 1.077657 1.153524 1.266465 1.134713 -0.67307 0.009184 0.245089 0.868323 0.508927 0.976023 0.99994 0.942679
38761 56746 BF011256 testis expressed gene 101 Tex101 0.533559 1.553335 0.632741 0.580499 0.502865 0.618237 0.882726 0.684647 0.997481 0.944027 0.957109 0.988988 0.999171 0.969777 -0.24988 0.871082
38762 98366 AA537373 stromal membrane-associated protein 1Smap1 0.976695 1.053158 0.907978 0.976865 1.069818 0.966583 0.932766 1.065823 -0.48988 0.049493 0.755602 -0.48988 0.354204 -0.30637 0.397221 0.291492
38763 100752 BG065326 RIKEN cDNA 9330180L10 gene9330180L10Rik 1.010864 1.068707 0.946393 0.927775 0.939257 0.905453 0.968584 1.07289 -0.65348 -0.00092 -0.3517 0.129246 -0.06158 0.462692 -0.48257 0.059536
38764 69654 AI461999 RIKEN cDNA 2310042E05 gene2310042E05Rik1.152012 1.127303 0.969734 0.997058 0.982737 0.914513 1.3129 1.088599 0.291492 -0.36932 -0.60493 -0.66668 -0.66974 -0.28777 0.786052 -0.32471
38765 66985 AW990538 RIKEN cDNA 2400009B11 gene2400009B11Rik0.967769 1.08157 1.274784 1.198431 1.191111 1.036904 1.077641 1.117384 -0.49709 0.109452 0.993361 0.932415 0.916885 -0.45995 0.059536 0.523773
38766 1.00367 1.072277 0.934421 0.909861 0.900824 0.881342 1.090962 1.006642 -0.67213 0.089552 0.059536 0.446726 0.397221 0.721922 0.345418 -0.66668
38767 0.898937 0.780599 1.248672 1.364159 0.470572 -0.66083 0.493796 0.701171 NA NA NA
38768 67591 NM_026261RIKEN cDNA 4930522D07 gene4930522D07Rik1.004255 1.010522 0.950649 1.047787 0.989283 0.915985 1.031184 1.007185 -0.66294 -0.60493 0.362931 0.2638 -0.60011 0.89837 -0.17186 -0.64139
38769 76707 AK006534 CLIP associating protein 1 Clasp1 0.986951 0.981688 0.56101 0.597435
38770 67304 NM_026084RIKEN cDNA 3110070M22 gene3110070M22Rik1.018572 1.127745 1.015602 1.011612 0.996284 1.019739 1.040885 1.092308 -0.55035 0.927546 -0.58479 -0.62268 -0.66974 -0.53132 -0.16194 0.706464
38771 66742 NM_025738RIKEN cDNA 4931420D14 gene4931420D14Rik0.979448 1.079609 0.960561 0.960845 0.939724 1.028922 1.083293 0.838085 -0.59515 0.1391 -0.39513 -0.27838 -0.08178 -0.63063 0.187867 0.941302
38772 68870 AW494720 RIKEN cDNA 1190002A17 gene1190002A17Rik 0.96468 0.982673 0.956812 1.181168 0.967572 1.175699 1.11947 1.00971 -0.32471 -0.58479 -0.17186 0.984299 -0.36932 0.98004 0.824278 -0.64776
38773 24044 AK003080 secretory carrier membrane protein 2Scamp2
38774 27176 W34311 ribosomal protein L7a Rpl7a 0.998485 1.048169 1.02659 0.532424 0.819481 1.056531 0.875525 0.862423 -0.67511 -0.54413 -0.63438 0.999982 0.371596 -0.50417 0.109452 0.235662
38775 52551 BE993262 small glutamine-rich tetratricopeptide repeat (TPR)-containing, alphaSgta 0.860255 0.875994 0.935647 1.005677 1.031881 1.112094 -0.28777 0.099514 -0.54413 -0.36932 -0.00092 -0.12202 NA
38776 70790 AK014485 RIKEN cDNA 4432411E13 gene4432411E13Rik0.978181 1.05639 0.92511 0.858409 0.948083 1.059194 0.97796 1.007685 -0.56819 -0.12202 0.245089 0.909049 -0.152 -0.08178 -0.56819 -0.66294
38777 20334 BF152874 SEC23A (S. cerevisiae) Sec23a 1.069267 1.106091 1.121487 0.816694 0.825504 0.657327 1.342471 -0.42016 -0.47514 -0.39513 -0.4676 -0.24027 0.760146 0.069561 NA
38778 66408 AI853076 aprataxin Aptx 1.030398 1.184775 1.215952 1.662714 1.756938 1.704305 2.215046 1.323917 -0.53779 0.873793 0.944027 1 1 1 1 0.997628
38779 68214 AK018953 RIKEN cDNA 1700020F09 gene1700020F09Rik0.698404 1.567369 0.823097 1.402805 1.133808 1.235221 1 1 1 1 1 1 NA
38780 1.047308 0.999946 1.116643 1.036819 1.11684 0.99544 0.97432 1.102062 -0.37801 -0.6752 0.454743 -0.47514 0.462692 -0.67213 -0.56819 0.109452
38781 70257 AI747814 RIKEN cDNA 2010107E04 gene2010107E04Rik 0.99052 0.999632 0.987821 1.058863 1.043812 1.060174 1.088275 1.1579 -0.62673 -0.67511 -0.60011 0.388742 0.059536 0.413985 0.805914 0.995823
38782 66047 BE198289 mitochondrial ribosomal protein L54Mrpl54 1.04116 1.08557 1.113834 1.049348 1.018038 1.015154 0.958495 1.07556 -0.1916 0.573466 0.837936 -0.03125 -0.56819 -0.60011 -0.152 0.438641
38783 27176 BE951590 ribosomal protein L7a Rpl7a 1.007297 1.103798 1.176213 1.109721 1.055759 0.970817 1.148941 1.129933 -0.66294 0.58701 0.954955 0.644342 -0.09186 -0.47514 0.886642 0.794181
38784 75826 AI390987 RIKEN cDNA 4930538C18 gene4930538C18Rik0.952997 1.089861 0.95944 1.000938 0.946301 0.979666 0.984834 0.990726 -0.00092 0.667934 -0.14203 -0.67486 0.148922 -0.63438 -0.59004 -0.64139
38785 BF166246 0.837438 0.862494 1.019579 1.136622 1.196399 1.05334 0.944362 1.25137 0.988039 0.951544 -0.56819 0.886642 0.989288 -0.05148 0.049493 0.999059
38786 21780 AK017974 transcription factor A, mitochondrialTfam 0.833427 1.530577 1.000008 0.877819 0.854263 1.28976 0.606778 0.790147 -0.53132 0.362931 0.446726 0.896111 NA
38787 73503 AK006927 methyl-CpG binding domain protein 3-like 1Mbd3l1 0.965339 1.165514 0.923684 0.922476 1.038178 0.976214 1.292027 1.760872 -0.59004 -0.17186 -0.36932 -0.45995 -0.66668 -0.56819 0.820722 0.999772
38788 AI850221 0.860983 1.42524 1.482151 0.813892 1.172428 0.873782 0.993623 0.824408 0.079567 0.94664 0.982522 0.478383 0.099514 -0.33378 -0.67383 -0.06158
38789 69260 AK012716 inhibitor of growth family, member 1-likeIng1l 0.860059 0.772037 0.920514 1.000719 1.023996 1.005095 0.919971 1.031769 0.944027 0.999786 0.430489 -0.67511 -0.53132 -0.66829 0.438641 -0.43637
38790 77945 NM_023879retinitis pigmentosa GTPase regulator interacting protein 1Rpgrip1 0.810813 1.191257 0.775162 0.699607 0.68338 0.800945 0.840704 0.911802 0.42227 0.282313 0.711686 0.914983 0.906994 0.291492 0.197509 -0.3517
38791 0.96535 0.976582 1.026393 1.036788 1.033282 1.02215 1.161969 1.05126 -0.18174 -0.42832 -0.38661 -0.16194 -0.24027 -0.4676 0.99408 0.158711
38792 26951 AW045499 ZW10 homolog (Drosophila), centromere/kinetochore proteinZw10 0.749734 0.945344 0.931839 -0.2971 -0.59515 -0.64776 NA NA NA NA
38793 0.94749 1.193113 1.176861 1.256128 1.165088 1.198288 1.346944 1.185463 -0.16194 0.951544 0.947906 0.997325 0.886642 0.95917 0.999936 0.962096
38794 107869 W08064 cystathionase (cystathionine gamma-lyase)Cth 0.949793 1.097786 1.024423 0.980845 1.010126 1.087963 0.948285 1.098535 0.079567 0.755602 -0.4676 -0.53779 -0.63796 0.656282 0.119363 0.764625
38795 75820 AK015753 RIKEN cDNA 4930511H01 gene4930511H01Rik1.020648 0.996005 0.852975 1.019202 1.124994 1.167817 1.152934 0.967098 -0.53779 -0.66974 0.985521 -0.55643 0.889075 0.982522 0.965704 -0.33378
38796 67656 AK016070 RIKEN cDNA 4930548H24 gene4930548H24Rik0.941683 1.13114 0.938726 0.881515 0.929948 0.746036 1.328072 -0.49709 0.197509 -0.40357 0.158711 -0.05148 0.508927 0.462692 NA
38797 0.707164 1.214192 1.163649 0.954099 0.831324 0.911648 1.285589 1.082165 0.990145 0.701171 0.42227 -0.51114 0.650349 -0.12202 0.900587 -0.24988
38798 AK013647 1.022825 0.886309 0.58738 1.562869 0.662144 -0.00092 0.999683 0.99994 NA NA NA
38799 66727 AK014971 RIKEN cDNA 4921526K24 gene4921526K24Rik0.985657 1.110539 1.426372 1.070135 1.06215 0.92029 0.879877 1.190634 -0.65609 -0.06158 0.968204 -0.51799 -0.49709 -0.25943 0.019278 0.673651
38800 353499 AA275800 transmembrane channel-like gene family 4Tmc4 0.917058 1.176323 0.947471 0.851697 1.131044 0.716176 1.017297 -0.59004 -0.11198 -0.44433 -0.53132 -0.3517 0.300618 -0.67213 NA
38801 1.000828 0.894265 1.023681 1.126866 0.912807 1.391487 1.071932 1.152484 -0.67511 0.446726 -0.59515 0.523773 0.207111 0.992971 -0.16194 0.559631
38802 59093 NM_021568poly(rC) binding protein 3 Pcbp3 0.873839 1.147987 1.229553 1.007928 1.186519 0.866369 0.86669 1.187362 0.362931 0.397221 0.911065 -0.66829 0.786052 0.438641 0.207111 0.662144
38803 106633 AI464700 expressed sequence AI661311AI661311 1.069687 1.050829 0.942615 1.069467 1.044575 0.996213 1.113052 1.059356 0.079567 -0.21119 -0.06158 0.069561 -0.30637 -0.67213 0.619591 -0.08178
38804 56631 AI385992 tripartite motif protein 17 Trim17 0.904788 1.183623 1.170521 0.993585 0.788895 0.818514 1.161563 -0.50417 0.059536 0.380201 -0.67213 0.079567 0.300618 -0.08178 NA
38805 66523 AW495062 RIKEN cDNA 2810004N23 gene2810004N23Rik1.064678 1.121736 1.12087 0.892747 1.144271 1.040966 1.01717 0.95782 0.059536 0.545505 0.559631 0.300618 0.773387 -0.27838 -0.3517 -0.64139
38806 94183 AI480678 1.12327 1.021911 0.961644 1.060742 1.036676 0.949071 1.017927 0.939613 0.886642 -0.51799 -0.21119 0.187867 -0.27838 0.049493 -0.56819 0.254468
38807 70988 AK016212 RIKEN cDNA 4931428L18 gene4931428L18Rik 0.957331 0.912611 0.939113 0.936305 1.02877 0.807395 1.018888 0.891275 -0.4676 0.049493 -0.27838 -0.24988 -0.59515 0.824278 -0.63438 0.30969
38808 81906 AK012994 cytochrome P450, family 4, subfamily x, polypeptide 1Cyp4x1 0.967948 1.126469 1.158056 1.081066 0.994756 0.988834 1.300677 1.004646 -0.54413 0.235662 0.673651 0.019278 -0.67102 -0.61847 0.987706 -0.64776
38809 67722 NM_026338RIKEN cDNA 4921517D21 gene4921517D21Rik0.941345 0.928876 1.048822 1.21021 0.855189 0.9348 0.997843 1.034338 -0.23062 -0.06158 -0.36055 0.909049 0.769038 -0.14203 -0.67307 -0.52472
38810 14712 AK004771 glyceronephosphate O-acyltransferaseGnpat 0.983771 1.080967 0.996598 0.94082 0.980116 1.106216 1.078951 1.146683 -0.62268 0.197509 -0.67307 -0.06158 -0.59515 0.371596 0.168466 0.600262
38811 71156 AK007140 RIKEN cDNA 4933421E18 gene4933421E18Rik0.896898 1.069713 1.132128 1.040669 0.98631 0.976054 1.180314 1.114233 0.207111 -0.24988 0.371596 -0.51114 -0.63796 -0.59004 0.695809 0.207111
38812 50762 AW823438 F-box only protein 6b Fbxo6b 0.948973 0.842667 0.898121 1.060184 1.501593 -0.4676 -0.20141 -0.3517 -0.61847 -0.20141 NA NA
38813 0.612228 0.670616 1.229749 1.957409 1.504309
38814 14862 AA445388 glutathione S-transferase, mu 1Gstm1 1.025836 1.075632 1.141428 1.43027 1.217789 1.493603 1.214496 1.12093 -0.57386 -0.01103 0.673651 0.999929 0.949144 0.999991 0.944027 0.508927
38815 13168 NM_021294diazepam binding inhibitor-like 5Dbil5 1.033026 1.117416 0.998182 1.052469 1.076123 1.132326 0.97804 1.018286 -0.24988 0.933973 -0.67383 0.187867 0.606778 0.969 -0.45995 -0.53132
38816 66935 NM_025854RIKEN cDNA 1700023B02 gene1700023B02Rik1.099914 1.035404 1.053306 1.036918 1.003222 1.039755 0.963974 1.101737 0.721922 -0.30637 0.029362 -0.27838 -0.67213 -0.23062 -0.27838 0.736762
38817 326619 AK016310 histone 1, H4a Hist1h4a
38818 0.895917 0.78523 0.939913 0.980976 0.979988 1.033631 0.982944 1.052687 0.786052 0.999731 0.148922 -0.56819 -0.55643 -0.37801 -0.59004 -0.05148
38819 234463 BG173704 cDNA sequence BC004056BC004056 1.061376 1.050067 0.875752 1.138344 1.188953 1.291626 1.006859 1.145437 -0.2971 -0.63438 0.019278 -0.25943 0.109452 0.371596 -0.67383 0.039434
38820 18141 AA797435 nucleoporin 50 Nup50 0.938198 1.035983 1.055882 1.114474 1.065176 0.928665 0.987976 1.156777 0.282313 -0.28777 0.099514 0.844434 0.273082 0.462692 -0.62268 0.973408
38821 BF449601 0.970053 0.981757 1.302968 1.070476 0.779294 1.157781 0.937611 0.817821 -0.61847 -0.66974 0.721922 -0.60959 0.282313 -0.4676 -0.52472 0.039434
38822 80879 AW541597 solute carrier family 16 (monocarboxylic acid transporters), member 3Slc16a3
38823 AI413673 1.104867 0.762675 0.708946 0.730321 0.659772 0.62048 0.43411 0.571332 0.254468 0.992768 0.999576 0.998589 0.99998 0.999999 1 1
38824 0.963965 0.743785 1.000972 0.793154 1.044346 0.883759 1.016963 1.153401 -0.44433 0.999548 -0.67511 0.991901 -0.36055 0.673651 -0.62268 0.805914
38825 56046 BE847394 RIKEN cDNA 2410003P15 gene2410003P15Rik1.067654 0.965513 1.022194 1.024563 1.100436 1.069074 0.98704 1.02956 -0.1916 -0.58479 -0.6507 -0.64139 0.029362 -0.14203 -0.67102 -0.56238
38826 66326 NM_025489RIKEN cDNA 1700008A05 gene1700008A05Rik2.153506 2.604878 0.60867 1.56479 0.889075 0.961142 0.781893 0.538333 NA NA NA
38827 19291 NM_011221purine rich element binding protein BPurb 0.96871 1.005318 1.056917 1.08195 0.955026 1.121142 1.089319 1.129446 -0.2971 -0.66294 0.226189 0.638264 0.019278 0.925856 0.721922 0.950357
38828 16475 AI893624 ajuba Jub 1.038073 1.085658 1.044903 0.872298 0.918671 0.665734 1.327148 0.907925 -0.48257 -0.45995 -0.31557 0.009184 -0.67213 0.613221 0.924132 -0.3517
38829 22770 NM_009572zinc fingers and homeoboxes protein 1Zhx1 0.854512 0.932528 1.57654 1.342965 1.294041 0.89024 1.07128 1.096625 -0.06158 -0.53132 0.953843 0.650349 0.501397 -0.30637 -0.53132 -0.42832
38830 66501 NM_025601RIKEN cDNA 1700029H14 gene1700029H14Rik1.030542 1.084584 1.064483 1.065514 0.981731 0.951105 0.9451 1.168318 -0.26893 0.769038 0.493796 0.508927 -0.50417 0.226189 0.371596 0.997767
38831 73373 BE995139 RIKEN cDNA 1700048E23 gene1700048E23Rik0.811135 1.212297 0.839492 0.948829 0.895412 0.848783 1.218553 0.896653 0.879072 0.824278 0.741572 -0.40357 0.216672 0.619591 0.841212 0.207111
38832 67955 BF225910 RIKEN cDNA 2410174K12 gene2410174K12Rik0.973241 1.068083 1.089762 1.039867 1.08356 0.812138 1.026456 1.167764 -0.57386 -0.55643 -0.39513 -0.4676 0.039434 0.884164 -0.5794 0.632112
38833 66461 BE951836 RIKEN cDNA 2810004N20 gene2810004N20Rik1.030234 1.027 0.989464 1.036186 1.056953 0.936984 1.11617 1.106665 -0.30637 -0.36932 -0.62268 -0.17186 0.291492 0.486125 0.933973 0.896111
38834 106025 BE995708 RIKEN cDNA 0610041B22 gene0610041B22Rik0.976226 1.005187 0.968416 1.052313 0.998803 1.051138 1.065093 1.003776 -0.61411 -0.67213 -0.55643 -0.40357 -0.67511 -0.42016 -0.37801 -0.67307
38835 1.005011 1.030503 1.170484 0.970236 1.227085 1.152462 1.246317 1.185068 -0.67102 -0.53779 0.856789 -0.52472 0.969777 0.721922 0.911065 0.856789
38836 70767 AW048601 PRP3 pre-mRNA processing factor 3 homolog (yeast)Prpf3 1.071653 1.050756 0.94017 1.117123 1.437149 1.321234 1.381272 1.048943 -0.33378 -0.65609 -0.39513 -0.36055 0.964832 0.662144 0.961142 -0.51114
38837 80294 BF100512 cDNA sequence BC003494BC003494 1.039584 1.161815 1.012101 1.160137 1.308125 1.161116 1.295993 1.103032 -0.21119 0.980561 -0.62268 0.97896 0.999992 0.98004 0.999984 0.798153
38838 18595 NM_028850platelet derived growth factor receptor, alpha polypeptidePdgfra 0.989485 0.880049 0.992387 1.053255 0.996672 0.954327 0.9574 1.152935 -0.53779 0.501397 -0.30637 -0.67443 -0.59004 -0.67511 -0.53132 0.119363
38839 231868 BF451704 RIKEN cDNA E130309D02 geneE130309D02Rik0.934101 1.00937 1.023329 1.058487 0.961321 1.011052 1.073186 1.028084 0.069561 -0.65609 -0.56238 -0.11198 -0.36932 -0.6507 0.109452 -0.51799
38840 17314 BE914458 O-6-methylguanine-DNA methyltransferaseMgmt 1.030829 0.990258 0.937402 0.973467 0.941038 0.972827 0.884033 1.182334 -0.49709 -0.65609 -0.01103 -0.56238 -0.07168 -0.53132 0.716839 0.930824
38841 BE650543 DNA segment, Chr 17, ERATO Doi 808, expressedD17Ertd808e 1.035423 1.046105 0.985994 1.200172 1.029069 1.178407 1.159586 1.298632 -0.50417 -0.40357 -0.64465 0.911065 -0.41191 0.884164 0.786052 0.99256
38842 1.014162 1.01463 1.016362 0.996825 1.008512 1.105252 0.968365 1.10156 -0.57386 -0.56238 -0.53779 -0.66974 -0.63796 0.92058 -0.20141 0.902763
38843 209212 AA647148 cDNA sequence BC010311BC010311 0.86532 1.217742 0.750957 1.006095 0.995534 0.979818 1.156504 1.036912 0.559631 0.245089 -0.37801 -0.51799 -0.67307 -0.40357 0.632112 -0.22093
38844 105595 AA497909 0.992832 1.107232 1.046875 1.001126 0.93381 1.049268 1.038896 1.020593 -0.65854 0.741572 -0.13203 -0.67486 0.291492 -0.09186 -0.27838 -0.55035
38845 55942 AK004022 RIKEN cDNA 1110032C13 gene1110032C13Rik 1.00811 1.018925 0.99635 0.914773 1.040515 0.838731 0.882633 1.036909 -0.66294 -0.60959 -0.67307 0.300618 -0.40357 0.9355 0.690376 -0.44433
38846 12864 BE136956 cytochrome c oxidase, subunit VIcCox6c 1.005091 1.026084 0.874792 0.944055 0.977774 0.99262 1.02716 1.00199 -0.66668 -0.48257 0.927546 0.089552 -0.52472 -0.65854 -0.4676 -0.67383
38847 68393 AA982971 diacylglycerol O-acyltransferase 2-like 1Dgat2l1 1.035982 1.12917 0.961047 1.017558 0.99913 1.023693 1.041935 1.074128 -0.27838 0.92058 -0.18174 -0.56819 -0.67486 -0.48257 -0.16194 0.129246
38848 74026 AK015496 RIKEN cDNA 4121402D02 gene4121402D02Rik0.934178 1.075139 1.168829 1.081815 1.099432 0.967052 1.047493 1.14188 0.099514 0.168466 0.924132 0.2638 0.486125 -0.44433 -0.25943 0.827777
38849 73700 BE861481 RIKEN cDNA 2410051C13 gene2410051C13Rik0.873612 1.080795 1.170671 0.469489 0.216672 -0.66083 -0.14203 0.976639 NA NA NA
38850 101592 AI661760 RIKEN cDNA 6030468D11 gene6030468D11Rik0.935707 1.121968 1.045835 1.123346 1.087059 0.977275 1.15261 1.085408 0.109452 0.736762 -0.24988 0.746316 0.380201 -0.55035 0.896111 0.354204
38851 227384 AI327523 similar to magnesium dependent protein phosphatase beta-1na
38852 17758 AW822302 microtubule-associated protein 4Mtap4 0.964814 1.129549 0.998922 1.006506 0.91814 1.004858 0.945043 1.111958 -0.30637 0.891464 -0.67486 -0.66083 0.580275 -0.66829 0.099514 0.798153



38853 217692 AW909144 RIKEN cDNA 4931426N11 gene4931426N11Rik0.975929 1.085877 1.028293 0.895075 0.96547 1.05238 1.04392 0.886085 -0.40357 0.764625 -0.32471 0.94664 -0.16194 0.226189 0.029362 0.971281
38854 66511 NM_023215RIKEN cDNA 2500003M10 gene2500003M10Rik1.005552 1.00146 1.085346 1.019473 0.919408 0.967579 1.049583 1.06513 -0.66083 -0.67443 0.746316 -0.50417 0.769038 -0.22093 0.148922 0.462692
38855 66761 NM_025750RIKEN cDNA 4933417A18 gene4933417A18Rik0.931426 1.044375 0.947232 0.888376 0.982138 1.063003 0.98184 0.931681 0.226189 -0.24988 -0.07168 0.790147 -0.59515 -0.04137 -0.59004 0.216672
38856 226169 BG228552 cDNA sequence BC013720BC013720
38857 26423 C85959 nuclear receptor subfamily 5, group A, member 1Nr5a1 1.101729 1.329931 0.977232 1.002083 1.237305 0.599789 0.912222 0.928535 -0.23062 0.593672 -0.63796 -0.66829 0.109452 0.613221 -0.49709 -0.5794
38858 67648 NM_026292RIKEN cDNA 4930542C12 gene4930542C12Rik0.986206 1.120019 1.151112 1.10282 1.060665 1.020175 1.221903 1.327993 -0.60493 0.884164 0.969777 0.777672 0.207111 -0.53779 0.999117 0.999997
38859 76405 AK006999 RIKEN cDNA 1700018B08 gene1700018B08Rik 0.97403 1.065618 1.045526 0.861147 0.978954 0.993499 1.034837 1.127684 -0.45219 0.273082 -0.11198 0.977827 -0.52472 -0.66083 -0.30637 0.904899
38860 109115 BE996507 suppressor of Ty 3 homolog (S. cerevisiae)Supt3h 0.921091 1.021774 0.940968 0.942671 0.956178 1.074468 0.973379 1.026303 0.538333 -0.53132 0.178185 0.148922 -0.13203 0.380201 -0.45219 -0.4676
38861 229007 AW907698 cDNA sequence BC021513BC021513 0.962878 0.994674 0.875764 0.843819 0.800366 0.79503 0.944131 1.033487 -0.45995 -0.67102 0.673651 0.879072 0.978401 0.983432 -0.22093 -0.51114
38862 AV206152 0.986393 1.10093 1.097267 0.972781 0.85348 0.905164 1.078416 0.776148 -0.64776 0.2638 0.216672 -0.58479 0.679298 0.049493 -0.08178 0.983432
38863 225358 AI851752 expressed sequence AW060714AW060714 1.00757 0.786886 1.044207 0.934971 0.955439 0.920805 1.025927 1.040636 -0.66294 0.997325 -0.32471 0.049493 -0.28777 0.291492 -0.54413 -0.36932
38864 AK014276 0.931221 1.167388 1.076766 1.0212 0.933422 1.030664 0.986803 1.143302 0.039434 0.865514 0.079567 -0.59515 -0.00092 -0.51799 -0.64139 0.750992
38865 80914 NM_030724expressed sequence AA407809AA407809 1.052829 1.013135 0.942387 0.947082 1.002087 0.935528 1.1234 1.034 0.30969 -0.5794 0.478383 0.371596 -0.67307 0.613221 0.975392 -0.152
38866 67910 BE980245 1.029017 1.043868 0.980723 0.910795 0.978154 1.028413 1.108843 1.029813 -0.21119 0.187867 -0.44433 0.9355 -0.37801 -0.23062 0.967389 -0.55643
38867 1.013284 0.962653 0.914254 1.148594 0.869389 1.059267 1.254471 1.09836 -0.64465 -0.42832 0.300618 0.786052 0.794181 -0.16194 0.990415 0.282313
38868 68845 AW489109 RIKEN cDNA 1110061L23 gene1110061L23Rik 1.033021 1.137138 1.102199 0.984252 1.06594 0.990107 1.096022 1.056501 -0.42832 0.827777 0.559631 -0.61411 0.059536 -0.67383 0.486125 -0.09186
38869 106885 BE447341 expressed sequence AI314760AI314760 1.008747 1.081191 1.000614 0.998088 0.952589 1.082726 1.016747 1.018765 -0.64139 0.679298 -0.67511 -0.67383 0.129246 0.493796 -0.55035 -0.51799
38870 69810 NM_027218RIKEN cDNA 1810046I24 gene1810046I24Rik 1.006831 1.128463 0.942254 0.999703 0.982399 0.791886 1.026775 1.106847 -0.6649 0.746316 -0.05148 -0.6752 -0.60493 0.991669 -0.61411 0.559631
38871 0.96492 0.92063 1.161954 0.997612 0.834284 0.892228 1.006716 0.929604 -0.4676 -0.14203 0.813436 -0.64465 0.927546 0.2638 -0.59515 -0.26893
38872 68565 BE308274 mitochondrial ribosomal protein S18AMrps18a 0.966801 0.999114 1.103245 1.125642 1.004377 0.963578 0.96924 0.931973 -0.16194 -0.67486 0.909049 0.973408 -0.6649 -0.08178 -0.23062 0.644342
38873 74915 NM_029121ATPase, H+ transporting, V1 subunit E-like 2 isoform 2Atp6v1e2
38874 AW490542 1.076708 0.992102 1.05725 0.882603 0.748243 -0.63063 -0.67383 -0.54413 -0.12202 0.291492 NA NA
38875 68031 AK016748 RIKEN cDNA 2610509H23 gene2610509H23Rik1.029668 1.067305 1.022441 0.991334 0.915884 0.870905 1.074128 1.07808 -0.51114 -0.01103 -0.5794 -0.60011 0.405635 0.827777 0.089552 -0.38661
38876 AI507011 0.981335 0.562481 0.789756 0.78568 1.412364 0.955534 0.808072 -0.67443 0.790147 0.716839 -0.43637 0.673651 -0.63796 0.226189 NA
38877 56874 AK006379 ring finger protein 32 Rnf32
38878 66943 AK018759 RIKEN cDNA 2310009N05 gene2310009N05Rik 1.32079 2.380894 1.897591 2.253384 1.669903 1.298052 1.228557 1.047588 0.997159 1 1 1 1 0.994248 0.958151 -0.36932
38879 104721 AW537442 DEAD (Asp-Glu-Ala-Asp) box polypeptide 1Ddx1 0.564632 0.733955 1.257989 1.545898 1.259956 3.138611
38880 15353 AL355735 high mobility group 20 B Hmg20b 1.034601 1.075677 1.125642 1.151974 1.078615 0.856838 1.016124 1.165425 -0.3517 0.371596 0.862656 0.949144 0.413985 0.922374 -0.59515 0.970538
38881 66700 AK014818 RIKEN cDNA 4921505F14 gene4921505F14Rik1.080809 0.923202 0.96461 0.945829 0.936184 0.946686 0.902461 0.942009 0.049493 -0.06158 -0.4676 -0.24988 -0.11198 -0.3517 0.371596 -0.20141
38882 AK011105 0.954501 0.661181 0.983686 1.061283 1.308865 0.997481 -0.62268 -0.60959 0.999998 0.566585 NA NA
38883 21339 NM_021466TATA box binding protein (Tbp)-associated factor, RNA polymerase I, ATaf1a 0.5715 0.970246 1.697657 0.705941 0.916965 2.013317 1.186231 0.837936 -0.36055 0.438641 0.523773 -0.60011 0.446726 0.245089 NA
38884 75502 BF018676 chemokine-like factor super family 2BCklfsf2b 0.726264 0.711872 0.607985 0.696986 1.002722 0.904516 0.738778 0.916222 0.902763 0.930824 0.997243 0.953843 -0.67486 -0.24988 0.871082 -0.33378
38885 71893 AI661800 NADPH oxidase organizer 1Noxo1 0.537251 0.754976 0.763627 0.907092 0.558488 0.780885 0.861098 1.473797 0.965704 0.148922 -0.20141 -0.56819 0.985521 -0.24027 -0.14203 0.746316
38886 67986 NM_026493RIKEN cDNA 4930413O22 gene4930413O22Rik0.901162 1.111499 0.993555 1.06755 0.880918 0.855588 0.960097 0.913649 -0.25943 -0.05148 -0.67443 -0.24988 0.168466 -0.10193 -0.67307 -0.04137
38887 67929 AK006920 RIKEN cDNA 1700112P19 gene1700112P19Rik0.638087 0.634777 0.731363 1.06054 0.481637 0.907928 0.657542
38888 214952 AW049548 ras homolog gene family, member T2Arht2 0.615419 1.575927 1.307433 1.060659 1.210618 0.920035 0.975551 0.868323 0.820722 0.613221 -0.60011 0.798153 -0.25943 -0.6507 NA
38889 52585 BE626837 dehydrogenase/reductase (SDR family) member 1Dhrs1 1.033479 0.785803 1.200691 1.173874 0.944028 1.136798 1.277783 -0.66668 0.638264 -0.14203 -0.28777 -0.67486 -0.38661 0.354204 NA
38890 20679 AJ010605 SRY-box containing gene 6Sox6 0.983693 0.888901 0.804188 0.885691 0.688579 1.018074 0.895739 0.852197 -0.64465 0.362931 0.927546 0.397221 0.999589 -0.62673 0.282313 0.706464
38891 0.973729 0.796688 0.896553 1.033201 1.205066 1.16477 1.058406 1.230199 -0.55035 0.990145 0.531089 -0.48988 0.952706 0.853779 -0.17186 0.977827
38892 109177 AW544689 0.997434 1.064957 1.033775 0.88284 0.979088 1.048377 1.023313 1.040157 -0.67383 0.049493 -0.42832 0.802064 -0.56819 -0.22093 -0.55035 -0.34278
38893 74287 NM_019715potassium channel modulatory factor 1Kcmf1 1.004726 1.004646 0.999 0.952668 0.988269 1.018096 1.037406 1.056551 -0.66829 -0.66829 -0.67486 -0.10193 -0.63438 -0.5794 -0.31557 0.019278
38894 19262 NM_008980protein tyrosine phosphatase, receptor type, APtpra 0.912453 0.955765 0.931269 1.018805 0.905473 0.972011 0.923068 1.041691 0.813436 0.039434 0.566585 -0.52472 0.871082 -0.34278 0.695809 -0.06158
38895 67334 NM_026096RIKEN cDNA 1700054O13 gene1700054O13Rik0.817621 1.478152 1.084876 1.721854 0.821171 -0.14203 0.58701 -0.30637 0.746316 -0.67307 NA NA
38896 AI593280 0.965431 1.031158 1.127936 1.161414 1.092293 1.126441 1.16041 1.185078 -0.16194 -0.25943 0.970538 0.995823 0.824278 0.967389 0.995571 0.999059
38897 AW552478 0.915293 0.99235 0.971639 0.863915 0.878862 0.923739 1.352739 1.110505 0.566585 -0.65854 -0.44433 0.950357 0.896111 0.438641 0.999994 0.741572
38898 AA691330 1.056992 0.962301 1.052808 0.987457 0.968242 1.034464 1.11655 1.102141 0.089552 -0.24027 0.019278 -0.62268 -0.36055 -0.32471 0.841212 0.736762
38899 211007 BG095124 tripartite motif-containing 41Trim41 0.902305 0.845135 1.075026 0.847367 0.901994 1.044682 1.344217 1.130237 0.613221 0.961142 0.197509 0.956044 0.619591 -0.27838 0.999936 0.786052
38900 56228 BF017122 ubiquitin-conjugating enzyme E2, J1Ube2j1 0.943172 1.031816 1.045481 1.075491 0.954972 0.924202 1.026285 0.894857 0.148922 -0.37801 -0.13203 0.405635 -0.10193 0.501397 -0.4676 0.837936
38901 69009 AK007329 RIKEN cDNA 1810004B07 gene1810004B07Rik0.933642 0.701792 0.958313 0.660517 0.884775 0.804317 1.134435 0.791836 -0.58479 0.638264 -0.63796 0.750992 -0.00092 -0.55643 -0.39513 0.559631
38902 69329 AK005650 RIKEN cDNA 1700003M02 gene1700003M02Rik0.963023 1.187992 1.032642 0.877192 1.174197 -0.60959 -0.152 -0.67486 -0.66974 0.059536 NA NA
38903
38904 22346 NM_009507von Hippel-Lindau syndrome homologVhlh 0.998999 0.96218 0.968212 0.914702 0.838581 0.806699 0.759356 0.832385 -0.67486 -0.33378 -0.42832 0.486125 0.977827 0.996603 0.999874 0.984299
38905 56380 AW456320 dead ringer homolog 2 (Drosophila)Dri2 0.970724 1.015752 1.022763 1.125403 0.952135 1.159672 1.955515 -0.57386 -0.64776 -0.63063 -0.24027 -0.66668 0.216672 0.999485 NA
38906 27973 BG087260 DNA segment, Chr 7, Wayne State University 86, expressedD7Wsu86e 0.945234 1.100778 1.022128 0.914319 1.036302 0.964731 1.04447 0.912465 -0.25943 0.273082 -0.63063 0.069561 -0.56819 -0.60011 -0.31557 -0.06158
38907 74112 AK004594 ubiquitin specific protease 16Usp16 1.017252 1.152797 0.960303 0.95293 1.088288 0.918019 0.967283 1.028523 -0.61411 0.844434 -0.36932 -0.25943 0.300618 0.30969 -0.45995 -0.51799
38908 76573 AK006232 RIKEN cDNA 1700027D21 gene1700027D21Rik
38909 AW537981 0.93644 0.847526 1.006916 1.071321 1.020479 0.966136 0.924885 0.93229 0.552604 0.999029 -0.6507 0.606778 -0.47514 -0.152 0.736762 0.625888
38910 54131 AA986541 interferon regulatory factor 3Irf3 0.899469 0.827036 0.862688 0.714057 0.905118 0.908074 0.959038 1.058704 0.809704 0.997325 0.971281 1 0.760146 0.726937 -0.18174 0.129246
38911 68270 NM_026648RIKEN cDNA 4930457P18 gene4930457P18Rik1.091077 0.947059 0.963997 0.87356 0.914497 0.876112 0.852914 1.058769 0.380201 0.178185 -0.36055 0.942679 0.613221 0.968204 0.986655 0.2638
38912 96918 AI841107
38913 28027 AA407263 DNA segment, Chr 4, Wayne State University 132, expressedD4Wsu132e 0.977952 0.924231 0.774893 1.07744 0.773257 0.426358 -0.41191 -0.57386 0.30969 -0.34278 -0.67486 0.493796 NA
38914 106344 AI391385 replication factor C (activator 1) 4Rfc4 1.027951 1.093492 1.039891 1.031394 1.077631 1.051641 1.111416 0.961521 -0.36055 0.790147 -0.11198 -0.2971 0.619591 0.148922 0.904899 -0.10193
38915 117229 AK014819 serine/threonine kinase 33 Stk33
38916 75647 AK006038 RIKEN cDNA 1700025E21 gene1700025E21Rik0.990075 1.107873 0.995964 1.001406 1.140765 1.002574 1.056181 1.069337 -0.64776 0.673651 -0.67102 -0.67486 0.881641 -0.67307 -0.04137 0.178185
38917 100088 AA388078 chromosome condensation 1Chc1 0.82861 0.826541 1.155149 0.939336 0.937195 0.819377 1.056511 0.982352 0.650349 0.559631 0.345418 -0.37801 -0.42832 0.531089 -0.44433 -0.64139
38918 30932 AA510013 zinc finger protein 330 Zfp330 1.023591 1.170628 1.069758 1.010699 1.102303 1.055623 1.054182 0.999617 -0.51114 0.979507 0.291492 -0.63796 0.716839 0.039434 0.019278 -0.67511
38919 114602 AI425321 zinc finger, MYND domain containing 10Zmynd10
38920 68178 AK018850 RIKEN cDNA 4933421H10 gene4933421H10Rik1.019049 0.935902 0.999731 0.81646 0.792225 0.872987 1.147044 0.940854 -0.60011 0.049493 -0.6752 0.987014 0.996702 0.831219 0.837936 -0.03125
38921 66332 AK018885 RIKEN cDNA 1700018B24 gene1700018B24Rik
38922 207175 BE646685 centrin 4 LOC207175 0.978304 2.102419 2.497004 2.574222 2.477736 1.873111 1.43895 2.160352 -0.67102 1 1 1 1 1 0.994412 1
38923 75345 AK016183 SLAM family member 7 Slamf7 1.131238 1.131607 0.862527 1.124559 0.800769 1.002501 1.227576 0.516166 0.009184 -0.36932 0.197509 -0.57386 0.129246 -0.66829 0.354204 0.859748
38924 170461 AK016984 StAR-related lipid transfer (START) domain containing 6Stard6 0.967501 1.136115 0.656653 1.118224 1.332266 -0.67102 0.405635 0.983432 0.327668 -0.03125 NA NA
38925 68235 BF788746 RIKEN cDNA 2410066E13 gene2410066E13Rik0.968122 0.95959 0.953565 0.876455 0.820625 1.087965 0.864309 1.06993 -0.47514 -0.36055 -0.26893 0.786052 0.972006 -0.05148 0.862656 0.039434
38926 AK016058 1.01052 0.911788 0.982692 0.954664 0.869648 0.775464 1.197168 1.057821 -0.65854 0.226189 -0.63063 -0.37801 0.706464 0.985908 0.853779 -0.24988
38927 AK006672
38928 BB109694 0.986881 1.027857 1.003299 0.918372 1.000645 0.967751 1.041555 1.043274 -0.58479 -0.32471 -0.66974 0.805914 -0.67486 -0.20141 -0.00092 0.039434
38929 23955 BF722845 NIMA (never in mitosis gene a)-related expressed kinase 4Nek4 0.803217 0.878031 1.310951 1.062534 1.042781 0.749571
38930 18196 AF035683 neuron specific gene family member 1Nsg1
38931 75475 AI461622 5-oxoprolinase (ATP-hydrolysing)Oplah 0.99403 1.059042 0.991769 0.879526 0.98188 0.955951 1.062645 1.095602 -0.66294 0.109452 -0.65348 0.92058 -0.56819 -0.13203 0.178185 0.656282
38932 108161 Y18506 DNA segment, human D6S2654ED0H6S2654E 0.810862 0.966181 0.928505 0.711529 1.023241 0.760574 0.989414 0.937843 0.881641 -0.55643 -0.18174 0.997404 -0.61847 0.97896 -0.66083 -0.28777
38933 14245 AK019539 lipin 1 Lpin1
38934 67036 BF318820 mitochondrial ribosomal protein L45Mrpl45 1.024078 1.151623 1.00398 1.050998 1.072333 1.078114 1.085105 1.018273 -0.48988 0.96394 -0.66974 -0.01103 0.380201 0.470572 0.566585 -0.56238
38935 208366 AV080363 ribonuclease P1 Rnasep1 1.116507 0.976451 1.045748 0.991471 1.03377 0.951035 0.948125 1.087374 0.538333 -0.57386 -0.3517 -0.63063 -0.5794 -0.2971 -0.23062 0.207111
38936 231602 BE948568 purinergic receptor P2X, ligand-gated ion channel, 2P2rx2 1.05534 1.037681 0.943769 0.935652 0.879607 0.829504 0.882602 0.829537 -0.36055 -0.53132 -0.36055 -0.21119 0.478383 0.850717 0.362931 0.798153
38937 213234 AV261578 cDNA sequence BC050789BC050789
38938 57316 BG081538 RIKEN cDNA 1110036E10 gene1110036E10Rik
38939 0.964495 1.147134 0.94212 0.954965 1.232633 1.143425 1.126147 1.202493 -0.67511 -0.22093 -0.53132 -0.66668 0.371596 -0.22093 -0.28777 0.029362
38940 70897 AK014851 RIKEN cDNA 4921509E07 gene4921509E07Rik1.023009 1.12054 1.102865 1.229873 1.109042 1.201404 1.001406 0.972109 -0.52472 0.817108 0.679298 0.997899 0.736762 0.992346 -0.63063 -0.45219
38941 1.002753 0.871746 0.972214 1.068889 0.790885 1.033338 0.898277 1.012424 -0.67443 0.538333 -0.61411 -0.18174 0.922374 -0.60011 0.216672 -0.65348
38942 1.122559 0.932491 1.093015 0.975055 1.154404 1.102948 1.040898 0.954606 0.397221 -0.28777 -0.06158 -0.60959 0.478383 0.049493 -0.49709 -0.44433
38943 67620 AK016626 RIKEN cDNA 2310006J04 gene2310006J04Rik 1.189629 1.515376 0.829087 1.127915 1.483407 0.187867 0.650349 0.454743 -0.65854 0.30969 NA NA
38944 83490 AW496200 phosphoinositide-3-kinase adaptor protein 1Pik3ap1 1.061415 1.013656 0.971701 1.087549 1.074895 1.141712 1.039787 1.011481 -0.04137 -0.63438 -0.49709 0.336572 0.099514 0.413985 -0.43637 -0.65609
38945 215819 BF139507 cDNA sequence BC013565BC013565 0.813687 1.08542 0.652364 0.906378 1.089016 1.063589 0.951069 0.841842 0.039434 -0.66829 0.831219 -0.2971 -0.52472 -0.65348 -0.61411 -0.13203
38946 70060 AK005880 RIKEN cDNA 1700029H01 gene1700029H01Rik1.039422 1.170208 1.068301 1.000203 1.089216 0.931852 1.126832 1.040872 -0.21119 0.987014 0.336572 -0.6752 0.638264 0.413985 0.909049 -0.18174
38947 19058 BE533549 protein phospatase 3, regulatory subunit B, alpha isoform (calcineurin B, type I)Ppp3r1 0.824094 1.077499 0.944843 0.919201 0.894493 0.932415 0.814115 0.977498 0.884164 -0.10193 -0.27838 0.009184 0.327668 -0.26893 0.916885 -0.60959
38948 22768 NM_009570zinc finger protein 2, Y linkedZfy2
38949 67123 AK009596 ubiquitin-associated protein 1Ubap1 0.851556 0.743319 1.007433 0.695926 0.680104 0.84315 0.6134 0.245089 -0.3517 -0.55035 -0.152 0.625888 -0.23062 0.844434 NA
38950
38951 75434 AK005574 RIKEN cDNA 1700001C02 gene1700001C02Rik1.030451 0.930631 1.011636 0.965801 1.102695 0.876753 0.93337 0.901888 -0.53779 -0.02114 -0.65348 -0.48988 0.291492 0.667934 -0.06158 0.049493
38952 BG292586 0.988774 0.95122 0.862224 0.93583 0.842949 0.874144 0.869437 0.778605 -0.65609 -0.32471 0.773387 -0.11198 0.831219 0.516386 0.716839 0.991669
38953 27281 BF319384 HRAS-like suppressor Hrasls 1.055375 1.050742 0.869372 0.987431 0.9115 0.858179 1.348061 -0.31557 -0.56819 -0.39513 -0.67443 -0.48257 0.380201 0.844434 NA
38954
38955 56812 NM_020266DnaJ (Hsp40) homolog, subfamily B, member 10Dnajb10 0.931968 1.105451 1.020167 0.991157 0.792762 0.712391 0.912082 0.841156 -0.32471 -0.05148 -0.64465 -0.66829 0.831219 0.961142 -0.13203 0.573466
38956 58864 AK019840 serine/threonine kinase 22C (spermiogenesis associated)Stk22c 0.940628 1.507887 1.178493 1.042193 0.837441 0.89831 0.905295 1.045154 -0.3517 0.999517 0.625888 -0.51799 0.706464 0.119363 0.039434 -0.40357
38957 72400 AK011578 RIKEN cDNA 2610028A01 gene2610028A01Rik1.064603 1.127821 0.595914 -0.20141 -0.34278 0.922374 NA NA NA NA
38958 67655 AK016213 RIKEN cDNA 4930563P03 gene4930563P03Rik 1.20646 1.222072 1.230286 1.191226 0.878285 0.873406 0.883742 1.064866 0.918751 0.906994 0.924132 0.673651 0.2638 0.30969 -0.09186 -0.25943
38959 55946 NM_018829adaptor-related protein complex 3, mu 1 subunitAp3m1 0.974444 1.122081 1.026147 1.085741 0.934852 0.944466 0.867237 0.849629 -0.57386 0.493796 -0.57386 0.089552 -0.11198 -0.24027 0.721922 0.837936
38960 67077 NM_025953RIKEN cDNA 1700019N12 gene1700019N12Rik
38961 83429 AJ250670 cystinosis, nephropathic Ctns 0.95396 0.818185 0.600846 0.916843 0.924939 0.917774 1.186737 1.367553 -0.27838 0.982049 1 0.327668 0.197509 0.30969 0.942679 0.999916
38962 27393 AA521972 mitochondrial ribosomal protein L39Mrpl39 1.032277 0.968933 0.996012 1.191648 1.12091 1.0931 1.194068 1.191361 -0.26893 -0.26893 -0.66829 0.998998 0.944027 0.802064 0.999144 0.998966
38963 0.992137 0.955944 1.111777 0.86108 1.301762 1.278857 0.982554 1.238615 -0.66974 -0.51799 0.079567 0.430489 0.930824 0.817108 -0.6507 0.805914
38964 0.99425 1.044407 1.312777 1.323149 1.10323 0.978869 1.114273 1.090826 -0.67102 -0.50417 0.969 0.975392 -0.1916 -0.56819 0.119363 -0.08178
38965 66479 NM_025585RIKEN cDNA 1700029F12 gene1700029F12Rik1.000662 1.008979 0.889739 0.958458 1.14063 0.994699 1.031092 1.001564 -0.67511 -0.65609 0.731883 -0.30637 0.831219 -0.66829 -0.47514 -0.67443
38966 1.233467 1.06949 1.048192 1.017883 1.134767 1.026871 0.916426 0.937631 0.991901 0.079567 -0.24988 -0.60493 0.786052 -0.52472 0.388742 0.039434
38967 0.977259 1.023408 0.939406 0.981455 0.982464 0.966534 1.016702 0.973826 -0.55643 -0.60493 0.019278 -0.59515 -0.60493 -0.42832 -0.61411 -0.51799
38968 1.052066 1.148392 0.968608 1.220217 0.952961 1.097885 0.881032 1.007289 -0.32471 0.538333 -0.52472 0.9355 -0.2971 0.049493 0.438641 -0.64139
38969 0.784976 0.666648 1.307097 0.843439 0.86535 0.109452 0.430489 -0.12202 -0.36932 -0.42016 NA NA
38970 12695 NM_007704channel-interacting PDZ domain proteinCipp 0.975782 1.00783 1.262539 0.976356 0.996334 0.933822 1.735043 -0.65609 -0.67213 0.726937 -0.60959 -0.45995 -0.55035 0.987706 NA
38971 67591 NM_026261RIKEN cDNA 4930522D07 gene4930522D07Rik
38972 BE648314 1.034761 0.732266 0.988165 0.950313 1.364007 0.749351 0.922588 -0.48257 0.318707 -0.67307 -0.52472 0.593672 -0.48257 -0.66974 NA
38973 67035 AK006478 RIKEN cDNA 2010306G19 gene2010306G19Rik 1.01331 1.011872 1.026389 1.002873 0.947939 1.029088 1.132509 1.080914 -0.61411 -0.62673 -0.45219 -0.67213 0.079567 -0.34278 0.922374 0.345418
38974 75593 AK010366 RIKEN cDNA 2410003K15 gene2410003K15Rik1.021495 1.008057 1.040614 1.204107 1.067157 1.104932 1.079938 1.137475 -0.60011 -0.61411 -0.43637 0.930824 -0.00092 -0.45219 0.059536 0.454743
38975 67444 AW494929 RIKEN cDNA 0710007A14 gene0710007A14Rik1.065123 1.02493 1.127742 1.053278 1.048906 0.925774 0.932704 0.910517 0.187867 -0.49709 0.868323 -0.02114 -0.10193 0.430489 0.30969 0.656282
38976 0.991216 1.159729 1.118773 1.024089 1.2304 0.986727 1.150097 0.992721 -0.66974 0.049493 -0.14203 -0.64465 0.538333 -0.67213 0.158711 -0.67307
38977 59310 X65979 myosin light chain 2, precursor lymphocyte-specificMylc2pl 0.748383 0.981193 0.8334 0.801411 0.864688 0.690199 1.87324 0.559631 -0.67511 0.187867 -0.42016 -0.56819 0.573466 0.644342 NA
38978 73167 AW764141 RIKEN cDNA 3110043J09 gene3110043J09Rik
38979
38980 66707 NM_025719RIKEN cDNA 4921504I05 gene4921504I05Rik 1.038248 1.27532 1.03493 1.106123 1.264563 0.955127 1.306649 1.319532 -0.5794 0.781893 -0.64139 -0.14203 0.667934 -0.55035 0.790147 0.545505
38981
38982 0.960777 0.980811 1.12437 1.179294 0.960111 1.0306 1.163639 1.041923 -0.38661 -0.60011 0.656282 0.92058 -0.37801 -0.50417 0.873793 -0.36932
38983 68066 AA985996 RIKEN cDNA 3010027G13 gene3010027G13Rik0.879808 1.068987 1.113962 1.19295 0.936783 0.756723 1.053326 1.223982 0.462692 -0.22093 0.2638 0.802064 -0.24027 0.97896 -0.38661 0.893809
38984 110962 AK018262 DNA segment, Chr 10, Wayne State University 93, expressedD10Wsu93e 0.995702 1.101901 1.038684 0.93012 1.145408 0.992786 1.044436 1.050952 -0.67102 0.552604 -0.36055 0.207111 0.865514 -0.66294 -0.27838 -0.17186
38985 0.933181 1.07732 1.019268 0.960891 0.953402 0.881642 1.095745 1.107303 -0.03125 0.039434 -0.67443 -0.67511 -0.61411 0.706464 0.523773 0.405635
38986 74503 BF227420 RIKEN cDNA 5530401J07 gene5530401J07Rik 0.884802 0.914038 1.003198 0.86364 0.207111 -0.6507 -0.42832 -0.66829 NA NA NA
38987 100163 AI507170 platelet-activating factor acetylhydrolase 2Pafah2 1.011576 1.249866 1.08742 0.796792 0.775507 0.811254 0.603055 1.154977 -0.67307 0.454743 -0.36055 0.129246 0.254468 0.380201 0.760146 -0.24027
38988 AW212663 0.970145 1.17624 1.019758 0.945417 0.996825 0.927638 1.168587 1.314869 -0.61847 0.318707 -0.63796 -0.50417 -0.67383 -0.48257 0.235662 0.944027
38989 269033 AA167970 RIKEN cDNA 4930503L19 gene4930503L19Rik 1.140987 1.188747 0.789497 0.932952 1.2377 0.858211 0.801895 0.129246 -0.40357 0.059536 -0.38661 -0.26893 0.1391 -0.62268 NA
38990 14626 BF318718 glucokinase activity, related sequence 2Gk-rs2 0.915275 1.15099 1.526334 0.969092 1.103871 1.047958 1.154695 0.764199 -0.36932 0.226189 0.999878 -0.2971 0.197509 0.069561 0.619591 0.291492
38991 76668 AK007262 RIKEN cDNA 1700124B08 gene1700124B08Rik
38992 72324 BE912782 plexin domain containing 1 Plxdc1 0.992087 0.860141 1.292877 0.797424 0.699373 0.84549 1.068027 0.996065 -0.61411 0.148922 0.900587 0.625888 0.942679 0.827777 -0.6752 -0.61847
38993 76863 AK013933 RIKEN cDNA 4833420K19 gene4833420K19Rik1.301609 1.426748 0.940621 1.012827 0.762739 0.722675 0.838628 1.079751 0.755602 0.493796 -0.47514 -0.67102 0.405635 -0.28777 0.009184 -0.60493
38994 59033 AW046829 solute carrier family 4 (anion exchanger), member 8Slc4a8 1.672594 0.911504 1.045489 1.421166 1.568176
38995 226090 AA407377 DNA segment, Chr 19, Wayne State University 12, expressedD19Wsu12e
38996 1.060423 1.062804 1.213536 1.28716 1.104553 1.046237 1.094147 1.136029 -0.05148 -0.02114 0.983871 0.999029 0.545505 -0.26893 0.430489 0.805914
38997 56384 NM_019694leucine zipper-EF-hand containing transmembrane protein 1Letm1 0.921359 1.110606 0.990632 1.026224 0.963453 1.061247 0.957864 1.006059 -0.3517 0.109452 -0.66294 -0.60959 -0.50417 -0.22093 -0.45219 -0.67102
38998 56372 AK003415 RIKEN cDNA 1110004F10 gene1110004F10Rik0.961678 1.098044 1.165812 1.081291 0.967044 0.854935 1.106985 1.097417 -0.43637 0.300618 0.831219 -0.01103 -0.49709 0.805914 0.397221 0.291492
38999 67392 BE980287 RIKEN cDNA 4833420G17 gene4833420G17Rik0.840539 1.070489 1.197328 0.862849 1.000802 0.862523 1.135442 1.272688 0.089552 -0.55643 0.405635 0.129246 -0.67511 -0.23062 0.216672 0.336572
39000 BF319679
39001 66783 BE685840 RIKEN cDNA 4933437N03 gene4933437N03Rik 0.665 0.887157 0.858762 1.115977 0.999999 0.966556 0.868323 0.566585 NA NA NA
39002 70928 AK014923 ring finger protein 36 Rnf36 0.973692 1.058221 1.093888 1.177747 1.158742 1.036265 0.944858 0.950189 -0.32471 0.413985 0.871082 0.999246 0.997243 -0.09186 0.42227 0.291492
39003 98363 NM_028889RIKEN cDNA 4931430I01 gene4931430I01Rik 0.939888 1.084632 0.973576 0.856039 0.831787 0.989755 1.08573 1.084449 -0.152 -0.152 -0.45219 0.824278 0.929201 -0.60959 0.129246 0.109452
39004 1.164103 1.950066 2.441512 2.502978 2.283515 2.174566 1.624516 1.648325 0.844434 1 1 1 1 1 1 1
39005 0.931048 0.921821 1.046832 1.005827 0.850473 0.847054 1.064808 0.898966 -0.08178 0.049493 -0.39513 -0.67213 0.679298 0.711686 -0.25943 0.187867
39006 BE852626 1.087827 1.445268 1.509096 1.356597 1.447559 1.393281 1.238885 1.289089 0.706464 1 1 1 1 1 0.999886 0.999995
39007 74649 AK015256 carboxypeptidase A5 Cpa5 1.052768 1.203943 1.098174 1.141508 0.945596 1.061714 1.082984 1.190516 -0.03125 0.994571 0.656282 0.922374 0.059536 0.1391 0.478383 0.982522
39008 83922 AA153161 testis specific gene A14 Tsga14 0.76273 1.08981 0.774031 1.337148 1.21841 1.114524 2.992414 -0.23062 -0.45995 -0.1916 -0.28777 0.790147 0.865514 0.99974 NA
39009 106264 BE456749 RIKEN cDNA 0610012G03 gene0610012G03Rik1.067068 1.281086 1.059872 1.108698 0.297132 0.42227 0.947906 -0.43637 -0.58479 0.999954 NA NA
39010 68067 AI851514 RIKEN cDNA 3010026O09 gene3010026O09Rik1.009334 1.022461 0.882269 1.144037 1.149698 1.238587 1.071039 1.032222 -0.66294 -0.60493 0.538333 0.531089 0.662144 0.954955 -0.13203 -0.53779
39011 NM_018785 1.125508 1.238462 1.124381 0.954034 1.068974 0.861451 0.972409 0.98068 0.019278 0.662144 -0.1916 -0.61411 -0.23062 -0.13203 -0.62673 -0.67102
39012 1.344547 1.119044 1.178637 0.940335 0.780321 0.715372 1.106967 0.900587 -0.42016 0.994571 0.168466 0.736762 0.998303 0.841212 NA
39013 71354 NM_023597WD repeat domain 31 Wdr31 0.990747 1.021313 0.928148 1.139602 0.854168 1.030307 0.874769 0.99785 -0.67213 -0.63796 -0.24988 -0.07168 0.405635 -0.52472 0.109452 -0.59515
39014 71156 AK007140 RIKEN cDNA 4933421E18 gene4933421E18Rik0.953246 1.047354 1.132288 1.049531 0.849428 0.941936 1.084512 1.069231 -0.18174 -0.21119 0.820722 -0.18174 0.941302 -0.12202 0.371596 0.1391
39015 381961 AA259779 similar to hypothetical protein MGC38830na
39016 14357 AB015422 deltex 1 homolog (Drosophila)Dtx1
39017 94275 W65625 melanoma antigen, family D, 1Maged1 1.126697 1.110022 0.895765 0.877635 0.873015 0.878313 1.023919 1.006307 0.886642 0.790147 0.834605 0.930824 0.945347 0.850717 -0.49709 -0.60959
39018 71684 AK002739 RIKEN cDNA 0610033I05 gene0610033I05Rik 0.907154 1.024782 0.731192 0.917572 0.811706 0.887365 0.985465 1.064442 -0.26893 -0.66668 0.871082 -0.42016 0.42227 -0.3517 -0.67383 -0.47514
39019 320306 BG087604 1.000087 1.342349 0.939998 1.133012 0.736798 0.930585 0.907082 0.988899 -0.6752 0.927546 -0.44433 0.069561 0.941302 -0.37801 -0.16194 -0.66668
39020 1.669227 0.570917 1.051801 0.965357 0.91961 0.853223 0.776324 0.786871 0.746316 0.824278 -0.51799 -0.60011 -0.45219 0.216672 -0.11198 -0.16194
39021 78634 AK018926 RIKEN cDNA 1700094C09 gene1700094C09Rik 1.12861 1.590173 2.481176 1.419231 -0.51799 -0.30637 0.916885 -0.55035 NA NA NA
39022 208624 BE996480 asparagine-linked glycosylation 3 homolog (yeast, alpha-1,3-mannosyltransferase)Alg3 1.043678 1.015573 1.204058 1.193789 1.160125 1.166247 1.064416 1.20642 -0.25943 -0.61411 0.987706 0.981565 0.9355 0.947906 0.069561 0.988679
39023 104362 AI326529 meiosis expressed gene 1 Meig1 0.943438 1.137211 0.886297 0.934372 1.011595 0.936929 1.096317 1.249118 -0.05148 0.809704 0.656282 0.109452 -0.64465 -0.08178 0.462692 0.996062
39024 230612 AW228825 expressed sequence AI159731AI159731
39025 68270 NM_026648RIKEN cDNA 4930457P18 gene4930457P18Rik0.934685 0.835438 1.446381 0.960659 1.614136 1.268442 -0.53779 -0.41191 0.884164 -0.62673 0.632112 -0.20141 NA
39026 18452 BF224548 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha II polypeptideP4ha2 1.032397 1.192003 0.909374 1.022418 1.160166 1.285602 1.097324 1.138468 -0.63796 0.371596 -0.27838 -0.64139 0.158711 0.593672 -0.39513 0.009184
39027 20834 AK005843 zinc and ring finger 4 Znrf4 1.057703 1.015857 1.002614 0.945563 0.866123 0.810259 0.839945 1.114882 -0.33378 -0.64465 -0.67443 -0.39513 0.300618 0.741572 0.802064 0.291492
39028 212986 AI429403 RIKEN cDNA E430013M20 geneE430013M20Rik1.025314 0.833833 1.29083 1.028396 1.002668 0.924975 0.858825 0.886092 -0.63438 -0.11198 0.413985 -0.64139 -0.62673 -0.65609 0.009184 -0.50417
39029 109286 BE859386 RIKEN cDNA 9330147L21 gene9330147L21Rik 0.752042 0.825645 1.049156 0.996893 -0.24988 0.841212 NA NA NA NA
39030 66641 NM_025679RIKEN cDNA 5730470L24 gene5730470L24Rik 0.905401 1.101419 0.963184 0.912808 0.805527 0.848009 0.86916 0.924892 -0.10193 -0.22093 -0.65348 -0.39513 0.300618 -0.26893 0.187867 -0.26893
39031 58249 AK019399 fibroblast growth factor (acidic) intracellular binding proteinFibp 0.968904 0.927967 1.089879 1.037311 1.033312 0.964774 0.97475 0.994163 -0.22093 0.695809 0.820722 -0.10193 -0.1916 -0.12202 -0.36055 -0.65609
39032 71098 AK016937 RIKEN cDNA 4933426L22 gene4933426L22Rik 1.132399 0.974444 1.162096 1.019258 1.010109 1.22845 0.936622 1.206734 0.079567 -0.67443 0.300618 -0.67486 -0.66974 0.254468 -0.63438 0.1391
39033 73545 AK007060 RIKEN cDNA 1700094D03 gene1700094D03Rik0.683609 0.270231 0.83841 0.325586 0.87744
39034 71807 AW047322 RIKEN cDNA 2610024N01 gene2610024N01Rik0.635095 1.209826 0.819763 0.493105 1.661475 2.136572 0.807735 2.14185 0.92058 0.679298 -0.27838 0.999984 0.207111 0.684872 -0.63438 0.690376
39035 AI317085
39036 75458 AK005603 RIKEN cDNA 1700001C14 gene1700001C14Rik0.987291 0.962506 1.278757 0.597291 1.317358 0.794043 1.093411 1.156244 -0.47514 -0.59515 0.932415 0.999269 0.667934 0.809704 -0.27838 -0.48257
39037 12589 BG073883 carnitine deficiency-associated gene expressed in ventricle 1Cdv1
39038 76895 BG067427 bicaudal D homolog 2 (Drosophila)Bicd2 0.854015 0.882282 0.987525 0.908841 0.885614 0.905886 1.054792 1.040424 0.817108 0.430489 -0.67307 0.089552 0.388742 0.318707 -0.28777 -0.44433
39039 73916 AA763980 estrogen-related receptor beta like 1Esrrbl1
39040 97605 BE947173 1.023595 0.988601 1.140549 1.010772 1.039256 1.063162 0.974562 1.124106 -0.58479 -0.65348 0.701171 -0.66668 -0.43637 -0.34278 -0.56238 0.318707
39041 69496 AK006511 RIKEN cDNA 1700029M23 gene1700029M23Rik
39042 67337 AI854108 cleavage stimulation factor, 3' pre-RNA, subunit 1Cstf1 0.91926 0.924709 1.094958 1.103446 0.857454 1.051028 1.154613 0.982656 0.039434 -0.03125 0.119363 0.216672 0.726937 -0.41191 0.662144 -0.63438
39043 71881 AW989370 RIKEN cDNA 2310001A20 gene2310001A20Rik0.913236 1.064248 0.976189 0.871229 1.01204 0.97784 0.94256 1.112759 0.187867 -0.18174 -0.59004 0.679298 -0.66083 -0.60011 -0.23062 0.388742
39044 216560 BF781077 expressed sequence AV249152AV249152 0.926784 1.17959 1.106058 1.021086 1.075755 1.090422 1.360813 1.193393 0.216672 0.944027 0.552604 -0.5794 0.168466 0.371596 0.999942 0.964832
39045 66821 BB317655 BCS1-like (yeast) Bcs1l 0.911096 0.686542 1.162892 1.010517 0.667177 1.502773 -0.60493 -0.00092 -0.05148 -0.32471 0.245089 -0.64465 NA
39046 74503 AV277447 RIKEN cDNA 5530401J07 gene5530401J07Rik 0.995031 1.040883 1.080341 0.881502 0.851495 0.855923 0.833717 1.269126 -0.67102 -0.39513 0.1391 0.701171 0.893809 0.662144 0.947906 0.994412
39047 109247 BE982321 1.059441 1.008055 1.178887 1.148931 0.933584 1.036689 1.558859 0.973389 -0.5794 -0.67213 0.207111 0.207111 -0.12202 -0.67511 0.933973 -0.65609
39048 66612 NM_025661ORM1-like 3 (S. cerevisiae)Ormdl3 0.926872 0.915469 0.744997 0.735062 0.629654 0.773986 0.92889 0.909725 0.187867 0.362931 0.999813 0.999722 0.999999 0.996984 0.148922 0.345418
39049 69723 BE630665 RIKEN cDNA 2400006N03 gene2400006N03Rik0.997989 0.767699 0.99721 0.932156 0.841672 0.891705 0.804571 0.884077 -0.67383 0.999117 -0.67307 0.273082 0.929201 0.809704 0.999029 0.916885
39050 67483 AK006473 RIKEN cDNA 1700028P14 gene1700028P14Rik1.004128 0.906222 0.87 0.854904 0.966762 0.87557 1.008379 0.915967 -0.66829 0.790147 0.969777 0.988679 -0.2971 0.957109 -0.6507 0.684872
39051 104318 AK004606 casein kinase 1, delta Csnk1d 1.071615 1.057057 1.041435 1.135835 1.109533 0.953305 1.045526 1.229874 0.148922 -0.08178 -0.25943 0.820722 0.625888 -0.21119 -0.41191 0.982522
39052 74156 AK004905 RIKEN cDNA 1300004O04 gene1300004O04Rik 0.9636 0.94994 0.796988 0.771479 0.830443 0.887414 0.818702 0.847474 -0.2971 -0.02114 0.999548 0.999942 0.994877 0.868323 0.997699 0.984717
39053 67808 BF722688 RIKEN cDNA 1200015A19 gene1200015A19Rik1.002784 0.819445 0.896188 0.918 0.921237 1.121968 1.004591 1.031063 -0.67102 0.999861 0.933973 0.777672 0.736762 0.951544 -0.6649 -0.27838
39054 12822 U03714 procollagen, type XVIII, alpha 1Col18a1 0.857593 0.881015 0.93374 0.965634 0.917385 1.039716 0.926154 1.164504 0.909049 0.777672 0.089552 -0.42832 0.336572 -0.37801 0.197509 0.904899
39055 140488 AK011797 insulin-like growth factor 2, binding protein 3Igf2bp3
39056 67979 NM_026487RIKEN cDNA 4921525H23 gene4921525H23Rik0.889928 1.308686 1.410513 1.888125 1.177778 0.889341 1.189344 0.908871 -0.53779 0.777672 0.929201 0.999396 0.362931 -0.47514 0.019278 -0.47514
39057 BG064626 0.945569 1.026605 1.07521 1.148542 0.956169 1.05427 0.995534 0.93003 -0.11198 -0.53132 0.148922 0.847602 -0.28777 -0.16194 -0.67102 0.148922
39058 78257 AK019545 RIKEN cDNA 4921529O18 gene4921529O18Rik0.951762 0.832329 1.119665 1.005074 1.085806 1.247282 1.174074 1.191539 -0.43637 0.786052 0.254468 -0.67307 -0.24988 0.726937 0.662144 0.438641
39059 225339 BE653507 RIKEN cDNA E230022H04 geneE230022H04Rik0.859015 0.943352 1.076384 0.958321 0.906664 1.176519 0.999308 1.065222 0.764625 -0.22093 -0.04137 -0.39513 0.273082 0.58701 -0.67511 -0.18174
39060 233895 BG174006 cDNA sequence BC006909BC006909 0.971429 0.964695 0.910417 0.896025 1.148682 0.943698 1.140226 1.162678 -0.50417 -0.42016 0.438641 0.619591 0.809704 -0.23062 0.790147 0.889075
39061 67645 AK005672 RIKEN cDNA 4930511I11 gene4930511I11Rik 0.956326 0.8902 0.958739 0.987215 1.06158 0.952772 0.950181 1.01545 0.019278 0.944027 -0.04137 -0.60011 0.345418 0.099514 0.158711 -0.57386
39062 72612 BF224771 RIKEN cDNA 2700029M09 gene2700029M09Rik0.986634 1.005841 1.044521 0.97174 1.015029 1.021684 0.980918 1.061745 -0.63796 -0.66829 -0.32471 -0.51114 -0.63063 -0.52472 -0.65348 -0.01103
39063 66354 AK009218 SKI interacting protein Skiip 1.105494 0.845765 0.824693 1.567713 0.727802 1.140431 0.629779 -0.24027 -0.67383 -0.18174 -0.27838 -0.56238 -0.65854 0.760146 NA
39064 217666 AW540443 cDNA sequence BC016226BC016226 0.97416 1.055852 1.010722 0.967135 1.036337 0.494879 1.018094 1.222937 -0.63796 -0.45219 -0.67511 -0.60011 -0.63063 0.991431 -0.61411 -0.00092
39065 74026 AK014463 RIKEN cDNA 4121402D02 gene4121402D02Rik 0.95852 1.077723 1.339982 1.750572 2.147259 -0.66294 -0.59004 0.178185 0.673651 0.873793 NA NA
39066 0.938346 2.824487 0.946829 1.932382 0.872737 0.812139 2.131981 -0.6649 0.896111 -0.08178 0.226189 0.493796 0.552604 0.486125 NA
39067 67422 NM_026144dehydrodolichyl diphosphate synthaseDhdds 0.956387 1.079819 0.962945 0.938569 0.866871 0.998033 0.890693 1.182663 -0.50417 -0.22093 -0.55035 -0.34278 0.438641 -0.67486 0.187867 0.619591
39068 12468 BE372470 chaperonin subunit 7 (eta) Cct7 1.017408 1.075301 1.11358 1.124454 0.991848 1.058451 0.960429 0.998196 -0.56819 0.478383 0.859748 0.911065 -0.6507 0.187867 -0.16194 -0.67383
39069 73635 AI448401 RIKEN cDNA 1700113I22 gene1700113I22Rik 0.996615 0.958735 1.001575 0.728452 0.903045 0.910691 1.026407 0.895558 -0.67307 -0.36932 -0.67486 0.99987 0.470572 0.282313 -0.57386 0.566585
39070 320769 AI892207 RIKEN cDNA 4930414C22 gene4930414C22Rik
39071 112421 BE290845 0.97855 0.935825 0.934244 0.838578 1.082886 0.988454 0.905883 1.051768 -0.61847 -0.20141 -0.21119 0.824278 -0.13203 -0.64776 0.089552 -0.45219
39072 57294 AA521809 ribosomal protein S27 Rps27 0.944602 0.92715 0.959382 0.883889 1.233398 0.884807 0.828909 -0.47514 -0.24988 -0.51114 -0.22093 0.721922 -0.36932 0.470572 NA
39073 55934 AI481652 retinitis pigmentosa 9 homolog (human)Rp9h 0.822433 0.816848 0.707933 1.100045 0.723392 0.86925 1.035707 1.070705 0.711686 0.760146 0.988988 -0.40357 0.886642 -0.12202 -0.61847 -0.45219
39074 AI426492 0.958061 0.890886 0.890366 1.093645 0.929368 0.796234 0.983677 0.991589 -0.152 0.873793 0.879072 0.656282 0.430489 0.999764 -0.58479 -0.6507
39075 67422 NM_026144dehydrodolichyl diphosphate synthaseDhdds 0.938512 1.000003 1.041325 1.080397 0.887495 1.023759 0.999429 1.060944 -0.10193 -0.6752 -0.41191 0.099514 0.613221 -0.5794 -0.67511 -0.16194
39076 12661 AI528777 close homolog of L1 Chl1 1.020793 1.443087 0.973343 1.058558 0.935039 -0.64776 0.95917 0.039434 0.197509 -0.42016 NA NA
39077 0.847027 0.721709 0.492819 1.363635
39078 76799 AI573514 RIKEN cDNA 2510006D16 gene2510006D16Rik0.932213 0.803842 0.816086 0.942974 1.330941 1.21867 1.184407 1.066837 -0.4676 0.327668 -0.27838 -0.63438 0.538333 -0.00092 0.336572 -0.58479
39079 108687 BF017588 RIKEN cDNA 9530090G24 gene9530090G24Rik0.991215 0.958914 0.966895 1.094347 0.810627 0.915552 0.934726 0.98288 -0.65348 -0.23062 -0.37801 0.580275 0.998023 0.552604 0.079567 -0.59004
39080 AI482485 1.057089 0.770853 0.749459 0.835591 1.085102 0.897858 0.986775 1.067723 -0.3517 0.741572 0.92058 0.446726 -0.32471 0.019278 -0.6649 -0.45995
39081 11448 AI326288 cholinergic receptor, nicotinic, epsilon polypeptideChrne 0.818145 0.890283 0.417852 0.587755 1.474257 0.441914 0.933973 0.690376 -0.66974 0.069561 0.207111 0.989581 NA
39082 226517 AW125427 RIKEN cDNA 9430023P16 gene9430023P16Rik0.933924 1.08704 1.049633 0.937115 0.734801 0.705645 0.971823 0.971195 -0.04137 0.168466 -0.31557 -0.09186 0.999562 0.999934 -0.53779 -0.53779
39083 1.018737 1.011519 0.933921 0.968767 0.945311 0.963696 1.010327 0.914799 -0.5794 -0.63796 0.245089 -0.41191 0.029362 -0.32471 -0.64465 0.559631
39084 74244 BG244163 autophagy 7-like (S. cerevisiae)Apg7l 0.916779 1.389862 0.925449 0.831389 1.064084 0.84282 0.615745 1.051642 -0.31557 0.282313 -0.63796 0.226189 -0.62268 0.1391 0.478383 -0.66294
39085 NM_008785 1.008682 1.098967 0.920296 1.004227 0.955821 0.947427 1.027033 0.851727 -0.67213 0.059536 -0.07168 -0.67307 -0.24988 -0.53132 -0.60011 0.673651
39086 76559 AK010577 RIKEN cDNA 2410024A21 gene2410024A21Rik 0.97654 1.470906 1.174934 1.352497 0.991834 1.147646 1.191489 1.173365 -0.60493 0.999856 0.750992 0.996396 -0.66668 0.486125 0.820722 0.741572
39087 AW120668 0.782184 0.757806 1.035327 0.959812 1.43443 0.799749 0.77378 1.218782 0.701171 0.679298 -0.63438 -0.67486 0.966556 0.362931 0.644342 0.42227
39088 170748 AF197136 FN5 protein Fn5 1.026629 1.112022 1.096639 1.073621 0.983231 0.98383 1.152205 1.138607 -0.42832 0.865514 0.755602 0.470572 -0.56819 -0.57386 0.977827 0.957109
39089 75753 AK018361 RIKEN cDNA 7420700M05 gene7420700M05Rik1.085937 1.720715 0.456426 1.218386 -0.60011 0.952706 0.999246 0.158711 NA NA NA
39090 70552 AK017603 RIKEN cDNA 5730427C23 gene5730427C23Rik 0.92522 1.068653 0.94872 1.003545 0.965561 0.953524 1.071424 1.114 0.119363 -0.04137 -0.24027 -0.67307 -0.4676 -0.31557 -0.01103 0.508927
39091 73137 BE135254 RIKEN cDNA 3110038B19 gene3110038B19Rik0.987043 1.321438 1.369184 1.085774 1.358737 1.195656 1.052885 1.449022 -0.64776 0.998023 0.999576 0.1391 0.999415 0.914983 -0.28777 0.99997
39092 74781 AW122075 RIKEN cDNA 1110018O08 gene1110018O08Rik1.022487 1.107013 0.995532 0.974128 0.934916 0.897241 1.01118 1.051505 -0.48988 0.841212 -0.66668 -0.42016 0.42227 0.884164 -0.62673 0.079567
39093 13800 NM_010135enabled homolog (Drosophila)Enah 0.971143 0.933648 0.972158 0.80574 0.962976 0.999926 0.995878 1.123199 -0.59004 -0.32471 -0.63796 0.837936 -0.53779 -0.67307 -0.67486 0.148922
39094 AW822301 1.036297 1.047782 0.928556 1.142849 0.953617 0.925287 1.014898 0.970649 -0.50417 -0.53779 -0.05148 0.345418 -0.36055 -0.31557 -0.6507 -0.53779
39095 67803 BE949009 RIKEN cDNA 0610025L06 gene0610025L06Rik 1.017175 0.873955 0.841579 0.865481 0.732989 0.665442 0.517593 0.608142 -0.61411 0.817108 0.950357 0.865514 0.999924 1 1 1
39096 93835 AA929443 amnionless Amn 1.942254 1.515433 1.056553 1.302256 1.521745 4.092158 3.164302 0.516386 0.089552 -0.60959 0.109452 0.769038 1 0.999999 NA
39097 72972 AK013689 RIKEN cDNA 2900054P12 gene2900054P12Rik1.049073 1.056612 1.013904 1.057795 1.083823 1.03453 0.904657 1.12617 -0.03125 0.109452 -0.60959 0.1391 0.559631 -0.31557 0.781893 0.900587
39098 17256 BG072006 male enhanced antigen 1 Mea1 1.010253 0.873351 0.971508 1.110244 1.038823 0.909092 1.060072 1.011121 -0.6649 0.446726 -0.59004 0.1391 -0.53132 0.039434 -0.36055 -0.66294
39099 18476 NM_008776platelet-activating factor acetylhydrolase, isoform 1b, alpha1 subunitPafah1b3 0.932733 0.908717 1.068502 1.03198 1.052016 0.932769 0.908305 0.893395 -0.07168 0.273082 -0.12202 -0.53132 -0.32471 -0.13203 0.282313 0.397221
39100 231832 AW910859 cDNA sequence BC019731BC019731 0.87906 0.497986 0.570021 0.685741 0.597962 0.859974 0.762286 1.21797 0.282313 1 0.999995 0.997556 0.999722 0.430489 0.953843 0.764625
39101 12427 NM_007628cyclin A1 Ccna1
39102 70012 AW910864 RIKEN cDNA 2410030J07 gene2410030J07Rik 0.846722 0.640693 0.852558 0.792576 0.804249 1.048227 1.199555 1.330227 0.777672 0.999987 0.736762 0.962096 0.941302 -0.42016 0.847602 0.993361
39103 69902 AI325937 RIKEN cDNA 2610012O22 gene2610012O22Rik1.085285 0.965065 1.133833 1.106558 1.076147 1.086542 1.103975 1.094253 0.069561 -0.59004 0.573466 0.318707 -0.17186 -0.00092 0.318707 0.178185
39104 232223 BE992328 thioredoxin reductase 3 Txnrd3 1.008918 0.946834 1.036229 1.145491 0.952396 1.021772 1.055453 1.057394 -0.6649 -0.28777 -0.60959 0.538333 -0.41191 -0.61847 -0.36055 -0.1916
39105 21345 AI644186 transgelin Tagln 0.944683 1.01765 0.99051 0.943793 0.838769 1.0064 0.919233 0.889321 0.187867 -0.56238 -0.64139 0.207111 0.996603 -0.66083 0.650349 0.913043
39106 0.903298 1.087942 1.034108 0.833165 0.89586 0.900508 0.902175 1.015054 0.508927 0.282313 -0.45995 0.960167 0.593672 0.538333 0.523773 -0.63063
39107 74158 BF458202 RIKEN cDNA 1300006C06 gene1300006C06Rik1.433082 2.393914 1.688791 1.806503 1.539496 1.7756 1.816025 1.595373 1 1 1 1 1 1 1 1
39108 BF122462 0.970538 1.03213 1.009144 1.03241 0.583334 0.799509 2.211079 -0.63063 -0.62673 -0.67213 -0.66083 0.990145 0.706464 0.990415 NA
39109 66595 NM_025651RIKEN cDNA 1100001A21 gene1100001A21Rik 0.98968 1.146235 1.108384 0.978697 1.009188 0.901257 1.015769 1.061215 -0.65348 0.802064 0.508927 -0.58479 -0.65854 0.523773 -0.62673 -0.10193
39110 66449 NM_025571RIKEN cDNA 2010110I09 gene2010110I09Rik 1.031803 0.94626 1.049348 0.996576 1.009468 1.027316 1.107174 1.057745 -0.32471 0.178185 0.029362 -0.67102 -0.64139 -0.41191 0.841212 0.197509
39111 71770 AK004975 adaptor-related protein complex 2, beta 1 subunitAp2b1 1.096771 1.027479 1.187525 1.288847 0.788437 1.070303 1.157095 1.099906 0.158711 -0.53132 0.478383 0.841212 0.902763 -0.20141 0.493796 0.039434
39112 97159 BE994111 RIKEN cDNA A430005L14 geneA430005L14Rik0.860568 1.112817 1.051647 1.243486 0.903407 0.930675 1.129199 1.034028 0.865514 0.545505 -0.24988 0.989288 0.486125 0.079567 0.684872 -0.4676
39113 72399 AK013885 BRCA1 associated protein Brap 1.159184 0.963339 1.126348 0.692627 1.126172 0.807432 1.223102 0.875564 -0.02114 -0.66974 0.129246 0.798153 -0.30637 0.197509 0.245089 0.029362
39114 19647 U28789 retinoblastoma binding protein 6Rbbp6 1.021058 1.274145 0.887838 0.929148 1.098585 0.695223 0.943866 0.815823 0.413985 0.454743 0.178185 -0.30637 0.109452 0.760146 0.019278 0.438641
39115 AI326135 2.039778 1.194502 0.188589 0.122203 0.416797 0.184125 0.769038 -0.67443 0.896111 0.981565 0.336572 0.904899 NA
39116 16453 AW456897 Janus kinase 3 Jak3 0.966682 1.003325 1.10573 1.265749 1.138812 1.05332 1.05181 0.984684 -0.18174 -0.66974 0.911065 0.999997 0.985124 0.2638 0.226189 -0.55643
39117 50525 NM_015773sperm associated antigen 6Spag6 0.966026 0.881325 1.093745 0.950613 0.710102 0.789461 0.700565 0.902816 -0.52472 0.508927 0.099514 -0.36932 0.999356 0.971281 0.999627 0.254468
39118 66241 NM_025439transmembrane protein 9 Tmem9 1.065643 0.863422 0.914129 1.091907 0.952752 0.987744 1.239089 1.137027 0.235662 0.966556 0.638264 0.613221 -0.06158 -0.54413 0.999246 0.92058
39119 73412 AK006819 thioredoxin domain containing 3 (spermatozoa)Txndc3 1.012185 1.073401 1.085192 0.975664 1.04504 0.858804 0.953207 1.114309 -0.6507 -0.01103 0.1391 -0.57386 -0.37801 0.820722 -0.33378 0.470572
39120 286940 AA272439 filamin, beta Flnb 0.990885 0.958009 1.023956 1.054698 0.929964 0.95516 0.86077 1.013485 -0.64139 -0.09186 -0.4676 0.129246 0.493796 -0.03125 0.985521 -0.60493
39121 380958 BE954183 similar to bromodomain containing protein 1; BR140-like genena 0.91483 0.998161 0.947373 0.748003 0.965226 0.857612 0.749326 1.039523 -0.06158 -0.66829 -0.41191 0.981565 -0.60959 0.430489 0.981069 -0.53132
39122 68265 NM_026645RIKEN cDNA 1700012F17 gene1700012F17Rik
39123 AV040085 ESTs 1.000149 0.742706 1.10789 0.865711 0.820597 0.884968 0.954399 1.156849 -0.6752 0.985521 0.089552 0.493796 0.817108 0.300618 -0.47514 0.508927
39124 14979 AI323545 H2-K region expressed gene 6H2-Ke6 0.932622 0.929726 0.958266 0.995639 0.95177 0.887225 0.955602 0.841438 0.454743 0.501397 -0.10193 -0.66829 0.049493 0.929201 -0.04137 0.996501
39125 AI646932 0.910371 1.042553 1.050247 0.744942 0.8896 0.95486 1.093678 0.933161 0.1391 -0.4676 -0.39513 0.995571 0.405635 -0.42016 0.089552 -0.16194
39126 330832 AW910501 hypothetical protein D830048B13D830048B13 0.972376 1.165117 0.911684 1.078846 0.929691 0.888653 0.936447 1.02931 -0.56819 0.318707 -0.08178 0.168466 -0.31557 -0.42016 -0.59004 -0.44433
39127 97837 AI789336 expressed sequence C87247C87247 0.946138 1.00477 1.027294 0.973132 0.905136 1.003565 1.026733 1.070395 0.282313 -0.6649 -0.36932 -0.36055 0.884164 -0.53779 -0.37801 0.531089
39128 107375 AW491445 expressed sequence AW491445AW491445 1.144111 1.286314 1.238785 1.111581 1.021007 1.102725 1.08692 0.9746 0.371596 0.9355 0.847602 0.089552 -0.63438 -0.06158 -0.152 -0.61847
39129 97967 AK014915 expressed sequence C79399C79399 1.015986 1.390135 1.498507 1.408094 1.28922 1.382005 1.294605 1.264505 -0.61411 0.999992 1 0.999997 0.999451 0.999989 0.999562 0.998453
39130 72465 BE284455 zinc finger protein 131 Zfp131 0.769975 0.920507 1.048454 0.846231 0.862411 0.925284 0.936348 1.458358 0.92058 -0.60493 -0.40357 -0.1916 -0.36055 -0.65348 -0.4676 0.802064
39131 BE956619 1.038469 0.970558 1.163754 1.106041 1.077475 1.038666 1.086487 1.04034 -0.24027 -0.38661 0.981069 0.790147 0.470572 -0.24027 0.593672 -0.20141
39132 27998 BE854984 DNA segment, Chr 7, Wayne State University 180, expressedD7Wsu180e 0.9523 1.109759 1.120107 0.883407 1.09292 1.124689 0.971288 1.285401 -0.38661 0.273082 0.380201 0.486125 0.089552 0.764625 -0.56819 0.982049
39133 67994 BE136110 mitochondrial ribosomal protein S11Mrps11 0.954843 1.016007 1.065526 1.125538 1.044845 1.220719 1.278567 1.147823 0.019278 -0.57386 0.380201 0.938461 -0.03125 0.999651 0.999989 0.979507
39134 66431 BE863096 RIKEN cDNA 1810049H13 gene1810049H13Rik1.010085 0.880777 0.863654 0.805228 0.992437 1.078363 0.862089 1.076683 -0.63796 0.944027 0.98004 0.999764 -0.65348 0.523773 0.982049 0.493796
39135 54367 AK017693 zinc finger protein 326 Zfp326 0.964763 0.911927 0.993643 1.0089 0.861393 1.089263 0.912127 1.117679 -0.50417 0.158711 -0.66974 -0.6649 0.644342 0.019278 0.158711 0.388742
39136 66849 BE369804 protein phosphatase 1, regulatory (inhibitor) subunit 2Ppp1r2 1.017078 1.287168 0.719967 1.057827 0.962959 0.45821 -0.67511 -0.04137 -0.11198 -0.67213 -0.60959 0.773387 NA
39137 80517 NM_020586RIKEN cDNA 5031400M07 gene5031400M07Rik0.926231 0.929289 0.893786 0.886885 1.045202 1.058788 1.0548 1.032736 0.216672 0.029362 0.662144 0.726937 -0.2971 -0.09186 -0.16194 -0.45995
39138 78266 AK019851 RIKEN cDNA 4931408L03 gene4931408L03Rik 0.824154 1.434852 0.666051 0.814106 0.92118
39139 22320 AA185574 vesicle-associated membrane protein 8Vamp8 1.069485 1.134911 0.999987 1.076443 1.100064 1.344685 1.237698 0.91025 -0.2971 0.059536 -0.6752 -0.31557 -0.13203 0.914983 0.538333 -0.01103
39140
39141 223754 BF581497 cDNA sequence BC023106BC023106 1.019283 1.034251 1.016025 0.711886 0.905077 1.021121 0.915609 0.886138 -0.60011 -0.45219 -0.62268 0.999985 0.516386 -0.58479 0.371596 0.721922
39142 76375 BE457100 RIKEN cDNA 2610034H20 gene2610034H20Rik0.971339 1.018807 0.938853 0.81775 0.880992 1.026219 0.948575 0.940697 -0.49709 -0.60011 0.009184 0.987364 0.781893 -0.53132 -0.16194 -0.02114
39143 54451 AA266888 cleavage and polyadenylation specificity factor 3Cpsf3 1.002746 1.103764 0.87999 0.992267 0.949141 0.95375 1.016177 0.938654 -0.67213 0.786052 0.942679 -0.65348 0.069561 -0.03125 -0.58479 0.291492
39144 57355 NM_020609predicted gene ICRFP703B1614Q5.5 1.012034 1.052058 1.048208 0.743851 0.997573 1.024183 0.857787 0.774515 -0.66083 -0.42832 -0.45995 0.987364 -0.67443 -0.61847 0.593672 0.960167
39145 80748 BE136407 cDNA sequence BC004004BC004004 0.921377 1.178698 -0.32471 -0.07168 NA NA NA NA NA
39146 67755 AI256277 DEAD (Asp-Glu-Ala-Asp) box polypeptide 47Ddx47 0.884278 0.853324 0.838973 0.862276 0.910543 0.866909 0.955376 1.029089 0.933973 0.990415 0.996603 0.982522 0.755602 0.976639 -0.04137 -0.38661
39147 0.932938 1.057214 0.921223 1.064864 1.135958 1.00205 0.974941 0.926505 0.2638 0.009184 0.462692 0.148922 0.881641 -0.67383 -0.49709 0.371596
39148 67144 NM_024194RIKEN cDNA 2610040E16 gene2610040E16Rik1.018804 0.935073 0.968229 1.068629 0.929525 0.788565 0.964864 0.864347 -0.62268 -0.12202 -0.56238 -0.24027 -0.04137 0.933973 -0.60493 0.736762
39149 235132 BE847957 RIKEN cDNA 6030404E16 gene6030404E16Rik1.195651 1.065217 1.097349 0.884108 0.956546 0.961871 0.897328 1.077985 0.531089 -0.56819 -0.39513 -0.31557 -0.61847 -0.65609 -0.31557 -0.47514
39150 AK014888 0.962959 0.944593 0.966797 0.734989 0.881105 0.946899 0.917539 1.104581 -0.48257 -0.26893 -0.51799 0.998499 0.559631 -0.2971 0.099514 0.273082
39151 11771 NM_007458adaptor protein complex AP-2, alpha 1 subunitAp2a1
39152 1.484194 1.206069 0.97991 1.134993 0.790104 2.559648 0.789371 1.619539 0.245089 0.089552 -0.51114 -0.26893 -0.3517 0.99068 0.667934 0.531089
39153 22768 NM_009571zinc finger protein 2, Y linkedZfy2 0.967806 0.958634 0.928987 0.770654 0.855571 0.993871 0.944238 0.894574 -0.50417 -0.39513 0.029362 0.996176 0.841212 -0.66829 -0.20141 0.508927
39154 69085 BE380196 RIKEN cDNA 1810019C21 gene1810019C21Rik0.916024 0.994561 1.064585 0.989728 0.886554 0.938642 0.930138 0.983041 0.478383 -0.63796 0.059536 -0.67383 0.794181 0.079567 0.273082 -0.60493
39155 67358 AK007139 RIKEN cDNA 1700093K21 gene1700093K21Rik0.978078 1.029631 0.93923 0.698602 0.705568 0.714724 0.823015 0.887752 -0.62268 -0.59004 -0.44433 0.995023 0.985908 0.974085 0.644342 0.019278
39156 70861 AI451536 RIKEN cDNA 4921521F21 gene4921521F21Rik0.973764 0.867098 0.968581 1.135329 1.044511 0.939368 0.984898 1.04734 -0.49709 0.922374 -0.42016 0.856789 -0.24027 0.099514 -0.61411 -0.1916
39157 11471 AF113520 actin-like 7b Actl7b 1.038177 1.00705 1.012825 1.010728 0.85283 1.068527 1.061078 0.993232 -0.50417 -0.67102 -0.63438 -0.66083 0.625888 -0.32471 -0.28777 -0.6752
39158 15568 AK011870 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R)Elavl1 0.955405 0.910217 0.884727 0.799618 0.938391 0.975415 1.020668 1.042456 -0.33378 0.345418 0.656282 0.988039 -0.08178 -0.56819 -0.60011 -0.38661
39159 67921 AK007549 RIKEN cDNA 2510010F15 gene2510010F15Rik1.097884 1.073878 1.145229 1.02103 1.138125 0.925199 1.036167 1.039787 0.650349 0.336572 0.930824 -0.54413 0.909049 0.438641 -0.32471 -0.47514
39160 353371 AB049996 3-oxoacid CoA transferase 2BOxct2b 1.039694 1.023252 1.148587 1.161466 1.106503 1.00581 1.044625 1.153976 -0.31557 -0.53779 0.909049 0.942679 0.662144 -0.66668 -0.23062 0.925856
39161 94061 AK010343 mitochondrial ribosomal protein L1Mrpl1 0.976662 1.083615 0.999591 1.023559 0.998692 1.036397 0.92187 1.087991 -0.59515 -0.13203 -0.6752 -0.61847 -0.67383 -0.52472 -0.08178 0.059536
39162 67767 NM_026365RIKEN cDNA 5830427H10 gene5830427H10Rik 1.00328 1.001107 1.036974 0.841339 0.853884 0.933415 1.08518 0.914916 -0.67307 -0.67486 -0.39513 0.964832 0.936996 0.129246 0.2638 0.430489
39163 68172 NM_026594RIKEN cDNA 4930517K11 gene4930517K11Rik0.879341 0.811288 3.493558 0.72943 1.950458 1.964936 1.902901 -0.43637 -0.2971 0.868323 -0.6649 0.216672 -0.54413 0.089552 NA
39164 75410 BG243022 RIKEN cDNA 2610014H22 gene2610014H22Rik1.024672 1.028886 0.961127 0.905012 0.848456 1.165185 1.020512 0.964782 -0.63063 -0.61411 -0.56238 -0.07168 0.493796 0.397221 -0.64465 -0.49709
39165 0.892096 1.050994 1.099251 0.963568 0.474532 1.409467 1.276009 0.795171 -0.12202 -0.66668 -0.21119 -0.6507 0.769038 0.684872 -0.36055 -0.53132
39166 103080 BF319457 RIKEN cDNA 9430099J10 gene9430099J10Rik 0.978672 1.024702 1.109785 1.04892 1.065884 0.923639 1.056077 1.051574 -0.60959 -0.60959 0.2638 -0.37801 -0.18174 -0.04137 -0.33378 -0.34278
39167 BG070946 1.111074 0.940719 0.935223 0.9636 1.026282 0.804987 0.839165 1.129712 0.493796 -0.11198 -0.02114 -0.43637 -0.55643 0.985521 0.932415 0.662144
39168 215015 BF538806 RIKEN cDNA C530043G21 geneC530043G21Rik1.281839 0.651076 0.932977 2.174088 1.174451 0.336572 0.650349 -0.51114 0.2638 -0.22093 NA NA
39169 75456 AK005874 RIKEN cDNA 1700011K15 gene1700011K15Rik0.898223 1.050214 1.137631 1.14609 1.114135 0.923295 1.063648 0.993489 0.760146 -0.10193 0.893809 0.922374 0.764625 0.438641 0.129246 -0.66294
39170 54198 AK007798 sorting nexin 3 Snx3 0.93628 1.1236 0.986583 0.997701 0.997883 1.026664 1.1051 1.190396 -0.34278 0.109452 -0.64776 -0.67486 -0.67486 -0.65348 0.069561 0.834605
39171 AA798232 0.872189 1.069587 1.038608 1.17708 0.99632 1.266635 0.997405 1.154931 0.566585 -0.20141 -0.49709 0.746316 -0.67383 0.911065 -0.67443 0.625888
39172 66220 AK004475 zinc finger, DHHC domain containing 12Zdhhc12 1.000245 0.9414 1.09015 0.738569 0.888936 0.834814 0.851808 0.90504 -0.6752 -0.26893 0.049493 0.996603 0.1391 0.721922 0.746316 0.119363
39173 73328 AK005798 RIKEN cDNA 1700009K09 gene1700009K09Rik0.989462 1.046841 0.999713 0.977911 0.949037 0.992398 1.049373 1.018798 -0.61411 0.158711 -0.67511 -0.42016 0.318707 -0.64139 0.226189 -0.48988
39174 27057 AK014479 nuclear receptor coactivator 4Ncoa4 0.934068 0.947886 0.857926 0.912592 0.920603 0.975513 1.007436 1.057511 -0.02114 -0.23062 0.798153 0.30969 0.197509 -0.56819 -0.66668 -0.20141
39175 0.93853 0.878807 0.94888 0.764461 0.926704 0.790798 0.938152 1.551929 -0.36932 -0.10193 -0.49709 0.716839 -0.53779 -0.03125 -0.43637 0.997834
39176 BG083934 1.025069 1.107974 0.974143 0.909123 0.823689 0.903691 0.947947 1.041097 -0.52472 0.656282 -0.50417 0.573466 0.991187 0.638264 -0.08178 -0.30637
39177 21754 AB003494 testis specific protein kinase 1Tesk1 0.913976 0.947743 1.017917 0.720114 0.902254 0.958505 0.876323 1.030854 0.226189 -0.26893 -0.62673 0.999731 0.388742 -0.41191 0.673651 -0.53132
39178 0.894393 0.756752 0.916628 1.085602 1.404265 0.940655 -0.3517 0.235662 -0.3517 -0.58479 0.089552 -0.65348 NA
39179 0.983531 0.99109 0.902032 0.871423 0.858764 0.93247 0.911138 0.972146 -0.63796 -0.64139 0.300618 0.638264 0.736762 -0.41191 0.178185 -0.47514
39180 67472 AK012823 RIKEN cDNA 1300002C08 gene1300002C08Rik1.033945 1.066887 0.949136 0.883738 1.041491 0.963265 0.881568 0.947287 -0.27838 0.388742 0.129246 0.949144 -0.12202 -0.1916 0.954955 0.178185
39181 27399 BG091249 inositol hexaphosphate kinase 1Ihpk1 0.961805 1.045846 0.893445 1.033213 1.055897 1.006796 0.992005 1.063376 0.291492 0.462692 0.997404 0.089552 0.684872 -0.63063 -0.61411 0.794181
39182 232943 BG298333 cDNA sequence BC017147BC017147 0.922698 1.00774 1.09175 1.06625 0.823441 0.919331 1.061557 1.034328 0.197509 -0.66294 0.300618 -0.04137 0.970538 0.300618 -0.11198 -0.4676
39183 15202 AV047135 hematopoietic cell transcript 1Hemt1 1.115928 0.96305 0.833143 0.751879 0.679966 0.760317 0.780893 0.79385 0.593672 -0.41191 0.960167 0.999589 0.999998 0.999292 0.997404 0.994571
39184 18807 NM_011116phospholipase D3 Pld3 0.954017 0.937274 0.907452 0.729242 0.924353 1.005987 0.890573 1.013157 -0.40357 -0.20141 0.197509 0.998354 -0.03125 -0.67102 0.413985 -0.65348
39185 226043 AW489021 cDNA sequence BC018472BC018472 0.999496 1.036602 0.948077 1.045122 1.011981 0.937033 1.162799 1.130081 -0.67511 -0.34278 -0.03125 -0.20141 -0.63438 0.187867 0.957109 0.856789
39186 0.90568 1.05463 0.89493 0.822056 0.97003 0.901364 0.92772 1.035532 0.638264 -0.07168 0.750992 0.993169 -0.44433 0.684872 0.30969 -0.37801
39187 22782 NM_009579solute carrier family 30 (zinc transporter), member 1Slc30a1 0.946919 0.951303 0.923864 1.10797 0.876709 0.956824 0.902269 1.004784 -0.09186 -0.17186 0.30969 0.619591 0.844434 -0.26893 0.619591 -0.66974
39188 14008 NM_007959ets related protein 71 Etsrp71 0.930936 1.114831 1.13867 1.058114 0.984613 1.120114 0.961963 1.230352 -0.152 0.2638 0.501397 -0.32471 -0.64465 0.318707 -0.56819 0.913043
39189 0.925896 0.964115 0.981156 0.75836 0.90092 1.070372 1.026031 1.06538 -0.11198 -0.52472 -0.63438 0.986286 0.207111 -0.22093 -0.60011 -0.26893
39190 13823 AI506195 erythrocyte protein band 4.1-like 3Epb4.1l3 0.838329 1.203676 1.127399 0.723805 1.131447 0.704663 0.850024 1.303186 0.318707 0.711686 0.168466 0.932415 -0.02114 0.760146 -0.1916 0.820722
39191 17259 NM_008578myocyte enhancer factor 2B Mef2b 1.007631 1.184788 0.942451 1.213679 1.035654 0.523425 1.14144 1.052397 -0.67102 0.413985 -0.43637 0.667934 -0.60959 0.999469 0.216672 -0.5794
39192 15135 BF540132 hemoglobin Y, beta-like embryonic chainHbb-y
39193 1.005158 0.810748 1.223888 1.038687 0.944187 -0.67486 -0.13203 -0.31557 -0.67383 -0.66974 NA NA
39194 64384 AF299338 sirtuin 3 (silent mating type information regulation 2, homolog) 3 (S. cerevisiae)Sirt3 0.94844 0.811038 0.937143 1.034859 0.973312 0.989956 1.006699 0.976841 0.327668 0.999982 0.566585 -0.14203 -0.31557 -0.61847 -0.6507 -0.39513
39195 320623 AI390323 RIKEN cDNA E330005K07 geneE330005K07Rik1.018799 1.114773 0.951123 0.88839 0.701058 1.096015 0.872394 1.422539 -0.64465 -0.3517 -0.50417 -0.45219 0.207111 -0.40357 0.069561 0.960167
39196 67027 AI839975 makorin, ring finger protein, 2Mkrn2 0.887579 0.915437 0.839819 0.912835 0.795844 1.02018 0.828397 0.853029 0.538333 -0.17186 0.781893 -0.25943 0.97724 -0.55643 0.850717 0.470572
39197 194401 AI462295 RIKEN cDNA C130040D16 geneC130040D16Rik0.937053 1.03567 0.921791 0.725283 0.802185 0.943609 0.960045 1.098795 -0.39513 -0.59004 -0.28777 0.972006 0.632112 -0.51799 -0.56238 -0.14203
39198 232232 AW323259 histone deacetylase 11 Hdac11 0.962963 1.047985 0.960756 0.963099 0.937778 0.934575 0.933913 1.055494 -0.24988 -0.07168 -0.20141 -0.24988 0.273082 0.336572 0.354204 0.079567
39199 237930 AW121072 RIKEN cDNA 4932418K24 gene4932418K24Rik0.965453 1.061965 1.316947 0.802995 0.972933 1.074468 1.224216 1.069788 -0.42016 -0.02114 0.974085 0.736762 -0.60011 -0.01103 0.841212 -0.48988
39200 56523 NM_019938polyamine modulated factor 1 binding protein 1Pmfbp1 1.085442 0.784629 0.73176 0.961615 0.708688 0.650123 1.089697 2.384001 -0.49709 0.362931 0.662144 -0.63063 0.755602 0.913043 -0.48257 0.999946
39201 30057 AF196314 translocase of inner mitochondrial membrane 8 homolog b (yeast)Timm8b
39202 85031 BE917477 phospholipase A1 member APla1a 0.977189 1.032452 1.036425 1.123525 1.025872 0.920051 1.040446 1.09537 -0.45219 -0.27838 -0.1916 0.941302 -0.41191 0.716839 -0.11198 0.798153
39203 67926 NM_026457RIKEN cDNA 1700086N05 gene1700086N05Rik
39204 74276 AK006929 RIKEN cDNA 1700071E18 gene1700071E18Rik0.919665 1.021351 1.030984 0.785495 0.969116 1.217933 0.961668 1.025316 0.516386 -0.54413 -0.42016 0.999756 -0.40357 0.996603 -0.26893 -0.49709
39205 67015 BF182173 RIKEN cDNA 1810060J02 gene1810060J02Rik 0.97466 1.039732 0.890122 1.033608 0.96247 1.0659 1.12428 1.031187 -0.54413 -0.38661 0.667934 -0.4676 -0.39513 -0.02114 0.673651 -0.48988
39206 0.967668 0.911741 1.024467 0.719206 0.744427 0.967826 1.134701 0.627458 -0.67102 -0.36932 -0.5794 0.902763 0.781893 -0.67307 -0.04137 0.902763
39207 110052 AK007546 DEK oncogene (DNA binding)Dek 0.952028 1.016407 1.013846 0.733221 0.868387 1.04551 0.938399 1.007058 -0.23062 -0.61847 -0.63438 0.999924 0.850717 -0.30637 -0.01103 -0.6649
39208 67946 NM_026470spermatogenesis associated 6Spata6 0.938995 0.982452 1.112892 0.928087 0.965137 0.884969 0.947738 1.139973 0.089552 -0.59515 0.701171 0.291492 -0.37801 0.820722 -0.07168 0.871082
39209 0.942744 0.98844 0.905827 0.884375 0.970122 0.886806 0.836517 0.854538 0.119363 -0.63438 0.716839 0.886642 -0.41191 0.873793 0.992346 0.976639
39210 54723 NM_018783tuftelin interacting protein 11Tfip11 0.952665 1.075139 1.051278 0.82949 0.980107 1.006062 0.984284 1.089214 0.129246 0.600262 0.168466 0.999602 -0.49709 -0.65854 -0.56238 0.769038
39211 AW412707 0.969016 0.821053 1.003783 0.802225 0.836282 0.904612 0.897975 0.920388 -0.60011 0.273082 -0.67213 0.552604 0.30969 -0.24988 -0.06158 -0.2971
39212 109168 BC002149 RIKEN cDNA 5730596K20 gene5730596K20Rik1.034516 1.110119 1.094131 0.782915 1.146531 1.083622 1.163052 0.94184 -0.59004 -0.13203 -0.16194 0.879072 0.282313 -0.24988 0.273082 -0.48257
39213 78938 AK020018 F-box only protein 34 Fbxo34 1.023802 0.96045 0.991679 0.674252 1.080254 0.993196 0.957251 1.07086 -0.62673 -0.53779 -0.6649 0.998499 -0.31557 -0.67213 -0.55643 -0.38661
39214 72789 AK013398 RIKEN cDNA 2810471M23 gene2810471M23Rik1.009151 1.007571 0.895178 0.927833 0.825143 0.944265 0.850103 0.903493 -0.65609 -0.66294 0.679298 0.226189 0.984717 -0.06158 0.945347 0.58701
39215 212880 BE851250 DEAD (Asp-Glu-Ala-Asp) box polypeptide 46Ddx46 0.918593 0.804686 1.039928 0.881326 0.930292 0.863325 0.828497 0.848264 -0.152 0.841212 -0.60493 0.089552 -0.24988 0.069561 0.109452 0.380201
39216 72047 AA681726 DEAD (Asp-Glu-Ala-Asp) box polypeptide 42Ddx42 1.062105 0.869305 1.192493 0.529745 0.90588 1.232429 0.899726 1.277659 -0.36055 0.2638 0.695809 0.99999 -0.51114 0.798153 -0.10193 0.721922
39217 70248 AF225910 DAZ associated protein 1 Dazap1 1.000954 1.210138 1.063265 0.954996 0.955818 0.949547 0.980508 1.151219 -0.67383 0.884164 -0.32471 -0.42016 -0.42832 -0.43637 -0.65609 0.625888
39218 BG093249 1.105812 1.469051 1.082814 0.874462 1.313582 1.005751 0.959398 -0.6649 0.827777 -0.57386 -0.09186 0.129246 -0.55035 -0.58479 NA
39219 D10606 0.967664 0.98471 0.924053 0.83287 0.762966 0.751209 0.924203 0.783171 -0.4676 -0.62673 0.197509 0.960167 0.999144 0.999602 0.197509 0.997073
39220 11854 AI326383 ras homolog gene family, member DArhd 0.932867 0.996795 1.03034 1.023936 1.086502 1.039244 1.043457 1.05934 -0.05148 -0.67307 -0.51799 -0.57386 0.216672 -0.47514 -0.36932 -0.22093
39221 69363 AK005760 RIKEN cDNA 1700008E09 gene1700008E09Rik1.056886 1.21191 0.917241 0.75464 0.719666 0.819023 0.778685 0.51383 -0.31557 0.893809 0.059536 0.99373 0.998934 0.913043 0.981565 1
39222 77034 BE945852 RIKEN cDNA 2510039O18 gene2510039O18Rik
39223 AI643895 0.982472 0.950691 0.977716 0.936135 0.854976 0.908007 0.911347 1.121389 -0.63796 -0.38661 -0.61411 -0.21119 0.716839 0.158711 0.109452 0.362931
39224 70294 BG063003 RIKEN cDNA 2610010O19 gene2610010O19Rik0.992778 1.070441 1.011849 0.65952 0.906612 1.066771 0.869127 1.041535 -0.66974 -0.25943 -0.66294 0.999779 -0.16194 -0.37801 0.486125 -0.51114
39225 71770 AI891777 adaptor-related protein complex 2, beta 1 subunitAp2b1 0.928941 0.968683 1.014885 0.779118 0.935097 1.004724 0.958573 1.113014 0.207111 -0.45219 -0.62268 0.999088 0.099514 -0.66974 -0.30637 0.650349
39226 105174 AA726889 0.993086 1.104262 1.048444 0.704963 1.00073 0.980039 0.92549 1.036857 -0.66829 0.300618 -0.36932 0.99983 -0.67511 -0.61411 0.019278 -0.48988
39227 20586 BF451399 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4Smarca4 0.953834 1.029043 0.945751 0.818435 0.89708 0.881367 1.010283 1.085114 -0.26893 -0.51114 -0.14203 0.982983 0.600262 0.755602 -0.65348 0.2638
39228 98193 BE852945 DNA segment, Chr 1, University of California at Los Angeles 4D1Ucla4 1.000415 1.122106 0.940624 0.692171 0.866894 1.064433 0.908394 0.986475 -0.6752 0.1391 -0.39513 0.996176 0.397221 -0.37801 -0.05148 -0.65854
39229 26939 AK002918 sex-lethal interactor homolog (Drosophila)Sin 0.928085 1.051107 1.004754 0.68006 0.924073 1.011635 0.990605 0.934924 -0.12202 -0.40357 -0.67213 0.999772 -0.07168 -0.65854 -0.6649 -0.21119
39230 67905 AW610647 RIKEN cDNA 2810423O19 gene2810423O19Rik0.942308 0.909621 0.971815 0.752774 0.763244 0.837233 0.867548 0.889299 0.049493 0.58701 -0.54413 0.999954 0.999627 0.983871 0.922374 0.802064
39231 66610 AW124159 RIKEN cDNA 2210414K06 gene2210414K06Rik0.927895 0.891417 0.986026 0.932605 0.806952 0.846352 1.20732 1.107803 0.327668 0.798153 -0.62268 0.245089 0.997962 0.976639 0.991901 0.690376
39232 15929 NM_008323isocitrate dehydrogenase 3 (NAD+), gammaIdh3g 0.866812 1.007035 1.120497 1.039593 0.770092 1.315997 0.706464 -0.67213 0.019278 -0.41191 0.891464 0.679298 NA
39233 BG261609 expressed sequence AI450991AI450991 0.994729 0.871516 0.963137 1.00902 0.801042 0.952742 0.854956 0.912155 -0.66668 0.918751 -0.31557 -0.65348 0.998829 -0.12202 0.965704 0.58701
39234 171486 AK009181 MIC2 (monoclonal Imperial Cancer Research Fund 2)-like 1Mic2l1 1.081004 1.078879 0.909773 0.96976 1.051936 0.787776 1.161812 1.117345 -0.10193 -0.23062 -0.21119 -0.64776 -0.42016 0.129246 0.354204 0.049493
39235 71340 BC002158 RIKEN cDNA 5430416A05 gene5430416A05Rik0.873785 0.847164 0.909961 0.829991 0.737103 0.717621 0.992925 1.884897 0.405635 0.644342 -0.00092 0.760146 0.987706 0.994571 -0.66974 1
39236 20513 NM_009200solute carrier family 1, member 6Slc1a6 0.826695 1.151054 1.291636 0.773106 0.881384 1.074765 1.287097 0.380201 -0.39513 0.362931 -0.08178 -0.57386 -0.55643 0.493796 NA
39237 22771 NM_009573zinc finger protein of the cerebellum 1Zic1 1.01666 0.981304 0.871389 1.099032 1.018801 1.040422 0.84784 0.92702 -0.65348 -0.62268 0.625888 0.235662 -0.61411 -0.45995 0.834605 -0.01103
39238 68475 NM_023464RIKEN cDNA 1110003H09 gene1110003H09Rik 0.91378 0.807847 0.966561 0.595809 1.098722 1.429905 0.678458 0.850887 -0.2971 0.430489 -0.58479 0.760146 -0.47514 0.380201 0.995023 0.362931
39239 67068 BE457045 dynein, cytoplasmic, light chain 2ADncl2a 0.98045 0.819452 0.954796 1.067322 0.914515 0.985006 1.039225 0.913466 -0.60493 0.967389 -0.33378 -0.00092 0.282313 -0.63438 -0.54413 0.291492
39240 66055 BE225732 RIKEN cDNA 0610009D07 gene0610009D07Rik1.054471 1.075106 1.080286 1.181521 1.076618 1.032432 1.355215 1.01104 -0.31557 -0.22093 -0.21119 0.794181 -0.17186 -0.56238 0.996893 -0.64465
39241 66097 BE225636 1.02545 0.94021 0.773064 0.899421 0.705163 1.279093 0.731512 0.693934 -0.6507 -0.52472 0.638264 -0.22093 0.820722 0.600262 0.813436 0.909049
39242 0.891698 0.790925 0.861661 0.735929 0.861822 1.020908 0.990236 1.082215 0.777672 0.999117 0.939896 0.999988 0.938461 -0.56238 -0.6507 0.371596
39243 13829 AI325486 erythrocyte protein band 4.9 Epb4.9 1.009951 0.907412 1.019935 1.097082 1.060652 1.071156 0.98521 0.986657 -0.64776 0.638264 -0.56819 0.58701 0.059536 0.226189 -0.61411 -0.62673
39244 19881 BE950239 rod outer segment membrane protein 1Rom1 0.957707 1.07937 1.028322 1.019524 0.913391 0.897872 0.949092 1.083942 -0.21119 0.388742 -0.45995 -0.56819 0.58701 0.764625 -0.04137 0.454743
39245 68193 AW542962 ribosomal protein L24 Rpl24 0.983175 1.047135 1.015475 0.95311 0.8699 0.997699 1.077076 0.888158 -0.64465 -0.51114 -0.64776 -0.48988 0.354204 -0.67213 -0.24988 -0.05148
39246 67389 NM_026125RIKEN cDNA 1110035L05 gene1110035L05Rik 1.04127 0.960731 1.237935 1.181253 0.888054 0.898271 0.938434 0.991749 -0.14203 -0.152 0.999779 0.994877 0.925856 0.871082 0.336572 -0.64776
39247 68073 AI415222 RIKEN cDNA A930016P21 geneA930016P21Rik1.020452 0.815782 0.823935 0.937842 0.862195 0.96964 0.723365 0.981135 -0.63438 0.831219 0.794181 -0.42832 0.069561 -0.64465 0.961142 -0.64139
39248 12978 AI323359 colony stimulating factor 1 receptorCsf1r 0.983705 0.90854 1.000428 1.028708 0.933781 1.103963 0.917219 1.008533 -0.58479 0.573466 -0.67511 -0.54413 0.345418 0.606778 0.438641 -0.60493
39249 13204 AW822892 DEAH (Asp-Glu-Ala-His) box polypeptide 15Dhx15 0.999559 0.913051 0.978425 0.822366 0.871818 0.69529 0.801738 0.936226 -0.67511 -0.42832 -0.42016 -0.05148 0.216672 0.158711 0.695809 -0.40357
39250 56699 AI844806 CDC42 effector protein (Rho GTPase binding) 4Cdc42ep4 1.032334 0.833774 0.935727 1.23562 0.900713 1.139382 1.176419 1.334431 -0.53779 0.781893 -0.25943 0.918751 0.273082 0.029362 0.721922 0.987014
39251 13445 BE631778 CDK2 (cyclin-dependent kinase 2)-associated protein 1Cdkap1 1.048914 1.00224 1.151764 1.027153 1.029898 0.977367 1.138046 1.10269 -0.01103 -0.67307 0.973408 -0.42832 -0.37801 -0.48988 0.950357 0.786052
39252 57295 AA795882 isoprenylcysteine carboxyl methyltransferaseIcmt 1.037986 0.817933 0.851113 0.908757 0.8612 0.992857 0.864844 1.199891 -0.4676 0.914983 0.438641 -0.16194 0.690376 -0.67486 0.662144 0.859748
39253 27680 BE854131 0.95601 0.983583 0.964397 0.959207 1.049969 0.94346 1.063077 1.055843 -0.01103 -0.56238 -0.20141 -0.08178 0.079567 0.282313 0.345418 0.197509
39254 12070 BE457435 nerve growth factor receptor (TNFRSF16) associated protein 1Ngfrap1 0.941341 1.038996 0.863917 1.025339 0.905752 0.95586 1.00502 0.929044 0.069561 -0.31557 0.936996 -0.51114 0.650349 -0.20141 -0.66829 0.300618
39255 67811 BE653709 RIKEN cDNA 1300003F06 gene1300003F06Rik1.064638 0.92069 1.010188 1.178352 1.021798 1.037842 1.008907 1.161912 0.109452 0.438641 -0.64776 0.971281 -0.55035 -0.33378 -0.65348 0.94664
39256 68614 BE943707 RIKEN cDNA 1110019O13 gene1110019O13Rik0.959464 1.001251 0.84135 0.938555 0.892092 1.051398 1.075753 1.071912 0.019278 -0.67443 0.999415 0.508927 0.962096 0.226189 0.667934 0.613221
39257 0.910971 0.854009 1.018617 1.004166 0.968122 0.983378 1.08071 0.876001 0.726937 0.987014 -0.55643 -0.66829 -0.33378 -0.5794 0.531089 0.950357
39258 1.011531 0.980292 0.945207 0.957326 0.79692 0.911098 1.04807 0.9633 -0.64139 -0.57386 -0.02114 -0.24027 0.998545 0.559631 -0.1916 -0.34278
39259 1.103159 1.00356 0.901801 0.977843 0.980319 1.006638 1.165672 0.963765 0.029362 -0.67383 -0.06158 -0.62673 -0.61847 -0.66294 0.516386 -0.55035
39260 AK018105 0.882103 0.988533 0.959092 0.848824 0.950684 0.753315 1.039599 1.223992 0.531089 -0.67102 -0.45219 0.773387 -0.45219 0.972006 -0.45219 0.929201
39261 68879 AW047254 RIKEN cDNA 2610031L17 gene2610031L17Rik 1.032409 0.854004 1.135626 1.053743 1.073308 1.071754 1.170973 1.10833 -0.3517 0.986286 0.932415 0.059536 0.397221 0.380201 0.986286 0.701171
39262 235606 AW550434 acylpeptide hydrolase Apeh 0.98286 0.937663 0.924602 0.930008 0.928248 0.949499 1.124762 0.956478 -0.60493 0.049493 0.282313 0.197509 0.216672 -0.152 0.736762 -0.26893
39263 0.915339 0.938417 1.06974 1.005168 1.051575 0.937461 1.041948 0.930613 0.706464 0.327668 0.397221 -0.6649 0.059536 0.345418 -0.14203 0.470572
39264 67393 AI121100 RIKEN cDNA 4930415K17 gene4930415K17Rik1.024753 0.97115 0.978779 0.856442 0.935927 0.921809 0.958038 0.931254 -0.48988 -0.42016 -0.53132 0.976639 0.273082 0.523773 -0.17186 0.362931
39265 19108 BE287038 putative serine/threonine kinasePrkx 0.937649 0.988348 0.872098 0.873149 0.857001 0.895486 0.991764 0.97376 -0.1916 -0.66083 0.446726 0.644342 0.755602 0.158711 -0.67307 -0.5794
39266 246707 AA032673 elastin microfibril interface located protein 2Emilin2 1.017327 0.977722 1.142306 1.091376 1.158694 1.123869 0.963764 1.115118 -0.5794 -0.51799 0.936996 0.613221 0.968204 0.871082 -0.27838 0.820722
39267 67893 AK007864 RIKEN cDNA 1810054O13 gene1810054O13Rik
39268 68626 BG084206 elaC homolog 2 (E. coli) Elac2 1.028124 1.097387 0.993686 1.118991 1.143577 1.059965 1.008508 0.917042 -0.51114 0.559631 -0.58479 0.508927 0.656282 -0.59515 -0.56819 -0.56238
39269 AF283992
39270 1.00868 1.215218 0.947418 0.998414 0.652829 0.930683 1.538406 -0.24027 0.109452 0.58701 0.430489 -0.64776 0.362931 -0.64139 NA
39271 69029 BF607901 RIKEN cDNA 1500032L24 gene1500032L24Rik 0.976861 0.987451 1.233491 0.687479 -0.14203 -0.24988 0.997834 0.98004 NA NA NA
39272 52808 AW046203 DNA segment, Chr X, Brigham & Women's Genetics 1396 expressedDXBwg1396e 0.872238 1.304131 0.612685 1.222008 1.169383 1.152069 1.290499 0.371596 0.679298 0.990937 0.388742 0.069561 0.049493 -0.24027 NA
39273 56463 BF152432 expressed sequence AL033314AL033314 1.202343 0.875788 1.247321 0.982789
39274 380625 BG093737 hypothetical gene supported by NM_153775na 0.957031 0.934499 1.052504 1.078047 0.915724 0.731854 0.993794 0.978795 -0.45995 -0.55643 -0.24027 -0.24988 -0.12202 0.216672 -0.67102 -0.67307
39275
39276 66194 AK002912 RIKEN cDNA 1110058B13 gene1110058B13Rik0.966861 0.838027 0.982048 0.86417 1.071605 1.108962 1.069833 0.889934 -0.51114 0.856789 -0.62673 0.741572 -0.08178 0.354204 -0.11198 0.454743
39277 11636 AW048345 adenylate kinase 1 Ak1 0.803867 1.856514 1.220358 0.985115 1.299241 1.617966 1.351055 -0.56819 0.798153 -0.67213 -0.42016 -0.13203 0.545505 0.397221 NA
39278 14263 NM_010232flavin containing monooxygenase 5Fmo5 1.018288 1.107069 1.196915 1.20038 1.197866 1.090557 1.136614 1.131077 -0.56819 0.786052 0.99544 0.996176 0.995699 0.625888 0.930824 0.913043
39279 74256 AK008239 cylindromatosis (turban tumor syndrome)Cyld 1.044883 0.96851 0.665076 0.860883 0.507802 0.544049 0.512746 0.561653 -0.48257 -0.56819 0.999756 0.580275 1 1 1 1
39280 71990 BF299845 DEAD (Asp-Glu-Ala-Asp) box polypeptide 54Ddx54 0.913272 1.05031 1.095111 0.969071 0.905491 0.862863 0.920176 1.090049 -0.47514 -0.65348 -0.47514 -0.66294 -0.3517 -0.37801 -0.42832 -0.41191
39281 16417 BF579236 integrin beta 4 Itgb4 1.107753 0.925639 1.05931 0.861021 1.006461 1.086836 0.867716 0.97539 0.254468 -0.42016 -0.2971 0.695809 -0.66974 0.079567 0.644342 -0.53779
39282 231821 BE945365 RIKEN cDNA 4930431P11 gene4930431P11Rik0.850984 1.034682 0.908774 0.907277 1.256808 0.8557 0.887554 0.867479 0.508927 -0.6649 -0.30637 -0.24988 0.764625 0.187867 -0.08178 -0.12202
39283 19210 AW741645 phosphatidylserine synthase 1Ptdss1 0.903774 1.048674 1.209842 1.040772 0.90133 0.928133 1.008141 0.968182 0.613221 -0.20141 0.987014 -0.32471 0.644342 0.254468 -0.65854 -0.43637
39284 19336 BE136443 RAB24, member RAS oncogene familyRab24
39285 225362 BE985517 cDNA sequence BC020184BC020184 1.128708 0.955544 1.014606 0.926525 0.978314 0.897825 0.929993 0.958525 0.889075 -0.12202 -0.62268 0.380201 -0.54413 0.679298 0.318707 -0.32471
39286 27965 AK011985 DNA segment, Chr 9, Wayne State University 18, expressedD9Wsu18e 0.622629 0.905354 0.918642 -0.43637 0.538333 0.454743 NA NA NA NA
39287 11957 BE652249 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit FAtp5j 1.006562 0.99135 1.247605 1.199545 1.143159 0.935766 1.022382 1.157665 -0.64465 -0.65348 0.998545 0.988363 0.89837 0.187867 -0.54413 0.868323
39288 21822 U15636 T-cell specific GTPase Tgtp 0.75633 1.294162 1.043899 1.057849 1.088008 1.51905 0.864883 0.790147 0.716839 -0.55643 -0.58479 -0.31557 0.954955 -0.10193 NA
39289 108155 BE573773 O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-acetylglucosamine:polypeptide-N-acetylglucosaminyl transferase)Ogt 1.007509 1.0682 0.797658 0.890465 0.954875 0.906435 1.015605 0.952813 -0.65854 0.254468 0.999517 0.841212 -0.12202 0.706464 -0.60011 -0.08178
39290 70616 AK017736 splicing factor 4 Sf4 0.913578 0.995556 1.027026 0.898919 0.935139 0.847898 1.050291 1.078111 0.371596 -0.67102 -0.53779 0.566585 0.029362 0.927546 -0.24988 0.158711
39291 217154 AI414310 expressed sequence AW240854AW240854 1.062848 0.929025 0.974968 0.786992 0.99176 1.0636 0.824145 0.939238 -0.50417 -0.24988 -0.64465 0.638264 -0.60011 -0.04137 0.029362 -0.50417
39292 15077 M32461 histone 2, H3c1 Hist2h3c1 0.947519 1.043076 1.014771 1.1873 0.960073 0.908103 1.049998 1.105174 -0.33378 -0.45995 -0.67486 0.817108 -0.47514 0.178185 -0.25943 0.226189
39293 56222 AW823884 Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 4Cited4 0.99267 1.1085 1.440271 1.399951 1.492456 0.89571 1.240031 1.327329 -0.66294 0.545505 0.999989 0.999979 0.999998 0.446726 0.991187 0.999377
39294 213990 AA409725 centaurin, gamma 3 Centg3 1.03931 0.931934 1.051234 0.8224 0.778723 1.121871 1.020431 1.066689 -0.48988 -0.50417 -0.50417 0.282313 0.42227 0.069561 -0.64465 -0.39513
39295 0.989143 1.15891 1.153105 1.159764 1.012183 1.113482 1.210913 1.159313 -0.64776 0.893809 0.873793 0.896111 -0.64139 0.625888 0.981069 0.896111
39296
39297 AK014353 0.937568 0.906728 0.876607 0.973229 0.987933 0.993325 1.090848 1.224454 0.079567 0.573466 0.850717 -0.50417 -0.63796 -0.6649 0.430489 0.992346
39298 234729 BG143543 DNA segment, Chr 8, Wayne State University 151, expressedD8Wsu151e 0.956846 0.906735 0.989062 0.968142 0.868206 0.987691 1.046369 0.864861 -0.28777 0.638264 -0.63438 -0.45219 0.42227 -0.65609 -0.26893 0.817108
39299 108075 BF583604 latent transforming growth factor beta binding protein 4Ltbp4 0.99087 0.968523 1.006882 0.875353 0.890429 0.919532 0.913021 0.924186 -0.66083 -0.50417 -0.66668 0.731883 0.58701 0.197509 0.300618 0.129246
39300 19035 M60456 peptidylprolyl isomerase B Ppib 0.88135 1.078339 1.163503 1.39873 1.192655 0.851353 1.110949 1.03624 -0.13203 -0.44433 0.226189 0.945347 0.300618 -0.25943 -0.45995 -0.65348
39301 227659 AI837819 solute carrier family 2 (facilitated glucose transporter), member 6Slc2a6 0.98416 1.026228 1.048403 1.21096 1.074175 0.931159 1.151387 1.1121 -0.61411 -0.51799 -0.20141 0.988039 0.207111 0.207111 0.89837 0.566585
39302 76808 BE309259 RIKEN cDNA 2510019J09 gene2510019J09Rik 1.030278 1.078828 1.145042 1.056286 0.947568 1.038079 1.077861 1.026982 -0.37801 0.516386 0.961142 0.129246 0.109452 -0.23062 0.501397 -0.42832
39303 101739 AW912617 PC4 and SFRS1 interacting protein 2Psip2 1.106399 0.925026 0.877228 1.040981 1.268191 1.251473 0.903331 0.998253 0.029362 -0.33378 -0.61847 -0.4676 0.580275 0.523773 -0.53779 -0.65348
39304 94281 BE979392 sideroflexin 4 Sfxn4 0.981061 0.931041 1.067029 0.773131 0.815011 0.746852 1.231732 0.841948 -0.61847 -0.28777 -0.43637 0.933973 0.632112 0.925856 0.853779 0.817108
39305 94232 BE448609 expressed sequence AI663987AI663987 0.965275 0.999524 0.943958 0.976176 0.881156 0.963024 0.994264 1.049906 -0.49709 -0.67486 -0.16194 -0.57386 0.413985 -0.57386 -0.67102 -0.41191
39306 11801 AF018268 CD5 antigen-like Cd5l 0.972814 0.945057 0.947702 1.016931 0.942515 0.954242 1.037921 0.890154 -0.31557 0.388742 0.327668 -0.53132 0.446726 0.168466 -0.07168 0.970538
39307 55963 NM_018861solute carrier family 1 (glutamate/neutral amino acid transporter), member 4Slc1a4 0.994098 0.860692 1.02658 1.04231 0.951439 0.859334 0.965829 0.952315 -0.66668 0.939896 -0.50417 -0.32471 -0.14203 0.942679 -0.38661 -0.152
39308 56405 BC002130 dual specificity phosphatase 14Dusp14 0.990468 1.028055 0.99051 0.952265 1.060215 0.913987 0.977778 0.979043 -0.64139 -0.40357 -0.64139 0.029362 0.226189 0.721922 -0.48988 -0.51114
39309 226105 AI255958 cytochrome P450, family 2, subfamily c, polypeptide 70Cyp2c70 1.032002 0.975042 0.951511 0.988074 0.737786 0.859294 0.950021 1.214386 -0.53779 -0.58479 -0.3517 -0.65348 0.998453 0.755602 -0.33378 0.924132
39310 14000 BG072418 ethanol induced 2 Etohi2 0.920327 0.960834 1.075567 1.068043 1.047547 0.831707 1.014472 0.947507 0.538333 -0.23062 0.388742 0.2638 -0.11198 0.981069 -0.60959 0.039434
39311 14455 NM_013525growth arrest specific 5 Gas5 0.9673 0.994655 0.916511 0.910671 0.84241 0.955728 0.853089 0.950499 -0.59004 -0.66668 -0.09186 -0.05148 0.690376 -0.56238 0.545505 -0.39513
39312 0.947497 0.905035 0.777534 0.737767 0.699646 0.785693 0.858675 0.860825 -0.18174 0.486125 0.997962 0.999846 0.99999 0.979507 0.884164 0.873793
39313 66241 NM_025439transmembrane protein 9 Tmem9 1.054835 0.940512 0.964743 0.869182 0.864562 0.79145 0.836736 0.796566 -0.31557 -0.21119 -0.49709 0.673651 0.711686 0.977827 0.876456 0.972716
39314 68658 BE952355 RIKEN cDNA 1110034C16 gene1110034C16Rik 0.95767 0.854754 0.893101 0.997006 0.976594 0.992951 1.036333 1.025994 0.158711 0.999356 0.97896 -0.66974 -0.36055 -0.64465 -0.04137 -0.30637
39315 56424 AW488565 STIP1 homology and U-Box containing protein 1Stub1 0.886333 0.913816 0.958735 1.039686 0.983732 0.96674 1.058555 0.972099 0.716839 0.336572 -0.42016 -0.45219 -0.61847 -0.45219 -0.21119 -0.50417
39316 14567 AI115220 guanosine diphosphate (GDP) dissociation inhibitor 1Gdi1 0.904829 1.047561 0.889815 0.889254 0.991586 0.970254 1.046801 0.99419 -0.42832 -0.60011 0.069561 -0.65854 -0.40357 -0.45219 -0.36932 -0.07168
39317 16210 NM_008378imprinted and ancient Impact 0.979289 0.857846 1.013297 1.105741 0.832543 0.884265 0.845519 0.929684 -0.56238 0.947906 -0.63063 0.644342 0.986655 0.831219 0.972716 0.273082
39318 107392 AW045909 breast cancer metastasis-suppressor 1Brms1 0.996124 0.950604 1.172232 1.124255 1.027636 0.791573 0.909454 1.019621 -0.67383 -0.53132 0.245089 -0.2971 -0.62673 0.58701 -0.32471 -0.66083
39319 69156 AK007659 RIKEN cDNA 1810030M08 gene1810030M08Rik 0.98725 1.04151 1.0437 0.888095 0.866612 0.93474 1.051099 1.256001 -0.66668 -0.59004 -0.58479 -0.24988 -0.24027 -0.63438 -0.48257 0.462692
39320 107976 AA013789 brain and reproductive organ-expressed proteinBre 1.001086 1.083595 0.938862 0.960146 0.788414 0.96459 0.796826 0.965084 -0.67486 0.282313 -0.06158 -0.32471 0.985124 -0.45995 0.99408 -0.45995
39321 15950 NM_008328interferon activated gene 203Ifi203 0.982474 0.941029 0.916964 1.0925 0.91009 1.013359 0.99561 1.060856 -0.61411 -0.23062 0.291492 0.30969 0.388742 -0.5794 -0.67102 -0.12202
39322 16911 AW213664 LIM domain only 4 Lmo4 0.997396 0.961614 0.913103 0.925307 0.850373 1.014071 1.116947 1.069915 -0.66974 0.158711 0.950357 0.876456 0.99991 -0.53132 0.989288 0.773387
39323 71132 BF319512 calcium-binding tyrosine-(Y)-phosphorylation regulated (fibrousheathin 2)Cabyr 1.098488 0.820178 0.970076 0.732012 0.808661 0.877328 0.896926 1.002164 0.009184 0.820722 -0.60493 0.701171 0.580275 0.216672 0.009184 -0.60011
39324 11937 AI322557 ATPase, Ca++ transporting, cardiac muscle, fast twitch 1Atp2a1 0.929109 0.934237 0.87948 0.924202 0.753056 1.041283 1.040666 1.046401 -0.04137 -0.17186 0.493796 -0.11198 0.99408 -0.50417 -0.45995 -0.4676
39325 68420 AK003154 RIKEN cDNA 1100001D10 gene1100001D10Rik0.983211 0.994509 0.969867 0.962549 0.986776 1.143477 1.151289 1.032819 -0.57386 -0.6649 -0.36055 -0.22093 -0.60959 0.958151 0.970538 -0.33378
39326 68058 NM_026539chromodomain helicase DNA binding protein 1-likeChd1l 0.997206 0.800011 0.841429 1.783246 0.863279 0.978993 0.931763 -0.66974 0.168466 -0.28777 0.716839 -0.36932 -0.66829 -0.60011 NA
39327 106652 AI835008 expressed sequence AI835008AI835008 0.828515 0.874068 0.816363 0.979491 0.822327 0.934343 1.147376 1.619478 0.559631 0.099514 0.336572 -0.6507 0.644342 -0.49709 0.059536 0.999356
39328 30052 AI854329 proprotein convertase subtilisin/kexin type 1 inhibitorPcsk1n 0.884126 1.403163 0.976561 0.797777 0.811503 1.049179 0.593225 -0.33378 0.600262 -0.67511 0.069561 -0.01103 -0.56819 0.820722 NA
39329 53424 BF714942 translin-associated factor XTsnax
39330 76820 AW046397 DNA segment, Chr 12, ERATO Doi 553, expressedD12Ertd553e 0.878125 0.962792 0.931263 0.85083 0.847209 0.827117 0.966612 1.083949 0.501397 -0.62673 -0.11198 0.573466 0.354204 0.706464 -0.43637 -0.16194
39331 20872 AI303271 serine/threonine kinase 16 Stk16 1.006503 1.08038 1.287294 1.194403 1.095886 0.848099 1.040671 0.858143 -0.66829 0.029362 0.972006 0.896111 0.226189 0.226189 -0.44433 0.656282
39332 101314 AI848305 RIKEN cDNA 6720456B07 gene6720456B07Rik0.765312 0.707972 0.632731 1.014342 0.487225 0.815949 0.981469 0.781357 0.914983 0.972716 0.999356 -0.65348 0.999999 0.405635 -0.6507 0.711686
39333 50884 BE632160 NCK-associated protein 1 Nckap1 1.075795 1.065654 0.87896 1.105282 1.118002 2.161327 -0.55035 -0.66974 -0.67443 -0.66668 -0.18174 0.859748 NA
39334 BG074691 0.958942 1.129651 1.181195 1.197962 1.06181 1.023171 0.945533 0.951413 -0.16194 0.913043 0.991187 0.996176 0.207111 -0.49709 0.079567 -0.00092
39335 22294 BG086516 ubiquitously expressed transcriptUxt 0.904364 0.939692 1.047595 1.230647 1.190155 1.112846 1.069722 1.271499 0.929201 0.523773 0.178185 0.999981 0.999651 0.951544 0.613221 0.999999
39336 98013 AI504367 expressed sequence C78549C78549
39337 AK008714
39338 79566 NM_024480cDNA sequence BC003251BC003251
39339 20510 AI930034 solute carrier family 1, member 1Slc1a1 0.937645 1.439966 0.97025 0.757945 0.977136 1.206661 1.167365 -0.16194 0.794181 -0.39513 0.388742 -0.51114 -0.50417 0.2638 NA
39340 101513 AW701411 expressed sequence AI256456AI256456 0.929684 0.974749 1.057658 1.036601 0.915168 0.631179 0.954127 1.627399 -0.25943 -0.63063 -0.67511 -0.59004 -0.11198 0.619591 -0.38661 0.999813
39341 18611 NM_008556phosphoprotein enriched in astrocytes 15Pea15 0.898479 0.865168 0.832982 0.577655 0.737439 0.684668 0.840639 0.652577 0.42227 0.755602 0.916885 1 0.998354 0.99997 0.865514 0.999997
39342 216867 AB041591 solute carrier family 16 (monocarboxylic acid transporters), member 11Slc16a11 1.003874 1.439702 0.873445 0.875034 -0.61411 -0.04137 -0.67511 -0.51114 NA NA NA



39343 67713 BF320820 RIKEN cDNA 1810055D05 gene1810055D05Rik0.919964 0.861911 0.860337 0.92302 0.922414 0.982207 0.73287 0.887817 -0.27838 -0.17186 -0.24988 -0.65348 -0.40357 -0.67213 0.781893 -0.2971
39344 116940 BG083357 nuclear receptor coactivator 6 interacting proteinNcoa6ip 0.893863 1.286363 0.829968 1.031751 1.087715 0.346014
39345 208449 AA789810 RIKEN cDNA 9530058O11 gene9530058O11Rik0.952935 0.986652 1.167691 1.148257 1.038374 0.972278 1.097212 1.056561 -0.152 -0.62673 0.956044 0.911065 -0.33378 -0.47514 0.573466 -0.03125
39346 12631 NM_007687cofilin 1, non-muscle Cfl1 1.033554 1.294133 1.218918 1.28148 1.237278 1.437623 1.428169 1.627324 -0.63438 0.925856 0.837936 0.9355 0.644342 0.997899 0.998303 0.999927
39347 28014 AK020739 DNA segment, Chr 9, Wayne State University 149D9Wsu149
39348 68512 BF318163 RIKEN cDNA 1110019J04 gene1110019J04Rik
39349 234854 AI648233 cyclin-dependent kinase (CDC2-like) 10Cdk10 0.783036 0.98602 1.214802 0.8556 1.688905 0.653039 0.80134 1.435652 0.99068 -0.48257 0.245089 0.58701 0.999944 0.998829 0.850717 0.764625
39350 69660 AI843845 RIKEN cDNA 2310061B02 gene2310061B02Rik1.098135 1.074124 1.038733 0.938353 0.944924 0.987533 0.96479 0.75032 0.58701 0.336572 -0.32471 0.129246 -0.00092 -0.63438 -0.36055 0.999966
39351 66411 BE623056 cytoskeleton-associated protein 1Ckap1
39352 14799 AI842232 glutamate receptor, ionotropic, AMPA1 (alpha 1)Gria1 1.016068 0.862087 1.218197 1.050894 1.137796 1.062476 0.861788 1.230235 -0.66294 0.606778 0.876456 -0.56819 -0.48988 -0.59515 0.580275 0.805914
39353 13996 BF661348 ethanol decreased 2 Etohd2 0.972387 1.178342 0.878808 0.861897 0.794823 0.875427 0.780862 0.772761 -0.53132 0.913043 0.741572 0.856789 0.993169 0.769038 0.996893 0.998023
39354 80286 NM_030254cDNA sequence BC003311BC003311 1.031082 1.061801 0.999212 1.076646 1.081891 0.988399 1.087599 1.135559 -0.34278 0.282313 -0.67486 0.531089 0.606778 -0.62268 0.673651 0.954955
39355 0.658118 0.949439 1.410654 1.492702 1.706955 -0.3517 -0.54413 0.354204 0.684872 0.706464 NA NA
39356 68865 AA276602 RIKEN cDNA 1110067L22 gene1110067L22Rik 4.236157 0.073495 0.124241 0.097214
39357 BG064669 1.026537 0.989919 1.011116 1.074688 0.96961 1.047659 0.934532 1.064189 -0.60011 -0.64776 -0.64465 0.245089 -0.64139 -0.47514 -0.03125 -0.12202
39358 20168 BE457386 reticulon 3 Rtn3 0.851547 0.75235 0.618451 0.691573 1.007914 1.437095 0.761359 -0.5794 0.786052 0.566585 0.1391 -0.25943 0.944027 -0.27838 NA
39359 23983 BE687859 poly(rC) binding protein 1 Pcbp1 0.978407 1.131018 1.02229 1.008579 0.992117 0.999983 0.971595 1.021352 -0.5794 0.726937 -0.5794 -0.66083 -0.66294 -0.6752 -0.51114 -0.58479
39360 21991 BG075608 triosephosphate isomerase Tpi 0.989294 0.964529 0.900734 0.888966 0.891241 0.755017 0.929976 1.029176 -0.66294 -0.54413 0.158711 0.291492 0.2638 0.982522 -0.20141 -0.59004
39361 217715 BE943992 expressed sequence C85417C85417 0.778681 0.484827 0.691118 0.991966 0.607119
39362 53333 AW539759 translocase of outer mitochondrial membrane 40 homolog (yeast)Tomm40
39363 113868 BF099603 acetyl-Coenzyme A acyltransferase 1Acaa1 1.090763 0.727934 1.562271 0.497953 0.647436 0.826619 0.981922 1.6233 0.938461 0.984299 0.999548 1 0.999415 0.939896 -0.61847 0.701171
39364 19355 NM_011232RAD1 homolog (S. pombe) Rad1 0.88315 0.801375 0.972354 0.850287 0.885689 1.001591 1.013763 1.16901 0.786052 0.995944 -0.50417 0.873793 0.619591 -0.64139 -0.63063 0.929201
39365 16329 NM_008384inositol polyphosphate-1-phosphataseInpp1 0.970401 0.731917 0.826876 0.873891 0.724078 0.600107 1.218477 0.900734 -0.67102 0.508927 0.291492 -0.55643 0.039434 0.566585 0.254468 -0.59515
39366 68708 BG086064 RIKEN cDNA 1110031N17 gene1110031N17Rik0.963751 1.257007 1.192995 1.068787 1.14441 1.457593 1.234185 1.373779 -0.59515 0.701171 0.069561 -0.54413 0.119363 0.971281 0.282313 0.711686
39367 1.000371 1.000528 1.008577 1.138651 1.151172 1.091335 0.977158 1.085341 -0.67511 -0.67511 -0.6507 0.918751 0.950357 0.593672 -0.51114 0.516386
39368 19175 AI195069 proteasome (prosome, macropain) subunit, beta type 6Psmb6 0.971189 0.919147 1.126492 0.980408 1.155139 1.191348 0.853962 1.124892 -0.67443 -0.55035 -0.4676 -0.51114 0.049493 0.446726 -0.02114 0.673651
39369 21912 AI847962 transmembrane 4 superfamily member 2Tm4sf2 1.340997 0.804538 0.90511 0.711686 0.30969 -0.38661 NA NA NA NA
39370 22348 AW743202 vesicular inhibitory amino acid transporterViaat 0.786639 1.40203 1.078979 0.899582 1.305019 1.62629 0.84198 1.265909 0.430489 -0.04137 -0.42016 -0.41191 -0.24988 0.380201 -0.13203 0.009184
39371 AK003735 1.058171 1.014938 0.770931 1.069761 0.756246 1.056771 2.164962 -0.25943 -0.61847 0.430489 -0.3517 0.834605 -0.56238 0.991901 NA
39372 228880 BB284200 RIKEN cDNA 3632413B07 gene3632413B07Rik1.318761 2.080448 1.48646 1.820685 1.199362 1.3829 1.494444 1.367113 0.991669 1 0.999916 1 0.746316 0.998499 0.999934 0.992971
39373 1.091213 0.966161 0.974814 0.749113 0.762449 0.614173 0.698901 0.701505 0.226189 -0.48257 -0.56819 0.998966 0.997767 1 0.999959 0.999951
39374 72741 D86949
39375 29873 AI604859 chondroitin sulfate proteoglycan 5Cspg5 0.947966 0.893883 0.960366 1.062204 1.008386 0.96502 0.992992 1.164525 0.059536 0.853779 -0.20141 0.197509 -0.6507 -0.2971 -0.65854 0.978401
39376 66637 NM_025677RIKEN cDNA 5730449L18 gene5730449L18Rik 0.939365 1.1116 1.248167 1.142875 1.068989 0.991407 1.100504 1.112005 0.478383 0.932415 0.999988 0.988039 0.552604 -0.63796 0.881641 0.933973
39377 71750 AK004884 RIKEN cDNA 1300003K24 gene1300003K24Rik0.904637 1.208981 1.205035 1.299993 1.150399 0.723558 1.074067 1.033694 0.039434 0.573466 0.760146 0.95917 0.318707 0.958151 -0.34278 -0.6649
39378 214359 BE133107 cDNA sequence BC003277BC003277 1.126793 0.886155 0.922668 0.96139 0.77563 1.158692 0.900024 1.05605 0.273082 0.235662 0.029362 -0.34278 0.501397 -0.30637 -0.22093 -0.67383
39379 171286 AI551406 solute carrier family 12 (potassium/chloride transporters), member 8Slc12a8 0.974043 1.420435 1.687822 0.849549 1.295054
39380 104086 NM_024264cytochrome P450, family 27, subfamily a, polypeptide 1Cyp27a1 1.015107 1.022925 0.954039 1.119374 1.102862 1.084436 1.001922 1.020182 -0.59004 -0.48988 -0.01103 0.896111 0.798153 0.613221 -0.67383 -0.53132
39381 14618 AI042731 gap junction membrane channel protein beta 1Gjb1 0.986002 0.898051 0.920429 0.937527 0.859159 0.803496 1.069693 0.950464 -0.65348 0.30969 -0.25943 -0.152 0.644342 0.701171 -0.12202 -0.40357
39382 73847 BE994215 RIKEN cDNA 5430432M24 gene5430432M24Rik0.877966 1.076165 1.231871 1.011248 0.919678 1.279744 0.919724 1.111095 0.168466 -0.26893 0.566585 -0.60493 -0.65854 -0.45219 -0.44433 -0.55035
39383 234371 BE627976 cDNA sequence BC021367BC021367
39384 0.972914 0.974976 0.971911 1.101518 1.14288 1.028537 1.013672 1.14368 -0.38661 -0.42832 -0.36932 0.824278 0.973408 -0.37801 -0.60011 0.974085
39385 103836 AI839920 expressed sequence AI839920AI839920
39386 71529 AI606627 RIKEN cDNA 9030409G11 gene9030409G11Rik1.056668 1.17383 1.206473 1.127534 1.093773 0.999932 1.145386 1.484718 -0.42016 0.273082 0.508927 0.079567 -0.17186 -0.65348 0.178185 0.988363
39387 81018 AI849078 zinc finger protein 313 Zfp313 1.081138 1.094733 0.526645 1.089708 0.5665 1.184619 -0.63438 -0.42016 0.97896 -0.67486 0.995166 0.079567 NA
39388 BG077349 0.953991 0.919001 1.093175 1.022862 0.999656 0.898752 0.878009 0.940815 -0.34278 -0.02114 0.148922 -0.5794 -0.6752 -0.03125 0.345418 -0.22093
39389 AW123176 0.88428 1.025983 1.026795 0.774175 0.801704 0.929622 0.658223 1.145317 -0.37801 -0.6649 -0.45219 0.538333 -0.04137 -0.65609 0.684872 -0.07168
39390
39391 102501 AI875170 expressed sequence AI426686AI426686 0.968453 0.870137 1.061371 1.16438 0.933051 0.931348 0.915867 1.03146 -0.55035 0.413985 -0.28777 0.362931 -0.18174 -0.27838 -0.07168 -0.57386
39392 66594 W34466 RIKEN cDNA 0710008D09 gene0710008D09Rik1.019072 1.037602 1.018526 1.112068 1.166298 1.118891 0.962965 0.909831 -0.50417 -0.11198 -0.51114 0.930824 0.996893 0.951544 -0.09186 0.871082
39393 1.289809 0.839447 0.9459 1.375062 0.926509 0.86617 -0.14203 -0.67307 -0.67486 -0.51799 -0.48257 -0.36932 NA
39394 58243 NM_021432RIKEN cDNA 1110020M21 gene1110020M21Rik0.900634 1.062073 1.110905 0.989717 1.358075 0.60342 -0.42832 -0.51114 -0.1916 -0.60011 0.600262 0.841212 NA
39395 18574 NM_008800phosphodiesterase 1B, Ca2+-calmodulin dependentPde1b 0.997754 0.993345 1.009024 1.018669 1.003482 0.795706 1.054341 0.950452 -0.6649 -0.66974 -0.64776 -0.43637 -0.36932 0.099514 -0.33378 -0.5794
39396 12729 AK011789 chloride channel, nucleotide-sensitive, 1AClns1a 0.846232 1.691894 1.315817 1.372638 1.097507 0.907254 1.160297 1.583228 0.922374 1 0.999144 0.999894 0.380201 0.430489 0.856789 1
39397 80752 NM_030565cDNA sequence BC004044BC004044 1.019533 0.962529 1.087582 0.925277 0.986587 1.165403 0.994233 0.825335 -0.64139 -0.50417 -0.00092 -0.17186 -0.65609 0.388742 -0.67102 0.794181
39398 67268 AK002885 RIKEN cDNA 2900073G15 gene2900073G15Rik1.023647 0.963055 0.876772 0.979323 1.032025 0.981608 0.965947 1.173284 -0.51799 -0.60011 0.273082 -0.66829 -0.4676 -0.54413 -0.64465 0.300618
39399 67811 BE653709 RIKEN cDNA 1300003F06 gene1300003F06Rik1.085651 1.117574 0.950812 0.998819 0.957285 1.033217 1.043368 1.114688 -0.11198 0.187867 -0.42832 -0.67383 -0.59515 -0.56819 -0.55035 0.158711
39400 68058 NM_026539chromodomain helicase DNA binding protein 1-likeChd1l 1.220289 1.944087 1.533808 1.471383 1.347155 1.628889 1.582527 1.810179 0.871082 1 0.999786 0.999088 0.94664 0.999979 0.999981 1
39401 AW558468 1.068366 1.044506 0.96082 1.076905 0.888819 0.998534 0.91767 0.973429 0.30969 -0.13203 -0.20141 0.446726 0.889075 -0.67443 0.619591 -0.44433
39402 242466 W53218 zinc finger protein 462 Zfp462 1.193095 0.978503 1.126726 1.232307 0.865979 1.075234 0.878495 0.932367 0.954955 -0.5794 0.613221 0.988039 0.856789 0.119363 0.777672 0.089552
39403 17760 Y16032 microtubule-associated protein 6Mtap6 1.037929 1.647249 1.170323 1.040788 0.898322 0.897903 0.92159 0.852592 -0.40357 1 0.911065 -0.36932 0.593672 0.593672 0.2638 0.918751
39404 56494 AK009583 golgi SNAP receptor complex member 2Gosr2 0.924835 0.967364 0.74543 0.755096 1.070431 0.681844 -0.01103 -0.63438 0.979507 0.853779 -0.48257 0.999059 NA
39405
39406 28059 BG062009 0.732496 1.068427 0.638111 0.847606 0.569126 1.111432 0.890924 0.75326 0.947906 -0.5794 0.995699 -0.24027 0.992971 -0.45995 -0.28777 0.746316
39407 216527 AW496368 cDNA sequence BC029157BC029157 0.877841 1.103119 1.041861 1.038998 0.906097 0.889248 1.03619 1.659934 0.207111 -0.25943 -0.60011 -0.60959 -0.47514 -0.24027 -0.61411 0.999866
39408 211187 BE980599 expressed sequence AI841794AI841794
39409 53375 BE949500 metaxin 2 Mtx2 1.113361 1.269439 1.059374 0.945934 1.020143 1.083806 1.064728 0.767308 0.148922 0.336572 -0.42016 -0.53779 -0.64139 -0.56238 -0.43637 0.667934
39410 12724 BF457451 chloride channel 2 Clcn2 0.955235 1.164983 0.929729 1.02715 0.857352 1.100479 0.986622 1.132585 -0.60493 0.58701 0.009184 -0.42832 -0.67213 0.039434 -0.45219 0.486125
39411 12804 NM_016673ciliary neurotrophic factor receptorCntfr 1.058757 1.039014 1.153307 1.100269 1.162253 1.15549 1.190071 1.122174 -0.44433 -0.55643 -0.14203 0.109452 0.168466 -0.152 0.354204 -0.44433
39412 65102 AW047618 Ngg1 interacting factor 3-like 1 (S. pombe)Nif3l1
39413 AW210390 expressed sequence AV319371AV319371
39414 66374 BE848365 RIKEN cDNA 2310011J03 gene2310011J03Rik 0.95482 1.132817 0.93948 0.975635 0.972379 1.056282 1.002074 0.972494 -0.10193 0.904899 0.207111 -0.48988 -0.43637 0.059536 -0.67383 -0.43637
39415 58807 AW123373 solute carrier organic anion transporter family, member 1c1Slco1c1
39416 93699 BE981528 protocadherin gamma subfamily B, 1Pcdhgb1 0.922709 1.090435 1.320576 1.215475 1.062617 0.88313 1.055179 0.846999 0.089552 0.235662 0.997481 0.944027 -0.09186 -0.20141 -0.18174 0.559631
39417 57740 NM_021302PKE protein kinase Pkek 0.925854 1.061778 0.995157 0.898178 1.04306 0.845472 1.021434 1.129095 0.089552 -0.34278 -0.67383 0.30969 -0.38661 0.613221 -0.60493 0.593672
39418 101161 BG404414
39419 70357 AW494471 Kv channel-interacting protein 1Kcnip1 1.008762 1.21447 1.499612 1.368203 1.48137 0.931369 1.19385 1.064218 -0.67307 0.178185 0.99408 0.673651 0.970538 -0.51799 -0.03125 -0.60959
39420 12936 AI850433 protocadherin alpha 4 Pcdha4
39421 66734 AK003122 RIKEN cDNA 1010001H21 gene1010001H21Rik1.067396 1.213105 1.029239 1.25096 1.020346 1.151671 1.060547 1.115334 -0.24988 0.856789 -0.64139 0.876456 -0.66668 0.388742 -0.25943 0.254468
39422 11790 NM_007463aortic preferentially expressed gene 1Apeg1 1.005125 0.961197 1.009471 1.115423 2.184263 1.082642 0.763471 -0.63796 -0.64776 -0.67383 -0.30637 0.952706 -0.3517 0.187867 NA
39423 56809 BE136229 glucocorticoid modulatory element binding protein 1Gmeb1
39424 57441 NM_020567geminin Gmnn
39425 66246 BC002296 O-sialoglycoprotein endopeptidaseOsgep 0.988713 0.950059 0.976448 0.896861 0.944259 0.91907 0.994222 1.102895 -0.64776 -0.18174 -0.55035 0.644342 -0.08178 0.345418 -0.66829 0.523773
39426 20200 AW123190 S100 calcium binding protein A6 (calcyclin)S100a6 1.030192 1.112537 1.012489 0.993408 1.338599 0.970569 0.962313 1.091187 -0.51799 0.606778 -0.64139 -0.6649 0.999836 -0.51799 -0.42016 0.291492
39427 20446 AK004613 sialyltransferase 7 ((alpha-N-acetylneuraminyl 2,3-beta-galactosyl-1,3)-N-acetyl galactosaminde alpha-2,6-sialyltransferase) BSiat7b 0.926388 0.987455 0.491849
39428 67732 BF714373 RIKEN cDNA 4833421E05 gene4833421E05Rik0.970603 0.868907 0.789275 0.734075 0.775566 0.482663 0.880686 0.956922 -0.57386 0.388742 0.956044 0.964832 0.430489 1 0.446726 -0.51114
39429 66826 BE686338 tafazzin Taz 1.089076 0.992595 1.076817 1.03679 1.061362 1.004687 0.940946 1.114742 0.731883 -0.6507 0.580275 -0.1916 0.318707 -0.6649 0.345418 0.906994
39430 0.957591 0.969071 1.090288 0.994444 0.749598 0.877407 0.993814 1.219013 -0.21119 -0.41191 0.523773 -0.66668 0.999981 0.89837 -0.6649 0.995944
39431 104401 AW123118 pecanex-like 3 (Drosophila) Pcnxl3 1.003645 1.057677 0.940514 1.016981 0.865883 0.887591 0.900203 1.031817 -0.67213 -0.152 -0.06158 -0.6507 0.755602 0.644342 0.538333 -0.45995
39432 11773 AW536082 adaptor protein complex AP-2, mu1Ap2m1 0.95306 0.981231 0.92936 0.842938 1.090142 0.816026 0.917912 1.015223 -0.42016 -0.63063 -0.13203 0.781893 0.019278 0.902763 0.009184 -0.64776
39433 56219 NM_019578exostoses (multiple)-like 1 Extl1 0.972052 0.990167 0.951681 1.014025 1.005386 0.989647 1.081163 1.181302 -0.49709 -0.65348 -0.1916 -0.63063 -0.66829 -0.6507 0.273082 0.945347
39434 12226 BE134457 B-cell translocation gene 1, anti-proliferativeBtg1 1.01932 1.033116 0.893961 0.977582 1.022309 0.78856 0.898469 1.27339 -0.62673 -0.58479 0.397221 -0.60493 -0.59004 0.950357 0.30969 0.942679
39435 AI173251 0.96412 0.913324 0.902772 1.132093 0.670453 1.158188 0.887016 0.922967 -0.51799 0.089552 0.226189 0.235662 0.999851 0.673651 0.197509 -0.04137
39436 66559 AK010067 methionine aminopeptidase-like 1Metapl1 0.970187 0.94081 1.068379 0.913723 0.95701 0.911433 0.8469 1.009872 -0.47514 -0.01103 0.069561 0.438641 -0.28777 0.470572 0.951544 -0.65348
39437 232237 BE692645 FYVE, RhoGEF and PH domain containing 5Fgd5 2.139633 2.117943 1.924945 1.469455 1.390231 1.765491 2.031992 1.150111 1 1 1 0.997481 0.970538 0.999356 1 0.216672
39438 207565 BF459397 calcium/calmodulin-dependent protein kinase kinase 2, betaCamkk2 0.977656 1.006755 1.00628 0.959654 1.085419 0.88666 0.836798 1.024465 -0.61847 -0.65609 -0.65854 -0.38661 0.178185 0.538333 0.92058 -0.56819
39439 15483 AI789787 hydroxysteroid 11-beta dehydrogenase 1Hsd11b1 1.089721 0.879936 0.877709 0.853068 0.727644 0.592685 0.699428 0.862819 0.291492 0.746316 0.760146 0.844434 0.999693 0.999989 0.999989 0.673651
39440 NM_029703 0.971081 1.060405 0.842834 0.930071 0.907869 0.914978 0.938661 0.986379 -0.48988 -0.09186 0.957109 0.168466 0.508927 0.405635 -0.07168 -0.63438
39441 14672 NM_010301guanine nucleotide binding protein, alpha 11Gna11
39442 57267 AW990643 amyloid beta (A4) precursor protein-binding, family A, member 3Apba3 1.047423 0.964128 1.091541 0.909008 0.897348 1.018887 0.990622 0.968178 -0.27838 -0.47514 0.197509 0.079567 0.446726 -0.55643 -0.61847 -0.60959
39443 20586 AW536400 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4Smarca4 0.967427 1.075277 1.002873 0.908666 1.013614 0.840078 0.942048 1.076794 -0.39513 0.291492 -0.67307 0.619591 -0.62673 0.983432 0.069561 0.318707
39444 22671 BE945765 zinc finger protein 179 Zfp179 1.016573 0.974004 0.919428 0.917459 0.955564 0.848606 0.883335 1.182946 -0.60011 -0.48257 0.493796 0.523773 -0.33378 0.97724 0.868323 0.981069
39445 17932 BE950738 myelin transcription factor 1Myt1 0.89878 0.812599 0.790143 0.828003 0.880424 0.867691 0.961247 0.796169 0.178185 0.42227 0.817108 0.178185 -0.23062 -0.42016 -0.60959 0.790147
39446 20295 NM_011332chemokine (C-C motif) ligand 17Ccl17 1.010744 1.083219 0.897019 0.970607 1.021623 0.940465 1.075517 1.062523 -0.63438 0.559631 0.853779 -0.38661 -0.51799 0.245089 0.454743 0.235662
39447 76884 AW060211 cytoplasmic FMR1 interacting protein 2Cyfip2
39448 1.014783 1.08022 0.985126 0.978337 1.040263 1.027752 1.227223 1.002876 -0.61411 0.388742 -0.63796 -0.53132 -0.27838 -0.52472 0.997243 -0.6752
39449 320683 AW986196 RIKEN cDNA 9330199A09 gene9330199A09Rik
39450 58200 AW120999 protein phosphatase 1, regulatory (inhibitor) subunit 1APpp1r1a 1.005287 1.235056 1.092839 1.024151 1.016705 1.125911 0.75082 1.158747 -0.67102 0.716839 -0.21119 -0.33378 -0.6752 0.158711 -0.00092 0.493796
39451 14467 AW988227 glioblastoma amplified sequenceGbas 1.058815 1.013692 1.04284 1.074301 0.957724 0.959945 1.084988 1.135594 -0.37801 -0.67307 -0.4676 -0.4676 -0.49709 -0.64465 -0.06158 0.187867
39452 0.924507 0.912255 0.919001 1.122007 0.843117 0.996209 1.185993 1.122016 -0.20141 -0.23062 0.109452 0.273082 0.508927 -0.54413 0.684872 0.273082
39453 74157 BG066766 RIKEN cDNA 1300018I05 gene1300018I05Rik 1.065324 1.044885 0.985595 0.937116 0.913311 0.922341 1.001807 1.064038 0.059536 -0.26893 -0.62673 0.079567 0.478383 0.336572 -0.66083 0.039434
39454 269643 AW541303 RIKEN cDNA 6330548O06 gene6330548O06Rik0.968807 0.385685 0.694018 0.761542
39455 18111 AW107673 neuronatin Nnat 1.054963 1.190407 1.192935 1.335744 1.033689 1.248479 0.924229 0.962208 -0.55035 0.380201 0.397221 0.906994 -0.63063 0.706464 -0.34278 -0.5794
39456 104444 AK007731 small fragment nuclease Smfn 1.030391 0.851519 1.141553 1.124826 1.05695 1.094722 1.035237 0.909153 -0.54413 0.820722 0.470572 0.508927 -0.26893 0.099514 -0.50417 0.254468
39457 66976 AK010334 RIKEN cDNA 2410002F23 gene2410002F23Rik0.824891 1.045375 1.164837 1.194293 1.039278 0.880072 0.869196 1.156666 0.922374 -0.48257 0.764625 0.879072 -0.4676 0.58701 0.684872 0.684872
39458 68155 BE949765 1.004741 0.844959 0.97249 0.940699 0.889097 0.816793 0.88512 1.051056 -0.66829 0.985908 -0.45219 0.148922 0.853779 0.997767 0.876456 -0.06158
39459 18212 NM_008745neurotrophic tyrosine kinase, receptor, type 2Ntrk2 0.823701 0.658541 0.912128 1.194462 1.312451 1.348838 0.520999 -0.20141 0.999938 -0.01103 0.790147 0.158711 0.987706 0.999989 NA
39460 170791 AI527914 RNA-binding region (RNP1, RRM) containing 2Rnpc2 0.899792 1.156176 1.500358 1.326712 1.058277 0.890482 1.299184 -0.37801 0.566585 -0.40357 0.777672 0.470572 -0.41191 0.741572 NA
39461 67299 AK017578 dedicator of cytokinesis 7 Dock7 0.968681 0.986759 0.952884 0.984555 0.914913 0.779915 0.9021 1.176941 -0.56819 -0.65609 -0.48257 -0.64776 -0.01103 0.960167 0.059536 0.606778
39462 67288 BE851610 RIKEN cDNA 3110031B13 gene3110031B13Rik0.923311 0.699577 1.156364 0.563008 1.104789 -0.45219 0.291492 -0.27838 -0.18174 0.824278 NA NA
39463 103161 AI255964 apolipoprotein F Apof 0.925343 1.117921 0.852029 1.067371 0.936903 0.807045 0.761293 1.012631 0.119363 0.552604 0.881641 0.245089 -0.45995 0.982522 0.998545 -0.64776
39464 77038 AI467214 zinc finger protein 289 Zfp289 1.034389 0.892474 0.896604 0.878189 0.8187 0.777813 0.937498 0.929446 -0.53779 0.354204 0.300618 0.508927 0.900587 0.977827 -0.23062 -0.12202
39465 214855 BG089730 RIKEN cDNA D430024K22 geneD430024K22Rik
39466 AI255671 0.804257 0.774703 1.097308 0.991915 1.013165 0.890141 1.087798 1.056147 0.976639 0.988363 0.039434 -0.67307 -0.63063 0.039434 -0.12202 -0.2971
39467 214189 AI849182 secretagogin, EF-hand calcium binding proteinScgn 0.961857 0.758168 0.731247 0.776501 0.803574 0.827735 0.991803 1.06768 -0.57386 0.985521 0.998632 0.960167 0.95917 0.684872 -0.67486 -0.17186
39468 11565 AI528595 adenylosuccinate synthetase, muscleAdss 0.990046 0.973931 0.865797 0.893352 0.549277 0.53766 0.596081 0.650508 -0.66294 -0.59004 0.619591 0.327668 1 1 0.999999 0.999969
39469 14733 AA726230 glypican 1 Gpc1 0.885781 0.931462 1.043814 0.968646 0.969999 0.898051 0.941896 1.143697 0.827777 0.245089 -0.24988 -0.42016 -0.44433 0.721922 0.059536 0.893809
39470 68349 AI255300 NADH dehydrogenase (ubiquinone) Fe-S protein 3Ndufs3
39471 64339 NM_022424RIKEN cDNA 2810430J06 gene2810430J06Rik 1.069269 0.717259 1.052108 2.282945 0.840608 1.064333 0.573574 0.178185 0.619591 0.327668 1 -0.40357 0.207111 0.999841 NA
39472 AA163827
39473 19417 AI836133 RAS protein-specific guanine nucleotide-releasing factor 1Rasgrf1 0.737649 0.963689 0.774773 0.841733 1.009314 1.06263 0.109452 -0.65609 0.019278 -0.57386 -0.67213 -0.67102 NA
39474 BF449358
39475 224132 BE953535 disrupted in renal carcinoma 2 (human)Dirc2 1.049294 0.953201 0.902416 0.954525 0.920454 0.957783 1.175122 0.990232 -0.08178 -0.09186 0.750992 -0.11198 0.523773 -0.18174 0.981069 -0.64465
39476 24030 NM_010908mitochondrial ribosomal protein S12Mrps12 0.89365 1.007471 1.036078 0.987941 0.947808 0.885884 1.107235 1.020448 0.245089 -0.26893 -0.57386 -0.55643 -0.56819 -0.33378 0.454743 -0.51114
39477 76547 BF321316 RIKEN cDNA 2610511E22 gene2610511E22Rik0.854819 0.776011 0.817975 0.087465 0.978906 1.108575 1.671705 1.349776 0.327668 -0.57386 0.405635 1 0.245089 -0.56819 0.988363 0.976023
39478 27279 AF156164 tumor necrosis factor receptor superfamily, member 12aTnfrsf12a
39479 101142 BE947627 expressed sequence AI646725AI646725 0.928758 1.270736 0.587524 0.822432 0.761474 0.958545 0.842988 -0.48257 0.493796 0.531089 -0.49709 0.1391 -0.58479 -0.16194 NA
39480 74479 BE947428 sorting nexin 11 Snx11 0.97911 0.767505 0.920843 1.063403 1.142865 1.036795 1.062664 0.739032 -0.62673 0.684872 -0.58479 -0.1916 0.148922 -0.28777 0.327668 -0.1916
39481 BF455547 1.145427 1.056515 1.10365 1.004444 0.612031 -0.57386 -0.49709 -0.66294 -0.56238 0.962096 NA NA
39482 116870 AW061134 metastasis associated 1 Mta1 0.991213 1.103706 0.809096 0.594861 0.517743 0.67177 0.863536 0.849994 -0.65609 0.300618 0.862656 0.998303 0.999957 0.972716 -0.09186 0.736762
39483 76257 NM_023805solute carrier family 38, member 3Slc38a3 1.066239 1.02499 0.972831 0.953038 0.817368 0.895528 1.090982 1.137356 0.470572 -0.41191 -0.3517 0.129246 0.999882 0.9355 0.790147 0.977827
39484 AW413163
39485 11302 NM_007377apoptosis-associated tyrosine kinaseAatk 1.111488 1.284284 0.377405 1.368859 0.695722 0.438641 0.993908 1 -0.36932 0.99996 NA NA
39486 18034 AK003542 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2, p49/p100Nfkb2
39487 56324 BG145603 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2Stam2 1.003184 0.881461 0.917741 0.86615 0.863622 0.926198 0.9459 0.927664 -0.67213 0.871082 0.501397 0.862656 0.944027 -0.02114 -0.09186 0.235662
39488
39489 56717 NM_020009FK506 binding protein 12-rapamycin associated protein 1Frap1 1.041991 1.000325 0.938194 1.019585 1.039122 1.012247 1.163905 1.155012 -0.30637 -0.6752 -0.07168 -0.60493 -0.50417 -0.66829 0.896111 0.726937
39490 11744 NM_013469annexin A11 Anxa11 0.897493 0.64861 0.86118 1.499802 1.048312 1.152294 0.719557 1.451452 -0.38661 0.853779 -0.42016 0.545505 -0.55643 -0.64776 -0.13203 -0.24988
39491 67332 NM_026095small nuclear ribonucleoprotein D3Snrpd3 0.978245 1.045844 0.903341 1.191321 0.803863 1.186569 0.777297 1.542933 -0.61847 -0.62268 -0.27838 -0.22093 -0.09186 -0.42832 0.764625 0.889075
39492 110094 BG076063 phosphorylase kinase alpha 2Phka2
39493 107939 BE951371 nuclear pore membrane protein 121Pom121 0.989344 0.896791 1.04595 1.011221 0.940433 0.968339 0.787085 0.950804 -0.65854 0.207111 -0.04137 -0.66829 -0.22093 -0.60493 0.944027 -0.3517
39494 237943 AI854807 RIKEN cDNA 5430405G24 gene5430405G24Rik
39495 71729 AK004813 regulator of G-protein signaling 12Rgs12
39496 12695 NM_007704channel-interacting PDZ domain proteinCipp
39497 64385 NM_022434cytochrome P450, family 4, subfamily f, polypeptide 14Cyp4f14 0.984958 1.135737 0.890403 0.893562 0.895423 0.521948 1.113572 0.928528 -0.67213 -0.17186 -0.36055 -0.48257 -0.37801 0.996176 -0.1916 -0.54413
39498 19671 NM_023131Ras and a-factor-converting enzyme 1 homolog (S. cerevisiae)Rce1
39499 94332 BF467347 nectin-lke 1 Necl1
39500 99738 BE950158 potassium voltage gated channel, Shaw-related subfamily, member 4Kcnc4 0.952919 1.141376 1.092598 0.983192 0.9041 1.014169 1.099254 1.01554 -0.18174 0.862656 0.470572 -0.60493 0.619591 -0.6649 0.371596 -0.61847
39501 67020 AA435035 RIKEN cDNA 2600017H02 gene2600017H02Rik
39502 73102 AW123347 RIKEN cDNA 3110004L20 gene3110004L20Rik 0.969319 0.738993 0.690905 0.683332 0.756626 0.874658 0.735989 0.776036 -0.52472 0.999246 0.999966 0.99998 0.99373 0.318707 0.997834 0.938461
39503 94346 AA727424 RIKEN cDNA 9030407H20 gene9030407H20Rik0.876215 0.723173 1.018698 0.859395 0.727352 1.192492 1.467133 -0.40357 0.932415 -0.59515 -0.20141 -0.53132 -0.07168 -0.11198 NA
39504 107934 BE952078 cadherin EGF LAG seven-pass G-type receptor 3Celsr3 1.074239 1.098597 1.081385 1.14913 1.033064 0.922041 0.927247 1.071043 0.059536 0.380201 0.158711 0.798153 -0.48257 0.207111 0.119363 0.019278
39505 236733 BF323018 ubiquitin specific protease 11Usp11 1.057407 0.995714 1.01982 0.983489 0.905973 0.887742 1.02372 0.946382 0.019278 -0.66974 -0.56819 -0.59515 0.679298 0.844434 -0.52472 0.009184
39506 13185 AI552414 Down syndrome critical region gene 3Dscr3
39507 1.004521 1.073665 1.119845 1.150658 0.914434 1.143504 1.152961 1.222195 -0.67213 0.009184 0.545505 0.769038 0.2638 0.769038 0.781893 0.96394
39508 20833 BF608163 structure specific recognition protein 1Ssrp1 0.817549 1.205007 2.371269 0.884277
39509 17179 AI842523 megakaryocyte-associated tyrosine kinaseMatk 0.946903 0.908037 0.959129 1.039238 0.867732 0.900094 1.169423 0.993554 -0.34278 0.2638 -0.43637 -0.4676 0.706464 0.069561 0.794181 -0.67213
39510 216848 AK011183 chromodomain helicase DNA binding protein 3Chd3 0.983283 1.045039 0.939089 1.026451 0.975105 0.955544 1.01006 1.145437 -0.58479 -0.152 0.207111 -0.4676 -0.48257 -0.12202 -0.64465 0.939896
39511
39512 74166 BF302083 RIKEN cDNA 1110001E17 gene1110001E17Rik1.108097 1.019065 0.916616 0.955177 0.944366 0.873754 0.891131 1.039327 0.2638 -0.63438 -0.00092 -0.42016 -0.34278 0.508927 0.327668 -0.48988
39513 224897 BG089588 RIKEN cDNA 6430584G11 gene6430584G11Rik 1.11733 0.990239 0.918688 0.935865 1.416573 0.890351 1.103 0.922374 -0.42832 0.841212 -0.67443 -0.09186 0.969 -0.57386 NA
39514 232811 BG069720 cDNA sequence BC024816BC024816 0.965237 0.96086 1.019817 0.968643 0.919372 0.90254 1.067184 0.986616 -0.27838 -0.18174 -0.53779 -0.34278 0.625888 0.817108 0.327668 -0.60959
39515 50769 BE954159 ATPase, aminophospholipid transporter-like, class I, type 8A, member 2Atp8a2
39516 104069 AI838531 synuclein, beta Sncb 3.255522 3.900609 8.924064 8.321871 8.576419 0.998354 0.990415 0.99998 1 1 NA NA
39517 70615 AK017778 DNA segment, Chr 10, Burmeister 2, expressedD10Bur2e 0.956344 0.980536 1.120984 1.020855 0.936827 0.890661 0.903352 0.956429 -0.16194 -0.55643 0.834605 -0.55035 0.235662 0.844434 0.736762 -0.27838
39518 23881 AF145285 expressed sequence AA409541AA409541 1.014307 0.830493 1.065393 0.963109 0.930436 0.851428 1.044215 1.310153 -0.67383 0.478383 -0.36055 -0.64776 -0.1916 0.405635 -0.56819 0.667934
39519 67455 NM_026167BTB and kelch domain containing 2Bklhd2 1.064073 1.029453 1.081656 0.91572 1.105575 0.880397 0.967664 1.039776 0.039434 -0.47514 0.148922 0.158711 0.158711 -0.05148 -0.5794 -0.1916
39520 67134 BC002231 nucleolar protein 5A Nol5a 0.993847 0.960271 1.128299 0.90065 0.985776 0.806549 0.946085 0.843352 -0.6649 -0.30637 0.798153 0.667934 -0.66294 0.841212 -0.16194 0.862656
39521 21854 AK003129 translocator of inner mitochondrial membrane 17aTimm17a 0.967758 1.086801 1.091817 0.97465 1.014227 0.956365 0.924374 0.974112 -0.62268 -0.21119 -0.1916 -0.62268 -0.63063 -0.6649 -0.28777 -0.64776
39522 66181 BE624979 nucleolar protein family A, member 3Nola3 1.004063 1.058253 1.051895 0.898544 0.987711 0.882126 0.892438 1.008434 -0.67213 -0.14203 -0.23062 0.566585 -0.64465 0.736762 0.638264 -0.64776
39523 217166 AI553505 nuclear receptor subfamily 1, group D, member 1Nr1d1 1.105932 1.006334 1.125667 1.088276 0.935317 1.058264 1.064047 1.064672 -0.08178 -0.67213 0.079567 -0.23062 -0.37801 -0.51114 -0.42016 -0.39513
39524 69106 BE952018 stomatin-like 1 Stoml1 0.961573 0.931194 0.977474 0.849184 0.85833 0.807096 0.966292 0.978113 -0.56238 -0.32471 -0.63438 0.501397 0.42227 0.786052 -0.58479 -0.63796
39525 103176 AI255598 0.863148 1.150275 0.78602 0.824577 0.863231 0.779255 0.855807 0.767971 0.856789 0.786052 0.996287 0.972006 0.824278 0.989288 0.891464 0.998754
39526 208990 BE956717 neuropeptide B Npb 1.10504 0.983452 0.953788 0.968997 0.930665 0.820319 0.855344 0.968524 0.254468 -0.6649 -0.59004 -0.54413 -0.24988 0.706464 0.760146 -0.53779
39527 0.941573 0.972346 0.901645 0.879686 0.887674 0.893577 0.922941 1.058057 -0.20141 -0.55643 0.354204 0.516386 0.523773 0.462692 0.059536 -0.25943
39528 110197 AI844705 diacylglycerol kinase, gammaDgkg 0.906614 0.853444 0.880787 0.884446 0.820523 0.879929 0.939836 1.0308 0.656282 0.967389 0.873793 0.853779 0.99544 0.879072 0.119363 -0.43637
39529 20174 BF466064 RuvB-like protein 2 Ruvbl2 0.96173 1.111233 0.68623 1.054931 0.805464 1.039765 -0.66974 -0.39513 0.573466 -0.53132 0.226189 -0.63438 NA
39530 224454 BG070535 zinc finger, DHHC domain containing 14Zdhhc14 0.943941 1.054866 1.071669 1.059864 1.087808 1.105538 1.058882 1.153254 0.291492 0.197509 0.508927 0.300618 0.721922 0.862656 0.282313 0.986655
39531 19711 AI851012 regulated endocrine-specific protein 18Resp18 1.057467 0.940922 0.934855 0.954865 0.98018 0.896459 1.045114 0.921358 0.089552 0.187867 0.30969 -0.10193 -0.55035 0.827777 -0.14203 0.545505
39532 14787 BG100708 rhophilin, Rho GTPase binding protein 1Rhpn1 0.952185 1.002146 0.950185 0.91749 1.245157 0.946992 0.949119 1.015941 -0.41191 -0.67511 -0.36055 0.029362 0.965704 -0.3517 -0.37801 -0.63796
39533 71711 AA014278 RIKEN cDNA 1200008A18 gene1200008A18Rik1.033294 0.93412 0.929426 0.928063 0.803909 0.737258 0.919426 0.932311 -0.53779 -0.152 -0.09186 -0.07168 0.953843 0.997699 0.049493 -0.13203
39534 69161 BG276761 RIKEN cDNA 1810024K12 gene1810024K12Rik1.043317 1.002613 1.040288 0.965805 0.940613 0.972691 0.939775 0.981511 -0.11198 -0.67213 -0.17186 -0.26893 0.282313 -0.40357 0.300618 -0.54413
39535 54352 AJ271054 Iroquois related homeobox 5 (Drosophila)Irx5 0.900104 1.287486 1.617027 1.512744 1.568973 1.664515 0.896665 -0.67383 0.327668 0.667934 0.859748 0.600262 -0.11198 -0.53779 NA
39536 56461 BF449818 calsenilin, presenilin binding protein, EF hand transcription factorCsen 0.962604 0.988597 0.935657 1.096737 1.110642 1.077693 1.066646 1.044333 0.129246 -0.5794 0.764625 0.956044 0.983432 0.853779 0.736762 0.282313
39537 50781 AK004853 dickkopf homolog 3 (Xenopus laevis)Dkk3 0.919915 0.8614 0.961036 0.866887 1.108768 0.944784 0.905135 1.11116 0.119363 0.760146 -0.54413 0.606778 0.187867 -0.27838 -0.07168 0.216672
39538 50773 AI851525 5',3'-nucleotidase, cytosolicNt5c 1.012298 0.979363 1.000825 1.135494 1.079278 0.95266 0.975297 1.116769 -0.63063 -0.55035 -0.67486 0.844434 0.019278 -0.23062 -0.50417 0.523773
39539 54632 AW990402 Ftsj homolog (E. coli) Ftsj 1.070039 1.071253 1.224889 1.13709 1.048945 1.104603 1.020256 1.074877 -0.05148 -0.152 0.950357 0.667934 -0.32471 0.336572 -0.60959 -0.10193
39540 69893 AI851105 RIKEN cDNA 2010305A19 gene2010305A19Rik1.046814 1.047011 0.916801 0.968223 1.067134 0.849962 0.855548 1.058608 -0.26893 -0.26893 0.380201 -0.45995 0.039434 0.939896 0.922374 -0.09186
39541 104110 AI324024 adenylate cyclase 4 Adcy4 0.922047 1.148591 0.974528 1.066064 0.936656 0.87065 1.142752 1.017255 0.454743 0.929201 -0.48988 0.178185 0.197509 0.929201 0.911065 -0.59004
39542 246228 AI507628 RIKEN cDNA 4932416A11 gene4932416A11Rik0.975521 0.948248 0.989845 0.935473 0.805329 1.035037 1.000908 1.022838 -0.60959 -0.39513 -0.64776 -0.24988 0.909049 -0.55035 -0.67511 -0.61847
39543 94217 AF270884 low density lipoprotein-related protein 1B (deleted in tumors)Lrp1b 0.966463 0.818561 0.985766 0.932636 0.974535 0.813059 1.030897 0.980538 -0.50417 0.938461 -0.64465 -0.02114 -0.57386 0.958151 -0.53779 -0.61847
39544 72621 BE628010 RIKEN cDNA 2700099C19 gene2700099C19Rik0.910449 1.084037 0.895586 0.952427 0.601837 1.24513 0.796104 0.8955 0.039434 -0.23062 -0.17186 -0.55643 0.999144 -0.27838 0.856789 0.178185
39545 224703 BC002144 RIKEN cDNA 9530046H09 gene9530046H09Rik1.007205 0.980821 0.816659 0.907879 1.020686 0.926791 0.955222 1.090901 -0.66974 -0.63796 0.834605 0.029362 -0.63438 -0.1916 -0.52472 -0.07168
39546 AF289664 0.967351 1.023206 1.034438 1.055112 1.040492 1.117846 1.085865 1.038796 -0.26893 -0.4676 -0.25943 0.178185 -0.13203 0.911065 0.679298 -0.17186
39547 30056 AI848414 translocase of inner mitochondrial membrane 10 homolog (yeast)Timm10 0.938808 0.98917 0.862655 0.914612 0.781976 0.799517 0.93527 0.968044 0.099514 -0.64465 0.932415 0.508927 0.999485 0.99825 0.158711 -0.42016
39548 67604 AK003551 RIKEN cDNA 1110007L15 gene1110007L15Rik 0.93001 0.850772 1.005152 1.040551 0.969943 0.935741 0.908552 1.12188 0.178185 0.941302 -0.66974 -0.3517 -0.47514 0.079567 0.508927 0.706464
39549 78490 AK004812 RIKEN cDNA 2210010M07 gene2210010M07Rik1.057362 1.014313 0.967492 1.070812 1.063181 0.960111 0.906266 1.099351 -0.38661 -0.61411 -0.57386 -0.25943 -0.38661 -0.65854 -0.25943 -0.2971
39550 67956 AK008845 RIKEN cDNA 2410195B05 gene2410195B05Rik0.922882 1.05157 0.909398 0.986521 1.072999 0.873957 0.916765 1.046308 0.187867 -0.25943 0.371596 -0.64139 -0.09186 0.773387 0.282313 -0.32471
39551 AK012660
39552 78070 BE952818 carnitine palmitoyltransferase 1cCpt1c 0.966082 1.095261 1.124615 1.139546 1.074147 1.261804 1.362083 1.432736 -0.51114 0.178185 0.486125 0.606778 -0.14203 0.96394 0.998792 0.999856
39553 103135 AW215640 RIKEN cDNA 1200014O24 gene1200014O24Rik 0.96169 0.905245 1.003282 0.907716 0.870982 0.946118 0.865581 0.964682 -0.38661 0.501397 -0.67307 0.470572 0.827777 -0.14203 0.859748 -0.54413
39554 70616 AI845812 splicing factor 4 Sf4 1.019144 1.148086 0.997594 0.993625 1.017341 0.864269 0.923349 1.094589 -0.62268 0.662144 -0.67443 -0.66974 -0.63438 0.716839 0.029362 0.168466
39555 97814 BF577460 expressed sequence C80502C80502 0.701394 1.21062 0.884861 0.732275 0.798366 0.959137 0.929993 1.421216 0.995823 0.746316 0.079567 0.969777 0.690376 -0.6507 -0.4676 0.99544
39556 18130 AA031052 DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 26Ddx26 0.991362 1.101679 0.99163 1.054919 1.154807 1.076877 1.165627 1.190197 -0.63438 0.906994 -0.63796 0.327668 0.995823 0.701171 0.997962 0.999615
39557 94044 AI115091 BCL2-like 13 (apoptosis facilitator)Bcl2l13 0.938589 1.129204 0.970611 1.002489 0.957635 0.767649 0.829583 1.018615 0.327668 0.932415 -0.36932 -0.67307 -0.09186 0.999994 0.998499 -0.53779
39558 30948 BG094515 bridging integrator 1 Bin1 1.017457 1.03646 0.941888 0.988096 1.004273 0.994602 1.109949 0.978199 -0.54413 -0.1916 0.345418 -0.61411 -0.66668 -0.66294 0.893809 -0.4676
39559 105653 AW049870 phytanoyl-CoA hydroxylase interacting proteinPhyhip 0.968356 0.908142 0.85635 1.002611 0.945212 0.984105 0.96695 1.021631 -0.55035 0.158711 0.706464 -0.67443 -0.32471 -0.64776 -0.53779 -0.63063
39560 74257 AI467230 RIKEN cDNA 2210021G21 gene2210021G21Rik 0.94623 0.932288 0.93637 0.814699 0.964109 0.867435 0.910697 1.048181 0.079567 0.362931 0.282313 0.998792 -0.28777 0.960167 0.690376 -0.24027
39561 67673 BF318692 transcription elongation factor B (SIII), polypeptide 2 (18 kDa, elongin B)Tceb2 0.991091 1.049459 1.060055 1.14062 1.122655 1.143514 1.029194 1.136952 -0.61411 0.413985 0.632112 0.998303 0.992971 0.998674 -0.152 0.997699
39562 170711 BE982817 cDNA sequence AJ430384 AJ430384 0.792983 0.779476 0.829093 0.975675 0.771884 1.116171 1.158438 1.071615 0.918751 0.947906 0.827777 -0.60959 0.974085 0.039434 0.593672 -0.21119
39563 14570 BC002032 Rho GDP dissociation inhibitor (GDI) gammaArhgdig 0.900255 1.062872 0.897878 0.87022 0.903676 0.855037 0.924491 0.955162 0.750992 0.129246 0.773387 0.933973 0.716839 0.970538 0.430489 -0.152
39564 64933 BE993466 adaptor-related protein complex 3, mu 2 subunitAp3m2 0.974888 1.10046 0.883008 0.946938 0.866598 0.450678 0.637179 0.654975 -0.62673 -0.09186 -0.33378 -0.67213 -0.60959 0.996702 0.980561 0.300618
39565 76846 AW763378 RIKEN cDNA 3010033P07 gene3010033P07Rik0.989689 0.967358 0.935459 0.923089 1.018116 1.084876 1.110348 1.028123 -0.65854 -0.51114 -0.11198 0.069561 -0.59004 0.089552 0.388742 -0.55643
39566 20088 X60289 ribosomal protein S24 Rps24 0.920285 0.951027 0.989894 0.936836 0.953765 1.061162 0.99588 1.080536 0.099514 -0.38661 -0.65854 -0.14203 -0.38661 -0.21119 -0.67213 0.029362
39567 AW125426 0.953149 0.869086 0.850916 0.897018 0.790771 0.955161 0.792415 0.946172 -0.30637 0.790147 0.889075 0.523773 0.99256 -0.31557 0.991901 -0.20141
39568 68936 AW125381 RIKEN cDNA 1190017O12 gene1190017O12Rik1.014953 1.05503 1.038428 1.02319 1.043083 0.974357 1.071632 1.041264 -0.59515 0.109452 -0.22093 -0.48988 -0.12202 -0.43637 0.413985 -0.16194
39569 79044 AK007337 mitochondrial ribosomal protein S34Mrps34 0.838732 0.905311 0.82585 0.921038 0.953905 0.961244 0.947777 1.061468 0.991431 0.726937 0.996396 0.523773 -0.10193 -0.24988 0.019278 0.1391
39570 104721 BE553204 DEAD (Asp-Glu-Ala-Asp) box polypeptide 1Ddx1 1.052601 1.076953 0.912857 1.03835 0.968946 0.928885 1.085254 0.996973 -0.4676 -0.26893 -0.20141 -0.55643 -0.59004 -0.36055 -0.1916 -0.67102
39571 106014 AW049604 expressed sequence AW049604AW049604 1.102168 0.892757 0.948491 0.883889 1.044617 0.918251 1.054695 0.883068 0.158711 0.336572 -0.48988 0.019278 -0.51114 -0.28777 -0.36055 -0.26893
39572 14356 AI664087 fractured callus expressed transcript 1Fxc1 1.046282 1.030224 1.066041 1.1926 1.174767 1.222407 1.279272 1.24192 -0.01103 -0.3517 0.380201 0.997899 0.994412 0.999627 0.999987 0.999882
39573 74237 AK006233 tubulin, gamma complex associated protein 2Tubgcp2 1.142041 0.954189 1.067131 0.981996 1.075853 0.888295 0.844894 0.820926 0.625888 -0.38661 -0.16194 -0.62673 -0.06158 0.493796 0.841212 0.930824
39574 19192 NM_011192proteaseome (prosome, macropain) 28 subunit, 3Psme3 0.9923 1.023875 1.044862 0.985051 1.042938 0.985639 0.975713 1.085922 -0.66083 -0.55035 -0.28777 -0.62268 -0.31557 -0.62673 -0.54413 0.109452
39575 52815 AW323710 DNA segment, Chr 8, Brigham & Women's Genetics 1320 expressedD8Bwg1320e 0.867494 0.827946 1.007269 1.266673 1.235632 1.122753 1.206254 1.372564 0.478383 0.856789 -0.67443 0.960167 0.834605 0.226189 0.777672 0.99068
39576 68196 NM_019707heat shock factor binding protein 1Hsbp1 0.952895 1.036662 1.239067 1.065255 0.99188 1.060251 1.016204 1.027832 0.129246 -0.16194 0.999956 0.446726 -0.64465 0.354204 -0.55643 -0.3517
39577 56458 AJ252157 forkhead box O1 Foxo1 0.934909 1.024149 1.010735 0.897778 0.983911 0.856021 0.93919 1.059224 -0.02114 -0.57386 -0.65348 0.516386 -0.62673 0.764625 -0.09186 -0.17186
39578 218038 BE943692 amphiphysin Amph 0.971928 0.997542 0.976432 0.988873 1.021608 1.033803 1.017689 1.214892 -0.41191 -0.67307 -0.48257 -0.63063 -0.51799 -0.32471 -0.56819 0.998499
39579 74178 AI427457 RIKEN cDNA 2310004N11 gene2310004N11Rik0.971569 1.027399 0.781579 0.954607 1.12186 0.945795 0.977885 1.089248 -0.56238 -0.54413 0.952706 -0.44433 0.318707 -0.42832 -0.64776 -0.14203
39580 54637 AF229636 DNA segment, Chr X, Immunex 39, expressedDXImx39e 0.953233 0.969291 0.909205 0.912266 0.982086 0.873248 0.934167 1.162253 -0.1916 -0.44433 0.552604 0.516386 -0.59515 0.879072 0.158711 0.930824
39581 67636 BE531208 RIKEN cDNA 4930469P12 gene4930469P12Rik 0.97683 1.314466 1.06192 1.294776 1.04416 1.31727 1.117286 1.494601 -0.55643 0.999639 -0.04137 0.999221 -0.30637 0.999683 0.662144 1
39582 75210 AW049899 RIKEN cDNA 4930540G07 gene4930540G07Rik1.044176 0.944216 0.90507 0.937751 0.927995 0.970949 1.016494 1.02755 -0.03125 0.282313 0.859748 0.42227 0.593672 -0.33378 -0.56238 -0.37801
39583 215436 AI854658 solute carrier family 35, member E3Slc35e3 0.923653 0.973537 0.913682 0.909551 0.920158 0.84897 0.902458 1.041463 0.380201 -0.48988 0.538333 0.593672 0.438641 0.969 0.673651 -0.28777
39584 101287 AW536792 1.020813 0.952847 0.859031 0.889893 0.80275 0.884851 1.031728 0.979168 -0.53132 -0.02114 0.982049 0.893809 0.999722 0.918751 -0.36055 -0.52472
39585 12606 AI120079 CCAAT/enhancer binding protein (C/EBP), alphaCebpa 1.049876 1.164903 0.912069 1.01973 0.891202 0.900188 0.987081 0.900166 -0.32471 0.817108 0.2638 -0.61411 0.538333 0.430489 -0.64776 0.430489
39586 102176 AI585984 1.04612 1.000008 0.890866 0.917929 1.019656 0.968171 1.052528 1.127967 -0.20141 -0.6752 0.794181 0.486125 -0.57386 -0.41191 -0.09186 0.827777
39587 20595 BE948909 survival motor neuron Smn 0.931319 0.877573 0.891951 1.008352 0.917939 0.944407 0.969283 1.003986 0.300618 0.902763 0.817108 -0.65609 0.523773 0.049493 -0.41191 -0.67102
39588 AI451567 1.036257 0.917848 0.842462 0.820297 0.891242 0.826432 0.929909 1.002661 -0.53779 -0.02114 0.606778 0.820722 0.1391 0.470572 -0.17186 -0.67443
39589 77047 AK014500 RIKEN cDNA 4432416O06 gene4432416O06Rik0.920128 1.11907 1.229138 0.904445 0.962419 0.929347 0.855366 1.074782 -0.152 -0.32471 0.716839 -0.22093 -0.60493 -0.52472 0.119363 -0.32471
39590 20852 BE335687 signal transducer and activator of transcription 6Stat6 0.968959 1.221789 1.026498 1.010817 1.249691 1.168987 0.934285 1.047311 -0.57386 0.847602 -0.60493 -0.66294 0.911065 0.552604 -0.2971 -0.4676
39591 66358 NM_025510RIKEN cDNA 2310004I24 gene2310004I24Rik 0.978765 0.96732 0.930744 0.969111 0.921667 0.83834 0.916683 1.02118 -0.59515 -0.48988 0.029362 -0.51114 0.089552 0.924132 0.235662 -0.60011
39592 67898 NM_026441RIKEN cDNA 2600002E23 gene2600002E23Rik0.958535 0.91141 0.871711 0.816064 0.86738 0.748349 1.207604 0.957219 -0.55035 -0.31557 0.148922 0.235662 0.129246 0.667934 0.613221 -0.48988
39593 52163 AI505105 calcium/calmodulin-dependent protein kinase ICamk1 0.999586 1.03203 0.908631 0.870105 0.824786 0.92208 0.865383 0.980696 -0.67511 -0.42016 0.625888 0.922374 0.99373 0.438641 0.938461 -0.57386
39594 12260 AW208835 complement component 1, q subcomponent, beta polypeptideC1qb 1.050537 1.05036 0.991737 1.121875 1.127724 1.04785 1.005698 1.04061 0.187867 0.178185 -0.64139 0.95917 0.969777 0.129246 -0.65854 -0.04137
39595 73711 AI426604 RIKEN cDNA 1110012M11 gene1110012M11Rik 0.93458 1.022487 1.08596 0.910841 0.898801 0.816642 0.972196 1.144862 0.345418 -0.51114 0.580275 0.711686 0.827777 0.998934 -0.42016 0.951544
39596 69635 AI507519 death associated protein kinase 1Dapk1 0.981274 1.186655 1.134169 1.080201 1.036629 0.960023 1.030215 0.895694 -0.65348 0.580275 0.178185 -0.21119 -0.56238 -0.53132 -0.61411 0.129246
39597 234734 BF323543 alanyl-tRNA synthetase Aars 1.058865 0.818309 1.139707 0.953913 0.962311 0.968745 0.790673 1.139518 -0.38661 0.701171 0.049493 -0.40357 -0.53779 -0.59004 0.721922 0.197509
39598 12752 U68064 ceroid lipofuscinosis, neuronal 3, juvenile (Batten, Spielmeyer-Vogt disease)Cln3 1.035735 0.897175 0.901852 0.609054 0.620656 0.512459 0.807318 0.551606 -0.56238 0.1391 0.079567 0.999976 0.999953 1 0.859748 0.999999
39599 353499 AI450389 transmembrane channel-like gene family 4Tmc4 1.020418 0.988573 0.864873 1.060872 1.05212 0.995481 1.030778 0.985039 -0.5794 -0.64139 0.911065 -0.01103 -0.152 -0.66974 -0.45995 -0.61847
39600 AI835876 1.005984 1.079263 0.963533 0.935902 0.709357 0.799761 0.779279 0.917647 -0.67213 -0.23062 -0.57386 -0.30637 0.991431 0.853779 0.941302 -0.10193
39601 21855 BE457845 translocator of inner mitochondrial membrane 17bTimm17b 0.942373 0.973766 1.08666 0.876856 0.906032 0.975544 0.873981 0.927386 -0.31557 -0.59515 -0.04137 0.478383 0.039434 -0.60493 0.508927 -0.17186
39602 66078 NM_024168RIKEN cDNA 0610027F08 gene0610027F08Rik1.007112 1.015134 0.97392 1.050894 0.964883 0.997517 0.973156 1.039985 -0.6649 -0.62673 -0.52472 -0.21119 -0.41191 -0.67383 -0.51799 -0.36932
39603 211949 AI503268 SPRY domain-containing SOCS box 4Ssb4 1.086997 1.151231 1.03515 1.006283 0.932902 0.80542 1.083105 1.066687 -0.16194 -0.14203 -0.53132 -0.67307 -0.48988 0.413985 -0.18174 -0.24027
39604 74322 AW493577 RIKEN cDNA 2410002I16 gene2410002I16Rik
39605 18744 BE691001 praja1, RING-H2 motif containingPja1 1.000172 0.917508 0.943735 1.054854 0.94115 0.927002 1.02478 1.087581 -0.6752 0.079567 -0.27838 -0.32471 -0.36055 -0.05148 -0.59515 -0.09186
39606 12069 AW536634 brain expressed X-linked 2 Bex2 1.096687 1.072048 1.007832 1.029659 0.878533 1.088799 0.879868 0.948291 0.856789 0.600262 -0.64465 -0.2971 0.983871 0.798153 0.982049 0.282313
39607 70234 AW556888 0.928839 0.92007 1.02239 0.923667 0.95098 0.989497 1.001491 1.145972 0.254468 0.405635 -0.55643 0.345418 -0.14203 -0.64776 -0.67443 0.884164
39608 12609 BE553222 CCAAT/enhancer binding protein (C/EBP), deltaCebpd 0.962596 1.066844 0.928824 1.05431 1.000111 0.962293 1.031847 0.974205 -0.10193 0.486125 0.638264 0.245089 -0.6752 -0.09186 -0.25943 -0.37801
39609 68184 NM_026603density-regulated protein Denr 1.037676 0.930867 1.013703 1.054075 0.976543 0.837417 0.946099 1.127321 -0.41191 0.109452 -0.63796 -0.1916 -0.56238 0.904899 -0.34278 0.701171
39610 AA033114 exocyst component protein 70 kDa homolog (S. cerevisiae)Exo70 0.992695 1.025363 1.117808 0.995302 0.972263 1.020636 0.97152 1.060689 -0.66829 -0.60011 0.300618 -0.67307 -0.61411 -0.63438 -0.59004 -0.40357
39611 54709 AI644161 eukaryotic translation initiation factor 3, subunit 2 (beta)Eif3s2 1.047653 1.059026 0.979311 0.96503 1.128547 1.056688 1.125086 1.118309 0.148922 0.397221 -0.45995 -0.12202 0.976023 0.345418 0.970538 0.957109
39612 319789 BE628036 RIKEN cDNA D630018G21 geneD630018G21Rik0.978805 1.026149 0.906755 1.019389 1.062417 1.054222 1.058572 1.083468 -0.57386 -0.52472 0.545505 -0.59004 -0.01103 -0.14203 -0.07168 0.300618
39613 BE634946 0.939848 0.949144 1.043436 0.901146 0.875732 0.827861 0.885045 1.267107 0.089552 -0.09186 -0.25943 0.684872 0.884164 0.990415 0.827777 0.999221
39614 72075 BE988789 opioid growth factor receptorOgfr 1.101015 1.110533 1.063056 0.883103 0.996928 0.911267 0.888375 0.970524 0.606778 0.695809 0.079567 0.844434 -0.67307 0.566585 0.805914 -0.45219
39615 67530 BG172877 ubiquinol-cytochrome c reductase binding proteinUqcrb 0.970183 1.014647 0.962826 0.767855 0.705719 0.655845 0.986655 0.775657 -0.53132 -0.64139 -0.45219 0.996176 0.999907 0.999997 -0.64465 0.994248
39616 109136 BE951618 RIKEN cDNA 2810018E08 gene2810018E08Rik1.010017 1.031592 1.082398 1.087492 1.04278 1.091221 0.954491 1.070655 -0.64139 -0.36932 0.531089 0.593672 -0.17186 0.638264 -0.07168 0.245089
39617 14232 AI159662 FK506 binding protein 8 Fkbp8 0.899684 0.909847 0.957278 1.179423 1.015198 0.999012 0.968796 1.005585 0.362931 0.059536 -0.42016 0.831219 -0.64139 -0.67511 -0.53132 -0.67102
39618 BG093561 1.043911 1.12995 1.216629 1.043073 1.03143 0.80528 0.899249 1.588616 -0.3517 0.679298 0.971281 -0.36932 -0.50417 0.987364 0.523773 1
39619 64658 BG079134 mitochondrial ribosomal protein S25Mrps25 1.073997 0.966243 1.082007 1.110026 1.157889 0.981083 1.176702 1.026912 0.019278 -0.48257 0.119363 0.454743 0.809704 -0.60959 0.881641 -0.55643
39620 51799 AK002856 Rap2 interacting protein Rap2ip 1.017554 0.938209 0.916588 0.946064 0.9482 0.829117 0.913077 0.925059 -0.48257 0.656282 0.904899 0.493796 0.446726 0.999977 0.925856 0.834605
39621 75406 BE951803 NADH dehydrogenase (ubiquinone) Fe-S protein 7Ndufs7 0.972603 0.984905 1.039528 1.005571 0.94541 1.036845 1.083275 1.154845 -0.22093 -0.52472 0.089552 -0.65348 0.523773 0.009184 0.862656 0.9989
39622 56086 AI854671 SET translocation Set 1.06646 0.873023 1.053103 0.97888 0.920734 0.892322 0.938208 0.921335 0.454743 0.983871 0.197509 -0.47514 0.726937 0.941302 0.446726 0.721922
39623 67445 AV045938 RIKEN cDNA 0710001E10 gene0710001E10Rik1.096476 1.413347 1.467216 1.576242 1.518485 1.342627 1.273414 1.084277 0.405635 0.999987 0.999998 1 1 0.9998 0.997243 0.254468
39624 22031 NM_011632Tnf receptor-associated factor 3Traf3 0.998592 1.022901 0.926535 0.996348 0.946819 1.012513 1.06591 0.994578 -0.67383 -0.2971 0.896111 -0.66294 0.613221 -0.55035 0.769038 -0.6507
39625 22185 W61781 U2 small nuclear ribonucleoprotein auxiliary factor (U2AF) 2U2af2 0.934909 1.000452 1.160809 1.107821 1.003327 1.028945 0.988284 1.092543 0.58701 -0.67511 0.996799 0.927546 -0.66974 -0.2971 -0.60493 0.844434
39626 193116 BG077767 DNA segment, Chr 11, ERATO Doi 730, expressedD11Ertd730e 0.905855 0.884021 0.95421 0.91564 0.877242 0.859621 0.837451 0.90472 0.695809 0.876456 -0.17186 0.573466 0.911065 0.96394 0.990145 0.711686
39627 75089 BE951378 RIKEN cDNA E030041M21 geneE030041M21Rik 0.94526 0.944231 1.062363 1.06113 1.120053 1.204484 1.327968 1.180192 0.478383 0.501397 0.566585 0.545505 0.980561 0.999957 1 0.999722
39628 213956 BF020989 hypothetical protein MGC27770MGC27770 0.982102 0.934752 0.934388 0.984875 0.96324 0.945447 0.880052 1.023702 -0.56819 0.327668 0.254468 -0.60011 -0.30637 0.109452 0.927546 -0.49709
39629 19367 NM_011237RAD9 homolog (S. pombe) Rad9 0.928685 0.979184 0.932897 0.965271 1.00929 1.053745 1.030545 1.029588 0.847602 -0.36932 0.802064 0.049493 -0.60959 0.508927 -0.11198 -0.13203
39630 17035 BF020647 latexin Lxn 0.890304 1.029936 1.032161 1.092946 1.191092 1.165906 1.1328 1.067494 0.662144 -0.50417 -0.48257 0.345418 0.947906 0.790147 0.731883 -0.22093
39631 66871 AK004559 copine VIII Cpne8 1.060607 0.990841 0.994417 0.902181 1.000567 0.934055 0.861621 1.218926 -0.40357 -0.67383 -0.66668 -0.23062 -0.67383 -0.40357 0.446726 0.662144
39632 20964 BF465647 synapsin I Syn1 0.755573 0.904273 1.086473 0.980909 0.816426 0.669477 0.793614 1.026188 0.773387 -0.41191 -0.40357 -0.67443 -0.28777 0.750992 0.371596 -0.66083
39633 72886 AK013533 RIKEN cDNA 2900016D05 gene2900016D05Rik0.955096 0.929983 1.081096 0.953342 0.950973 1.012813 0.87102 1.0498 -0.4676 -0.48257 -0.40357 -0.67511 -0.53779 -0.63438 0.30969 -0.48257
39634 13871 BE691611 excision repair cross-complementing rodent repair deficiency, complementation group 2Ercc2 1.012736 0.921578 1.025123 0.965341 0.944038 0.967356 1.004424 1.0357 -0.63063 0.430489 -0.51114 -0.36055 0.029362 -0.39513 -0.66974 -0.36932
39635 67220 AK012945 RIKEN cDNA 2810052M02 gene2810052M02Rik0.974487 1.070647 0.906577 0.889483 0.936464 0.812076 1.001256 1.186163 -0.53779 0.079567 0.508927 0.701171 0.039434 0.989866 -0.67486 0.951544
39636 70427 AK012576 RIKEN cDNA 2700087H15 gene2700087H15Rik0.974075 1.024653 0.970638 0.973057 0.903854 0.883767 1.029344 1.023275 -0.45995 -0.48988 -0.40357 -0.44433 0.764625 0.904899 -0.42016 -0.50417
39637 22428 AF124788 dynactin 6 Dctn6 0.966957 0.995507 0.897451 0.874225 0.880935 0.945344 0.960323 0.947232 -0.39513 -0.66974 0.731883 0.896111 0.859748 -0.01103 -0.28777 -0.04137
39638 268445 BE980187 RIKEN cDNA B930093C12 geneB930093C12Rik0.968586 1.049773 1.004776 1.027106 0.870496 0.888843 0.948963 1.043332 -0.25943 0.129246 -0.6649 -0.36932 0.987706 0.956044 0.216672 -0.01103
39639 22693 BF015449 zinc finger protein 30 Zfp30 0.975794 0.973438 0.975746 1.00007 0.929821 1.0082 1.063775 1.105322 -0.39513 -0.3517 -0.39513 -0.6752 0.613221 -0.64139 0.454743 0.902763
39640 66443 BG093883 RIKEN cDNA 2600017J23 gene2600017J23Rik 0.9897 0.929326 1.033739 1.021924 0.932337 1.007182 1.236101 1.170032 -0.65348 0.129246 -0.4676 -0.5794 0.079567 -0.6649 0.988679 0.902763
39641 BE336090 0.975715 1.076176 0.999845 0.887031 0.925778 0.959692 1.140247 1.226417 -0.59004 -0.18174 -0.65854 0.508927 0.069561 -0.49709 0.625888 0.942679
39642 75104 BG067929 monocyte to macrophage differentiation-associated 2Mmd2 0.983494 0.889456 0.936735 0.880696 0.875853 0.905449 0.906162 1.14471 -0.59515 0.837936 0.207111 0.889075 0.913043 0.695809 0.695809 0.922374
39643 68917 AK004497 RIKEN cDNA 1190005L05 gene1190005L05Rik 1.10628 0.933206 0.983643 0.952819 1.02548 0.996604 1.074841 1.160951 0.430489 -0.02114 -0.61411 -0.38661 -0.60493 -0.67383 0.039434 0.706464
39644 28062 NM_025299DNA segment, Chr 18, Wayne State University 98, expressedD18Wsu98e 0.983015 0.923708 1.126477 1.117182 1.09558 0.818466 0.847348 0.913904 -0.62268 -0.08178 0.362931 0.273082 -0.24988 0.470572 0.701171 -0.11198
39645 56449 AK003145 cold shock domain protein ACsda 0.881094 1.111351 0.984574 0.873823 0.927279 0.822565 0.868647 1.05354 0.470572 0.197509 -0.64465 0.538333 -0.20141 0.824278 0.593672 -0.37801
39646 0.819107 0.948646 0.912225 0.853577 0.96657 1.191004 0.905102 1.131988 0.886642 -0.37801 0.079567 0.701171 -0.54413 0.794181 0.168466 0.430489
39647 68735 AA060677 RIKEN cDNA 1110037D14 gene1110037D14Rik 0.94388 0.961922 1.051124 0.93499 1.098351 0.898845 0.995328 0.976803 0.148922 -0.23062 -0.01103 0.327668 0.706464 0.820722 -0.66829 -0.49709
39648 93739 AI173885 GABA(A) receptor-associated protein like 2Gabarapl2 0.927341 1.010903 1.084178 1.082832 1.003024 0.968755 1.148279 1.114357 0.746316 -0.60959 0.805914 0.790147 -0.66974 -0.1916 0.995166 0.960167
39649 AK019458 1.049221 0.988784 0.978257 1.017318 0.865458 0.934168 0.981865 1.037079 0.009184 -0.62673 -0.49709 -0.56819 0.97896 0.405635 -0.55035 -0.24027
39650 103742 BF233588 RIKEN cDNA 1810046J19 gene1810046J19Rik 0.977048 1.008315 0.977563 0.965113 0.921969 0.853081 0.944433 0.934913 -0.44433 -0.64465 -0.45219 -0.18174 0.711686 0.996501 0.30969 0.508927
39651 223726 BE987164 DNA segment, Chr 15, Brigham & Women's Genetics 0669 expressedD15Bwg0669e 0.914728 1.22907 1.110285 0.910506 0.936177 1.117158 1.154204 1.163591 -0.04137 0.853779 0.129246 0.009184 -0.28777 0.187867 0.501397 0.559631
39652 228769 BE956725 proteasome (prosome, macropain) inhibitor subunit 1Psmf1 0.937004 0.906681 0.962098 0.829245 1.011323 0.866496 0.877818 0.906293 -0.09186 0.354204 -0.44433 0.938461 -0.65348 0.773387 0.679298 0.354204
39653 67912 BB211574 RIKEN cDNA 1600012H06 gene1600012H06Rik 0.94269 0.883978 0.993114 0.989062 0.857679 0.904621 0.820512 1.036404 0.129246 0.891464 -0.66083 -0.63796 0.973408 0.736762 0.997556 -0.31557
39654 66972 AK007476 RIKEN cDNA 2310067G05 gene2310067G05Rik0.984556 0.924954 0.968108 1.049244 1.004345 1.091612 1.018173 1.09013 -0.55035 0.736762 -0.20141 0.187867 -0.6649 0.834605 -0.51114 0.824278
39655 104724 BE956659 0.892619 1.005784 0.954132 0.879552 1.048878 0.964847 0.897014 0.957294 0.644342 -0.66829 -0.27838 0.764625 -0.26893 -0.42832 0.593672 -0.32471
39656 52710 AW536092 DNA segment, Chr 15, ERATO Doi 747, expressedD15Ertd747e 0.960439 0.989584 1.027177 1.233864 0.949673 1.141823 1.081348 1.025437 -0.54413 -0.66668 -0.59515 0.790147 -0.44433 0.282313 -0.22093 -0.65348
39657 X07215 0.929608 0.878936 1.12642 1.026789 0.91164 0.84983 0.943564 0.891316 0.178185 0.805914 0.736762 -0.52472 0.462692 0.941302 -0.06158 0.701171
39658 20853 AW537709 staufen (RNA binding protein) homolog 1 (Drosophila)Stau1 0.945518 0.937064 0.851979 0.845327 0.833384 0.82604 0.8696 0.943653 0.397221 0.573466 0.998934 0.999433 0.99983 0.999919 0.994877 0.438641
39659 227622 BE957135 cDNA sequence BC029214BC029214 1.07335 1.01262 1.120652 0.928912 0.810228 0.837561 0.977058 0.954134 -0.06158 -0.42832 0.079567 -0.53132 0.254468 -0.49709 -0.63438 -0.66294
39660 66569 BE987343 RIKEN cDNA 2610020H15 gene2610020H15Rik0.991107 0.938895 1.052569 1.14404 0.944703 0.967835 1.055539 1.109208 -0.66668 -0.31557 -0.56819 0.254468 -0.3517 -0.52472 -0.48988 0.109452
39661 67792 AI839938 RIKEN cDNA 6530413N01 gene6530413N01Rik 0.95339 0.959684 1.002253 0.953187 0.847274 0.932202 0.998694 1.042616 0.049493 -0.10193 -0.67307 0.049493 0.996176 0.501397 -0.67443 -0.08178
39662 20637 BE996231 U1 small nuclear ribonucleoprotein polypeptide ASnrp70 0.999095 1.000907 1.045296 1.022361 0.9454 1.001236 1.015669 0.962773 -0.67443 -0.67443 0.2638 -0.36055 0.545505 -0.67383 -0.51114 0.089552
39663 BG089238 0.936809 1.019122 1.018978 1.246844 0.965778 1.112402 1.190066 1.273448 0.545505 -0.49709 -0.49709 0.99999 -0.14203 0.941302 0.999502 0.999998
39664 74776 AK003660 RIKEN cDNA 1110013G13 gene1110013G13Rik 0.96485 1.048143 0.964891 0.997858 0.981918 1.043085 1.05616 1.08986 -0.01103 0.300618 -0.01103 -0.67213 -0.4676 0.168466 0.478383 0.900587
39665 338348 AW209094 RIKEN cDNA 1200002K10 gene1200002K10Rik0.945338 0.878202 0.905609 1.012531 1.041774 1.031431 0.978547 0.919003 0.226189 0.964832 0.834605 -0.61411 -0.11198 -0.32471 -0.48988 0.695809
39666 94249 AU067716 solute carrier family 24 (sodium/potassium/calcium exchanger), member 3Slc24a3 0.903776 0.887373 0.948093 0.927875 0.934518 0.947163 0.838734 1.072701 0.662144 0.817108 -0.06158 0.318707 0.197509 -0.04137 0.982983 0.235662
39667 66121 BE982386 RIKEN cDNA 1110001O19 gene1110001O19Rik1.036886 0.941328 0.990611 0.969573 0.82842 0.89412 0.986462 1.002562 -0.3517 0.079567 -0.6507 -0.42832 0.991669 0.773387 -0.62268 -0.67307
39668 385609 AW122864 similar to polymerase (RNA) II (DNA directed) polypeptide Hna 0.971972 0.969009 0.957721 0.953961 0.909417 0.984124 1.027161 0.932465 -0.30637 -0.24027 0.049493 0.1391 0.879072 -0.55035 -0.34278 0.606778
39669 BE951978 1.067319 0.978975 0.855397 1.016812 1.00735 1.273965 0.834628 1.035842 -0.28777 -0.62673 0.493796 -0.62268 -0.63063 0.844434 0.508927 -0.48257
39670 56384 NM_019694leucine zipper-EF-hand containing transmembrane protein 1Letm1 1.081806 1.124063 1.186874 0.970351 1.157695 1.063035 1.052119 1.059004 0.1391 0.606778 0.918751 -0.51799 0.781893 -0.14203 -0.26893 -0.17186
39671 BE981438 0.967767 0.906971 0.950259 0.966552 0.918778 0.964911 1.001212 0.991489 -0.11198 0.944027 0.371596 -0.08178 0.876456 -0.03125 -0.67443 -0.63063
39672 76291 AI413652 RIKEN cDNA 1110003O08 gene1110003O08Rik0.932166 0.965337 0.951904 0.912242 0.972029 1.028261 0.886132 0.949591 0.318707 -0.32471 -0.07168 0.638264 -0.44433 -0.45219 0.873793 -0.02114
39673 75687 AW455393 RIKEN cDNA 2310066E14 gene2310066E14Rik 1.03736 1.086633 0.820815 0.871869 1.056186 1.016421 0.936544 1.290562 -0.56238 -0.14203 0.613221 0.187867 -0.43637 -0.63063 -0.30637 0.817108
39674 17850 BE946072 methylmalonyl-Coenzyme A mutaseMut 1.059363 0.945428 0.908723 0.953884 0.910547 0.954546 0.998549 1.034135 0.545505 0.516386 0.94664 0.30969 0.939896 0.291492 -0.67383 -0.07168
39675 14025 NM_016707B-cell CLL/lymphoma 11A (zinc finger protein)Bcl11a 1.034523 0.913196 1.007759 1.026543 0.995248 0.968778 1.021207 0.921368 -0.1916 0.837936 -0.64465 -0.36932 -0.6649 -0.24988 -0.4676 0.750992
39676 14158 U76762 fer (fms/fps related) protein kinase, testis specific 2Fert2 0.954565 1.029319 1.090456 1.026019 1.034914 1.017019 0.877842 0.943234 -0.1916 -0.4676 0.470572 -0.51114 -0.39513 -0.6649 0.868323 0.049493
39677 102115 BC002295 RIKEN cDNA 1110033C18 gene1110033C18Rik 0.93879 0.999681 1.013055 1.111432 0.935973 0.83632 0.973215 0.995117 0.380201 -0.67511 -0.60493 0.884164 0.430489 0.998499 -0.39513 -0.6649
39678 67369 NM_026111RIKEN cDNA 1810019P04 gene1810019P04Rik0.986662 1.007957 1.071217 0.969752 1.004126 0.916586 1.00927 1.528471 -0.64139 -0.66294 0.039434 -0.49709 -0.67213 0.300618 -0.65854 1
39679 12725 BE947373 chloride channel 3 Clcn3 0.951107 0.954921 0.869483 0.887536 0.859588 0.906458 0.928153 0.960623 0.545505 0.446726 0.999731 0.997834 0.999924 0.984717 0.89837 0.282313
39680 105782 BE952249 expressed sequence AI118201AI118201 0.982828 1.546924 1.648713 1.580018 1.325684 1.395363 1.248161 1.393108 -0.56819 1 1 1 0.999998 1 0.99983 1
39681 242406 BE656270 RIKEN cDNA 1110029E03 gene1110029E03Rik1.040094 0.978612 1.038565 0.97694 0.959943 0.98368 0.916615 0.924441 -0.01103 -0.43637 -0.05148 -0.40357 0.029362 -0.53132 0.847602 0.764625
39682 69737 AW048275 RIKEN cDNA 2410003M22 gene2410003M22Rik0.982697 0.940652 1.108986 0.957812 1.044656 1.019514 0.971454 1.077237 -0.58479 0.1391 0.736762 -0.20141 -0.1916 -0.56819 -0.45995 0.362931
39683 233107 AI463440 potassium channel tetramerisation domain containing 15Kctd15 0.92247 0.948317 0.839141 0.834703 0.799829 0.750317 0.837509 0.956021 0.721922 0.245089 0.999117 0.999415 0.99998 1 0.999246 0.059536
39684 216892 BE951163 cDNA sequence BC011467BC011467 0.968402 0.713636 0.885938 0.80582 0.809041 0.790012 0.818548 0.805989 -0.54413 0.999246 0.462692 0.94664 0.939896 0.970538 0.914983 0.945347
39685 67971 BE980428 RIKEN cDNA 2700055K07 gene2700055K07Rik0.855287 0.810177 0.95507 0.823746 0.853821 0.90942 0.879662 0.937861 0.786052 0.954955 -0.39513 0.924132 0.794181 0.129246 0.58701 -0.17186
39686 14433 BF385770 glyceraldehyde-3-phosphate dehydrogenaseGapd 1.023954 0.9833 0.976949 0.802589 0.934771 0.888398 0.85344 1.065153 -0.60959 -0.64139 -0.64139 0.9355 -0.21119 0.235662 0.706464 -0.36055
39687 81840 AI645571 expressed sequence N28137N28137 1.016917 1.052438 0.901915 1.045971 0.976848 0.948654 0.906814 1.046884 -0.58479 -0.00092 0.786052 -0.12202 -0.50417 0.029362 0.736762 -0.10193
39688 74094 AK002882 RIKEN cDNA 0610041D19 gene0610041D19Rik0.835118 0.842396 0.868796 1.124778 0.485859 0.781645 0.235662 -0.17186 -0.24027 -0.26893 0.998453 0.380201 NA
39689 15114 AJ000262 huntingtin-associated protein 1Hap1 1.093609 1.05399 0.986496 1.107765 1.115585 1.154945 1.047113 0.904232 0.1391 -0.36055 -0.65348 0.273082 0.397221 0.462692 -0.42832 0.207111
39690 270028 BE653395 expressed sequence AW121567AW121567 1.02093 0.918271 0.898481 0.928961 0.797517 0.865244 0.87801 0.913038 -0.59004 0.282313 0.559631 0.119363 0.992971 0.844434 0.760146 0.362931
39691 192185 AW455445 cDNA sequence BC004012BC004012 1.047793 1.121624 1.113797 0.982131 0.89664 0.969627 0.940949 0.910988 0.178185 0.970538 0.953843 -0.50417 0.957109 -0.22093 0.493796 0.891464
39692 96965 AW061336 0.898879 1.004288 1.038359 0.949313 1.058692 1.134524 1.070004 0.999474 0.129246 -0.66294 -0.54413 -0.42832 -0.38661 0.168466 -0.39513 -0.66974
39693 52064 NM_026504DNA segment, Chr 5, ERATO Doi 33, expressedD5Ertd33e 0.95957 1.032901 1.061241 1.025728 1.038414 1.125128 1.06908 1.066194 -0.26893 -0.41191 0.049493 -0.51114 -0.33378 0.805914 0.178185 0.129246
39694 69151 BE456489 RIKEN cDNA 1810030J04 gene1810030J04Rik 0.976792 0.919217 0.939173 0.836221 1.018822 0.962462 0.847642 1.051994 -0.52472 0.493796 0.148922 0.988988 -0.5794 -0.2971 0.978401 -0.08178
39695 AW491386 0.999664 1.012835 0.9318 0.80321 1.037829 0.805692 1.125498 0.992587 -0.66294 -0.67102 -0.14203 0.501397 -0.48988 0.827777 0.245089 -0.66974
39696 1.029528 1.008858 1.152589 1.203208 0.959086 1.030352 0.962398 1.035227 -0.48257 -0.65609 0.89837 0.982983 -0.2971 -0.4676 -0.3517 -0.40357
39697 17965 BE956620 neuroblastoma, suppression of tumorigenicity 1Nbl1 1.013216 0.82614 1.0318 0.93329 0.897687 0.925286 0.956117 0.971539 -0.63063 0.989866 -0.43637 0.187867 0.706464 0.327668 -0.23062 -0.47514
39698 13722 BC002054 small inducible cytokine subfamily E, member 1Scye1 1.027946 1.006701 1.057466 0.843986 0.841802 0.841508 0.901616 1.040929 -0.61411 -0.65854 -0.48988 0.380201 0.397221 -0.16194 0.019278 -0.5794
39699 17172 AI323092 achaete-scute complex homolog-like 1 (Drosophila)Ascl1 0.919654 1.061763 0.87125 0.755317 1.243553 0.972995 1.132524 1.18455 -0.07168 -0.34278 0.454743 0.960167 0.662144 -0.58479 0.187867 0.545505
39700 14548 BF463958 ganglioside-induced differentiation-associated-protein 3Gdap3 1.010757 1.136408 1.259055 1.185269 1.29128 1.188747 1.087179 1.284897 -0.64465 0.871082 0.998829 0.97896 0.999693 0.980561 0.454743 0.999722
39701 68431 BF449788 RIKEN cDNA 0710008C12 gene0710008C12Rik0.923303 1.063226 1.00386 0.802528 0.938399 0.969885 0.938631 1.008213 0.009184 -0.23062 -0.67307 0.924132 -0.33378 -0.55035 -0.30637 -0.66668
39702 12810 NM_007728coagulation factor C homolog (Limulus polyphemus)Coch 0.897726 0.98615 0.954146 1.004141 1.040405 0.862831 0.933912 1.137959 0.731883 -0.62268 -0.17186 -0.67102 -0.2971 0.939896 0.207111 0.876456
39703 68566 AW045858 RIKEN cDNA 1110004A22 gene1110004A22Rik1.032958 0.931308 0.848702 0.896534 1.011719 0.782413 0.926808 1.197665 -0.58479 -0.31557 0.531089 0.009184 -0.66974 0.684872 -0.3517 0.638264
39704 227290 BF468097 angio-associated migratory proteinAamp 0.96403 0.729797 0.862177 0.818755 0.821557 0.730788 0.83727 0.900566 -0.48257 0.997899 0.760146 0.94664 0.939896 0.999292 0.876456 0.216672
39705 1.065671 0.957548 0.872975 0.824768 0.898343 0.900812 0.916298 0.933224 -0.10193 -0.37801 0.736762 0.952706 0.362931 0.446726 0.119363 -0.03125
39706 AW045498 1.00104 0.947235 0.883183 0.921545 0.982271 0.863134 0.897799 0.915198 -0.67486 -0.06158 0.837936 0.405635 -0.59004 0.932415 0.716839 0.501397
39707 50754 BE225988 F-box and WD-40 domain protein 7, archipelago homolog (Drosophila)Fbxw7 0.981009 0.904594 1.002328 0.908102 0.971552 0.935957 0.929559 1.080216 -0.58479 0.606778 -0.67383 0.566585 -0.48257 0.119363 0.235662 0.300618
39708 67563 AI850069 RIKEN cDNA 9030612I22 gene9030612I22Rik 0.995985 0.738719 0.843571 0.820558 0.762553 0.878071 1.180005 0.733761 -0.67307 0.824278 0.531089 0.300618 0.662144 -0.37801 0.327668 0.893809
39709 19049 BF582544 protein phosphatase 1, regulatory (inhibitor) subunit 1BPpp1r1b 0.959839 0.984918 0.926296 0.986934 0.994641 1.090111 1.023646 1.056943 -0.01103 -0.56238 0.701171 -0.59004 -0.66083 0.809704 -0.42016 0.336572
39710 108156 AI788660 methylenetetrahydrofolate dehydrogenase (NADP+ dependent), methenyltetrahydrofolate cyclohydrolase, formyltetrahydrofolate synthaseMthfd1 1.047004 0.982967 1.002724 1.052628 0.937568 0.919464 0.980314 0.936478 0.197509 -0.51114 -0.67102 0.327668 0.600262 0.847602 -0.45995 0.619591
39711 68043 AK010911 RIKEN cDNA 2510005D08 gene2510005D08Rik 0.92982 0.974042 0.977589 1.045961 0.987561 1.011096 1.074127 1.097888 0.049493 -0.55643 -0.58479 -0.3517 -0.64776 -0.65348 0.029362 0.336572
39712 116848 BE946396 bromodomain adjacent to zinc finger domain, 2ABaz2a 1.011195 0.924918 0.938531 0.932279 0.875087 0.841619 0.974162 1.060818 -0.48257 0.656282 0.42227 0.538333 0.979507 0.998404 -0.39513 0.336572
39713 55963 NM_018861solute carrier family 1 (glutamate/neutral amino acid transporter), member 4Slc1a4 1.061884 1.06668 1.025334 0.992649 1.020169 0.931923 1.02664 1.012608 0.318707 0.405635 -0.42832 -0.65348 -0.51799 0.508927 -0.41191 -0.60959
39714 0.987878 1.010923 0.926853 1.023251 0.914401 0.946536 1.068303 1.176865 -0.6507 -0.61847 -0.17186 -0.59515 0.207111 -0.42016 -0.23062 0.837936
39715 18438 AW912448 purinergic receptor P2X, ligand-gated ion channel 4P2rx4 0.985042 1.050708 0.9959 1.147184 0.967777 0.846234 0.901793 1.200602 -0.58479 0.059536 -0.66829 0.972716 -0.2971 0.995305 0.850717 0.998303
39716 12405 AI429729 cerebellin 2 precursor proteinCbln2 0.955379 1.015154 0.985321 0.921051 0.941999 0.95566 1.010526 1.172344 -0.22093 -0.61847 -0.61847 0.388742 0.019278 -0.22093 -0.64776 0.953843
39717 NM_008739 1.024624 1.121083 1.02836 1.057255 1.005877 1.099461 1.067188 1.116253 -0.47514 0.881641 -0.42016 0.129246 -0.66294 0.736762 0.049493 0.859748
39718 225870 BE949124 Ras and Rab interactor 1 Rin1 0.991428 0.916254 1.021738 1.022976 1.07651 1.007567 0.939456 1.170152 -0.66294 0.207111 -0.60011 -0.59004 0.019278 -0.6649 -0.14203 0.837936
39719 110862 AW494964 potassium voltage-gated channel, subfamily Q, member 3Kcnq3 0.941762 0.902278 0.91383 0.972195 0.865855 0.677161 0.9592 0.897583 -0.1916 0.413985 -0.01103 -0.55643 0.593672 0.999981 -0.42016 0.462692
39720 384399 AA600552 similar to ribosomal protein L23na 0.983402 0.933222 0.913275 0.989485 0.779783 0.896076 0.847901 0.897442 -0.60011 0.235662 0.566585 -0.64465 0.999722 0.760146 0.974746 0.746316
39721 67298 AK014109 RIKEN cDNA 3110031O14 gene3110031O14Rik1.029534 0.918533 0.878184 0.892082 0.821662 0.8573 0.868684 1.042279 -0.52472 0.235662 0.726937 0.593672 0.968204 0.862656 0.798153 -0.38661
39722 66349 AK009150 RIKEN cDNA 2310004L02 gene2310004L02Rik 0.933978 0.948611 0.905245 0.943993 0.890732 0.868417 0.788777 1.097644 0.300618 0.009184 0.726937 0.099514 0.850717 0.950357 0.999779 0.662144
39723 M93310 1.020812 0.965825 0.891929 0.928473 0.85303 0.898473 0.934615 0.966228 -0.56238 -0.37801 0.777672 0.300618 0.961142 0.716839 0.187867 -0.38661
39724 24086 AI845045 tousled-like kinase 2 (Arabidopsis)Tlk2 0.909542 0.919369 0.985615 0.89479 0.949115 0.991133 0.90915 1.079573 0.711686 0.580275 -0.60493 0.844434 0.029362 -0.64776 0.716839 0.470572
39725 235415 BE992344 lectin, mannose-binding, 1 likeLman1l 1.03706 1.08343 1.084568 1.051577 0.800149 0.877996 1.107489 1.057148 -0.51114 -0.16194 -0.08178 -0.45219 0.886642 0.235662 0.158711 -0.49709
39726 23997 BG064915 proteasome (prosome, macropain) 26S subunit, non-ATPase, 13Psmd13 1.070418 0.976453 1.017483 1.089516 1.033563 0.878214 0.945793 0.935534 0.129246 -0.54413 -0.60493 0.397221 -0.43637 0.831219 -0.08178 0.099514
39727 56495 AK007827 arsA (bacterial) arsenite transporter, ATP-binding, homolog 1Asna1 0.962925 1.102898 0.977488 0.997059 0.940547 1.056172 0.964941 1.044088 -0.38661 0.516386 -0.56238 -0.67307 -0.02114 -0.13203 -0.41191 -0.30637
39728 19346 AA960456 RAB6, member RAS oncogene familyRab6 0.969956 0.944112 0.839261 0.834727 1.00366 0.912754 1.061129 1.167468 -0.55643 -0.28777 0.834605 0.856789 -0.67307 0.129246 -0.26893 0.638264
39729 11736 BE980790 ankyrin repeat and FYVE domain containing 1Ankfy1 1.041452 1.14368 1.057604 1.062842 1.071182 1.105249 1.076831 1.280351 -0.12202 0.972006 0.216672 0.318707 0.462692 0.841212 0.552604 0.999988
39730 52206 AW049378 DNA segment, Chr 5, ERATO Doi 249, expressedD5Ertd249e 1.069919 0.824618 1.028057 1.087944 0.944777 0.960534 0.879561 1.008994 0.069561 0.980561 -0.51799 0.327668 -0.10193 -0.3517 0.790147 -0.65854
39731 68001 AK018510 RIKEN cDNA 1110004E09 gene1110004E09Rik0.884756 1.135905 1.0637 1.114377 0.999086 1.166923 1.116126 1.138276 0.868323 0.891464 0.1391 0.773387 -0.67486 0.966556 0.786052 0.900587
39732 107449 AK018177 unc-5 homolog B (C. elegans)Unc5b 0.935399 0.975007 0.969558 1.079072 1.107707 1.105043 1.029476 1.111329 0.345418 -0.45995 -0.36055 0.501397 0.805914 0.786052 -0.39513 0.831219
39733 27276 AI173572 pleckstrin homology domain containing, family B (evectins) member 1Plekhb1 0.99413 0.993022 0.97782 1.073259 1.047446 0.966313 1.04812 1.130922 -0.66294 -0.65854 -0.51114 0.380201 0.049493 -0.32471 -0.07168 0.906994
39734 AI849059 1.017239 1.063253 1.041109 1.039735 1.16657 1.280252 1.148364 1.089089 -0.60493 0.029362 -0.32471 -0.34278 0.9355 0.999196 0.881641 0.405635
39735 78920 BB275620 dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)Dlst
39736 72008 AK005386 RIKEN cDNA 1500041L05 gene1500041L05Rik 0.90805 1.019968 0.934742 0.911657 1.019041 0.970089 0.984334 1.027822 0.438641 -0.60011 0.019278 0.388742 -0.60493 -0.49709 -0.62673 -0.53132
39737 52231 AW048387 DNA segment, Chr 1, ERATO Doi 161, expressedD1Ertd161e 1.007747 1.117852 0.831192 1.208923 0.915413 0.950401 0.924921 0.861262 -0.66668 0.397221 0.847602 0.731883 -0.13203 -0.45995 -0.22093 0.656282
39738 69769 AW011777 RIKEN cDNA 1810019A08 gene1810019A08Rik0.917528 0.947086 0.925977 0.941369 0.930617 1.102362 0.880238 1.016093 0.059536 -0.33378 -0.06158 -0.18174 -0.05148 -0.01103 0.531089 -0.64139
39739 56876 BE946624 nasal embryonic LHRH factorNelf 0.882824 0.99101 0.933368 0.836693 0.777811 0.796713 0.935154 0.804529 0.606778 -0.66294 -0.07168 0.904899 0.99256 0.964832 -0.09186 0.974085
39740 19341 AI893440 RAB4A, member RAS oncogene familyRab4a 0.984641 1.12155 0.988934 1.079898 1.036465 1.022938 0.932745 1.120239 -0.60959 0.805914 -0.64139 0.380201 -0.34278 -0.53132 0.2638 0.798153
39741 66659 NM_019800acid phosphatase 6, lysophosphatidicAcp6 0.970347 0.994674 1.027653 1.050922 1.028544 1.025722 1.071509 1.093607 -0.17186 -0.65609 -0.24988 0.362931 -0.22093 -0.2971 0.731883 0.916885
39742 12490 AI462406 CD34 antigen Cd34 1.091207 0.93741 0.980071 0.945395 0.955122 0.880808 0.938133 1.086543 0.566585 0.207111 -0.55643 0.049493 -0.14203 0.896111 0.197509 0.508927
39743 228829 AW047575 RIKEN cDNA 6820402O20 gene6820402O20Rik1.044243 1.05581 1.027786 0.815629 0.981362 0.898811 1.074803 1.232334 -0.53132 -0.53779 -0.61411 0.764625 -0.64776 -0.10193 -0.38661 0.764625
39744 71963 AI482005 cell division cycle associated 4Cdca4 0.922559 0.949552 0.891242 0.966198 0.980508 0.955089 1.140204 1.018783 0.362931 -0.12202 0.760146 -0.40357 -0.5794 -0.22093 0.859748 -0.59004
39745 76457 AK009756 RIKEN cDNA 2310042L06 gene2310042L06Rik 1.008922 1.020068 0.931314 0.964099 0.801882 0.811739 0.945775 0.911985 -0.65609 -0.58479 0.187867 -0.37801 0.996702 0.993908 -0.07168 0.493796
39746 16371 AW989224 Iroquois related homeobox 1 (Drosophila)Irx1 0.997188 1.018085 1.016587 1.02852 1.045398 0.905249 0.852725 0.953745 -0.67307 -0.59004 -0.60493 -0.47514 -0.22093 0.644342 0.962096 -0.17186
39747 68020 AW493963 RIKEN cDNA 2810002N01 gene2810002N01Rik0.981974 1.030846 0.929627 0.902245 0.926911 0.869539 1.025761 0.969516 -0.64465 -0.59004 -0.24027 -0.09186 -0.16194 0.273082 -0.61411 -0.58479
39748 BB445779 0.901589 0.87122 0.919918 0.949996 0.835773 0.93839 0.940648 0.972408 0.30969 0.644342 0.059536 -0.34278 0.871082 -0.1916 -0.23062 -0.56819
39749 17169 BE333488 MAP/microtubule affinity-regulating kinase 3Mark3 1.030932 0.964185 1.066069 1.098562 1.058946 0.889395 0.934803 1.100133 -0.36055 -0.24027 0.327668 0.755602 0.197509 0.911065 0.388742 0.769038
39750 17749 AK018914 metallothionein-I activator Mt1a 0.987067 0.978057 1.038528 1.052847 0.944623 1.030688 0.935212 1.221072 -0.61411 -0.50417 -0.23062 0.049493 0.168466 -0.37801 0.354204 0.999059
39751 11975 AB022321 ATPase, H+ transporting, lysosomal V0 subunit a isoform 1Atp6v0a1 1.063888 1.142154 0.994201 1.01324 0.942425 1.008725 1.060377 1.041939 0.42227 0.982983 -0.65854 -0.59515 0.371596 -0.63796 0.354204 -0.04137
39752 259302 BE553770 RIKEN cDNA D130026O08 geneD130026O08Rik0.984678 1.046936 1.154722 1.21198 1.052962 1.016531 1.196821 1.146946 -0.61847 -0.23062 0.909049 0.969 -0.53779 -0.66668 0.979507 0.777672
39753 22323 AW545630 vasodilator-stimulated phosphoproteinVasp 0.844598 0.794498 0.859371 0.868875 1.031031 0.842341 0.821742 1.045851 0.760146 0.947906 0.656282 0.573466 -0.56819 0.777672 0.876456 -0.45219
39754 15168 NM_008227hyperpolarization-activated, cyclic nucleotide-gated K+ 3Hcn3 0.867924 0.931282 0.752953 0.695798 0.534939 0.492116 0.345753 0.379463 0.405635 -0.28777 0.966556 0.996396 1 1 1 1
39755 66822 BE995358 F-box only protein 25 Fbxo25 0.902004 1.005662 1.061139 1.529344 0.550245 0.793299 1.284074 -0.56238 -0.6649 -0.37801 0.470572 0.1391 -0.61847 -0.11198 NA
39756 52712 NM_026107DNA segment, Chr 11, ERATO Doi 714, expressedD11Ertd714e 0.96778 0.992074 1.069094 0.893694 1.089955 0.881456 0.831709 1.005017 -0.57386 -0.67383 -0.10193 0.413985 -0.01103 0.2638 0.916885 -0.66083
39757 67468 BE990212 monocyte to macrophage differentiation-associatedMmd 1.0284 0.923274 0.862126 1.012449 0.935975 0.924367 0.948848 1.204341 -0.57386 -0.4676 0.049493 -0.63796 -0.64465 -0.64465 -0.59004 0.58701
39758 73024 AJ278128 RIKEN cDNA 2900064A13 gene2900064A13Rik1.065136 0.989045 1.080893 1.119494 1.047478 1.219166 1.085893 1.214491 -0.00092 -0.6507 0.300618 0.573466 -0.36932 0.889075 0.291492 0.96394
39759 24061 BE981376 SMC (structural maintenance of chromosomes 1)-like 1 (S. cerevisiae)Smc1l1 0.794424 0.934229 0.870648 1.123135 0.88505 1.056466 0.943152 0.936809 0.859748 -0.51799 0.405635 -0.00092 0.207111 -0.57386 -0.44433 -0.45995
39760 54638 AW456503 DNA segment, Chr X, Immunex 40, expressedDXImx40e 0.92146 0.89576 0.965504 0.914565 0.994543 0.921348 1.006754 1.0519 0.523773 0.820722 -0.32471 0.619591 -0.6649 0.523773 -0.66083 -0.03125
39761 64295 NM_022418RIKEN cDNA 2010004O20 gene2010004O20Rik0.971263 0.892705 0.839861 0.935121 0.745268 0.697365 0.903065 0.788509 -0.55643 0.446726 0.868323 -0.13203 0.993169 0.999861 0.109452 0.957109
39762 67291 AK013412 RIKEN cDNA 3110023B02 gene3110023B02Rik1.049449 0.928851 0.86721 0.928485 0.89959 0.849871 0.898147 1.048007 -0.2971 0.069561 0.798153 0.079567 0.493796 0.891464 0.508927 -0.31557
39763 83456 BE686341 Moloney leukemia virus 10-like 1Mov10l1 1.107343 0.891451 0.854043 0.908149 1.012496 0.88218 1.052297 1.145878 -0.01103 0.059536 0.493796 -0.07168 -0.66294 0.119363 -0.51114 0.318707
39764 13200 NM_007838dolichyl-di-phosphooligosaccharide-protein glycotransferaseDdost 0.985608 0.95146 1.021047 1.05623 1.00738 1.046791 1.078053 1.102285 -0.61847 -0.13203 -0.56238 -0.04137 -0.66083 -0.20141 0.318707 0.619591
39765 217364 BE627177 RIKEN cDNA D230014K01 geneD230014K01Rik1.016189 0.7958 0.927847 0.861663 1.10453 1.161144 1.045077 1.210168 -0.64139 0.969 -0.05148 0.701171 0.254468 0.566585 -0.42832 0.902763
39766 BE852805 1.074564 1.20461 1.019522 0.901677 0.853293 1.010776 0.947846 0.972189 0.235662 0.986286 -0.58479 0.656282 0.953843 -0.64465 -0.08178 -0.48257
39767 AI098106 0.959491 0.935019 0.881783 0.823629 0.943524 1.007913 1.034123 1.089183 -0.45995 -0.16194 0.523773 0.906994 -0.26893 -0.65609 -0.53132 0.069561
39768 20392 AF103877 sarcoglycan, epsilon Sgce 0.997243 0.898796 0.9469 1.045256 0.943498 1.012352 0.900817 1.10902 -0.67383 0.523773 -0.21119 -0.3517 -0.152 -0.64776 0.486125 0.470572
39769 214987 AI595853 RIKEN cDNA 5830457O10 gene5830457O10Rik0.810222 0.900667 0.887721 0.828882 0.82783 0.961389 0.90628 1.131778 0.879072 0.148922 0.42227 0.794181 0.667934 -0.37801 -0.23062 0.029362
39770 59056 NM_021292Ellis van Creveld gene homolog (human)Evc 0.964196 1.065 1.047842 0.906267 0.95476 0.82911 0.963525 1.037555 -0.33378 0.148922 -0.152 0.673651 -0.22093 0.992971 -0.31557 -0.32471
39771 BB368130 0.915932 0.936403 1.043501 0.851876 1.080046 0.861922 0.892976 1.204345 0.2638 -0.13203 -0.37801 0.881641 0.019278 0.769038 0.566585 0.950357
39772 67602 AI835071 RIKEN cDNA 1200016B17 gene1200016B17Rik1.179299 1.389785 1.162095 1.06338 1.066603 1.051145 1.009519 1.216562 0.969777 0.999997 0.942679 0.079567 0.129246 -0.20141 -0.6507 0.993169
39773 17532 AB004879 muscle and microspikes RASMras 0.943339 1.064311 0.821539 0.897576 0.841483 0.936328 1.099166 1.071095 -0.11198 -0.04137 0.978401 0.580275 0.941302 0.009184 0.430489 0.049493
39774 BB278758 1.018677 1.040158 1.098895 1.179871 1.006193 0.972418 0.883807 1.101319 -0.61847 -0.42832 0.345418 0.876456 -0.64465 -0.54413 0.644342 0.354204
39775 AI850133 1.027102 1.053842 1.161891 1.045001 1.073245 1.001518 1.132587 1.095704 -0.47514 -0.02114 0.962096 -0.18174 0.30969 -0.67443 0.881641 0.613221
39776 26407 BE553802 mitogen activated protein kinase kinase kinase 4Map3k4 0.872201 0.943312 0.826637 0.898621 0.862455 0.795726 0.770784 0.92008 0.769038 -0.152 0.916885 0.508927 0.831219 0.990415 0.997556 0.207111
39777 56199 NM_019552ATP-binding cassette, sub-family B (MDR/TAP), member 10Abcb10 0.968239 0.889195 1.11286 0.848857 1.007858 0.716328 0.758942 0.960251 -0.64465 0.197509 0.089552 0.566585 -0.66974 0.862656 0.909049 -0.60011
39778 74192 AW908955 actin related protein 2/3 complex, subunit 5-likeArpc5l 0.990125 0.982011 0.867278 1.014915 0.707807 0.746091 0.926448 0.935041 -0.66083 -0.62268 0.731883 -0.64139 0.999673 0.997325 0.019278 -0.05148
39779 69305 AW488863 RIKEN cDNA 1700001E16 gene1700001E16Rik0.938766 1.003161 0.666255 0.764249 0.593116 0.505165 0.382935 0.407925 -0.27838 -0.67383 0.999836 0.980561 0.999998 1 1 1
39780 66464 NM_025579TAF12 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf12 0.997077 0.926781 1.024601 0.989644 0.927903 0.948231 0.899156 1.023037 -0.67102 0.632112 -0.42832 -0.62673 0.613221 0.207111 0.904899 -0.45995
39781 19732 AW555065 ral guanine nucleotide dissociation stimulator,-like 2Rgl2 1.022753 0.990757 0.91162 0.858546 0.892076 0.829324 0.878513 0.950812 -0.51114 -0.64776 0.679298 0.976639 0.859748 0.996501 0.927546 -0.01103
39782 14251 BF019943 flotillin 1 Flot1 1.076486 1.06724 1.08893 0.94514 1.003804 1.201205 1.159343 1.498934 -0.28777 -0.53132 -0.41191 -0.41191 -0.52472 0.371596 0.109452 0.985521
39783 83493 BG091712 SAC1 (supressor of actin mutations 1, homolog)-like (S. cerevisiae)Sacm1l 1.011029 1.201673 0.986708 1.090468 1.019367 1.167016 0.939156 0.946076 -0.6649 0.716839 -0.65854 -0.12202 -0.64139 0.254468 -0.3517 -0.45995
39784 20515 BE553516 solute carrier family 20, member 1Slc20a1 1.017768 0.986874 0.926334 0.993357 0.991141 0.910983 0.895495 1.043624 -0.59004 -0.63438 0.345418 -0.66294 -0.65348 0.580275 0.755602 -0.24027
39785 26893 AW545527 COP9 (constitutive photomorphogenic) homolog, subunit 6 (Arabidopsis thaliana)Cops6 1.057848 1.030942 1.012698 0.981325 0.942738 0.956866 1.004749 0.92292 0.178185 -0.3517 -0.61411 -0.54413 0.235662 -0.08178 -0.66668 0.600262
39786 66079 NM_025339RIKEN cDNA 0610027O18 gene0610027O18Rik0.971484 0.881481 0.922604 1.001997 0.984713 0.899305 0.920379 1.042404 -0.42832 0.902763 0.493796 -0.67383 -0.60011 0.781893 0.531089 -0.21119
39787 110351 AI853638 Rap1, GTPase-activating protein 1Rap1ga1 0.943908 0.991128 1.036072 1.165113 1.194511 1.213846 1.366295 1.206024 0.362931 -0.63438 -0.152 0.996396 0.999433 0.999841 1 0.999731
39788 56444 AI326428 ARP10 actin-related protein 10 homolog  (S. cerevisiae)Actr10 1.030539 0.975779 1.046307 1.041188 1.006506 1.046976 1.067385 1.07302 -0.1916 -0.33378 0.216672 0.079567 -0.64776 0.235662 0.644342 0.721922
39789 BE553691 1.000117 0.999945 0.992878 0.97061 0.979208 0.971197 0.90626 1.151512 -0.6752 -0.6752 -0.65348 -0.33378 -0.49709 -0.3517 0.841212 0.983871
39790 67674 BE951374 RIKEN cDNA 0610038D11 gene0610038D11Rik 1.01307 1.034109 1.011799 1.040681 1.015159 0.999373 1.063144 1.058904 -0.60493 -0.25943 -0.61847 -0.24988 -0.5794 -0.67511 0.345418 0.2638
39791 13371 BE949109 deiodinase, iodothyronine, type IIDio2 0.843321 0.913827 1.050954 0.911855 0.811986 0.760754 0.886494 1.108921 0.148922 -0.40357 -0.5794 -0.20141 0.573466 0.837936 -0.05148 -0.33378
39792 70808 NM_027561RIKEN cDNA 4632415L05 gene4632415L05Rik 1.010848 1.153744 0.952063 0.926085 1.024924 0.81306 0.90666 1.215208 -0.59515 0.802064 -0.42016 -0.08178 -0.41191 0.773387 0.158711 0.879072
39793 110265 AI195763 methionine sulfoxide reductase AMsra 0.985864 1.050928 0.938707 1.064135 0.949837 0.963189 0.940547 1.218981 -0.62268 -0.13203 0.109452 -0.12202 -0.01103 -0.24027 0.079567 0.982983
39794 66469 NM_025582RIKEN cDNA 2810405K02 gene2810405K02Rik1.099489 1.079866 1.091252 0.928968 0.9539 0.939357 0.920179 1.063718 0.701171 0.470572 0.613221 0.413985 -0.08178 0.216672 0.559631 0.207111
39795 23936 AW491617 Ly6/neurotoxin 1 Lynx1 0.99355 0.980441 1.089923 0.992596 1.059127 0.998597 0.976367 0.898474 -0.66829 -0.60493 0.226189 -0.6649 -0.152 -0.67486 -0.57386 0.493796
39796 264064 BE950250 cyclin-dependent kinase 8 Cdk8
39797 226980 AI413242 cDNA sequence BC018347BC018347 0.942465 1.014123 0.898236 0.963286 0.930822 0.981698 0.916829 1.039538 0.109452 -0.61847 0.773387 -0.30637 0.327668 -0.57386 0.559631 -0.27838
39798 50784 NM_015817phosphatidic acid phosphatase type 2cPpap2c 0.9219 0.980443 0.857935 0.989133 0.93627 0.950143 0.933984 0.892534 0.2638 -0.59515 0.900587 -0.6507 0.029362 -0.26893 0.069561 0.656282
39799 330814 AA987131 latrophilin 1 Lphn1 1.03791 1.015405 0.86814 1.016895 1.008332 1.036387 0.851061 0.976664 -0.51114 -0.59515 0.613221 -0.64139 -0.67383 -0.44433 0.600262 -0.60493
39800 AK004347 0.945735 0.996722 0.815811 0.851247 0.9577 0.902277 1.078112 1.112629 -0.00092 -0.67213 0.996396 0.969777 -0.23062 0.695809 0.336572 0.731883
39801 66940 AK009225 RIKEN cDNA 6430628I05 gene6430628I05Rik 1.014355 0.99294 1.03057 0.96132 1.060066 0.869581 0.934256 1.074361 -0.6507 -0.66829 -0.5794 -0.51799 -0.39513 0.099514 -0.24027 -0.21119
39802 68194 AI787845 NADH dehydrogenase (ubiquinone) 1 beta subcomplex 4Ndufb4 0.920019 0.991297 0.801762 0.953771 0.916983 0.91413 0.979681 0.992105 0.235662 -0.66083 0.989288 -0.2971 0.282313 0.327668 -0.59515 -0.65609
39803 230775 AW743116 brain-specific angiogenesis inhibitor 2Bai2 0.889284 0.904684 0.91607 0.863119 1.001135 1.072817 0.808839 1.106247 0.380201 0.235662 0.039434 0.644342 -0.67511 -0.16194 0.925856 0.197509
39804 13175 AI151863 double cortin and calcium/calmodulin-dependent protein kinase-like 1Dcamkl1 1.553186 2.8268 2.185088 2.127453 1.678748 2.059926 2.2737 2.62742 1 1 1 1 1 1 1 1
39805 76287 AI850788 RIKEN cDNA 1110001M20 gene1110001M20Rik0.966256 0.959938 0.847372 0.842711 0.774998 0.938861 0.925057 0.966781 -0.48988 -0.40357 0.876456 0.896111 0.980561 -0.24988 0.079567 -0.43637
39806 104079 AW121897 neurexophilin 3 Nxph3 0.865 0.863418 1.016294 0.99453 0.946115 0.898619 0.934898 1.11468 0.847602 0.853779 -0.62268 -0.66974 0.009184 0.282313 0.019278 0.573466
39807 18546 NM_008791Purkinje cell protein 4 Pcp4 0.966562 0.888568 0.849063 0.941064 0.914376 0.920602 0.899027 0.934877 -0.42016 0.750992 0.951544 -0.00092 0.446726 0.354204 0.644342 0.109452
39808 12495 BE626137 ectonucleoside triphosphate diphosphohydrolase 1Entpd1 1.078066 0.879274 0.974181 1.042673 0.86056 0.954199 0.990854 0.941203 -0.00092 0.619591 -0.57386 -0.44433 0.701171 -0.42016 -0.66294 -0.42016
39809 BG141437 0.973224 0.99388 0.851481 0.899177 1.031292 0.983986 0.957895 1.144036 -0.56819 -0.67213 0.644342 0.207111 -0.59004 -0.65854 -0.44433 0.216672
39810 217684 BG246814 RIKEN cDNA 4933426M11 gene4933426M11Rik1.016881 1.313368 1.119108 0.981303 1.011209 0.941101 0.896021 1.223034 -0.60493 0.999861 0.741572 -0.58479 -0.64465 0.039434 0.716839 0.993548
39811 68939 AI838469 RIKEN cDNA 1190017B18 gene1190017B18Rik0.958123 0.977955 1.025711 0.969144 0.991047 1.065341 1.115531 1.080689 -0.2971 -0.61411 -0.53132 -0.45995 -0.65609 0.039434 0.667934 0.2638
39812 27886 AI462402 expressed sequence 2 embryonic lethalEs2el 0.942023 0.956151 1.014268 0.996751 1.0809 0.84192 0.93978 1.218471 -0.24027 -0.41191 -0.64776 -0.67383 0.009184 0.844434 -0.21119 0.924132
39813 75565 BE952191 RIKEN cDNA 1700023O11 gene1700023O11Rik0.897609 0.869909 0.994718 0.927494 0.84608 0.798918 0.84856 1.007783 0.523773 0.786052 -0.66974 0.099514 0.909049 0.989288 0.900587 -0.6649
39814 AK003872 1.035191 1.023951 0.884628 0.945039 0.856659 0.852964 0.958947 1.048574 -0.45219 -0.56819 0.701171 -0.152 0.886642 0.889075 -0.30637 -0.28777
39815 60527 NM_021890fatty acid desaturase 3 Fads3 0.912713 0.875016 0.661345 0.83817 0.709557 0.787192 0.917799 0.870198 0.430489 0.824278 1 0.963028 0.999991 0.997767 0.354204 0.850717
39816 234865 AW542832 RIKEN cDNA 4832420O05 gene4832420O05Rik0.941524 1.003629 0.937242 0.892798 0.965449 0.917679 0.982634 1.159699 0.029362 -0.67213 0.109452 0.746316 -0.38661 0.397221 -0.60011 0.929201
39817 BG143485 0.971677 1.088484 1.012998 1.082154 1.039624 0.880748 1.01035 1.140003 -0.55035 0.1391 -0.63063 0.059536 -0.60011 0.405635 -0.67213 0.354204
39818 66935 NM_025854RIKEN cDNA 1700023B02 gene1700023B02Rik1.022541 0.997415 1.020087 1.014753 0.945837 0.934886 0.930298 1.030742 -0.54413 -0.67307 -0.56819 -0.61411 -0.00092 0.207111 0.291492 -0.43637
39819 76491 AW744741 RIKEN cDNA 1810013B01 gene1810013B01Rik0.961728 0.956543 1.034947 0.963556 0.884395 0.95717 0.997727 1.092461 -0.11198 0.019278 -0.21119 -0.152 0.96394 -0.00092 -0.67307 0.786052
39820 216151 BF468075 RIKEN cDNA 1110018N15 gene1110018N15Rik0.969099 0.959337 1.014509 0.873918 0.895788 0.815081 1.073906 0.92797 -0.50417 -0.38661 -0.63796 0.755602 0.413985 0.952706 -0.10193 -0.05148
39821 235604 BE992148 cDNA sequence BC017634BC017634 0.885546 0.999012 0.972738 0.899753 1.092673 1.111039 0.915638 0.914008 0.552604 -0.67511 -0.56238 0.388742 0.178185 0.413985 0.168466 -0.02114
39822 72700 BE949501 RIKEN cDNA 2810040O04 gene2810040O04Rik1.012801 1.139765 1.038111 1.074805 1.098968 0.998727 0.918481 1.256527 -0.65609 0.673651 -0.45995 -0.01103 0.291492 -0.67486 0.109452 0.984717
39823 227157 AA547309 membrane protein, palmitoylated 4 (MAGUK p55 subfamily member 4)Mpp4 1.040078 0.884888 1.02857 0.922686 1.025695 0.888187 1.068 0.987977 -0.36055 0.755602 -0.50417 0.282313 -0.53779 0.726937 0.059536 -0.64139
39824 208715 AW541260 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1Hmgcs1 0.974879 0.949155 1.017864 0.86767 0.911913 0.936343 0.979506 1.008333 -0.43637 -0.07168 -0.59004 0.927546 0.573466 0.178185 -0.56238 -0.65609
39825 18806 AW049545 phospholipase D2 Pld2 0.902102 1.139857 1.038171 0.846082 0.962036 0.931732 0.944401 1.161968 0.454743 0.706464 -0.43637 0.904899 -0.42832 0.019278 -0.32471 0.837936
39826 72205 BG082219 RIKEN cDNA 1600029N02 gene1600029N02Rik0.975045 0.880777 0.85879 0.851071 0.835 0.850308 0.956392 1.13902 -0.51114 0.856789 0.947906 0.964832 0.985521 0.966556 -0.22093 0.873793
39827 213575 AK008822 RIKEN cDNA 4933404O11 gene4933404O11Rik0.912121 0.875011 0.957505 1.045989 0.885891 0.93354 0.939405 1.093875 0.318707 0.736762 -0.36932 -0.51799 0.638264 -0.01103 -0.10193 0.282313
39828 56249 AK017815 ARP8 actin-related protein 8 homolog (S. cerevisiae)Actr8 0.913306 1.147933 1.111251 0.927469 0.96803 1.042499 0.992852 1.191276 0.388742 0.760146 0.573466 0.168466 -0.47514 -0.41191 -0.6649 0.924132
39829 381917 AU043761 dynein, axonemal, heavy chain 3Dnahc3 0.997751 1.105502 1.103922 0.981586 1.069126 0.832617 0.917728 0.958757 -0.67307 0.824278 0.813436 -0.54413 0.397221 0.998196 0.684872 -0.11198
39830 52132 AI849763 DNA segment, Chr 7, ERATO Doi 462, expressedD7Ertd462e 0.971899 0.956554 0.939894 0.966318 0.964848 0.865109 0.958245 1.011556 -0.40357 -0.09186 0.273082 -0.2971 -0.26893 0.976639 -0.12202 -0.62673
39831 54217 AI894352 ribosomal protein L36 Rpl36 1.027145 1.02256 0.932852 0.908913 0.91133 1.077813 1.03588 1.117982 -0.21119 -0.33378 0.798153 0.964832 0.957109 0.853779 0.039434 0.989866
39832 56529 AI481154 RIKEN cDNA 1810012E07 gene1810012E07Rik1.098131 0.916488 1.249948 1.058339 0.857903 0.938003 1.04098 1.065068 0.079567 -0.02114 0.909049 -0.42016 0.486125 -0.27838 -0.55035 -0.28777



39833 53325 AF235503 Btg3 associated nuclear proteinBanp 0.909219 0.975482 0.890307 0.85815 0.917277 0.904057 0.926199 1.077767 0.029362 -0.61411 0.254468 0.580275 -0.17186 0.059536 -0.17186 -0.1916
39834 328801 AI838778 RIKEN cDNA 0610030H11 gene0610030H11Rik1.025218 1.014861 0.955831 1.016383 0.882738 0.966534 0.918961 0.879896 -0.49709 -0.60959 -0.16194 -0.59515 0.886642 -0.36055 0.531089 0.900587
39835 56407 AW762399 transient receptor potential cation channel, subfamily C, member 4 associated proteinTrpc4ap 0.993564 0.848389 0.945337 1.006502 0.845412 0.880087 1.052217 1.04427 -0.67511 0.430489 -0.45995 -0.67213 0.1391 -0.01103 -0.57386 -0.51114
39836 244310 BB270314 RIKEN cDNA 6430596N04 gene6430596N04Rik0.938537 0.905899 0.978335 0.902231 0.873744 0.779146 0.990953 0.976488 -0.2971 0.089552 -0.62673 0.1391 0.454743 0.957109 -0.66668 -0.61847
39837 12145 NM_030256Burkitt lymphoma receptor 1Blr1 0.995567 1.05547 0.982031 0.838325 0.889998 0.885002 0.827642 1.018526 -0.66829 0.039434 -0.57386 0.992126 0.859748 0.889075 0.996176 -0.56819
39838 14385 BF464720 glucose-6-phosphatase, transport protein 1G6pt1 0.991108 0.774839 0.951684 0.860554 0.935649 0.935795 0.931489 1.017011 -0.65854 0.998023 -0.22093 0.868323 0.009184 -0.00092 0.069561 -0.61847
39839 74504 AK017321 RIKEN cDNA 5430419M09 gene5430419M09Rik0.974587 0.989857 0.939476 0.801425 0.811432 0.86017 0.881466 0.88421 -0.45219 -0.63796 0.2638 0.999485 0.999396 0.98004 0.930824 0.904899
39840 66136 AI849191 RIKEN cDNA 1110014N07 gene1110014N07Rik0.943284 0.9098 0.89901 0.818891 1.037673 0.927301 0.950777 0.967834 -0.36055 0.019278 0.148922 0.834605 -0.56238 -0.24027 -0.43637 -0.60011
39841 18412 AI325172 sequestosome 1 Sqstm1 0.956017 1.079551 1.009022 0.99129 1.02113 1.087296 1.02485 0.99524 -0.03125 0.580275 -0.64139 -0.64465 -0.50417 0.679298 -0.44433 -0.66668
39842 140780 BE944685 BMP2 inducible kinase Bmp2k 0.968951 0.88206 1.094821 0.924289 0.827821 0.982585 1.040062 1.100008 -0.36932 0.92058 0.673651 0.516386 0.997404 -0.57386 -0.22093 0.726937
39843 56177 D78264 olfactomedin 1 Olfm1 1.026266 1.203956 1.171092 1.133975 1.0468 1.050352 0.965149 1.114145 -0.50417 0.988363 0.958151 0.847602 -0.20141 -0.14203 -0.36932 0.721922
39844 269016 AW910872 RIKEN cDNA 9130023G24 gene9130023G24Rik1.165345 0.978721 0.668443 0.921897 0.591972 0.955551 1.005319 0.726937 -0.63796 0.999929 -0.20141 0.991431 -0.51114 -0.67307 NA
39845 224650 BE944915 ankyrin repeat and SAM domain containing 1Anks1 0.931309 0.962399 0.837131 0.686045 0.633279 0.565621 0.471454 0.469825 -0.25943 -0.53779 0.706464 0.998545 0.999907 0.999999 1 1
39846 217366 AI504071 cDNA sequence BC023296BC023296 0.950027 0.935302 0.943907 0.859947 0.877903 0.908902 0.780144 1.112051 -0.43637 -0.28777 -0.37801 0.552604 0.178185 0.009184 0.933973 0.129246
39847 76246 BF227863 RIKEN cDNA 2900005O08 gene2900005O08Rik1.025632 0.969758 1.127982 0.999603 1.147537 1.087225 1.029753 1.286208 -0.42832 -0.32471 0.942679 -0.67511 0.977827 0.690376 -0.3517 0.999992
39848 56438 BF681781 ring-box 1 Rbx1 0.858803 0.97044 0.796149 0.939306 0.921848 0.80934 0.918614 0.834413 0.781893 -0.54413 0.97896 -0.17186 0.079567 0.963028 0.129246 0.902763
39849 67797 NM_026382RIKEN cDNA 6530403A03 gene6530403A03Rik1.053537 1.133383 1.315245 0.991088 1.115354 0.901034 1.015326 1.006851 -0.24988 0.673651 0.998499 -0.66083 0.523773 0.462692 -0.63438 -0.66668
39850 56448 BF018805 cytochrome P450, family 2, subfamily d, polypeptide 22Cyp2d22 0.904319 0.919006 0.734014 0.923709 0.92995 0.860566 0.91404 0.961554 0.245089 0.039434 0.997834 -0.02114 -0.10193 0.706464 0.109452 -0.48257
39851 22245 AW742685 uridine monophosphate kinaseUmpk 0.896305 0.998044 0.947445 0.834174 0.881703 0.89617 0.810987 1.207203 0.454743 -0.67443 -0.26893 0.914983 0.619591 0.454743 0.966556 0.930824
39852 11981 BE569523 ATPase, class II, type 9A Atp9a 1.064723 1.034644 1.232202 1.038995 1.094833 0.857518 0.893244 1.108184 -0.16194 -0.50417 0.960167 -0.45995 0.207111 0.794181 0.470572 0.354204
39853 18611 AA073869 phosphoprotein enriched in astrocytes 15Pea15
39854 21955 AW047977 troponin T1, skeletal, slow Tnnt1 0.955792 0.969766 0.935294 0.88136 0.886455 0.940991 1.022843 1.182536 -0.25943 -0.4676 0.099514 0.802064 0.764625 -0.00092 -0.56238 0.957109
39855 73723 BG063442 SH3 domain binding glutamic acid-rich protein-like 3Sh3bgrl3 0.971361 0.896854 0.813001 0.893262 0.824004 0.821101 0.946137 0.897964 -0.42832 0.802064 0.998453 0.827777 0.996603 0.997243 0.049493 0.790147
39856 94219 AF216961 cyclin M2 Cnnm2 0.997894 0.938402 0.864721 0.852879 0.94233 0.680152 0.829541 1.003718 -0.67443 -0.23062 0.650349 0.741572 -0.27838 0.999861 0.868323 -0.67307
39857 269881 AI481735 mitogen activated protein kinase kinase kinase 10Map3k10 0.986264 0.874437 0.93803 0.807254 0.983552 0.850819 0.885053 1.078384 -0.65609 0.42227 -0.26893 0.879072 -0.61847 0.493796 0.30969 -0.1916
39858 106572 AI850865 RIKEN cDNA 1700093E07 gene1700093E07Rik0.923402 1.011838 0.917257 0.860968 0.891362 0.897602 1.033518 0.927453 0.552604 -0.62673 0.638264 0.97896 0.884164 0.844434 -0.33378 0.486125
39859 100763 BG077740 expressed sequence AI853514AI853514 1.031816 1.060751 0.851411 0.820388 0.787947 0.746125 0.940695 1.000708 -0.51799 -0.17186 0.834605 0.960167 0.991431 0.999144 -0.14203 -0.67511
39860 103963 AW764328 ribophorin I Rpn1 0.898492 0.827453 0.975709 0.843802 0.945847 0.952429 0.921192 1.150396 0.600262 0.976023 -0.55035 0.947906 -0.13203 -0.24027 0.282313 0.850717
39861 238247 AW475541 retinoblastoma binding protein 1Rbbp1 0.90395 0.930004 0.968998 0.937977 0.917666 0.991269 1.085874 1.059752 0.936996 0.706464 -0.1916 0.573466 0.850717 -0.63063 0.820722 0.462692
39862 53625 BE632125 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 1B3gnt1 1.138005 1.035275 1.092408 1.053465 0.928507 0.967526 0.902174 1.048995 0.889075 -0.36932 0.545505 -0.06158 0.336572 -0.39513 0.706464 -0.13203
39863 16971 NM_008512low density lipoprotein receptor-related protein 1Lrp1 0.944737 1.039554 0.973322 0.88515 0.836778 0.814831 0.935182 1.084735 0.009184 -0.31557 -0.48988 0.834605 0.985124 0.996062 0.187867 0.413985
39864 20340 NM_009149golgi apparatus protein 1 Glg1 0.971737 0.922386 0.983943 1.075467 0.978364 1.043019 0.987379 1.039683 -0.24027 0.827777 -0.52472 0.736762 -0.41191 0.119363 -0.5794 0.029362
39865 27416 BF658780 ATP-binding cassette, sub-family C (CFTR/MRP), member 5Abcc5 0.988195 1.085221 0.944079 0.916364 0.954768 1.042292 0.95367 1.148489 -0.64465 0.069561 -0.10193 0.345418 -0.31557 -0.42832 -0.25943 0.773387
39866 225742 AK013542 sialyltransferase 8 (alpha-2, 8-sialyltransferase) ESiat8e 0.960792 0.922488 0.984488 0.973133 0.956465 0.864715 0.922351 0.975025 -0.31557 0.371596 -0.61411 -0.49709 -0.24027 0.92058 0.371596 -0.51799
39867 23808 AW556217 ash2 (absent, small, or homeotic)-like (Drosophila)Ash2l 0.841274 0.939847 1.025896 1.0349 1.079791 1.083472 1.139523 1.100931 0.965704 0.019278 -0.53132 -0.42016 0.254468 0.30969 0.831219 0.531089
39868 BF453885 0.952183 0.903391 0.989132 0.990362 0.886028 0.987355 1.05966 1.040747 -0.48988 -0.07168 -0.6649 -0.66829 0.168466 -0.66294 -0.4676 -0.57386
39869 66958 AW046552 RIKEN cDNA 2310042M24 gene2310042M24Rik1.016599 0.95309 0.927749 1.016223 1.071096 0.948855 1.018788 1.054001 -0.60959 -0.1916 0.273082 -0.60959 0.168466 -0.14203 -0.59004 -0.11198
39870 217734 AW490193 protein-O-mannosyltransferase 2Pomt2 1.104299 1.079961 0.922422 0.836442 0.969936 0.814986 0.920778 0.9982 0.786052 0.523773 0.580275 0.996396 -0.36932 0.999314 0.606778 -0.67383
39871 19060 AF018262 protein phosphatase 5, catalytic subunitPpp5c 0.897479 0.899385 0.804142 0.861323 0.779423 1.053235 0.934816 1.08251 0.695809 0.673651 0.996893 0.927546 0.999415 -0.12202 0.148922 0.336572
39872 77040 AW743227 APG16 autophagy 16-like (S. cerevisiae)Apg16l 0.987871 0.99551 0.979898 1.072663 1.085963 0.987006 1.069435 0.988735 -0.60959 -0.66668 -0.49709 0.538333 0.711686 -0.60011 0.486125 -0.61847
39873 68818 AK004332 RIKEN cDNA 1110060O18 gene1110060O18Rik1.061569 0.961946 0.992219 1.014745 0.96148 1.123636 1.0108 1.026596 0.254468 -0.1916 -0.6507 -0.59515 -0.17186 0.913043 -0.63063 -0.42832
39874 117109 AW060169 RIKEN cDNA 1500019J17 gene1500019J17Rik 0.909397 1.000766 1.028322 0.913764 1.012201 1.00017 0.879942 1.034357 0.673651 -0.67511 -0.44433 0.619591 -0.66668 -0.6752 0.906994 -0.3517
39875 74254 BG064934 XPA binding protein 1 Xab1 0.911592 0.894412 1.122808 0.993374 0.9997 1.024239 1.071103 0.94914 0.380201 0.600262 0.638264 -0.66668 -0.6752 -0.56819 0.029362 -0.22093
39876 AW826136 1.196487 0.921603 1.043382 1.08519 0.829119 0.808631 0.788892 1.007606 0.824278 -0.16194 -0.50417 -0.2971 0.716839 0.790147 0.834605 -0.66083
39877 170638 BF322994 hippocalcin-like 4 Hpcal4 0.890877 1.073189 1.033656 0.87232 1.056247 0.784028 0.94296 1.060483 0.613221 0.039434 -0.48257 0.781893 -0.1916 0.995699 -0.13203 -0.12202
39878 140904 NM_021371calneuron 1 Caln1 1.004895 0.864716 0.941076 0.932867 0.844863 0.841458 0.93338 1.023306 -0.67213 0.695809 -0.23062 -0.12202 0.827777 0.844434 -0.13203 -0.60011
39879 56361 NM_019700pseudouridine synthase 1 Pus1 0.960471 0.954147 0.907852 0.843022 0.872247 0.909864 0.801947 0.713303 -0.1916 -0.06158 0.750992 0.993169 0.957109 0.726937 0.999703 1
39880 227580 AB044560 C1q-like C1ql 0.917257 0.914968 0.810687 0.850264 0.924222 0.933764 0.93718 0.946488 0.438641 0.470572 0.995305 0.957109 0.327668 0.168466 0.099514 -0.07168
39881 18647 NM_011074PFTAIRE protein kinase 1 Pftk1 0.940685 0.989152 0.850141 0.794457 0.714192 0.767282 0.802524 0.998674 0.059536 -0.64465 0.963028 0.998714 0.999998 0.999819 0.997767 -0.67486
39882 101943 AW542618 RIKEN cDNA 1810061H24 gene1810061H24Rik0.912246 0.92191 1.006764 0.902935 0.965107 0.861826 0.973103 1.018845 0.486125 0.336572 -0.6649 0.606778 -0.40357 0.914983 -0.50417 -0.59515
39883 69572 AK009269 RIKEN cDNA 2310010G13 gene2310010G13Rik0.998155 0.958476 0.926534 0.779568 0.797207 0.934629 0.801184 1.090263 -0.67486 -0.43637 -0.02114 0.987364 0.972716 -0.13203 0.967389 0.119363
39884 77721 BF020399 mitochondrial ribosomal protein S5Mrps5 0.937909 1.100535 0.982081 0.948546 0.968327 1.072281 0.869838 1.199143 -0.00092 0.318707 -0.60493 -0.17186 -0.44433 -0.03125 0.824278 0.859748
39885 97967 C86163 expressed sequence C79399C79399 0.949936 1.004243 0.960799 0.925965 0.872795 0.967541 0.98567 1.078225 0.207111 -0.66668 -0.06158 0.673651 0.986286 -0.23062 -0.5794 0.650349
39886 22225 NM_013700ubiquitin specific protease 5 (isopeptidase T)Usp5 0.975777 0.971779 1.146659 1.288802 0.939013 0.874549 0.769265 0.770317 -0.6507 -0.56238 -0.23062 0.462692 -0.64776 -0.45219 0.552604 0.039434
39887 AW046583 1.33363 2.059472 1.728495 1.595689 1.288247 1.708896 1.883086 1.931697 0.999998 1 1 1 0.999974 1 1 1
39888 19082 BE952152 protein kinase, AMP-activated, gamma 1 non-catalytic subunitPrkag1 0.990718 1.026105 0.967104 0.897698 1.019656 0.903959 0.902633 0.988971 -0.63796 -0.42016 -0.26893 0.896111 -0.52472 0.853779 0.865514 -0.62268
39889 20523 NM_011398solute carrier family 25 (mitochondrial carrier, brain), member 14Slc25a14 0.941418 0.91937 0.969087 0.953996 1.153753 1.212687 0.911397 1.041409 -0.37801 -0.14203 -0.60959 -0.39513 0.059536 0.380201 -0.18174 -0.63063
39890 230866 AI172998 RIKEN cDNA C230096C10 geneC230096C10Rik1.041609 1.076319 0.999065 1.026954 0.962252 1.042561 1.024352 1.058992 -0.55035 -0.38661 -0.67511 -0.63438 -0.56238 -0.5794 -0.63063 -0.44433
39891 AW456628 0.767687 1.124893 0.959412 0.871842 0.967687 1.136907 0.915243 0.957644 0.58701 -0.24988 -0.63796 0.049493 -0.65609 -0.01103 -0.43637 -0.48988
39892 13838 NM_007936Eph receptor A4 Epha4 0.887796 0.958081 0.897852 0.858805 0.863208 0.867402 0.933134 1.035991 0.559631 -0.40357 0.438641 0.802064 0.773387 0.746316 -0.06158 -0.48257
39893 112405 AW988662 EGL nine homolog 1 (C. elegans)Egln1 1.03242 0.957607 0.870804 0.953855 1.245736 0.996552 1.127342 1.455283 -0.45995 -0.22093 0.741572 -0.06158 0.954955 -0.64139 0.58701 0.999314
39894 67044 AA615883 RIKEN cDNA 2010110M21 gene2010110M21Rik0.967554 1.010557 1.171391 0.972522 0.788463 0.763071 0.948114 0.986142 -0.56819 -0.6649 0.613221 -0.60011 0.930824 0.970538 -0.41191 -0.65609
39895 226971 BE630567 pleckstrin homology domain containing, family B (evectins) member 2Plekhb2 1.044019 1.050318 0.998019 1.069606 0.975949 0.852949 0.809471 0.881866 -0.3517 -0.26893 -0.67443 -0.00092 -0.56238 0.893809 0.984299 0.711686
39896 67078 BF465074 RIKEN cDNA 1700012G19 gene1700012G19Rik0.926602 1.167782 0.91991 0.842433 0.985676 0.729685 0.986011 0.924611 -0.32471 -0.02114 -0.20141 0.493796 -0.66083 0.881641 -0.66294 -0.53779
39897 268445 AI507196 RIKEN cDNA B930093C12 geneB930093C12Rik0.945544 0.977699 0.86382 0.828289 0.737509 0.777781 0.845057 0.936686 -0.07168 -0.55643 0.906994 0.983432 0.999961 0.999269 0.961142 0.079567
39898 64296 NM_022419abhydrolase domain containing 8Abhd8 1.099603 0.962744 0.978488 0.903182 0.728033 0.849008 0.89899 0.842941 0.282313 -0.45995 -0.60011 0.362931 0.999502 0.850717 0.413985 0.879072
39899 68097 AW741677 RIKEN cDNA 6720463E02 gene6720463E02Rik0.919092 0.945875 0.988511 0.887223 0.934507 0.931924 1.06999 1.068992 0.695809 0.216672 -0.62268 0.939896 0.446726 0.493796 0.446726 0.430489
39900 66151 AK008611 RIKEN cDNA 1110020C13 gene1110020C13Rik 0.8719 0.965972 0.878192 0.889525 0.918102 0.908989 0.85252 1.268551 0.446726 -0.55643 0.388742 0.2638 -0.08178 -0.152 0.625888 0.932415
39901 66214 AA059960 RIKEN cDNA 1190002H23 gene1190002H23Rik1.025554 0.934041 0.874323 1.008506 0.84007 0.986064 1.019995 1.20061 -0.60011 -0.1916 0.538333 -0.66668 0.802064 -0.6507 -0.62673 0.837936
39902 57773 BG228747 WD repeat domain 4 Wdr4 0.903141 0.985996 1.206529 1.100909 1.215717 0.989639 1.052537 1.08638 0.794181 -0.60493 0.997481 0.741572 0.998404 -0.42832 -0.22093 0.58701
39903 14768 AW124738 LanC (bacterial lantibiotic synthetase component C)-likeLancl1 0.989493 0.865404 1.006269 0.868447 0.976479 1.093085 0.977561 1.025306 -0.65348 0.834605 -0.66829 0.813436 -0.56819 0.318707 -0.5794 -0.55643
39904 109077 AW412438 RIKEN cDNA 1110055N21 gene1110055N21Rik0.898578 0.933397 0.928487 1.049628 0.818842 0.799324 0.873527 0.967524 0.079567 -0.33378 -0.34278 -0.54413 0.619591 0.824278 0.069561 -0.62268
39905 65079 NM_022982reticulon 4 receptor Rtn4r 0.947822 0.980763 0.84602 0.850972 0.800893 0.838902 0.911432 1.109283 -0.152 -0.59515 0.945347 0.930824 0.994571 0.960167 0.438641 0.573466
39906 209966 AI854313 piggyBac transposable element derived 5Pgbd5 1.040861 0.892422 0.889346 0.759747 0.748832 0.635526 0.818838 0.804837 -0.22093 0.853779 0.873793 0.999986 0.999995 1 0.99825 0.999396
39907 20641 AK007674 small nuclear ribonucleoprotein D1Snrpd1 0.930878 1.008149 0.998471 1.014327 1.01558 0.939709 0.965478 1.034373 0.380201 -0.65348 -0.67443 -0.60959 -0.60011 0.207111 -0.31557 -0.34278
39908 107747 AI327248 formyltetrahydrofolate dehydrogenaseFthfd 0.931895 0.908008 1.006388 0.976153 1.035647 0.96098 0.956154 1.304596 0.187867 0.559631 -0.6649 -0.53779 -0.39513 -0.32471 -0.24988 0.99974
39909 68241 BE991895 RIKEN cDNA 9530058B02 gene9530058B02Rik0.948184 0.981305 0.986654 0.923429 0.933007 0.870404 0.916933 1.143355 -0.12202 -0.59515 -0.63438 0.30969 0.1391 0.873793 0.438641 0.850717
39910 76539 BF124824 RIKEN cDNA 2310065H12 gene2310065H12Rik0.806415 0.858076 0.977557 0.631082 0.799988 1.231648 0.816039 0.885894 0.523773 -0.18174 -0.63438 0.769038 0.178185 -0.22093 0.462692 -0.36932
39911 57028 NM_020271hypothetical protein, MNCb-4193AB041662 0.969666 0.905351 0.973876 0.89645 0.869805 0.746276 0.868633 1.058744 -0.53132 0.336572 -0.56819 0.446726 0.721922 0.996396 0.731883 -0.23062
39912 53310 BE981340 discs, large homolog 3 (Drosophila)Dlgh3 0.926177 0.975175 0.988123 0.885669 0.962146 0.864746 0.879831 1.084103 0.129246 -0.56238 -0.64776 0.667934 -0.41191 0.831219 0.721922 0.187867
39913 69635 AA137945 death associated protein kinase 1Dapk1 0.991566 0.958935 1.053606 0.928141 0.95573 0.950905 0.901614 0.936127 -0.66083 -0.40357 -0.20141 0.148922 -0.30637 -0.23062 0.470572 0.009184
39914 BE989130 0.903245 0.944049 0.935305 1.085944 1.020574 0.899152 0.881501 1.115133 0.254468 -0.28777 -0.17186 0.019278 -0.62268 0.30969 0.508927 0.336572
39915 114886 BE849298 cytoglobin Cygb 0.975927 1.103727 1.137021 1.023574 1.030774 0.866315 0.914169 0.935542 -0.54413 0.538333 0.802064 -0.55643 -0.48257 0.881641 0.42227 0.079567
39916 75752 AW825959 0.924088 0.926157 0.797231 0.849632 0.933021 0.802849 0.83462 0.918383 0.168466 0.129246 0.991187 0.902763 0.019278 0.988039 0.94664 0.254468
39917 107569 NM_0260045'-nucleotidase, cytosolic IIINt5c3 0.859462 0.865365 0.914536 0.961313 0.786869 0.874028 0.725515 1.032722 0.656282 0.606778 0.049493 -0.49709 0.929201 0.508927 0.997404 -0.60959
39918 1.087031 1.188456 1.142542 1.080235 0.931008 0.854874 1.033954 1.024981 0.207111 0.92058 0.736762 0.119363 0.029362 0.868323 -0.48257 -0.56819
39919 23967 AW049181 odd-skipped related 1 (Drosophila)Osr1 1.034167 1.035345 1.329353 1.07471 1.433099 0.991852 1.12296 0.967713 -0.59515 -0.59004 0.876456 -0.41191 0.932415 -0.67486 -0.30637 -0.63063
39920 69662 BG092327 RIKEN cDNA 2310061I04 gene2310061I04Rik 0.975573 0.941171 0.812038 0.971286 0.988858 1.092091 1.081679 1.066714 -0.61847 -0.36055 0.841212 -0.59515 -0.66294 -0.17186 -0.18174 -0.32471
39921 AK003180 0.968819 0.997056 0.85542 0.950194 0.84539 0.944673 1.090888 0.858491 -0.4676 -0.67307 0.918751 -0.1916 0.947906 -0.22093 0.371596 0.906994
39922 28064 BF532180 DNA segment, Chr 17, Wayne State University 94, expressedD17Wsu94e 0.916634 0.923294 1.011885 0.756734 1.002824 0.868756 0.998555 1.313026 -0.06158 -0.14203 -0.67102 0.97724 -0.64465 -0.04137 -0.67486 0.930824
39923 20747 NM_025287speckle-type POZ protein Spop 0.905455 0.907876 0.905174 1.034171 0.932248 1.018813 0.943099 0.954905 0.516386 0.486125 0.282313 -0.44433 0.109452 -0.60011 0.039434 -0.26893
39924 1.034144 0.9565 1.199783 1.185403 1.068536 1.076636 1.238608 1.197065 -0.40357 -0.22093 0.986286 0.976023 0.158711 0.291492 0.997325 0.984717
39925 78558 BE532210 RIKEN cDNA 9530081K03 gene9530081K03Rik
39926 27060 AF218253 T-cell, immune regulator 1 Tcirg1 0.825291 1.000408 0.98171 1.0061 1.11785 0.980087 1.285109 1.01891 0.405635 -0.6752 -0.67102 -0.67383 -0.43637 -0.66829 0.462692 -0.67511
39927 66090 AK004431 RIKEN cDNA 0610043B10 gene0610043B10Rik0.359954 0.781749 1.117923 1 1 0.999984 NA NA NA NA
39928 56447 NM_019817coatomer protein complex, subunit zeta 1Copz1 1.008347 1.668192 1.28866 1.274552 1.225211 1.273997 1.197018 1.297321 -0.66294 1 0.996062 0.99373 0.970538 0.993548 0.932415 0.996984
39929 0.894252 0.927163 0.943259 1.056911 0.939806 0.817901 0.87054 0.93641 0.168466 -0.20141 -0.3517 -0.37801 -0.36932 0.538333 0.42227 -0.30637
39930 12614 AV278816 cadherin EGF LAG seven-pass G-type receptor 1Celsr1 1.056397 0.873704 0.893317 0.833555 0.935757 0.794594 1.113123 1.118032 -0.43637 0.327668 0.119363 0.613221 -0.38661 0.817108 0.059536 -0.02114
39931 210044 BE946616 adenylate cyclase 2 Adcy2 1.050785 0.909065 0.824444 0.791079 0.955603 0.889985 1.075624 1.049794 -0.50417 -0.12202 0.667934 0.834605 -0.60011 0.1391 -0.14203 -0.55035
39932 228983 BF302895 oxysterol binding protein-like 2Osbpl2 0.857657 0.994887 0.902234 0.978845 0.957881 0.893182 0.852758 1.042795 0.889075 -0.66974 0.523773 -0.58479 -0.34278 0.552604 0.909049 -0.3517
39933 69632 AA461972 RIKEN cDNA 2310014B11 gene2310014B11Rik1.020784 1.110102 1.116227 1.040288 0.992096 0.898576 0.887304 1.054844 -0.56238 0.706464 0.755602 -0.2971 -0.65854 0.726937 0.824278 -0.05148
39934 66625 AK012036 RIKEN cDNA 5730406M06 gene5730406M06Rik1.018419 0.933393 0.853318 0.958886 0.831776 0.806908 0.786758 0.953848 -0.60959 0.039434 0.89837 -0.36055 0.95917 0.987706 0.99256 -0.28777
39935 20596 BE630886 0.881349 1.073328 1.377838 1.115492 1.116976 0.975072 0.951965 1.22816 0.545505 -0.17186 0.999029 0.371596 0.388742 -0.60011 -0.36932 0.868323
39936 14866 NM_010360glutathione S-transferase, mu 5Gstm5 1.098383 0.957774 0.875568 1.031394 0.769246 0.920416 1.013962 0.868469 0.245089 -0.51799 0.656282 -0.53132 0.994248 -0.07168 -0.64465 0.706464
39937 110960 AI195529 threonyl-tRNA synthetase Tars 1.006804 0.944763 0.997807 0.831755 0.96153 0.909768 0.863425 0.967764 -0.66829 -0.23062 -0.67443 0.92058 -0.44433 0.273082 0.769038 -0.51114
39938 BF467520 0.867996 0.895673 0.981254 0.880954 1.081134 0.906527 0.834337 1.042722 0.470572 0.168466 -0.64139 0.336572 -0.28777 0.049493 0.741572 -0.51114
39939 59029 AA986732 proteasome (prosome, macropain) 26S subunit, non-ATPase, 14Psmd14 1.016927 0.988137 0.794433 1.011004 0.867007 0.828253 0.774567 0.880986 -0.5794 -0.62673 0.999806 -0.63438 0.965704 0.997243 0.999965 0.924132
39940 64294 AI849180 integral membrane protein 2CItm2c 1.030528 1.015195 0.897913 0.939638 1.054844 0.852347 0.962809 1.023584 -0.51114 -0.63438 0.531089 -0.09186 -0.22093 0.889075 -0.42832 -0.57386
39941 18715 AI324983 proviral integration site 2 Pim2 0.888572 1.081746 0.999409 1.230774 1.016431 1.106719 1.006268 1.055618 0.079567 -0.22093 -0.67307 0.600262 -0.63063 -0.24027 -0.65609 -0.51799
39942 68964 BE949948 RIKEN cDNA 1500010J02 gene1500010J02Rik 1.04282 0.950305 1.021379 0.937847 0.93615 0.990593 0.951796 1.036128 -0.04137 0.168466 -0.48257 0.446726 0.478383 -0.63438 0.1391 -0.1916
39943 64706 NM_022723signal peptide, CUB domain, EGF-like 1Scube1 0.989716 0.96585 1.059213 1.032314 0.908359 1.000473 0.849585 1.006159 -0.65854 -0.50417 -0.24027 -0.53132 0.216672 -0.67511 0.834605 -0.66974
39944 227325 BF323067 delta/notch-like EGF-related receptorDner 0.994909 1.010327 1.117798 1.095519 1.087707 1.047339 1.121455 1.086947 -0.6649 -0.63438 0.893809 0.746316 0.667934 -0.02114 0.909049 0.656282
39945 56846 NM_021546amyloid beta (A4) precursor protein-binding, family A, member 1 binding proteinApba2bp 0.992882 0.940706 0.893453 1.008963 0.975699 0.9455 1.021515 0.994342 -0.66668 -0.07168 0.470572 -0.66294 -0.58479 -0.24988 -0.60493 -0.66974
39946 105559 BG084944 muscleblind-like 2 Mbnl2 1.023611 0.887038 1.104133 1.115129 1.083022 0.832523 0.949318 1.476033 -0.67443 0.30969 0.216672 -0.07168 -0.53132 0.148922 -0.20141 0.997159
39947 98952 BE554450 RIKEN cDNA C230093N12 geneC230093N12Rik1.089607 0.768766 1.807342 0.82883 -0.65348 -0.23062 0.300618 -0.67511 NA NA NA
39948 AA170275 1.034212 1.071617 1.053392 0.943823 0.98371 0.884866 0.987473 1.100152 -0.42016 0.148922 -0.14203 -0.04137 -0.64776 0.684872 -0.63796 0.538333
39949 16328 AW490617 centrosomal protein 2 Cep2
39950 68742 AI551244 RIKEN cDNA 1110032O16 gene1110032O16Rik1.063829 1.016442 1.052923 0.926341 0.976934 1.044383 0.99078 1.18343 0.089552 -0.60493 -0.09186 0.336572 -0.53779 -0.24027 -0.65348 0.974746
39951 52348 AI553498 DNA segment, Chr 8, ERATO Doi 531, expressedD8Ertd531e 1.008897 1.062535 0.988026 1.087695 1.065351 1.083893 1.131636 1.373026 -0.63063 0.508927 -0.59515 0.834605 0.559631 0.802064 0.985908 1
39952 228960 AK017291 RIKEN cDNA 6330500A18 gene6330500A18Rik 0.98519 1.042901 1.053523 0.882276 0.963841 0.923705 1.117078 -0.66294 -0.60011 -0.55035 -0.28777 -0.67383 -0.36055 -0.17186 NA
39953 68040 NM_024215RIKEN cDNA 3110024A21 gene3110024A21Rik1.045203 1.135694 1.030305 1.120941 0.996349 1.086065 1.191523 1.26829 -0.37801 0.662144 -0.56819 0.538333 -0.67307 0.158711 0.913043 0.99068
39954 23831 BE954400 carbonic anhydrase 14 Car14 0.970152 0.862094 0.857736 0.845722 1.029157 0.894825 0.965875 1.176126 -0.59515 0.30969 0.438641 0.625888 -0.60011 -0.01103 -0.56819 0.593672
39955 12537 AI528628 cell division cycle 2 homolog (S. pombe)-like 2Cdc2l2 0.891091 1.010644 0.850602 0.943503 0.848759 0.801259 0.937748 0.8246 0.362931 -0.66083 0.741572 -0.30637 0.755602 0.945347 -0.23062 0.879072
39956 20317 AF017057 serine (or cysteine) proteinase inhibitor, clade F), member 1Serpinf1 0.83882 0.959458 1.001399 0.969487 0.866311 0.825618 0.860567 1.049739 0.613221 -0.54413 -0.67511 -0.60011 0.197509 0.566585 0.430489 -0.49709
39957 71111 AI853408 G protein-coupled receptor 39Gpr39 0.898493 0.903055 1.125243 1.001979 1.147163 1.503701 1.127402 0.894435 -0.21119 -0.56238 -0.38661 -0.57386 -0.2971 0.2638 -0.55643 -0.44433
39958 107767 BC002185 secretory carrier membrane protein 1Scamp1 0.741011 0.597053 1.000243 2.048042 0.542598 0.495628 0.254468 0.327668 -0.6752 0.856789 0.741572 0.844434 NA
39959 64209 NM_022331homocysteine-inducible, endoplasmic reticulum stress-inducible, ubiquitin-like domain member 1Herpud1 1.008287 1.008115 0.896661 0.885116 0.718718 0.71632 0.780897 1.094071 -0.67102 -0.67102 -0.09186 -0.05148 0.924132 0.673651 0.834605 -0.31557
39960 52708 AW546457 DNA segment, Chr 12, ERATO Doi 748, expressedD12Ertd748e 0.890656 0.830831 0.987718 0.884881 0.84546 0.927649 0.931614 0.99618 0.644342 0.947906 -0.65348 0.470572 0.929201 -0.152 0.079567 -0.67511
39961 29820 AF167554 tumor necrosis factor receptor superfamily, member 19Tnfrsf19 1.002699 0.936719 0.908174 0.780431 0.884819 0.880698 0.876872 1.015895 -0.67383 0.119363 0.523773 0.998934 0.773387 0.805914 0.824278 -0.66294
39962 101613 AI507186 NACHT, leucine rich repeat and PYD containing 6Nalp6 0.983581 0.952676 0.842904 0.84977 0.92082 0.923744 0.886761 1.216903 -0.62268 -0.2971 0.925856 0.902763 0.216672 0.059536 0.606778 0.970538
39963 74268 BE995326 apoptosis, caspase activation inhibitorAven 1.079221 1.125053 0.97614 0.937401 0.862265 0.942616 1.170337 1.276579 -0.08178 0.362931 -0.59515 -0.25943 0.650349 -0.38661 0.625888 0.970538
39964 223775 BE554473 proviral integration site 3 Pim3 0.92026 0.955296 0.722448 0.891704 0.928926 0.980168 0.907807 1.055707 -0.09186 -0.4676 0.995305 0.254468 -0.1916 -0.56819 0.059536 -0.39513
39965 227937 AI837226 plakophilin 4 Pkp4 0.940439 0.939218 1.035374 0.946708 1.080041 0.894989 1.166398 1.096017 -0.30637 -0.28777 -0.5794 -0.36932 -0.13203 0.207111 0.58701 0.039434
39966 208884 AI194780 RIKEN cDNA 9530098M12 gene9530098M12Rik0.957594 0.978601 0.955295 0.995446 0.965751 1.075001 0.94978 1.129742 -0.16194 -0.53132 -0.12202 -0.66829 -0.32471 0.380201 -0.00092 0.893809
39967 170731 BF017206 mitofusin 2 Mfn2 0.94837 1.213735 1.054228 1.28887 1.132175 1.111938 1.192481 1.143816 -0.11198 0.988988 -0.11198 0.999485 0.809704 0.559631 0.975392 0.868323
39968 56771 AW048999 ubiquitin specific protease 49Usp49 0.953498 1.020244 0.926203 0.894 0.842858 0.866573 0.992096 0.984225 -0.25943 -0.59004 0.079567 0.644342 0.947906 0.859748 -0.66083 -0.62268
39969 20930 AW546317 surfeit gene 1 Surf1 0.915741 1.009435 1.074609 0.832303 0.937832 0.995063 0.973411 1.18065 0.197509 -0.66083 -0.05148 0.92058 -0.13203 -0.66668 -0.56238 0.865514
39970 68126 AI841210 RIKEN cDNA B430104H02 geneB430104H02Rik0.935124 0.954024 0.839815 0.885011 1.010106 1.076042 0.831495 1.145598 -0.14203 -0.38661 0.859748 0.516386 -0.66083 -0.07168 0.893809 0.638264
39971 78830 AW824556 solute carrier family 25 (mitochondrial carrier, Aralar), member 12Slc25a12 0.914129 1.693232 0.696469 1.534542 -0.6507 0.148922 -0.26893 0.019278 NA NA NA
39972 AW045824 expressed sequence AI326074AI326074 0.945269 0.921022 0.976793 0.981375 0.878915 0.850182 0.853492 0.977592 -0.25943 0.089552 -0.59515 -0.62268 0.619591 0.831219 0.813436 -0.60011
39973 235312 AI481222 C1q and tumor necrosis factor related protein 5C1qtnf5 0.941158 0.861181 0.914834 0.905157 0.900888 0.919424 0.971366 1.07158 -0.00092 0.913043 0.438641 0.566585 0.619591 0.362931 -0.48988 0.1391
39974 1.003053 1.164603 1.115689 1.038101 0.979048 0.857664 0.897827 0.99707 -0.67213 0.982983 0.859748 -0.24027 -0.51799 0.984299 0.847602 -0.67213
39975 0.946633 0.94999 1.07044 1.047705 0.99088 0.900775 0.981635 1.179439 -0.16194 -0.21119 0.049493 -0.27838 -0.65854 0.552604 -0.60493 0.929201
39976 12984 AI573388 colony stimulating factor 2 receptor, beta 2, low-affinity (granulocyte-macrophage)Csf2rb2 1.102748 1.11506 0.99013 0.972598 0.827556 0.869448 0.944825 0.952272 0.454743 0.580275 -0.65609 -0.52472 0.968204 0.824278 -0.14203 -0.25943
39977 58238 AI429384 RIKEN cDNA A830059I20 geneA830059I20Rik 0.953933 0.926268 0.840759 1.074304 0.927211 0.907071 0.818506 0.997279 -0.41191 -0.07168 0.817108 -0.13203 -0.08178 0.187867 0.909049 -0.67443
39978 76736 BE686851 RIKEN cDNA 9930021A08 gene9930021A08Rik0.965039 0.939525 0.883658 0.797236 0.955054 0.836024 1.03844 1.049973 -0.48257 -0.14203 0.613221 0.983432 -0.36055 0.827777 -0.45995 -0.32471
39979 213469 BE994001 leucine-rich repeat LGI family, member 3Lgi3 0.883426 1.116266 1.022635 1.510625 1.145528 -0.51114 -0.54413 -0.66974 -0.17186 -0.63063 NA NA
39980 235626 AK009337 cDNA sequence BC031601BC031601 0.903885 1.011039 0.758 0.934471 0.841786 0.882129 0.87726 0.98745 0.380201 -0.65609 0.997899 -0.06158 0.896111 0.632112 0.679298 -0.64776
39981 20643 BG085367 small nuclear ribonucleoprotein ESnrpe 1.047388 1.110021 1.04098 1.03035 0.884873 0.869567 1.050405 0.917046 -0.20141 0.673651 -0.30637 -0.45995 0.817108 0.871082 -0.152 0.462692
39982 69263 BE136442 replication factor C (activator 1) 3Rfc3 0.926672 0.861601 1.0013 1.015677 0.979318 0.913071 1.023421 1.18276 0.462692 0.972006 -0.67443 -0.59515 -0.53779 0.662144 -0.50417 0.989581
39983 78303 NM_030082histone 3, H2ba Hist3h2ba 1.016823 1.068657 1.016926 1.108199 0.89654 0.967231 0.966734 0.982966 -0.55035 0.493796 -0.55035 0.893809 0.925856 -0.23062 -0.22093 -0.54413
39984 71779 AK005032 RIKEN cDNA 1300017E09 gene1300017E09Rik1.003721 0.98309 1.041452 1.022499 0.945337 1.014288 0.956283 1.063652 -0.67213 -0.60959 -0.33378 -0.56819 -0.09186 -0.63063 -0.27838 -0.00092
39985 BE944013 1.062312 1.053245 0.984955 0.99172 0.815168 1.003752 0.98134 1.185845 -0.17186 -0.2971 -0.63796 -0.66294 0.96394 -0.67486 -0.61847 0.891464
39986 20638 NM_009225small nuclear ribonucleoprotein BSnrpb
39987 19387 U08110 RAN GTPase activating protein 1Rangap1 0.842392 0.968783 1.072481 1.042971 0.978453 0.76121 1.014406 1.072455 0.30969 -0.61847 -0.23062 -0.5794 -0.64776 0.844434 -0.59515 -0.42016
39988 1.094794 0.96775 0.969576 0.99464 1.033697 1.09201 1.055508 1.029965 0.148922 -0.54413 -0.54413 -0.67102 -0.52472 0.029362 -0.31557 -0.55643
39989 57754 BF467256 RIKEN cDNA 1500001H12 gene1500001H12Rik0.913008 0.951202 1.002514 1.03312 0.960081 0.832718 0.967202 1.066758 0.178185 -0.3517 -0.67443 -0.53132 -0.45219 0.893809 -0.52472 -0.30637
39990 192176 AW557788 filamin, alpha Flna 0.929432 1.042188 0.947962 0.915858 0.819894 1.014077 0.994144 1.193398 0.049493 -0.39513 -0.24027 0.254468 0.950357 -0.64139 -0.67383 0.927546
39991 18218 BF581437 dual specificity phosphatase 8Dusp8 1.05855 0.905249 0.910324 0.899127 0.936468 0.908657 0.928357 0.942974 -0.09186 0.531089 0.462692 0.606778 0.049493 0.486125 0.187867 -0.07168
39992 52589 AI837376 DNA segment, Chr 15, ERATO Doi 412, expressedD15Ertd412e 0.954639 0.972306 0.966148 1.007188 1.00613 0.833393 0.965155 1.092866 -0.25943 -0.51114 -0.42832 -0.66294 -0.66668 0.972006 -0.42016 0.405635
39993 67041 AK011354 3-oxoacid CoA transferase Oxct 1.020572 0.926329 0.849287 0.93165 0.793879 0.77193 0.839083 1.036689 -0.59004 0.197509 0.930824 0.109452 0.995944 0.997243 0.956044 -0.42016
39994 57816 AW763354 RIKEN cDNA 2410011K10 gene2410011K10Rik1.103664 0.957887 0.968808 0.839913 0.807904 0.900816 0.810084 0.962578 0.470572 -0.34278 -0.48257 0.94664 0.988679 0.538333 0.987364 -0.40357
39995 53883 BE626371 cadherin EGF LAG seven-pass G-type receptor 2Celsr2 0.820307 1.034118 1.037503 0.927845 1.093874 1.014356 0.97912 1.083415 0.960167 -0.48988 -0.45995 0.049493 0.254468 -0.64139 -0.60011 0.129246
39996 12314 BG094026 calmodulin 2 Calm2 1.024303 0.812929 0.99524 1.003616 1.512805 1.000375 0.979946 1.092423 -0.6507 0.834605 -0.64139 -0.67383 0.996799 -0.62268 -0.63438 -0.16194
39997 102857 BE949041 solute carrier family 6 (neurotransmitter transporter, creatine), member 8Slc6a8 1.041333 0.947336 0.957545 1.003631 0.969074 0.95145 0.956019 1.31585 -0.52472 -0.45995 -0.50417 -0.67443 -0.64465 -0.54413 -0.53132 0.929201
39998 0.974553 0.999713 0.926027 1.013372 0.846194 0.897172 0.893863 1.033014 -0.4676 -0.67511 0.470572 -0.61847 0.988988 0.820722 0.847602 -0.36055
39999 18570 AK008610 programmed cell death 6 Pdcd6 1.012163 0.903617 0.951691 1.142533 0.9848 1.068494 0.998956 1.097102 -0.65854 0.178185 -0.41191 0.501397 -0.64776 -0.23062 -0.67511 0.079567
40000 192950 BE980695 similar to KIAA0363 na 0.956141 1.074434 0.990111 0.958804 0.992669 0.97666 0.92757 1.059051 -0.28777 0.1391 -0.65348 -0.33378 -0.66294 -0.55643 0.187867 -0.09186
40001 18803 AI894140 phospholipase C, gamma 1 Plcg1 1.057138 1.063079 1.078536 1.035166 1.130303 0.902653 1.045459 1.013772 -0.02114 0.079567 0.318707 -0.38661 0.834605 0.673651 -0.22093 -0.62673
40002 76192 AK018261 RIKEN cDNA 6330583M11 gene6330583M11Rik 0.92588 0.854056 1.120752 1.004365 0.801981 0.731605 1.264072 1.103579 -0.38661 0.049493 -0.45995 -0.67486 0.187867 0.039434 -0.05148 -0.50417
40003 1.085469 0.867991 0.792743 0.803728 0.655562 0.5251 0.524553 0.716634 0.168466 0.777672 0.989866 0.982522 0.999995 1 1 0.999886
40004 215494 BE986194 expressed sequence C85492C85492 1.017961 1.032621 1.179376 1.257122 1.08934 0.982176 1.077433 1.076649 -0.53779 -0.26893 0.997243 0.999976 0.746316 -0.53779 0.606778 0.593672
40005 0.942133 0.857953 0.980047 0.879736 0.959348 0.867894 0.919765 1.149827 -0.21119 0.790147 -0.61411 0.613221 -0.42832 0.721922 0.119363 0.706464
40006 BF462878 0.893002 0.964235 1.076725 0.79057 0.885128 0.895972 0.82691 1.150623 0.454743 -0.53132 -0.03125 0.982049 0.462692 0.245089 0.92058 0.625888
40007 68385 AI504399 RIKEN cDNA 0610030G03 gene0610030G03Rik0.957487 1.019177 1.253031 1.501656 0.867548 1.15237 1.001316 -0.58479 -0.53779 -0.42832 0.486125 -0.64776 -0.65854 -0.51114 NA
40008 109889 NM_016793zinc finger protein 98 Zfp98 1.307224 2.109039 1.083554 1.493251 1.199936 0.855927 0.962522 1.275222 0.991901 1 0.009184 0.999961 0.876456 0.755602 -0.48257 0.980561
40009 230872 AI430252 rootletin LOC230872 0.970468 0.825598 0.778393 0.593495 0.733431 0.577086 0.724736 1.097133 -0.63063 -0.24027 0.731883 0.918751 0.362931 0.600262 0.42227 -0.04137
40010 0.983017 1.131059 0.956551 0.884163 0.806531 0.918222 0.95076 1.086232 -0.62673 -0.03125 -0.27838 -0.03125 0.454743 -0.55643 -0.18174 -0.1916
40011 14750 BG062936 1.03606 1.00004 0.965685 0.913697 0.964994 1.051261 1.045297 1.244575 -0.18174 -0.6752 -0.1916 0.809704 -0.18174 0.158711 0.029362 0.999964
40012 216820 C79874 cDNA sequence BC003479BC003479 1.003779 1.162642 1.170693 1.121905 1.120397 0.85361 1.108462 1.218467 -0.67307 0.638264 0.684872 0.30969 0.291492 -0.41191 0.380201 0.922374
40013 107448 AI837649 unc-5 homolog A (C. elegans)Unc5a 0.999639 1.079134 0.947527 0.900476 0.869083 0.937492 1.210906 1.023423 -0.6752 -0.03125 -0.31557 0.327668 0.662144 -0.18174 0.909049 -0.60011
40014 67181 AI847426 Dullard homolog (Xenopus laevis)Dullard 0.997889 1.198397 1.313257 0.915454 0.860556 1.00326 0.778424 0.784924 -0.67383 0.545505 0.30969 -0.50417 0.029362 -0.67511 0.850717 0.573466
40015 19259 AI837055 protein tyrosine phosphatase, non-receptor type 5Ptpn5
40016 75841 BE197553 RIKEN cDNA 4930555P18 gene4930555P18Rik0.989969 0.92904 1.098733 1.099052 1.063295 1.133377 1.116045 1.193317 -0.61847 0.701171 0.893809 0.896111 0.501397 0.984717 0.957109 0.999693
40017 71984 BE952735 seryl-aminoacyl-tRNA synthetase 2Sars2 0.924687 1.021188 1.049501 0.841602 0.95044 1.049027 1.0506 1.207322 -0.03125 -0.64139 -0.41191 0.235662 -0.60493 -0.51114 -0.37801 0.736762
40018 93734 AI482564 Mpv17 transgene, kidney disease mutant-likeMpv17l 0.964885 0.888591 0.926538 0.848367 0.890917 0.873916 0.856821 0.817452 -0.42832 0.690376 0.187867 0.930824 0.667934 0.777672 0.902763 0.976023
40019 76577 BG075242 RIKEN cDNA 2210404D11 gene2210404D11Rik0.930526 0.802848 0.730047 0.716917 0.834278 0.608332 1.025691 0.908238 -0.5794 0.129246 0.906994 0.638264 -0.41191 0.625888 -0.60011 -0.5794
40020 1.100727 0.996153 1.038932 0.97396 0.950231 0.878399 0.99556 1.118759 0.354204 -0.55035 -0.62268 -0.48257 -0.17186 -0.11198 -0.67213 0.216672
40021 66192 BE995652 RIKEN cDNA 1110049G11 gene1110049G11Rik0.943942 1.021613 1.000037 1.070668 1.02089 0.975011 0.951698 1.001213 0.009184 -0.55643 -0.6752 0.197509 -0.56238 -0.49709 -0.13203 -0.67486
40022 77624 AI842906 RIKEN cDNA C430046P22 geneC430046P22Rik0.875087 0.8884 0.896461 0.785056 0.801577 0.993656 0.803467 1.031764 0.559631 0.413985 0.318707 0.973408 0.950357 -0.67443 0.94664 -0.55643
40023 21454 AW556818 t-complex protein 1 Tcp1
40024 AW610756 1.046475 0.965217 0.991464 0.919459 0.947512 1.03084 0.991375 1.018043 -0.22093 -0.22093 -0.57386 0.42227 -0.07168 -0.45219 -0.65609 -0.59515
40025 70726 AI194628 angiopoietin-like 6 Angptl6 1.098203 0.991857 0.950123 0.948781 0.829431 0.981521 1.057743 -0.12202 -0.66974 -0.48257 -0.47514 -0.10193 -0.65348 -0.36055 NA
40026 68327 AW046508 RIKEN cDNA 0610007P22 gene0610007P22Rik0.975185 1.049841 1.098357 1.180907 1.028254 1.136682 1.311276 1.092119 -0.56819 -0.30637 0.327668 0.893809 -0.54413 0.684872 0.998023 0.254468
40027 97541 AA048615 glutaminyl-tRNA synthetaseQars 0.949012 0.929041 0.883758 0.935386 0.855684 0.954537 0.999915 0.983503 -0.18174 0.158711 0.750992 0.049493 0.913043 -0.26893 -0.6752 -0.61847
40028 58245 NM_021434RIKEN cDNA E130016I23 geneE130016I23Rik 0.890427 0.873389 0.906932 0.923114 0.813818 0.795808 0.935299 0.969658 0.769038 0.881641 0.593672 0.362931 0.988039 0.998354 0.148922 -0.45219
40029 66074 AK002884 RIKEN cDNA 0610041E09 gene0610041E09Rik1.040871 0.933426 1.131107 0.997507 0.972392 0.746504 1.006149 0.998619 -0.51114 -0.34278 0.009184 -0.67383 -0.59004 0.721922 -0.66083 -0.66294
40030 218335 AA682058 RIKEN cDNA C130052I12 geneC130052I12Rik 0.975194 0.909261 0.816335 0.903925 0.883242 0.918721 0.879045 0.855127 -0.56819 0.345418 0.969777 0.42227 0.656282 0.207111 0.695809 0.856789
40031 0.965131 0.941788 0.980139 0.943838 0.81723 0.965655 0.968275 0.980736 -0.50417 -0.23062 -0.61847 -0.25943 0.936996 -0.51114 -0.53132 -0.62268
40032 78593 NM_020610nuclear receptor interacting protein 3Nrip3 0.817674 1.12244 0.981831 0.949445 1.002866 0.931114 0.882233 1.258312 0.327668 -0.6649 -0.40357 -0.36055 -0.50417 -0.30637 -0.13203 -0.60011
40033 66613 AK013853 0.937934 0.841143 0.782245 0.933497 0.765404 0.796251 0.871298 0.964225 0.109452 0.97724 0.999451 0.187867 0.999841 0.998545 0.89837 -0.36055
40034 75805 AK015561 RIKEN cDNA 4930472G13 gene4930472G13Rik1.024315 1.021726 0.989779 1.072373 1.032951 1.037393 1.074819 1.12843 -0.41191 -0.45995 -0.60959 0.58701 -0.23062 -0.13203 0.619591 0.969
40035 15200 AW490899 diphtheria toxin receptor Dtr 0.90248 0.907237 0.910219 0.756572 0.985642 0.838554 0.876639 1.03379 0.380201 0.30969 0.273082 0.997556 -0.64139 0.89837 0.662144 -0.50417
40036 83797 BG078490 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily d, member 1Smarcd1 0.970387 0.938202 1.026751 1.154499 0.921675 0.825373 0.950892 1.051674 -0.42832 0.168466 -0.48257 0.944027 0.462692 0.994726 -0.09186 -0.08178
40037 69028 BE573165 RIKEN cDNA 1500032H18 gene1500032H18Rik0.996402 1.048794 1.065807 1.016262 0.933039 0.978941 1.003478 1.038496 -0.66974 0.099514 0.438641 -0.56238 0.538333 -0.48257 -0.66974 -0.13203
40038 74383 BG404691 RIKEN cDNA 4932431F02 gene4932431F02Rik 0.94996 0.96235 0.929316 0.858691 0.862686 0.811968 0.873729 1.105109 -0.22093 -0.40357 0.119363 0.884164 0.865514 0.96394 0.802064 0.486125
40039 58243 BE987094 RIKEN cDNA 1110020M21 gene1110020M21Rik0.975899 0.883933 0.936791 0.982029 0.824723 0.723559 0.995484 0.995211 -0.5794 0.486125 -0.21119 -0.62268 0.92058 0.994726 -0.67213 -0.65854
40040 13864 X76654 nuclear receptor subfamily 2, group F, member 6Nr2f6 0.991276 1.032798 1.115541 0.962012 0.9627 0.876781 0.91189 0.911916 -0.66083 -0.49709 0.508927 -0.39513 -0.42832 0.538333 0.187867 0.158711
40041 20910 BF467018 syntaxin binding protein 1 Stxbp1 0.956276 0.900358 0.94666 0.927802 0.847836 1.007558 1.04845 0.975135 -0.22093 0.695809 -0.04137 0.30969 0.970538 -0.66083 -0.17186 -0.51114
40042 17113 M63286 mannose-6-phosphate receptor, cation dependentM6pr 1.042549 0.875933 0.878295 0.938669 0.911217 0.870609 0.916038 1.217815 -0.45219 0.462692 0.559631 -0.21119 0.039434 0.593672 -0.03125 0.891464
40043 80913 NM_030723pumilio 2 (Drosophila) Pum2 0.750311 0.945354 0.64858 0.862882 1.024872
40044 233878 AI835902 type I transmembrane receptor (seizure-related protein)Psk1 0.901935 0.988152 1.316559 1.003429 1.061059 0.85294 0.803784 0.953931 -0.02114 -0.64139 0.865514 -0.6507 -0.54413 0.282313 0.531089 -0.33378
40045 65963 AW228753 RIKEN cDNA 1810009M01 gene1810009M01Rik1.005153 1.185104 1.234877 0.681041 0.795702 1.001884 0.877463 1.30018 -0.67443 -0.02114 0.226189 0.523773 -0.5794 -0.42016 -0.67307 0.486125
40046 66412 AK010352 RIKEN cDNA 2410003C09 gene2410003C09Rik0.969527 0.872476 0.962054 0.900405 0.66229 0.98866 1.144169 -0.67511 0.039434 -0.62268 -0.42016 0.993908 -0.60959 0.119363 NA
40047 107045 BG064998 leucyl-tRNA synthetase Lars 1.037343 0.943482 1.136839 1.037635 0.928447 0.87439 0.974651 0.932637 -0.47514 -0.30637 0.291492 -0.42016 -0.00092 0.197509 -0.61411 -0.18174
40048 83965 BF456002 ectonucleotide pyrophosphatase/phosphodiesterase 5Enpp5 1.00625 0.987088 0.849067 0.856395 0.884521 0.887897 0.842084 1.045863 -0.66974 -0.63796 0.790147 0.746316 0.462692 0.454743 0.802064 -0.49709
40049 74195 BF227591 elongation protein 3 homolog (S. cerevisiae)Elp3 0.931865 0.827757 0.869801 0.750883 0.916767 1.524766 1.179636 1.523078 -0.64139 0.148922 0.566585 0.746316 0.129246 0.966556 0.862656 0.988363
40050 67308 AW764298 mitochondrial ribosomal protein L46Mrpl46 0.97604 1.219612 1.289433 1.022113 1.053689 0.813778 1.115621 1.304807 -0.6507 0.516386 0.736762 -0.61847 -0.43637 0.148922 -0.23062 0.478383
40051 71923 AW494232 RIKEN cDNA 2310047M10 gene2310047M10Rik0.985267 0.94935 0.856861 0.934335 0.958411 0.935748 1.128151 1.197721 -0.60493 -0.01103 0.974085 0.291492 -0.1916 0.2638 0.879072 0.993361
40052 66819 AA170582 RIKEN cDNA 9130422G05 gene9130422G05Rik0.890368 1.110836 0.77789 0.746951 0.895719 0.846658 0.85055 1.280707 0.508927 -0.01103 0.985908 0.991901 0.397221 0.741572 0.746316 0.945347
40053 52894 AW740678 0.999898 0.999586 1.006096 0.986392 0.886973 0.879037 1.017858 1.058512 -0.6752 -0.67511 -0.66083 -0.60011 0.930824 0.957109 -0.55643 0.216672
40054 52717 BG142388 DNA segment, Chr 10, ERATO Doi 641, expressedD10Ertd641e 0.818498 0.986333 0.978248 0.77182 1.082682 0.86085 0.886226 0.820884 0.625888 -0.67307 -0.6507 0.523773 -0.56238 -0.23062 -0.26893 0.371596
40055 68212 AI956807 RIKEN cDNA 0610007H07 gene0610007H07Rik1.020988 0.860047 0.823994 0.896011 0.736431 0.790324 0.842261 1.003309 -0.56819 0.938461 0.990937 0.721922 0.999983 0.998966 0.974746 -0.67213
40056 78656 AW322621 bromodomain containing 8 Brd8 0.952695 1.182453 1.230783 1.101393 0.960873 0.878105 0.906033 1.085655 -0.25943 0.932415 0.985908 0.446726 -0.37801 0.625888 0.478383 0.254468
40057 AI851695 0.97183 0.960183 1.025707 0.977419 0.953156 1.038941 0.834191 0.967805 -0.4676 -0.27838 -0.51114 -0.53779 -0.152 -0.32471 0.987364 -0.40357
40058 0.900785 0.889447 0.841377 0.862518 0.755205 0.999849 0.825943 1.021771 -0.03125 -0.01103 0.493796 0.187867 0.902763 -0.67443 0.662144 -0.64139
40059 58520 AK002308 open reading frame 11 ORF11 0.977852 1.109154 1.144293 1.046645 0.940169 1.112742 1.181181 0.922627 -0.64139 -0.08178 0.197509 -0.48988 -0.38661 0.019278 0.454743 -0.4676
40060 68965 AK005187 RIKEN cDNA 1500010G04 gene1500010G04Rik0.883516 1.012122 0.982602 0.926663 0.921927 0.839831 1.105067 1.036271 0.501397 -0.65348 -0.64465 -0.05148 -0.12202 0.781893 0.245089 -0.55035
40061 14894 BF461633 gene trap locus 3 Gtl3
40062 66153 BG069554 DNA segment, Chr 1, ERATO Doi 757, expressedD1Ertd757e
40063 319710 BF730497 RIKEN cDNA 4930488L10 gene4930488L10Rik 0.9841 1.609929 2.738738 0.90856 0.529327 0.197509 1 1 1 1 NA NA
40064 70885 AA537371 RIKEN cDNA 4921521J11 gene4921521J11Rik 0.924335 0.950535 1.046311 0.762208 1.012509 0.816353 -0.53779 -0.63796 -0.64465 0.119363 -0.67102 0.207111 NA
40065 69536 AW049265 RIKEN cDNA 2310008M14 gene2310008M14Rik0.912824 0.961411 1.064907 0.922684 0.958453 0.886073 1.227419 1.130162 0.019278 -0.41191 -0.2971 -0.10193 -0.48988 0.413985 0.876456 0.119363
40066 12348 AI413219 carbonic anhydrase 11 Car11 0.953274 1.077054 1.20446 1.093369 1.127559 0.867074 0.950511 0.942618 -0.39513 0.158711 0.695809 -0.04137 -0.1916 0.644342 -0.11198 -0.47514
40067 26394 AI853141 lysophospholipase 2 Lypla2 1.015348 0.954249 1.111176 1.074778 1.124073 1.112331 1.174685 1.168873 -0.53779 0.235662 0.961142 0.731883 0.982522 0.96394 0.999451 0.999171
40068 71982 AK010399 sorting nexin 10 Snx10 0.910151 0.86543 0.849036 0.722204 0.936001 0.842282 1.00752 1.144233 0.148922 0.656282 0.773387 0.998714 -0.1916 0.813436 -0.66829 0.580275
40069 BG144154 0.906913 0.856204 1.040359 0.951318 1.047315 0.957924 0.972001 1.183165 0.673651 0.967389 -0.26893 -0.08178 -0.152 -0.21119 -0.45219 0.982522
40070 70383 AK010385 RIKEN cDNA 2410004F01 gene2410004F01Rik
40071 18197 AK011563 neuron specific gene family member 2Nsg2 0.889717 0.904257 0.91771 0.748955 0.872466 0.949943 0.771285 1.029279 0.690376 0.531089 0.354204 0.999786 0.827777 -0.20141 0.999029 -0.50417
40072 108707 AW541410 RIKEN cDNA 1810008A18 gene1810008A18Rik0.882987 0.815126 0.927655 0.759389 0.85518 0.860549 0.876313 1.030473 0.932415 0.999356 0.501397 0.999996 0.987364 0.982049 0.952706 -0.37801
40073 217995 AL023003 cDNA sequence BC019693BC019693 0.94764 0.848765 0.867334 0.856125 0.787933 0.804722 0.733403 0.907163 -0.09186 0.960167 0.904899 0.942679 0.998934 0.996799 0.999982 0.580275
40074 109778 AK010847 biliverdin reductase A Blvra 0.932403 0.99206 0.87114 0.914343 0.814352 0.92839 0.924992 0.965407 0.371596 -0.65348 0.953843 0.656282 0.998966 0.438641 0.501397 -0.36932
40075 55988 BE987357 sorting nexin 12 Snx12 1.022039 1.287747 1.141546 0.98703 0.852733 0.920976 1.080531 1.217703 -0.58479 0.760146 0.508927 -0.67307 0.573466 -0.49709 -0.17186 0.847602
40076 22342 AF173082 lin 7 homolog b (C. elegans)Lin7b 1.214902 1.2503 1.792914 1.383207 1.191065 0.817766 0.978819 1.252287 0.478383 0.566585 0.999836 0.9355 -0.04137 -0.07168 -0.65854 0.552604
40077 58243 BF465745 RIKEN cDNA 1110020M21 gene1110020M21Rik0.958784 0.94286 1.006342 0.972323 0.928209 0.964056 0.984286 1.014289 -0.11198 0.245089 -0.65854 -0.39513 0.531089 -0.23062 -0.5794 -0.60011
40078 23984 AF110507 phosphodiesterase 10A Pde10a 0.918325 1.127408 0.912842 1.209316 0.636462 0.719134 0.735233 1.250903 -0.4676 -0.3517 -0.47514 -0.11198 0.731883 0.168466 0.129246 -0.152
40079 19122 AI836249 prion protein Prnp 1.012094 1.161004 1.154882 1.10894 1.078863 1.176584 1.221428 1.194059 -0.5794 0.999171 0.998674 0.967389 0.813436 0.999748 0.999993 0.999936
40080 114679 AW049879 RIKEN cDNA 1500040L08 gene1500040L08Rik 0.977852 0.925435 1.127831 0.899543 1.182171 0.708426 0.806372 0.988276 -0.63438 -0.45995 -0.30637 -0.13203 0.58701 0.746316 0.662144 -0.67102
40081 74450 AA154893 pantothenate kinase 2 (Hallervorden-Spatz syndrome)Pank2 0.915499 0.932518 0.912883 0.83706 0.844889 0.945709 0.964746 1.431755 -0.09186 -0.36932 -0.06158 0.531089 0.362931 -0.56819 -0.60011 0.939896
40082 66905 BE951977 RIKEN cDNA 1300012C15 gene1300012C15Rik0.894825 0.728527 0.890898 1.330705 1.083658 1.329987
40083 76900 BC002150 RIKEN cDNA 1210002E11 gene1210002E11Rik0.938874 0.8911 0.887822 0.90463 0.875819 0.920992 1.010728 1.068257 -0.00092 0.690376 0.721922 0.538333 0.817108 0.300618 -0.6507 0.049493
40084 22223 BE992522 ubiquitin carboxy-terminal hydrolase L1Uchl1 1.017468 0.96555 1.011674 1.098922 1.201438 0.985097 1.039401 1.299404 -0.63796 -0.56238 -0.57386 -0.152 0.706464 -0.37801 -0.34278 0.862656
40085 56248 AW985947 adenylate kinase 3 alpha-likeAk3l 1.003912 0.872661 0.951243 1.080556 0.919353 0.908419 1.215962 1.2519 -0.67102 0.916885 -0.09186 0.388742 0.493796 0.644342 0.995166 0.999059
40086 140571 BE136019 plexin B3 Plxnb3 0.999268 1.184205 1.187669 0.845669 1.013994 1.121232 0.967063 0.894431 -0.61411 0.354204 -0.12202 0.380201 -0.67213 0.059536 -0.61411 -0.10193
40087 233902 AA267702 hypothetical protein 6030430O116030430O11 0.9879 1.055182 0.938705 0.938121 0.84929 0.847739 0.960646 0.984071 -0.60959 0.245089 0.438641 0.454743 0.997556 0.997899 -0.07168 -0.55643
40088 67254 AI841375 RIKEN cDNA 2900011O08 gene2900011O08Rik0.968508 0.921007 1.029279 0.994886 0.847965 0.798387 1.160846 1.164236 -0.51799 -0.08178 -0.54413 -0.67102 0.868323 0.914983 0.741572 0.679298
40089 19656 AI195481 RNA binding motif protein, X chromosome retrogeneRbmxrt 0.973298 1.113143 0.785774 1.091347 1.100648 1.072876 1.242259 1.307494 -0.59515 0.049493 0.893809 -0.23062 -0.152 -0.42016 0.741572 0.831219
40090 0.650731 1.07764 1.033411 0.596246 0.85377 0.207111 -0.60493 -0.66829 0.834605 -0.67511 NA NA
40091 11998 BF471877 arginine vasopressin Avp 1.025312 0.620509 1.072585 0.969379 1.440929 1.455694 1.136273 -0.64139 0.760146 -0.67307 -0.43637 0.847602 0.973408 0.30969 NA
40092 97130 AA492894 expressed sequence C77080C77080 0.881245 0.990221 1.13861 0.396307 0.913839 1.070816 -0.60011 -0.51799 -0.59515 0.600262 -0.64139 -0.4676 NA
40093 105174 AW494768 0.969959 1.307911 1.332567 1.536293 1.305485 1.04837 1.171529 1.758744 -0.53779 0.994248 0.993908 0.999992 0.982522 -0.49709 0.695809 0.999987
40094 15937 X67644 immediate early response 3 Ier3 0.958605 1.105793 1.043114 0.965966 1.078994 1.105468 1.123886 1.190861 -0.23062 0.701171 -0.23062 -0.36055 0.380201 0.695809 0.831219 0.987014
40095 66797 BF471420 contactin associated protein-like 2Cntnap2 0.908756 0.96905 0.995709 0.852239 0.944777 0.859549 0.809705 1.042356 0.462692 -0.47514 -0.67102 0.92058 -0.11198 0.893809 0.989866 -0.34278
40096 55984 NM_018883calcium/calmodulin-dependent protein kinase kinase 1, alphaCamkk1 0.962046 0.998323 0.9388 0.921045 0.985688 0.87131 0.855487 1.076215 -0.45219 -0.67383 -0.30637 -0.03125 -0.64139 0.470572 0.769038 -0.09186
40097 13498 AI325056 dentatorubral pallidoluysian atrophyDrpla 0.928691 1.002184 0.876484 0.970649 0.916567 0.990962 1.011341 1.176587 0.039434 -0.67443 0.538333 -0.45219 0.216672 -0.67486 -0.65348 0.573466
40098 19704 NM_030680regulator of nonsense transcripts 1Rent1 0.947549 1.230047 1.353655 1.22583 0.883735 0.813715 0.955158 1.098234 -0.51114 0.580275 0.939896 0.741572 0.168466 -0.152 -0.41191 -0.27838
40099 99326 AI843404 expressed sequence AW120551AW120551 0.989165 0.89992 0.875218 0.870256 0.793407 0.813816 0.85358 0.924014 -0.61847 0.914983 0.983432 0.988363 0.999989 0.999916 0.993908 0.701171
40100 52469 BE951316 DNA segment, Chr 11, ERATO Doi 99, expressedD11Ertd99e 0.982483 0.767554 0.835969 0.935302 0.95059 0.863058 0.869711 1.006817 -0.64139 0.969777 0.638264 -0.23062 -0.60493 0.523773 0.327668 -0.66974
40101 51797 AW536154 cytidine 5'-triphosphate synthaseCtps 1.028242 1.006816 1.137921 0.986181 1.088278 1.038939 0.780457 0.933029 -0.52472 -0.67213 0.773387 -0.63438 0.2638 -0.60011 0.994877 -0.21119
40102 235493 BE457022 cDNA sequence BC031353BC031353 0.856419 0.812063 0.980668 1.044434 0.87991 1.101001 0.978885 -0.00092 0.644342 -0.66294 -0.56238 -0.47514 -0.18174 -0.64465 NA
40103 20351 AI132332 sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4ASema4a 0.989945 1.048293 1.051285 0.935984 0.922872 0.886307 0.993916 0.947922 -0.63438 0.019278 0.079567 0.413985 0.632112 0.939896 -0.66083 0.158711
40104 19771 AK014227 retinaldehyde binding protein 1Rlbp1 0.962253 1.147584 0.992058 1.109152 0.9091 1.008088 1.227683 1.104835 -0.36932 0.853779 -0.66083 0.593672 0.493796 -0.66083 0.990145 0.545505
40105 72565 BF466442 uveal autoantigen with coiled-coil domains and ankyrin repeatsUaca 0.94215 0.881041 0.87371 0.799678 0.787144 0.814865 1.13036 1.172855 -0.20141 0.300618 0.650349 0.936996 0.972716 0.942679 0.573466 0.769038
40106 11418 NM_007384amiloride-sensitive cation channel 1, neuronal (degenerin)Accn1 1.061183 0.910616 0.991475 0.887257 0.935374 0.762375 0.82681 0.808166 0.207111 0.731883 -0.64776 0.909049 0.345418 0.999993 0.99814 0.999576
40107 12927 AI848891 breast cancer anti-estrogen resistance 1Bcar1 0.9395 1.007943 0.996153 1.066488 0.939967 1.038402 1.169784 1.063581 0.462692 -0.64465 -0.67102 0.501397 0.454743 -0.10193 0.997404 0.446726
40108 66827 AW060765 tetratricopeptide repeat domain 1Ttc1 1.067035 1.081791 1.075779 0.999115 0.869843 1.071747 0.868707 0.986241 0.354204 0.684872 0.354204 -0.67511 -0.64776 -0.36932 0.802064 -0.65854
40109 114584 BE985851 chloride intracellular channel 1Clic1 0.991975 1.084781 0.958801 0.941475 1.028745 0.945134 0.984795 1.15156 -0.66083 0.291492 -0.32471 -0.04137 -0.50417 -0.10193 -0.62268 0.862656
40110 99138 AF244543 START domain containing 7Stard7 0.897146 0.957132 0.955241 0.861398 0.920613 0.872881 1.079647 1.036414 0.679298 -0.26893 -0.24027 0.904899 0.362931 0.868323 0.273082 -0.3517
40111 69127 AK007617 RIKEN cDNA 1810027I20 gene1810027I20Rik 1.027169 0.958483 1.0424 0.780313 1.007175 0.544586 1.054409 1.055266 -0.1916 -0.23062 -0.54413 0.989866 -0.53132 0.996287 -0.07168 -0.20141
40112 19334 BE979629 RAB22, member RAS oncogene familyRab22 0.986815 0.910653 0.86525 0.776631 0.75425 0.752702 0.761856 0.812355 -0.64139 0.197509 0.638264 0.990415 0.996062 0.96394 0.975392 0.947906
40113 16564 BE950344 kinesin family member 21A Kif21a 0.979008 1.079649 1.119219 1.406719 1.104078 1.11177 1.126951 1.259863 -0.56819 0.291492 0.731883 0.999997 0.593672 0.667934 0.786052 0.998354
40114 12576 NM_009875cyclin-dependent kinase inhibitor 1B (P27)Cdkn1b 0.940965 1.094215 1.133682 1.06981 0.962789 0.867772 1.061617 1.056068 -0.08178 0.197509 0.613221 0.019278 -0.41191 0.706464 -0.10193 -0.18174
40115 69575 AW823129 RIKEN cDNA 2310016L09 gene2310016L09Rik 0.908476 1.089435 2.078444 0.797404 1.572142 0.868498 0.689732 1.160464 -0.52472 -0.55643 0.987706 -0.00092 0.773387 -0.36932 0.573466 -0.34278
40116 234852 BG228742 procollagen (type III) N-endopeptidasePcoln3 1.023371 1.006357 1.09754 0.95492 0.921605 0.860488 0.948043 1.153229 -0.48988 -0.66083 0.736762 -0.05148 0.600262 0.982522 0.099514 0.973408
40117 69833 AW125116 RIKEN cDNA 1810060D16 gene1810060D16Rik0.931179 0.824767 0.818411 0.9288 0.976694 0.763835 0.821172 -0.27838 0.438641 0.873793 -0.64139 -0.67307 0.889075 0.446726 NA
40118 16978 AI452149 leucine rich repeat (in FLII) interacting protein 1Lrrfip1 0.979691 1.155929 1.131816 1.103866 1.119302 1.011158 1.029168 1.255514 -0.53132 0.971281 0.918751 0.764625 0.868323 -0.63438 -0.41191 0.9998
40119 NM_019391 1.015034 1.086772 1.174338 1.049902 1.095329 0.901519 1.0784 1.153845 -0.63796 -0.02114 0.862656 -0.31557 0.273082 0.245089 0.059536 0.764625
40120 20907 BF020602 syntaxin 1A (brain) Stx1a 1.012083 0.873475 0.65253 0.833547 0.938171 0.864373 1.2172 1.083174 -0.48988 -0.32471 0.886642 0.388742 -0.34278 -0.6507 0.099514 -0.66974
40121 74498 AK017293 golgi reassembly stacking protein 1Gorasp1 0.887695 0.894896 1.138659 0.93685 1.015487 0.972734 0.890553 1.017775 0.470572 0.245089 0.566585 -0.28777 -0.64139 -0.57386 0.438641 -0.63438
40122 57340 NM_020605junctophilin 3 Jph3 1.079686 1.097369 1.078145 1.058772 0.980287 0.824616 0.978364 0.93561 0.158711 -0.11198 -0.63063 -0.64465 -0.39513 0.291492 -0.47514 -0.65348
40123 BB520591 0.816006 1.940913 1.49677 0.545505 0.999948 0.996984 NA NA NA NA
40124 BF714800 1.02663 1.006799 1.01452 0.949528 0.94751 0.986272 1.004362 0.940681 -0.36932 -0.65348 -0.5794 0.226189 0.273082 -0.58479 -0.66668 0.42227
40125 109359 BE689020 RIKEN cDNA C430003P19 geneC430003P19Rik0.974758 0.98476 0.958379 0.918401 1.019774 1.010919 0.797934 1.27558 -0.47514 -0.63796 -0.33378 0.168466 -0.57386 -0.65609 0.999059 0.968204
40126 56736 AK009688 ring finger protein 14 Rnf14 0.946166 0.977569 0.973628 1.118022 1.023089 0.956102 0.963222 1.076128 0.226189 -0.4676 -0.39513 0.918751 -0.4676 -0.00092 -0.17186 0.566585
40127 76161 AK014127 RIKEN cDNA 6330527O06 gene6330527O06Rik0.995106 0.900138 1.006945 1.083659 0.795953 0.810678 1.148363 0.845608 -0.67213 0.009184 -0.6507 -0.09186 0.933973 0.893809 0.516386 0.721922
40128 50755 AF184275 F-box only protein 18 Fbxo18 0.978792 1.012634 0.960461 1.05819 0.977884 0.986675 0.941402 1.047879 -0.41191 -0.5794 0.079567 0.470572 -0.39513 -0.56819 0.545505 0.245089
40129 210973 BF318511 kelch repeat and BTB (POZ) domain containing 2Kbtbd2 0.973367 0.937062 0.916693 1.139608 1.107028 1.03241 1.069084 0.992772 -0.58479 -0.42016 -0.21119 0.371596 0.216672 -0.55643 -0.28777 -0.66829
40130 23821 AF190726 beta-site APP cleaving enzymeBace 1.053175 0.967443 1.002943 0.972837 0.9791 0.941642 0.948331 1.083617 -0.24027 -0.48257 -0.64776 -0.53779 -0.52472 -0.04137 -0.23062 -0.04137
40131 93871 AA409710 WD repeat domain 9 Wdr9
40132 26992 BE852686 bromodomain containing 7 Brd7 0.940674 0.92703 0.828954 0.926153 0.839407 0.891001 1.047837 1.056342 -0.28777 -0.03125 0.904899 -0.31557 0.932415 0.638264 -0.22093 -0.10193
40133 BE949502 0.997219 1.147399 1.035602 1.114242 1.010813 1.005679 1.113251 1.314619 -0.67307 0.936996 -0.33378 0.790147 -0.63796 -0.6649 0.786052 0.999946
40134 231672 AA822398 RIKEN cDNA 4930438M06 gene4930438M06Rik1.179751 1.553007 1.274818 1.290189 1.094262 1.231663 1.436738 1.585088 0.954955 1 0.998792 0.999356 0.454743 0.993361 0.999999 1
40135 0.826813 0.926239 0.92996 0.772367 0.839177 0.919894 0.786663 1.01173 0.593672 -0.34278 -0.37801 0.790147 0.388742 -0.52472 0.454743 -0.65348
40136 BG070007 1.061743 0.874827 0.933098 1.05285 0.638101 1.317688 1.094766 1.04432 -0.152 -0.59515 -0.57386 -0.61847 0.282313 0.673651 -0.36055 -0.63438
40137 72554 AI597250 RIKEN cDNA 2700066J21 gene2700066J21Rik 1.027504 1.043504 0.870948 0.904999 0.993109 0.95236 1.096084 0.929849 -0.52472 -0.32471 0.721922 0.354204 -0.6649 -0.33378 0.42227 -0.54413
40138 69487 AI846144 RIKEN cDNA 2310003L22 gene2310003L22Rik 0.912013 0.903686 1.019914 0.956359 0.977023 0.984578 1.185356 1.00423 -0.22093 -0.07168 -0.58479 -0.48988 -0.56819 -0.63063 0.673651 -0.6507
40139 272359 BF585247 interferon regulatory factor 2 binding protein 1Irf2bp1 1.0139 0.979848 0.91046 1.009601 0.845089 0.83166 1.011224 1.056053 -0.65609 -0.63438 0.029362 -0.6649 0.538333 0.638264 -0.66294 -0.45995
40140 102595 AI840980 expressed sequence AI840980AI840980 0.948034 0.994232 0.973509 1.124284 1.074298 1.02381 0.973423 1.282502 -0.31557 -0.67213 -0.53779 0.454743 -0.06158 -0.5794 -0.67443 0.972006
40141 30941 BG228636 ubiquitin specific protease 21Usp21 1.08041 1.018902 0.979423 0.944044 0.834323 0.833979 0.778889 1.094449 0.148922 -0.67443 -0.61411 -0.5794 0.933973 0.900587 0.972716 0.336572
40142 66094 BG082301 LSM7 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm7 1.083013 0.976051 0.974682 0.941765 1.0136 0.931814 0.982984 1.037098 0.430489 -0.51114 -0.49709 0.089552 -0.62268 0.282313 -0.59004 -0.24988
40143 66156 NM_025389anaphase promoting complex subunit 11 homolog (yeast)Anapc11 0.89716 1.019104 0.906099 0.961442 0.854445 0.847491 0.920451 1.029147 0.593672 -0.59004 0.478383 -0.38661 0.881641 0.906994 0.148922 -0.51114
40144 71724 AI326299 RIKEN cDNA 1200011D03 gene1200011D03Rik1.046645 1.192459 0.996665 0.826432 0.794972 0.693113 0.970806 0.830824 -0.50417 0.656282 -0.67443 0.736762 0.879072 0.996702 -0.60011 0.706464
40145 78834 AW493609 RIKEN cDNA 2610029D06 gene2610029D06Rik1.120262 0.948248 1.01069 0.917186 0.85764 0.918418 0.924418 0.96841 0.638264 -0.37801 -0.6507 0.318707 0.893809 0.1391 0.207111 -0.59515
40146 AI558243 1.036301 0.964271 0.91779 1.030995 0.871976 0.938787 0.939279 0.973024 -0.45995 -0.45219 0.245089 -0.51114 0.726937 -0.09186 -0.09186 -0.54413
40147 0.975969 0.999196 0.804319 0.827304 0.86905 0.829461 0.88913 0.746031 -0.52472 -0.67511 0.997767 0.990415 0.913043 0.989288 0.798153 0.999971
40148 64337 AK018778 guanine nucleotide binding protein 13, gammaGng13 0.981695 0.844463 0.929006 1.237667 1.020794 0.978727 1.209705 0.952681 -0.63063 0.039434 -0.33378 0.868323 -0.63438 -0.67511 0.802064 -0.3517
40149 66258 NM_025450mitochondrial ribosomal protein S17Mrps17 1.036075 1.067902 1.03858 1.08747 0.913622 0.981204 0.915307 1.033314 -0.42832 0.019278 -0.40357 0.300618 0.388742 -0.65609 0.362931 -0.38661
40150 0.694518 0.92695
40151 217337 BF224894 RIKEN cDNA 2610024I03 gene2610024I03Rik
40152 83766 AI854755 actin-like 6 Actl6 1.039875 1.037614 1.2425 1.636758 1.275755 1.304299 0.880749 1.218326 -0.62673 -0.65348 0.109452 0.538333 -0.01103 -0.13203 -0.3517 -0.07168
40153 20266 AI849363 sodium channel, voltage-gated, type I, beta polypeptideScn1b 0.960322 0.999955 0.984349 1.135162 1.211842 0.962788 1.028494 1.154073 -0.26893 -0.6752 -0.60493 0.871082 0.993548 -0.31557 -0.4676 0.933973
40154 67116 BG298644 RIKEN cDNA 3010002G01 gene3010002G01Rik 0.86469 1.155095 1.091264 1.584622 1.594221 0.790145 -0.44433 0.148922 -0.25943 0.944027 0.695809 0.711686 NA
40155 236732 AW547899 RNA binding motif protein 10Rbm10 0.769175 1.096796 0.709606 0.84924 1.019665 1.148957 0.972366 0.930222 0.944027 -0.2971 0.906994 0.755602 -0.51799 -0.56238 -0.57386 -0.152
40156 243914 AA178617 leucine-rich repeat LGI family, member 4Lgi4 0.948938 0.925508 0.910423 0.979986 0.851779 0.863176 0.85317 1.113714 -0.36932 -0.08178 0.119363 -0.62673 0.701171 0.486125 0.726937 0.1391
40157 207777 BF455325 benzodiazapine receptor associated protein 1Bzrap1 0.959364 1.294515 1.309611 1.484003 1.405989 1.088298 1.251311 1.452363 -0.36055 0.998545 0.999171 0.999999 0.999979 0.291492 0.992971 0.999996
40158 226823 AA415243 potassium channel tetramerisation domain containing 3Kctd3 0.895068 1.293793 0.664801 1.094115 0.683214 0.903316 1.219902 0.633604 -0.55035 -0.08178 0.430489 -0.60011 -0.23062 -0.56238 0.129246 -0.04137
40159 NM_019542 0.906213 0.816833 0.83877 0.928042 1.026273 0.921237 1.052822 1.2316 0.216672 0.949144 0.650349 -0.18174 -0.64139 0.019278 -0.48257 0.930824
40160 67140 BG144394 1.00799 0.930864 0.89973 1.132158 0.852982 0.706671 1.06743 1.249757 -0.66974 -0.40357 -0.02114 0.245089 0.523773 0.711686 -0.37801 0.679298
40161 17260 NM_025282myocyte enhancer factor 2C Mef2c 1.016753 1.102623 1.066603 1.155122 1.000629 0.817842 0.978667 1.28941 -0.60493 -0.40357 -0.32471 -0.03125 -0.64139 0.501397 -0.67102 0.478383
40162 14664 AI844828 solute carrier family 6 (neurotransmitter transporter, glycine), member 9Slc6a9 1.024407 1.002934 1.0821 1.130895 0.839755 0.847243 0.960662 1.191895 -0.5794 -0.66668 -0.21119 0.029362 0.690376 0.552604 -0.50417 0.813436
40163 18013 NM_010895neurogenic differentiation 2 Neurod2 0.924929 0.946668 0.969961 0.967968 0.902874 1.200853 0.913393 -0.60011 -0.64776 -0.65348 -0.6649 -0.60493 -0.2971 -0.62673 NA
40164 52521 BF467158 DNA segment, Chr 15, ERATO Doi 806, expressedD15Ertd806e 1.045704 0.941395 0.995051 1.112474 0.952501 0.883099 1.0504 1.11822 -0.37801 -0.20141 -0.66829 0.438641 -0.34278 0.559631 -0.32471 0.493796
40165 30957 AF178636 mitogen-activated protein kinase 8 interacting protein 3Mapk8ip3 1.047544 0.979926 0.998084 1.188017 0.934183 1.103895 0.972238 1.080603 -0.39513 -0.60959 -0.67486 0.726937 -0.152 -0.11198 -0.56819 -0.04137
40166 109264 AK006146 RIKEN cDNA B230207H15 geneB230207H15Rik0.936142 0.830175 1.056996 0.873027 0.776741 0.977508 0.825172 0.887773 -0.3517 0.750992 -0.44433 0.049493 0.834605 -0.65348 0.777672 0.1391
40167 71992 AI854439 0.896749 1.054005 0.930145 0.972342 0.890423 0.780411 0.926261 0.960795 0.501397 -0.25943 -0.00092 -0.62268 0.523773 0.96394 -0.03125 -0.42016
40168 24084 BB208072 tektin 2 Tekt2 0.933005 0.995202 1.070369 1.140725 0.9797 1.079373 1.19712 1.074697 -0.45995 -0.67307 -0.36055 0.158711 -0.6507 -0.1916 0.454743 -0.53779
40169 73940 BF464491 RIKEN cDNA 4930401E20 gene4930401E20Rik0.896936 0.98091 1.016156 0.971041 0.993711 0.857671 0.966415 1.012664 0.580275 -0.56819 -0.62268 -0.51114 -0.6507 0.813436 -0.45995 -0.5794
40170 BG092406 1.477704 1.284268 1.097231 1.42445 0.99852 1.040658 0.952529 1.131021 0.716839 -0.02114 -0.43637 0.362931 -0.67511 -0.59515 -0.57386 -0.57386
40171 13170 NM_016974D site albumin promoter binding proteinDbp 0.964428 0.952727 1.03186 0.94791 0.771878 0.811322 0.836047 1.021638 -0.47514 -0.26893 -0.51799 -0.26893 0.987706 0.9355 0.914983 -0.48257
40172 58246 BG095128 hypothetical protein, MNCb-4414AB041549 0.992604 1.139038 1.075822 1.165379 0.958033 1.030173 1.126291 1.095348 -0.6649 0.716839 0.089552 0.850717 -0.48988 -0.52472 0.619591 0.30969
40173 17318 BE992430 midline 1 Mid1 1.018181 1.155928 1.090732 1.155474 1.063959 0.939701 1.143765 1.222334 -0.60493 0.881641 0.371596 0.879072 -0.01103 -0.01103 0.831219 0.987014
40174 69159 AK007708 RIKEN cDNA 1810036J22 gene1810036J22Rik 0.977818 1.088016 0.987593 0.969376 0.897114 0.964066 0.972303 1.11702 -0.50417 0.638264 -0.61847 -0.36055 0.850717 -0.25943 -0.41191 0.862656
40175 18518 AW909233 immunoglobulin (CD79A) binding protein 1Igbp1
40176 68991 AK019168 RIKEN cDNA 1500011L16 gene1500011L16Rik 0.999928 0.971854 1.102342 1.048607 0.981205 0.902005 1.082703 1.273135 -0.6752 -0.51799 0.454743 -0.27838 -0.60493 0.523773 0.207111 0.996603
40177 21343 AI666535 TAF6 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf6 0.980065 0.976485 1.119948 0.995006 0.957532 0.955729 0.923741 1.212187 -0.67102 -0.67383 -0.12202 -0.67486 -0.60959 -0.63796 -0.17186 0.508927
40178 67295 AK014050 RAB3C, member RAS oncogene familyRab3c 0.900478 0.962125 0.981848 0.811148 0.972586 0.561125 0.977128 0.860256 -0.66083 -0.51799 -0.27838 -0.53779 -0.42832 0.109452 -0.30637 -0.42016
40179 105501 BF318781 RIKEN cDNA 1110035H23 gene1110035H23Rik1.022796 1.165657 1.086725 1.174286 0.952229 0.971497 1.130228 1.019392 -0.53779 0.961142 0.478383 0.972006 -0.11198 -0.45219 0.856789 -0.57386
40180 21423 AW764309 transcription factor E2a Tcfe2a 1.14533 0.906208 0.986854 0.960772 0.910448 1.012576 0.931035 1.099282 0.462692 0.019278 -0.63796 -0.59004 -0.48988 -0.66668 -0.28777 -0.05148
40181 12651 AI326292 choline kinase-like Chkl
40182 12496 BG069236 ectonucleoside triphosphate diphosphohydrolase 2Entpd2 1.190326 1.195869 1.030782 1.015186 0.84633 0.950413 1.090681 1.008961 0.95917 0.965704 -0.48257 -0.62673 0.945347 -0.1916 0.362931 -0.65854
40183 11655 AA475657 aminolevulinic acid synthase 1Alas1 0.976323 1.056786 0.965402 0.877355 0.925871 0.848802 1.017378 1.081664 -0.53779 -0.03125 -0.42016 0.879072 0.254468 0.924132 -0.59515 0.158711
40184 235043 BF385916 hypothetical protein MGC18837MGC18837 0.599948 0.675539 1.445252 3.211625 0.490666
40185 27357 AI852538 glycogenin 1 Gyg1 1.018846 0.945788 1.007573 0.869455 0.906244 0.860209 0.883488 0.875779 -0.61847 -0.24988 -0.6649 0.656282 0.345418 0.625888 0.619591 0.690376
40186 224938 AI182494 praja 2, RING-H2 motif containingPja2 0.958956 1.131874 0.847915 0.881346 1.198045 1.150819 1.279862 1.593807 -0.56238 -0.00092 0.362931 -0.51114 0.119363 -0.09186 0.695809 0.999562
40187 17263 AU079999 GTL2, imprinted maternally expressed untranslated mRNAGtl2 0.979986 0.998549 0.971184 0.976582 0.827173 0.81657 0.942497 1.067408 -0.57386 -0.67443 -0.4676 -0.53779 0.988363 0.99373 0.009184 0.119363
40188 225392 BE310721 RIKEN cDNA 4631403P03 gene4631403P03Rik0.703727 1.189283 1.016629 1.088998 0.776399 -0.67486 0.336572 -0.14203 -0.55035 -0.62268 NA NA
40189 80904 NM_030714deltex 3 homolog (Drosophila)Dtx3 0.910456 1.106546 0.994311 0.982663 0.766054 0.908478 0.908332 1.236408 0.039434 0.119363 -0.67213 -0.64776 0.684872 -0.18174 -0.00092 0.859748
40190 72832 AI842630 cartilage acidic protein 1 Crtac1 1.064147 1.814136 1.115143 1.494989 1.090693 0.948272 1.069972 1.369653 -0.14203 1 0.291492 0.999994 0.207111 -0.41191 -0.01103 0.999314
40191 83701 BG076261 arsenate resistance protein 2Ars2 0.900929 1.060753 1.125015 0.995931 0.95836 0.932422 0.770902 0.957473 -0.02114 -0.4676 0.049493 -0.67383 -0.54413 -0.39513 0.911065 -0.53779
40192 22344 AW550920 vascular endothelial zinc finger 1Vezf1 1.035781 0.838463 0.94405 1.186408 0.940222 0.702044 0.64561 0.882217 -0.45219 0.559631 -0.38661 0.109452 -0.25943 0.94664 0.999942 0.158711
40193 229524 BE984270 hypothetical protein MGC11722MGC11722 1.008086 0.994534 0.973044 0.942315 0.851769 1.023916 0.993684 0.977952 -0.6649 -0.67307 -0.5794 -0.33378 0.606778 -0.62673 -0.67443 -0.64776
40194 67826 AW554566 RIKEN cDNA 1110031B06 gene1110031B06Rik0.962895 1.010615 1.10821 1.101074 1.01501 0.924029 1.166167 1.144604 -0.31557 -0.64465 0.486125 0.632112 -0.61411 0.486125 0.958151 0.906994
40195 26436 U34272 pregnancy specific glycoprotein 16Psg16 1.06237 1.147277 0.967994 0.86006 0.852708 0.914101 1.021255 0.949451 0.273082 0.969777 -0.31557 0.985908 0.991431 0.721922 -0.51114 0.089552
40196 66690 NM_025708RIKEN cDNA 4432406C05 gene4432406C05Rik0.713189 1.069721 0.893712 0.736565 0.678932 1.897304 1.149064 1.068848 -0.67102 0.109452 0.711686 0.798153 -0.61847 0.327668 -0.06158 0.593672
40197 56214 AK019112 secretory carrier membrane protein 4Scamp4
40198 68644 BF783646 downregulated in Zic1 deficient cerebellumDorz1
40199 68971 BE956902 RIKEN cDNA 1500001M20 gene1500001M20Rik1.008346 0.904552 0.861576 1.008205 0.835581 1.377227 1.147704 -0.27838 -0.58479 -0.65609 -0.67307 -0.67307 0.701171 0.197509 NA
40200 13489 NM_010077dopamine receptor 2 Drd2 1.087786 1.020276 0.913995 1.017715 0.946143 0.731848 0.802084 1.039424 0.039434 -0.65348 -0.21119 -0.30637 -0.67443 0.794181 0.662144 -0.45219
40201 14813 BF658759 glutamate receptor, ionotropic, NMDA2C (epsilon 3)Grin2c 0.964823 1.323734 1.093317 0.883439 0.873109 0.832039 0.809422 1.045387 -0.66668 0.982522 -0.60959 0.388742 0.773387 0.876456 0.900587 -0.14203
40202 12908 W35854 carnitine acetyltransferase Crat 0.94756 0.930389 0.925765 0.998039 0.958427 0.992952 1.051997 0.97376 0.019278 0.354204 0.438641 -0.67383 -0.20141 -0.65854 -0.04137 -0.4676
40203 23874 BE992570 phenylalanine-tRNA synthetase-likeFarsl
40204 54614 BF585407 RIKEN cDNA 2610317D23 gene2610317D23Rik1.002453 1.023878 1.164597 0.978843 1.039248 0.936218 0.996933 1.038363 -0.67383 -0.57386 0.853779 -0.56238 -0.42832 -0.04137 -0.67307 -0.40357
40205 AK010539 1.026969 0.968221 1.238143 1.155628 1.204811 1.041356 0.934011 0.825718 -0.55035 -0.49709 0.981565 0.805914 0.949144 -0.40357 -0.02114 0.958151
40206 68807 AK004226 RIKEN cDNA 1110051A18 gene1110051A18Rik0.928339 0.986623 1.311301 0.841481 1.148247 0.86864 0.740548 0.952999 -0.27838 -0.66083 0.942679 0.600262 0.336572 0.354204 0.972006 -0.49709
40207 228866 BE135843 RIKEN cDNA F730014I05 geneF730014I05Rik 1.016726 1.115016 2.255088 0.827899 1.603614 0.849438 0.702623 1.168018 -0.67213 -0.56238 0.957109 -0.3517 0.538333 -0.42832 0.197509 -0.45219
40208 0.970567 1.264313 1.446012 1.201162 1.258282 0.977986 1.216151 1.205192 -0.53132 0.988679 0.999562 0.929201 0.925856 -0.25943 0.952706 0.755602
40209 70397 AK003839 RIKEN cDNA 1110020A09 gene1110020A09Rik1.000827 0.860638 0.911894 0.947469 0.813702 0.9318 0.953163 0.904538 -0.67486 0.999683 0.953843 0.538333 0.999999 0.805914 0.397221 0.974746
40210 67416 BF226775 RIKEN cDNA 3230401N03 gene3230401N03Rik1.161533 1.029729 0.749273 0.602684 1.287311 0.863273 0.54376 0.896693 0.049493 -0.63796 0.781893 0.995023 0.656282 0.029362 0.999469 -0.24027
40211 214459 BE988415 RIKEN cDNA 2610318I01 gene2610318I01Rik 0.937133 0.942567 1.067954 0.965231 0.887261 0.951188 0.93163 0.988691 0.881641 0.817108 0.889075 0.2638 0.999469 0.662144 0.925856 -0.53779
40212 74443 BE944288 RIKEN cDNA 4933406E20 gene4933406E20Rik0.767086 0.729572 0.946986 0.650537 0.826611 0.726684 1.214067 0.839678 0.079567 0.049493 -0.61847 0.079567 -0.59004 -0.18174 -0.3517 -0.60959
40213 0.991197 1.291397 1.488174 1.613851 1.450251 1.268422 1.425485 1.606357 -0.65854 0.999029 1 1 0.999998 0.997628 0.999995 1
40214 56532 NM_019955receptor-interacting serine-threonine kinase 3Ripk3 0.954709 0.853339 1.095555 1.004222 1.165833 0.850983 1.110259 1.031014 -0.56238 0.129246 -0.25943 -0.65609 -0.14203 -0.53132 -0.27838 -0.65609
40215 381606 BG228838 similar to tRNA selenocysteine associated proteinna 0.993395 0.892372 0.88516 0.846714 0.864874 0.906624 0.980101 1.175046 -0.66083 0.859748 0.900587 0.988988 0.966556 0.736762 -0.54413 0.985521
40216 75758 AK018655 RIKEN cDNA 9130401M01 gene9130401M01Rik1.134657 1.089607 1.065587 0.930383 1.1565 0.947043 1.032816 1.025035 0.282313 -0.48988 -0.6507 -0.02114 -0.45995 -0.67213 -0.58479 -0.62268
40217 66365 BF681992 RIKEN cDNA 2310015N07 gene2310015N07Rik0.988438 1.088246 1.044077 1.072315 1.007341 0.942369 1.071093 1.091934 -0.61847 0.726937 -0.03125 0.523773 -0.6507 0.327668 0.501397 0.764625
40218 1.02198 1.249787 0.949654 1.001838 1.063263 1.026243 1.133407 1.38959 -0.58479 0.991431 -0.23062 -0.67443 -0.33378 -0.55035 0.716839 0.999946
40219 23837 BE629210 craniofacial development protein 1Cfdp 0.953323 0.924986 0.890051 0.913238 0.895021 0.97004 1.069466 1.054832 -0.09186 0.454743 0.856789 0.632112 0.820722 -0.40357 0.282313 0.019278
40220 71687 AI429491 RIKEN cDNA 0610039J01 gene0610039J01Rik 1.083132 1.060482 0.872609 0.945069 1.192193 1.12833 1.200755 0.999938 -0.13203 -0.58479 0.235662 -0.59515 0.573466 -0.14203 0.777672 -0.64776
40221 268510 BE952927 hypothetical protein C330018B01C330018B01 1.049419 1.239034 1.179671 1.047021 1.024933 1.003368 0.979521 0.820979 -0.51799 0.559631 -0.1916 -0.52472 -0.55643 -0.67486 -0.66829 -0.05148
40222 67474 AK005042 synaptosomal-associated proteinSnap29 0.952028 1.077947 1.487992 0.947844 1.20629 0.943879 0.893905 1.112511 -0.53779 -0.37801 0.988988 -0.51799 0.501397 -0.56238 -0.08178 -0.11198
40223 AI592951 0.811039 0.737489 0.665041 0.692091 0.84876 0.629507 0.69462 0.728082 0.336572 0.764625 0.970538 0.470572 0.168466 0.953843 0.985908 0.538333
40224 12862 AI663088 cytochrome c oxidase, subunit VI a, polypeptide 2Cox6a2 0.973955 1.118808 0.961005 1.032764 1.279254 1.120614 1.114993 1.11099 -0.63063 0.559631 -0.38661 -0.49709 0.986655 0.388742 0.593672 0.538333
40225 0.969703 1.139986 2.293708 0.799317 1.547105 0.784264 0.767282 1.100566 -0.66083 -0.43637 0.993908 -0.06158 0.690376 0.019278 0.109452 -0.53779
40226
40227 68323 BF465903 RIKEN cDNA 0610006K04 gene0610006K04Rik0.994101 1.250545 1.260817 1.467101 1.205762 1.047122 1.307377 1.146958 -0.6649 0.998934 0.999314 1 0.992126 -0.17186 0.999924 0.918751
40228 20807 AW049942 serum response factor Srf 0.914065 1.010722 0.922636 1.141732 0.95644 1.444681 0.788669 2.960889 -0.18174 -0.67383 -0.25943 -0.41191 -0.55035 0.178185 0.470572 0.994571
40229 14038 AW763201 extracellular proteinase inhibitorExpi 1.008307 0.93712 0.933671 0.989288 0.888895 0.937853 1.017557 1.010713 -0.64465 0.430489 0.600262 -0.67486 0.942679 0.413985 -0.55035 -0.49709
40230 76192 NM_024465RIKEN cDNA 6330583M11 gene6330583M11Rik 0.99589 1.047746 1.092405 1.154332 0.864535 0.960781 1.048087 1.039104 -0.67213 -0.28777 0.336572 0.841212 0.850717 -0.38661 -0.28777 -0.40357
40231 AI451059 0.813814 0.771771 0.649036 0.391361 0.529469 -0.10193 -0.56819 -0.21119 0.949144 0.300618 NA NA
40232 17306 NM_008596mitsugumin 29 Mg29 1.002444 0.958084 0.985758 1.017506 0.976086 1.055351 0.983851 1.060242 -0.67213 0.029362 -0.57386 -0.53132 -0.40357 0.291492 -0.54413 0.388742
40233 14599 AW492282 growth hormone Gh 0.860445 1.009838 1.137688 0.957042 1.06166 1.04511 1.056797 1.157218 0.820722 -0.65854 0.684872 -0.36932 -0.16194 -0.50417 -0.22093 0.798153
40234 69917 BE988804 RIKEN cDNA 2610036N15 gene2610036N15Rik0.985868 1.333552 0.943423 0.743905 1.176856 1.278064 0.894715 1.271517 -0.67102 0.30969 -0.55035 -0.24988 -0.30637 0.049493 -0.32471 0.178185
40235 23989 AU040102 thyroid hormone receptor associated protein 4Thrap4 0.996728 0.935761 0.872067 1.121439 0.940484 0.895142 1.001543 0.985557 -0.67383 -0.36932 0.282313 0.245089 -0.32471 -0.11198 -0.67102 -0.65348
40236 22371 AI551257 Von Willebrand factor homologVwf 1.114932 1.082714 1.137752 1.039506 1.134328 0.974071 1.624799 1.250401 -0.00092 -0.66294 0.109452 -0.51114 -0.18174 -0.53132 0.985124 0.446726
40237 BE133530 0.881829 0.814912 1.022708 0.924776 0.862749 0.925537 0.977463 0.948494 0.89837 0.99825 -0.52472 0.254468 0.962096 0.438641 -0.51799 -0.00092
40238 30794 AI385555 reversion induced LIM geneRil 0.962353 0.953445 1.23163 1.042322 1.069713 1.208928 1.068954 1.000752 -0.52472 -0.6507 0.764625 -0.31557 0.049493 0.079567 -0.07168 -0.63796
40239
40240 14711 NM_010321glycine N-methyltransferaseGnmt 0.993321 1.188065 1.214877 1.214609 1.036647 1.029611 1.156225 1.007706 -0.65609 0.998023 0.999589 0.999576 -0.20141 -0.34278 0.988039 -0.6507
40241 192169 BF460688 RIKEN cDNA 1810047C23 gene1810047C23Rik1.006431 1.037232 0.987799 1.107917 0.987609 1.027105 1.017507 0.974994 -0.6649 -0.39513 -0.64139 0.593672 -0.63796 -0.51799 -0.60493 -0.53132
40242 73722 AV008137 small proline rich-like 2 Sprrl2 1.006056 1.047113 1.052637 1.131264 1.0217 1.038614 1.109435 1.129019 -0.65609 0.129246 0.254468 0.978401 -0.45219 -0.07168 0.929201 0.975392
40243 56215 AA444568 apoptotic chromatin condensation inducer in the nucleusAcinus 1.085436 1.03823 1.099992 0.947124 0.860574 0.822235 1.048025 1.020903 0.109452 -0.4676 0.282313 -0.41191 0.781893 0.944027 -0.36055 -0.56238
40244 112407 AK011502 EGL nine homolog 3 (C. elegans)Egln3 0.913395 0.892796 0.85857 0.975556 0.913635 0.862132 1.003513 0.980868 0.667934 0.862656 0.978401 -0.47514 0.667934 0.973408 -0.67102 -0.55035
40245 68449 BE949823 RIKEN cDNA 1110003P22 gene1110003P22Rik0.984547 0.947445 0.962285 0.966084 0.835203 0.930312 1.039421 1.065133 -0.63063 -0.22093 -0.32471 -0.4676 0.939896 0.129246 -0.42016 0.009184
40246 66821 AI852897 BCS1-like (yeast) Bcs1l 0.985225 1.235199 1.514999 2.000444 1.160288 1.087064 1.226046 1.216851 -0.64139 0.991669 0.999979 1 0.820722 0.721922 0.932415 0.827777
40247 0.659594 1.663845 1.493124 1.665817 0.863865 0.607492 1.079841 1.474185 -0.13203 1 -0.49709 0.99256 1 0.982049 1 1
40248 272589 AW740804 RIKEN cDNA E130107N23 geneE130107N23Rik1.004354 0.98799 0.84063 1.187503 0.887699 1.267462 1.17106 1.092961 -0.53132 -0.66668 0.413985 0.371596 -0.03125 0.371596 0.531089 0.069561
40249 19013 X57638 peroxisome proliferator activated receptor alphaPpara 0.947011 0.922658 1.210363 1.034625 0.991459 0.928747 0.94763 1.028184 -0.14203 0.2638 0.978401 -0.44433 -0.65854 0.168466 -0.152 -0.51799
40250 53972 BF460694 neuronal guanine nucleotide exchange factorNgef 1.01062 1.038609 0.90939 0.791404 0.91918 0.946419 1.047272 0.996531 -0.64465 -0.33378 0.580275 0.998998 0.245089 -0.23062 -0.20141 -0.67213
40251 0.839126 0.980771 1.107096 0.865935 1.019295 1.003518 1.003349 1.101889 0.909049 -0.63438 0.336572 0.726937 -0.63438 -0.67307 -0.67307 0.336572
40252 66212 NM_024171Sec61 beta subunit Sec61b 1.101912 1.18657 1.11316 1.596378 0.747349 0.8083 0.605537 1.836723 -0.38661 -0.17186 -0.33378 0.2638 0.029362 -0.21119 0.960167 0.606778
40253 68926 BF321770 ubiquitin-associated protein 2Ubap2 0.911769 1.227699 1.340889 1.018562 0.917775 0.813776 0.947195 1.026116 0.079567 0.987364 0.993169 -0.36932 -0.50417 0.380201 -0.22093 0.538333
40254 74118 AW228926 0.984547 0.953141 1.106546 1.015906 0.894119 0.960165 1.072445 1.131826 -0.64776 -0.6507 0.327668 -0.25943 -0.24988 -0.24988 -0.18174 0.741572
40255 16709 NM_008477kinectin 1 Ktn1 0.889144 0.938585 1.03574 1.022687 0.991451 0.995813 1.092501 1.038108 0.837936 0.079567 -0.3517 -0.55643 -0.65348 -0.66974 0.397221 -0.30637
40256
40257 20701 BF532075 serine (or cysteine) proteinase inhibitor, clade A, member 1bSerpina1b 1.013922 1.092413 0.860037 0.8909 0.811623 0.881935 0.960676 0.909059 -0.60011 0.716839 0.987364 0.914983 0.999713 0.949144 -0.152 0.786052
40258 105859 BE627011 expressed sequence AI481750AI481750 1.055417 1.048963 1.081943 0.969028 0.950393 0.930587 1.012183 0.997307 -0.11198 -0.21119 0.291492 -0.45995 -0.16194 0.187867 -0.64139 -0.67383
40259 214547 BB143687 hypothetical protein 9430022A149430022A14 0.984931 1.069157 1.111623 1.08565 1.252635 1.119749 1.422316 1.779628 -0.63063 0.009184 0.486125 0.009184 0.881641 0.009184 0.999986 0.999999
40260 20610 AW551163 SMT3 (supressor of mif two, 3) homolog 1 (S. cerevisiae)Smt3h1 0.936851 0.841829 1.125779 0.965136 0.83658 0.935877 1.080376 0.858079 0.380201 0.996702 0.927546 -0.24027 0.997834 0.397221 0.580275 0.989288
40261 14775 AW540231 glutathione peroxidase 1 Gpx1 0.937156 1.078863 0.825847 0.895778 1.037736 1.40156 0.876496 1.104829 -0.28777 -0.26893 0.235662 -0.30637 -0.62673 0.924132 0.049493 -0.48988
40262 72308 BE949079 BRF1 homolog, subunit of RNA polymerase III transcription initiation factor IIIB (S. cerevisiae)Brf1 1.038074 0.985195 0.925698 1.111835 0.83718 0.938131 1.033648 1.101897 -0.38661 -0.62673 0.254468 0.625888 0.969777 0.039434 -0.44433 0.523773
40263 94178 BE854253 mucolipin 1 Mcoln1 0.943293 0.845103 0.885955 0.85148 0.784279 0.905489 0.968287 0.954744 0.168466 0.991901 0.906994 0.987706 0.999929 0.769038 -0.3517 -0.07168
40264 12326 M64266 calcium/calmodulin-dependent protein kinase IVCamk4 0.981664 0.976483 0.898091 1.107518 1.582385 0.793665 1.304108 1.27245 -0.67213 -0.65854 -0.37801 -0.28777 0.949144 0.089552 0.254468 -0.07168
40265 12009 AW910754 5-azacytidine induced gene 1Azi1 1.038347 0.791597 0.717358 0.630493
40266 19982 BE198309 ribosomal protein L44 Rpl44 1.023113 1.007843 1.072994 1.019422 1.033097 0.904892 1.068058 0.99774 -0.45219 -0.64776 0.566585 -0.51114 -0.24988 0.879072 0.486125 -0.67307
40267 BF320338 expressed sequence AU042646AU042646 0.98166 1.115739 1.175505 1.087818 0.633025 0.672093 1.248875 0.892487 -0.62673 0.318707 0.371596 -0.27838 0.809704 -0.38661 0.726937 -0.66668
40268 14119 BE951948 fibrillin 2 Fbn2 1.098854 0.976352 1.165601 1.198671 1.287426 1.051387 1.146721 1.195612 0.019278 -0.66974 -0.13203 0.345418 0.909049 -0.3517 0.059536 0.593672
40269 20618 NM_011430synuclein, gamma Sncg 0.867172 1.14316 1.066538 0.841472 1.166472 1.059649 0.979531 -0.44433 0.089552 -0.56238 -0.66668 0.168466 -0.25943 -0.66294 NA
40270 70394 AK009746 kaptin Kptn 0.879817 0.712007 0.684691 0.731085 0.957004 1.603921 0.836809 1.038519 -0.60493 -0.50417 -0.48988 -0.5794 -0.10193 0.89837 -0.63796 -0.31557
40271 17765 AW456437 metal response element binding transcription factor 2Mtf2
40272 192160 AJ292072 MLN51 protein Mln51 0.74865 0.899655 1.227073
40273 15135 AI595951 hemoglobin Y, beta-like embryonic chainHbb-y 1.000203 1.069889 0.976716 1.041252 1.083063 0.912023 1.12162 1.078563 -0.6752 -0.45219 -0.65609 -0.59004 -0.42016 -0.42832 -0.07168 -0.48257
40274 106931 AW553000 RIKEN cDNA 4933402K10 gene4933402K10Rik
40275 20646 BE630309 small nuclear ribonucleoprotein NSnrpn 1.045714 1.036986 0.947666 1.036094 0.816228 0.94441 1.040857 1.036957 -0.1916 -0.33378 -0.02114 -0.3517 0.996799 0.039434 -0.26893 -0.33378
40276 21985 BE553777 tumor protein D52 Tpd52 0.988581 1.15156 1.102419 1.050319 0.959375 0.966245 1.108444 0.991479 -0.65609 0.690376 0.2638 -0.36055 -0.44433 -0.51114 0.327668 -0.6649
40277 68026 AK011835 RIKEN cDNA 2810417H13 gene2810417H13Rik0.967625 0.913907 1.041244 1.20126 1.111924 1.195513 1.235474 1.1265 -0.27838 0.764625 -0.11198 0.998865 0.886642 0.998453 0.999851 0.941302
40278 11515 AW049176 adenylate cyclase 9 Adcy9 0.971156 0.866819 0.67913 1.24549 0.868323 0.197509 -0.64465 0.566585 NA NA NA
40279 BE951610 0.898581 0.672871 1.076549 1.427556 0.922235 0.885971 1.191253 1.295022 -0.24988 0.662144 -0.56819 0.187867 -0.54413 -0.37801 -0.00092 0.478383
40280 66077 BE623096 RIKEN cDNA 0610033H09 gene0610033H09Rik0.872264 0.92481 0.867553 0.487756 0.917076 0.907228 1.016242 1.214552 0.606778 -0.40357 0.354204 0.999998 -0.12202 -0.25943 -0.64465 0.501397
40281 54422 AB043980 BarH-like 1 (Drosophila) Barhl1 0.961134 1.149528 0.934127 0.924972 0.889598 0.903674 1.000411 0.872419 -0.1916 0.953843 0.380201 0.538333 0.900587 0.802064 -0.67511 0.961142
40282 0.833933 1.078826 1.06545 0.912317 0.860289 0.829645 0.881122 1.054152 0.886642 0.168466 -0.02114 -0.36932 0.721922 0.716839 0.809704 -0.2971
40283 66073 BE955699 RIKEN cDNA 0610040B21 gene0610040B21Rik0.970055 1.193706 1.115666 1.347364 1.13138 1.175673 1.135452 1.234817 -0.24988 0.999615 0.951544 1 0.979507 0.998714 0.983871 0.999977
40284 71673 AK002414 RIKEN cDNA 0610009J22 gene0610009J22Rik 0.739291 1.129434 1.337016 1.168441 0.668381 1.178206 1.459601 0.837936 -0.60011 -0.22093 -0.43637 0.798153 -0.04137 0.716839 NA
40285 AJ299430 0.950208 0.989985 1.154791 1.181747 1.090789 1.129858 1.005817 1.12631 -0.28777 -0.59004 0.638264 0.781893 0.216672 0.454743 -0.66974 0.638264
40286 0.893341 0.913999 1.086988 1.111772 1.009441 0.952499 0.944243 0.984675 0.638264 0.371596 0.282313 0.566585 -0.65609 -0.24988 -0.12202 -0.62673
40287 77862 BF786286 thymocyte protein thy28 Thy28 0.933758 1.026697 1.057851 0.968617 0.929411 0.806895 0.971411 1.196744 0.371596 -0.44433 0.1391 -0.3517 0.454743 0.999602 -0.40357 0.996287
40288 66366 AW475967 serologically defined breast cancer antigen 84Sdbcag84 0.929078 0.970467 0.94938 0.817099 0.807627 0.992545 1.302538 1.0752 -0.22093 -0.59004 -0.40357 0.30969 0.844434 -0.67443 0.813436 -0.43637
40289 22195 BF017246 ubiquitin-conjugating enzyme E2L 3Ube2l3 0.988191 0.861844 0.968322 1.132945 1.009715 0.901514 1.048876 1.213842 -0.6507 0.827777 -0.49709 0.667934 -0.65854 0.454743 -0.31557 0.960167
40290 98328 BB284207 RIKEN cDNA A930007H10 geneA930007H10Rik1.012241 1.097756 2.108913 0.81748 1.13828 0.815095 0.527249 1.010208 -0.67102 -0.4676 0.998934 0.099514 -0.36055 0.109452 0.977827 -0.67383
40291 20587 AW124073 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily b, member 1Smarcb1 1.004082 0.984983 1.171823 0.973164 0.884399 0.886118 0.920857 1.111766 -0.67102 -0.62673 0.930824 -0.51799 0.764625 0.750992 0.254468 0.613221
40292 16581 NM_010630kinesin family member C2 Kifc2 1.049509 0.885311 1.042052 0.988041 1.050636 0.805376 0.955781 0.957396 -0.26893 0.600262 -0.36932 -0.64776 -0.24988 0.989288 -0.38661 -0.41191
40293 67873 AI552398 RIKEN cDNA 2410018C20 gene2410018C20Rik1.033512 1.036102 1.075924 1.152253 1.01953 0.850815 1.0716 0.941971 -0.57386 -0.56238 -0.25943 0.454743 -0.64139 0.508927 -0.27838 -0.38661
40294 21770 BE948258 protein phosphatase 2, regulatory subunit B (B56), delta isoformPpp2r5d 1.024959 1.053773 0.81882 0.947614 0.87555 0.892226 0.969262 0.956904 -0.45219 0.119363 0.999485 0.148922 0.965704 0.909049 -0.33378 -0.06158
40295 104720 AW909203 0.964484 1.247135 1.232203 0.944764 0.761018 0.836102 0.790128 1.239879 -0.53779 0.827777 0.781893 -0.42832 0.318707 0.876456 0.871082 0.613221
40296 0.897815 1.075364 1.138395 1.298151 1.055161 0.855711 1.207951 1.015724 0.486125 0.029362 0.695809 0.996893 -0.24027 0.844434 0.949144 -0.63438
40297 52187 AK017818 Ras-related GTP binding DRragd 1.095625 1.018428 1.11305 1.089266 1.094158 1.054411 1.181519 1.171054 0.679298 -0.56238 0.820722 0.606778 0.662144 0.049493 0.989866 0.983871
40298 67678 NM_026309LSM3 homolog, U6 small nuclear RNA associated (S. cerevisiae)Lsm3 0.850936 1.211255 0.955567 0.906003 0.836967 0.912322 0.936832 1.206841 0.731883 0.868323 -0.54413 -0.01103 0.802064 0.119363 -0.36932 0.827777
40299
40300 66990 AW212438 RIKEN cDNA 2410001H17 gene2410001H17Rik
40301 69598 AW457347 RIKEN cDNA 2310036D04 gene2310036D04Rik0.976431 0.865346 0.953327 0.939752 0.76845 0.717086 1.032351 0.914407 -0.67213 -0.62268 -0.51799 -0.66294 0.619591 0.925856 -0.61847 -0.21119
40302 56505 NM_019685RuvB-like protein 1 Ruvbl1 1.117894 1.014493 1.146864 1.065027 0.921795 1.011296 1.054906 1.121861 0.345418 -0.64776 0.318707 -0.23062 -0.01103 -0.66668 -0.34278 0.388742
40303 17758 NM_008633microtubule-associated protein 4Mtap4 0.978045 1.022177 1.08724 1.114761 1.064275 0.938449 1.148923 1.149249 -0.62673 -0.63063 0.197509 0.684872 -0.10193 -0.32471 0.798153 0.760146
40304 216705 BF162396 expressed sequence AI642036AI642036 0.941198 0.988819 1.094492 0.869564 0.996204 0.804443 0.90596 0.933778 -0.24988 -0.65854 0.119363 0.632112 -0.67307 0.950357 0.226189 -0.152
40305 11545 BG094243 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 1Adprt1 1.018661 0.951491 1.116868 1.010416 0.822221 0.792104 0.849437 0.951014 -0.60011 -0.55035 0.069561 -0.63063 0.197509 0.362931 -0.05148 -0.66294
40306 245386 BE946029 expressed sequence AW260253AW260253 1.060793 1.160716 0.747717 0.897343 0.588564 0.590126 0.678167 0.727749 -0.36055 0.531089 0.957109 -0.07168 0.999786 0.998082 0.997073 0.938461
40307 0.926764 0.917809 0.838747 0.967473 0.829916 0.891126 0.913464 1.036227 0.099514 0.235662 0.927546 -0.48988 0.949144 0.413985 0.300618 -0.45995
40308 219135 BE534712 myotubularin related protein 6Mtmr6 0.980643 0.974508 1.029163 0.931614 0.936659 1.144317 0.968828 1.030465 -0.58479 -0.52472 -0.48988 0.178185 -0.13203 0.750992 -0.57386 -0.38661
40309 59006 AK003634 myozenin 2 Myoz2 0.987674 1.073839 1.222013 1.483686 1.816904 2.125549 3.319136 3.923102 -0.63438 0.254468 0.994877 1 1 1 1 1
40310 75124 AI536471 RIKEN cDNA 4930519N16 gene4930519N16Rik0.964685 1.172442 1.131491 1.14241 1.200091 1.160198 0.891232 1.282539 -0.45219 0.881641 0.508927 0.741572 0.891464 0.834605 0.593672 0.995944
40311 213760 AI506504 RIKEN cDNA D030028O16 geneD030028O16Rik0.966403 1.041729 1.09933 1.183506 1.139867 1.220358 1.331976 1.147563 -0.30637 -0.18174 0.731883 0.99256 0.944027 0.998829 0.999997 0.960167
40312 21376 AW610642 transforming growth factor beta regulated gene 1Tbrg1
40313 80876 BC002160 interferon induced transmembrane protein 3-likeIfitm3l 0.937074 0.774431 0.962671 0.704275 0.930221 0.873021 0.545527 0.619726 -0.57386 0.039434 -0.65609 0.446726 -0.63796 -0.24988 0.667934 0.029362
40314 26549 AI390966 integrin beta 1 binding protein 2Itgb1bp2 1.029137 1.07271 0.903381 0.886703 0.814272 0.816841 1.126253 0.94929 -0.36932 0.478383 0.847602 0.936996 0.999693 0.999615 0.932415 0.119363
40315 320448 AW228905 RIKEN cDNA G630041M05 geneG630041M05Rik0.980487 1.157826 1.148076 1.05204 1.295236 0.948845 1.169207 1.175831 -0.26893 0.942679 0.538333 0.493796 0.245089 -0.00092 0.900587 0.947906
40316 11752 NM_013473annexin A8 Anxa8 0.723423 0.812272 0.871575 0.896529 1.035837 0.695432 1.714642 0.726937 0.362931 -0.26893 -0.56819 -0.6649 0.009184 0.478383 NA
40317 AV066706 0.978386 1.053349 1.116077 1.235908 1.036923 0.984213 1.22597 1.197724 -0.60011 -0.23062 0.009184 0.952706 -0.48257 -0.5794 0.949144 0.817108
40318 69408 AI503987 RIKEN cDNA 1700025B16 gene1700025B16Rik0.943706 0.936866 0.92791 1.05681 0.932569 0.963634 0.999955 0.935126 -0.10193 0.039434 0.187867 -0.12202 0.109452 -0.4676 -0.67383 0.069561
40319 0.877818 0.76109 1.126149 1.048406 0.976704 1.488909 0.831362 0.936703 0.216672 0.58701 0.039434 -0.53779 -0.63796 0.914983 0.119363 -0.41191
40320 67222 AK020469 RIKEN cDNA 2810036K01 gene2810036K01Rik0.835547 0.908751 1.012939 1.122442 0.904096 1.027236 1.149113 1.161486 0.781893 -0.30637 -0.62268 0.345418 0.1391 -0.61847 0.516386 0.438641
40321 67398 BF119121 RIKEN cDNA 1300011P19 gene1300011P19Rik 1.31994 1.777369 1.400071 1.40959 1.743687 1.630551 1.31486 1.103031 0.95917 0.999997 0.991431 0.992971 0.999993 0.999929 0.954955 -0.02114
40322 22385 NM_011714bromodomain adjacent to zinc finger domain, 1BBaz1b



40323 12834 BF180435 procollagen, type VI, alpha 2Col6a2 0.837424 0.986136 0.983113 0.754992 0.610178 0.800563 -0.66294 -0.10193 -0.00092 0.662144 -0.32471 -0.60959 NA
40324 64934 AA221105 pescadillo homolog 1, containing BRCT domain (zebrafish)Pes1 0.975423 0.950887 0.96611 0.678658 0.686611 0.857182 1.026283 0.690907 -0.59515 -0.36932 -0.52472 0.999919 0.99987 0.736762 -0.58479 0.99983
40325 27398 BF721922 mitochondrial ribosomal protein L2Mrpl2 1.014276 1.078948 0.955281 0.936815 0.808918 0.847271 0.991602 1.092235 -0.62268 0.336572 -0.1916 0.158711 0.997481 0.973408 -0.65609 0.516386
40326 378431 AI481808 RIKEN cDNA 2310001N14 gene2310001N14Rik1.111868 0.985752 0.968118 0.493538 0.600641 0.805685 1.052883 0.493786 -0.1916 -0.66974 -0.65854 0.999639 0.992126 0.168466 -0.60959 0.993548
40327 66411 NM_025548cytoskeleton-associated protein 1Ckap1 1.070004 0.851076 0.97261 1.099831 1.02207 0.933359 0.996824 0.720162 -0.32471 0.362931 -0.55643 -0.00092 -0.49709 -0.66974 -0.66294 0.750992
40328 16451 BF224937 Janus kinase 1 Jak1 0.901692 0.910862 0.736007 0.866621 0.608183 0.558404 0.73686 0.996497 0.039434 -0.06158 0.982049 0.42227 0.999956 0.999998 0.981565 -0.67383
40329 0.914706 0.923617 1.043338 0.927114 0.940485 0.863438 1.154667 1.088167 -0.23062 -0.26893 -0.62268 -0.51114 -0.60493 -0.04137 0.559631 -0.25943
40330 78783 AK019522 bromodomain and PHD finger containing, 1Brpf1 0.965039 1.225172 0.916108 0.931052 0.912376 0.815146 0.907807 1.110932 -0.63063 0.711686 -0.13203 -0.32471 0.336572 0.731883 -0.01103 0.207111
40331 AA727225 1.100473 0.9065 0.712022 1.280363 0.698712 1.002869 0.949645 0.618459 0.197509 0.226189 0.999396 0.981565 0.999722 -0.67383 -0.3517 0.999999
40332 232536 BF730295 mitochondrial ribosomal protein S35Mrps35 0.965259 1.061671 0.913522 1.171759 1.184092 0.942861 1.26404 0.904141 -0.53132 -0.38661 -0.21119 0.736762 0.573466 -0.39513 0.891464 0.178185
40333 14042 U78539 exostoses (multiple) 1 Ext1
40334 72040 BF531568 mucin and cadherin like Mucdhl 0.974879 1.028729 1.000164 0.976906 0.99288 1.076857 1.184217 1.109071 -0.67511 -0.60959 -0.6752 -0.65348 -0.66829 -0.12202 0.879072 0.438641
40335 19084 AK005039 protein kinase, cAMP dependent regulatory, type I, alphaPrkar1a 1.030914 1.012167 1.122637 1.209314 1.166655 1.191323 1.307324 1.349627 -0.34278 -0.61847 0.914983 0.998966 0.989581 0.997159 0.999996 1
40336 0.954404 0.89498 0.896508 0.878788 0.864684 0.767296 0.66867 0.831696 -0.37801 0.438641 0.413985 0.613221 0.746316 0.994248 0.999984 0.906994
40337 12373 AW108134 calsequestrin 2 Casq2 0.894905 0.99876 1.065714 0.895763 0.937394 0.969776 0.945654 0.948444 0.606778 -0.67486 -0.03125 0.600262 -0.01103 -0.49709 -0.152 -0.1916
40338 BG085880 0.990329 1.024557 1.048594 1.092216 0.980905 1.028725 1.002625 1.099056 -0.60493 -0.27838 0.397221 0.944027 -0.41191 -0.152 -0.66974 0.964832
40339 72199 AA646170 MMS19 (MET18 S. cerevisiae)-likeMms19l 0.982127 0.949434 1.040422 1.0763 1.211727 1.091195 1.145627 1.113862 -0.55643 0.099514 -0.16194 0.508927 0.998966 0.695809 0.968204 0.871082
40340 13885 AW826123 esterase 10 Es10
40341 16202 NM_010562integrin linked kinase Ilk 0.95625 1.097007 0.822325 0.872388 0.831418 0.900813 1.00875 0.974281 -0.31557 0.388742 0.975392 0.802064 0.962096 0.531089 -0.66083 -0.54413
40342 66406 AA030795 RIKEN cDNA 2410004C24 gene2410004C24Rik0.992719 0.830268 0.740833 0.946664 0.911964 0.841411 1.344894 -0.67213 0.673651 0.914983 -0.42832 0.049493 0.235662 0.958151 NA
40343 14873 NM_010362glutathione S-transferase omega 1Gsto1
40344 71566 AK018527 RIKEN cDNA 9030425E11 gene9030425E11Rik0.809027 0.851502 0.988385 0.777898 0.962493 0.706232 1.094596 1.039804 0.566585 0.235662 -0.66829 0.531089 -0.62673 0.726937 -0.24988 -0.61847
40345 13731 AW411818 epithelial membrane protein 2Emp2 0.964616 0.811174 0.822715 0.958202 0.85179 0.933029 0.911671 0.994687 -0.23062 0.99974 0.999314 -0.09186 0.993169 0.454743 0.764625 -0.66294
40346 54325 BF121620 elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 1Elovl1 1.047668 1.358623 0.958028 0.929637 1.011309 0.96195 0.959563 1.180244 -0.38661 0.998754 -0.42016 -0.05148 -0.66083 -0.51799 -0.44433 0.837936
40347 0.926574 1.012011 0.981567 0.886334 0.899981 0.868017 0.834553 0.9632 -0.00092 -0.65348 -0.62268 0.531089 0.371596 0.706464 0.896111 -0.47514
40348 AW541853 0.924986 0.844346 1.033347 0.943579 0.767993 1.184437 0.803352 1.014755 -0.38661 0.300618 -0.66974 -0.41191 0.790147 0.300618 0.606778 -0.6649
40349 0.976839 0.80074 0.845367 1.017221 1.036616 0.804684 0.85309 1.14625 -0.59515 0.862656 0.538333 -0.59515 -0.47514 0.397221 0.462692 0.254468
40350 15381 NM_016884heterogeneous nuclear ribonucleoprotein CHnrpc 0.852335 1.062535 0.962122 1.030421 1.034977 0.910566 0.980906 0.956894 0.817108 -0.20141 -0.45995 -0.54413 -0.50417 0.158711 -0.61847 -0.40357
40351 20055 BF118703 ribosomal protein S16 Rps16
40352 20256 BC002001 stem cell growth factor Scgf 0.936951 1.059533 1.253272 1.563865 0.723053 -0.33378 -0.48257 0.059536 0.871082 -0.60493 NA NA
40353 208715 AI892192 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1Hmgcs1 0.984839 1.00873 1.016875 1.113875 0.971944 1.156632 1.060668 1.031114 -0.53779 -0.63063 -0.51114 0.965704 -0.24988 0.997962 0.508927 -0.1916
40354 74252 AK009402 RIKEN cDNA 2310016N05 gene2310016N05Rik1.100081 1.062471 0.985628 0.930636 0.906506 0.825623 0.883609 1.011209 0.049493 -0.21119 -0.61847 -0.39513 -0.31557 0.619591 -0.11198 -0.67383
40355 110109 BG228975 nucleolar protein 1 Nol1 1.287638 0.880686 0.551257
40356 0.910517 0.729815 1.108774 0.708352 0.88208 0.860642 0.835021 0.944533 0.187867 0.998754 0.300618 0.999336 0.129246 0.580275 0.593672 -0.64776
40357 17929 NM_010867myomesin 1 Myom1 1.035047 1.32685 0.906273 0.851 0.94579 0.9317 0.861059 1.229352 -0.50417 0.996984 0.291492 0.813436 -0.20141 -0.01103 0.755602 0.945347
40358 117599 AB048542 helicase (DNA) B Helb 0.953236 0.88828 1.165765 0.996388 1.208474 0.513793 0.811687 0.766919 -0.60959 -0.53132 -0.06158 -0.62268 0.573466 0.999246 -0.00092 0.684872
40359 17885 M12289 myosin, heavy polypeptide 8, skeletal muscle, perinatalMyh8 1.020453 1.0264 1.146264 0.882658 1.168332 1.014929 0.994847 1.218073 -0.60011 -0.55035 0.777672 0.690376 0.809704 -0.62268 -0.67443 0.970538
40360 20389 NM_011359surfactant associated protein CSftpc 1.02495 0.929159 0.834386 0.039434 -0.28777 0.508927 NA NA NA NA
40361 0.91249 0.97543 1.096971 0.865607 0.834503 0.88086 1.040607 0.905749 0.039434 -0.64465 -0.09186 0.552604 0.701171 0.245089 -0.50417 0.129246
40362 77681 NM_023420 1.020359 0.931459 0.960049 1.006475 0.894334 0.98239 1.022506 1.419474 -0.59515 0.099514 -0.36055 -0.66668 0.625888 -0.60959 -0.57386 0.999989
40363 1.005192 1.17187 0.959951 1.113574 1.269255 0.796979 1.069041 1.454827 -0.63796 0.462692 -0.61847 0.245089 0.856789 0.638264 -0.17186 0.997962
40364 96875 BG066593 expressed sequence C77892C77892 0.996029 0.996117 0.835378 0.729279 0.642232 0.593708 0.671835 0.672826 -0.67307 -0.67307 0.865514 0.998545 0.999993 1 0.999951 0.999948
40365 66680 NM_025699RIKEN cDNA 3230401D17 gene3230401D17Rik0.935816 1.403929 0.650965 0.963715 0.93245 0.48995 0.912709 0.932731 -0.66083 0.009184 0.954955 -0.56238 -0.60959 0.936996 -0.18174 -0.65854
40366 71869 AK009018 RIKEN cDNA 2300003F07 gene2300003F07Rik0.852442 0.962085 0.867562 0.888882 0.803041 0.671957 0.696353 0.646461 0.523773 -0.67511 0.380201 -0.62268 0.625888 0.813436 0.982049 0.619591
40367 0.990099 0.955623 1.177736 1.206437 1.148929 1.230025 1.405565 1.31529 -0.63063 0.049493 0.997628 0.999589 0.987364 0.999907 1 1
40368 18822 AF046782 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 1Plod1 0.938647 1.132697 1.143541 1.219322 1.148211 0.993232 0.969786 0.96126 -0.50417 -0.18174 -0.11198 0.613221 0.226189 -0.66668 -0.65609 -0.5794
40369 AI787896 0.932581 1.251511 1.040688 0.833151 0.938005 0.76597 0.814235 0.973673 -0.40357 0.454743 -0.64776 0.667934 -0.42832 0.947906 0.168466 -0.6507
40370 26459 AI047830 solute carrier family 27 (fatty acid transporter), member 5Slc27a5 1.074816 1.087475 1.054984 1.015497 0.976992 0.961058 1.026726 0.878678 0.187867 0.282313 -0.18174 -0.62673 -0.64776 -0.67307 -0.45219 0.613221
40371 18029 AI385685 nuclear factor I/C Nfic 0.894152 0.929285 0.888205 0.969716 0.983094 1.042149 0.999824 1.147274 -0.10193 -0.51114 -0.01103 -0.66974 -0.66294 -0.5794 -0.64465 0.129246
40372 67549 AK016787 RIKEN cDNA 4933412D19 gene4933412D19Rik1.065358 1.148987 0.938029 0.865119 0.746331 0.892019 0.779952 1.159316 -0.10193 -0.3517 -0.56238 0.226189 0.925856 -0.51799 0.508927 0.089552
40373 101497 AA216790 expressed sequence AI194308AI194308 0.855542 1.00118 1.117413 0.962588 1.001761 0.759304 1.041123 1.253748 0.841212 -0.67486 0.501397 -0.44433 -0.67486 0.993548 -0.42016 0.984717
40374 M77015 0.900761 0.932305 1.180551 1.113259 1.106077 1.016925 1.75007 1.316436 -0.66294 -0.62673 -0.26893 -0.48988 -0.09186 -0.51799 0.99408 0.187867
40375 BF318420 0.915121 0.955751 1.011936 0.939825 0.896434 0.916566 1.062031 1.13571 -0.10193 -0.53132 -0.67383 -0.38661 0.318707 -0.28777 -0.27838 0.486125
40376 110749 AW493907 chromatin assembly factor 1, subunit B (p60)Chaf1b 0.713187 0.838516 0.782908 0.706686 1.048734 0.670638 0.742957 0.932303 0.904899 0.254468 0.644342 0.918751 -0.5794 0.967389 0.755602 -0.4676
40377 0.942406 0.713063 1.050287 0.795167 0.792362 0.985769 0.904278 0.966919 -0.44433 0.969777 -0.5794 0.794181 0.711686 -0.64465 -0.10193 -0.60011
40378 107753 BE554648 lectin, galactose-binding, soluble 2Lgals2 0.901078 1.887407 0.320752 1.046762 -0.67102 -0.13203 0.813436 -0.56819 NA NA NA
40379 109652 AK002423 aminoacylase 1 Acy1
40380 64074 NM_022315SPARC related modular calcium binding 2Smoc2 1.170692 0.965244 1.065115 0.921426 0.985107 1.013937 0.809799 1.377907 0.701171 -0.44433 -0.25943 -0.13203 -0.67443 -0.67307 0.886642 0.982049
40381 17837 AI099436 murinoglobulin 2 Mug2 0.846536 0.75728 0.994095 1.321223 0.917268 1.364764 1.257616 1.163072 -0.41191 0.245089 -0.49709 0.245089 -0.43637 0.470572 0.684872 0.354204
40382 1.049634 0.987617 0.964742 0.984127 0.994297 1.035256 1.142033 1.048127 0.413985 -0.56238 0.069561 -0.48988 -0.6507 0.029362 0.998545 0.380201
40383 56317 NM_019805expressed sequence AW545589AW545589 1.00036 1.216864 0.923656 1.119881 0.874592 0.994347 0.9433 0.808841 -0.67383 0.552604 -0.22093 -0.28777 0.069561 -0.66829 -0.3517 0.794181
40384 66836 NM_025791RIKEN cDNA 0610006I08 gene0610006I08Rik 1.032762 1.003354 1.198978 1.013669 1.056913 0.920047 0.985541 1.055572 -0.55643 -0.67383 0.809704 -0.65348 -0.36055 0.019278 -0.67383 -0.36932
40385 AF033102 0.954205 1.034988 1.100991 1.061356 0.938724 0.861621 0.980365 0.806344 -0.42832 -0.53779 0.148922 -0.28777 -0.24988 0.656282 -0.62673 0.932415
40386 13009 AK003120 cysteine and glycine-rich protein 3Csrp3 1.087175 1.095021 1.164028 1.039958 1.128856 0.958041 1.281386 0.899121 0.430489 0.531089 0.879072 -0.21119 0.834605 -0.67486 0.999548 0.545505
40387 68036 AB041652 RIKEN cDNA 3110006P09 gene3110006P09Rik1.078732 1.200399 1.041802 1.086092 1.013942 1.082963 1.003238 1.067343 0.148922 0.911065 -0.36932 0.254468 -0.67307 0.207111 -0.67307 -0.01103
40388 1.016559 1.163274 0.91545 0.891331 0.962634 0.949796 0.919894 1.129308 -0.61847 0.89837 0.380201 0.684872 -0.23062 -0.03125 0.30969 0.736762
40389 116871 AW212280 metastasis associated 3 Mta3 0.925493 1.100866 1.070649 1.172699 0.908131 0.944842 1.088243 1.117976 0.679298 0.862656 0.538333 0.997073 0.862656 0.318707 0.760146 0.938461
40390 14455 X59728 growth arrest specific 5 Gas5 0.902257 0.947856 1.182633 0.995275 0.928921 0.931897 0.893766 1.123042 0.148922 -0.33378 0.711686 -0.67307 -0.13203 -0.21119 0.254468 0.30969
40391 12043 AW908312 B-cell leukemia/lymphoma 2Bcl2 0.877533 1.201259 1.200238 0.900609 1.049338 0.907496 0.996153 1.282933 0.516386 0.632112 0.625888 0.245089 -0.41191 -0.24027 -0.67307 0.976023
40392 73173 BF162841 protocadherin 18 Pcdh18 0.899334 1.0033 0.883352 0.939721 0.97094 0.965699 1.059906 1.219074 0.300618 -0.67307 0.30969 -0.33378 -0.59004 -0.52472 -0.31557 0.873793
40393 21957 AK003147 troponin T3, skeletal, fast Tnnt3 0.975289 1.073178 0.94778 0.908064 0.939031 0.942916 1.007452 1.143998 -0.49709 0.318707 0.009184 0.679298 0.178185 0.099514 -0.65854 0.925856
40394 0.921427 1.105736 0.878562 0.854235 0.688008 0.755503 0.917743 0.998196 0.1391 0.380201 0.673651 0.847602 0.999978 0.998303 0.197509 -0.67443
40395 AV067071 0.945611 1.0803 0.997923 0.903021 0.929732 0.840863 1.018417 1.035555 0.049493 0.430489 -0.67383 0.736762 0.362931 0.988988 -0.57386 -0.34278
40396 12834 X65582 procollagen, type VI, alpha 2Col6a2 0.910612 0.849039 0.90084 0.791906 0.700044 0.742738 0.841965 0.877702 0.109452 0.746316 0.235662 0.95917 0.999396 0.994726 0.790147 0.501397
40397 8559 BB629627 PRP18 pre-mRNA processing factor 18 homolog (yeast)PRPF18 1.164888 1.111949 1.071594 1.014613 1.045006 0.915339 0.916638 1.043528 0.850717 0.798153 -0.30637 -0.60959 -0.152 0.834605 0.600262 -0.18174
40398 102162 AW214000 TAF5-like RNA polymerase II, p300/CBP-associated factor (PCAF)-associated factorTaf5l 1.062772 0.839227 1.006754 0.982678 1.023671 0.68625 0.952145 1.127596 -0.38661 0.245089 -0.67307 -0.64776 -0.63063 0.873793 -0.52472 -0.21119
40399 1.004979 1.001716 1.093318 1.015931 1.170533 1.03827 0.933605 0.971786 -0.67213 -0.67486 0.079567 -0.64465 0.679298 -0.49709 -0.26893 -0.57386
40400 234595 BE947437 cDNA sequence BC031853BC031853 0.966111 0.858601 0.849389 0.885065 0.862198 0.905426 1.030664 1.012202 -0.16194 0.997243 0.998754 0.976639 0.996176 0.909049 -0.25943 -0.60011
40401 D10606 1.269188 1.78839 1.369079 1.69505 1.168827 1.442159 1.352674 1.237027 0.996799 1 0.999927 1 0.904899 0.999996 0.999861 0.989866
40402 0.948129 0.730501 0.903313 0.90593 0.748725 1.128996 0.975202 0.486125 -0.62268 -0.44433 -0.45219 0.721922 -0.3517 0.049493 NA
40403 64656 AK009880 mitochondrial ribosomal protein S23Mrps23 1.017126 1.023558 1.087166 1.070992 0.968157 1.168223 1.398004 1.252876 -0.45995 -0.28777 0.930824 0.813436 -0.01103 0.999894 1 1
40404 76500 AK005166 RIKEN cDNA 1500005N04 gene1500005N04Rik 0.88918 0.837857 0.794955 1.134524 0.663514 1.056136 1.409961 1.307225 0.197509 0.673651 0.841212 0.282313 0.999314 -0.42832 0.989581 0.954955
40405 102339 BI714081 component of oligomeric golgi complex 4Cog4 0.925757 1.056346 0.953589 0.984288 0.946873 1.068118 0.991996 1.152437 0.777672 0.197509 0.235662 -0.53132 0.405635 0.619591 -0.63796 0.996799
40406 67997 BE851836 RIKEN cDNA 1210002B07 gene1210002B07Rik1.036937 0.970681 0.934478 0.891269 0.892578 0.788694 0.89105 0.858995 -0.48988 -0.55035 -0.11198 0.478383 0.462692 0.983432 0.478383 0.773387
40407 68050 BC003291 RIKEN cDNA 6330407G11 gene6330407G11Rik0.961421 0.993828 0.974323 0.822809 0.921704 0.714008 0.740153 0.929335 -0.50417 -0.67102 -0.60011 0.865514 -0.06158 0.99825 0.993908 -0.152
40408 224904 BG085189 RIKEN cDNA 2410015M20 gene2410015M20Rik1.022799 1.059437 0.980313 1.063036 1.035636 1.098461 1.23061 1.136381 -0.4676 0.282313 -0.51114 0.354204 -0.22093 0.813436 0.999841 0.966556
40409 52530 NM_026631DNA segment, Chr 11, ERATO Doi 175, expressedD11Ertd175e 1.04741 0.856304 0.775048 0.630182 0.52284 0.666408 0.785312 0.698534 -0.26893 0.914983 0.998934 1 1 1 0.997962 0.999996
40410 236539 L21027 3-phosphoglycerate dehydrogenasePhgdh 3.019563 2.141047 1.878116 1.375677 0.300618 0.824278 0.371596 -0.64139 NA NA NA
40411 74487 BE913980 RIKEN cDNA 5430405H02 gene5430405H02Rik 0.98303 1.073026 0.960343 1.041935 0.995983 1.101702 0.99296 1.010483 -0.61411 0.119363 -0.3517 -0.34278 -0.64776 0.493796 -0.6649 -0.6507
40412 27965 BF467863 DNA segment, Chr 9, Wayne State University 18, expressedD9Wsu18e 0.987191 0.968248 0.663663 0.760761 0.548995 0.515741 0.613573 0.66178 -0.63796 -0.45995 1 0.999639 1 1 1 1
40413 68049 AW556464 0.997045 0.461864 0.749121 0.730617 0.576864 0.658109 0.82864 0.598806 -0.67383 1 0.974746 0.996984 1 0.999946 0.856789 0.999999
40414 15139 NM_010406hemolytic complement Hc 1.036496 0.889708 0.96645 0.863941 0.869123 0.765618 0.930921 0.926094 -0.45219 0.619591 -0.4676 0.706464 0.798153 0.974746 0.049493 0.1391
40415 12161 BI646597 bone morphogenetic protein 6Bmp6 1.047399 1.007789 0.967121 0.862281 0.992587 0.819554 0.877705 0.981489 -0.24988 -0.66083 -0.43637 0.904899 -0.66294 0.988363 0.824278 -0.59515
40416 78689 BG062635 RIKEN cDNA C030004C14 geneC030004C14Rik0.974881 0.919997 1.093833 0.859043 0.964783 0.886199 0.974749 1.240317 -0.55035 0.2638 0.345418 0.879072 -0.43637 0.690376 -0.55035 0.976023
40417 17287 BI102930 meprin 1 alpha Mep1a
40418 54126 AF247654 Rho guanine nucleotide exchange factor (GEF7)Arhgef7 0.953939 1.032847 1.094839 1.121951 1.015362 0.934579 0.909462 0.906436 0.079567 -0.25943 0.802064 0.941302 -0.57386 0.501397 0.837936 0.862656
40419 192201 AF276974 RIKEN cDNA 9230106L14 gene9230106L14Rik 0.699013 1.03172 1.325268 1.04101 0.63896 2.029353 1.197591 -0.00092 -0.60493 -0.14203 -0.66294 -0.3517 0.099514 -0.47514 NA
40420 74102 BB625748 solute carrier family 35, member A5Slc35a5 0.954908 1.00359 1.095606 0.97981 1.008132 0.978604 0.793885 1.041654 -0.2971 -0.67307 0.371596 -0.59515 -0.62673 -0.58479 0.994412 -0.36932
40421 15959 BC003804 interferon-induced protein with tetratricopeptide repeats 3Ifit3 0.96449 1.03469 1.022703 1.071192 0.978831 0.952226 1.053247 1.058045 -0.49709 -0.51799 -0.62673 -0.12202 -0.60493 -0.36055 -0.33378 -0.27838
40422 0.965681 1.013792 0.989082 1.049287 1.016499 1.150608 1.151963 1.06416 0.158711 -0.50417 -0.56238 0.538333 -0.43637 0.999841 0.999861 0.794181
40423 14786 AI255377 growth factor receptor bound protein 7Grb7 0.932333 0.994229 0.717579 0.935991 0.830427 0.997761 0.8499 1.061121 -0.2971 -0.67213 0.990415 -0.34278 0.613221 -0.67486 0.559631 -0.39513
40424 17304 BC003892 milk fat globule-EGF factor 8 proteinMfge8 0.996184 1.16011 1.058576 1.031138 1.147952 0.973203 1.044958 1.184465 -0.67213 0.831219 -0.18174 -0.51114 0.773387 -0.54413 -0.36055 0.913043
40425 0.850789 0.866376 0.957138 0.952551 0.888377 0.928353 1.026723 1.03682 0.886642 0.805914 -0.36055 -0.2971 0.619591 0.079567 -0.55035 -0.45219
40426 229906 AA120690 general transcription factor IIBGtf2b 0.848717 0.85668 1.114003 1.120746 1.085481 1.005583 1.024267 1.023912 0.97724 0.96394 0.760146 0.805914 0.462692 -0.66668 -0.51799 -0.51799
40427 0.96951 0.935736 0.914646 0.968553 0.961178 0.907983 0.96545 1.067271 -0.52472 -0.08178 0.226189 -0.42832 -0.34278 0.327668 -0.39513 -0.10193
40428 0.980344 0.948822 1.104189 1.11291 0.930655 0.97039 0.947273 1.053516 -0.58479 -0.14203 0.566585 0.650349 0.187867 -0.47514 -0.14203 -0.14203
40429 0.971611 0.950021 1.01499 0.943468 0.878926 0.930558 1.125605 1.244627 -0.53132 -0.25943 -0.63438 -0.16194 0.706464 -0.02114 0.619591 0.985124
40430 18585 BF462144 phosphodiesterase 9A Pde9a 0.971285 0.996359 0.889738 0.910597 0.976773 0.914046 0.977334 1.291252 -0.42832 -0.67102 0.856789 0.662144 -0.51114 0.619591 -0.51799 0.999927
40431 21813 AK003861 transforming growth factor, beta receptor IITgfbr2 0.925809 0.966691 1.069887 1.079926 0.957452 1.019399 1.125398 1.096434 0.929201 0.119363 0.856789 0.929201 0.413985 -0.36055 0.998303 0.979507
40432 0.970984 1.151273 0.800124 0.835602 0.939599 1.05795 1.128456 1.04917 -0.63438 0.069561 0.413985 0.430489 -0.53779 -0.56238 -0.09186 -0.59515
40433 0.98791 1.011046 0.747038 0.775927 0.902812 0.855978 1.023151 0.913916 -0.5794 -0.63438 0.998792 0.773387 -0.34278 0.769038 -0.58479 0.1391
40434 208777 BG061410 secreted protein SST3 SST3
40435 23942 BG294901 metastais-associated gene family, member 2Mta2 0.865729 0.929597 1.054137 1.060907 1.102806 0.921907 1.068294 1.12015 0.798153 0.049493 -0.24988 -0.16194 0.478383 0.168466 -0.05148 0.559631
40436 0.951163 0.958698 0.950357 1.077229 0.954648 0.978982 0.987591 0.953676 0.089552 -0.08178 0.109452 0.552604 0.009184 -0.49709 -0.61411 0.029362
40437 1.074485 0.750048 0.794611 0.981567 0.759507 0.814078 0.859528 1.418836 0.362931 0.999993 0.999673 -0.56819 0.999983 0.998545 0.970538 1
40438 74528 AK018387 RIKEN cDNA 8430406I07 gene8430406I07Rik 0.94668 1.024132 0.987396 0.829683 0.743023 0.897441 0.793518 1.079945 -0.34278 -0.60493 -0.65609 0.859748 0.982522 0.291492 0.95917 -0.08178
40439 68095 NM_023429RIKEN cDNA 6030432N09 gene6030432N09Rik0.967805 1.120321 1.057793 1.011199 1.151633 1.106447 1.131998 1.159471 -0.55035 0.158711 -0.36055 -0.66083 0.516386 0.099514 0.438641 0.638264
40440 0.852459 0.969908 1.055309 0.939921 0.931033 0.934221 0.928083 1.269056 0.667934 -0.56238 -0.36932 -0.42832 -0.26893 -0.36932 -0.152 0.947906
40441 1.178739 1.025856 0.973342 0.954242 0.746526 0.808595 0.788609 0.660558 0.891464 -0.56238 -0.55035 -0.32471 0.999336 0.98004 0.99256 0.999998
40442 0.978822 0.929584 1.078553 1.158448 0.999075 0.986587 0.975317 1.079561 -0.55035 0.300618 0.345418 0.942679 -0.67486 -0.62673 -0.51114 0.362931
40443 0.985168 1.008731 1.087835 1.037683 0.779585 0.927601 1.036042 1.053659 -0.60493 -0.6507 0.559631 -0.28777 0.999913 0.430489 -0.31557 0.009184
40444 67169 BE953271 RIKEN cDNA 2610311B09 gene2610311B09Rik0.837581 1.07367 0.992269 1.017387 0.802999 0.812521 1.066766 0.997075 0.966556 0.148922 -0.66083 -0.60959 0.992768 0.991187 0.039434 -0.67102
40445 72026 AW060341 RIKEN cDNA 1600025P05 gene1600025P05Rik1.002249 1.027469 1.279532 1.259397 1.058232 0.976585 1.048569 1.112344 -0.67213 -0.30637 1 0.999998 0.430489 -0.37801 0.216672 0.954955
40446 AF220294 0.912384 1.046989 1.121231 1.179164 1.242561 0.886103 0.9446 1.115212 -0.08178 -0.49709 -0.03125 0.580275 0.841212 0.235662 -0.3517 -0.05148
40447 67381 AK010270 RIKEN cDNA 2410046H15 gene2410046H15Rik1.056262 0.85436 0.896249 0.438524 0.607299 0.890927 0.833013 0.589107 -0.41191 0.573466 0.1391 1 0.999919 0.207111 0.726937 0.999992
40448 233799 BF780746 hypothetical protein MGC37245MGC37245 0.986215 1.138416 0.999931 0.967515 0.996785 0.943161 0.987146 0.996058 -0.64139 0.706464 -0.6752 -0.48988 -0.67307 -0.16194 -0.64465 -0.67213
40449 240215 AV018883 RIKEN cDNA D630024F24 geneD630024F24Rik1.192254 0.912675 0.795819 0.850757 0.870709 0.872978 0.7362 0.80379 0.619591 -0.28777 0.662144 0.501397 0.226189 0.362931 0.950357 0.902763
40450 1.05683 0.950187 0.99528 0.794666 0.820075 0.904685 0.884603 0.934693 -0.17186 -0.23062 -0.67102 0.993548 0.976023 0.470572 0.695809 0.019278
40451 224014 BF784263 FYVE, RhoGEF and PH domain containing 4Fgd4 1.048254 0.923795 1.146012 1.070948 0.984029 0.926889 0.971725 0.831983 -0.24027 0.282313 0.850717 0.109452 -0.61847 0.226189 -0.49709 0.976023
40452 20909 BC005791 syntaxin 4A (placental) Stx4a 0.849375 1.111997 0.983358 1.035732 0.690392 0.589185 0.79089 0.693804 0.397221 -0.08178 -0.65609 -0.59515 0.987364 0.999433 0.790147 0.985908
40453 76967 AK012399 RIKEN cDNA 2700049A03 gene2700049A03Rik0.983999 1.148323 1.111483 1.181285 0.898812 0.923677 0.941748 1.007726 -0.64465 0.538333 0.216672 0.736762 0.300618 -0.09186 -0.30637 -0.66829
40454 246787 AW552979 solute carrier family 5 (sodium/glucose cotransporter), member 2Slc5a2 0.90837 1.075039 1.116508 0.914392 0.915433 0.944998 1.013213 1.288886 0.909049 0.690376 0.961142 0.868323 0.859748 0.413985 -0.5794 1
40455 20510 AK018188 solute carrier family 1, member 1Slc1a1 1.056034 1.115456 1.061817 1.002459 0.994866 0.97163 1.084352 1.164405 0.644342 0.994726 0.741572 -0.66974 -0.6507 -0.07168 0.939896 0.999936
40456 19092 BG923289 protein kinase, cGMP-dependent, type IIPrkg2 0.985814 0.947145 0.940429 1.030139 1.012397 0.991728 0.964193 1.034356 -0.52472 0.545505 0.684872 -0.12202 -0.56238 -0.62268 0.079567 -0.00092
40457 230709 AI481824 zinc metalloproteinase, STE24 homolog (S. cerevisiae)Zmpste24 1.002971 1.068855 1.039561 1.163539 0.817871 0.84787 0.929222 1.364679 -0.67307 -0.42016 -0.54413 0.486125 0.662144 0.405635 -0.36932 0.98004
40458 26410 NM_007746mitogen activated protein kinase kinase kinase 8Map3k8 0.966345 0.986463 1.035049 1.033564 0.963427 0.995477 1.037629 1.043278 0.345418 -0.44433 0.354204 0.300618 0.446726 -0.64776 0.438641 0.593672
40459 232236 BE646885 RIKEN cDNA C130022K22 geneC130022K22Rik0.927396 1.144525 1.021963 1.042382 0.903489 0.880889 1.146626 1.295582 0.069561 0.736762 -0.59515 -0.39513 0.42227 0.673651 0.750992 0.996702
40460 106916 BI658796 1.063319 1.09364 0.997759 0.974687 0.987326 0.856105 0.853923 0.963409 0.039434 0.216672 -0.67383 -0.51799 -0.63438 0.941302 0.94664 -0.36055
40461 72042 AI327078 coactosin-like 1 (Dictyostelium)Cotl1 0.885871 0.851509 0.99528 0.997723 0.972121 0.897651 1.048622 1.571412 0.559631 0.834605 -0.67213 -0.67443 -0.53779 0.42227 -0.43637 0.999999
40462 14836 NM_010351goosecoid Gsc 1.012363 0.90315 0.996268 0.966895 0.860669 0.705851 0.857141 0.884445 -0.64776 0.430489 -0.67307 -0.48257 0.827777 0.999949 0.847602 0.644342
40463 64058 NM_022032PERP, TP53 apoptosis effectorPerp 0.858325 0.743385 0.941599 0.920311 0.83417 0.838764 0.892587 1.088257 0.673651 0.994412 -0.28777 -0.02114 0.827777 0.805914 0.327668 -0.00092
40464 1.371878 1.644161 1.876115 1.400051 1.632336 1.301404 1.575143 1.864515 0.999589 1 1 0.999836 1 0.993361 0.999999 1
40465 20613 AW541712 snail homolog 1 (Drosophila)Snai1 1.117846 1.053396 1.141125 1.088904 0.873679 1.032623 1.284285 1.124613 0.667934 -0.23062 0.516386 0.089552 0.632112 -0.31557 0.986655 0.226189
40466 50788 NM_015821F-box and leucine-rich repeat protein 8Fbxl8 0.993967 1.081246 1.057414 1.189751 1.19183 1.290397 1.405041 1.279449 -0.65348 0.809704 0.462692 0.999851 0.999874 1 1 1
40467 216760 BC006828 RIKEN cDNA 2700079M14 gene2700079M14Rik1.060941 1.140715 1.174284 1.312477 1.387542 1.560448 1.606727 1.41787 0.049493 0.886642 0.966556 0.999916 0.999997 1 1 0.999999
40468 1.149024 0.933277 0.876556 0.888694 0.911707 0.97834 0.769698 0.79051 0.207111 -0.08178 0.559631 0.430489 0.1391 -0.55643 0.962096 0.893809
40469 76774 BE303389 0.931678 0.903154 1.039496 1.053916 0.994924 0.884725 1.046021 0.986549 0.371596 0.769038 -0.24027 0.029362 -0.66668 0.900587 -0.12202 -0.61411
40470 AK004611 1.048024 0.913239 0.927281 0.957515 1.054568 1.119677 1.233087 1.153382 0.119363 0.837936 0.673651 0.039434 0.2638 0.951544 0.999954 0.99256
40471 1.06626 1.124257 0.820607 0.869261 1.018218 0.869028 1.02309 1.088745 -0.24027 0.197509 0.886642 0.552604 -0.67383 0.413985 -0.59004 -0.27838
40472 67205 AI195545 RIKEN cDNA 2700082D03 gene2700082D03Rik0.893764 0.914793 0.799132 0.883517 0.918856 0.920853 1.038507 1.053889 0.600262 0.235662 0.985908 0.701171 0.099514 0.109452 -0.48257 -0.22093
40473 68095 BG086933 RIKEN cDNA 6030432N09 gene6030432N09Rik0.775323 1.381513 1.078502 0.879569 0.78908 1.010234 1.066193 1.310124 0.844434 0.960167 -0.34278 0.109452 0.790147 -0.66829 -0.42832 0.884164
40474 11749 AI255996 annexin A6 Anxa6 0.914318 0.863575 0.935917 0.943844 0.925136 0.809443 1.009527 1.039476 -0.10193 0.405635 -0.36055 -0.55035 -0.37801 0.354204 -0.63438 -0.44433
40475 1.035594 0.941432 1.08075 1.01994 1.039352 0.909979 0.816753 0.931351 -0.52472 -0.25943 -0.05148 -0.62268 -0.61847 0.158711 0.918751 -0.13203
40476 BE946693 0.946345 0.96655 0.882459 1.026959 1.102501 0.779966 1.142907 1.161487 -0.32471 -0.51114 0.049493 -0.66668 -0.55643 0.573466 0.207111 -0.37801
40477 13184 BF300291 demilune cell and parotid proteinDcpp 0.889157 0.868367 0.875439 0.778223 0.980293 1.275011 0.811282 -0.67383 -0.66829 -0.5794 -0.26893 -0.66974 -0.09186 -0.41191 NA
40478 244059 AA823080 chromodomain helicase DNA binding protein 2Chd2 0.882912 1.034667 1.332985 0.737449 0.838367 0.715726 1.43406 1.208812 -0.45995 -0.65854 0.178185 0.245089 -0.27838 0.362931 0.446726 -0.22093
40479 55938 AK004530 apolipoprotein M Apom 0.982841 0.899662 0.968334 1.044584 0.929745 1.044585 1.075913 0.998034 -0.55643 0.879072 -0.2971 -0.05148 0.538333 -0.05148 0.545505 -0.67383
40480 109815 AF335543 histocompatibility 47 H47 1.102153 0.965184 1.095692 1.105191 1.072196 1.01259 1.174673 0.9912 0.927546 -0.08178 0.89837 0.939896 0.684872 -0.58479 0.999336 -0.63063
40481 231997 W41143 cDNA sequence BC029109BC029109 0.997543 0.929808 1.108296 1.16067 1.056964 1.221124 1.27152 1.12468 -0.67102 0.781893 0.967389 0.999221 0.501397 0.999993 1 0.988988
40482 19340 BE376753 RAB3D, member RAS oncogene familyRab3d 0.963412 0.831447 0.831295 0.828983 0.790048 0.893133 0.899016 0.850147 -0.152 0.999396 0.999396 0.999517 0.999989 0.9355 0.909049 0.996984
40483 271377 BG276565 RIKEN cDNA 9230110G02 gene9230110G02Rik0.972079 1.144281 1.037843 1.087774 1.127924 0.972382 0.975627 1.121643 -0.51799 0.809704 -0.41191 0.300618 0.632112 -0.51799 -0.55035 0.662144
40484 15510 X55023 heat shock protein 1 (chaperonin)Hspd1 1.028175 1.214028 1.18663 1.139355 1.086736 1.096858 1.158746 0.99665 -0.47514 0.993169 0.97896 0.881641 0.446726 0.573466 0.939896 -0.67213
40485 16592 BC002008 fatty acid binding protein 5, epidermalFabp5 0.970089 2.252276 3.786484 3.913821 2.107024 0.596628 0.44743 2.628237 -0.65854 0.997834 0.999999 1 0.994412 0.909049 0.997556 0.999793
40486 NM_030700 1.520582 1.792892 1.146441 2.131839 -0.57386 0.876456 -0.65609 0.726937 NA NA NA
40487 80292 BB559074 cDNA sequence BC003332BC003332 1.019638 1.062403 0.973346 0.978752 0.949833 0.855693 0.837274 0.906707 -0.52472 0.327668 -0.39513 -0.48988 0.1391 0.993169 0.998404 0.834605
40488 94280 BE990161 sideroflexin 3 Sfxn3 0.984431 0.896939 1.001474 0.869626 1.027539 0.938016 1.113692 1.224602 -0.58479 0.300618 -0.67486 0.600262 -0.65348 -0.23062 0.291492 0.909049
40489 AI036317 0.997211 0.885137 0.924326 1.013973 0.828378 1.069151 0.969998 0.850762 -0.67307 0.896111 0.493796 -0.61411 0.996501 0.300618 -0.39513 0.984717
40490 77622 BG277058 apurinic/apyrimidinic endonuclease 2Apex2 1.05946 1.512276 1.609028 1.313023 1.351957 0.94446 1.016426 1.251811 -0.26893 0.99998 0.999999 0.993361 0.997834 -0.27838 -0.63796 0.965704
40491 97755 AW824304 0.936301 0.987897 1.048871 1.169867 0.95997 1.007452 1.085907 1.106618 0.478383 -0.60959 0.099514 0.995823 -0.06158 -0.6507 0.721922 0.884164
40492 AU066947 1.05502 0.990993 1.077783 1.262781 1.101462 1.237661 1.375499 1.204887 0.318707 -0.63063 0.701171 0.999997 0.900587 0.999983 1 0.999836
40493 68149 BG088344 RIKEN cDNA 4930586I02 gene4930586I02Rik 1.026422 1.083632 1.127801 1.131635 1.093216 1.090908 1.173017 1.276672 -0.53132 0.273082 0.736762 0.760146 0.405635 0.371596 0.929201 0.99825
40494 22040 AW061043 three prime repair exonuclease 1Trex1 0.982016 0.886538 0.991671 0.963748 0.851525 0.874733 0.959829 1.081099 -0.53132 0.956044 -0.64465 -0.16194 0.996501 0.98004 -0.07168 0.662144
40495 0.99239 0.84735 1.048103 1.070157 0.855743 0.886142 0.970967 1.037635 -0.6649 0.820722 -0.30637 -0.00092 0.879072 0.662144 -0.51799 -0.48988
40496 AW048218 0.979605 0.968611 0.785727 0.942859 0.71228 0.691746 1.069662 0.921387 -0.64776 -0.60959 0.809704 -0.4676 0.973408 0.979507 -0.40357 -0.28777
40497 0.958821 0.93998 0.854453 0.754994 0.714663 0.768509 0.825149 0.863291 -0.10193 0.30969 0.991431 0.999999 1 0.999995 0.999088 0.984299
40498 64010 NM_022028salvador homolog 1 (Drosophila)Sav1 1.034987 1.051783 0.945661 1.022294 1.14107 0.927582 1.006629 0.980983 -0.31557 0.009184 0.119363 -0.51799 0.942679 0.470572 -0.66083 -0.55035
40499 AK015229 0.939278 0.956599 0.714514 1.221445 1.05919 1.447645 -0.62268 -0.65609 0.446726 -0.60959 -0.58479 0.566585 NA
40500 66979 NM_025882polymerase (DNA-directed), epsilon 4 (p12 subunit)Pole4 0.898563 1.184188 1.216639 1.10941 1.132102 1.021812 0.823448 1.168807 0.750992 0.982049 0.995571 0.721922 0.868323 -0.54413 0.995023 0.950357
40501 18709 BC006796 phosphatidylinositol 3-kinase, regulatory subunit, polypeptide 2 (p85 beta)Pik3r2 0.92807 0.919078 0.966996 0.937998 0.779533 0.914406 1.164472 0.969902 -0.02114 0.079567 -0.51799 -0.16194 0.988988 0.168466 0.773387 -0.54413
40502 15183 BG087711 histone deacetylase 3 Hdac3 1.013176 1.029254 0.994029 0.986746 0.928025 0.92378 0.916485 1.036347 -0.60959 -0.38661 -0.66083 -0.60959 0.508927 0.580275 0.679298 -0.25943
40503 AW487845 0.930398 1.023037 1.003292 1.027263 1.025625 1.191881 1.041995 1.458162 0.109452 -0.57386 -0.67307 -0.53132 -0.55035 0.809704 -0.36055 0.99999
40504 216858 AW322511 potassium channel tetramerisation domain containing 11Kctd11 0.994665 1.064122 0.948791 0.926401 0.858527 0.864127 0.890368 0.931671 -0.66668 0.168466 -0.01103 0.413985 0.968204 0.957109 0.844434 0.327668
40505 16779 BG872252 laminin, beta 2 Lamb2 0.670446 1.384878 1.243781 1.33537 0.714295
40506 78926 AI593279 RIKEN cDNA 4930500E24 gene4930500E24Rik0.917691 0.726611 0.820031 0.665164 0.839502 0.818736 0.875146 0.98895 -0.42016 0.632112 0.1391 0.841212 0.019278 -0.05148 -0.05148 -0.65348
40507 214552 AW545111 hypothetical protein D030051D21D030051D21 0.810497 1.076607 0.916925 0.771687 1.032136 0.818427 0.900985 1.413599 0.552604 -0.45995 -0.24027 0.397221 -0.61847 0.129246 -0.14203 0.862656
40508 74096 AK002854 RIKEN cDNA 0610039P13 gene0610039P13Rik0.907426 0.902153 1.076058 1.022518 0.942463 1.002777 1.149232 1.203462 0.454743 0.523773 0.254468 -0.55643 0.009184 -0.67383 0.896111 0.969777
40509 AW492505 0.96129 0.79051 0.729796 0.892759 0.802899 0.920082 0.98431 1.01989 -0.2971 0.999336 0.999995 0.781893 0.998404 0.454743 -0.60959 -0.57386
40510 70432 AI852705 RUN and FYVE domain-containing 2Rufy2 0.975641 1.262335 1.30182 1.075 0.969204 1.121271 1.150801 1.298702 -0.60493 0.947906 0.97896 -0.17186 -0.56819 0.30969 0.552604 0.942679
40511 11853 AK011599 ras homolog gene family, member CArhc 0.922267 1.078255 1.0757 0.875335 0.85614 0.849913 1.203368 1.153338 -0.24988 -0.22093 -0.32471 0.168466 0.405635 0.089552 0.667934 0.1391
40512 239027 BE980945 RIKEN cDNA B230341L19 geneB230341L19Rik0.747226 0.979394 0.908518 0.827087 0.911193 0.52559 0.85668 1.090059 0.516386 -0.67486 -0.48988 -0.41191 -0.49709 0.600262 -0.3517 -0.52472
40513 0.907478 1.749903 1.039902 0.824355 1.123508 0.984396 0.92569 1.04408 0.099514 0.983871 -0.62268 0.625888 -0.33378 -0.67383 -0.37801 -0.66829
40514 27416 NM_013790ATP-binding cassette, sub-family C (CFTR/MRP), member 5Abcc5 1.04531 1.116742 1.257417 1.228258 1.114822 1.067061 1.105395 1.115271 0.049493 0.938461 0.999989 0.999924 0.932415 0.493796 0.893809 0.933973
40515 1.02417 0.989697 0.904206 0.972656 0.829295 1.027489 0.892823 0.955606 -0.62268 -0.66668 0.039434 -0.60493 0.741572 -0.67213 0.168466 -0.67486
40516 100190 AF033275 0.977032 1.128249 0.988466 0.919111 1.052007 1.185669 1.190101 0.968604 -0.58479 0.606778 -0.6507 0.187867 -0.28777 0.862656 0.911065 -0.51114
40517 66258 BG071752 mitochondrial ribosomal protein S17Mrps17 0.929451 1.064312 1.033754 1.044148 0.666749 0.876884 0.824828 0.988777 -0.36932 -0.45219 -0.60959 -0.56238 0.993169 0.109452 0.454743 -0.66668
40518 22377 BC005666 WW domain binding protein 1Wbp1 1.022756 0.969536 0.891788 0.894944 0.775237 0.95851 0.960708 1.016527 -0.48257 -0.33378 0.914983 0.900587 0.999992 -0.09186 -0.14203 -0.56819
40519 14573 NM_010275glial cell line derived neurotrophic factorGdnf
40520 106957 AA624769 solute carrier family 39 (metal ion transporter), member 6Slc39a6 1.175144 0.858222 1.029447 0.764184 0.974637 0.942178 0.099514 0.388742 -0.31557 0.92058 -0.62673 0.226189 NA
40521 18049 K01759 nerve growth factor, beta Ngfb 1.016728 1.030436 1.082542 0.691111 0.780447 0.77955 1.022233 1.058468 -0.66083 -0.63796 -0.36932 0.927546 0.30969 -0.60011 -0.64776 -0.40357
40522 1.011269 1.186718 1.101889 1.002643 0.83223 0.82705 1.075706 0.957403 -0.63796 0.983432 0.650349 -0.67307 0.991187 0.993548 0.318707 -0.21119
40523 1.07065 1.010339 0.866378 0.788502 1.018053 0.718492 0.88109 0.920424 -0.21119 -0.64465 0.413985 0.957109 -0.67511 0.972716 0.438641 -0.152
40524 65973 AW561901 aspartate-beta-hydroxylase Asph 0.962988 0.955304 1.18515 1.11732 1.081207 0.965543 1.0231 0.936582 -0.42016 -0.31557 0.927546 0.580275 0.168466 -0.63796 -0.5794 -0.02114
40525 67134 AK009799 nucleolar protein 5A Nol5a 0.95314 0.905985 0.779604 0.733167 0.768129 0.507286 0.635826 0.588996 -0.42832 0.1391 0.967389 0.995305 0.97896 1 0.999977 0.999999
40526 14635 AK011103 galactokinase 1 Galk1 1.015072 1.059082 0.963212 0.974428 0.850514 0.90275 1.082291 1.153519 -0.44433 0.798153 0.336572 -0.07168 0.999997 0.996603 0.965704 0.999971
40527 107999 BE626913 pseudoautosomal GTP binding protein-like, likePgbpll 0.912394 0.29348 0.470847 0.984396 2.070052 0.331149 1.497417 1 0.721922 0.817108 1 1 1 0.999989 NA
40528 209446 AI851540 transcription factor E3 Tcfe3 1.006983 1.010003 0.873806 0.931874 0.972245 0.940018 0.911534 0.996994 -0.66974 -0.66294 0.545505 -0.16194 -0.5794 -0.21119 0.109452 -0.67383
40529 20935 BG974646 surfeit gene 6 Surf6 1.288261 1.027449 0.896622 1.056976 0.778934 1.177373 0.951872 1.143413 0.632112 -0.6649 0.059536 -0.67213 0.216672 0.438641 -0.66294 -0.45219
40530 74204 AY029528 exportin 6 Xpo6 0.985056 0.818535 1.135654 1.098321 0.943116 0.995924 1.184344 0.83998 -0.62673 0.983432 0.764625 0.430489 -0.09186 -0.67213 0.942679 0.952706
40531 68147 BF228178 nucleolar protein family A, member 1 (H/ACA small nucleolar RNPs)Nola1 0.897236 0.871423 0.861311 0.901768 0.84144 0.969142 0.90009 1.103547 0.726937 0.904899 0.941302 0.679298 0.97896 -0.31557 0.701171 0.632112
40532 1.013036 1.122228 1.231416 1.078418 1.000935 0.936206 1.000793 1.082552 -0.63438 0.726937 0.993169 0.245089 -0.67486 0.089552 -0.67511 0.300618
40533 56724 AA124844 RIKEN cDNA 1200020A08 gene1200020A08Rik0.983981 1.088853 0.937237 1.037488 1.029791 0.927234 1.083428 1.071595 -0.60011 0.501397 0.178185 -0.33378 -0.44433 0.362931 0.430489 0.254468
40534 72603 AV126323 RIKEN cDNA 2700033N17 gene2700033N17Rik0.943751 1.055426 0.902584 1.054998 1.030384 1.17532 0.604137 -0.17186 0.486125 0.438641 -0.47514 0.273082 0.924132 0.997325 NA
40535 76448 BE692003 RIKEN cDNA 2310014H01 gene2310014H01Rik0.896959 1.080481 0.926721 0.931419 0.865047 0.931379 1.20533 1.178623 -0.28777 -0.4676 -0.48257 -0.50417 0.019278 -0.51114 0.371596 0.216672
40536 BE916580 1.069926 0.898408 0.858303 1.143655 1.738604 0.85903 1.733893 -0.51114 -0.43637 0.009184 -0.45995 0.820722 -0.28777 0.493796 NA
40537 20544 AI854704 solute carrier family 9 (sodium/hydrogen exchanger), member 1Slc9a1 0.925627 1.03351 1.085567 1.124936 0.936601 0.924438 0.923453 1.1207 0.388742 -0.38661 0.462692 0.827777 0.187867 0.405635 0.42227 0.802064
40538 14825 C87470 chemokine (C-X-C motif) ligand 1Cxcl1 0.960265 1.044559 0.97501 0.955808 2.160881 0.992639
40539 NM_018785 1.116659 1.081852 1.067116 1.029505 1.064292 0.99125 0.929649 0.917723 0.413985 -0.21119 -0.36932 -0.55643 -0.39513 -0.60959 -0.05148 0.119363
40540 0.889244 0.837168 0.966158 0.90042 0.890714 0.869023 0.993449 0.986954 0.029362 0.508927 -0.59515 -0.08178 0.019278 0.226189 -0.67213 -0.66294
40541 0.990006 0.850857 0.976133 0.983501 0.990433 0.456055 0.830207 1.039918 -0.65609 0.300618 -0.63796 -0.66668 -0.67102 0.998404 0.30969 -0.64139
40542 AK012494 0.916932 0.925805 1.034725 0.902233 0.941744 0.856777 0.953149 1.049478 0.42227 0.273082 -0.42016 0.619591 -0.00092 0.881641 -0.20141 -0.20141
40543 78763 BG916497
40544 BE956517 1.036976 1.057671 1.201413 1.20918 1.127937 1.064271 0.97287 1.012045 -0.24988 0.158711 0.997628 0.998404 0.918751 0.282313 -0.42016 -0.62268
40545 20638 NM_009225small nuclear ribonucleoprotein BSnrpb 1.006751 0.972397 1.244465 1.070615 1.029336 0.988258 1.037306 1.108076 -0.6649 -0.51114 0.99408 0.089552 -0.49709 -0.64465 -0.40357 0.566585
40546 0.81609 1.006266 1.110159 1.088717 1.064726 0.957937 0.971066 1.110061 0.991431 -0.66668 0.625888 0.388742 0.039434 -0.44433 -0.48257 0.625888
40547 216001 BG074117 calcium binding atopy-related autoantigen 1Cbara1 1.023233 0.977396 1.057719 1.046612 0.966489 1.001276 0.941819 0.871222 -0.54413 -0.54413 -0.03125 -0.21119 -0.39513 -0.66668 0.039434 0.900587
40548 1.001506 0.867798 0.750567 0.98692 0.691751 0.609893 0.659698 0.54454 -0.67486 0.684872 0.994412 -0.6507 0.99989 1 0.999987 1
40549 78521 BF470625 RIKEN cDNA B230219D22 geneB230219D22Rik0.899284 1.005377 0.927585 1.101448 0.904574 0.791156 0.897534 1.158274 0.345418 -0.67383 -0.04137 0.235662 0.187867 0.961142 0.371596 0.716839
40550 53603 NM_021367thymic stromal lymphopoietinTslp 0.700016 0.882195 1.321267 1.015646 0.903258 0.486125 0.216672 0.089552 -0.42016 -0.66294 NA NA
40551 22724 NM_009565zinc finger protein 67 Zfp67 1.265111 1.340335 1.159093 0.890501 0.878279 0.755268 0.556679 0.910625 0.613221 0.824278 0.069561 -0.16194 -0.07168 0.755602 0.998829 -0.31557
40552 50799 NM_015829solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 13Slc25a13 1.003343 1.167677 1.214427 1.060931 1.015644 1.005734 1.105562 1.063065 -0.67213 0.966556 0.995305 0.089552 -0.60493 -0.6649 0.695809 0.119363
40553 11504 D67076 a disintegrin-like and metalloprotease (reprolysin type) with thrombospondin type 1 motif, 1Adamts1 0.954028 1.11953 1.131987 1.193607 0.989577 1.040446 1.103103 1.114581 -0.16194 0.777672 0.850717 0.984717 -0.64465 -0.2971 0.638264 0.741572
40554 13669 U14172 eukaryotic translation initiation factor 3, subunit 10 (theta)Eif3s10 0.952586 0.963139 1.090208 1.154483 1.080841 1.032764 1.044971 1.05669 0.079567 -0.17186 0.731883 0.985908 0.625888 -0.28777 -0.03125 0.216672
40555 14696 NM_013531guanine nucleotide binding protein, beta 4Gnb4 1.005769 1.088188 1.387787 0.878935 0.603248 1.088195 1.022041 0.853366 -0.63796 0.069561 0.354204 -0.53132 0.924132 -0.47514 -0.57386 -0.07168
40556 1.002083 1.056634 0.995325 1.012052 1.031055 0.979432 0.914201 0.866353 -0.67307 0.235662 -0.6649 -0.61411 -0.30637 -0.49709 0.781893 0.988039
40557 12291 NM_009783calcium channel, voltage-dependent, T type, alpha 1G subunitCacna1g 0.951125 1.00834 1.093292 1.124982 1.084681 1.010396 1.12468 1.107221 -0.12202 -0.65609 0.516386 0.802064 0.405635 -0.64776 0.802064 0.667934
40558 74143 BG174330 optic atrophy 1 homolog (human)Opa1 1.070129 1.130464 1.066046 1.210962 1.122584 1.286025 1.340436 1.258198 0.413985 0.938461 0.345418 0.998998 0.913043 0.999986 0.999999 0.999931
40559 56382 BI685917 RAB9, member RAS oncogene familyRab9 1.052518 1.027125 0.778893 0.794824 0.77921 0.731366 0.854321 0.840237 0.059536 -0.42832 0.999974 0.999894 0.999974 1 0.988679 0.995823
40560 13824 BC007166 erythrocyte protein band 4.1-like 4aEpb4.1l4a 0.931833 0.724688 0.970515 0.875778 1.131828 1.119241 0.571218 1.150368 -0.5794 0.413985 -0.63796 -0.37801 -0.28777 -0.50417 0.673651 0.029362
40561 0.906534 0.934815 0.905463 1.028304 0.866128 0.802636 0.983715 1.219287 0.566585 0.129246 0.580275 -0.49709 0.900587 0.996501 -0.60959 0.990145
40562 17873 NM_008655growth arrest and DNA-damage-inducible 45 betaGadd45b 0.824503 0.93067 1.05346 0.809292 0.978032 1.041652 1.081728 1.020671 0.736762 -0.45219 -0.50417 0.873793 -0.59004 -0.54413 -0.24988 -0.60011
40563 68054 NM_026535serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 12Serpina12 0.962581 0.827895 0.858756 0.888626 0.884388 0.936151 0.919086 0.923914 -0.53779 0.786052 0.523773 0.2638 0.30969 -0.28777 -0.09186 -0.152
40564 73910 BE307291 Rho GTPase activating protein 18Arhgap18 1.070044 1.085571 1.082089 1.060303 1.059747 1.041423 1.102616 1.142173 0.148922 0.371596 0.1391 -0.01103 -0.02114 -0.31557 0.580275 0.862656
40565 BG175937 1.1291 1.329894 1.231573 1.103164 1.117401 0.9476 1.002 1.341202 0.523773 0.996799 0.950357 0.2638 0.413985 -0.30637 -0.67443 0.997699
40566 101161 BI155155 1.00938 0.933278 0.905352 0.783693 0.760874 0.624382 0.594948 0.778171 -0.65348 0.197509 0.625888 0.999396 0.99989 1 1 0.999602
40567 77264 W45854 zinc finger protein 142 Zfp142 0.783648 1.026676 0.963709 0.784831 1.037788 0.87386 0.869918 1.193058 0.999836 -0.47514 -0.2971 0.999819 -0.2971 0.900587 0.944027 0.991187
40568 66615 BE988156 RIKEN cDNA 2510009N07 gene2510009N07Rik1.072267 1.153435 1.149211 1.147244 0.90312 1.037064 1.03767 0.989653 0.187867 0.909049 0.896111 0.889075 0.638264 -0.36932 -0.36055 -0.64776
40569 68047 BI408835 RIKEN cDNA E130307M08 geneE130307M08Rik1.304056 1.282567 0.780751 0.649764 0.669591 0.725038 0.851869 0.859045 0.817108 0.760146 0.755602 0.992971 0.985908 0.930824 0.2638 0.207111
40570 225280 AA407663 RIKEN cDNA D030070L09 geneD030070L09Rik0.902891 0.710803 0.965756 0.848324 0.901353 0.839978 1.011532 1.212429 0.178185 0.998453 -0.54413 0.721922 0.197509 0.777672 -0.66083 0.853779
40571 77897 NM_012018RIKEN cDNA 6720467O09 gene6720467O09Rik0.949625 0.873187 0.880831 0.887759 0.825443 0.812662 0.835579 0.992798 -0.38661 0.327668 0.291492 0.345418 0.721922 0.865514 0.711686 -0.66083
40572 80987 AV085979 Wiskott-Aldrich syndrome homolog (human) binding proteinWasbp 0.890209 0.807793 0.962083 0.863173 1.010863 1.016007 0.950339 1.019311 0.354204 0.924132 -0.50417 0.545505 -0.66083 -0.64465 -0.40357 -0.63063
40573 72454 AI426450 RIKEN cDNA 2600016J21 gene2600016J21Rik 0.948243 1.255925 1.139654 1.051074 0.710829 0.727572 0.987451 0.958062 -0.39513 0.927546 0.430489 -0.42832 0.997699 0.995023 -0.65854 -0.48988
40574 0.989519 1.066635 1.018465 1.101534 1.142019 1.074956 0.978848 1.165591 -0.63796 0.254468 -0.56819 0.721922 0.936996 0.397221 -0.53132 0.97724
40575 AF099988 0.57352 0.556978 1.357735 0.540636 1.503095 1.098096 0.976295 1.660048 0.988679 0.992971 0.667934 0.995823 0.89837 -0.43637 -0.65854 0.975392
40576 13924 BF462951 protein tyrosine phosphatase, receptor type, VPtprv 0.981253 1.03921 1.025328 0.818306 0.892484 0.907545 0.769242 0.840401 -0.61411 -0.42832 -0.56819 0.968204 0.566585 0.371596 0.997404 0.92058
40577 242691 AW121210 RIKEN cDNA D930035B09 geneD930035B09Rik1.021819 0.852919 1.371595 1.223054 1.416303 1.118931 1.08087 1.158387 -0.62673 0.632112 0.976023 0.844434 0.997556 0.216672 -0.13203 0.523773
40578 72056 AK007868 RIKEN cDNA 1810055G02 gene1810055G02Rik0.860201 0.949573 1.133493 0.570607 0.693628 1.147316 0.843275 1.434325 0.354204 -0.48988 0.1391 0.999968 0.99068 0.245089 0.508927 0.989288
40579 66244 BF580821 serologically defined colon cancer antigen 1Sdccag1 0.77287 1.174884 0.756636 0.844875 1.290367 1.450387 -0.27838 -0.60493 -0.22093 -0.40357 -0.27838 -0.31557 NA
40580 80859 AB047549 expreexpressed sequence AA408868AA408868 1.207774 0.982312 1.038057 1.013833 1.234231 1.079768 1.03279 1.131162 0.986286 -0.60011 -0.54413 -0.63063 0.983871 0.019278 -0.43637 0.805914
40581 14115 BI248260 fibulin 2 Fbln2 0.861981 1.051195 0.949136 0.964402 0.805437 0.967104 0.968624 1.136335 0.969 -0.03125 0.168466 -0.2971 0.999336 -0.34278 -0.37801 0.916885
40582 215051 BE648019 RIKEN cDNA D030060M11 geneD030060M11Rik0.83341 1.30707 1.018729 0.963947 0.980709 0.899406 1.048361 1.069561 0.979507 0.999851 -0.58479 -0.36055 -0.5794 0.695809 -0.18174 0.168466
40583 U05343 0.906689 1.05793 1.118007 0.896675 0.841891 0.876301 0.965245 1.038751 -0.04137 -0.42832 0.099514 0.069561 0.606778 0.089552 -0.57386 -0.53779
40584 72825 BC006070 RIKEN cDNA 2810468K17 gene2810468K17Rik 0.96339 1.124535 1.024005 1.005376 1.082049 0.90108 0.910922 0.970876 -0.42832 0.613221 -0.57386 -0.66974 0.148922 0.478383 0.216672 -0.56819
40585 63955 BF323174 Cdk5 and Abl enzyme substrate 1Cables1 1.047385 1.09852 1.049076 0.897854 1.089669 0.877845 0.962501 0.865486 -0.49709 -0.06158 -0.48988 0.079567 -0.25943 -0.17186 -0.64465 0.254468
40586 14268 BC004724 fibronectin 1 Fn1 1.044582 0.8039 0.947834 1.101609 0.914826 0.986666 0.883426 0.973778 -0.41191 0.969 -0.2971 0.273082 0.178185 -0.64776 0.566585 -0.57386
40587 19272 AI893646 protein tyrosine phosphatase, receptor type, KPtprk 1.04323 1.050706 0.89891 1.052275 0.830315 1.074289 1.016855 1.184431 -0.51799 -0.4676 -0.02114 -0.51114 0.501397 -0.36055 -0.65609 0.30969
40588 68585 AK003859 reticulon 4 Rtn4 0.871484 1.033195 1.049983 0.985854 0.925891 0.842146 1.125267 1.35777 0.764625 -0.51114 -0.3517 -0.63063 0.079567 0.809704 0.58701 0.9989
40589 0.871852 0.888922 0.910517 0.839158 0.9861 0.969029 0.909666 1.04513 0.873793 0.755602 0.516386 0.972006 -0.62673 -0.45219 0.523773 -0.26893
40590 17227 AI852202 mast cell protease 4 Mcpt4 0.784209 1.129406 1.237236 0.95045 0.907048 0.764935 1.003345 1.228312 0.968204 0.413985 0.924132 -0.38661 0.148922 0.967389 -0.67383 0.906994
40591 224619 BC008598 ring finger and WD repeat domain 1RFWD1 0.924027 1.044715 1.007685 0.954841 0.928214 0.89149 1.049057 0.838454 0.273082 -0.2971 -0.66294 -0.25943 0.207111 0.701171 -0.23062 0.966556
40592 18146 AI413896 neural proliferation, differentiation and control gene 1Npdc1 1.005005 0.951737 1.116258 0.979398 1.186014 0.957493 0.9149 1.105451 -0.67213 -0.36055 0.397221 -0.61411 0.847602 -0.42832 0.148922 0.282313
40593 66234 BC006802 sterol-C4-methyl oxidase-likeSc4mol 0.918822 1.265167 1.581305 1.239059 1.341544 1.06047 1.310375 1.260031 0.345418 0.997481 1 0.993361 0.999878 -0.06158 0.999576 0.996984
40594 0.995504 0.841976 0.900941 0.741233 0.697143 0.81356 1.037982 1.216481 -0.67213 0.573466 0.345418 0.986286 0.998499 0.798153 -0.48257 0.930824
40595 17925 AI481740 myosin IXb Myo9b 0.858095 1.103115 0.898606 1.103013 1.012356 1.06305 0.90613 0.924073 0.625888 0.109452 0.207111 0.109452 -0.65854 -0.39513 0.109452 -0.11198
40596 BI202514 0.9686 0.908566 0.867281 0.826286 0.590997 0.80364 0.946401 0.87633 -0.66294 -0.3517 0.235662 0.58701 0.999806 0.336572 -0.48988 -0.06158
40597 242608 BE623314 podocan Podn 0.974863 1.095184 0.836492 0.920293 0.828656 0.802922 0.942107 0.906345 -0.52472 0.493796 0.97724 0.380201 0.985124 0.993361 -0.00092 0.580275
40598 217946 BC006933 cDNA sequence BC006933BC006933 1.12788 1.033441 0.868109 0.724897 3.295692 0.907206 0.681518 2.054025 -0.27838 -0.66294 -0.30637 -0.37801 0.950357 -0.5794 -0.24027 0.995305
40599 20430 NM_011370selective hybridizing clone Shyc 0.900906 0.94886 1.049515 1.170031 0.942298 1.018546 1.108898 1.101131 0.168466 -0.40357 -0.43637 0.650349 -0.33378 -0.59515 0.158711 0.079567
40600 100210 BE944836 expressed sequence AI838661AI838661 0.928788 1.36967 1.149588 1.077238 1.161754 0.977832 1.163796 1.380974 0.019278 0.999856 0.802064 0.099514 0.856789 -0.59004 0.862656 0.999907
40601 12578 AF044335 cyclin-dependent kinase inhibitor 2ACdkn2a 0.94536 0.986432 1.040562 0.943332 1.001522 0.949016 0.965105 1.037037 -0.1916 -0.6649 -0.41191 -0.16194 -0.67486 -0.24027 -0.45995 -0.45219
40602 1.061361 0.871965 1.085477 1.044179 1.035003 1.024091 1.081798 1.113737 0.049493 0.902763 0.413985 -0.24027 -0.38661 -0.53132 0.362931 0.721922
40603 67526 AI851598 autophagy 12-like (S. cerevisiae)Apg12l 0.872008 1.252237 1.149928 0.852225 0.838592 0.997683 0.811965 0.622827 0.197509 0.216672 -0.12202 0.039434 0.109452 -0.67511 -0.07168 0.916885
40604 69957 AK013213 CDC16 cell division cycle 16 homolog (S. cerevisiae)Cdc16 0.996211 0.986676 1.051572 1.181001 1.019221 1.075915 1.079001 1.075447 -0.67102 -0.62268 -0.08178 0.980561 -0.57386 0.336572 0.380201 0.327668
40605 240025 BB030883 dapper homolog 2, antagonist of beta-catenin (xenopus)Dact2 1.04913 1.595981 1.167323 1.125594 1.165125 0.927135 1.022977 1.03694 -0.18174 1 0.942679 0.781893 0.938461 0.282313 -0.55035 -0.37801
40606 78038 BE569824 RIKEN cDNA 4930552N12 gene4930552N12Rik1.010804 0.915778 0.905181 1.015929 0.932007 1.051119 1.000388 0.919988 -0.59515 0.916885 0.962096 -0.51114 0.764625 0.388742 -0.67511 0.889075
40607 21957 BC003747 troponin T3, skeletal, fast Tnnt3 0.90618 1.008269 1.265911 1.257137 1.145752 0.903989 1.212927 1.140749 0.119363 -0.66829 0.947906 0.936996 0.501397 0.148922 0.786052 0.462692
40608 12495 NM_009848ectonucleoside triphosphate diphosphohydrolase 1Entpd1 0.909169 0.962294 1.10917 1.137292 1.059513 0.907228 1.105578 1.13818 0.197509 -0.48257 0.291492 0.552604 -0.27838 0.216672 0.089552 0.559631
40609 21816 AI931744 transglutaminase 1, K polypeptideTgm1 1.012669 0.917484 0.840888 0.770995 0.975135 1.045932 0.861782 1.075956 -0.64776 0.216672 0.913043 0.996702 -0.56819 -0.30637 0.817108 0.039434
40610 1.183471 1.134741 0.920552 0.739655 1.079395 0.380201 -0.67102 -0.42016 -0.27838 -0.25943 NA NA
40611 77573 AK019463 vacuolar protein sorting 33A (yeast)Vps33a 1.066068 0.96497 1.217356 1.143884 1.11115 1.035106 0.884442 1.443943 -0.24988 -0.53132 0.876456 0.523773 0.235662 -0.53779 0.413985 0.999517
40612 68180 AK020099 RIKEN cDNA 6430559E15 gene6430559E15Rik0.963882 1.548606 1.972109 1.369013 1.313704 0.826687 1.095059 1.23482 -0.54413 0.999886 1 0.992346 0.974085 0.593672 -0.02114 0.871082
40613 66172 AK008153 RIKEN cDNA 1110030J09 gene1110030J09Rik 1.05241 1.016459 1.162219 1.171558 1.188432 1.352889 1.359283 1.230924 0.129246 -0.56819 0.990145 0.99408 0.997699 1 1 0.999806
40614 11846 BG094320 arginase 1, liver Arg1 1.009727 1.101191 1.415233 1.245643 1.328076 1.438142 1.542455 1.446741 -0.65609 0.42227 0.999977 0.989581 0.999433 0.99999 1 0.999993
40615 232164 AA646476 cDNA sequence BC017133BC017133 0.90129 0.945857 1.072238 1.14966 0.882713 0.918656 1.006869 1.35365 0.405635 -0.24027 -0.05148 0.731883 0.613221 0.158711 -0.66829 0.999221
40616 231327 BG099982 phosphoribosyl pyrophosphate amidotransferasePpat 0.962758 0.980401 1.209545 1.062406 1.20206 0.946219 1.005681 1.011161 -0.45219 -0.60959 0.92058 -0.17186 0.927546 -0.32471 -0.66974 -0.65609
40617 21427 BE987959 transcription factor-like 1 Tcfl1 0.887165 0.916932 0.877302 0.868856 0.910447 0.847247 0.967299 0.950126 0.327668 -0.03125 0.438641 0.523773 0.049493 0.701171 -0.55643 -0.41191
40618 76123 AK018084 RIKEN cDNA 6230410J09 gene6230410J09Rik 0.831516 0.955646 0.930674 0.922171 0.947543 1.011336 1.22447 1.017282 0.501397 -0.57386 -0.48988 -0.39513 -0.5794 -0.66829 0.508927 -0.67213
40619 13449 AF059583 downstream of tyrosine kinase 2Dok2 1.050192 1.016155 1.064309 0.977474 0.988907 0.953962 1.05539 1.042317 -0.21119 -0.55035 -0.20141 -0.63796 -0.64776 -0.24027 -0.04137 -0.24027
40620 68443 BF385862 0.946043 0.964949 0.972675 0.961936 0.921105 1.020558 1.054672 1.0121 0.197509 -0.23062 -0.39513 -0.16194 0.656282 -0.51799 0.148922 -0.61847
40621 24000 NM_011877protein tyrosine phosphatase, non-receptor type 21Ptpn21 0.969285 1.190788 0.958837 0.979703 0.992413 1.07025 0.794692 0.94298 -0.57386 0.760146 -0.48988 -0.63063 -0.66829 -0.24027 0.9355 -0.33378
40622 20307 AW412446 chemokine (C-C motif) ligand 8Ccl8 1.106331 0.890886 0.916436 0.797381 0.726351 0.768976 0.931001 1.043995 0.009184 0.486125 -0.08178 0.900587 0.997628 0.960167 -0.14203 -0.45219
40623 68877 BI249262 RIKEN cDNA 1110068E11 gene1110068E11Rik1.098666 0.968947 0.861191 1.135516 0.828937 1.216945 1.12755 1.075977 0.531089 -0.44433 0.924132 0.827777 0.985124 0.990145 0.781893 0.226189
40624 20359 BF322402 sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6BSema6b 0.984661 1.415705 1.142186 1.05609 1.090479 1.166022 1.071365 1.512132 -0.63438 0.999948 0.726937 -0.22093 0.235662 0.847602 -0.02114 0.999998
40625 54445 AA185873 unc-93 homolog B (C. elegans)Unc93b 0.967818 1.136235 1.27095 0.894256 0.760029 0.878497 0.987964 1.12694 -0.60011 0.168466 0.847602 0.029362 0.924132 0.187867 -0.6649 0.099514
40626 100683 BI412416 expressed sequence AI481500AI481500 0.924907 1.031669 1.010685 1.023358 0.88707 0.945003 1.029612 1.124382 0.889075 -0.06158 -0.59004 -0.30637 0.995823 0.613221 -0.12202 0.994726
40627 76485 BG695405 RIKEN cDNA 2410004H05 gene2410004H05Rik0.937909 1.009106 0.918418 0.992856 0.962911 0.905101 1.003695 1.008299 0.644342 -0.62268 0.884164 -0.64139 0.039434 0.954955 -0.66668 -0.63063
40628 14339 BC008130 fused toes Fts 1.047902 0.966641 0.95088 1.218403 0.96664 0.917219 0.999811 1.155169 -0.45219 -0.62673 -0.43637 0.625888 -0.61847 -0.43637 -0.6752 -0.12202
40629 0.992097 1.05723 0.932246 0.945903 0.876452 0.903062 0.991537 1.084529 -0.6507 0.178185 0.454743 0.178185 0.962096 0.837936 -0.64776 0.625888
40630 67830 AI060713 RIKEN cDNA 1110060F11 gene1110060F11Rik0.737115 0.706283 0.75824 0.742042 2.03295 0.671986 1.160992 1.717847 0.760146 0.794181 0.501397 0.438641 0.988039 0.690376 -0.04137 0.994248
40631 0.901105 1.003877 1.048663 1.085432 0.858932 1.079039 0.96485 0.995339 0.380201 -0.67307 -0.36055 0.099514 0.790147 0.019278 -0.48988 -0.67213
40632 233977 BI077399 RIKEN cDNA C030014K08 geneC030014K08Rik1.006918 1.781106 1.086881 1.344941 1.089892 1.104951 0.954957 1.010647 -0.66974 1 -0.04137 0.988679 0.388742 0.099514 -0.44433 -0.18174
40633 66714 NM_025722RIKEN cDNA 4921524J17 gene4921524J17Rik 0.945087 0.963312 0.98544 1.089491 1.021498 0.985951 1.183376 1.141498 -0.12202 -0.40357 -0.63063 0.327668 -0.5794 -0.63438 0.942679 0.802064
40634 16326 NM_008382inhibin beta E Inhbe 1.464186 0.863112 0.918367 0.604283 3.658966 0.626538 0.928623 0.93841 0.380201 -0.43637 -0.50417 -0.03125 0.969777 -0.12202 -0.66668 -0.67213
40635 229709 BB624670 S-adenosylhomocysteine hydrolase-like 1Ahcyl1 1.082465 0.766133 0.780364 0.890652 0.843155 1.078103 0.977278 0.933399 0.273082 0.999502 0.998714 0.706464 0.956044 0.207111 -0.56238 0.109452
40636 64095 NM_022320G protein-coupled receptor 35Gpr35 1.059511 0.974603 1.35068 1.086081 1.164654 1.010526 0.91801 1.500994 -0.31557 -0.59515 0.995305 -0.02114 0.566585 -0.67213 0.019278 0.9998
40637 219151 AI851432 RIKEN cDNA C130058N24 geneC130058N24Rik0.985271 1.01558 0.910147 0.874965 0.887417 0.866054 0.947549 0.862936 -0.60959 -0.60011 0.662144 0.927546 0.868323 0.953843 0.019278 0.961142
40638 77969 BI440950 RIKEN cDNA A930028L21 geneA930028L21Rik 2.93818 2.148732 1.341324 0.870178 0.982027 1.604139 1.215278 1.10123 1 1 0.957109 0.300618 -0.65609 0.997962 0.593672 -0.22093
40639 99514 BC003236 0.973455 0.865046 1.138637 1.019123 1.149843 1.070064 1.167531 1.415039 -0.42832 0.975392 0.94664 -0.55035 0.967389 0.371596 0.985521 1
40640 BI714899 0.935194 0.962818 1.098226 1.274513 1.049296 0.867475 1.014301 1.158302 -0.25943 -0.66083 -0.10193 0.95917 -0.24027 0.109452 -0.65348 0.559631
40641 21886 AU067681 transducin-like enhancer of split 2, homolog of Drosophila E(spl)Tle2 0.846358 0.939282 1.146166 1.145739 0.939223 0.894656 0.968751 1.504043 0.949144 0.009184 0.844434 0.844434 0.009184 0.667934 -0.43637 1
40642 0.982635 1.174159 1.287835 1.146439 1.15796 1.45374 1.235465 1.148 -0.64465 0.235662 0.884164 0.254468 0.336572 0.868323 0.862656 0.2638
40643 207425 BG694437 WD repeat domain 11 Wdr11 1.117541 1.469578 1.462586 1.623998 2.070983 1.688837 1.646874 1.941037 0.397221 0.999786 0.999919 0.999999 1 0.999999 1 1
40644 67374 AI853724 junction adhesion molecule 2Jam2 1.063561 1.103836 1.223165 0.995255 1.002945 0.849716 0.801286 0.816047 0.009184 0.552604 0.989866 -0.66974 -0.67307 0.94664 0.996062 0.99068
40645 73078 BE196802 RIKEN cDNA 3110004O18 gene3110004O18Rik 1.06414 1.039761 0.816061 0.697005 0.748584 0.941253 0.886205 0.862183 0.371596 -0.13203 0.999772 1 1 0.336572 0.950357 0.989866
40646 20583 AW106475 snail homolog 2 (Drosophila)Snai2 0.662123 1.015063 1.461229 0.90728 1.874475 1.033046 1 1 1 1 1 1 NA
40647 242642 AW490365 cDNA sequence BC034099BC034099 0.994579 1.076291 1.027607 1.036298 1.067939 0.8121 1.079235 1.133616 -0.66668 0.388742 -0.45995 -0.31557 0.254468 0.998632 0.430489 0.89837
40648 20361 NM_011352sema domain, immunoglobulin domain (Ig), and GPI membrane anchor, (semaphorin) 7ASema7a 0.993551 0.968028 1.151805 1.104966 1.13491 0.993331 0.943849 1.17124 -0.66829 -0.53132 0.755602 0.371596 0.580275 -0.66668 -0.20141 0.847602
40649 17299 NM_010792methyltransferase-like 1 Mettl1 1.000292 1.103276 0.955401 0.8978 0.889523 1.064028 0.896446 1.118623 -0.64776 -0.42832 -0.50417 -0.1916 0.291492 -0.37801 0.197509 -0.42016
40650 0.973229 1.073987 0.937823 0.917678 0.900466 0.902972 0.831307 0.787038 -0.56819 -0.16194 -0.5794 -0.44433 -0.03125 0.148922 0.902763 0.951544
40651 52712 AI324730 DNA segment, Chr 11, ERATO Doi 714, expressedD11Ertd714e 1.014196 1.100053 1.188054 0.896979 0.865713 1.034643 0.87952 1.05042 -0.65854 -0.04137 0.632112 0.089552 0.282313 -0.5794 0.282313 -0.47514
40652 67460 BE690474 2,4-dienoyl CoA reductase 1, mitochondrialDecr1 1.02884 1.019361 1.032348 0.924699 0.859827 0.98434 1.067995 0.895073 -0.48988 -0.59004 -0.45219 0.291492 0.922374 -0.61847 0.089552 0.695809
40653 X03151 0.859637 0.823804 1.281223 0.750835 1.010411 0.559631 0.650349 0.413985 0.593672 -0.67307 NA NA
40654 66926 BB003203 RIKEN cDNA 3300001M20 gene3300001M20Rik1.020021 0.839703 0.892959 0.883936 1.003791 0.928071 0.855526 1.238632 -0.63796 0.625888 0.049493 0.099514 -0.67383 -0.30637 0.523773 0.573466
40655 68184 BE952368 density-regulated protein Denr 1.49921 1.532645 1.105615 1.077452 0.931137 0.803648 0.635769 0.640112 0.952706 0.1391 -0.55643 0.109452 0.148922 0.454743 0.987706 0.970538
40656 74187 BI729861 katanin p80 (WD40-containing) subunit B 1Katnb1 0.997735 1.090779 1.124009 0.992454 1.011692 1.089583 1.14886 1.046827 -0.67443 0.291492 0.638264 -0.6649 -0.64776 0.282313 0.805914 -0.31557
40657 AV148582 2.953607 1.184197 0.72206 1.022097 0.988679 0.009184 0.538333 -0.54413 NA NA NA
40658 56452 NM_019716origin recognition complex, subunit 6-like (S. cerevisiae)Orc6l 0.898344 0.912011 0.95165 0.946778 0.82226 0.896919 0.942781 0.970144 0.92058 0.827777 0.148922 0.2638 0.999786 0.925856 0.354204 -0.2971
40659 227800 AW212881 RAB GTPase activating protein 1Rabgap1 1.308817 1.273572 1.432048 1.100835 1.305036 0.935493 1.007588 1.354629 0.989866 0.974746 0.999651 0.178185 0.988679 -0.17186 -0.65348 0.996984
40660 23950 AB028854 DnaJ (Hsp40) homolog, subfamily B, member 6Dnajb6 1.053735 0.690095 0.703017 0.88519 0.821322 0.743635 0.729695 0.769508 0.009184 1 1 0.889075 0.997556 0.999996 0.999999 0.99996
40661 1.0764 0.99289 1.058684 1.154742 1.068026 1.11451 1.060558 0.945993 0.454743 -0.65609 0.148922 0.971281 0.318707 0.844434 0.187867 0.119363
40662 225875 BE199155 cDNA sequence BC023156BC023156 1.063107 0.777099 0.628663 0.737601 0.753084 0.665628 0.668148 0.504733 -0.45995 0.824278 0.999171 0.983432 0.944027 0.995944 0.998499 1
40663 66973 AK010250 mitochondrial ribosomal protein S18BMrps18b 1.03734 0.848776 0.811527 0.727841 0.756191 0.822223 0.916697 0.69705 -0.51114 0.777672 0.932415 0.99825 0.992971 0.900587 0.069561 0.999683
40664 103724 AW456224 TBC1 domain family, member 10Tbc1d10 1.061529 1.047382 1.178623 1.040388 0.996143 0.934575 0.956548 0.967315 0.254468 -0.03125 0.993361 -0.17186 -0.66974 0.397221 -0.07168 -0.30637
40665 80886 BE457773 expressed sequence AA408656AA408656 0.941063 0.961309 0.907129 1.038101 0.853053 0.86272 0.95488 0.915894 0.245089 -0.54413 -0.01103 0.029362 0.841212 0.462692 -0.49709 0.853779
40666 74150 AK004892 RIKEN cDNA 1300003P13 gene1300003P13Rik0.476124 0.733418 1.07226 1.000043 1.551327 0.660207 0.843715 0.953843 0.790147 -0.41191 -0.63438 0.988679 0.981069 0.059536 NA
40667 272027 BE996665 hypothetical protein 3010020C063010020C06 0.876696 1.023046 1.026541 0.749637 0.954182 0.993492 1.099914 1.07342 0.644342 -0.59515 -0.55643 0.997962 -0.51799 -0.66974 0.099514 -0.17186
40668 53623 NM_016886glutamate receptor, ionotropic, AMPA3 (alpha 3)Gria3 0.700247 0.765176 5.790595 1.080784
40669 193796 BC007145 RIKEN cDNA 4732474L06 gene4732474L06Rik 0.935241 0.947753 1.177224 1.099023 1.060114 0.892506 1.238103 1.055588 0.573466 0.30969 0.998829 0.884164 0.413985 0.962096 0.999981 0.318707
40670 228880 AW536855 RIKEN cDNA 3632413B07 gene3632413B07Rik0.963146 1.159685 1.149357 0.976165 0.819118 0.943184 1.124391 1.153028 -0.38661 0.896111 0.856789 -0.55035 0.986655 -0.06158 0.716839 0.873793
40671 18034 AW545044 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2, p49/p100Nfkb2 0.847388 0.813061 0.743873 0.912324 0.794209 0.985644 1.085497 1.283072 0.871082 0.965704 0.998966 0.254468 0.985124 -0.60011 0.129246 0.992971
40672 67292 AA007979 phosphatidylinositol glycan, classCPigc 1.006571 0.99134 1.055018 0.934977 0.863305 0.936824 1.198894 1.104374 -0.66974 -0.6649 -0.31557 -0.14203 0.716839 -0.16194 0.884164 0.273082
40673 229595 AW124736 thrombospondin repeat containing 1Tsrc1 0.936458 1.045271 0.916509 1.058336 0.958983 0.98318 0.939102 1.045125 -0.20141 -0.44433 0.059536 -0.30637 -0.4676 -0.63796 -0.24027 -0.44433
40674 17873 NM_008655growth arrest and DNA-damage-inducible 45 betaGadd45b 4.648245 3.145261 1.673958 0.992534 0.978825 1.787545 2.022743 0.975477 1 1 0.999396 -0.67213 -0.66294 0.999748 0.99999 -0.65609
40675 57258 BB323058 exportin 4 Xpo4 0.978065 1.275941 0.507561 0.88248 0.551268 1.085326 -0.65348 -0.22093 0.850717 -0.42832 0.999117 -0.54413 NA
40676 66201 AI462008 RIKEN cDNA 1110059P08 gene1110059P08Rik0.971122 0.940281 1.055107 0.857655 0.862472 0.787802 0.972018 0.987464 -0.51114 -0.06158 -0.18174 0.886642 0.865514 0.996176 -0.51799 -0.64465
40677 73804 BC006841 kinesin family member 2C Kif2c 0.730136 1.348225 0.734067 0.989795 0.933093 1.110131 0.706464 0.2638 -0.1916 -0.67511 -0.60493 -0.34278 NA
40678 11886 AF352179 N-acylsphingosine amidohydrolase 1Asah1 0.98543 1.111764 0.955769 0.896887 0.857452 0.890743 0.937314 1.016436 -0.56238 0.947906 0.1391 0.956044 0.998196 0.972006 0.566585 -0.53132
40679 78829 AF315352 RIKEN cDNA 0610009M14 gene0610009M14Rik0.927341 0.92336 1.049419 0.898378 0.823496 1.012782 0.996126 1.05013 0.148922 0.207111 -0.26893 0.566585 0.974085 -0.64139 -0.67383 -0.31557
40680 193796 BC007145 RIKEN cDNA 4732474L06 gene4732474L06Rik 1.00851 0.976891 0.996664 0.967278 0.940778 1.012417 0.932408 0.966341 -0.64776 -0.48988 -0.67102 -0.31557 0.245089 -0.61847 0.413985 -0.2971
40681 140792 AI613616 collectin sub-family member 12Colec12 0.960414 0.964227 0.813176 0.938755 0.775535 0.732567 0.832176 0.690763 -0.45219 -0.48988 0.947906 -0.18174 0.989581 0.998829 0.896111 0.999904
40682 BG078743 0.948116 0.848617 0.857077 0.82868 0.92902 0.860531 0.881028 1.003366 -0.39513 0.58701 0.619591 0.809704 -0.27838 0.593672 0.388742 -0.67383
40683 209003 BE624986 RIKEN cDNA 2810411A03 gene2810411A03Rik0.990998 1.012187 0.977656 0.98091 1.051775 0.963427 1.009017 1.09745 -0.63438 -0.60493 -0.44433 -0.50417 0.207111 -0.11198 -0.67383 0.853779
40684 18759 BI696773 protein kinase C, lambda Prkcl 1.018662 1.226506 1.058797 0.880429 0.892786 1.05315 0.921275 0.937488 -0.62268 0.059536 -0.48988 -0.36932 -0.44433 -0.62268 -0.31557 -0.40357
40685 217707 BE199191 coenzyme Q6 homolog (yeast)Coq6 0.935348 1.112183 1.022645 1.006728 0.887861 0.836076 0.976779 1.005737 0.405635 0.868323 -0.48988 -0.65854 0.927546 0.997767 -0.4676 -0.66294
40686 12532 BI150735 cell division cycle 25 homolog C (S. cerevisiae)Cdc25c 1.036668 1.094975 1.154863 1.117238 1.087903 0.983421 1.09093 1.121743 -0.25943 0.716839 0.976639 0.876456 0.644342 -0.57386 0.673651 0.89837
40687 0.973344 0.922179 0.950513 0.886904 0.870245 0.826602 0.90695 1.089728 -0.48257 0.438641 -0.08178 0.837936 0.924132 0.993361 0.656282 0.508927
40688 BG866849 1.024452 1.05533 1.049297 1.071505 0.784077 1.142649 1.131669 1.031092 -0.57386 -0.31557 -0.32471 -0.12202 0.976023 0.42227 0.545505 -0.60011
40689 170461 AK005873 StAR-related lipid transfer (START) domain containing 6Stard6 0.968976 1.248365 1.150976 1.223969 1.302909 1.094986 1.162023 1.228728 -0.44433 0.997404 0.89837 0.992971 0.999748 0.501397 0.929201 0.994248
40690 15245 NM_020259Hedgehog-interacting proteinHhip 1.047385 1.216434 1.209872 0.816742 1.258859 0.920073 0.864599 1.049133 -0.37801 0.9355 0.904899 0.947906 0.979507 -0.04137 0.736762 -0.36055
40691 67252 NM_026056CAP, adenylate cyclase-associated protein, 2 (yeast)Cap2 1.069703 0.960007 0.76151 0.803658 0.431825 0.996202 0.805684 0.786311 -0.39513 -0.64465 0.790147 0.413985 0.981565 -0.66974 0.508927 0.632112
40692 0.910692 0.995677 0.877092 1.034363 0.927215 0.817031 1.01421 1.028203 0.300618 -0.67213 0.695809 -0.48988 0.059536 0.961142 -0.64139 -0.55035
40693 0.913719 0.89462 1.025339 0.944113 0.862793 0.986733 1.034814 1.087673 0.168466 0.42227 -0.58479 -0.24988 0.736762 -0.60959 -0.51114 0.430489
40694 0.913168 0.734392 0.811717 0.805874 0.821745 1.131468 0.920492 0.954805 -0.152 0.769038 0.523773 0.559631 0.619591 -0.31557 -0.36932 -0.57386
40695 272027 NM_021883hypothetical protein 3010020C063010020C06 0.984998 1.030985 0.901558 0.956082 0.890428 1.010478 1.107028 1.216658 -0.5794 -0.32471 0.873793 -0.01103 0.932415 -0.63063 0.862656 0.999562
40696 0.925702 0.78731 1.071861 1.070034 0.857965 0.91813 1.084872 1.477898 -0.27838 0.856789 -0.26893 -0.36055 0.197509 -0.13203 -0.41191 0.994726
40697 1.05485 1.014658 1.0611 1.081235 1.117799 1.119542 1.064769 1.193135 0.049493 -0.60493 0.158711 0.493796 0.844434 0.736762 0.226189 0.99373
40698 21871 AF218252 ATPase, H+ transporting, lysosomal V0 subunit a isoform 2Atp6v0a2 1.067181 1.019168 0.910326 0.880152 1.119838 0.883523 0.896254 1.039505 -0.37801 -0.66829 -0.22093 -0.42016 -0.24988 -0.25943 -0.09186 -0.63796
40699 17075 NM_008532tumor-associated calcium signal transducer 1Tacstd1 0.908805 1.045963 0.981402 0.919583 0.676127 0.855312 0.942464 0.917832 0.1391 -0.44433 -0.63063 -0.00092 0.999851 0.706464 -0.2971 -0.1916
40700 0.766606 0.818685 1.251007 0.891053 0.727693 0.984014 1.670052 0.486125 -0.16194 -0.01103 -0.31557 0.711686 -0.67102 0.178185 NA
40701 50915 NM_016719growth factor receptor bound protein 14Grb14 0.877306 1.434058 0.373914 1.242149 0.921584 0.999246 1 1 0.999959 0.039434 NA NA
40702 214444 AA432615 CDK5 regulatory subunit associated protein 2Cdk5rap2 1.202983 0.767295 2.396518 0.98268 1.056898 0.816501 1.093059 0.738107 0.632112 -0.45995 0.94664 -0.64139 -0.3517 0.009184 0.059536 -0.34278
40703 0.835407 0.693867 0.90515 0.760304 0.779686 0.727382 0.989198 1.01248 0.893809 0.999913 0.30969 0.995944 0.989288 0.999314 -0.65854 -0.65348
40704 68095 BC006937 RIKEN cDNA 6030432N09 gene6030432N09Rik1.063806 1.180823 1.01154 1.062174 1.042149 0.860982 1.098616 1.036997 0.2638 0.99256 -0.62673 0.235662 -0.16194 0.980561 0.736762 -0.25943
40705 67040 BI647615 RIKEN cDNA 2610007K22 gene2610007K22Rik0.961918 1.033861 0.941751 0.928572 0.904305 1.018089 1.131362 1.238657 -0.14203 -0.25943 0.327668 0.573466 0.859748 -0.54413 0.956044 0.999897
40706 56188 BF578146 FXYD domain-containing ion transport regulator 1Fxyd1 1.067697 0.963812 1.041201 0.816077 0.770802 0.698168 1.441755 -0.54413 -0.66294 -0.6507 -0.59004 -0.33378 0.300618 0.508927 NA
40707 0.954382 0.87037 0.736518 1.0788 1.067667 0.814396 0.878083 0.844421 -0.56819 0.069561 0.893809 -0.40357 -0.4676 0.531089 0.009184 0.300618
40708 24128 AK011711 5'-3' exoribonuclease 2 Xrn2 1.025254 0.945061 0.748003 0.864398 0.785034 0.777025 0.961048 0.903125 -0.36055 0.413985 1 0.996984 0.999999 1 0.009184 0.936996
40709 17060 Y17159 B-cell linker Blnk 0.949294 1.329641 1.33621 1.134989 0.998038 0.88878 1.055432 1.265403 -0.45219 0.951544 0.957109 0.109452 -0.67486 -0.28777 -0.48988 0.721922
40710 66761 NM_025750RIKEN cDNA 4933417A18 gene4933417A18Rik0.989052 0.91311 0.993532 1.11129 0.980612 1.042288 1.064428 1.158132 -0.62673 0.760146 -0.65854 0.873793 -0.52472 -0.10193 0.345418 0.985908
40711 NM_018884 0.921508 1.103567 0.950886 0.944195 0.867851 1.013536 1.003281 0.956199 -0.06158 0.178185 -0.38661 -0.31557 0.606778 -0.64776 -0.67383 -0.44433
40712 0.965623 0.891178 0.718401 0.928505 0.857038 0.775884 1.051648 0.832756 -0.51114 0.273082 0.998632 -0.18174 0.523773 0.963028 -0.40357 0.847602
40713 1.010022 0.944703 1.02662 0.96497 1.018263 0.891319 1.093336 1.081179 -0.6507 -0.06158 -0.51799 -0.40357 -0.60011 0.721922 0.438641 0.282313
40714 BE689910 2.663849 0.716332 0.949333 1.070365 1.505757 1.367335 1.598572 1.892875 1 0.982522 -0.48257 -0.36055 0.997699 0.970538 0.999602 0.999998
40715 0.917695 1.102518 1.105886 0.883794 0.981582 1.103823 1.065984 1.011124 0.148922 0.207111 0.327668 0.573466 -0.62268 0.30969 -0.152 -0.65609
40716 11640 AA718872 A kinase (PRKA) anchor protein 1Akap1 0.846649 1.080384 1.64379 0.904873 0.961807 0.601401 1.250305 3.301688 -0.17186 -0.55643 0.438641 -0.56819 -0.67511 0.470572 -0.39513 0.970538
40717 66329 AK006068 RIKEN cDNA 1700017I11 gene1700017I11Rik
40718 0.963742 1.094205 0.995406 1.015875 0.94679 0.97763 1.032343 1.124996 -0.1916 0.760146 -0.66668 -0.57386 0.197509 -0.47514 -0.30637 0.9355
40719 1.127359 1.028989 1.670705 0.981933 3.059994 1 -0.51799 0.942679 -0.60959 0.985124 NA NA
40720 66313 BG063782 RIKEN cDNA 2810411E22 gene2810411E22Rik0.967623 0.952444 0.997213 0.971458 0.880263 0.936511 0.919674 1.003844 -0.20141 0.187867 -0.67102 -0.28777 0.983432 0.545505 0.794181 -0.66829
40721 66898 AK004918 RIKEN cDNA 1300006M19 gene1300006M19Rik 0.92861 0.89431 0.962283 0.797281 0.738219 0.97976 0.968657 0.942939 -0.23062 0.405635 -0.59004 0.786052 0.650349 -0.63438 -0.5794 -0.42832
40722 67936 C80692 RIKEN cDNA 2410080P20 gene2410080P20Rik1.070558 0.881126 1.007589 1.001775 0.873198 0.811193 0.998748 1.026801 -0.06158 0.470572 -0.66829 -0.67486 0.711686 0.92058 -0.6649 -0.49709
40723 0.95524 1.051009 1.049682 1.238525 0.940813 0.890527 1.054105 1.713661 -0.25943 -0.20141 -0.22093 0.993361 -0.02114 0.711686 -0.152 1
40724 14088 NM_007985Fanconi anemia, complementation group CFancc 0.982455 0.934148 0.861235 0.755981 0.956011 1.251204 1.716377 0.650268 -0.63438 -0.41191 -0.03125 0.802064 -0.66083 0.207111 0.998303 0.954955
40725 1.01751 0.660676 0.475946 0.953045 0.620861 -0.58479 -0.25943 0.896111 -0.2971 0.58701 NA NA
40726 68222 BI662393 4931415M17 mRNA 4931415M17 0.98598 1.017828 0.966167 0.82216 0.939958 0.713395 0.682457 0.893646 -0.62673 -0.60011 -0.40357 0.990415 0.049493 0.999996 1 0.726937
40727 74646 AK015181 RIKEN cDNA 4930422J18 gene4930422J18Rik 0.960387 0.854607 0.992603 0.883399 0.92989 0.900588 0.914415 1.060963 -0.28777 0.95917 -0.66083 0.844434 0.273082 0.695809 0.523773 0.039434
40728 12394 NM_009821runt related transcription factor 1Runx1 1.04495 0.880107 0.95997 0.963273 0.889124 0.858968 1.043729 1.0401 -0.38661 0.559631 -0.42832 -0.45995 0.545505 0.802064 -0.43637 -0.44433
40729 21821 NM_009376transgene insert site 737, insertional mutation, polycystic kidney diseaseTgN737Rpw 0.936033 1.092666 0.925695 0.906919 0.972443 0.942427 0.813938 1.059195 -0.14203 0.158711 0.009184 0.273082 -0.56238 -0.23062 0.950357 -0.24988
40730 1.052036 1.040854 0.997671 1.040472 1.00172 0.969354 1.081284 1.211378 0.362931 0.079567 -0.67213 0.069561 -0.6507 -0.16194 0.820722 0.999976
40731 70356 AK013981 RIKEN cDNA 3110002K08 gene3110002K08Rik0.929184 0.870487 0.92045 0.94982 0.778301 0.867772 0.985808 0.873813 0.129246 0.827777 0.273082 -0.21119 0.998082 0.844434 -0.63438 0.805914
40732 66459 AW821987 RIKEN cDNA 2610022G08 gene2610022G08Rik1.030176 1.050018 1.024242 1.046304 0.994588 0.979938 1.108082 1.093565 -0.34278 0.079567 -0.45219 -0.00092 -0.66294 -0.51114 0.865514 0.760146
40733 56338 NM_023719thioredoxin interacting proteinTxnip 0.944327 0.971268 0.966961 0.927536 1.045924 1.093266 0.998434 1.2759 0.049493 -0.44433 -0.37801 0.362931 -0.18174 0.508927 -0.67443 0.999703
40734 66401 BE855080 nudix (nucleoside diphosphate linked moiety X)-type motif 2Nudt2 1.135857 0.934562 0.738316 0.717622 0.745886 1.617474 1.146656 -0.64465 -0.56819 0.079567 -0.32471 0.039434 0.254468 -0.48257 NA
40735 97064 AW046038 Riken cDNA similar to Human TAZ 2.192608 2.02597 0.749503 0.978194 0.862125 0.861001 0.900438 1.085579 1 1 0.970538 -0.63438 0.462692 0.470572 0.049493 -0.18174
40736 19655 NM_011252RNA binding motif protein, X chromosomeRbmx 1.017558 0.871945 1.004104 1.002784 0.950956 1.026296 0.988605 0.876279 -0.62673 0.538333 -0.67511 -0.67383 -0.41191 -0.61411 -0.64139 0.656282
40737 AK004577 0.973457 0.95201 1.054392 1.26097 1.089641 1.269204 1.215089 1.164029 -0.2971 0.273082 0.362931 0.999999 0.859748 0.999999 0.999965 0.998589
40738 11811 NM_009694apolipoprotein B editing complex 2Apobec2 0.997798 1.952401 1.151786 0.69792 0.713974 1.572436 0.511002 -0.61847 0.980561 -0.20141 0.673651 0.019278 0.993548 0.998714 NA
40739 1.059777 1.149666 0.939492 1.099274 0.674796 0.729162 0.928088 0.920678 -0.44433 0.273082 -0.41191 -0.13203 0.995944 0.970538 -0.31557 -0.24027
40740 18604 AW491521 pyruvate dehydrogenase kinase, isoenzyme 2Pdk2 0.97241 1.137096 0.817052 0.883894 0.829896 1.026376 1.037893 1.10587 -0.55035 0.662144 0.962096 0.619591 0.9355 -0.56819 -0.45995 0.380201
40741 24015 BC005422 ATP-binding cassette, sub-family E (OABP), member 1Abce1 1.835904 1.913763 1.183502 1.401713 1.273166 1.104334 0.927546 0.42227 -0.59004 -0.12202 0.079567 -0.56819 NA
40742 19011 NM_008902placental protein 11 related Pp11r 1.27007 0.865112 1.164454 1.065122 1.174371 1.17008 0.729919 0.722188 0.667934 0.089552 0.1391 -0.48988 0.207111 0.178185 0.893809 0.911065
40743 1.051115 1.230695 1.192979 1.235726 1.344443 1.40701 1.521637 1.613454 0.059536 0.999662 0.997243 0.999748 1 1 1 1
40744 67544 AI558028 RIKEN cDNA 4932442K08 gene4932442K08Rik0.946488 1.164184 0.938886 0.902664 0.9093 0.875778 0.925689 1.182251 0.099514 0.98004 0.2638 0.794181 0.731883 0.94664 0.501397 0.991431
40745 0.990146 1.029708 0.927925 0.850288 0.837263 0.668765 0.625849 0.897383 -0.64139 -0.41191 0.446726 0.986286 0.994248 1 1 0.824278
40746 69187 AK007684 RIKEN cDNA 1810033M07 gene1810033M07Rik0.980056 0.938125 0.940072 1.041935 0.999477 1.034092 1.035214 1.075013 -0.51114 0.405635 0.501397 -0.08178 -0.67511 -0.24988 -0.23062 0.750992
40747 78938 BG068640 F-box only protein 34 Fbxo34 0.816527 0.792263 0.969267 0.834856 0.695513 0.857743 0.922884 1.144545 0.508927 0.446726 -0.64139 0.049493 -0.27838 -0.43637 -0.36055 -0.23062
40748 1.039988 1.212694 1.152376 0.992043 0.914769 0.865134 1.07383 1.259217 -0.53132 0.794181 0.470572 -0.66829 -0.05148 0.354204 -0.3517 0.893809
40749 69933 AK012666 RIKEN cDNA 2810004A10 gene2810004A10Rik1.099915 1.347173 0.926618 1.089135 0.049493 0.454743 -0.53779 -0.50417 NA NA NA
40750 0.791517 1.398346 0.740522 0.40647 0.039434 0.2638 -0.67383 0.650349 NA NA NA
40751 1.135476 1.065498 0.922029 0.959645 0.758957 0.865436 0.969585 0.706286 0.656282 -0.11198 0.029362 -0.4676 0.977827 0.430489 -0.55643 0.997699
40752 56229 AK014758 thrombospondin, type I, domain 1Thsd1 0.988399 0.892731 1.042594 1.036611 1.056426 1.231992 0.873776 1.201895 -0.6507 0.545505 -0.39513 -0.4676 -0.23062 0.974085 0.731883 0.938461
40753 110616 BF383347 Machado-Joseph disease (spinocerebellar ataxia 3, olivopontocerebellar ataxia 3, autosomal dominant, ataxin 3) homolog (human)Mjd 0.963398 1.011129 0.943389 1.060505 0.936756 0.986889 0.925017 1.049102 -0.4676 -0.65609 -0.21119 -0.21119 -0.20141 -0.65348 0.059536 -0.36055
40754 74841 BF151350 RIKEN cDNA 4833420O05 gene4833420O05Rik1.205082 1.050114 1.161331 0.40557 1.466195
40755 AI852667 1.125043 0.938141 0.884483 0.968399 1.006164 1.125853 1.177025 1.033176 0.446726 -0.20141 0.318707 -0.53779 -0.66974 0.454743 0.790147 -0.53779
40756 77963 AI428049 hook homolog 1 (Drosophila)Hook1 0.972554 0.988737 0.844957 0.737824 0.856457 0.637168 1.801903 1.10752 -0.67486 -0.66083 0.029362 -0.32471 -0.16194 0.632112 0.896111 -0.32471
40757 0.978866 0.99269 1.218113 1.305916 1.234676 1.100705 1.11679 1.110749 -0.57386 -0.66294 0.985124 0.999485 0.991901 0.493796 0.656282 0.559631
40758 0.975519 0.73211 0.920967 0.880028 0.868344 0.970328 0.817271 0.990541 -0.55643 0.999886 0.245089 0.746316 0.827777 -0.53779 0.980561 -0.65609
40759 14200 BE335052 four and a half LIM domains 2Fhl2 1.078585 0.794741 0.947727 0.948894 1.109119 0.729487 0.989434 0.917371 -0.152 0.531089 -0.05148 -0.36055 -0.55643 0.844434 -0.67213 -0.24988
40760 18612 NM_008815ets variant gene 4 (E1A enhancer binding protein, E1AF)Etv4 1.122456 1.160464 0.893285 0.935277 0.842135 0.839726 0.985094 0.99158 0.089552 0.430489 0.059536 -0.3517 0.405635 0.538333 -0.64776 -0.67102
40761 105349 BE132821 aldo-keto reductase family 1, member C18Akr1c18 0.642689 0.783407 0.946101 0.869493 1.067522 1.384317 1.051324 0.947475 -0.04137 -0.01103 -0.66668 -0.62268 -0.3517 -0.57386 -0.18174 -0.61847
40762 14709 AA471810 guanine nucleotide binding protein (G protein), gamma 8 subunitGng8 0.903743 1.076989 0.891281 0.980895 0.818686 0.846571 0.928023 1.052045 0.273082 -0.17186 0.430489 -0.62268 0.881641 0.736762 -0.06158 -0.3517
40763 74112 AK004594 ubiquitin specific protease 16Usp16 0.944346 1.024344 0.975428 0.899083 0.910837 0.950005 0.929881 1.001687 -0.26893 -0.64465 -0.59004 0.345418 0.187867 -0.28777 -0.08178 -0.67486
40764 100336 AU044684 RIKEN cDNA 6330548N22 gene6330548N22Rik0.933494 1.112136 1.086274 1.137014 1.146371 1.104647 1.013984 1.132645 0.148922 0.656282 0.362931 0.827777 0.871082 0.580275 -0.63063 0.805914
40765 66191 NM_025409RIKEN cDNA 1110057H19 gene1110057H19Rik 1.01863 0.999065 0.94601 1.075957 0.795577 0.674119 1.546767 -0.66294 -0.62673 -0.43637 -0.3517 0.58701 0.956044 0.999998 NA
40766 1.02771 0.972067 1.030574 0.968766 0.989987 1.027548 1.006164 1.011145 -0.27838 -0.25943 -0.21119 -0.17186 -0.61411 -0.28777 -0.65348 -0.60493
40767 70351 BI794678 protein phosphatase 4, regulatory subunit 1Ppp4r1 1.115498 1.068925 1.222748 1.058955 1.042284 0.909588 1.023349 1.190637 0.667934 0.089552 0.989581 -0.06158 -0.32471 0.508927 -0.55643 0.966556
40768 64817 NM_022814RIKEN cDNA D430029O09 geneD430029O09Rik0.988043 0.914379 0.839664 0.916159 0.840466 0.966347 0.939199 1.028926 -0.65609 0.129246 0.847602 0.099514 0.844434 -0.55643 -0.21119 -0.56819
40769 AK014061 0.95292 1.089567 1.161949 1.146864 1.153338 1.071783 1.081992 1.291087 -0.16194 0.462692 0.941302 0.900587 0.92058 0.207111 0.362931 0.999722
40770 BE946973 1.047379 1.277281 1.151222 2.213856 0.854413 0.954558 1.403847 -0.57386 -0.41191 -0.5794 0.30969 -0.51799 -0.6649 -0.53132 NA
40771 1.089903 0.768932 0.80848 0.687648 1.91997 0.854045 0.886562 1.098072 -0.64139 -0.57386 -0.12202 0.893809 0.493796 0.119363 -0.65854 -0.66294
40772 94179 NM_033373keratin complex 1, acidic, gene 23Krt1-23 1.008245 0.828859 1.042672 0.968755 0.837757 0.947048 0.958534 0.7917 -0.65854 0.988363 -0.27838 -0.43637 0.980561 0.029362 -0.26893 0.9989
40773 69585 AK009636 RIKEN cDNA 2310035L15 gene2310035L15Rik 0.866317 1.146473 0.975808 0.765628 1.149781 1.374772 0.847854 0.858626 0.009184 -0.28777 -0.65348 0.245089 -0.08178 -0.08178 -0.28777 -0.20141
40774 BE948265 expressed sequence AI648770AI648770 0.929759 0.955212 0.539925 1.069327 2.771003 0.698926 0.321232 -0.45219 -0.66829 0.726937 -0.51114 0.995944 -0.20141 0.999117 NA
40775 53621 U71269 CCR4-NOT transcription complex, subunit 4Cnot4 1.117042 1.066865 0.807986 0.645394 1.288665 1.056308 0.816131 0.831372 0.273082 -0.25943 0.914983 0.999963 0.972716 -0.36055 0.889075 0.824278
40776 68630 BF607043 0.843818 2.061631 1.02464 0.706663 2.359581 0.937544 0.781494 -0.54413 0.805914 -0.67307 0.178185 0.918751 -0.59515 0.300618 NA
40777 0.901165 0.693667 0.806891 0.87838 0.771167 1.133459 1.043387 0.951833 0.493796 0.999989 0.985521 0.731883 0.997899 0.701171 -0.36932 -0.40357
40778 13486 AW909388 down-regulator of transcription 1Dr1 0.887502 1.100664 1.160444 1.239747 1.085686 1.158994 1.028536 1.350114 0.516386 0.2638 0.746316 0.971281 -0.02114 0.632112 -0.55035 0.998082
40779 1.038587 1.495882 0.92354 1.106348 0.939878 0.97556 0.899413 1.135071 -0.43637 0.999921 0.1391 0.069561 -0.23062 -0.63796 0.30969 0.606778
40780 66326 AV040615 RIKEN cDNA 1700008A05 gene1700008A05Rik 1.09194 0.903696 0.976471 0.958291 0.93288 0.889913 0.875266 0.853514 0.413985 0.580275 -0.55035 -0.30637 0.129246 0.726937 0.837936 0.900587
40781 63856 BE953884 taube nuss Tbn 1.022622 1.094079 1.031632 1.088374 1.015791 1.100528 1.013228 1.144396 -0.48988 0.736762 -0.33378 0.679298 -0.5794 0.794181 -0.60959 0.969777
40782 14089 AI841839 fibroblast activation protein Fap 1.005909 1.171632 1.100022 1.130535 1.031833 0.853483 0.894832 0.974025 -0.67102 0.650349 0.059536 0.354204 -0.57386 0.650349 0.235662 -0.60011
40783 21761 AF319621 mortality factor 4 like 1 Morf4l1 0.988826 0.970969 0.940957 0.893479 0.784221 1.407043 1.061404 0.832998 -0.66668 -0.65854 -0.50417 -0.10193 0.684872 0.957109 -0.45995 0.235662
40784 1.061888 0.954824 1.054242 0.899953 1.1241 0.918078 1.10222 1.090997 -0.16194 -0.36932 -0.26893 0.662144 0.760146 0.42227 0.573466 0.438641
40785 BI249584 0.930178 0.961547 0.919584 0.928574 0.688517 0.849967 0.828744 0.964532 -0.32471 -0.60959 -0.22093 -0.30637 0.99373 0.109452 0.516386 -0.5794
40786 0.991072 1.118172 1.000045 1.018889 0.874237 0.960704 0.93666 1.032119 -0.64139 0.918751 -0.6752 -0.53132 0.976639 -0.11198 0.430489 -0.2971
40787 67721 AW908870 RIKEN cDNA 4921506J03 gene4921506J03Rik 0.958623 0.945118 1.081937 1.129458 1.178156 1.150415 1.063965 1.281001 -0.45995 -0.30637 0.019278 0.454743 0.769038 0.625888 -0.24027 0.97896
40788 56691 AB028856 DnaJ (Hsp40) homolog, subfamily B, member 8Dnajb8 0.917727 1.251599 0.971392 0.940257 1.174465 1.073483 1.029333 1.128389 -0.13203 0.873793 -0.60011 -0.40357 0.291492 -0.36932 -0.60959 0.148922
40789 0.916422 1.008079 0.945916 1.012087 0.861294 0.912687 0.88254 1.016641 0.119363 -0.67102 -0.30637 -0.65348 0.650349 0.129246 0.493796 -0.63796
40790 22092 BE944504 testis specific gene A2 Tsga2 0.951637 0.95827 0.842406 0.906827 0.879102 0.865829 0.965372 1.046289 0.388742 0.207111 0.999927 0.95917 0.996396 0.999029 -0.00092 0.273082
40791 12805 NM_007727contactin 1 Cntn1 0.949468 0.853009 0.947979 0.758241 0.736105 1.128572 0.976631 0.723202 -0.48988 -0.47514 -0.61411 0.625888 0.531089 -0.11198 -0.66294 0.545505
40792 231571 BB084386 expressed sequence AW060207AW060207 0.956246 1.02594 0.991945 0.963076 0.988892 0.97385 1.012869 1.20112 -0.30637 -0.54413 -0.66083 -0.40357 -0.6507 -0.53779 -0.64139 0.965704
40793 208063 AV270336 similar to mCP2592 na 0.980726 1.009765 0.998702 0.975773 0.893541 0.926558 1.016103 1.035915 -0.37801 -0.59515 -0.67383 -0.23062 0.995166 0.902763 -0.4676 0.119363
40794 1.00119 0.816936 1.069501 1.119331 0.959959 0.826632 0.99523 0.95825 -0.66974 0.516386 -0.48988 -0.09186 -0.62673 0.354204 -0.67443 -0.62268
40795 0.932427 1.103856 1.402387 0.97255 1.113695 1.403143 0.820402 1.374433 -0.44433 0.531089 0.999913 -0.64465 0.1391 0.988988 -0.47514 0.983432
40796 68270 NM_026648RIKEN cDNA 4930457P18 gene4930457P18Rik0.969424 0.988542 0.971908 0.900516 0.886756 0.93281 0.771972 0.916043 -0.51114 -0.6507 -0.59515 0.454743 0.613221 -0.01103 0.996603 0.245089
40797 1.136632 0.984723 0.95826 0.899759 0.999171 1 1 1 NA NA NA
40798 1.41978 1.622843 1.034919 0.517843 1.292333 1.021614 0.894035 0.774667 0.690376 0.927546 -0.64776 0.993169 0.327668 -0.6649 -0.40357 0.327668
40799 14260 NM_010230formin Fmn 0.867882 1.176154 1.097778 1.302239 0.622221 0.848405 1.171017 1.134442 -0.24027 -0.13203 -0.47514 0.397221 0.927546 -0.12202 -0.16194 -0.32471
40800 AW322107 0.854469 1.148036 0.845859 0.812955 0.754101 0.999462 1.091605 0.945136 0.405635 -0.21119 0.413985 0.318707 0.790147 -0.67443 -0.38661 -0.51114
40801 68170 AW045993 RIKEN cDNA B230118H07 geneB230118H07Rik0.992342 1.229765 1.08505 0.635841 0.693239 1.042018 0.974676 1.111261 -0.59515 -0.1916 -0.55643 0.644342 -0.02114 -0.56819 -0.66668 -0.5794
40802 330409 AK013061 cat eye syndrome chromosome region, candidate 2 homolog (human)Cecr2 0.927511 0.896512 0.992929 0.966217 0.962684 1.014509 1.06576 1.071882 -0.18174 0.059536 -0.66974 -0.60493 -0.53132 -0.65854 -0.30637 -0.24027
40803 2.174078 1.557184 3.4741 0.728415 0.720772 0.753555 1.245517 0.893809 -0.03125 0.985521 0.109452 0.644342 0.158711 0.2638 NA
40804 66761 AK016778 RIKEN cDNA 4933417A18 gene4933417A18Rik1.065435 1.095257 1.058199 1.020199 1.208723 1.503538 1.14007 1.400419 0.029362 0.552604 0.291492 -0.55643 0.995166 0.983432 0.911065 1
40805 74478 AK017102 RIKEN cDNA 4933437K13 gene4933437K13Rik0.909887 0.975949 1.087827 0.995713 0.823951 0.809988 0.99798 0.852575 0.049493 -0.61411 -0.14203 -0.67307 0.831219 0.886642 -0.67486 0.580275
40806 67185 BE553955 RIKEN cDNA 2700059D21 gene2700059D21Rik1.081105 1.089674 0.799568 0.854342 0.9024 0.717471 0.643234 1.026075 -0.4676 -0.2971 0.667934 -0.11198 0.158711 0.865514 0.994412 -0.38661
40807 0.919613 1.090778 1.086791 0.842974 0.85864 1.024103 1.033374 1.218661 -0.21119 -0.48257 -0.22093 0.545505 0.30969 -0.63063 -0.54413 0.746316
40808 0.792967 1.274683 1.619476 1.202799 1.126991 1.111802 1.579186 1.456659 0.679298 0.726937 0.997481 0.42227 -0.07168 -0.17186 0.99544 0.973408
40809 237336 AW825920 TATA box binding protein-like 1Tbpl1 1.016276 1.024866 1.093357 1.103657 1.06027 0.983243 1.030601 1.16975 -0.59515 -0.49709 0.600262 0.706464 0.109452 -0.59004 -0.42016 0.974746
40810 BC005731 0.857393 0.873066 0.946991 0.976803 0.797453 0.953347 0.839315 1.093007 0.973408 0.936996 0.039434 -0.51114 0.999562 -0.09186 0.991187 0.613221
40811 1.008276 1.021805 1.038672 1.08997 1.294992 0.960248 1.086722 1.179213 -0.66668 -0.61411 -0.49709 0.059536 0.985908 -0.47514 0.019278 0.786052
40812 0.932617 1.147035 0.93589 0.920354 0.714944 0.814944 0.840824 0.892768 -0.39513 0.168466 -0.42016 -0.2971 0.967389 0.638264 0.446726 -0.03125



40813 67620 AK007202 RIKEN cDNA 2310006J04 gene2310006J04Rik 0.966175 1.03516 1.038553 1.065676 1.061232 0.94674 1.073706 1.122858 -0.25943 -0.24988 -0.18174 0.362931 0.282313 0.187867 0.493796 0.922374
40814 0.981927 1.134625 1.104544 1.055487 0.954088 0.897293 1.120128 1.032252 -0.62673 0.580275 0.291492 -0.2971 -0.37801 0.397221 0.454743 -0.53132
40815 0.82559 1.461755 1.023081 0.64252 0.92959 1.180601 0.887351 1.329287 0.168466 0.760146 -0.66294 0.850717 -0.51114 -0.4676 -0.67486 -0.43637
40816 56788 AK016571 CUB domain and EGF-like repeat containing 1Cegf1 0.864527 0.928099 1.331159 0.851062 0.985732 0.89984 0.826165 0.815467 0.109452 -0.16194 0.508927 0.178185 -0.67102 -0.04137 0.478383 0.516386
40817 0.984229 1.022234 0.976545 0.926348 0.908289 1.022563 0.996223 1.124725 -0.55035 -0.44433 -0.41191 0.706464 0.889075 -0.43637 -0.66829 0.967389
40818 74665 BF321507 RIKEN cDNA 4930449E07 gene4930449E07Rik1.045112 1.069392 0.986171 0.93641 0.940934 0.914879 0.942299 1.147947 -0.28777 0.089552 -0.66974 0.069561 -0.01103 0.216672 -0.03125 0.859748
40819 BB264363 0.938147 0.979423 1.214493 1.144813 1.01036 1.049065 1.212365 1.142061 0.099514 -0.56819 0.991431 0.886642 -0.64776 -0.18174 0.990415 0.873793
40820 14712 AW494219 glyceronephosphate O-acyltransferaseGnpat 0.986769 0.988966 0.975339 1.050423 1.03316 0.984919 1.123805 1.11955 -0.56238 -0.59515 -0.38661 0.345418 -0.10193 -0.53132 0.987014 0.982522
40821 140904 AW046584 calneuron 1 Caln1 0.998001 1.084608 1.097597 0.946573 1.081578 0.91764 0.752618 0.877267 -0.6752 -0.06158 0.079567 -0.36932 -0.09186 -0.17186 0.969 0.099514
40822 0.976373 1.283749 1.195724 1.196769 0.996453 0.90027 0.992334 1.188526 -0.50417 0.999878 0.991901 0.992126 -0.67102 0.764625 -0.65609 0.988679
40823 108079 AA960412 protein kinase, AMP-activated, alpha 2 catalytic subunitPrkaa2 1.036501 0.940735 1.038368 0.928893 0.891429 0.94898 0.975919 1.110145 -0.32471 0.148922 -0.2971 0.371596 0.834605 -0.02114 -0.50417 0.755602
40824 22321 BG143575 valyl-tRNA synthetase 2 Vars2 1.153638 1.318409 1.347779 1.323337 0.718389 1.469723 1.012044 0.245089 0.245089 0.470572 0.254468 0.891464 0.388742 -0.67213 NA
40825 0.932578 1.030785 1.074896 1.041685 1.07949 0.901326 0.815857 1.05997 -0.1916 -0.59515 -0.13203 -0.53132 -0.36055 0.049493 0.876456 -0.18174
40826 16398 NM_008396integrin alpha 2 Itga2 1.056217 1.070586 1.143429 1.021919 0.970768 0.922594 1.035181 1.129913 0.148922 0.405635 0.962096 -0.50417 -0.36932 0.600262 -0.27838 0.930824
40827 1.025137 1.004674 0.990149 0.963412 1.118793 0.96059 1.1303 0.906343 -0.66829 -0.61847 -0.65348 -0.54413 -0.02114 -0.60493 0.059536 -0.13203
40828 74656 AK015320 RIKEN cDNA 4930435C18 gene4930435C18Rik1.142774 1.058762 1.072688 1.044473 0.93381 0.892207 1.223624 1.01919 0.158711 -0.47514 -0.37801 -0.5794 -0.39513 -0.10193 0.593672 -0.64465
40829 214669 BB010109 l(3)mbt-like 2 (Drosophila) L3mbtl2 0.99317 0.997175 0.860349 0.876141 0.72389 0.817503 0.980182 0.946704 -0.64776 -0.67102 0.998196 0.992768 1 0.999977 -0.45995 0.397221
40830 0.880154 0.954979 0.936225 0.949633 0.912985 1.073941 1.0391 1.018125 0.690376 -0.33378 -0.06158 -0.25943 0.300618 0.019278 -0.48988 -0.61847
40831 67979 NM_026487RIKEN cDNA 4921525H23 gene4921525H23Rik0.764956 1.241068 1.337252 1.144591 1.172435 1.049863 1.555857 1.321161 0.773387 0.552604 0.837936 0.009184 0.187867 -0.56238 0.989866 0.805914
40832 170707 AI467476 ubiquitin specific protease 31Usp31 0.982329 1.078947 0.961818 0.938733 0.796395 0.818053 1.030062 1.034426 -0.56819 0.486125 -0.22093 0.2638 0.9998 0.998829 -0.39513 -0.32471
40833 71966 AK015918 RIKEN cDNA 2410003M04 gene2410003M04Rik0.825278 0.839121 0.833691 0.981426 0.720234 0.853513 0.939865 0.905503 0.978401 0.957109 0.967389 -0.60011 0.999974 0.918751 -0.03125 0.516386
40834 0.997849 1.196066 0.822225 0.706495 0.7342 0.839773 0.827447 0.929047 -0.67443 0.889075 0.932415 0.999793 0.998934 0.850717 0.918751 -0.04137
40835 68222 AK016459 4931415M17 mRNA 4931415M17
40836 54120 AF061262 RIKEN cDNA 2200002N01 gene2200002N01Rik1.115143 1.004989 1.180657 0.980706 1.09837 1.021905 0.857576 1.093969 0.876456 -0.66829 0.967389 -0.67443 0.58701 -0.65609 0.963028 0.531089
40837 68307 NM_026668RIKEN cDNA 4930558O21 gene4930558O21Rik0.938377 0.969787 1.031179 0.989796 0.966757 0.998094 1.097084 1.157685 0.354204 -0.34278 -0.33378 -0.63438 -0.27838 -0.67383 0.769038 0.984299
40838 1.098104 0.87693 1.103204 1.109656 1.055494 1.105856 1.44597 1.186928 0.318707 0.706464 0.371596 0.446726 -0.24027 0.405635 0.999979 0.906994
40839 14088 BE952454 Fanconi anemia, complementation group CFancc 0.846667 0.961606 0.805006 1.051526 0.944596 0.741115 1.087073 0.879862 0.158711 -0.55643 0.552604 -0.54413 -0.51114 0.89837 -0.34278 -0.27838
40840 BE945509 0.926813 1.015785 0.862012 0.836769 0.967076 0.820903 0.851666 1.050601 -0.18174 -0.65609 0.545505 0.593672 -0.58479 0.769038 0.638264 -0.47514
40841 74388 BF119821 dipeptidylpeptidase 8 Dpp8 1.005476 0.848424 0.932281 0.951998 0.849104 0.947904 0.95365 1.398166 -0.66083 -0.10193 -0.48257 -0.53779 0.282313 -0.61847 -0.59515 0.397221
40842 217116 BE650773 transcript increased in spermiogenesis 78Tisp78 1.023783 1.184597 0.959013 0.989622 1.067129 0.886817 0.916378 1.164315 -0.59515 0.862656 -0.42832 -0.65854 -0.14203 0.538333 0.158711 0.781893
40843 105352 AF237619 dual specificity phosphatase 22Dusp22 0.999384 1.011105 0.976018 1.002744 0.737346 0.946005 0.884976 1.042117 -0.67511 -0.63796 -0.50417 -0.67307 0.999997 0.049493 0.879072 -0.22093
40844 0.948555 0.994677 1.03154 0.961354 0.986078 1.162764 1.11139 1.131468 -0.36055 -0.67213 -0.56238 -0.49709 -0.6507 0.667934 0.254468 0.446726
40845 76892 BB629289 RIKEN cDNA 0610013E23 gene0610013E23Rik1.025626 1.084184 1.150104 1.089767 1.172683 1.007191 1.034044 1.027235 -0.4676 0.552604 0.961142 0.625888 0.984717 -0.65854 -0.32471 -0.44433
40846 56380 AF116847 dead ringer homolog 2 (Drosophila)Dri2 0.981964 0.929422 1.006411 1.097517 0.935976 1.083503 1.160383 1.066952 -0.58479 0.300618 -0.66294 0.58701 0.178185 0.405635 0.945347 0.158711
40847 0.960887 0.940951 0.847809 0.959512 0.960721 0.993146 0.816305 1.136108 -0.52472 -0.43637 0.178185 -0.48257 -0.5794 -0.67307 0.721922 0.216672
40848 20849 NM_011487signal transducer and activator of transcription 4Stat4 0.983123 1.049333 0.887192 0.879882 0.882655 0.844361 0.870995 0.842322 -0.56819 0.019278 0.927546 0.952706 0.944027 0.995571 0.972716 0.996176
40849 BE446880 0.914019 0.676543 0.93423 0.90662 0.848737 1.160949 1.231957 1.383098 0.029362 0.99974 -0.22093 0.129246 0.716839 0.619591 0.900587 0.997073
40850 70572 BG089635 karyopherin (importin) beta 3Kpnb3 0.935785 1.331068 0.868444 0.622501 0.873752 0.900811 1.241214 1.105022 -0.61847 -0.14203 -0.58479 0.996893 0.462692 -0.60959 -0.10193 -0.22093
40851 100019 BE646705 RIKEN cDNA 4833432B22 gene4833432B22Rik0.931276 0.931428 1.050255 0.779878 0.933864 0.797739 0.923643 1.075874 -0.07168 -0.07168 -0.31557 0.988988 -0.10193 0.966556 0.039434 -0.04137
40852 67593 AK015843 RIKEN cDNA 4930519G04 gene4930519G04Rik0.958559 0.866993 0.936239 0.929085 0.857337 0.924264 1.102169 1.072023 -0.45219 0.662144 -0.18174 -0.08178 0.736762 -0.02114 0.216672 -0.13203
40853 0.954109 0.880112 0.769997 0.728289 0.707813 0.746085 0.79984 0.784838 0.462692 0.998998 1 1 1 1 1 1
40854 0.943276 0.99997 1.032169 1.053396 0.929222 0.956839 0.992856 1.030755 0.345418 -0.6752 -0.26893 0.207111 0.619591 0.029362 -0.6507 -0.2971
40855 70430 BI794006 tubulin-specific chaperone eTbce 0.918856 0.932254 0.976572 1.165526 1.091289 0.967301 1.077207 1.049173 0.345418 0.129246 -0.55643 0.913043 0.380201 -0.44433 0.187867 -0.23062
40856 30930 BC007148 vacuolar protein sorting 26 (yeast)Vps26 0.98932 1.11835 1.018092 1.007629 1.402008 0.988648 0.859053 1.128901 -0.66829 -0.08178 -0.48988 -0.63438 0.982522 -0.64776 0.644342 -0.00092
40857 59002 BE992801 WD repeat domain 8 Wdr8 0.86964 1.164211 1.653175 1.097687 0.824278 0.809704 0.94664 -0.47514 NA NA NA
40858 71111 AK016817 G protein-coupled receptor 39Gpr39 0.976508 1.280995 0.92035 0.996774 0.992314 0.969449 1.132484 1.115577 -0.62673 0.92058 -0.16194 -0.67443 -0.66974 -0.61411 0.254468 0.039434
40859 140557 AW554103 SMC (structural maintenace of chromosomes 1)-like 2 (S. cerevisiae)Smc1l2 1.216154 0.712447 1.218263 0.751383 1.070368 1.141113 1.058798 1.261433 0.967389 0.904899 -0.07168 -0.62268 -0.51799 -0.16194 0.019278 -0.67443
40860 0.923206 0.799026 0.913439 0.940842 0.909171 0.742447 0.890151 0.991947 -0.21119 0.853779 -0.11198 -0.45219 -0.08178 0.930824 0.039434 -0.67383
40861 66713 BG082481 ARP2 actin-related protein 2 homolog (yeast)Actr2 0.868359 0.859265 1.326388 0.898345 0.860513 0.710929 1.227403 1.114418 -0.67443 -0.03125 0.42227 -0.23062 -0.23062 -0.28777 -0.62268 -0.66294
40862 67580 NM_026253RIKEN cDNA 4930442L21 gene4930442L21Rik 1.005229 0.886953 1.019921 0.857134 0.932325 0.960784 0.911875 0.803282 -0.67443 -0.06158 -0.64465 0.197509 -0.38661 -0.62268 -0.12202 -0.36932
40863 69823 AK014447 RIKEN cDNA 3830421F13 gene3830421F13Rik1.244349 1.161088 0.889765 0.735947 0.955766 1.184604 1.035653 0.969478 0.438641 -0.34278 -0.22093 0.187867 -0.64776 -0.34278 -0.5794 -0.66294
40864 76573 AA062323 RIKEN cDNA 1700027D21 gene1700027D21Rik 0.9285 0.958203 0.900696 0.952127 1.140522 1.136977 0.918928 1.051355 0.362931 -0.21119 0.746316 -0.09186 0.909049 0.896111 0.516386 -0.07168
40865 0.902557 1.030284 1.233486 1.104899 1.030179 0.95873 1.035126 0.94827 0.478383 -0.51114 0.982522 0.446726 -0.51799 -0.36932 -0.45995 -0.22093
40866 56422 BF718962 Hbs1-like (S. cerevisiae) Hbs1l 1.212697 0.931224 1.041499 0.819954 0.911555 0.756799 0.829422 0.912287 0.944027 -0.03125 -0.42832 0.952706 0.2638 0.997767 0.932415 0.254468
40867 15487 BB041573 hydroxysteroid (17-beta) dehydrogenase 3Hsd17b3 1.057741 1.124921 1.22982 1.449223 1.12999 1.082695 1.246518 1.235348 0.158711 0.906994 0.999469 1 0.925856 0.573466 0.999793 0.999615
40868 66732 NM_025733RIKEN cDNA 4921530L21 gene4921530L21Rik 0.993333 0.9232 1.024234 1.130493 1.062343 1.244614 1.315279 1.093927 -0.65348 0.736762 -0.41191 0.974085 0.430489 0.999982 1 0.834605
40869 67656 AK016070 RIKEN cDNA 4930548H24 gene4930548H24Rik0.923601 1.052014 1.034818 0.896027 0.837797 0.861065 0.878411 0.984459 -0.05148 -0.37801 -0.53132 0.30969 0.824278 0.679298 0.508927 -0.64465
40870 0.955132 1.040341 1.051033 1.052581 0.929602 0.87135 0.992588 1.036897 -0.23062 -0.32471 -0.16194 -0.13203 0.235662 0.884164 -0.66083 -0.37801
40871 68224 NM_026625RIKEN cDNA 1700067P10 gene1700067P10Rik1.040683 1.067244 1.204519 0.943381 1.028919 0.658861 1.086975 -0.6649 -0.67102 0.42227 -0.48988 -0.67511 0.405635 -0.6507 NA
40872 13524 AF167405 a disintegrin and metalloprotease domain 18Adam18 1.063641 0.7974 0.986707 0.931276 0.86992 0.940223 0.896176 0.889206 -0.152 0.951544 -0.64465 -0.02114 0.736762 -0.23062 0.470572 0.552604
40873 170768 AF294617 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 3Pfkfb3 1.19819 0.92611 0.878618 0.781427 0.909049 0.254468 0.817108 0.983432 NA NA NA
40874 1.038032 0.811546 0.874117 0.977221 1.037395 0.900298 0.93691 0.976649 -0.57386 0.573466 0.235662 -0.65854 -0.49709 -0.45995 -0.38661 -0.67307
40875 1.016458 0.953511 0.876371 0.895858 0.934502 0.879127 0.941334 0.987281 -0.60493 -0.17186 0.876456 0.736762 0.178185 0.862656 0.049493 -0.63063
40876 99049 BI555330 RIKEN cDNA D030054H19 geneD030054H19Rik
40877 1.063542 0.938682 0.941884 0.820924 0.983922 1.416412 1.107531 1.147282 -0.51799 -0.53132 -0.52472 0.282313 -0.66294 0.706464 -0.27838 -0.10193
40878 78128 AV379374 sperm associated antigen 11Spag11 1.032432 1.140556 0.93516 0.904461 0.868335 1.092008 1.054231 1.084893 -0.50417 0.711686 -0.04137 0.413985 0.781893 0.059536 -0.24988 0.168466
40879 D16464 1.005158 0.915077 0.849786 0.925725 0.971143 0.957681 0.979199 1.209456 -0.67102 0.129246 0.805914 -0.01103 -0.56819 -0.42832 -0.61411 0.906994
40880 69821 AK007901 RIKEN cDNA 1810059A23 gene1810059A23Rik1.542502 1.307539 0.857168 0.986146 0.875535 1.048942 1.01325 1.247744 1 0.998674 0.873793 -0.63796 0.764625 -0.28777 -0.64139 0.989581
40881 211660 W29582 cDNA sequence BC055915BC055915
40882 69583 NM_023517tumor necrosis factor (ligand) superfamily, member 13Tnfsf13 1.067737 0.938198 0.99008 1.000684 0.959387 0.844696 0.782181 1.111185 -0.27838 -0.55643 -0.63796 -0.63063 -0.64139 0.207111 0.914983 0.059536
40883 18417 BF457801 claudin 11 Cldn11
40884 225339 BI151157 RIKEN cDNA E230022H04 geneE230022H04Rik1.032219 1.015204 0.872108 0.952669 1.036856 0.968762 0.916105 0.945775 -0.31557 -0.58479 0.974746 0.049493 -0.22093 -0.31557 0.726937 0.207111
40885 1.076094 0.708368 1.053725 1.005415 0.983921 1.102745 0.996986 0.94559 -0.20141 0.932415 -0.28777 -0.59515 -0.65609 -0.08178 -0.53132 -0.11198
40886 260408 BF152997 trypsin-like protease p98 LOC260408 0.965462 0.829749 0.883684 0.855683 1.055691 0.938394 0.954223 1.074987 -0.47514 0.942679 0.638264 0.847602 -0.24027 -0.11198 -0.33378 0.019278
40887 24116 BG093023 Wolf-Hirschhorn syndrome candidate 2 (human)Whsc2 0.994346 0.947346 1.140495 0.801511 0.556841 0.818307 1.190917 1.043855 0.625888 0.129246 0.413985 -0.4676 -0.1916 -0.55035 0.516386 0.282313
40888 57813 NM_021028thymidine kinase 2, mitochondrialTk2 1.085711 1.133395 0.992661 1.054251 0.973543 0.970778 0.94414 0.919258 0.501397 0.891464 -0.65854 -0.01103 -0.4676 -0.42832 0.079567 0.531089
40889 69934 AK011746 RIKEN cDNA 2610042J10 gene2610042J10Rik 1.014953 0.984824 0.954266 1.013764 1.026574 1.059949 1.128943 1.098205 -0.61411 -0.60959 -0.16194 -0.62268 -0.48988 0.049493 0.841212 0.600262
40890 71062 AK016718 RIKEN cDNA 4933407G07 gene4933407G07Rik0.919645 0.910198 1.025806 0.974314 0.940849 0.87889 1.006205 0.966606 0.109452 0.245089 -0.5794 -0.57386 -0.1916 0.619591 -0.66974 -0.51114
40891 AK007245 0.866112 1.096339 0.684071 0.861356 0.652889 0.810279 2.011556 -0.37801 -0.45219 0.847602 -0.27838 0.914983 0.235662 0.868323 NA
40892 69470 BG871930 RIKEN cDNA 2310003P10 gene2310003P10Rik1.081795 1.473283 0.98571 0.974676 1.036704 0.869436 1.213101 1.146225 -0.44433 0.559631 -0.61411 -0.64776 -0.61847 -0.08178 0.362931 -0.53132
40893 72265 AY029764 translocating chain-associating membrane protein 1Tram1 0.857991 0.83599 0.62077 0.824577 1.037742 0.943796 -0.50417 -0.37801 0.501397 -0.3517 -0.6507 -0.66083 NA
40894 73532 AV269262 RIKEN cDNA 1700080E11 gene1700080E11Rik1.069686 0.893779 1.16332 0.998211 0.954316 1.295217 1.092223 0.925974 -0.55035 -0.55643 -0.36055 -0.60493 -0.56238 -0.60493 -0.32471 -0.66294
40895 69367 BE993662 glutaredoxin 2 (thioltransferase)Glrx2 0.897194 0.888366 0.713495 0.773456 0.424634 0.967061 0.987439 0.621544 -0.53779 -0.44433 0.187867 0.148922 0.994248 -0.67443 -0.66974 0.831219
40896 78911 AK019654 RIKEN cDNA 4930486B16 gene4930486B16Rik0.900226 0.989349 1.111078 1.348199 1.125634 1.194629 0.95562 0.717058 -0.56238 -0.50417 0.656282 0.996984 0.446726 0.746316 -0.42016 0.802064
40897 52287 BE985227 0.930913 0.998336 1.008923 1.068663 1.09425 1.044707 1.119729 0.942637 0.158711 -0.67443 -0.65609 0.079567 0.438641 -0.28777 0.690376 -0.04137
40898 67778 AU050961 RIKEN cDNA 6230400O18 gene6230400O18Rik0.993901 0.847632 0.987369 0.960715 1.033754 1.02549 0.902751 1.095442 -0.6649 0.97896 -0.62673 -0.26893 -0.38661 -0.42832 0.711686 0.593672
40899 20215 BI737336 retinal S-antigen Sag 0.96398 0.999195 0.907893 0.907687 0.941145 0.865047 1.176573 1.168736 -0.3517 -0.67511 0.600262 0.606778 0.059536 0.927546 0.965704 0.953843
40900 218880 BB534204 RIKEN cDNA E030034C22 geneE030034C22Rik 0.96636 1.032483 1.047797 1.093319 0.866724 0.82597 0.970325 0.951497 -0.52472 -0.54413 -0.41191 0.099514 0.650349 0.831219 -0.55643 -0.37801
40901 66882 BC005466 basic leucine zipper and W2 domains 1Bzw1 0.951371 1.070012 1.112492 1.122353 0.819894 0.876616 1.220665 1.019918 -0.42832 -0.37801 0.187867 0.216672 0.600262 0.197509 0.856789 -0.64776
40902 73481 BF318704 RIKEN cDNA 1700074P13 gene1700074P13Rik1.057847 0.867416 1.091618 1.163444 1.091484 0.791255 0.905514 0.8613 -0.42832 0.207111 -0.14203 0.454743 -0.14203 0.273082 -0.24027 0.226189
40903 235469 AW744299 cDNA sequence BC027163BC027163
40904 226151 AV343569 RIKEN cDNA 6030443O07 gene6030443O07Rik 0.83033 0.92392 0.967774 0.713672 0.690823 0.973883 0.731594 0.644342 -0.55643 -0.59004 0.2638 0.853779 -0.57386 0.446726 NA
40905 1.0099 0.862655 0.9618 1.001847 1.112798 0.96851 1.095648 0.996477 -0.65348 0.254468 -0.63063 -0.67213 -0.23062 -0.64776 -0.34278 -0.6507
40906 78806 AK015061 RIKEN cDNA 4930555I21 gene4930555I21Rik 0.969402 0.975034 2.373879 1.880023 1.742813 0.918751 0.805914 1 1 1 NA NA
40907 66075 AK003519 RIKEN cDNA 0610041L09 gene0610041L09Rik 1.068139 1.081784 0.952023 0.915455 0.893395 0.960438 0.895027 1.072615 -0.04137 0.148922 -0.27838 0.282313 0.531089 -0.4676 0.559631 0.019278
40908 67956 BC003444 RIKEN cDNA 2410195B05 gene2410195B05Rik1.042929 0.922761 1.047328 1.046749 1.082204 0.913871 1.064584 1.163123 -0.32471 0.273082 -0.26893 -0.32471 0.168466 0.019278 -0.08178 0.794181
40909 AV208997 0.878595 1.216196 1.031623 1.375947 0.71727 0.889351 1.065764 1.224553 -0.24988 0.354204 -0.63438 0.837936 0.881641 -0.18174 -0.51114 0.397221
40910 66629 BI556358 golgi phosphoprotein 3 Golph3 1.075401 0.704547 0.311092 0.586108 0.969145 0.930824 0.999997 1 0.997767 -0.45219 NA NA
40911 0.943578 1.014073 1.091951 1.010594 0.999846 0.816914 0.958348 1.158195 -0.36055 -0.65609 -0.05148 -0.66294 -0.6752 0.478383 -0.49709 0.300618
40912 0.961034 1.015113 1.163704 1.182361 1.065014 0.982936 1.221857 1.129684 -0.21119 -0.60011 0.97896 0.991187 0.254468 -0.57386 0.998754 0.847602
40913 105670 BC003224 chromosome condensation 1-likeChc1l 0.954335 1.022405 0.888705 0.835377 0.838773 0.84363 0.716484 1.059816 -0.37801 -0.65609 0.318707 0.893809 0.773387 0.741572 0.999627 -0.16194
40914 66689 AK016422 RIKEN cDNA 4122402F11 gene4122402F11Rik
40915 26366 BC003346 CEA-related cell adhesion molecule 10Ceacam10 0.927924 0.99775 0.990514 1.011377 0.935054 0.947186 1.027399 1.137547 -0.18174 -0.67486 -0.67213 -0.66083 -0.26893 -0.39513 -0.60011 0.397221
40916 75311 AK016083 RIKEN cDNA 4930550C14 gene4930550C14Rik0.940462 1.122298 0.888573 1.055856 1.038285 1.036374 0.899458 1.012638 -0.14203 0.559631 0.58701 -0.24027 -0.4676 -0.48988 0.462692 -0.6507
40917 12627 AI427895 cripto, FRL-1, cryptic family 1Cfc1 0.809333 0.863472 0.739196 0.593435 0.541171 1.228301 1.013779 0.647349 0.531089 -0.08178 0.817108 0.986286 0.965704 -0.39513 -0.66668 0.820722
40918 67343 AK006893 RIKEN cDNA 1700065I17 gene1700065I17Rik 0.975539 1.043951 0.943958 0.993664 1.010809 1.094667 1.073762 0.958224 -0.48988 -0.18174 0.109452 -0.66294 -0.63796 0.632112 0.354204 -0.18174
40919 1.27606 1.485113 1.163947 1.874443 1.296481 0.971581 0.783888 0.582487 -0.65348 -0.22093 0.559631 -0.66294 0.327668 0.478383 -0.3517 0.777672
40920 71090 NM_027670RIKEN cDNA 4933411G06 gene4933411G06Rik0.762428 0.97468 1.111999 1.027732 0.794438 0.910308 0.952772 1.178398 0.944027 -0.62268 -0.17186 -0.63063 0.746316 0.079567 -0.2971 0.345418
40921 80384 NM_019784RIKEN cDNA 4931421K24 gene4931421K24Rik0.927738 1.207341 1.058106 1.106968 0.851611 0.933635 1.007865 1.052468 -0.32471 0.613221 -0.43637 -0.08178 0.42227 -0.45995 -0.6752 -0.47514
40922 16329 NM_008384inositol polyphosphate-1-phosphataseInpp1 0.95266 0.945964 0.841183 1.13755 0.927572 0.695487 1.207518 1.566921 -0.4676 -0.4676 0.362931 0.009184 -0.23062 0.958151 0.667934 0.999576
40923 11470 AB023063 actin-like 7a Actl7a 1.075951 1.179356 0.971173 1.073909 0.964313 0.919699 1.015205 1.038966 0.158711 0.148922 -0.67511 -0.32471 -0.57386 -0.67213 -0.55643 -0.13203
40924 1.026091 1.208427 1.010237 1.201097 1.005512 1.089561 1.080401 1.084193 -0.60493 0.824278 -0.66294 0.798153 -0.67213 -0.04137 -0.13203 -0.09186
40925 66497 AK019808 RIKEN cDNA 2610528E23 gene2610528E23Rik1.054033 0.966411 0.977773 0.61244 0.908112 0.86842 0.609697 0.848888 0.099514 -0.64139 -0.50417 0.42227 -0.65348 -0.67213 0.438641 -0.03125
40926 18481 NM_008778p21 (CDKN1A)-activated kinase 3Pak3 0.9516 0.983471 1.016793 1.018654 0.819096 0.931563 0.951238 1.201888 -0.49709 -0.63796 -0.66974 -0.63063 0.906994 -0.24027 -0.60011 0.859748
40927 22234 NM_011673UDP-glucose ceramide glucosyltransferaseUgcg 0.965845 1.222808 1.198089 1.047024 1.072 0.911163 1.022191 0.920301 -0.43637 0.984717 0.964832 -0.37801 0.089552 0.405635 -0.57386 0.291492
40928 0.918259 0.90485 0.979343 1.118588 0.994801 1.090487 0.983589 1.173848 0.516386 0.695809 -0.55035 0.798153 -0.66668 0.538333 -0.59515 0.974085
40929 66780 NM_025763RIKEN cDNA 4933436I01 gene4933436I01Rik 1.009902 0.863717 0.819988 0.90141 0.823314 0.747036 0.803862 0.851635 -0.63796 0.980561 0.999196 0.837936 0.998934 0.999999 0.999793 0.991187
40930 13863 BB284252 lipocalin 5 Lcn5 0.936742 1.066903 0.742856 0.924096 0.866738 0.982678 0.94772 1.078249 -0.44433 0.254468 0.831219 -0.66083 -0.62268 -0.152 -0.08178 -0.43637
40931 AK006536 0.887221 0.971341 1.116389 0.965643 0.836623 0.876585 1.040782 1.049704 0.493796 -0.55643 0.388742 -0.51114 0.871082 0.600262 -0.45995 -0.36932
40932 13175 NM_019978double cortin and calcium/calmodulin-dependent protein kinase-like 1Dcamkl1 0.929295 0.822284 0.829187 1.085477 0.870532 1.006189 1.084026 0.914199 -0.45995 0.168466 0.354204 -0.48257 -0.02114 -0.66083 -0.3517 -0.22093
40933 BF715535 0.904198 1.076705 1.048379 0.922274 1.077293 0.924087 1.005592 0.888098 0.158711 -0.152 -0.43637 -0.07168 -0.152 -0.09186 -0.67213 0.354204
40934 78772 AI646003 RIKEN cDNA 4930507C10 gene4930507C10Rik
40935 BF318712 1.262189 1.391271 1.018066 1.326377 1.434327 0.789632
40936 73360 NM_028514RIKEN cDNA 1700061J02 gene1700061J02Rik 1.06387 1.273211 0.987335 0.876623 0.856564 0.994466 0.943756 1.598844 -0.36932 0.909049 -0.6649 0.336572 0.336572 -0.67307 -0.60959 0.999886
40937 68149 NM_026580RIKEN cDNA 4930586I02 gene4930586I02Rik 0.894145 0.744388 1.160298 1.15211 0.802953 0.994465 1.287205 0.802638 -0.11198 0.650349 0.508927 -0.4676 0.638264 -0.28777 0.773387 0.235662
40938 73847 AK005776 RIKEN cDNA 5430432M24 gene5430432M24Rik
40939 16574 NM_008449kinesin family member 5C Kif5c 0.912631 0.922893 1.032955 1.1063 0.905661 0.995846 1.071272 0.922747 0.462692 0.300618 -0.45219 0.573466 0.552604 -0.67102 0.119363 0.300618
40940 66557 AK010157 RIKEN cDNA 2310034L21 gene2310034L21Rik 1.006504 1.131793 1.025369 0.994381 0.879819 0.985218 1.201477 1.243136 -0.6649 0.802064 -0.53132 -0.66668 0.827777 -0.62268 0.981069 0.996287
40941 15357 M62766 3-hydroxy-3-methylglutaryl-Coenzyme A reductaseHmgcr 1.055857 0.968456 1.111678 1.172578 1.116982 1.255266 1.34403 1.110611 0.226189 -0.27838 0.89837 0.995571 0.92058 0.99997 1 0.893809
40942 68059 BC003862 transmembrane 9 superfamily member 2Tm9sf2 0.972161 0.996377 1.072315 1.090623 0.946831 0.857697 1.098146 1.042563 -0.58479 -0.67307 -0.13203 0.079567 -0.31557 0.736762 0.099514 -0.45219
40943 1.018667 1.054674 0.843155 1.230897 0.80258 0.972831 0.955699 1.014258 -0.61411 -0.34278 0.876456 0.974085 0.983871 -0.5794 -0.47514 -0.64139
40944 16563 BC006803 kinesin family member 2A Kif2a 0.924239 1.062252 0.911737 1.002651 0.843163 0.821759 0.962987 1.179204 -0.152 -0.34278 -0.00092 -0.67443 0.701171 0.741572 -0.53779 0.662144
40945 56085 AW125420 ubiquilin 1 Ubqln1 1.054191 0.496627 0.517817 2.127712 2.807853 -0.49709 -0.02114 -0.10193 0.354204 0.573466 NA NA
40946 BF715215 1.002011 0.953334 0.820434 1.006483 1.172197 0.870826 1.074624 0.926849 -0.6752 -0.34278 0.695809 -0.67383 0.662144 0.216672 -0.24988 -0.1916
40947
40948 0.879612 1.04621 1.037202 1.076975 0.925736 0.587552 0.948916 -0.14203 -0.23062 0.049493 -0.50417 0.069561 0.397221 -0.59004 NA
40949 20419 AW228023 Shc SH2-domain binding protein 1Shcbp1 0.984236 0.869259 0.918534 0.95825 0.826429 0.862315 0.872499 1.017087 -0.60493 0.932415 0.508927 -0.22093 0.994248 0.952706 0.92058 -0.59515
40950 0.90893 0.89374 1.046125 0.945112 0.808268 0.865941 0.964981 0.8571 0.462692 0.650349 -0.2971 -0.12202 0.990937 0.777672 -0.42832 0.904899
40951 93842 BB284436 immunoglobulin superfamily, member 9Igsf9 0.985911 1.076669 0.95228 1.075144 0.867915 0.783487 1.12962 1.179604 -0.64776 -0.11198 -0.37801 -0.09186 0.566585 0.964832 0.486125 0.802064
40952 AJ308627 1.086227 0.970543 1.032214 1.131815 1.03786 1.192898 1.320039 1.265509 0.690376 -0.33378 -0.2971 0.954955 -0.18174 0.99825 0.999999 0.999977
40953 0.914134 1.036605 0.977774 0.969578 0.941187 0.91782 0.953331 1.012946 0.656282 -0.28777 -0.51114 -0.37801 0.197509 0.606778 -0.06158 -0.61847
40954 50772 BF714325 mitogen-activated protein kinase 6Mapk6 0.981658 0.923079 1.02179 0.953786 1.078069 0.918143 0.94634 1.010057 -0.62673 0.039434 -0.60959 -0.37801 -0.02114 0.109452 -0.27838 -0.66083
40955 AK007964 0.7756 0.96773 1.229404 0.858883 0.918312 1.051177 1.159217 0.998944 0.802064 -0.62673 0.430489 -0.13203 -0.47514 -0.5794 0.039434 -0.6752
40956 1.016653 1.089026 0.888833 0.736444 0.798889 0.733605 0.874421 0.840439 -0.58479 0.606778 0.886642 0.999994 0.999722 0.999999 0.94664 0.993548
40957 213084 BF787339 cyclin-dependent kinase-like 3Cdkl3 1.006933 1.005566 0.908973 1.110718 0.748438 0.721934 0.88503 0.987783 -0.67486 -0.67102 -0.31557 -0.43637 0.462692 0.764625 -0.2971 -0.65609
40958 AI448406 0.958903 1.005734 1.110657 1.110088 0.539019 1.559453
40959 56535 AK005978 peroxisomal biogenesis factor 3Pex3 0.971001 1.101655 1.051797 0.930126 0.939273 0.882467 0.977162 1.417926 -0.56819 0.158711 -0.38661 -0.36932 -0.3517 -0.03125 -0.60959 0.998545
40960 13831 AI450078 enhancer of polycomb homolog 1 (Drosophila)Epc1 0.990588 1.055117 1.089468 0.787732 0.825255 0.809446 1.006437 1.257026 -0.66083 -0.44433 -0.36055 0.632112 0.573466 0.129246 -0.63063 0.593672
40961 0.945896 1.129855 0.991883 0.841434 0.823956 0.398739 0.838225 1.276615 -0.6507 -0.01103 -0.24027 0.388742 0.454743 0.998545 0.009184 0.187867
40962 11835 X59411 androgen receptor Ar 0.75622 1.087493 0.911026 0.824484 0.729511 1.049426 1.0087 0.765084 0.405635 -0.56238 -0.62268 -0.56238 0.354204 -0.67443 -0.63063 0.029362
40963 73242 AK014265 RIKEN cDNA 2610110G12 gene2610110G12Rik1.000802 0.777001 0.994632 0.589763 0.862303 1.080062 1.111566 1.75791 -0.67511 -0.12202 -0.67383 0.995699 -0.21119 -0.40357 -0.20141 0.916885
40964 213993 BG083843 RIKEN cDNA A630007B06 geneA630007B06Rik1.168222 1.149885 1.39152 1.302753 1.083565 1.172295 1.347311 1.258649 0.827777 0.690376 0.999793 0.993361 0.069561 0.805914 0.999117 0.985521
40965 1.059448 0.977458 1.88179 1.128218 0.989895
40966 0.952939 1.10259 1.145609 1.128327 0.864326 1.125062 1.00015 1.174008 -0.59004 -0.10193 0.345418 0.059536 0.354204 0.462692 -0.6752 0.523773
40967 1.076013 1.023003 0.864215 0.909987 0.77634 0.906291 0.871891 0.897242 0.207111 -0.55643 0.902763 0.508927 0.999292 0.559631 0.865514 0.667934
40968 14772 NM_019497G protein-coupled receptor kinase 2, groucho gene related (Drosophila)Gprk2l 0.95813 0.965614 0.842522 1.081218 1.010226 0.852925 1.056588 1.054279 -0.55035 -0.55643 0.706464 -0.24988 -0.66974 0.58701 -0.45995 -0.47514
40969 0.975655 1.437129 1.120111 1.198028 0.812292 0.836141 1.061622 1.247472 -0.65854 0.989581 0.029362 0.573466 0.716839 0.42227 -0.43637 0.746316
40970 68178 NM_026599RIKEN cDNA 4933421H10 gene4933421H10Rik0.779682 0.987077 1.130226 1.034275 0.953419 0.625104 1.040737 1.219988 0.769038 -0.67383 0.039434 -0.60959 -0.61411 0.318707 -0.55035 0.470572
40971 68094 BG242797 RIKEN cDNA 5930405J04 gene5930405J04Rik 0.932048 0.845053 0.938377 1.012604 0.986242 1.084985 1.078119 1.151736 -0.13203 0.802064 -0.11198 -0.65348 -0.6507 -0.00092 0.019278 0.638264
40972 0.904229 1.082074 1.029311 0.927439 0.830659 0.836309 0.948747 0.980597 0.336572 0.059536 -0.55035 0.009184 0.918751 0.900587 -0.60011 -0.66668
40973 0.994936 1.082474 1.089022 1.144852 1.114928 1.079528 1.277372 1.134403 -0.66294 0.701171 0.773387 0.972716 0.929201 0.667934 0.999997 0.974085
40974 70408 BC009159 RIKEN cDNA 3010019O03 gene3010019O03Rik0.976478 1.018126 0.988972 0.998734 1.041153 0.9625 0.959035 1.066464 -0.54413 -0.60011 -0.64465 -0.67486 -0.32471 -0.31557 -0.2971 0.079567
40975 68970 AK005099 RIKEN cDNA 1500001L20 gene1500001L20Rik 0.814844 0.963566 1.05992 0.923038 0.829666 0.832884 1.089733 1.116294 0.967389 -0.45995 -0.1916 0.119363 0.939896 0.644342 0.197509 0.656282
40976 0.958932 1.119696 1.321445 1.239386 1.006804 1.076003 1.070875 1.130086 -0.30637 0.716839 0.999841 0.995305 -0.6649 0.216672 0.1391 0.786052
40977 14007 BF022105 CUG triplet repeat,RNA binding protein 2Cugbp2 1.119165 1.326492 1.05738 1.190738 1.235995 1.129291 1.029355 1.245428 0.454743 0.997159 -0.25943 0.879072 0.962096 0.545505 -0.55035 0.970538
40978 AA880561 0.906533 0.768703 0.72768 0.929917 1.31501 0.5561 0.273082 -0.66083 -0.45995 0.865514 0.991901 0.909049 NA
40979 26383 NM_011936fatso Fto 1.079856 1.050193 1.071979 0.967518 1.069993 0.961066 1.094361 1.322558 0.158711 -0.22093 -0.12202 -0.56238 -0.152 -0.40357 0.354204 0.997899
40980 226841 AW488800 RIKEN cDNA B130052G07 geneB130052G07Rik1.240246 0.951114 0.978037 1.192718 1.01798 0.806947 0.850728 1.092775 0.781893 -0.58479 -0.5794 -0.24027 -0.65609 0.397221 0.019278 -0.48988
40981 20511 AW121018 solute carrier family 1, member 2Slc1a2 0.82717 1.225726 1.244939 1.032336 0.80267 0.694349 1.159183 1.040752 0.254468 0.168466 0.079567 -0.64776 0.438641 -0.64139 -0.02114 -0.18174
40982 12400 D14571 core binding factor beta Cbfb 1.236183 1.234083 1.22736 0.879474 1.323718 1.164256 1.038841 0.998809 0.798153 0.794181 0.769038 0.245089 0.954955 0.454743 -0.56238 -0.67102
40983 AV281618 0.772018 0.794425 0.364308 0.919612 1.174443 1.103957 0.829462 0.858928 0.798153 -0.49709 0.992346 -0.21119 -0.16194 -0.23062 -0.59515 -0.25943
40984 105833 AA497702 RIKEN cDNA 4933417K04 gene4933417K04Rik0.978845 0.797141 0.802146 1.145848 0.883084 0.896318 1.314904 0.985811 -0.67511 0.2638 0.446726 -0.16194 -0.20141 -0.42832 0.750992 -0.66829
40985 27215 BC006851 5-azacytidine induced gene 2Azi2 1.00956 1.004948 1.109501 1.08784 0.934886 0.938542 1.092243 1.027769 -0.6649 -0.44433 0.197509 -0.16194 -0.22093 -0.53132 0.089552 -0.51799
40986 0.896022 1.137192 1.081866 1.209468 0.738508 0.774914 1.153142 1.032573 -0.31557 -0.33378 -0.36055 0.354204 0.736762 0.552604 0.039434 -0.57386
40987 106108 AA118608 0.901227 1.039274 1.006641 0.908176 0.657752 0.711204 1.135058 0.884312 -0.01103 -0.56238 -0.67213 -0.09186 0.998632 0.988039 0.197509 0.168466
40988 0.945488 0.790022 0.886321 0.790196 1.117359 1.058612 1.045193 1.223259 -0.42832 0.470572 0.029362 0.573466 -0.23062 -0.55035 -0.50417 0.606778
40989 232798 BF466747 expressed sequence AW049671AW049671 0.934427 0.879382 0.887519 0.716914 0.602347 0.57698 0.867197 0.556859 -0.67102 -0.62673 -0.39513 0.706464 0.454743 0.559631 -0.26893 0.884164
40990 110826 AW539256 electron transferring flavoprotein, beta polypeptideEtfb 1.00461 0.684003 0.897883 0.751039 0.850926 0.924799 0.894831 0.732894 -0.67307 0.996893 -0.38661 0.961142 0.30969 -0.03125 -0.38661 0.916885
40991 218978 BG065898 DNA segment, Chr 14, ERATO Doi 436, expressedD14Ertd436e
40992 57746 NM_021308piwi like homolog 2 (Drosophila)Piwil2 0.90705 1.03216 1.134328 1.147442 1.106751 0.967027 1.01477 1.120708 0.827777 -0.30637 0.958151 0.978401 0.856789 -0.26893 -0.58479 0.922374
40993 69470 AA221739 RIKEN cDNA 2310003P10 gene2310003P10Rik0.917102 1.172885 1.027802 0.823034 0.865718 0.952211 0.993765 0.95513 -0.11198 0.129246 -0.65854 0.769038 0.470572 -0.39513 -0.64465 -0.49709
40994 0.995818 1.063253 0.980981 0.749329 1.033523 1.01812 0.797472 1.223704 -0.67383 -0.34278 -0.64776 0.834605 -0.67102 -0.6507 0.805914 0.566585
40995 0.870774 1.64046 1.278452 1.133601 1.195911 1.034263 1.152155 1.248401 -0.32471 0.996984 0.632112 -0.36932 0.508927 -0.6507 0.2638 0.059536
40996 66691 AK014474 RIKEN cDNA 4432404J10 gene4432404J10Rik 0.864769 0.995881 0.476419 1.124022 1.590262 -0.52472 0.119363 0.667934 -0.34278 0.929201 NA NA
40997 67331 NM_026094RIKEN cDNA 1700042F02 gene1700042F02Rik0.904889 0.990231 1.353759 1.338174 0.858069 0.658257 1.16385 1.587398 -0.66829 -0.63438 0.354204 -0.12202 -0.30637 -0.32471 -0.16194 0.446726
40998 76383 AK007734 RIKEN cDNA 1700012L04 gene1700012L04Rik 1.01028 0.940069 0.946794 1.309162 0.99376 0.916822 0.977157 0.994253 -0.66974 -0.66829 -0.37801 -0.40357 -0.67307 -0.55035 -0.67443 -0.63438
40999 18769 NM_011106protein kinase inhibitor, gammaPkig 0.897929 0.880687 0.999184 0.951021 0.789483 0.972427 1.003872 0.905427 0.371596 0.397221 -0.66668 -0.28777 0.974746 -0.51114 -0.67213 0.300618
41000 73866 AK015288 RIKEN cDNA 4930432H15 gene4930432H15Rik0.840945 0.911595 1.112832 1.003157 0.833821 0.85581 1.018903 1.172327 0.606778 -0.26893 -0.14203 -0.67443 0.501397 0.486125 -0.64776 0.508927
41001 1.069916 1.108977 0.954896 0.937432 0.945079 0.884212 0.962555 0.757133 0.079567 0.580275 -0.25943 0.039434 -0.10193 0.760146 -0.37801 0.999713
41002 20288 BC003814 macrophage scavenger receptor 1Msr1 1.102148 0.914773 1.026956 1.016109 1.225023 0.900133 1.077303 1.345888 0.039434 -0.22093 -0.60493 -0.6649 0.716839 0.029362 -0.20141 0.958151
41003 226849 BF169139 protein phosphatase 2, regulatory subunit B (B56), alpha isoformPpp2r5a 1.063747 1.036258 1.112255 1.123951 0.854812 0.903961 0.974418 1.115209 -0.02114 -0.44433 0.405635 0.516386 0.721922 -0.44433 -0.60493 0.388742
41004 52639 BG244620 DNA segment, Chr 11, ERATO Doi 498, expressedD11Ertd498e
41005 53324 NM_016789neuronal pentraxin 2 Nptx2
41006 AK017692 0.951508 1.120004 0.6749 0.85878 0.882845 1.129619 1.249507 -0.54413 -0.01103 0.902763 -0.07168 -0.24027 -0.25943 0.354204 NA
41007 232987 BI694775 cDNA sequence BC028440BC028440 0.828475 1.009162 0.931246 1.143759 1.428607 1.213623 0.621293
41008 54339 AJ305034 testis derived transcript 3, pseudogeneTes3-ps
41009 0.943049 0.985014 1.081305 0.599096 0.715153 0.864655 0.882056 0.940011 -0.45219 -0.67383 -0.38661 0.824278 0.817108 -0.21119 -0.21119 -0.60493
41010 0.977463 1.054311 1.124777 1.057242 0.994749 1.000757 1.118858 1.002306 -0.53779 -0.07168 0.805914 -0.02114 -0.66829 -0.67511 0.764625 -0.67383
41011 0.856497 0.997938 1.149551 1.078144 0.997288 1.112725 1.330985 1.190568 0.969 -0.67383 0.936996 0.380201 -0.67307 0.746316 0.999965 0.972006
41012 71226 AK017041 RIKEN cDNA 4933433G19 gene4933433G19Rik1.002538 1.290812 1.017155 0.985443 1.017212 0.934593 0.972512 1.143548 -0.65609 0.997073 -0.64776 -0.63063 -0.59515 0.235662 -0.47514 0.900587
41013 231042 AV322036 nucleoporin like 2 Nupl2 0.917547 0.847713 1.184694 0.862254 0.864622 1.305821 1.110175 -0.49709 0.362931 0.119363 -0.59515 -0.33378 -0.2971 -0.2971 NA
41014 0.934182 0.945734 0.943596 1.01215 0.88822 0.840346 1.02898 0.985511 0.079567 -0.11198 -0.08178 -0.64465 0.716839 0.958151 -0.50417 -0.63063
41015 0.544805 0.618193 0.805988 0.880772 0.93471 1.24149 0.999627 0.470572 0.769038 -0.17186 -0.6507 -0.57386 NA
41016 74320 AA789505 RIKEN cDNA 1110001N06 gene1110001N06Rik0.965654 0.945718 0.923435 0.951113 1.068138 0.829553 0.890218 1.395624 -0.64465 -0.42832 -0.22093 -0.47514 -0.25943 0.282313 0.148922 0.989581
41017 AK017692 0.995692 1.040872 1.100806 0.911061 0.959251 0.8345 0.890339 -0.58479 -0.55643 0.430489 -0.67307 -0.55035 -0.4676 -0.66668 NA
41018 17692 BE283223 male-specific lethal-3 homolog 1 (Drosophila)Msl31 1.020253 0.957536 1.127594 1.059236 1.068527 0.90074 0.992064 1.180463 -0.63063 -0.47514 0.345418 -0.34278 -0.24988 0.197509 -0.66829 0.58701
41019 23938 BG089925 mitogen activated protein kinase kinase 5Map2k5 0.942401 0.924376 0.940782 0.875897 1.089304 0.752657 0.97984 1.06054 -0.04137 0.273082 -0.01103 0.831219 0.371596 0.999502 -0.58479 -0.05148
41020 71929 BI558928 RIKEN cDNA 2310075C12 gene2310075C12Rik0.944608 0.850104 0.990165 0.897774 0.915929 0.885248 0.89108 1.087144 -0.37801 0.650349 -0.6649 0.168466 -0.21119 0.148922 0.245089 -0.09186
41021 67663 NM_026300RIKEN cDNA 4930549C01 gene4930549C01Rik0.898375 0.833184 0.924802 0.834497 0.916563 0.809746 0.98142 0.85774 0.336572 0.873793 -0.02114 0.868323 0.089552 0.893809 -0.62673 0.736762
41022 66510 AK018849 RIKEN cDNA 2500002L14 gene2500002L14Rik
41023 76400 BF011290 RIKEN cDNA 1700023A18 gene1700023A18Rik0.996532 0.996742 1.068949 1.056216 1.157585 0.969666 1.076094 1.135166 -0.67307 -0.67307 0.039434 -0.152 0.871082 -0.48257 0.148922 0.764625
41024 56739 BG072786 REC8-like 1 (yeast) Rec8L1
41025 75104 AW050069 monocyte to macrophage differentiation-associated 2Mmd2 0.95561 0.884946 0.971362 1.086612 0.674217 1.013741 0.782855 0.881788 -0.6752 -0.09186 -0.67102 -0.37801 0.805914 -0.43637 0.684872 -0.03125
41026 192191 BE992199 cDNA sequence BC019367BC019367
41027 19383 BC004851 hnRNP-associated with lethal yellowRaly 0.970954 1.017225 1.132975 0.84052 0.872325 1.171624 1.053602 1.043225 -0.53132 -0.62673 0.656282 0.914983 0.741572 0.862656 -0.25943 -0.38661
41028 80795 NM_019979RIKEN cDNA 1110001C03 gene1110001C03Rik0.988723 0.895699 0.982865 0.943071 0.920441 0.767177 1.037743 0.85314 -0.66083 0.282313 -0.64139 -0.42832 -0.03125 0.962096 -0.51799 0.701171
41029 BG070945 0.526973 0.38548 0.399375 1.538062 0.780405 1.733688 -0.58479 -0.5794 0.750992 -0.4676 -0.45219 0.168466 NA
41030 18642 NM_021514phosphofructokinase, musclePfkm 0.918427 0.969335 0.976411 0.928853 0.969031 1.081174 1.17962 0.923326 -0.01103 -0.59515 -0.62673 -0.26893 -0.56238 -0.32471 0.736762 -0.07168
41031 331102 BF449985 similar to 14-3-3 PROTEIN TAU (14-3-3 PROTEIN THETA)na 0.990023 0.937635 1.284014 0.984012 1.093787 0.745068 1.100157 0.886362 -0.62268 -0.53779 0.523773 -0.67307 -0.54413 0.721922 -0.55643 -0.44433
41032 1.009761 1.021346 0.978418 0.991532 1.091233 1.139718 1.016907 1.120106 -0.61411 -0.58479 -0.5794 -0.66083 0.345418 0.786052 -0.61847 0.650349
41033 73373 AU021728 RIKEN cDNA 1700048E23 gene1700048E23Rik 1.15133 0.973034 1.113057 1.100711 1.185905 0.966822 1.451901 1.010267 0.282313 -0.62268 -0.03125 0.009184 0.207111 -0.49709 0.992346 -0.48988
41034 19210 NM_008959phosphatidylserine synthase 1Ptdss1
41035 54161 NM_017477coatomer protein complex, subunit gammaCopg
41036 69581 AK009513 ras homolog gene family, member UArhu
41037 68031 NM_026518RIKEN cDNA 2610509H23 gene2610509H23Rik0.892319 0.994198 1.269552 0.993497 1.533507 0.79818 1.437488 1.146808 -0.09186 -0.6649 0.820722 -0.64776 0.939896 0.397221 0.922374 -0.11198
41038 75646 AI482292 retinoic acid induced 14 Rai14 0.958745 1.247142 1.020163 0.855508 0.957259 0.67739 1.003121 1.0297 -0.5794 0.613221 -0.62673 -0.01103 -0.5794 0.750992 -0.67486 -0.62673
41039 0.966319 1.045461 0.765787 1.243342 1.1116 1.45393 -0.66083 -0.63796 -0.22093 0.089552 -0.4676 -0.07168 NA
41040 207615 BF160253 RIKEN cDNA 3110035P10 gene3110035P10Rik0.882689 0.737889 0.713429 0.632673 0.678659 0.693295 0.971615 0.983217 0.405635 0.986286 0.99408 0.999978 0.998829 0.995823 -0.53779 -0.64465
41041 56786 BC002208 RIKEN cDNA 2310004K06 gene2310004K06Rik0.987056 1.048507 0.797188 1.098149 0.841419 0.881183 0.92706 1.074314 -0.64776 -0.6507 0.600262 -0.50417 0.109452 -0.33378 -0.34278 -0.45995
41042 71704 AK004600 Rho guanine nucleotide exchange factor (GEF) 3Arhgef3 1.082823 1.012871 1.019181 1.048656 0.957493 0.959421 1.11461 1.047396 0.606778 -0.60959 -0.53779 0.069561 -0.08178 -0.2971 0.879072 -0.01103
41043 AI835528 0.975275 1.208808 1.607237 1.652328 0.459991 0.948003 1.715799 1.944654 -0.2971 0.235662 0.798153 -0.48257 0.413985 -0.36055 -0.40357 0.906994
41044 18207 NM_008743nth (endonuclease III)-like 1 (E.coli)Nthl1 0.965272 0.992461 0.877923 1.038453 0.87716 0.915175 0.958955 0.977183 -0.40357 -0.66083 0.827777 -0.34278 0.746316 0.430489 -0.41191 -0.6507
41045 75453 NM_029292RIKEN cDNA 1700008F21 gene1700008F21Rik0.830225 0.811325 0.9034 0.733647 0.577406 0.676439 0.464943 0.470572 0.019278 -0.40357 0.679298 0.987364 0.638264 0.99373 NA
41046 244653 AV278035 hydrocephalus inducing Hydin 0.943155 1.084728 1.118453 0.924177 1.116158 1.238426 0.579871 1.064159 -0.39513 -0.37801 -0.11198 -0.64776 -0.17186 0.690376 0.999929 -0.48988
41047 71203 AK017060 RIKEN cDNA 4933434M16 gene4933434M16Rik0.983845 0.764193 0.836309 0.939234 0.806059 0.838716 1.310597 1.034431 -0.6507 0.706464 0.478383 -0.50417 0.684872 -0.08178 0.873793 -0.60493
41048 68292 BF687489 RIKEN cDNA 1300006C19 gene1300006C19Rik0.881982 0.87559 1.192457 0.894611 0.848648 0.972735 1.036291 0.771835 -0.01103 -0.56238 -0.34278 -0.01103 0.318707 -0.65348 -0.62268 0.42227
41049 1.093542 1.021667 0.943307 0.950426 1.180546 0.910303 1.188675 0.698923 0.009184 -0.6507 -0.49709 -0.67102 -0.23062 -0.66829 0.129246 0.580275
41050 0.979217 1.032109 1.028324 0.997554 0.967537 1.235805 1.331086 1.279021 -0.60011 -0.51114 -0.54413 -0.67443 -0.51799 0.976639 0.9989 0.993908
41051 75560 AI597289 E1A binding protein p400 Ep400 0.98257 1.181049 1.173045 0.833142 0.918457 0.950115 0.983873 0.98859 -0.64776 0.632112 0.58701 0.726937 -0.12202 -0.44433 -0.6507 -0.66294
41052 76612 BI688063 RIKEN cDNA 1700071K18 gene1700071K18Rik0.995499 1.091058 0.907018 1.014865 0.975956 1.04226 1.194268 1.268696 -0.67307 -0.03125 0.089552 -0.6507 -0.61411 -0.49709 0.764625 0.932415
41053 0.571385 0.886416 1.060273 1.066944 0.618824 1.433281 1.047617 -0.21119 -0.67213 -0.65854 -0.67443 -0.36055 -0.59515 -0.59515 NA
41054 241589 BG064242 RIKEN cDNA D430041D05 geneD430041D05Rik1.068015 1.003027 1.054643 0.987289 1.00525 1.052829 0.908395 1.0647 0.405635 -0.67102 0.148922 -0.60959 -0.6649 0.109452 0.805914 0.345418
41055 56057 C85543 B-cell translocation gene 4 Btg4 1.022356 1.116662 1.278597 0.970094 1.085542 0.877658 0.822988 0.982755 -0.56238 -0.53132 0.291492 -0.65348 -0.08178 -0.42016 0.029362 -0.66668
41056 BC003779
41057 66353 AI036909 RIKEN cDNA 2310007A19 gene2310007A19Rik0.927047 0.781494 1.195994 0.888757 0.863064 -0.55643 -0.60493 -0.51799 0.089552 -0.4676 NA NA
41058 75732 AK017032 RIKEN cDNA 4933433C09 gene4933433C09Rik0.955906 0.765771 1.375062 0.923925 1.02227 0.556796 0.781859 -0.63438 0.486125 -0.1916 -0.66974 -0.4676 0.790147 -0.36932 NA
41059
41060 AW122037 0.799341 1.143467 0.480466 0.407104 0.887678 1.121469 1.141088 -0.05148 -0.28777 0.998303 0.978401 -0.60011 -0.14203 -0.01103 NA
41061 96875 C77892 expressed sequence C77892C77892
41062 18631 BI408535 peroxisomal biogenesis factor 11aPex11a 0.930702 0.983846 1.061083 1.053375 0.985697 0.969211 1.059107 1.050745 0.30969 -0.60011 0.089552 -0.05148 -0.61411 -0.41191 0.049493 -0.09186
41063 AA260873 0.993782 1.393963 1.140844 0.997695 0.902835 0.881304 0.760423 0.866469 -0.66974 0.999292 0.291492 -0.67443 -0.05148 -0.57386 0.976023 0.413985
41064 68533 AK003245 M phase phosphoprotein 6 Mphosph6 1.096007 0.842256 0.939685 1.091737 0.825531 0.759514 1.243381 1.144756 -0.21119 0.354204 -0.45995 -0.31557 0.470572 0.896111 0.716839 0.168466
41065 66514 AW060375 RIKEN cDNA 2410004D18 gene2410004D18Rik0.897603 1.032504 0.962272 0.798198 0.76606 0.809877 0.900463 0.949589 0.493796 -0.50417 -0.43637 0.987014 0.997628 0.97724 0.462692 -0.26893
41066 1.08605 1.003678 0.770836 0.95689 0.978441 0.794824 0.947534 1.037585 -0.22093 -0.67443 0.89837 -0.60011 -0.67511 0.187867 -0.4676 -0.48257
41067 19727 BG915413 regulatory factor X-associated ankyrin-containing proteinRfxank 1.096246 1.215928 0.864954 1.080631 1.32739 1.467446 0.009184 0.109452 -0.09186 -0.3517 0.871082 0.388742 NA
41068 AK008690 0.971461 1.099842 1.102013 1.049872 1.097305 0.87697 1.037565 1.08509 -0.51114 0.446726 0.470572 -0.24988 0.42227 0.790147 -0.41191 0.2638
41069 213988 BG093336 RIKEN cDNA D230019K20 geneD230019K20Rik0.926592 1.108786 1.036079 1.050416 1.018456 0.981459 1.153633 1.323724 0.019278 0.371596 -0.48988 -0.33378 -0.62268 -0.62268 0.731883 0.997325
41070 72201 AK011203 RIKEN cDNA 2600013N14 gene2600013N14Rik0.940067 1.18387 1.005043 0.986765 0.8923 0.942683 1.279292 1.025934 -0.152 0.684872 -0.65854 -0.67213 -0.10193 -0.55643 0.988039 -0.56238
41071 225655 BE995980 hypothetical protein MGC28728MGC28728 1.163584 0.832733 -0.51799 0.906994 NA NA NA NA NA
41072 0.91567 1.22662 1.544582 1.243667 1.180057 1.452389 1.38396 1.29983 -0.42016 0.380201 0.969 0.388742 0.187867 0.879072 0.884164 0.711686
41073 68874 AI987794 RIKEN cDNA 1190002J23 gene1190002J23Rik 0.780633 0.71044 1.460875 0.70888 1.054944 1.512991 -0.53132 0.109452 0.936996 -0.67511 -0.63438 -0.64139 NA
41074 20944 NM_009301seminal vesicle secretion 5 Svs5 1.044562 0.940192 0.842961 1.040011 0.858838 0.930045 1.023804 0.864938 -0.13203 0.226189 0.992346 -0.22093 0.97896 0.42227 -0.49709 0.969777
41075 76860 AK016577 RIKEN cDNA 4933424A20 gene4933424A20Rik0.991547 1.019961 0.980573 0.993176 0.865631 0.88373 0.956491 1.05619 -0.65609 -0.57386 -0.57386 -0.66294 0.930824 0.844434 -0.21119 -0.03125
41076
41077 332024 BE853472 similar to 5730591C18Rik proteinna 0.924321 1.02264 0.931636 1.086705 1.033366 0.96881 1.212575 1.207513 0.235662 -0.56819 0.119363 0.300618 -0.53779 -0.47514 0.979507 0.975392
41078 1.060752 0.907068 0.948188 0.891766 0.786008 0.87495 0.920651 0.935908 -0.10193 0.318707 -0.1916 0.638264 0.996501 0.786052 0.254468 0.009184
41079 0.963131 0.929317 0.713364 0.832212 0.865996 0.9214 0.956488 0.927497 -0.38661 0.187867 0.999991 0.976023 0.884164 0.318707 -0.27838 0.216672
41080 11769 BF580116 adaptor protein complex AP-1, sigma 1Ap1s1 1.144647 1.581024 1.938575 1.940949 1.680942 1.648597 1.4689 1.44751 0.831219 1 1 1 1 1 0.999999 0.999998
41081 19264 M14343 protein tyrosine phosphatase, receptor type, CPtprc 1.026266 0.880338 0.894327 1.03356 0.821368 0.998783 1.017067 0.976686 -0.59515 0.470572 0.30969 -0.55035 0.884164 -0.67511 -0.64139 -0.60959
41082 17771 BG076362 metallothionein-like 5, testis-specific (tesmin)Mtl5 0.993612 1.02793 0.987798 0.932277 0.878923 0.83147 0.764316 0.886793 -0.64776 -0.24027 -0.57386 0.750992 0.995699 0.999972 1 0.991187
41083 78174 AK019665 RIKEN cDNA 4930503B16 gene4930503B16Rik0.998105 0.946931 0.860337 1.047512 0.948946 0.852154 1.121556 0.897312 -0.67486 -0.58479 0.2638 -0.54413 -0.4676 0.336572 0.1391 -0.08178
41084 67887 AI155777 RIKEN cDNA 1810045K07 gene1810045K07Rik0.850248 1.074 1.03618 0.98331 1.039774 1.110226 0.843716 1.188948 0.30969 -0.51799 -0.59515 -1.30291 -1.06205 -1.11876 -0.47421 -0.37224
41085 56367 AW475928 short coiled-coil protein Scoc 1.047517 0.936881 1.045023 0.985054 1.046131 0.871179 0.905203 0.883483 -0.91247 -0.5326 -0.96421 -1.41404 -1.16133 0.105201 -0.15855 0.258122
41086 69922 BE984366 vaccinia related kinase 2 Vrk2
41087 0.788255 0.774376 0.977577 0.851504 0.627981 0.659359 0.857672 0.885076 0.954096 0.955245 -1.4085 -0.18645 0.904678 0.931722 0.23567 -0.20048
41088 15937 X67644 immediate early response 3 Ier3 0.80011 0.534428 1.160032 0.952305 0.832869 1.166266 0.981775 0.91504 -0.67749 0.560842 -0.7203 -1.41059 -0.51801 -1.01414 -1.40617 -0.7203
41089
41090 24064 AF176905 sprouty homolog 2 (Drosophila)Spry2 0.996735 1.165868 1.02596 1.128657 1.035275 0.944446 1.004016 0.996198 -1.4165 0.591203 -1.28017 0.323037 -1.21075 -0.95144 -1.41539 -1.41539
41091 1.106306 0.794593 1.353921 0.622258 2.224897 1.130553
41092 76055 BB307693 meningioma expressed antigen 5 (hyaluronidase)Mgea5 0.745303 0.884785 1.32416 0.678553 1.344316 -1.4165 -1.33657 -1.41059 -1.41059 -0.98942 NA NA
41093 1.098107 0.928977 0.867774 0.800299 1 1 1 1 NA NA NA
41094 BG064106
41095 26912 BI714046 glycine C-acetyltransferase (2-amino-3-ketobutyrate-coenzyme A ligase)Gcat 0.897804 0.94208 0.898686 0.917113 0.522388 0.68792 1.005194 0.937897 -1.14037 -1.3485 -0.66313 -1.21075 0.97267 -0.4013 -1.15093 -1.09652
41096 0.786908 1.129084 1.063954 0.928871 0.86098 0.62139 0.796626 0.95335 -0.10347 -1.14037 -1.15093 -1.33027 -0.50341 0.48654 -1.28017 -1.34265
41097 75624 BF011324 methionyl aminopeptidase 1 Metap1 1.12551 1.055939 1.159579 0.868789 1.007992 0.769374 1.129959 0.936924 0.02936 -1.12964 0.212817 0.312476 -1.41059 0.730658 0.080268 -0.95144
41098 16624 X03994 kallikrein 8 Klk8 0.937522 1.006183 1.022025 1.007428 0.783361 0.818967 1.122299 1.166081 -0.5326 -1.36471 -1.20122 -1.4036 0.993021 0.950487 0.422901 0.79752
41099 67873 AK015911 RIKEN cDNA 2410018C20 gene2410018C20Rik1.005231 0.828284 1.039412 1.001641 0.99841 0.802913 0.978346 1.01191 -1.41539 0.269197 -1.31007 -1.41835 -1.41835 0.364243 -1.36965 -1.4085
41100 218333 BE951847 cDNA sequence BC018507BC018507 1.21541 0.979037 0.637557 2.124879 0.666153 1.666753 0.956821 -1.28017 -1.20122 0.942493 0.576224 0.619965 0.880008 -1.17156 NA
41101 14776 BI348734 glutathione peroxidase 2 Gpx2 1.169996 1.643718 1.244328 1.442225 1.165229 0.770053 1.010527 0.165936 0.246946 0.560842 0.653725 -0.70608 -1.34265 -1.41404 NA
41102 AF087797 1.020052 0.844828 0.939539 0.754213 0.808787 0.656117 0.805037 0.693351 -1.31702 0.871606 -0.57631 0.998684 0.973386 0.999999 0.977936 0.999978
41103 BE331851 1.010432 0.908759 0.855189 0.816331 0.87 0.931269 1.100032 0.998331 -1.36471 0.605781 0.964474 0.998361 0.939582 0.105201 0.598542 -1.41736
41104 67223 AK013217 RIKEN cDNA 2810430M08 gene2810430M08Rik1.003174 0.825305 0.845142 0.909156 0.839696 0.744742 0.978624 1.264767 -1.41539 0.931722 0.829126 0.042214 0.85962 0.99397 -1.23822 0.980733
41105 1.047017 0.976176 0.987075 0.921737 0.852708 0.821834 0.805165 0.934506 -0.45961 -1.09652 -1.32375 0.495211 0.990415 0.999182 0.999812 0.18957
41106 1.038646 1.01193 1.036262 1.220182 1.204654 1.245103 1.212839 1.224811 -0.95144 -1.36965 -1.00184 0.98763 0.977333 0.995514 0.983656 0.989852
41107 BE634585 0.825798 0.890254 1.333777 1.238856 0.901354 0.984062 2.111061 1.060195 -0.17247 -0.84558 0.520599 0.016424 -0.95144 -1.40617 0.999778 -1.25559
41108 56517 NM_019723solute carrier family 22 (organic cation transporter), member 9Slc22a9
41109 65962 NM_023055solute carrier family 9 (sodium/hydrogen exchanger), isoform 3 regulator 2Slc9a3r2 1.167543 1.218318 1.133347 1.096993 0.954243 0.93651 0.949327 0.922446 0.801718 0.958538 0.364243 0.06767 -0.88599 -0.67749 -0.77664 -0.17247
41110 217294 BC006965 cDNA sequence BC006965BC006965 1.001602 0.908042 0.903822 0.803276 0.839722 0.798036 0.791031 0.822227 -1.41736 0.583764 0.647165 0.996252 0.988633 0.999444 0.999691 0.996576
41111 353190 BE988771 expressed sequence AA517853AA517853 1.0236 1.013323 0.955534 0.926894 0.847452 0.908794 0.961383 0.950296 -0.92556 -1.247 -0.00969 0.770759 0.999841 0.936541 -0.2571 0.177801
41112 67300 BF160619 clathrin, heavy polypeptide (Hc)Cltc 1.014775 1.04281 1.200027 1.111374 1.064804 0.964483 1.111791 1.324676 -1.34265 -0.87261 0.973386 0.51224 -0.35774 -0.98942 0.520599 0.999841
41113 71208 AK017137 RIKEN cDNA 4933440M02 gene4933440M02Rik1.052665 1.04996 1.158257 1.04228 1.07533 1.085848 1.278403 1.122707 -0.57631 -0.64874 0.911157 -0.83195 0.153976 0.18957 0.999426 0.70286
41114 50540 NM_015777immunoglobulin (CD79A) binding protein 1bIgbp1b 1.160943 1.114924 1.12658 0.835597 0.92474 1.662033 1.399917 0.685121 -0.80444 -0.2571 0.714241 -0.61985 0.979097 0.730658 NA
41115 94183 AI480678 0.977729 1.037275 1.157893 0.983773 1.003219 0.871767 0.937898 1.074817 -1.32375 -1.18162 0.269197 -1.41539 -1.41736 0.177801 -0.76264 -0.89928
41116 0.857637 1.125864 0.629509 0.696118 1.036666 0.8886 -1.4085 -0.95144 -0.61985 -1.22925 -0.66313 -1.01414 NA
41117 0.926315 1.021152 0.956019 0.918507 0.76467 0.799391 0.777589 1.126912 -1.11876 -1.41539 -1.07368 -1.31702 0.354098 -1.06205 0.30181 -1.16133
41118 22688 BI218178 zinc finger protein 26 Zfp26 1.018433 1.183237 0.953437 1.076076 1.013386 1.063827 0.852322 1.039633 -1.31007 0.054985 -1.27217 -1.19151 -1.32375 -1.11876 -0.51801 -1.41736
41119 53619 AK018127 bladder cancer associated protein homolog (human)Blcap 0.754858 0.890093 1.011578 0.972424 0.753656 0.797032 1.04444 0.976699 0.999367 0.520599 -1.37885 -1.20122 0.999426 0.991696 -0.91247 -1.25559
41120 60315 AF289484 RIKEN cDNA 0610023A07 gene0610023A07Rik1.006524 0.995559 0.916233 0.787687 0.919383 0.838099 0.823405 0.777721 -1.39772 -1.4085 0.413388 0.999701 0.343849 0.988307 0.995646 0.999711
41121 71702 AK004547 cell division cycle 5-like (S. pombe)Cdc5l 0.972873 1.00272 0.939033 1.206058 0.97786 0.814324 0.781441 1.077884 -1.4036 -1.36471 -0.93855 0.269197 -1.41798 -1.27217 0.730658 -1.15093
41122 76884 AW495521 cytoplasmic FMR1 interacting protein 2Cyfip2 0.9774 0.908773 1.063929 1.043503 0.929708 0.948449 0.916735 0.987194 -1.37437 -0.44502 -0.95144 -1.247 -0.83195 -1.05027 -0.48881 -1.39442
41123 AV139733 0.877544 0.874858 0.843081 0.831934 0.716423 1.018566 0.903731 1.050051 -0.31441 -0.17247 -0.5326 0.016424 0.685121 -1.11876 -0.5326 -1.35413
41124 320150 BE986833 RIKEN cDNA D130071N24 geneD130071N24Rik0.978389 1.028797 0.985851 0.966034 0.877631 0.791636 1.04904 1.116041 -1.28017 -1.19151 -1.35953 -1.09652 0.666562 0.993021 -0.83195 0.413388
41125 BF658544 expressed sequence C77647C77647 0.999604 0.952831 0.949941 0.923361 0.810294 0.890904 0.981752 0.954566 -1.41835 -0.54718 -0.45961 0.269197 0.99846 0.793248 -1.26398 -0.60536
41126 0.980521 1.123008 0.829074 0.985905 1.020396 0.824131 1.05123 1.042203 -1.41798 0.092779 0.928331 -1.4085 -0.57631 -0.22869 -0.56175 -0.7203
41127 71927 BC003977 DNA segment, Chr 8, Wayne State University 49, expressedD8Wsu49e 1.038432 1.207402 0.906944 1.022204 0.826695 1.075501 1.113223 1.370806 -1.10771 0.784481 -0.10347 -1.31007 0.793248 -0.92556 -0.21456 0.984535
41128 1.03656 1.035873 1.050799 0.99514 0.962514 1.031578 1.081083 1.036977 -0.63431 -0.66313 -0.15855 -1.40078 -0.56175 -0.80444 0.591203 -0.61985
41129 1.051317 1.134171 1.479376 1.173202 1.200388 1.160464 1.192724 1.20067 -1.10771 -0.02287 0.996252 0.384217 0.48654 0.269197 0.537005 0.591203
41130 76658 NM_029693RIKEN cDNA 1700123K08 gene1700123K08Rik0.874039 0.671494 1.761919 1.837655 0.855973 0.544932 -1.19151 -0.03612 0.224293 -0.13088 -1.22925 0.647165 NA
41131 74096 AK002854 RIKEN cDNA 0610039P13 gene0610039P13Rik0.957441 0.943426 0.896128 0.918568 1.143638 0.911838 0.999839 0.928364 -1.14037 -0.93855 -0.11714 -0.51801 0.129773 -0.48881 -1.41847 -0.6918
41132 0.913466 1.083229 0.883581 0.534468 1.282428 1.104742 -1.40078 -1.35413 -1.19151 0.528853 -0.85914 -1.41835 NA
41133 30795 NM_013902FK506 binding protein 3 Fkbp3 0.985786 1.186562 0.999105 1.206322 0.900902 0.907586 0.991528 0.975878 -1.41244 0.697037 -1.41835 0.62691 -0.61985 -0.7203 -1.41835 -1.3485
41134 211329 BI156647 RIKEN cDNA 9030406N13 gene9030406N13Rik1.208133 0.873544 0.981872 0.99486 0.895857 0.524069 0.95422 1.038991 0.895398 0.495211 -1.37437 -0.93855 -1.37437 0.821641 -1.32375 -1.35413
41135 74383 AK016538 RIKEN cDNA 4932431F02 gene4932431F02Rik0.931864 0.913515 0.960862 0.890314 0.839175 0.853051 0.970476 0.864925 -0.48881 -0.10347 -1.07368 0.333495 0.856479 0.770759 -1.22009 0.666562
41136 67733 NM_026348RIKEN cDNA 4930471O16 gene4930471O16Rik0.972543 0.947804 0.876606 0.995721 0.882925 0.845338 1.224256 1.149219 -1.21075 -0.74859 0.647165 -1.41404 0.568584 0.885342 0.967989 0.714241
41137 0.944849 1.080434 1.108915 1.084445 1.19619 1.001838 1.367578 0.992291 -1.06205 -1.247 -0.61985 -0.88599 0.48654 -1.41835 0.946624 -1.41244
41138 22619 NM_011734yolk sac gene 2 Ysg2
41139 56524 AI839890 membrane protein, palmitoylated 6 (MAGUK p55 subfamily member 6)Mpp6 0.995119 0.89008 0.953477 0.876161 0.883009 0.941853 0.976892 0.935399 -1.41059 0.660191 -0.7203 0.801718 0.73596 -0.41586 -1.22925 -0.24287
41140 22718 NM_009560zinc finger protein 60 Zfp60 1.000613 0.987331 0.962273 1.001092 0.827558 1.030556 0.926776 1.050002 -1.41835 -1.35953 -0.92556 -1.41798 0.984102 -1.09652 0.003406 -0.67749
41141 22186 AW554354 ubiquitin A-52 residue ribosomal protein fusion product 1Uba52 0.823218 1.043396 0.849865 1.611956 -1.02632 -1.33657 -0.88599 -1.01414 NA NA NA
41142 217705 BG242170 RIKEN cDNA 9830169C18 gene9830169C18Rik
41143 0.660394 0.971951 1.072998 1.28884 2.323301 0.34714 1.297458 0.880008 -0.22869 -1.28017 0.999778 0.999998 1 -0.13088 NA
41144 NM_026438 0.935131 0.994615 0.649975 0.750596 0.770482 0.827733 0.718748 1.052293 -0.89928 -1.37885 0.997315 0.685121 0.016424 -0.08986 0.959586 -1.33657
41145 104444 AK007731 small fragment nuclease Smfn 1.047491 1.012716 0.949206 1.02075 0.884099 0.834111 0.906001 1.067797 -0.85914 -1.36965 -0.73447 -1.29553 0.605781 0.945278 0.258122 -0.43043
41146 69082 AI037038 RIKEN cDNA 1810012H02 gene1810012H02Rik0.732485 0.837424 1.075752 0.746716 0.876388 0.832057 1.076893 1.439445 0.70286 -0.74859 -1.10771 -0.92556 -1.31702 -1.26398 -1.32375 0.468884
41147 15377 AK019022 forkhead box A3 Foxa3 0.960328 0.905372 0.769805 0.928372 0.868189 0.845225 0.88429 0.978758 -1.22925 -0.63431 0.817796 -0.93855 -0.4013 -0.13088 -0.32882 -1.35953
41148 229706 AV340147 RIKEN cDNA D130012J15 geneD130012J15Rik
41149 AK012951
41150 0.879751 1.022292 0.915355 0.977109 1.10107 0.928105 0.833327 0.851893 0.384217 -1.34265 -0.37224 -1.41244 -1.03836 -1.03836 0.714241 0.48654
41151 78656 AI467557 bromodomain containing 8 Brd8 1.027669 1.160149 1.147339 1.090292 0.965523 1.054388 1.029325 0.912259 -1.22925 0.770759 0.685121 -0.06285 -1.10771 -0.91247 -1.20122 0.042214
41152 0.971411 0.84676 0.932208 1.00797 0.821114 0.901912 0.961645 0.891222 -0.79057 0.999426 0.560842 -1.36471 0.999963 0.930045 -0.4013 0.968817
41153 0.994747 0.940893 0.965711 0.999102 0.899663 0.891663 0.910652 1.023275 -1.4085 -0.5326 -1.03836 -1.41798 0.468884 0.364243 0.153976 -1.247
41154 98193 AW045687 DNA segment, Chr 1, University of California at Los Angeles 4D1Ucla4 0.989986 1.139722 0.94866 1.057763 0.987501 0.945623 1.012844 0.843203 -1.39772 0.092779 -0.98942 -0.97687 -1.39772 -0.97687 -1.38711 0.40377
41155 67832 AI481842 RIKEN cDNA 1110064N10 gene1110064N10Rik0.940607 1.023941 1.041007 0.824158 0.798811 0.707093 0.96915 1.092969 -0.73447 -1.30291 -1.09652 0.895398 0.962587 0.999691 -1.21075 -0.20048
41156 66870 AK010860 RIKEN cDNA 1200009K13 gene1200009K13Rik0.993993 1.068972 0.909419 0.938576 0.871523 0.831068 0.895297 0.820201 -1.40617 -0.28568 0.312476 -0.37224 0.813882 0.832769 0.552999 0.984958
41157 66970 BG081404 single-stranded DNA binding protein 2Ssbp2 1.139062 0.981828 0.924625 0.858323 1.21007 0.990075 0.906364 1.119826 0.23567 -1.36471 -0.51801 -0.02287 0.761221 -1.41059 -0.24287 0.016424
41158 72560 BG066563 N-acetylated alpha-linked acidic dipeptidase 2Naalad2 1.025996 0.971726 1.04061 0.967134 0.815341 0.503877 1.056275 0.827443 -1.31702 -1.28795 -1.18162 -1.247 0.821641 1 -0.98942 0.746311
41159 64383 BF465679 sirtuin 2 (silent mating type information regulation 2, homolog) 2 (S. cerevisiae)Sirt2 0.981047 1.226839 0.699675 0.546346 1.052529 1.399325 1.132391 -1.38711 -1.12964 0.129773 0.832769 -1.41059 0.384217 -1.22009 NA
41160 67652 BF319399 RIKEN cDNA 4930540L03 gene4930540L03Rik
41161 0.997007 0.862993 1.006549 0.798096 0.819285 0.677966 0.76654 0.650842 -1.4165 0.092779 -1.4085 0.96161 0.909041 0.997146 0.975432 0.999992
41162 17250 BB398773 ATP-binding cassette, sub-family C (CFTR/MRP), member 1Abcc1 0.984543 1.004416 1.099026 1.043917 0.950094 0.950671 1.169938 1.095037 -1.27217 -1.40617 0.73596 -0.50341 -0.22869 -0.2571 0.992162 0.691124
41163 66391 AW048280 RIKEN cDNA 2310061J03 gene2310061J03Rik
41164 0.978773 1.161838 1.065367 1.023817 0.993195 0.904861 1.074161 1.082328 -1.34265 0.201243 -1.09652 -1.37437 -1.4036 -1.16133 -0.43043 -0.96421
41165 30956 BC005420 aminoadipate-semialdehyde synthaseAass 0.99718 1.108691 1.084273 1.097361 0.951934 1.010693 1.014236 0.967417 -1.41736 -0.34327 -0.66313 -0.20048 -1.10771 -1.35413 -1.3831 -1.33027
41166 1.030559 0.896349 1.808522 0.564198 0.210506 0.615308 -0.54718 -0.7203 0.984958 -0.61985 0.999624 0.928331 NA
41167 76287 NM_029565RIKEN cDNA 1110001M20 gene1110001M20Rik0.964591 0.841097 0.898492 0.946723 0.894573 0.88086 0.952596 0.991754 -1.12964 0.836346 0.212817 -0.80444 0.269197 0.48654 -1.09652 -1.36471
41168 268420 BF454937 expressed sequence AW050020AW050020 0.890256 0.971408 0.913324 0.962184 0.873907 0.881807 0.840149 0.993959 -0.06285 -1.35953 -0.45961 -1.25559 -0.06285 -0.17247 0.605781 -1.41835
41169 67944 AK006327 RIKEN cDNA 1700025D03 gene1700025D03Rik0.915256 0.951102 1.041427 0.990671 0.977436 0.777569 1.030967 1.032428 -0.81823 -1.15093 -1.41847 -1.28017 -0.81823 0.092779 -1.26398 -1.31007
41170 74071 AK016641 RIKEN cDNA 4933403M22 gene4933403M22Rik1.077474 1.05718 0.981917 1.117423 1.08885 1.083712 1.200571 1.234632 -0.04945 -0.51801 -1.30291 0.598542 0.177801 0.06767 0.976082 0.993791
41171 0.873317 0.936684 0.911522 0.883233 0.744075 0.891664 0.88913 1.031619 0.560842 -0.60536 0.129773 0.545053 0.998201 -0.13088 0.333495 -1.20122
41172 23877 BC006633 Flt3 interacting zinc finger protein 1Fiz1 1.036132 0.978283 0.961484 0.854861 0.890192 0.727488 0.859179 0.770817 -1.02632 -1.25559 -0.93855 0.909041 0.619965 0.999973 0.887932 0.999303
41173 0.910406 1.385021 0.810052 1.155201 1.183052 0.96233 1.160338 1.688657 -1.02632 0.384217 0.080268 -1.11876 -1.01414 -1.36965 -0.79057 0.153976
41174 76184 AA985977 ATP-binding cassette, sub-family A (ABC1), member 6Abca6
41175 67480 R75228 RIKEN cDNA 1300013D05 gene1300013D05Rik1.029713 1.286697 0.99093 0.89448 0.709981 0.827096 0.966585 1.032472 -1.33657 0.793248 -1.41059 -0.47421 0.958538 0.413388 -1.31007 -1.31702
41176 245688 BC003785 retinoblastoma binding protein 7Rbbp7 1.108807 0.862289 0.969243 0.842969 0.833695 0.814308 1.168643 0.869476 0.003406 -1.40078 -1.29553 0.003406 0.06767 -0.2571 0.30181 -0.38676
41177 21453 BG975838 Treacher Collins Franceschetti syndrome 1, homologTcof1 1.005538 1.145414 1.102932 0.887486 1.110799 0.879305 1.043547 0.953263 -1.41059 0.633758 0.092779 0.432308 -0.03612 0.343849 -1.09652 -1.02632
41178 74098 BG797219 RIKEN cDNA 0610037L13 gene0610037L13Rik 1.03676 0.968344 1.172238 1.096083 0.881472 1.020822 1.06121 1.185193 -0.93855 -1.02632 0.95292 0.394046 0.813882 -1.247 -0.34327 0.971936
41179 226971 BI665772 pleckstrin homology domain containing, family B (evectins) member 2Plekhb2 1.01838 1.16162 0.908875 0.723161 0.73388 0.922749 0.841337 0.851945 -1.29553 0.917246 0.422901 0.999994 0.999986 0.129773 0.970414 0.946624
41180 57266 NM_019568chemokine (C-X-C motif) ligand 14Cxcl14 0.960125 0.974742 0.882707 0.817607 0.865594 0.882721 1.124648 1.069041 -0.70608 -1.10771 0.89047 0.99846 0.957466 0.89047 0.846693 0.042214
41181 14086 W20880 fascin homolog 1, actin bundling protein (Strongylocentrotus) purpuratus)Fscn1 1.01601 0.980547 1.030706 1.054038 0.953648 1.115206 1.085225 0.989966 -1.23822 -1.15093 -0.83195 -0.04945 -0.22869 0.919192 0.660191 -1.34265
41182 12739 NM_009902claudin 3 Cldn3 0.977828 0.994313 0.957889 0.983702 0.883994 0.985075 1.037943 0.902592 -1.29553 -1.41059 -0.83195 -1.3485 0.495211 -1.35953 -0.93855 -0.56175
41183 AK011549 0.967484 0.93277 0.952895 0.920744 0.931865 0.941276 0.998188 1.043962 -0.64874 0.537005 -0.07632 0.756332 0.552999 0.312476 -1.41539 -0.27137
41184 70556 BF020450 RIKEN cDNA 5730438N18 gene5730438N18Rik1.019686 1.158576 1.153159 1.040097 1.038637 1.035991 1.044565 1.0429 -1.19151 0.984535 0.979097 -0.63431 -0.67749 -0.81823 -0.48881 -0.54718
41185 102327 BG073986 expressed sequence AW539964AW539964 0.903543 1.132532 1.104022 0.949703 0.825662 0.892445 0.988614 0.966568 -0.03612 0.312476 -0.08986 -1.37437 0.865727 -1.28017 -1.31702 -1.41798
41186 11657 AI326387 albumin 1 Alb1 0.986417 1.065936 1.027647 1.044691 0.939573 1.007455 0.901997 0.989449 -1.35953 -0.41586 -1.39442 -0.88599 -0.45961 -1.40078 -0.06285 -1.4036
41187 330361 AA881394 expressed sequence AW146020AW146020 0.984021 0.957783 0.922692 0.847086 0.8294 0.881785 0.877845 0.784603 -1.28017 -0.59084 0.422901 0.991205 0.997624 0.917246 0.933363 0.99995
41188 170458 BI247038 glycoprotein hormone alpha 2Gpha2 1.014306 1.011248 0.922678 1.027043 1.026513 1.249425 0.777315 1.011916 -1.37437 -1.41835 -0.81823 -1.3831 -1.41059 0.141921 0.913229 -1.4085
41189 69654 AU051534 RIKEN cDNA 2310042E05 gene2310042E05Rik1.129596 0.925829 1.069147 0.862265 0.912291 0.859221 0.834702 0.8138 0.503778 -0.27137 -0.48881 0.756332 0.02936 0.779984 0.915258 0.966273
41190 99662 BF580968 ESP8-like 3 Eps8l3 1.012124 1.034269 1.014844 0.872446 0.859262 0.80304 0.817412 0.931157 -1.31702 -0.73447 -1.27217 0.982251 0.98763 0.999967 0.999856 0.432308
41191 59003 NM_021500macrophage erythroblast attacherMaea 1.039547 1.057614 1.027708 1.048861 1.064451 1.064264 0.998175 0.995276 -0.74859 -0.22869 -1.05027 -0.47421 -0.04945 -0.04945 -1.4165 -1.40617
41192 12826 BC002269 procollagen, type IV, alpha 1Col4a1 0.933059 0.872945 0.851792 0.712746 0.913812 0.68479 0.777555 0.732328 -1.05027 -0.51801 0.312476 0.931722 -0.08986 0.503778 0.70286 0.922965
41193 320150 BB174965 RIKEN cDNA D130071N24 geneD130071N24Rik1.017047 0.980152 0.953312 0.834232 1.079723 0.878365 0.843043 0.882489 -1.30291 -1.26398 -0.64874 0.9832 0.080268 0.832769 0.971936 0.79752
41194 22661 AF316548 zinc finger protein 148 Zfp148
41195 66146 BI656628 RIKEN cDNA 1110007C24 gene1110007C24Rik0.985075 0.964946 0.950371 0.819859 0.851532 0.784526 0.822884 0.815517 -1.26398 -0.67749 -0.15855 0.999793 0.996363 0.999994 0.99972 0.999866
41196 67951 BC008225 RIKEN cDNA 2310057H16 gene2310057H16Rik 0.96258 1.218283 1.296803 0.939447 0.951788 0.800197 1.08277 0.943593 -1.15093 0.880008 0.983656 -1.16133 -0.67749 0.865727 -0.44502 -1.21075
41197 77305 BE951914 RIKEN cDNA 9430077D24 gene9430077D24Rik0.470838 1.402964 1.702077 0.874507 0.8801
41198 69617 BC006917 pitrilysin metalloprotease 1 Pitrm1 0.999272 1.013398 0.978709 0.989294 1.02444 1.02581 0.979751 0.951087 -1.41835 -1.3485 -1.23822 -1.37437 -1.20122 -0.91247 -1.25559 -0.60536
41199 67145 NM_025996RIKEN cDNA 2610100K07 gene2610100K07Rik1.034638 0.972596 0.974304 0.95166 0.844797 0.911662 0.943803 0.969912 -0.41586 -0.6918 -0.77664 -0.06285 0.99994 0.939582 0.459898 -0.57631
41200 22682 NM_009551zinc finger protein 216 Zfp216 0.978035 1.095335 1.139529 1.240024 1.215123 0.970583 1.092697 1.390742 -1.18162 0.545053 0.913229 0.999325 0.99755 -1.01414 0.503778 1
41201 BF011426 0.744299 0.518824 0.613376 0.934704
41202 16432 AB030203 integral membrane protein 2BItm2b 1.071858 1.144263 1.086384 1.034022 1.082558 1.02896 0.988076 1.150659 0.02936 0.911157 0.343849 -0.95144 0.269197 -1.06205 -1.35413 0.931722
41203 71538 NM_023605f-box only protein 9 Fbxo9 0.937197 1.222384 0.990222 1.062183 1.091084 0.98939 1.04392 1.004291 -0.11714 0.996576 -1.37437 -0.24287 0.201243 -1.36965 -0.7203 -1.41059
41204 1.025876 0.898006 1.010108 0.857538 0.814352 0.828989 0.835314 0.73397 -1.15093 0.666562 -1.37437 0.950487 0.996576 0.990948 0.986544 0.999995
41205 0.852064 1.225218 1.516254 0.961829 1.108892 0.78833 0.867743 1.344447 0.805844 0.945278 0.987277 -1.18162 -1.41244 0.895398 0.432308 0.280171
41206 21844 NM_009384T-cell lymphoma invasion and metastasis 1Tiam1 1.031473 0.948727 0.89855 0.950461 0.867335 0.815629 1.037557 0.904168 -1.14037 -0.81823 0.422901 -0.73447 0.801718 0.981758 -1.02632 0.323037
41207 18772 Y07941 plakophilin 1 Pkp1
41208 W84242 1.030779 0.978167 1.031923 0.988741 0.934118 0.930071 0.913549 0.902125 -0.92556 -1.14037 -0.88599 -1.34265 0.224293 0.333495 0.666562 0.809898
41209 20208 BE138066 serum amyloid A 1 Saa1 1.03666 1.032899 1.053981 0.927264 0.827921 0.878243 1.050461 0.87498 -0.74859 -0.85914 -0.21456 0.40377 0.998945 0.954096 -0.31441 0.962587
41210 72434 BC003749 RIKEN cDNA 2310061G07 gene2310061G07Rik0.573207 0.804232 0.811586 1.3516 -1.36471 -1.09652 -0.76264 -1.27217 NA NA NA
41211 0.99324 0.927764 0.991118 0.838455 0.986784 0.755819 0.776252 0.851843 -1.40617 -0.32882 -1.39772 0.895398 -1.29553 0.998309 0.99448 0.825417
41212 67949 AY030275 Mki67 (FHA domain) interacting nucleolar phosphoproteinMki67ip 0.599021 1.00595 0.579099 0.919373 0.85015 0.965384 -1.32375 0.877262 -1.4036 0.201243 NA NA
41213 68089 BE949504 actin related protein 2/3 complex, subunit 4Arpc4 1.024594 0.98999 0.982274 0.891624 0.826754 0.861034 0.929153 0.907635 -0.85914 -1.31007 -1.09652 0.987277 0.999991 0.999444 0.756332 0.949228
41214 76774 X54327 1.029383 1.007536 0.960984 0.914794 0.911632 0.828115 0.756263 0.746202 -0.84558 -1.37437 -0.45961 0.788902 0.825417 0.999818 1 1
41215 72333 AW764193 RIKEN cDNA 2410003B16 gene2410003B16Rik0.941232 1.03929 1.128678 1.111037 1.143037 0.840387 1.15697 1.402603 -0.66313 -1.07368 0.44161 0.201243 0.591203 0.871606 0.70286 0.999846
41216 228550 BI408812 inositol 1,4,5-trisphosphate 3-kinase AItpka 0.95674 0.695039 0.679939 0.710568 0.935644 0.709679 0.978193 0.777974 -1.41404 -1.01414 0.813882 0.141921 -1.22925 -0.81823 -1.38711 -0.37224
41217 16976 AA797826 low density lipoprotein receptor-related protein associated protein 1Lrpap1
41218 67568 BE952298 RIKEN cDNA 9130413I22 gene9130413I22Rik 1.067375 0.670856 0.763192 1.568124 1.341507 0.861321 1.435867 1.213025 -0.79057 0.942493 0.821641 0.269197 0.70286 -0.95144 -0.73447 -0.59084
41219 1.015365 0.93486 0.946036 0.813596 0.81545 0.725024 0.793668 0.791861 -1.26398 0.312476 -0.02287 0.999879 0.999856 1 0.999984 0.999987
41220 12827 AI448030 procollagen, type IV, alpha 2Col4a2 0.883057 0.899539 1.027109 1.143477 1.067391 1.07307 1.341738 0.935794 -0.14469 -0.64874 -1.27217 -0.00969 -1.12964 -1.01414 0.941054 -0.95144
41221 110962 NM_033072DNA segment, Chr 10, Wayne State University 93, expressedD10Wsu93e 0.985749 0.940088 0.876514 0.843475 0.894861 0.728583 0.621647 0.806994 -1.30291 -1.36965 -0.92556 -0.84558 -1.07368 0.042214 -1.10771 -0.57631
41222 17928 AI325265 myogenin Myog 1.036414 1.099122 1.027376 1.1857 1.078602 1.114005 1.27372 1.357726 -0.97687 0.394046 -1.29553 0.965384 0.016424 0.598542 0.999156 0.999981
41223 99470 AF213258 RIKEN cDNA 4732496O19 gene4732496O19Rik1.041262 1.068654 1.266546 1.446648 1.447995 1.454941 1.408796 1.489785 -1.03836 -0.5326 0.98763 0.999972 0.999973 0.999979 0.999897 0.999994
41224 67503 AK008236 RIKEN cDNA 1700001G17 gene1700001G17Rik1.022528 0.953604 1.067336 0.998439 1.163488 1.027874 1.180104 1.118656 -1.22925 -0.67749 -0.22869 -1.41736 0.92658 -1.14037 0.96061 0.660191
41225 56264 AF077738 carboxypeptidase X 1 (M14 family)Cpxm1 0.917685 1.002608 0.991232 1.141224 0.949447 0.979002 0.98467 1.123008 -0.83195 -1.34265 -1.30291 0.003406 -1.34265 -1.39442 -1.41736 -0.5326
41226 212390 BB391763 similar to KIAA1900 protein na
41227 20516 BE685690 solute carrier family 20, member 2Slc20a2 0.874118 0.930347 0.869482 1.029719 1.325227 0.984404 1.017723 1.333138 0.468884 -0.54718 0.343849 -1.247 0.936541 -1.41244 -1.39442 0.992604
41228 66615 AK010949 RIKEN cDNA 2510009N07 gene2510009N07Rik
41229 17898 AA419767 myosin, light polypeptide 7, regulatoryMyl7 1.062312 1.084937 1.139838 1.109353 1.046325 0.935649 1.00814 1.073446 0.44161 0.821641 0.995379 0.96061 -0.04945 0.591203 -1.35413 0.672841
41230 19277 NM_011216protein tyrosine phosphatase, receptor type, OPtpro
41231 0.953366 0.888895 1.180745 1.020869 0.60066 -1.4085 -1.41835 -0.18645 -1.19151 0.537005 NA NA
41232 AF107342 1.080621 1.113346 1.068245 0.959814 0.978737 1.132317 0.839116 1.049279 -1.14037 -0.34327 -1.39089 -0.89928 -1.27217 -0.74859 -0.96421 -1.30291
41233 16840 U43509 leukocyte cell derived chemotaxin 1Lect1 0.963204 0.971713 1.01395 0.864991 0.902218 0.91298 0.99791 1.013316 -1.01414 -1.17156 -1.35953 0.817796 0.364243 0.153976 -1.41736 -1.36471
41234 228961 AI646004 cDNA sequence BC023239BC023239 1.031891 1.109316 0.961012 0.942194 0.951643 0.801306 0.985105 1.139075 -0.93855 0.761221 -0.6918 -0.10347 -0.4013 0.999755 -1.29553 0.931722
41235 17532 AB004879 muscle and microspikes RASMras 0.985541 0.954632 0.942366 0.887162 0.815329 0.849361 1.064764 1.043345 -1.31702 -0.54718 -0.17247 0.853278 0.998598 0.983656 -0.07632 -0.66313
41236 1.075596 0.858888 0.927475 0.572804 0.894997 0.872148 1.087459 0.697037 0.30181 0.212817 1 -1.36965 0.117532 -1.28017 NA
41237 68505 AK014229 RIKEN cDNA 1110014N23 gene1110014N23Rik0.920951 1.377812 1.068539 0.713832 2.437439 0.890143
41238 20977 NM_009305synaptophysin Syp 1.030526 1.171874 1.409941 1.311731 1.134172 1.010822 1.230215 1.323567 -1.12964 -0.32882 0.971936 0.809898 -0.66313 -0.96421 0.117532 0.450807
41239 19025 BF786119 protective protein for beta-galactosidasePpgb 0.977594 0.872092 0.93387 0.792833 0.845762 0.722799 0.863075 0.916247 -1.30291 0.394046 -0.74859 0.945278 0.697037 0.998256 0.450807 -0.60536
41240 239833 BI082825 RIKEN cDNA 5330415H22 gene5330415H22Rik1.038585 0.964203 0.963093 0.836328 0.899022 0.805545 0.855658 0.786935 -0.81823 -0.85914 -0.83195 0.991933 0.725272 0.999156 0.971936 0.999812
41241 53424 NM_016909translin-associated factor XTsnax 0.990773 0.940729 0.922508 0.930659 0.944937 0.822437 0.981795 1.055506 -1.39442 -0.95144 -0.15855 -0.34327 -0.67749 0.70286 -1.32375 -0.51801
41242 71750 AW741674 RIKEN cDNA 1300003K24 gene1300003K24Rik0.977205 0.955255 0.892281 0.806848 0.769281 0.815246 1.106285 0.999959 -1.21075 -0.70608 0.697037 0.997146 0.999818 0.994948 0.537005 -1.41847
41243 57377 BF018814 glucosidase 1 Gcs1 0.926176 0.875002 0.989917 1.128131 1.009301 0.953643 1.229139 1.17655 0.224293 0.911157 -1.36965 0.843307 -1.37885 -0.54718 0.998361 0.979656
41244 78246 BE980315 RIKEN cDNA 2410141M05 gene2410141M05Rik 0.89053 0.444521 0.853594 0.555928 0.840031 0.308783 0.254127 0.735074 -0.28568 0.999281 0.741177 0.95292 -1.3485 1 1 0.18957
41245 114255 BC004705 downstream of tyrosine kinase 4Dok4 0.992774 0.900283 0.938819 0.783898 0.840881 0.732658 0.904019 0.791484 -1.39772 0.545053 -0.30002 0.999128 0.967989 0.999841 0.48654 0.991696
41246 66111 AW120643 RIKEN cDNA 1200002G13 gene1200002G13Rik0.961745 0.881184 0.912298 0.756463 0.711772 0.929323 0.809456 1.056543 -1.18162 0.054985 -0.38676 0.978524 0.997057 -0.85914 0.853278 -1.05027
41247 22151 BC003475 tubulin, beta 2 Tubb2 0.852983 1.014014 1.131249 1.057346 1.082329 0.92431 1.062107 1.107171 0.991454 -1.30291 0.911157 0.62691 0.468884 -1.22925 0.003406 0.817796
41248 1.125619 0.565063 1.063366 0.944442 1.024956 0.882367 1.35676 0.843307 0.725272 -0.98942 -0.15855 0.117532 -0.79057 0.992162 NA
41249 66870 AK010860 RIKEN cDNA 1200009K13 gene1200009K13Rik0.982545 0.890495 0.965041 0.781756 0.886801 0.843803 0.965918 0.945744 -1.34265 0.117532 -1.16133 0.982251 0.312476 0.708595 -1.247 -0.83195
41250 BF118320 0.997424 1.144354 0.844539 1.028388 0.848844 0.965747 1.439589 -1.41835 -1.06205 -1.41798 -1.26398 -1.41835 -1.3485 -0.45961 NA
41251 69836 AK008035 phospholipase A2, group XIIIPla2g13 0.970429 0.970182 0.997857 1.019394 0.942879 1.02005 1.066595 1.071861 -0.80444 -0.79057 -1.41539 -1.14037 0.201243 -1.12964 0.364243 0.477764
41252 65105 AW049185 ADP-ribosylation factor-like 6 interacting protein 4Arl6ip4
41253 103850 BG075530 5',3'-nucleotidase, mitochondrialNt5m 0.996388 0.967335 1.07927 1.071097 0.950686 0.940892 0.976491 0.975641 -1.4085 -0.73447 0.568584 0.40377 -0.11714 0.201243 -1.03836 -1.30291
41254 170638 BG295131 hippocalcin-like 4 Hpcal4 1.001438 1.121064 0.924127 0.860708 0.937322 0.871773 0.822539 0.862 -1.41798 0.459898 -0.17247 0.809898 -0.47421 0.685121 0.962587 0.801718
41255 68682 AW047012 RIKEN cDNA 1110028E10 gene1110028E10Rik0.892729 0.840004 0.897264 0.958186 0.997909 1.240905 1.066469 0.979951 0.141921 0.598542 -0.2571 -1.11876 -1.39772 0.468884 -1.03836 -1.41059
41256 67459 AA764221 RIKEN cDNA 1200009I24 gene1200009I24Rik 0.930823 0.993482 0.970245 0.975918 0.955647 0.898942 0.973639 1.128897 0.51224 -1.38711 -0.80444 -1.00184 -0.2571 0.919192 -0.92556 0.95292
41257 27413 AI256054 ATP-binding cassette, sub-family B (MDR/TAP), member 11Abcb11 0.989488 0.986431 0.99993 1.059945 0.958725 0.994982 0.996129 1.029846 -1.28795 -1.20122 -1.41847 0.545053 0.003406 -1.38711 -1.40078 -0.56175
41258 0.987981 0.953922 0.947162 0.962015 0.978978 0.878087 1.057433 1.106653 -1.37437 -0.83195 -0.67749 -1.00184 -1.23822 0.647165 -0.64874 0.092779
41259 231986 NM_025816expressed sequence AI591476AI591476 0.999012 0.90354 0.902171 0.826596 0.860158 0.841705 0.835289 0.794017 -1.41798 0.770759 0.784481 0.998642 0.982251 0.995379 0.997231 0.999922
41260 20044 BG865809 ribosomal protein S14 Rps14 1.011973 0.969541 1.205601 1.119596 1.085758 0.98055 1.357584 1.148555 -1.37437 -1.12964 0.967989 0.537005 0.016424 -1.29553 0.99991 0.793248
41261 0.968198 1.187401 1.156292 1.260328 1.294715 1.319295 1.34597 1.32518 -1.40617 0.44161 0.177801 0.971936 0.902428 0.980202 0.962587 0.850016
41262 52063 BE853533 0.973965 0.930967 1.048057 1.01524 0.981858 0.888927 0.989669 1.023855 -1.00184 0.374282 -0.34327 -1.27217 -1.21075 0.92658 -1.3485 -1.08517
41263 54200 BC009811 sulfotransferase family, cytosolic, 2B, member 1Sult2b1 1.033052 0.929762 0.981321 1.055739 0.939164 0.997241 1.009461 1.074221 -1.05027 -0.04945 -1.28795 -0.51801 -0.30002 -1.41539 -1.3831 -0.08986
41264 AF116268 0.99789 0.972485 0.968455 0.979903 0.884193 0.899083 0.960138 0.970589 -1.41244 -0.51801 -0.30002 -0.88599 0.9991 0.99464 0.105201 -0.41586
41265 AI195158
41266 0.933615 1.107994 0.81275 0.735433 0.950436 0.583792 0.792518 0.939124 -0.67749 0.003406 0.887932 0.942493 -1.19151 0.996471 0.874461 -0.92556
41267 80284 BC003266 cDNA sequence BC003266BC003266 0.892429 0.822086 0.850711 0.870513 0.962317 0.87193 1.05058 1.065856 -0.2571 0.30181 -0.43043 -0.47421 -1.32375 -0.50341 -1.27217 -1.06205
41268 230233 BI328546 inhibitor of kappa light polypeptide enhancer in B-cells, kinase complex-associated proteinIkbkap
41269 50781 AK004853 dickkopf homolog 3 (Xenopus laevis)Dkk3 0.97249 1.002745 1.244262 1.047013 1.18667 1.111941 1.209373 1.355787 -1.19151 -1.4165 0.98895 -0.85914 0.922965 0.394046 0.963541 0.999836
41270 1.01935 0.988807 0.940723 0.922501 0.805066 0.835337 0.94468 0.960139 -1.07368 -1.29553 0.468884 0.813882 0.999999 0.999952 0.354098 -0.22869
41271 17095 BC005736 lymphoblastomic leukemia Lyl1 0.940775 0.957897 1.004548 1.002806 0.962367 0.792968 0.931753 0.9786 -0.61985 -1.08517 -1.41244 -1.4085 -1.03836 0.979097 -0.59084 -1.33027
41272 72420 AK014289 RIKEN cDNA 3200001K10 gene3200001K10Rik1.192895 1.849655 2.440745 2.253026 2.162292 2.235168 1.682459 1.508912 0.775411 1 1 1 1 1 1 0.999956
41273 67859 AK003658 RIKEN cDNA 2310002J15 gene2310002J15Rik 1.010306 0.98871 0.956091 0.918114 0.975567 0.909471 0.949324 1.025697 -1.35953 -1.3485 -0.51801 0.528853 -1.09652 0.679027 -0.30002 -1.08517
41274 BE446879 1.016859 0.940983 0.974952 0.971804 0.923116 0.830599 1.04828 1.036515 -1.30291 -0.2571 -1.15093 -1.08517 -0.10347 0.97267 -0.63431 -0.92556
41275 76192 BC002138 RIKEN cDNA 6330583M11 gene6330583M11Rik 1.01117 0.96983 1.01768 1.005276 1.01525 1.098568 1.099615 1.087728 -1.27217 -0.50341 -1.06205 -1.3831 -1.15093 0.963541 0.966273 0.919192
41276 52530 BI524981 DNA segment, Chr 11, ERATO Doi 175, expressedD11Ertd175e 0.88279 0.978057 0.718277 0.887929 0.87527 1.088391 0.747865 -0.74859 -1.37437 0.312476 -0.56175 -0.89928 -1.31007 0.092779 NA
41277 0.960072 1.025911 0.990525 0.930004 0.898772 0.987204 0.901334 0.937479 -0.77664 -1.14037 -1.37885 0.080268 0.691124 -1.34265 0.653725 -0.11714
41278 0.997806 0.952332 0.994758 0.868119 0.884548 0.843202 0.88996 0.831908 -1.41404 -0.11714 -1.39772 0.993222 0.974085 0.999303 0.96061 0.999771
41279 66681 AK014332 phosphoglucomutase 1 Pgm1 0.854251 0.783217 0.94113 0.724863 0.851 0.816696 0.918726 1.397764 0.394046 0.904678 -0.96421 0.988633 0.432308 0.660191 -0.60536 0.992386
41280 103236 BG095058 expressed sequence AI463719AI463719 0.821416 0.76954 0.624069 1.275498
41281 0.959902 1.003148 0.640053 0.975687 0.796498 0.794137 0.549673 0.686992 -1.35413 -1.41798 0.930045 -1.39442 -0.17247 -0.5326 0.99448 0.640509
41282 1.003884 0.932109 1.100407 1.189339 1.003599 0.88285 0.974269 0.92796 -1.40617 0.560842 0.887932 0.999681 -1.4085 0.983656 -0.89928 0.647165
41283 72410 AK012355 1.068297 0.792483 1.185496 1.098936 0.932312 0.798881 0.942398 0.679949 -0.80444 0.917246 0.62691 -0.34327 -0.74859 0.897789 -0.91247 0.999444
41284 16858 AI414012 lectin, galactose binding, soluble 7Lgals7 0.981982 1.045428 1.130026 1.217856 1.136323 1.172444 1.326183 1.208254 -1.27217 -0.66313 0.843307 0.996678 0.877262 0.921098 0.999986 0.99464
41285 76279 AI121097 cytochrome P450, family 2, subfamily d, polypeptide 26Cyp2d26 0.853319 0.774348 0.892361 0.845338 0.71766 0.736385 0.965122 0.962325 0.973386 0.999927 0.784481 0.984102 1 0.999998 -0.88599 -0.81823
41286 109731 AA967172 monoamine oxidase B Maob 1.082065 0.839319 1.167587 1.06155 0.886697 0.7925 0.842843 0.712723 -0.81823 0.40377 0.18957 -1.05027 -0.24287 0.779984 0.364243 0.981252
41287 225745 BE985254 cDNA sequence BC024400BC024400 1.049821 0.990356 0.984313 1.065687 0.99985 0.914313 0.929564 0.938877 -0.30002 -1.35953 -1.26398 0.153976 -1.41847 0.685121 0.384217 0.141921
41288 67998 AK016648 RIKEN cDNA 1300010M03 gene1300010M03Rik1.085938 0.974558 1.032267 1.021796 1.042017 0.998355 1.372878 1.276958 -0.24287 -1.40617 -0.95144 -1.31007 -1.05027 -1.41798 0.999462 0.988307
41289 26456 BG074727 sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4GSema4g 0.875328 0.882702 1.050403 0.987887 0.924686 0.907589 1.077208 1.036994 -0.97687 -0.91247 -0.81823 -1.40078 -1.06205 0.23567 -0.6918 -1.22009
41290 12764 AW322406 cytidine monophospho-N-acetylneuraminic acid synthetaseCmas 0.954054 0.93791 0.870517 0.864983 0.782053 0.802196 0.80443 0.933816 -0.61985 -0.14469 0.913229 0.934969 0.999771 0.998876 0.998684 -0.03612
41291 0.907018 0.988132 0.95051 0.889618 0.98177 0.909877 0.999522 1.192237 0.725272 -1.33657 -0.31441 0.885342 -1.22925 0.685121 -1.41835 0.996252
41292 1.005341 1.0967 0.942669 0.846844 0.800185 0.858286 0.959304 0.954465 -1.41059 -0.00969 -0.6918 0.843307 0.978524 0.76603 -1.02632 -0.92556
41293 106894 BF719490 RIKEN cDNA 2510002C16 gene2510002C16Rik0.909587 0.772844 0.858991 0.950148 0.828011 1.001726 1.098257 1.053976 0.598542 0.999959 0.969625 -0.41586 0.996252 -1.41736 0.583764 -0.37224
41294 214498 BE303128 cDNA sequence, BC027756BC027756 0.973941 0.972002 1.035563 1.164824 1.103899 1.208549 1.266566 1.169162 -1.06205 -1.01414 -0.83195 0.981252 0.7198 0.998086 0.999924 0.984535
41295 66898 AU041556 RIKEN cDNA 1300006M19 gene1300006M19Rik0.859082 0.776268 0.739011 0.640021 0.742376 0.5288 0.779634 0.874436 0.691124 0.988633 0.998412 0.999998 0.998086 1 0.986544 0.520599
41296 58246 AV173537 hypothetical protein, MNCb-4414AB041549 0.938599 1.020067 1.118142 1.310909 1.46966 1.355845 1.424253 1.473024 -0.35774 -1.28795 0.576224 0.999659 1 0.99995 0.999997 1
41297 0.94554 0.921221 0.845207 0.901152 0.77584 0.839053 1.136241 1.078478 0.165936 0.73596 0.999367 0.92658 1 0.999659 0.984958 0.633758
41298 19367 AI480607 RAD9 homolog (S. pombe) Rad9 0.956589 1.038724 0.938705 0.98714 0.927656 0.777073 0.920716 0.955868 -0.30002 -0.5326 0.30181 -1.29553 0.576224 0.999999 0.697037 -0.27137
41299 1.028518 1.00059 0.981727 1.027757 1.110945 1.021916 0.947947 0.983397 -0.96421 -1.41835 -1.21075 -0.97687 0.853278 -1.12964 -0.13088 -1.247
41300 0.923669 1.028014 0.908173 0.909206 0.860111 0.867901 0.841365 0.98317 -0.04945 -1.18162 0.280171 0.258122 0.865727 0.813882 0.941054 -1.32375
41301 16666 NM_008470keratin complex 1, acidic, gene 16Krt1-16
41302 234072 BF461924 ADP-ribosylhydrolase like 1Adprhl1 0.983852 0.894527 1.180705 0.832417 0.929077 0.865844 1.042931 0.932369 -1.33027 0.568584 0.939582 0.971185 -0.13088 0.856479 -0.87261 -0.21456



41303 225115 BE197980 supervillin Svil 0.989263 0.99176 0.933754 0.994146 0.851623 0.805945 0.87708 1.005643 -1.37437 -1.41404 -0.13088 -1.4036 0.95292 0.997057 0.836346 -1.40617
41304 15926 NM_010497isocitrate dehydrogenase 1 (NADP+), solubleIdh1 1.048091 0.958211 0.97902 1.18182 0.885062 0.905003 1.110681 0.780947 -0.74859 -1.16133 -1.3485 0.560842 0.422901 -0.84558 0.201243 0.977333
41305 214523 BE134073 transmembrane protease, serine 4Tmprss4 1.009095 1.027294 0.818563 0.748548 0.81444 0.80863 0.913842 0.851507 -1.37885 -1.07368 0.998361 0.999996 0.998803 0.999257 0.537005 0.982731
41306 54383 AW049070 polyhomeotic-like 2 (Drosophila)Phc2 1.019679 0.962594 0.995133 0.946981 0.94744 0.866729 0.927451 0.946618 -1.17156 -0.61985 -1.4036 -0.07632 -0.08986 0.986163 0.477764 -0.06285
41307 72709 BI251492 RIKEN cDNA 2810036M19 gene2810036M19Rik 1.0076 1.581922 1.842811 1.753372 1.545983 1.584531 1.277755 1.23521 -1.4036 1 1 1 0.999999 1 0.992815 0.971185
41308 170439 BI439297 ELOVL family member 6, elongation of long chain fatty acids (yeast)Elovl6 1.031411 1.000419 1.128745 1.234406 1.077223 1.147053 1.300644 1.219822 -1.15093 -1.41835 0.576224 0.982731 -0.24287 0.73596 0.998412 0.971185
41309 21762 AW540145 proteasome (prosome, macropain) 26S subunit, non-ATPase, 2Psmd2 0.928927 0.99039 0.975982 0.917506 0.810888 0.925526 1.047743 1.251936 -0.15855 -1.38711 -1.22925 0.117532 0.98956 -0.07632 -0.79057 0.994948
41310 20402 NM_009165SH3-domain binding protein 3Sh3bp3 0.94127 1.120166 1.160243 0.924458 1.074921 0.861934 0.906827 1.070202 -0.51801 0.520599 0.839859 -0.10347 -0.24287 0.770759 0.280171 -0.34327
41311 66271 NM_025460RIKEN cDNA 1810020E01 gene1810020E01Rik1.080809 0.983115 1.014024 0.95044 0.916238 0.900729 1.015745 0.974738 0.51224 -1.23822 -1.29553 -0.20048 0.672841 0.856479 -1.26398 -1.02632
41312 0.880878 0.983266 0.958599 0.887027 0.882017 1.013463 1.042043 1.01604 0.801718 -1.31702 -0.80444 0.741177 0.788902 -1.3485 -0.83195 -1.32375
41313 0.951129 1.021646 1.019116 1.039398 0.923947 0.955424 1.007622 0.983826 -0.30002 -1.15093 -1.21075 -0.66313 0.477764 -0.44502 -1.3831 -1.26398
41314 12816 NM_007730procollagen, type XII, alpha 1Col12a1 0.977446 1.029959 1.016446 1.049803 0.884148 0.984545 1.107813 1.086488 -1.08517 -0.88599 -1.23822 -0.22869 0.957466 -1.25559 0.85962 0.640509
41315 228410 BC003241 cleavage stimulation factor, 3' pre-RNA, subunit 3Cstf3 1.020916 1.157608 1.075435 1.119639 1.064935 1.09051 1.113928 1.082305 -1.247 0.921098 0.003406 0.70286 -0.24287 0.312476 0.647165 0.153976
41316 12757 BF783501 clathrin, light polypeptide (Lca)Clta 0.942647 1.240623 1.160535 1.298648 1.186017 1.170518 1.155097 1.195596 0.06767 0.999927 0.990138 0.999998 0.997834 0.99448 0.986544 0.998764
41317 27681 AA110680 DNA segment, Chr 11, KL Mohlke 34D11Moh34 1.030976 0.858728 0.981331 0.959126 0.889897 0.903889 1.002067 0.977597 -1.02632 0.957466 -1.26398 -0.74859 0.788902 0.619965 -1.4165 -1.19151
41318 230752 AW322609 RIKEN cDNA 2610027C15 gene2610027C15Rik0.920019 0.888841 1.043503 0.893594 1.270855 0.779626 0.743544 1.318768 -1.40617 -1.19151 -0.5326 -0.61985 0.653725 0.080268 0.384217 0.977333
41319 21429 BE981649 upstream binding transcription factor, RNA polymerase IUbtf 0.98335 0.922732 0.996733 1.104957 1.278167 1.255842 1.261284 1.226484 -1.31007 -0.60536 -1.4165 -0.54718 0.974085 0.568584 0.959586 0.73596
41320 1.021987 0.896536 1.000876 1.057764 0.983246 1.139214 1.041379 1.049034 -1.22009 0.697037 -1.41798 -0.37224 -1.29553 0.868695 -0.80444 -0.60536
41321 69611 NM_027137small proline rich-like 7 Sprrl7 1.051961 0.971849 0.867005 0.956261 0.859777 0.85774 0.846199 1.176238 -0.34327 -1.00184 0.969625 -0.51801 0.981252 0.983656 0.992815 0.990415
41322 20703 BG070053 serine (or cysteine) proteinase inhibitor, clade A, member 1dSerpina1d 0.948113 0.958975 1.042988 1.000498 0.916498 0.989989 0.904527 0.962647 -0.74859 -0.97687 -0.96421 -1.41835 -0.00969 -1.39089 0.23567 -1.03836
41323 319601 U29148 RIKEN cDNA E430039K05 geneE430039K05Rik1.072505 0.991843 0.994382 0.925126 0.860689 0.806644 0.901241 0.912991 -0.14469 -1.39442 -1.40617 0.042214 0.909041 0.995646 0.528853 0.312476
41324 17294 BC006639 mesoderm specific transcriptMest 1.003923 0.967597 1.049842 0.907802 0.922254 0.753104 1.024461 0.946473 -1.4165 -1.34265 -1.09652 -0.57631 -0.59084 0.832769 -1.22009 -1.10771
41325 75062 BC009141 splicing factor 3a, subunit 3, 60kDaSf3a3 0.904825 1.024449 1.111442 1.131687 1.141757 0.970245 0.978473 1.162203 -0.51801 -1.3485 -0.06285 -0.15855 0.016424 -1.17156 -1.41244 -0.63431
41326 12034 BI081186 B-cell receptor-associated protein 37Bcap37 1.0362 0.952565 1.052294 0.995446 0.936513 0.977362 1.138557 1.005066 -1.02632 -0.73447 -0.67749 -1.41059 -0.54718 -1.247 0.751363 -1.41059
41327 15463 BI328731 HIV-1 Rev binding protein Hrb 1.109246 1.085701 1.080035 0.983094 0.909006 0.933366 1.010515 1.067193 0.432308 0.02936 -0.07632 -1.32375 0.291042 -0.2571 -1.3831 -0.35774
41328 56369 BE626187 monocyte macrophage 19 Mmrp19 1.082817 0.92778 0.94114 0.836391 0.894634 0.872983 0.907399 0.809964 0.62691 0.545053 0.201243 0.999388 0.930045 0.98537 0.843307 0.999956
41329 0.991542 0.804781 0.855289 0.785019 1.113578 0.952711 1.062853 0.94819 -1.35413 -0.27137 -0.31441 0.7198 -0.92556 -1.28017 -1.10771 -1.17156
41330 66801 BF462411 Prkr interacting protein 1 (IL11 inducible)Prkrip1 0.921799 0.944564 0.936517 0.892855 0.816732 0.771157 0.765554 0.885823 0.092779 -0.48881 -0.27137 0.62691 0.990685 0.999557 0.999711 0.714241
41331 0.978564 0.959416 0.946943 0.940224 0.916867 1.026641 0.955957 0.957049 -1.15093 -0.57631 -0.15855 0.054985 0.612922 -1.02632 -0.45961 -0.48881
41332 AW124514 0.950662 0.936733 0.964003 0.93802 1.078689 0.99342 0.986333 0.969817 -0.48881 -0.08986 -0.87261 -0.11714 -0.03612 -1.39772 -1.33027 -1.02632
41333 104174 BF020198 glycine decarboxylase Gldc 0.937521 0.99659 1.017139 0.951969 0.824359 0.754593 0.974539 0.916095 -0.34327 -1.22009 -1.4085 -1.21075 0.942493 0.862703 -1.20122 -0.43043
41334 C78729 1.275269 1.030358 0.667409 0.935102 0.907954 0.779563 0.793096 0.280171 -1.22009 -0.67749 -1.41404 -1.41798 -1.20122 -1.247 NA
41335 1.013576 1.192279 0.936838 0.814079 1.150213 1.324959 1.211205 0.734197 -1.32375 -0.22869 -1.41798 -1.28795 -0.04945 0.016424 -0.59084 -0.92556
41336 14172 NM_008005fibroblast growth factor 18 Fgf18 0.926209 0.919618 0.887734 0.817491 0.720755 0.758012 0.826487 0.835678 -0.87261 -0.76264 -0.07632 0.477764 0.997696 0.96161 0.672841 0.591203
41337 56534 AK009633 heat shock protein 3 Hspb3 1.017834 1.233558 1.34376 1.206102 1.144628 0.944121 1.146537 1.125151 -1.28017 0.998256 0.999993 0.993606 0.906882 -0.30002 0.913229 0.805844
41338 269261 BI695176 ribosomal protein L12 Rpl12 0.922299 0.898686 0.902214 0.940449 0.981796 0.853774 0.967394 1.264855 -0.13088 0.343849 0.280171 -0.56175 -1.32375 0.850016 -1.12964 0.992386
41339 BF463873 0.924788 1.015071 0.936727 0.836625 0.809919 0.796728 0.766726 0.803713 0.679027 -1.23822 0.413388 0.99972 0.999984 0.999996 1 0.999992
41340 BF228150 1.038963 1.130494 0.962288 1.195647 1.031514 1.05402 1.119544 1.159081 -1.20122 0.080268 -1.05027 0.679027 -1.27217 -1.22925 -0.06285 0.40377
41341 23955 AF099067 NIMA (never in mitosis gene a)-related expressed kinase 4Nek4 1.182904 0.779455 1.391503 1.096354 1.070396 0.70919 0.725488 0.531677 -0.24287 0.432308 0.801718 -0.97687 -1.16133 0.836346 0.770759 0.999281
41342 14118 BC003905 fibrillin 1 Fbn1 0.99709 1.058686 1.081246 1.013912 0.9258 0.969188 1.121613 1.238462 -1.41059 0.364243 0.793248 -1.22925 0.779984 -0.60536 0.984102 0.999999
41343 227612 BE980981 RIKEN cDNA A830007P12 geneA830007P12Rik0.956932 0.935966 0.92993 0.803122 0.929168 0.885424 0.908213 0.999492 -0.5326 0.117532 0.280171 0.999799 0.30181 0.909041 0.70286 -1.41835
41344 16653 BC004642 Kirsten rat sarcoma oncogene 2, expressedKras2 0.953681 0.899438 0.895697 0.963928 0.878548 0.942221 0.961172 0.95644 0.02936 0.965384 0.974767 -0.4013 0.99448 0.413388 -0.28568 -0.08986
41345 27059 NM_012059SH3 domain protein D19 Sh3d19 1.053786 1.036448 0.889907 0.991574 0.910653 0.818029 0.921441 1.065824 -0.5326 -0.95144 0.725272 -1.39089 0.413388 0.993791 0.18957 -0.24287
41346 56030 AF060565 DNA segment, Chr 1, Brigham & Women's Genetics 0491 expressedD1Bwg0491e 1.0349 1.003434 1.086276 0.993488 0.992101 0.990791 1.121326 1.043498 -0.91247 -1.41244 0.364243 -1.39772 -1.38711 -1.37885 0.801718 -0.6918
41347 70405 NM_027416RIKEN cDNA 2310068O22 gene2310068O22Rik1.151585 1.124259 0.937666 0.983696 1.139689 0.925153 1.171826 1.103172 0.40377 -0.31441 -1.01414 -1.3485 -0.81823 -1.08517 0.30181 -0.81823
41348 0.945798 0.988016 0.935526 0.93826 0.837406 0.842985 0.891172 0.964142 -0.15855 -1.33657 0.141921 0.06767 0.996777 0.994948 0.880008 -0.76264
41349 0.990174 0.951526 0.961612 0.955938 1.013764 0.759655 0.861733 0.907333 -1.37885 -0.63431 -0.88599 -0.74859 -1.37885 0.999738 0.917246 0.459898
41350 66422 AI854235 RIKEN cDNA 2410015N17 gene2410015N17Rik0.999629 1.05701 1.042318 1.102257 1.10165 1.077554 1.185625 1.213656 -1.41835 0.323037 -0.17247 0.942493 0.939582 0.746311 0.999894 0.999956
41351 12903 W79992 cellular retinoic acid binding protein ICrabp1 0.958157 0.99806 0.799309 0.8723 0.870334 0.803219 0.969509 0.896721 -0.59084 -1.4165 0.999818 0.954096 0.958538 0.999738 -0.93855 0.817796
41352 67891 AK008098 RIKEN cDNA 2010004J23 gene2010004J23Rik 0.949011 0.956504 0.970232 0.952784 0.986587 0.880514 0.984207 1.018978 -0.20048 -0.45961 -0.91247 -0.32882 -1.31007 0.950487 -1.26398 -1.21075
41353 AF116268 0.910592 0.867556 0.923092 0.833095 0.835288 0.770581 0.788545 0.801422 0.788902 0.987973 0.598542 0.999367 0.999208 0.999999 0.999993 0.999971
41354 11768 AK010478 adaptor protein complex AP-1, mu 2 subunitAp1m2 0.975996 1.019153 0.873147 0.821009 0.784247 0.76485 0.988742 0.875692 -1.20122 -1.28795 0.843307 0.989852 0.999128 0.999793 -1.36965 0.825417
41355 218820 BI105732 zinc finger protein 503 Zfp503 0.996966 0.969097 0.968027 0.851662 0.933395 0.791138 0.869867 0.887977 -1.41404 -0.95144 -0.91247 0.986163 0.141921 0.999624 0.955245 0.874461
41356 70650 AK017857 RIKEN cDNA 5730565F05 gene5730565F05Rik0.938914 0.875235 1.095623 0.792903 1.104558 0.726356 0.842524 0.809976 -0.85914 -1.3485 -1.33657 -1.02632 -0.59084 -1.33657 -1.20122 -1.4036
41357 24102 AF151108 three prime repair exonuclease 2Trex2 1.139354 0.878746 0.782215 1.031578 1.328612 0.924803 1.216123 1.245433 -0.2571 -0.2571 0.714241 -1.37885 0.853278 -0.97687 0.23567 0.44161
41358 1.031978 0.881444 1.05691 1.04764 0.997104 0.896913 0.952854 0.821526 -1.11876 0.679027 -0.61985 -0.81823 -1.41539 0.468884 -0.77664 0.976715
41359 103711 BI439548 expressed sequence AI415282AI415282 0.621072 0.710489 0.890338 0.452176 1.099858 0.423286 0.789266 5.280507 0.605781 0.06767 -1.16133 0.979097 -1.247 0.989852 -0.5326 1
41360 74134 BG872597 cytochrome P450, family 2, subfamily s, polypeptide 1Cyp2s1 1.013557 0.888984 1.065915 1.069958 0.984546 0.801792 0.834746 0.798968 -1.37885 0.312476 -0.66313 -0.59084 -1.36471 0.963541 0.862703 0.967142
41361 67013 BF660552 RIKEN cDNA 2010001O09 gene2010001O09Rik1.005743 0.901496 1.100699 0.887418 1.108247 0.967539 1.063672 1.024139 -1.20122 -0.87261 -0.54718 -1.15093 -0.07632 -1.4165 -1.01414 -1.21075
41362 BF227845 0.997089 0.999606 0.884851 0.861392 0.763066 0.739357 0.801225 0.864741 -1.41404 -1.41835 0.843307 0.954096 0.999968 0.999996 0.999233 0.945278
41363 244579 BE950043 hypothetical protein C230068E13C230068E13 0.94925 1.289648 1.422451 1.167918 1.219568 0.950648 1.12693 1.286676 -0.47421 0.999851 1 0.958538 0.995774 -0.51801 0.79752 0.99983
41364 13644 BC005438 embryonal Fyn-associated substrateEfs 0.859777 0.933272 0.899291 0.723834 1.023856 1.137805 0.934633 1.023964 0.640509 -1.22009 -0.20048 0.995096 -1.41539 0.129773 -0.95144 -0.96421
41365 110135 AI255754 fibrinogen, B beta polypeptideFgb 0.981242 1.034485 1.079768 0.889557 0.923883 0.74142 0.687022 0.939115 -1.23822 -0.88599 0.291042 0.850016 0.343849 0.999999 1 -0.04945
41366 BG084189 0.934216 1.014111 1.171067 0.905717 1.084188 0.761044 0.930623 1.290609 -0.64874 -1.29553 0.679027 0.003406 -0.41586 0.97267 -0.88599 0.978524
41367 106952 AI851258 RIKEN cDNA E030006K04 geneE030006K04Rik 0.95899 1.026134 0.92751 0.917728 0.936305 0.87145 0.850778 1.04124 -1.03836 -1.34265 -0.60536 -0.43043 -1.00184 0.092779 0.779984 -1.28017
41368 19272 AI931327 protein tyrosine phosphatase, receptor type, KPtprk 0.939023 1.004459 0.85142 1.027666 1.020108 0.948033 1.255 1.14314 -0.6918 -1.41404 0.746311 -1.26398 -1.33027 -1.12964 0.967989 0.503778
41369 102209 AW550374 RIKEN cDNA 0610007H10 gene0610007H10Rik 0.91767 0.943282 0.819817 0.917455 0.942525 0.862682 1.004021 1.269018 -0.45961 -0.91247 0.821641 -0.45961 -0.89928 0.44161 -1.41539 0.938078
41370 BG060980 expressed sequence C77647C77647 1.092455 1.088509 0.970761 0.988897 0.895432 0.974602 0.906435 0.946768 0.291042 0.224293 -1.09652 -1.36965 0.633758 -1.28017 0.459898 -0.50341
41371 77037 AI463303 RIKEN cDNA 1110025G12 gene1110025G12Rik 0.9583 0.901134 0.982561 1.029873 1.063843 0.977275 0.903541 1.059288 -0.74859 0.633758 -1.28795 -1.07368 -0.22869 -1.20122 0.598542 -0.34327
41372 14270 AW537801 formin binding protein 2 Fnbp2 0.997537 0.924213 1.022746 1.017862 0.977408 1.014498 1.148257 1.053593 -1.41404 0.545053 -1.10771 -1.22009 -1.09652 -1.28017 0.980202 -0.14469
41373 69354 AI132231 solute carrier family 38, member 4Slc38a4 1.059751 1.00894 0.913981 0.826694 0.879499 0.814232 0.93411 0.895111 -0.43043 -1.38711 0.30181 0.986163 0.79752 0.993606 -0.17247 0.62691
41374 233744 AA123898 spondin 1, (f-spondin) extracellular matrix proteinSpon1 0.997956 1.002393 1.053429 0.90146 1.040227 1.038099 1.520012 1.445637 -1.41798 -1.3831 -1.05027 -0.17247 -1.07368 -1.27217 0.998598 0.990415
41375 13618 NM_007904endothelin receptor type B Ednrb 1.058947 1.011253 0.998019 1.001722 0.939035 0.933001 1.012757 0.95322 -0.08986 -1.34265 -1.4165 -1.4165 0.06767 0.23567 -1.32375 -0.64874
41376 70052 AI874830 PRP4 pre-mRNA processing factor 4 homolog (yeast)Prpf4 1.032985 1.014365 1.062007 1.09581 1.12447 1.101023 1.144232 1.106631 -0.63431 -1.23822 0.354098 0.877262 0.978524 0.909041 0.994314 0.933363
41377 20840 NM_016853src homology three (SH3) and cysteine rich domainStac
41378 BB342587 0.987614 1.034655 0.951009 0.91331 0.822424 0.85517 0.903335 0.934201 -1.30291 -0.6918 -0.11714 0.788902 0.999866 0.996967 0.885342 0.40377
41379 19346 BG793454 RAB6, member RAS oncogene familyRab6 0.98345 0.915032 0.979218 0.966753 0.831756 0.796645 0.824099 0.834629 -1.33657 0.042214 -1.29553 -1.10771 0.943901 0.990685 0.96161 0.936541
41380 AF057691 1.070986 1.075119 1.208197 1.208806 1.181604 1.151911 1.061389 1.03788 -0.03612 0.06767 0.993222 0.993417 0.977333 0.922965 -0.27137 -0.87261
41381 66665 AK011381 RIKEN cDNA 5730528L13 gene5730528L13Rik 0.936066 0.943325 1.003135 0.890714 0.759334 0.849319 0.824695 0.893587 -0.66313 -0.80444 -1.4085 0.224293 0.992815 0.730658 0.809898 0.165936
41382 12391 NM_007617caveolin 3 Cav3 0.995768 1.023764 1.001665 0.964159 0.884613 0.926277 0.945903 0.959858 -1.4036 -0.60536 -1.31007 -0.56175 0.973386 0.619965 0.105201 -0.4013
41383 69596 AK002807 RIKEN cDNA 2310035K24 gene2310035K24Rik0.946993 0.970227 0.923467 0.893646 0.820193 0.793831 0.878094 0.894985 -0.51801 -1.08517 0.105201 0.653725 0.980733 0.99846 0.813882 0.640509
41384 27057 NM_019744nuclear receptor coactivator 4Ncoa4 1.026131 1.045951 0.926254 1.021396 0.975743 1.014077 0.993517 1.034509 -1.08517 -0.56175 0.312476 -1.19151 -1.11876 -1.31702 -1.39442 -0.88599
41385 228802 AW823152 cDNA sequence BC018465BC018465 0.902438 1.057701 0.934688 0.941992 0.843738 0.918494 0.955179 1.049065 0.887932 0.080268 0.394046 0.18957 0.998911 0.7198 -0.27137 -0.20048
41386 20853 NM_011490staufen (RNA binding protein) homolog 1 (Drosophila)Stau1 0.90672 1.06734 1.069382 1.091245 0.826852 0.819854 0.891944 0.993182 0.40377 -0.28568 -0.24287 0.212817 0.982251 0.987973 0.633758 -1.40078
41387 76267 BI693886 RIKEN cDNA 0710001O03 gene0710001O03Rik0.963914 1.027086 0.914513 0.865156 0.732404 0.785316 0.810863 0.80084 -0.57631 -0.92556 0.788902 0.993606 1 0.999998 0.999966 0.999988
41388 22370 NM_011707vitronectin Vtn 1.161298 1.086855 0.959438 0.805405 0.879032 0.817477 0.83543 0.740417 0.450807 -0.51801 -1.15093 0.880008 0.201243 0.825417 0.708595 0.990415
41389 12991 AW538369 casein beta Csnb 1.000848 1.075163 1.097554 0.981609 0.942536 0.967419 0.963452 0.992567 -1.41798 0.129773 0.545053 -1.25559 -0.21456 -0.95144 -1.27217 -1.39089
41390 0.827898 1.210805 1.080306 0.971854 0.680023 0.570562 0.808434 0.910072 -0.03612 -0.02287 -1.09652 -1.36965 0.915258 0.996777 0.165936 -0.95144
41391 14149 NM_007997ferredoxin reductase Fdxr 1.057366 1.155293 1.225478 1.145647 1.210939 0.980573 0.950155 1.113054 -0.76264 0.679027 0.949228 0.598542 0.922965 -1.32375 -0.85914 0.224293
41392 0.912698 0.794677 0.784029 0.953721 0.727636 0.711605 0.679395 0.55129 -0.6918 -0.84558 0.343849 -1.30291 -0.57631 0.775411 0.933363 0.746311
41393 AI661958
41394 56200 AK010281 DEAD (Asp-Glu-Ala-Asp) box polypeptide 21Ddx21 1.055376 1.026537 0.99691 0.997498 1.071648 1.002796 0.997121 1.089259 0.537005 -0.43043 -1.40078 -1.40617 0.92658 -1.4036 -1.4036 0.985772
41395 67605 AK003638 RIKEN cDNA 1110012J22 gene1110012J22Rik 0.950158 0.88019 1.048655 0.991267 0.870848 1.019526 1.088339 1.318822 -0.67749 0.730658 -0.76264 -1.39089 0.813882 -1.29553 0.105201 0.999701
41396 51799 AV224593 Rap2 interacting protein Rap2ip 0.954857 1.09395 1.057155 0.904524 0.915301 0.918578 0.947343 1.026572 -0.61985 0.450807 -0.35774 0.619965 0.432308 0.364243 -0.4013 -1.11876
41397 381658 BC003908 similar to Anthrax toxin receptor 2 precursor (Capillary morphogenesis protein-2) (CMG-2)na 1.07348 1.39069 1.207358 1.040311 1.092787 1.008447 1.067614 1.162864 -0.02287 0.999998 0.990685 -0.84558 0.364243 -1.38711 -0.15855 0.939582
41398 246221 BC006066 mercaptopyruvate sulfurtransferaseMpst 1.030247 1.036915 1.041404 1.02545 0.920606 0.965644 1.036578 1.025224 -0.60536 -0.32882 -0.14469 -0.80444 0.877262 -0.38676 -0.34327 -0.81823
41399 1.076579 1.03224 1.035606 0.830451 0.873583 0.656013 0.71633 0.899872 0.153976 -0.98942 -0.89928 0.994314 0.917246 1 1 0.708595
41400 12567 AA895666 cyclin-dependent kinase 4 Cdk4 0.982814 1.343185 1.134028 0.929064 1.235602 0.887113 0.911628 0.723399 -1.39442 0.853278 -0.51801 -1.27217 0.129773 -1.41798 -1.11876 -0.59084
41401 65970 AW908840 DNA segment, Chr 15, ERATO Doi 366, expressedD15Ertd366e 0.994722 0.922535 0.999616 0.886854 0.999404 0.984056 0.987013 0.994239 -1.3831 0.900132 -1.41835 0.996777 -1.41798 -1.10771 -1.21075 -1.37437
41402 22232 AI834903 solute carrier family 35 (UDP-galactose transporter), member 2Slc35a2 0.924026 1.097921 0.951732 0.873429 0.875944 0.788796 0.766841 0.96621 0.708595 0.868695 -0.03612 0.992386 0.990685 0.999999 1 -0.60536
41403 104880 AW495599 RIKEN cDNA D930046M13 geneD930046M13Rik0.939375 0.933224 0.84131 1.018886 0.863118 0.992791 0.915817 0.975051 0.117532 0.291042 0.997395 -1.21075 0.985772 -1.38711 0.653725 -1.05027
41404 BE628429 1.023064 1.085521 1.122511 1.195909 1.177072 1.096746 1.110931 1.359365 -1.01414 0.751363 0.968817 0.999793 0.99884 0.85962 0.936541 1
41405 74840 BB611038 arginine-rich, mutated in early stage tumorsArmet 0.961466 1.110465 1.405899 1.164897 1.045486 0.876429 1.110365 1.067679 -1.05027 0.246946 0.99991 0.779984 -0.95144 0.605781 0.23567 -0.5326
41406 243537 AI265605 cDNA sequence BC022133BC022133 1.067363 1.067995 1.078193 1.100347 1.144416 1.072227 0.981526 1.004847 0.312476 0.323037 0.537005 0.825417 0.9832 0.422901 -1.18162 -1.40078
41407 57357 NM_020611steroid 5 alpha-reductase 2-likeSrd5a2l 0.964593 0.766929 0.855467 0.810041 0.916663 0.918622 0.851946 1.025877 -0.97687 0.999729 0.928331 0.99448 0.23567 0.18957 0.939582 -1.18162
41408 107029 BC004709 malic enzyme 2, NAD(+)-dependent, mitochondrialMe2 1.043245 0.972561 0.932815 0.882511 1.016894 1.018367 0.94899 0.931767 -0.43043 -0.92556 0.394046 0.964474 -1.22925 -1.19151 -0.08986 0.422901
41409 66887 NM_025827RIKEN cDNA 1300002A08 gene1300002A08Rik0.983206 0.961072 0.894856 0.886747 0.843225 0.862257 0.970922 0.986898 -1.14037 -0.2571 0.977936 0.989259 0.999886 0.999071 -0.67749 -1.247
41410 75553 BG083672 RIKEN cDNA 1700016A15 gene1700016A15Rik1.061253 1.024141 0.940828 0.898798 0.997753 0.98127 1.061669 1.030685 0.129773 -1.03836 0.177801 0.897789 -1.41539 -1.17156 0.141921 -0.84558
41411 16828 NM_010699lactate dehydrogenase 1, A chainLdh1 1.191393 1.084649 1.055856 1.163624 1.073707 1.39606 1.027638 1.192507 0.862703 -0.27137 -0.80444 0.730658 -0.47421 0.999755 -1.247 0.868695
41412 51801 NM_016894receptor (calcitonin) activity modifying protein 1Ramp1 1.038077 1.06307 0.896219 0.915707 0.993392 1.068784 0.954049 0.97296 -0.89928 -0.2571 0.685121 0.364243 -1.40078 -0.21456 -0.64874 -1.11876
41413 56722 NM_019980LPS-induced TN factor Litaf 1.018193 0.975589 0.90125 0.929691 0.928083 0.970527 0.936115 0.980118 -1.36965 -1.32375 -0.04945 -0.59084 -0.56175 -1.28017 -0.7203 -1.34265
41414 26383 NM_011936fatso Fto 0.96262 0.912258 0.971184 0.933535 0.83322 0.88926 0.865571 0.936127 -0.89928 0.422901 -1.09652 -0.11714 0.983656 0.730658 0.906882 -0.18645
41415 66139 AK004477 RIKEN cDNA 1110002H13 gene1110002H13Rik0.905834 0.976221 0.941437 0.870644 0.811089 0.818635 0.93647 1.07539 -0.43043 -1.34265 -0.7203 0.129773 0.751363 0.02936 -1.22925 -0.81823
41416 69073 BC006890 RIKEN cDNA 1810019J16 gene1810019J16Rik 0.86714 0.760876 0.838278 0.669155 0.81045 0.659546 0.854797 1.320786 0.40377 0.980202 0.708595 0.999806 0.874461 0.99989 0.552999 0.9832
41417 240613 AW911899 RIKEN cDNA 9930021J03 gene9930021J03Rik 0.972375 0.970802 0.952895 0.815867 0.930959 0.85251 0.770558 1.045357 -1.14037 -1.10771 -0.6918 0.991933 -0.10347 0.938078 0.999636 -0.79057
41418 59026 BE949875 RIKEN cDNA 5430439H10 gene5430439H10Rik1.017245 0.994134 1.01566 1.106219 1.0807 1.143188 1.369753 1.232009 -1.26398 -1.40078 -1.29553 0.725272 0.343849 0.939582 1 0.999325
41419 70595 BI654352 RIKEN cDNA 5730453G22 gene5730453G22Rik0.780015 0.855359 0.875063 0.572811 0.96136 0.541761 0.776054 2.261621 0.450807 -0.32882 -0.56175 0.997057 -1.33027 0.9991 0.477764 0.999993
41420 56424 AI851646 STIP1 homology and U-Box containing protein 1Stub1 1.018738 1.077888 1.143472 0.907283 0.922959 0.894437 0.88993 0.977544 -1.33657 -0.4013 0.560842 0.02936 -0.30002 0.117532 0.343849 -1.33027
41421 66671 NM_023243cyclin H Ccnh 1.000706 0.969472 0.931222 0.976151 0.901267 0.837263 0.963727 0.924497 -1.41835 -0.98942 0.129773 -1.15093 0.708595 0.992386 -0.83195 0.291042
41422 170625 BF661022 sorting nexin associated golgi protein 1Snag1 0.927257 0.917153 0.781137 0.707183 0.777764 0.704043 0.918239 0.912883 -0.00969 0.224293 0.999233 0.999998 0.999407 0.999998 0.201243 0.312476
41423 69188 BF458698 myeloid/lymphoid or mixed-lineage leukemia 5Mll5 0.960001 1.143161 0.978713 0.787698 1.108245 1.102695 0.987797 0.928409 -1.22009 -0.44502 -1.29553 0.422901 -0.60536 -1.14037 -1.33657 -0.96421
41424 16709 NM_008477kinectin 1 Ktn1 1.011305 0.91862 0.934571 1.000721 0.921466 0.927664 0.84279 0.913872 -1.37885 0.003406 -0.37224 -1.41835 -0.04945 -0.20048 0.922965 0.117532
41425 264064 AI529562 cyclin-dependent kinase 8 Cdk8 0.992907 0.96904 0.940586 0.986287 0.989389 0.983101 0.991569 1.05282 -1.36965 -0.61985 0.450807 -1.23822 -1.31007 -1.15093 -1.3485 0.153976
41426 0.947864 0.927877 0.980951 1.005192 0.935249 0.824936 0.841789 0.963545 -0.30002 0.177801 -1.22925 -1.4036 0.080268 0.997963 0.992815 -0.79057
41427 0.929868 0.85125 0.965569 0.978882 0.905063 0.995291 1.069492 1.074225 0.576224 0.998764 -0.59084 -1.07368 0.900132 -1.40078 0.459898 0.552999
41428 71371 NM_023598developmentally and sexually retarded with transient immune abnormalitiesDesrt 0.950118 0.796286 0.872404 0.837656 0.918214 0.802803 0.88482 0.834582 -0.56175 0.998764 0.877262 0.980733 0.280171 0.998025 0.784481 0.984102
41429 1.069107 1.046758 1.044098 0.999936 0.956042 0.934006 1.031559 1.169666 -0.04945 -0.63431 -0.70608 -1.41847 -0.64874 -0.00969 -1.01414 0.966273
41430 71520 AK018457 GRB2-related adaptor proteinGrap 0.989045 1.074171 1.149649 1.03975 0.963239 0.916336 1.077801 1.159242 -1.36471 -0.28568 0.917246 -0.83195 -0.87261 0.394046 0.129773 0.943901
41431 66066 NM_025331guanine nucleotide binding protein (G protein), gamma 11Gng11 0.907575 0.932704 0.982943 0.832982 0.928788 0.624127 0.659735 0.955777 -0.30002 -0.76264 -1.36965 0.708595 -0.6918 0.999978 0.999407 -1.10771
41432 71438 NM_007896RIKEN cDNA 5530600P05 gene5530600P05Rik0.920745 0.61152 0.829731 0.749042 0.740151 0.759214 0.711767 0.684257 -0.11714 1 0.942493 0.999325 0.999624 0.998725 0.999948 0.999993
41433 50788 AI481357 F-box and leucine-rich repeat protein 8Fbxl8 0.997107 1.066698 0.998556 1.03311 1.094226 1.001403 0.961682 1.002982 -1.41404 -0.03612 -1.41736 -0.93855 0.520599 -1.41736 -0.76264 -1.41404
41434 BG865033 1.051811 0.989584 0.768835 0.885311 0.840077 0.772307 0.845877 1.112044 -1.08517 -1.4036 0.941054 -0.03612 0.552999 0.933363 0.495211 -0.27137
41435 230971 BI414424 EGF-like-domain, multiple 3Egfl3 0.991248 1.031574 1.053133 1.116107 1.021724 1.052568 1.044818 1.096437 -1.36471 -0.84558 -0.14469 0.900132 -1.12964 -0.17247 -0.41586 0.751363
41436 17837 AI099436 murinoglobulin 2 Mug2 0.986709 1.067803 1.139698 1.101377 1.017696 1.044023 1.17968 1.096369 -1.31702 0.129773 0.947941 0.725272 -0.83195 -0.54718 0.993222 0.666562
41437 83603 AF277093 elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 4Elovl4 1.022368 1.180315 1.016487 1.026919 1.065451 1.164355 1.09708 1.101169 -1.20122 0.978524 -1.30291 -1.11876 -0.14469 0.957466 0.495211 0.560842
41438 68016 NM_026509RIKEN cDNA 2310039E09 gene2310039E09Rik0.960454 0.953719 1.02188 1.055368 0.94715 0.988197 1.044573 1.074846 -0.20048 0.06767 -0.97687 0.291042 0.30181 -1.27217 -0.07632 0.7198
41439 BG085518 0.965988 1.015617 1.028459 0.967151 0.959492 0.978494 1.022457 1.054942 -0.32882 -1.14037 -0.63431 -0.38676 -0.03612 -0.91247 -0.88599 0.40377
41440 AF023919 0.968176 0.768934 0.851058 0.836645 0.770687 0.757967 0.731682 0.855962 -0.83195 0.999998 0.994796 0.998412 0.999997 0.999999 1 0.992386
41441 234267 BB665137 glycoprotein m6a Gpm6a 1.078568 1.06315 0.962063 0.939104 1.038414 0.985559 1.076928 0.959904 0.468884 0.105201 -0.61985 0.153976 -0.64874 -1.28017 0.432308 -0.5326
41442 170745 AF367247 X-prolyl aminopeptidase (aminopeptidase P) 2, membrane-boundXpnpep2 0.99591 0.956905 1.030783 1.113189 1.017096 1.009214 1.116871 1.02121 -1.41244 -1.01414 -1.07368 0.619965 -1.30291 -1.37437 0.591203 -1.23822
41443
41444 23945 NM_011844monoglyceride lipase Mgll 0.947503 0.901152 0.961305 0.938412 1.016227 0.957894 0.867485 1.049799 -0.13088 0.843307 -0.60536 0.165936 -1.25559 -0.47421 0.982251 -0.30002
41445 NM_009568
41446 AJ249987 0.949229 0.9686 1.010194 1.134379 0.985076 1.026466 1.085447 1.10713 0.02936 -0.70608 -1.33657 0.982731 -1.23822 -0.91247 0.730658 0.913229
41447 21346 AW543479 transgelin 2 Tagln2 1.037953 1.015634 1.060902 1.185813 1.1543 1.169521 1.153577 1.130801 -1.00184 -1.34265 -0.51801 0.921098 0.829126 0.892959 0.825417 0.660191
41448 68527 BE950971 RIKEN cDNA 1110017I16 gene1110017I16Rik 0.995497 1.297867 1.247244 1.17693 1.063497 1.136565 1.030673 1.09556 -1.41059 0.999462 0.995646 0.934969 -0.4013 0.756332 -1.11876 0.269197
41449 69051 AW701381 pyrroline-5-carboxylate reductaseP5cr2
41450 12162 NM_007557bone morphogenetic protein 7Bmp7 0.918164 0.926263 1.121325 1.107042 0.978541 0.929873 1.213839 1.130099 -0.14469 -0.70608 0.364243 0.165936 -1.30291 -0.4013 0.936541 0.468884
41451 170762 AF322375 nucleoporin 155 Nup155 1.093386 1.053739 0.902379 0.931663 0.957138 0.76428 0.949921 0.940679 0.48654 -0.27137 0.364243 -0.57631 -1.19151 0.30181 -1.15093 -0.98942
41452 65973 NM_023066aspartate-beta-hydroxylase Asph 1.082055 1.033671 1.064792 1.033718 1.020227 1.073728 1.155683 1.012582 0.51224 -0.81823 0.129773 -0.80444 -1.17156 0.343849 0.984102 -1.32375
41453 66309 AW049362 RIKEN cDNA 2810021O14 gene2810021O14Rik
41454 17988 BE133899 N-myc downstream regulated 1Ndr1 0.970175 0.91753 0.999558 0.972581 0.805367 0.941889 1.029606 1.094853 -0.64874 0.874461 -1.41835 -0.74859 0.999999 0.44161 -0.6918 0.906882
41455 80880 NM_030697RIKEN cDNA 0610013D04 gene0610013D04Rik1.097463 1.001408 1.040611 1.136706 1.065565 1.10101 1.085462 1.092601 0.612922 -1.41736 -0.70608 0.917246 -0.00969 0.660191 0.422901 0.545053
41456 20257 NM_025285stathmin-like 2 Stmn2 1.02593 1.054806 1.024363 0.970816 0.970878 1.008451 1.016363 0.926168 -0.96421 -0.00969 -1.01414 -0.83195 -0.84558 -1.36471 -1.22925 0.591203
41457 26379 BE133800 estrogen related receptor, alphaEsrra 0.92925 1.026579 1.071258 1.051157 0.884078 0.930735 0.905408 1.154264 -0.04945 -1.17156 -0.15855 -0.63431 0.751363 -0.08986 0.459898 0.885342
41458 193813 BE853348 multiple coagulation factor deficiency 2Mcfd2
41459 227327 BE138163 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 7B3gnt7 1.030241 0.998458 1.131852 1.18861 1.056063 1.157832 1.291875 1.198963 -0.92556 -1.41736 0.941054 0.997315 -0.11714 0.984958 0.999995 0.998554
41460 27207 BI653031 ribosomal protein S11 Rps11 0.983865 1.023814 1.139186 1.134268 1.154726 1.150172 1.093038 1.156213 -1.26398 -1.11876 0.947941 0.933363 0.975432 0.969625 0.619965 0.977333
41461 16678 AK019521 keratin complex 2, basic, gene 1Krt2-1
41462 114663 BI525028 inositol (myo)-1(or 4)-monophosphatase 2Impa2 0.968181 0.965949 1.022809 1.045024 0.87781 1.063074 1.046719 0.955879 -0.81823 -0.74859 -1.10771 -0.43043 0.967142 0.117532 -0.37224 -0.38676
41463 272713 BE198355 similar to development- and differentiation-enhancing factor 2; PYK2 C terminus-associated proteinna 1.053317 0.978754 0.885677 1.075617 0.954766 1.064763 1.023745 1.065243 -0.28568 -1.17156 0.911157 0.30181 -0.45961 0.042214 -1.11876 0.054985
41464 0.966234 1.029949 1.014505 0.984401 0.960102 0.882779 0.879184 0.924065 -0.64874 -0.81823 -1.26398 -1.22925 -0.41586 0.976715 0.982251 0.660191
41465 AI255371 1.015955 1.067187 0.87684 0.966787 0.872401 1.046968 1.005086 1.150371 -1.39089 -0.98942 -0.10347 -1.29553 -0.03612 -1.19151 -1.41539 0.003406
41466 0.816441 0.907748 1.039543 0.850044 1.123441 1.085055 1.112889 1.035736 0.647165 -0.54718 -1.247 0.30181 -0.48881 -1.18162 -0.44502 -1.28017
41467 69772 AK007603 dehydrogenase/reductase (SDR family) member 6Dhrs6 0.93586 1.002282 0.928298 0.95075 0.859736 1.052613 1.02629 1.008005 0.821641 -1.41059 0.904678 0.48654 0.999971 0.503778 -0.59084 -1.32375
41468 223754 AI415398 cDNA sequence BC023106BC023106 0.910866 0.954293 0.951674 0.794415 0.873474 0.750688 0.855305 0.966038 0.246946 -0.79057 -0.73447 0.995899 0.775411 0.999778 0.895398 -1.05027
41469 223499 BE225838 Unknown (protein for MGC:65348)MGC65348 0.951681 0.94279 1.044664 0.897698 1.029545 0.912075 1.036561 0.95635 -1.17156 -1.15093 -1.4085 -0.95144 -1.4165 -0.83195 -1.28017 -1.33027
41470 76654 AK007264 RIKEN cDNA 1700124F02 gene1700124F02Rik
41471 72140 BC003981 RIKEN cDNA 2610507L03 gene2610507L03Rik 0.999769 1.027739 0.897865 0.858565 0.873883 0.915401 0.965997 0.945413 -1.41835 -0.77664 0.970414 0.999303 0.996678 0.885342 -0.47421 0.323037
41472 66861 AK004617 RIKEN cDNA 1200006L06 gene1200006L06Rik 0.945751 1.044634 1.016602 0.960644 0.936144 0.910026 1.108903 1.153 0.080268 -0.32882 -1.22009 -0.45961 0.374282 0.836346 0.900132 0.992386
41473 77578 AI450360 B-cell CLL/lymphoma 9 Bcl9 0.969279 1.008662 0.984191 1.010516 0.850795 0.836072 0.89284 0.922114 -1.06205 -1.39089 -1.31702 -1.37437 0.954096 0.979656 0.679027 0.153976
41474 54614 AW213992 RIKEN cDNA 2610317D23 gene2610317D23Rik0.935741 1.038267 0.92345 1.060365 0.961624 1.015346 1.149322 0.976141 0.40377 -0.5326 0.672841 0.18957 -0.47421 -1.23822 0.991696 -1.00184
41475 64660 BF537309 mitochondrial ribosomal protein S24Mrps24 1.035282 0.996623 0.913398 0.514842 0.701414 1.08022 0.718579 0.265079 -1.36471 -1.41798 -1.07368 0.998025 0.741177 -1.16133 0.660191 1
41476 66825 AK020617 RIKEN cDNA 9130020G10 gene9130020G10Rik0.802296 0.831662 0.974426 0.87079 1.385155 0.99948 0.886116 1.020868 0.647165 0.177801 -1.3485 -0.31441 0.568584 -1.41847 -0.2571 -1.41798
41477 19143 BC008514 suppression of tumorigenicity 14 (colon carcinoma)St14 1.048056 0.945261 1.014526 0.885781 0.836954 0.780791 0.73023 0.89666 -0.83195 -0.61985 -1.35413 0.598542 0.941054 0.997231 0.999907 0.44161
41478 225341 AW047323 LIM and senescent cell antigen like domains 2Lims2 0.983655 0.973447 1.011827 1.029949 0.954853 1.083199 1.156965 1.042881 -1.15093 -0.76264 -1.28017 -0.66313 0.02936 0.825417 0.9991 -0.13088
41479 66952 BB612321 RIKEN cDNA 2310030G06 gene2310030G06Rik 0.86821 0.906671 0.965182 0.794255 0.924597 1.059768 -1.16133 -1.31007 -1.27217 -1.27217 -1.35953 -1.10771 NA
41480 74764 AI661873 RIKEN cDNA 1200014P03 gene1200014P03Rik0.952534 1.005654 0.833672 0.926859 0.790826 0.863343 0.963056 0.806208 -0.08986 -1.39089 0.999785 0.633758 0.999998 0.996252 -0.50341 0.999989
41481 15233 BF322389 homogentisate 1, 2-dioxygenaseHgd 0.966124 0.835334 0.750326 0.901674 0.842249 1.099078 1.062752 1.072628 -1.14037 0.900132 0.998554 0.18957 0.868695 0.02936 -0.64874 -0.45961
41482 67768 BF714407 RIKEN cDNA 5830445C04 gene5830445C04Rik 0.94507 1.086363 1.058424 1.038271 1.020741 0.92221 1.118444 0.95635 0.30181 0.821641 0.312476 -0.38676 -1.03836 0.801718 0.975432 -0.10347
41483 18045 AK010762 nuclear transcription factor-Y betaNfyb 0.911264 0.895017 0.881625 0.752767 0.808698 0.546041 0.803307 0.891802 -0.92556 -0.45961 -0.27137 0.7198 -0.76264 0.660191 0.432308 -1.22009
41484 67851 NM_026411RIKEN cDNA 1700021F05 gene1700021F05Rik0.912794 0.94533 0.851581 0.993541 0.868947 0.962629 0.969694 0.982923 0.51224 -0.30002 0.976715 -1.39772 0.934969 -0.81823 -1.00184 -1.28017
41485 58523 BI736205 signal transducer and activator of transcription interacting protein 1Statip1 0.946516 1.091664 0.964202 0.993293 0.912482 0.955002 1.087685 1.082222 0.459898 0.938078 -0.22869 -1.36471 0.955245 0.165936 0.919192 0.882701
41486 75600 AA674919 calmodulin-like 4 Calml4 0.95153 0.918906 0.981765 1.000212 0.937728 1.022762 1.075567 1.111578 0.23567 0.902428 -1.06205 -1.41835 0.640509 -0.89928 0.784481 0.981252
41487 67155 BG970363 RIKEN cDNA 2610209L14 gene2610209L14Rik 1.573262 1.352453 1.087781 0.694885 0.835459 0.453851 0.500628 0.411513 0.996252 0.887932 -0.87261 0.968817 0.224293 1 0.999995 1
41488 75007 AK010128 RIKEN cDNA 4930504E06 gene4930504E06Rik 0.95161 0.959932 0.876672 0.919778 0.849117 0.884668 0.904004 1.065932 -0.84558 -1.01414 0.619965 -0.13088 0.853278 0.51224 0.18957 -0.54718
41489 54636 AI663721 DNA segment, Chr X, Immunex 38, expressedDXImx38e 1.012788 0.987846 0.987367 0.990736 0.929657 0.974389 1.086899 0.952004 -1.32375 -1.33027 -1.32375 -1.36471 0.354098 -1.03836 0.560842 -0.31441
41490 103655 AW536553 SEC14-like 4 (S. cerevisiae)Sec14l4 0.975875 0.974998 0.88896 0.883548 0.74705 0.729498 0.763313 0.843602 -1.23822 -1.22925 0.560842 0.62691 0.999701 0.99983 0.998554 0.921098
41491 67811 BI249728 RIKEN cDNA 1300003F06 gene1300003F06Rik0.947539 1.016262 1.028947 0.853436 0.873552 0.913932 0.979089 1.037995 -0.2571 -1.28017 -1.01414 0.985772 0.947941 0.591203 -1.18162 -0.76264
41492 54426 NM_019447hepatocyte growth factor activatorHgfac 1.00194 1.002585 1.053793 0.984549 0.938222 0.9871 1.068412 1.043557 -1.41736 -1.41736 -0.59084 -1.33027 -0.30002 -1.35413 -0.24287 -0.83195
41493 108017 AK018728 FXYD domain-containing ion transport regulator 4Fxyd4 0.975835 0.953661 1.003502 1.001683 1.017354 1.09463 1.033712 1.168091 -0.98942 -0.17247 -1.4085 -1.4165 -1.19151 0.809898 -0.6918 0.997474
41494 246738 BB622009 open reading frame 28 ORF28 0.903378 0.91132 0.973124 0.811989 0.804128 0.628043 0.631899 0.796336 0.51224 0.364243 -1.15093 0.99464 0.996873 1 1 0.998144
41495 14221 BF323234 four jointed box 1 (Drosophila)Fjx1 1.023909 0.916586 0.971169 0.965337 0.949965 0.761028 0.82483 0.9573 -1.21075 0.280171 -1.10771 -0.97687 -0.57631 0.99989 0.98956 -0.77664
41496 208177 BB111153 RIKEN cDNA C820004H04 geneC820004H04Rik0.933577 0.963449 0.865012 0.928082 0.768467 0.79591 0.969105 0.864556 0.44161 -0.56175 0.99397 0.568584 1 0.999994 -0.76264 0.994145
41497 AI507917 0.960491 1.035209 1.030263 1.029243 0.979557 0.870196 0.938964 0.9757 -0.89928 -1.02632 -1.11876 -1.14037 -1.27217 0.843307 -0.34327 -1.21075
41498 66179 BE992398 RIKEN cDNA 1110031I02 gene1110031I02Rik 0.933007 0.909823 0.837546 0.985809 0.936721 0.960887 1.040533 0.983074 0.312476 0.751363 0.998256 -1.28795 0.201243 -0.59084 -0.59084 -1.23822
41499 68631 BC004074 crystallin, lamda 1 Cryl1 0.996817 1.019248 1.133628 1.088226 0.976935 0.815383 1.002195 0.8339 -1.33027 -1.28795 0.770759 0.18957 -1.22009 0.966273 -1.4165 0.917246
41500 100559 BI102440 RIKEN cDNA 9430041C03 gene9430041C03Rik0.933074 0.919451 0.953612 1.034437 0.951097 0.950988 0.978474 1.022163 -0.2571 0.06767 -0.77664 -1.06205 -0.7203 -0.70608 -1.26398 -1.26398
41501 20499 AW550423 solute carrier family 12, member 7Slc12a7 1.100021 0.942118 0.862082 0.935367 0.731518 0.703667 0.818668 0.833082 -0.07632 -0.76264 0.647165 -0.61985 0.998803 0.999233 0.919192 0.85962
41502 66942 BF662547 DEAD (Asp-Glu-Ala-Asp) box polypeptide 18Ddx18 1.00526 1.029323 0.941605 1.006907 0.826062 0.825526 0.839801 0.963153 -1.40078 -0.95144 0.042214 -1.38711 0.999233 0.999257 0.997474 -0.67749
41503 12029 NM_007528B-cell CLL/lymphoma 6, member BBcl6b 0.980321 1.310132 1.138265 1.423381 1.399594 1.268206 1.157549 1.028198 -1.36965 0.938078 0.003406 0.99397 0.989852 0.865727 0.224293 -1.31702
41504 67914 BG963422 RIKEN cDNA 2310005O14 gene2310005O14Rik0.973895 0.91888 0.977123 0.958943 0.731587 0.895193 1.090586 1.012111 -1.27217 -0.28568 -1.30291 -1.07368 0.998598 0.165936 -0.2571 -1.38711
41505 242721 AA986982 RIKEN cDNA B230308G19 geneB230308G19Rik0.968183 1.032539 0.87011 0.929136 0.869565 0.952099 1.026267 0.972261 -0.96421 -0.97687 0.933363 0.165936 0.936541 -0.50341 -1.11876 -1.06205
41506 20591 AF127245 selected mouse cDNA on the XSmcx 1.114999 1.068284 1.05856 1.021353 0.999104 0.971748 1.025423 1.120638 0.922965 0.354098 0.105201 -1.10771 -1.41798 -0.87261 -0.98942 0.943901
41507 BC006648 0.90007 0.946019 0.94284 0.82226 0.920409 0.638279 0.611079 0.923386 0.394046 -0.6918 -0.54718 0.956368 -0.10347 0.999999 1 -0.17247
41508 228852 AA711863 protein phosphatase 1, regulatory (inhibitor) subunit 16BPpp1r16b 1.040495 0.993653 1.13285 0.825422 0.872657 0.846638 0.909221 0.982952 -0.91247 -1.4036 0.746311 0.666562 0.51224 0.877262 -0.2571 -1.03836
41509 213575 AL024282 RIKEN cDNA 4933404O11 gene4933404O11Rik0.802491 1.375301 1.079462 0.932717 1.130676 0.802365 1.239737 -0.30002 0.364243 -1.23822 -1.39089 -0.73447 -1.14037 -0.28568 NA
41510 AI256224 0.821657 0.792544 0.813817 0.906465 0.761974 0.770378 0.808594 0.856012 0.996252 0.999571 0.997834 0.591203 0.999967 0.999932 0.998554 0.964474
41511 100900 AW049829 expressed sequence AW049829AW049829 0.994503 1.173302 1.203335 0.906946 1.167699 0.981984 1.145129 1.145326 -1.41736 -0.70608 -0.27137 -0.31441 -1.01414 -1.32375 -0.10347 -1.14037
41512 66170 AK003936 RIKEN cDNA 1110027L01 gene1110027L01Rik 0.975887 1.064914 1.012369 1.023926 1.011793 1.139161 1.153875 1.153503 -1.18162 -0.22869 -1.35413 -1.19151 -1.35953 0.853278 0.915258 0.913229
41513 56784 BI081462 RIKEN cDNA 2310003F20 gene2310003F20Rik1.092938 1.022752 0.804974 1.14507 1.010907 0.76704 1.086071 1.00913 -0.60536 -1.39442 0.568584 -0.43043 -1.39772 0.552999 -0.83195 -1.41244
41514 246196 BI101547 zinc finger protein 277 Zfp277 0.986392 0.947943 0.994648 0.875949 0.901789 0.746806 0.813581 0.977391 -1.31007 -0.22869 -1.40078 0.950487 0.788902 0.999996 0.999557 -1.12964
41515 109075 AI481275 RIKEN cDNA 1110039I09 gene1110039I09Rik 0.914842 0.926178 0.820012 0.880357 0.757929 0.846675 0.975855 0.836564 0.552999 0.312476 0.998642 0.915258 0.999994 0.989852 -1.11876 0.995096
41516 AJ012104 1.009132 0.970939 1.066513 1.178917 0.885815 0.938528 1.055258 0.995819 -1.3831 -1.05027 -0.11714 0.976715 0.825417 -0.14469 -0.41586 -1.41059
41517 17288 AW018391 meprin 1 beta Mep1b 0.989151 1.089776 1.12432 1.148833 1.037155 1.004241 1.137327 0.973614 -1.38711 -0.07632 0.394046 0.269197 -1.08517 -1.41539 0.591203 -1.18162
41518 75752 AK018368 0.941767 1.057186 0.995847 1.179903 1.040875 1.103908 1.149253 1.089032 -0.92556 -0.98942 -1.41539 0.537005 -1.18162 -0.18645 0.269197 -0.5326
41519 50907 AI427550 prolactin regulatory element bindingPreb 0.89501 0.965853 0.96429 0.881401 0.841202 0.904897 0.939728 0.983019 0.967142 -0.5326 -0.47421 0.98956 0.999806 0.930045 0.422901 -1.16133
41520 69053 AW208685 RIKEN cDNA 1810013L24 gene1810013L24Rik 0.995633 1.093974 0.985311 0.997234 0.867984 0.956487 1.013051 0.878157 -1.4085 0.537005 -1.31007 -1.41404 0.95292 -0.59084 -1.33657 0.915258
41521 20348 NM_013657sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3CSema3c 1.10169 1.047521 0.956306 0.947418 0.96656 1.075953 1.080186 1.021935 0.552999 -0.61985 -0.67749 -0.41586 -0.95144 0.092779 0.177801 -1.22009
41522 212326 BB334094 cDNA sequence BC035537BC035537 0.952028 0.997427 1.010115 0.969365 0.891942 0.7849 0.837229 0.93308 -0.20048 -1.41404 -1.3485 -0.83195 0.931722 0.999995 0.999071 0.384217
41523 13641 NM_010110ephrin B1 Efnb1 0.998569 1.017862 1.103037 0.988662 0.93888 0.986171 0.999356 1.003111 -1.41736 -1.22925 0.784481 -1.33657 0.141921 -1.29553 -1.41835 -1.41244
41524 0.955892 0.683575 0.719774 0.750742 0.736164 0.777736 0.664792 0.928039 -0.48881 1 1 0.999999 1 0.999985 1 0.354098
41525 14339 BF146888 fused toes Fts 1.013075 0.897921 0.993674 0.894051 0.879513 0.714188 0.753486 0.910135 -1.36965 0.413388 -1.40617 0.477764 0.672841 0.999971 0.999512 0.18957
41526 0.833429 0.907859 1.108358 0.96368 1.004002 1.116135 0.876326 1.138849 0.936541 -0.17247 -0.06285 -0.92556 -1.32375 -0.51801 0.364243 0.042214
41527 217847 AI256412 serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 10Serpina10 1.042106 0.984231 1.06003 0.86165 0.880713 0.728565 0.748351 0.890004 -1.08517 -1.36471 -0.80444 0.62691 0.384217 0.998684 0.996138 0.23567
41528 67063 AW046444 RIKEN cDNA 2810432L12 gene2810432L12Rik 0.862668 0.28019 1.118643 1.096901 0.74926 0.828675 1.364562 -0.54718 0.999156 -1.27217 -1.28017 -0.5326 -0.80444 -0.43043 NA
41529 28035 BI152871 ubiquitin specific protease 39Usp39 0.899188 1.010341 0.806511 0.837489 0.774121 0.820004 0.86218 1.03713 0.672841 -1.36965 0.99846 0.986915 0.999879 0.99602 0.943901 -0.89928
41530 1.046323 1.59299 1.257087 1.06369 1.034164 1.110524 1.059415 1.184387 -1.11876 0.999969 0.902428 -0.88599 -1.247 -0.18645 -0.95144 0.605781
41531 94254 AK005040 Williams-Beuren syndrome chromosome region 16 homolog (human)Wbscr16 0.994261 0.997828 0.93879 0.88059 0.849617 0.84446 0.826139 0.952167 -1.39772 -1.41539 0.129773 0.951717 0.994796 0.996576 0.999257 -0.30002
41532 26549 AK003906 integrin beta 1 binding protein 2Itgb1bp2 0.987365 1.038532 0.937817 0.952551 0.842606 0.898742 1.003258 1.00545 -1.27217 -0.38676 0.495211 0.02936 0.999812 0.959586 -1.4085 -1.39089
41533 217331 BC003195 RIKEN cDNA B230379M23 geneB230379M23Rik1.005561 1.101182 1.188686 1.244344 1.033127 1.091578 1.05587 1.193788 -1.4036 0.545053 0.983656 0.998764 -0.98942 0.394046 -0.4013 0.986915
41534 19682 AF013288 retinol dehydrogenase 5 Rdh5 0.885923 0.895887 0.803602 0.850292 0.924327 0.813158 0.845873 0.938933 0.933363 0.877262 0.99991 0.99464 0.495211 0.999778 0.996138 0.129773
41535 103711 AW549113 expressed sequence AI415282AI415282 0.957485 0.960046 0.916282 0.82179 0.84181 0.702095 0.710511 0.878107 -0.76264 -0.83195 0.30181 0.992162 0.973386 0.999999 0.999999 0.832769
41536 14732 NM_008149glycerol-3-phosphate acyltransferase, mitochondrialGpam 1.104161 1.278614 1.003312 0.897299 0.74548 0.763141 0.891311 0.941913 -0.50341 0.853278 -1.41736 -0.57631 0.974767 0.685121 -0.27137 -1.02632
41537 78369 BE943858 intercellular adhesion molecule 4, Landsteiner-Wiener blood groupIcam4 0.826626 1.004498 0.83275 0.795079 0.771325 0.816699 1.006526 0.848951 0.679027 -1.41539 0.62691 0.862703 0.934969 0.746311 -1.41244 0.459898
41538 56273 NM_019781peroxisomal biogenesis factor 14Pex14 0.976814 1.039541 1.030042 1.173912 1.032244 1.001166 1.123098 1.030739 -1.10771 -0.66313 -0.95144 0.98895 -0.88599 -1.41798 0.897789 -0.92556
41539 231769 BF789377 RIKEN cDNA 6330437E22 gene6330437E22Rik0.994371 1.039968 0.978304 1.083113 0.845891 1.085334 1.153063 1.031895 -1.4085 -1.00184 -1.28017 -0.13088 0.902428 -0.08986 0.770759 -1.15093
41540 19662 BI218769 retinol binding protein 4, plasmaRbp4 0.968555 0.992615 0.880077 0.895642 0.870831 0.901175 0.967408 0.913478 -0.73447 -1.37437 0.980733 0.939582 0.990948 0.911157 -0.6918 0.809898
41541 0.928424 1.033179 0.916004 0.940871 0.818735 0.939618 1.089944 0.979149 0.568584 -0.7203 0.775411 0.246946 0.999929 0.291042 0.756332 -1.09652
41542 BC005633 1.017101 1.031973 0.92755 0.924939 0.918912 1.114669 0.984128 0.987091 -1.26398 -0.92556 0.323037 0.384217 0.51224 0.817796 -1.28017 -1.32375
41543 15415 X06762 homeo box B7 Hoxb7 0.958338 0.867683 0.916319 1.103255 0.951717 0.9616 1.098865 1.270919 -0.81823 0.882701 0.269197 0.459898 -0.63431 -0.89928 0.246946 0.999071
41544 235339 BF165348 dihydrolipoamide S-acetyltransferase (E2 component of pyruvate dehydrogenase complex)Dlat 0.961062 0.795384 0.777067 0.679406 0.752116 0.778788 0.850055 0.875943 -1.03836 0.974085 0.994948 0.999992 0.99884 0.99448 0.775411 0.619965
41545 21405 AI390611 transcription factor 1 Tcf1 0.98894 1.032956 0.917808 0.953152 0.943613 0.873555 0.955901 1.090492 -1.37437 -1.06205 0.374282 -0.70608 -0.64874 0.825417 -0.77664 -0.66313
41546 18113 NM_010924nicotinamide N-methyltransferaseNnmt 1.031572 0.94873 0.964733 0.902085 1.097556 0.914232 0.636812 0.792391 -1.21075 -1.00184 -1.18162 -0.17247 -0.21456 -0.4013 0.999992 0.956368
41547 226422 BG075214 RAB7, member RAS oncogene family-like 1Rab7l1 1.042567 1.079578 1.108498 0.991174 0.978549 0.976837 0.952361 0.977526 -0.81823 0.06767 0.552999 -1.38711 -1.23822 -1.21075 -0.63431 -1.22009
41548 212980 AW322665 RIKEN cDNA 2210413P12 gene2210413P12Rik1.048567 1.083811 1.03419 0.920599 0.937129 1.020829 1.106948 1.086617 -0.73447 0.06767 -1.03836 0.117532 -0.28568 -1.27217 0.468884 0.129773
41549 0.934705 0.991569 0.914316 0.933956 0.816091 0.964201 0.963918 0.85142 0.394046 -1.36471 0.779984 0.413388 0.999932 -0.60536 -0.59084 0.9979
41550 15976 NM_010509interferon (alpha and beta) receptor 2Ifnar2 0.964109 0.991477 0.977848 0.997777 0.9046 0.952965 1.003786 1.004334 -0.45961 -1.35413 -1.00184 -1.41404 0.933363 -0.00969 -1.40617 -1.40078
41551 71664 NM_027853RIKEN cDNA 0610006F02 gene0610006F02Rik0.957543 0.826151 0.848796 0.890618 0.844913 0.985944 0.985409 0.941366 -0.31441 0.999874 0.998803 0.959586 0.999182 -1.26398 -1.25559 0.258122
41552 107732 NM_026154mitochondrial ribosomal protein L10Mrpl10 0.972333 1.005874 0.921635 0.982296 0.852453 0.922663 1.147019 0.931631 -0.81823 -1.38711 0.76603 -1.15093 0.999128 0.751363 0.99448 0.591203
41553 56248 AK005194 adenylate kinase 3 alpha-likeAk3l 1.061251 0.923282 0.776367 1.140622 0.78271 1.020201 1.044757 0.851304 -0.77664 -0.59084 0.985772 0.422901 0.980733 -1.29553 -1.03836 0.730658
41554 69824 AK008008 RIKEN cDNA 2010001H14 gene2010001H14Rik0.980926 0.961858 0.845817 0.921464 0.83537 0.900834 1.084356 0.983888 -1.06205 -0.28568 0.999861 0.836346 0.999959 0.965384 0.829126 -1.16133
41555 23985 AF167411 solute carrier family 26, member 4Slc26a4 0.895506 0.932342 0.920328 0.835923 0.873634 0.578459 0.642944 0.782833 0.619965 -0.13088 0.165936 0.975432 0.839859 1 1 0.999208
41556 0.9747 0.953532 0.817009 0.843446 0.799496 0.887406 1.316694 1.072107 -1.06205 -0.4013 0.999426 0.995096 0.999879 0.904678 0.999998 0.23567
41557 60455 BF464805 transmembrane protein 8 (five membrane-spanning domains)Tmem8 0.871135 0.938114 0.878886 0.892379 0.887495 0.692018 0.733218 0.927158 0.741177 -0.47421 0.660191 0.477764 0.477764 0.999993 0.999624 -0.21456
41558 20509 BE994244 solute carrier family 19 (sodium/hydrogen exchanger), member 1Slc19a1 0.997284 0.940038 0.970082 0.878791 0.98823 0.920286 0.916964 0.780285 -1.41539 -0.4013 -1.11876 0.756332 -1.36965 0.080268 0.165936 0.998803
41559 72400 AK011578 RIKEN cDNA 2610028A01 gene2610028A01Rik
41560 0.970158 1.10796 0.908007 0.891532 0.903367 0.854385 0.987077 1.053863 -1.11876 0.432308 0.333495 0.605781 0.422901 0.911157 -1.35953 -0.63431
41561 69787 AJ306451 annexin A13 Anxa13 0.938476 1.355091 1.065482 0.543432 0.777412 0.747877 1.019097 1.497065 -1.22009 0.62691 -1.22009 0.997315 0.343849 0.06767 -1.40078 0.902428
41562 NM_007825 1.039871 1.118445 1.110926 1.048373 0.980629 0.867934 0.886513 0.853309 -0.37224 0.967989 0.949228 -0.06285 -1.09652 0.996777 0.982731 0.999233
41563 11727 BF384197 angiogenin Ang 0.972094 0.861856 0.785761 0.954556 1.153941 0.880585 0.96563 0.855676 -1.33657 -0.83195 0.246946 -1.20122 -0.02287 -0.44502 -1.35413 -0.73447
41564 22598 AA987172 X transporter protein 2 Xtrp2 0.969981 0.884639 0.87908 1.025382 0.949627 0.836374 1.030566 0.781417 -0.89928 0.936541 0.955245 -1.05027 -0.21456 0.998144 -0.91247 0.999989
41565 AK007693
41566 55961 NM_019481solute carrier family 13 (sodium/sulphate symporters), member 1Slc13a1 0.94143 1.023163 0.811843 0.78506 0.601059 0.725323 0.864903 1.015519 -0.77664 -1.31007 0.922965 0.974767 1 0.998725 0.568584 -1.36965
41567 72416 AK013955 leucine-rich PPR-motif containingLrpprc 1.013506 1.008387 1.013644 0.927217 0.838632 0.911186 0.996889 1.042601 -1.27217 -1.35953 -1.27217 0.633758 0.999648 0.853278 -1.41059 -0.34327
41568 AW060608 0.891275 1.024736 0.973659 0.950643 0.926492 1.123462 0.919781 1.060309 -0.35774 -1.4085 -1.3831 -0.98942 -0.91247 -0.31441 -1.06205 -1.14037
41569 12589 NM_009879carnitine deficiency-associated gene expressed in ventricle 1Cdv1
41570 66592 NM_023231stomatin (Epb7.2)-like 2 Stoml2 0.991815 1.044995 0.944574 0.923172 0.832325 0.978453 1.069958 1.003404 -1.34265 -0.00969 0.054985 0.846693 0.999986 -0.95144 0.672841 -1.40617
41571 14607 AK008308 gastric inhibitory polypeptideGip 0.9512 0.970847 0.900853 0.814581 0.819629 0.976293 0.999587 1.050056 -0.48881 -1.03836 0.691124 0.998086 0.997231 -1.16133 -1.41835 -0.51801
41572 AI315168 1.010427 1.313831 1.492089 1.409164 1.405735 1.233043 1.409899 1.284133 -1.38711 0.999071 0.999999 0.999976 0.999972 0.982251 0.999977 0.997231
41573 69562 AK009373 cell division cycle 2-like 5 (cholinesterase-related cell division controller)Cdc2l5 0.931829 1.918389 1.364905 1.605574 1.817667 1.783038 0.924575 0.917558 -1.08517 0.999929 0.850016 0.994145 0.999711 0.999527 -1.01414 -0.93855
41574 20504 AI132458 solute carrier family 17 (sodium phosphate), member 1Slc17a1
41575 21340 BF580343 TATA box binding protein (Tbp)-associated factor, RNA polymerase I, BTaf1b 1.037244 1.294509 1.161565 1.082626 0.930545 0.922552 1.194315 1.169903 -1.08517 0.996678 0.784481 -0.20048 -0.35774 -0.17247 0.913229 0.829126
41576 53332 NM_016985myotubularin related protein 1Mtmr1 1.040455 1.034717 1.086686 0.955838 0.986695 0.944111 1.139313 0.920473 -1.20122 -0.85914 -0.79057 -0.96421 -1.39442 -1.33657 -0.28568 -0.57631
41577 67199 NM_026027prefoldin 1 Pfdn1 0.972613 1.068064 0.899334 0.916814 0.855299 0.887688 0.970028 0.884212 -0.50341 0.817796 0.995239 0.967989 0.999985 0.998803 -0.35774 0.999233
41578 53380 AW989082 proteasome (prosome, macropain) 26S subunit, non-ATPase, 10Psmd10 0.953965 0.912377 0.918036 0.893544 0.858519 0.839918 0.797704 0.972362 -0.60536 0.468884 0.354098 0.746311 0.955245 0.98537 0.999257 -1.08517
41579 20469 BG094385 signal-induced proliferation associated gene 1Sipa1 0.929381 0.949358 0.85035 0.982574 0.698286 0.899568 0.988038 0.885875 0.129773 -0.44502 0.976715 -1.28017 1 0.666562 -1.35413 0.836346
41580 12572 AW744770 cyclin-dependent kinase 7 (homolog of Xenopus MO15 cdk-activating kinase)Cdk7 1.029257 1.000479 0.947783 0.974865 1.003648 0.922347 1.131486 1.085663 -1.21075 -1.41835 -0.76264 -1.25559 -1.41539 -0.18645 0.528853 -0.15855
41581 63828 AI852370 fructosamine 3 kinase Fn3k 1.033695 0.936588 1.075727 0.930276 1.144891 0.977875 0.947718 1.018115 -0.97687 -0.50341 -0.87261 -0.88599 0.224293 -1.41539 -1.01414 -1.16133
41582 72106 AK011308 RIKEN cDNA 2610003J06 gene2610003J06Rik
41583 27029 AI447835 N-sulfoglucosamine sulfohydrolase (sulfamidase)Sgsh 0.905605 1.123066 1.032709 1.040008 0.987029 1.025617 0.90004 0.774444 -0.00969 0.258122 -1.20122 -1.10771 -1.3831 -1.28017 0.092779 0.98763
41584 69581 AI227428 ras homolog gene family, member UArhu 0.997502 0.99788 0.949843 0.974425 0.909071 0.833898 0.885424 0.889947 -1.41539 -1.4165 -0.45961 -1.12964 0.552999 0.984102 0.839859 0.801718
41585 15473 AI196495 heat-responsive protein 12 Hrsp12 1.015691 0.914878 0.895848 0.931782 0.831964 0.952854 1.00715 0.960947 -1.28795 0.583764 0.829126 0.212817 0.997315 -0.41586 -1.39089 -0.67749
41586 22599 BF781064 X transporter protein 3 Xtrp3
41587 67894 BG082387 RIKEN cDNA 1810055E12 gene1810055E12Rik0.953291 1.088232 1.075988 1.152186 1.136056 0.974968 0.956255 1.056031 -0.31441 0.619965 0.40377 0.982251 0.957466 -1.03836 -0.41586 -0.10347
41588 0.932083 0.915014 0.916268 0.882218 0.854114 0.960976 0.986925 0.998474 0.450807 0.76603 0.746311 0.971185 0.997057 -0.48881 -1.29553 -1.4165
41589 11928 BE285637 ATPase, Na+/K+ transporting, alpha 1 polypeptideAtp1a1 0.945642 0.94319 0.916012 0.885252 0.889048 0.837708 0.90644 0.996221 -0.34327 -0.27137 0.413388 0.829126 0.79752 0.988307 0.583764 -1.41244
41590 223337 AW319008 expressed sequence AI313915AI313915 0.946293 0.956096 0.887971 0.909868 0.793598 0.890314 1.019638 0.935744 -0.17247 -0.50341 0.897789 0.691124 0.999924 0.885342 -1.21075 0.141921
41591 102791 AA682106 RIKEN cDNA 9130410M22 gene9130410M22Rik
41592 17922 NM_032394myosin VIIb Myo7b 0.989925 1.344021 0.90579 0.568957 1.407962 1.619538 0.842562 1.069359 -1.05027 0.054985 -1.40078 -1.17156 0.384217 -1.29553 -0.50341 -1.33027
41593 171281 BE865110 peroxisomal acyl-CoA thioesterase 2APte2a 0.982498 1.051008 0.895418 0.909716 0.831559 0.887265 1.006453 0.96967 -0.80444 0.741177 0.999818 0.998361 1 0.999953 -1.32375 0.003406
41594 0.900138 0.737428 0.633808 0.56451 0.599348 0.42059 0.386344 0.525811 -0.54718 0.928331 0.998412 0.999946 0.999681 1 1 0.999994
41595 13119 BF322553 cytochrome P450, family 4, subfamily a, polypeptide 14Cyp4a14 1.021588 1.098363 1.092583 1.132865 1.148877 0.947464 1.038277 1.139432 -1.19151 0.62691 0.545053 0.902428 0.95292 -0.28568 -0.77664 0.928331
41596 209354 BG143612 eukaryotic translation initiation factor 2B, subunit 1 (alpha)Eif2b1 0.869641 1.03474 1.009167 1.095549 0.934797 0.93077 0.938869 1.139125 0.612922 -1.16133 -1.39772 -0.08986 -0.56175 -0.47421 -0.64874 0.51224
41597 1.065576 0.941709 0.987384 0.910575 0.817627 0.905465 0.979326 0.951825 -0.34327 -0.43043 -1.35953 0.312476 0.988307 0.40377 -1.27217 -0.6918
41598 170484 AI788454 nephrosis 2 homolog, podocin (human)Nphs2 0.969207 1.043413 0.972142 0.92589 0.87857 0.927358 0.911289 1.034465 -0.6918 -0.2571 -0.80444 0.70286 0.990685 0.679027 0.880008 -0.59084
41599 20510 AI930034 solute carrier family 1, member 1Slc1a1 0.989471 1.029884 1.073279 0.884799 0.821749 0.99891 1.069403 1.112472 -1.31702 -0.74859 0.605781 0.98537 0.999976 -1.41736 0.537005 0.954096
41600 56315 AI648867 Rhesus blood group-associated C glycoproteinRhcg 1.07756 1.036117 0.789522 0.827759 1.172208 0.950512 1.002498 0.825677 -0.81823 -1.17156 -0.32882 0.117532 -0.41586 -1.21075 -1.40617 0.224293
41601 0.989231 1.034166 0.894153 0.855377 0.781368 0.882825 0.942389 0.951136 -1.30291 -0.50341 0.980202 0.999571 1 0.992815 0.432308 0.141921
41602 0.977412 0.999803 0.911785 0.894615 0.891406 0.905938 1.185631 1.098496 -1.22009 -1.41847 0.384217 0.666562 0.70286 0.495211 0.970414 0.413388
41603 AI480746 0.974956 1.062983 0.929552 0.874024 0.775763 0.931114 0.999471 1.001145 -0.5326 0.809898 0.931722 0.999932 1 0.919192 -1.41798 -1.4165
41604 20410 AF064806 SH3 domain protein 4 Sh3d4 1.020013 1.117844 1.037705 1.025556 0.969833 1.051985 0.991031 1.047784 -1.30291 0.450807 -1.03836 -1.23822 -1.15093 -0.76264 -1.39442 -0.84558
41605 12224 BG084550 Kruppel-like factor 5 Klf5 0.983445 0.891484 1.159729 1.060038 0.955303 0.992384 1.046782 0.959577 -1.33657 0.576224 0.856479 -0.5326 -0.81823 -1.40078 -0.81823 -0.92556
41606 105835 AK007455 RIKEN cDNA 1810012I01 gene1810012I01Rik 0.988998 0.945541 0.909792 0.902082 0.945252 1.079415 1.021582 1.054937 -1.38711 -0.76264 0.003406 0.153976 -0.73447 -0.56175 -1.31007 -0.81823
41607 56468 BF456758 suppressor of cytokine signaling 5Socs5 0.994821 0.907501 0.918672 1.019179 0.786212 0.778076 0.866253 0.853146 -1.41059 0.18957 -0.03612 -1.31702 0.99464 0.996678 0.770759 0.85962
41608 70046 AK011193 RIKEN cDNA 2600013D04 gene2600013D04Rik1.017195 1.077275 0.992126 1.052763 1.057055 1.078194 1.073541 1.172668 -1.30291 0.042214 -1.39442 -0.54718 -0.63431 0.016424 -0.03612 0.936541
41609 AW412127 0.936863 1.073317 1.022709 1.027437 1.022129 1.050242 1.093517 1.311631 -0.10347 0.042214 -1.32375 -1.25559 -1.21075 -0.80444 0.432308 0.999961
41610 20660 BG075389 sortilin-related receptor, LDLR class A repeats-containingSorl1 0.994431 1.226873 1.086684 1.125861 1.10265 1.061385 1.233989 1.347465 -1.40617 0.99464 0.212817 0.741177 0.477764 -0.35774 0.996138 0.999978
41611 15587 BF227128 hyaluronidase 2 Hyal2 0.989858 0.946383 0.854222 1.114316 0.861676 0.989304 1.009395 1.258898 -1.4036 -1.00184 0.459898 -0.17247 0.374282 -1.35413 -1.40617 0.89047
41612 0.974206 1.025283 0.966494 0.943077 0.871173 0.91442 1.024225 1.04474 -0.48881 -0.56175 -0.07632 0.76603 0.999953 0.985772 -0.61985 0.354098
41613 170439 AW123098 ELOVL family member 6, elongation of long chain fatty acids (yeast)Elovl6 1.185779 1.119961 1.079959 0.943042 0.975107 0.877007 0.887722 0.750796 0.913229 0.468884 -0.18645 -0.59084 -1.23822 0.679027 0.545053 0.999496
41614 192187 AI661443 stabilin 1 Stab1
41615 BF789845 1.127541 1.211751 1.631608 1.207551 1.341396 1.087606 1.313786 0.977923 0.291042 0.882701 0.999999 0.868695 0.996576 -0.31441 0.992386 -1.31702
41616 319585 AW228177 RIKEN cDNA A230074L19 geneA230074L19Rik0.957568 1.072255 0.937802 0.947554 1.01661 0.784899 1.039382 1.000184 -0.83195 -0.20048 -0.32882 -0.59084 -1.32375 0.998554 -0.76264 -1.37885
41617 0.951513 0.934729 0.8547 0.820809 0.758806 0.864492 0.992922 1.040747 -0.44502 0.054985 0.978524 0.998086 0.999991 0.96061 -1.39442 -0.73447
41618 66868 BI103097 RIKEN cDNA 1200003O06 gene1200003O06Rik1.035539 1.202144 0.908314 0.933851 0.999467 0.928602 0.859605 1.151312 -1.22925 0.874461 -0.21456 -0.57631 -1.41404 -0.73447 0.280171 -0.15855
41619 66603 NM_025656survivor of motor neuron protein interacting protein 1Sip1 0.955901 0.979359 0.997106 0.88656 0.907364 0.886186 0.870562 0.992777 -0.74859 -1.25559 -1.41539 0.741177 0.312476 0.672841 0.821641 -1.39442
41620 56786 BC002208 RIKEN cDNA 2310004K06 gene2310004K06Rik1.119058 1.151146 0.86489 0.828689 0.871112 1.08168 0.90088 0.840426 0.568584 0.829126 0.856479 0.974767 0.633758 -0.4013 0.459898 0.871606
41621 13105 NM_010006cytochrome P450, family 2, subfamily d, polypeptide 9Cyp2d9 0.949598 1.01914 0.887791 0.858672 0.762894 0.869775 0.981213 0.954078 0.459898 -0.96421 0.997963 0.999948 1 0.999778 -0.96421 0.30181
41622 96957 BE989353 RIKEN cDNA B830009D23 geneB830009D23Rik0.915451 0.884415 0.98797 0.901461 1.009755 1.147886 1.121975 1.261724 -0.74859 -0.28568 -1.4036 -0.54718 -1.4085 -0.08986 -0.38676 0.201243
41623 231296 AI591586 cDNA sequence BC031901BC031901 0.999652 0.974118 0.921189 0.950577 0.908698 0.963011 1.022926 0.974342 -1.41835 -1.09652 0.394046 -0.41586 0.619965 -0.80444 -1.17156 -1.09652
41624 77219 AK020666 RIKEN cDNA 1810016I24 gene1810016I24Rik 0.986667 1.201047 0.960579 0.925181 0.802574 0.846226 1.037211 0.989867 -1.39089 0.40377 -1.26398 -0.87261 0.843307 0.51224 -1.26398 -1.40617
41625 66116 AI158927 camello-like 1 Cml1
41626 low density lipoprotein receptor-related protein 2 (Lrp2), mRNALrp2 0.992311 1.369748 1.822485 2.384511 2.5819 2.31946 2.25409 2.27104 -1.39442 0.999955 1 1 1 1 1 1
41627 19700 AI594597 rad and gem related GTP binding proteinRem 0.897579 0.993659 0.978893 1.037687 0.956375 0.917459 1.023041 1.190623 0.924792 -1.38711 -1.09652 -0.56175 -0.28568 0.751363 -1.05027 0.999367
41628 107146 AI315345 RIKEN cDNA A330009E03 geneA330009E03Rik 1.02706 0.950382 1.008593 1.124845 1.047234 0.924884 1.07906 1.114424 -1.30291 -1.02632 -1.40617 0.042214 -1.09652 -0.59084 -0.63431 -0.08986
41629 1.030981 1.822875 1.860286 1.83121 1.677114 1.625871 1.46346 1.821025 -1.28017 1 1 1 0.999995 0.999982 0.9991 1
41630 66994 NM_025892RIKEN cDNA 1500031L02 gene1500031L02Rik 1.12377 1.131681 1.027571 1.065483 1.270961 1.04098 1.029968 1.02817 0.939582 0.96061 -0.95144 0.23567 0.999994 -0.51801 -0.87261 -0.93855
41631 13041 BE447240 cathepsin W Ctsw 1.011581 0.982966 0.849841 0.768958 0.785986 0.821398 0.644284 0.756702 -1.3831 -1.34265 0.846693 0.996873 0.991933 0.95292 1 0.998508
41632 18114 AU018604 novel nuclear protein 1 Nnp1 0.985221 0.948431 0.904445 0.861769 0.841905 0.904999 0.937933 0.887837 -1.26398 -0.07632 0.853278 0.992815 0.998684 0.850016 0.258122 0.949228
41633 68616 NM_024228RIKEN cDNA 1110015E22 gene1110015E22Rik1.007898 0.913408 0.997683 0.886721 0.792636 0.907789 0.991207 0.893213 -1.37885 0.714241 -1.41539 0.938078 0.999978 0.784481 -1.36965 0.906882
41634 BE953564 RIKEN cDNA 2610204K03 gene2610204K03Rik1.009492 0.996182 1.045532 1.163389 1.252876 1.066402 1.145626 1.17658 -1.35413 -1.4085 -0.32882 0.995096 0.999987 0.30181 0.98537 0.9979
41635 12054 BE447205 B-cell CLL/lymphoma 7B Bcl7b 1.08021 1.101778 0.922439 0.848425 0.977941 0.813526 1.063493 1.060124 -0.95144 -0.87261 -0.91247 -0.17247 -1.4036 0.153976 -1.21075 -1.20122
41636 27219 AI327264 serum/glucocorticoid regulated kinase 2Sgk2 0.966671 1.060696 1.080874 0.84508 0.813871 1.036329 1.037781 1.0573 -0.66313 0.201243 0.633758 0.999071 0.999961 -0.60536 -0.54718 0.105201
41637 0.96129 1.083911 0.934587 0.931663 0.833951 0.905424 0.971286 1.038885 -0.44502 0.691124 0.44161 0.51224 0.99972 0.887932 -0.83195 -0.50341
41638 216440 BC006844 RIKEN cDNA 4632413K17 gene4632413K17Rik 1.10402 1.100432 1.119621 1.018565 1.018132 0.83829 0.924132 0.958574 0.224293 0.165936 0.450807 -1.3485 -1.33027 0.924792 -0.15855 -0.95144
41639 1.045809 0.971926 1.039658 1.103291 0.905739 1.034789 1.076258 1.056598 -0.73447 -1.11876 -0.88599 0.48654 0.495211 -1.00184 -0.34327 -0.47421
41640 12879 AA763986 cystin 1 Cys1 0.961643 0.902481 0.945881 1.067859 0.901072 1.053839 0.981132 1.216614 -0.88599 0.545053 -0.45961 -0.20048 0.568584 -0.54718 -1.28017 0.991205
41641 12716 NM_009897creatine kinase, mitochondrial 1, ubiquitousCkmt1 1.021139 1.095601 0.995746 0.980318 0.83751 0.854695 0.69081 0.84566 -1.23822 0.40377 -1.41059 -1.25559 0.982731 0.954096 1 0.971936
41642 58176 NM_021375Rhesus blood group-associated B glycoproteinRhbg 1.065577 0.810272 0.897361 0.778245 0.867755 0.829646 0.766909 0.843598 0.129773 0.999806 0.862703 0.999991 0.978524 0.998911 0.999997 0.996471
41643 102570 AI930192 expressed sequence AI648912AI648912 0.965316 1.112142 1.340191 1.147403 1.176852 1.044835 1.039131 1.011035 -1.01414 0.520599 0.999916 0.829126 0.936541 -0.81823 -0.95144 -1.37437
41644 246179 AA982370 Fukuyama type congenital muscular dystrophy homolog (human)Fcmd 0.971081 0.999244 0.853901 0.872678 0.81866 0.908903 0.995765 1.014506 -0.57631 -1.41798 0.999913 0.999156 0.999999 0.964474 -1.39772 -1.18162
41645 BF787249 1.027887 1.121582 0.979564 0.915257 0.997076 0.83444 0.969485 1.012423 -1.11876 0.725272 -1.247 0.354098 -1.41539 0.98537 -1.05027 -1.35413
41646 15927 BG147778 0.964528 0.916527 0.999877 0.95322 0.874151 0.867284 0.839529 0.966252 -0.74859 0.612922 -1.41847 -0.37224 0.962587 0.976715 0.997057 -0.80444
41647 BI328845 0.990484 1.147648 0.991645 0.703789 0.836041 0.737798 0.853962 0.828949 -1.40617 0.832769 -1.39442 0.998508 -0.64874 0.054985 0.73596 0.545053
41648 18023 AW538184 nuclear factor, erythroid derived 2,-like 1Nfe2l1 1.069953 1.104645 0.897259 0.769777 0.779623 0.753055 0.70812 0.752392 -0.07632 0.568584 0.679027 0.99989 0.999763 0.999967 1 0.999975
41649 14871 AA445512 glutathione S-transferase, theta 1Gstt1 1.07605 1.53773 1.209794 1.108535 1.062679 0.868408 0.97017 1.076877 -0.04945 1 0.986544 0.528853 -0.77664 0.877262 -1.09652 -0.02287
41650 0.977328 0.979798 1.315051 1.356041 1.237985 0.52696 0.804267 1.395472 -1.40617 -1.39442 0.468884 0.354098 0.153976 0.902428 -0.28568 0.7198
41651 12846 BG228674 catechol-O-methyltransferaseComt 0.956323 0.913844 1.052472 0.886298 0.823101 0.828022 0.947879 0.987333 -1.06205 -0.35774 -1.07368 -0.03612 0.432308 0.640509 -0.98942 -1.37885
41652 214459 BF722772 RIKEN cDNA 2610318I01 gene2610318I01Rik 0.945098 1.039917 0.983113 0.932227 1.114516 0.964752 1.056504 1.186521 -0.57631 -0.98942 -1.32375 -0.24287 0.48654 -1.11876 -0.60536 0.941054
41653 66971 NM_025876RIKEN cDNA 2310066P17 gene2310066P17Rik1.094074 0.923802 0.736692 1.145267 0.940934 1.119518 0.94377 1.216857 -0.76264 -0.97687 0.897789 -0.41586 -1.20122 -0.88599 -1.29553 0.141921
41654 69687 AW913348 RIKEN cDNA 2310076K21 gene2310076K21Rik1.086327 1.10101 1.190744 1.158709 1.163867 1.062545 1.072754 1.185564 -0.00969 0.246946 0.938078 0.829126 0.853278 -0.51801 -0.28568 0.92658
41655 59044 BE628666 ring finger protein 130 Rnf130 0.977652 1.126972 1.057829 1.212503 1.260111 1.089207 0.898364 1.468955 -1.37437 -0.43043 -1.15093 0.333495 -0.27137 -0.93855 -0.83195 0.982731
41656 BG144301 1.289908 0.82651 1.030715 1.084768 0.907111 1.088619 0.842236 1.187566 0.779984 -0.31441 -1.25559 -1.03836 -0.89928 -1.41244 -0.50341 -0.57631
41657 76308 BF019137 RIKEN cDNA 1110011F09 gene1110011F09Rik 0.99593 0.967156 0.927006 0.974072 0.832755 0.945473 0.987661 0.954228 -1.4036 -0.63431 0.653725 -0.89928 0.999846 0.177801 -1.28795 -0.13088
41658 AV003450 0.980448 0.886008 1.008886 0.819234 0.89601 0.877408 1.049258 0.831917 -1.35953 0.280171 -1.4036 0.900132 0.117532 0.413388 -0.98942 0.770759
41659 0.979458 0.922783 0.779014 0.758478 0.739754 0.741301 0.650374 0.635593 -1.22925 0.280171 0.99987 0.999978 0.999996 0.999995 1 1
41660 23849 AI448727 core promoter element binding proteinCopeb 0.891199 0.946025 1.023232 1.212518 0.950478 1.025946 1.090701 1.065796 0.003406 -1.07368 -1.22925 0.784481 -1.02632 -1.31007 -0.45961 -1.09652
41661 66841 AW111417 electron transferring flavoprotein, dehydrogenaseEtfdh 0.998665 1.095633 1.112181 1.184199 1.062804 1.051079 1.125395 1.108733 -1.41736 0.528853 0.725272 0.986544 -0.15855 -0.47421 0.832769 0.691124
41662 233836 BI135130 solute carrier family 5 (sodium/glucose cotransporter), member 10Slc5a10 0.869246 1.053554 0.976216 0.857864 0.843419 0.763659 0.779208 0.878983 0.422901 -0.70608 -1.28017 0.246946 0.850016 0.805844 0.975432 -0.10347
41663 232813 AI844027 hypothetical protein D430041B17D430041B17 0.871028 1.087412 1.02872 1.061621 0.914917 0.929149 0.897707 1.054242 0.666562 -0.14469 -1.22009 -0.64874 -0.04945 -0.35774 0.291042 -0.79057
41664 21343 BE628687 TAF6 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf6 0.909399 0.907995 0.942514 0.906068 1.080247 0.812766 0.860368 1.002732 -0.48881 -0.57631 -1.00184 -0.43043 -0.76264 0.552999 0.117532 -1.41736
41665 1.05748 1.147627 1.006839 1.0257 0.983452 0.936509 1.125635 1.084128 -0.17247 0.96061 -1.39089 -1.07368 -1.26398 0.105201 0.892959 0.459898
41666 AF144695 0.960718 1.071421 1.00917 1.137876 1.086871 0.993276 1.108816 1.183187 -0.91247 -0.50341 -1.39089 0.76603 0.105201 -1.4036 0.468884 0.947941
41667 56794 AK005505 RIKEN cDNA 1600020H07 gene1600020H07Rik1.004038 0.878103 0.978156 0.891181 0.79295 0.88861 0.911327 0.821907 -1.41059 0.874461 -1.21075 0.770759 0.999479 0.793248 0.48654 0.995514
41668 234724 BI219696 tyrosine aminotransferase Tat 0.95415 0.989084 0.981618 0.984026 0.880202 0.901608 0.98558 0.88898 -0.21456 -1.33027 -1.17156 -1.22925 0.977333 0.900132 -1.26398 0.957466
41669 AK003180 0.936668 1.14001 1.058624 0.873077 0.856241 0.788709 0.830873 0.890481 -0.85914 0.201243 -0.84558 0.44161 0.18957 0.73596 0.829126 -0.13088
41670 BG069222 1.089644 0.949292 0.765842 0.912094 0.897465 0.925353 0.91885 0.997329 0.432308 -0.4013 0.999973 0.633758 0.746311 0.560842 0.40377 -1.31007
41671 AJ223958 solute carrier family 27 (fatty acid transporter), member 2 (Slc27a2), mRNASlc27a2 0.962762 1.350948 1.524831 1.948368 1.707979 1.847802 1.677424 1.623695 -1.22009 0.981252 0.999636 1 0.999994 1 0.999989 0.999963
41672 BG228786 0.927695 0.958893 0.838363 0.923812 0.819086 0.854026 0.93162 0.828799 0.751363 -0.15855 0.999938 0.805844 0.999994 0.999624 0.685121 0.99998
41673 231130 AJ304865 TNFAIP3 interacting protein 2Tnip2 0.947521 1.043727 1.096551 0.977325 0.923703 0.867999 1.029433 1.045888 -0.5326 -0.81823 0.343849 -1.22925 0.092779 0.877262 -1.11876 -0.76264
41674 211446 BI793758 RIKEN cDNA E430013E20 geneE430013E20Rik0.963662 0.907702 0.881462 0.786224 0.793164 0.834979 0.840086 0.847797 -1.06205 0.165936 0.591203 0.993606 0.990685 0.928331 0.909041 0.877262
41675 106407 AW261577 RIKEN cDNA D630035O19 geneD630035O19Rik0.990538 0.962189 0.922409 0.835542 1.005587 0.887048 0.867236 0.901697 -1.36965 -0.74859 0.394046 0.995239 -1.40078 0.874461 0.959586 0.741177
41676 66522 NM_023217RIKEN cDNA 2810003H13 gene2810003H13Rik0.975195 0.927513 1.088295 0.913009 0.744774 0.995399 1.22756 0.909805 -1.35953 -0.76264 -0.61985 -0.7203 0.959586 -1.41404 0.598542 -0.66313
41677 26363 AW228697 biotinidase Btd 1.017889 1.101947 0.733163 0.804792 0.767452 1.333804 2.152815 2.084434 -1.39772 -0.89928 0.76603 0.246946 0.568584 0.679027 0.999981 0.999959
41678 57373 AW988596 predicted gene ICRFP703B1614Q5.6 1.019325 0.950651 0.865315 0.968856 0.820642 0.982796 1.090464 1.1013 -1.247 -0.47421 0.946624 -0.98942 0.997057 -1.28017 0.422901 0.583764
41679 225791 BE656504 RIKEN cDNA C530046K17 geneC530046K17Rik0.969398 1.028517 1.042835 1.062218 0.835726 0.882909 0.950266 1.000198 -1.23822 -1.27217 -1.10771 -0.81823 0.612922 0.201243 -1.07368 -1.4165
41680 66613 AK013853 1.010802 0.899929 0.949752 0.929217 0.848858 1.109356 1.00597 0.939236 -1.3831 0.374282 -0.73447 -0.24287 0.895398 0.343849 -1.4085 -0.48881
41681 225913 BF384946 cDNA sequence BC021917BC021917 0.942491 0.84481 0.497495 0.557153 0.500242 0.447569 0.424171 0.442115 -0.59084 0.902428 1 1 1 1 1 1
41682 116748 AW556243 U7 snRNP-specific Sm-like protein LSM10Lsm10
41683 192159 AI462013 pre-mRNA processing factor 8Prpf8 1.030018 1.083007 0.901475 0.908778 0.999979 1.044918 0.937221 0.985614 -1.01414 0.333495 0.714241 0.612922 -1.41847 -0.63431 -0.02287 -1.31702
41684 66464 AW489565 TAF12 RNA polymerase II, TATA box binding protein (TBP)-associated factorTaf12
41685 210992 AI847713 cDNA sequence BC005662BC005662 1.020184 1.078757 0.851994 0.939625 0.842076 0.903204 1.067433 1.008022 -1.19151 0.394046 0.991696 0.054985 0.996138 0.788902 0.141921 -1.37885
41686 106389 BC004721 ELL associated factor 2 Eaf2 1.049248 1.040826 1.141704 1.178795 1.107674 1.087916 1.023909 1.108086 -0.37224 -0.61985 0.957466 0.99397 0.853278 0.560842 -1.10771 0.801718
41687 AU067215 0.941401 1.03707 0.948527 1.048385 1.00538 1.091846 0.931497 1.000966 0.129773 -0.66313 -0.10347 -0.28568 -1.39772 0.714241 0.413388 -1.41798
41688 170737 BE305408 RIKEN cDNA B830022L21 geneB830022L21Rik0.982309 1.14836 0.900561 0.947034 0.808346 0.75852 0.967204 0.913847 -1.10771 0.998309 0.970414 0.323037 0.999999 1 -0.48881 0.913229
41689 17470 AA451268 antigen identified by monoclonal antibody MRC OX-2Mox2 0.96155 0.980007 0.921893 1.054211 0.904086 0.948505 0.970287 0.874964 -0.63431 -1.18162 0.528853 -0.20048 0.793248 -0.15855 -0.92556 0.963541
41690 66497 W47697 RIKEN cDNA 2610528E23 gene2610528E23Rik1.025175 0.988979 0.951364 0.924581 0.807819 0.881723 0.996993 0.878906 -1.09652 -1.3485 -0.35774 0.40377 0.99967 0.924792 -1.41404 0.936541
41691 0.967231 0.905309 0.810961 0.685232 0.611396 0.662164 0.818478 0.762897 -1.22009 -0.15855 0.892959 0.999701 0.999998 0.999303 0.862703 0.983656
41692 67856 AK009166 enoyl Coenzyme A hydratase domain containing 3Echdc3 1.050432 1.037775 1.024591 1.132135 1.018222 1.066576 1.173719 1.042777 0.105201 -0.37224 -0.88599 0.992386 -1.10771 0.552999 0.999701 -0.17247
41693 AA103929 0.986042 0.8018 0.940579 1.062536 0.936586 0.909822 0.977481 0.778784 -1.36471 0.986915 -0.56175 -0.57631 -0.45961 0.141921 -1.27217 0.990415
41694 76774 AA168413 0.845926 1.09345 1.165205 0.837976 0.873294 0.866905 0.992201 1.007127 0.913229 0.105201 0.853278 0.939582 0.741177 0.793248 -1.40078 -1.4036
41695 70356 BC003843 RIKEN cDNA 3110002K08 gene3110002K08Rik0.906508 0.908357 1.139073 1.006198 0.858634 0.91563 0.993583 0.941531 0.364243 0.333495 0.761221 -1.40617 0.892959 -0.00969 -1.4036 -0.44502
41696 67621 BI105237 RIKEN cDNA 2310026E23 gene2310026E23Rik 0.95566 1.038796 0.91953 1.08393 0.920867 0.918721 1.220253 1.052992 0.016424 -0.27137 0.877262 0.846693 0.862703 0.882701 0.999997 0.246946
41697 93721 AB021969 carboxypeptidase N, polypeptide 1Cpn1 0.987845 1.070475 0.946101 0.971314 0.801863 0.854708 0.837208 0.8847 -1.33657 0.129773 -0.22869 -1.00184 0.999738 0.984102 0.995379 0.897789
41698 66048 AU042040 RIKEN cDNA 0610009E20 gene0610009E20Rik0.951525 0.936258 0.982468 1.048692 0.963518 1.128869 1.209092 1.161836 -0.83195 -0.48881 -1.33657 -0.87261 -1.07368 0.51224 0.943901 0.784481
41699 AK004890 0.789186 0.63027 0.835174 0.80217 0.550284 0.686157 0.652948 0.701402 0.836346 0.999691 0.503778 0.76603 0.999997 0.995646 0.999041 0.991696
41700 76650 AK007296 RIKEN cDNA 1700127B04 gene1700127B04Rik1.030305 0.993576 0.918006 0.997983 0.790418 0.81578 1.051015 1.176538 -1.06205 -1.40078 0.323037 -1.4165 0.999426 0.996363 -0.56175 0.967989
41701 66055 AA222930 RIKEN cDNA 0610009D07 gene0610009D07Rik 0.96423 1.016983 0.899452 0.800096 0.811892 0.902301 0.872308 0.910008 -0.7203 -1.247 0.846693 0.999932 0.999793 0.821641 0.971936 0.73596
41702 234564 AI118204 hypothetical protein MGC18894MGC18894 0.941369 1.035092 0.941487 0.899647 0.884728 0.994285 1.053968 0.923239 -0.93855 -1.247 -0.93855 -0.22869 -0.31441 -1.32375 -1.03836 -0.93855
41703 14233 AK019994 forkhead box I1 Foxi1 0.89181 1.048705 0.901922 0.766867 0.740009 0.891964 0.751095 0.9203 0.422901 -0.87261 0.23567 0.995899 0.99846 -0.13088 0.997057 -0.37224
41704 213989 AI504993 hypothetical protein MGC37938MGC37938 1.125168 1.166137 1.135944 1.087131 0.994056 1.078225 1.157359 1.116664 0.537005 0.843307 0.647165 -0.03612 -1.4085 -0.17247 0.801718 0.394046
41705 19663 AA636171 RNA binding protein gene with multiple splicingRbpms 0.983346 1.077573 1.069511 1.159372 1.042077 1.040002 1.13646 1.120816 -1.36471 -0.54718 -0.67749 0.560842 -1.10771 -1.14037 0.333495 0.141921
41706 22646 NM_009544zinc finger protein 105 Zfp105 1.031623 1.092234 1.218135 1.172706 1.412731 1.130174 1.427385 1.074825 -0.35774 0.092779 0.612922 0.605781 0.931722 0.30181 0.99602 -1.16133
41707 53322 BF462404 nucleobindin 2 Nucb2 1.010504 0.94638 0.86708 0.721488 0.680974 0.705085 0.651845 0.6457 -1.37437 -0.43043 0.913229 0.999998 1 1 1 1
41708 1.017924 0.947035 0.878645 0.931985 0.954011 0.947991 1.026432 0.964297 -1.19151 0.02936 0.980202 0.468884 -0.21456 0.003406 -0.95144 -0.60536
41709 1.020206 1.032825 0.979371 0.770383 0.781554 0.696863 0.696111 0.760585 -1.23822 -0.98942 -1.22925 0.999934 0.99983 1 1 0.999971
41710 16068 NM_010531interleukin 18 binding proteinIl18bp 1.034049 0.904418 0.90441 1.066 0.829097 0.91451 0.888133 0.89049 -1.05027 0.432308 0.432308 -0.32882 0.977936 0.23567 0.672841 0.640509
41711 20148 BE457542 dehydrogenase/reductase (SDR family) member 3Dhrs3 1.04283 1.556099 1.740186 2.007198 1.915789 1.46811 1.625085 1.862199 -0.95144 1 1 1 1 0.999997 1 1
41712 94065 BE135510 mitochondrial ribosomal protein L34Mrpl34 0.926766 1.04059 0.780165 1.327221 0.824158 1.153395 0.935051 1.163671 -0.95144 -1.28017 0.73596 0.85962 0.384217 -0.13088 -1.03836 -0.03612
41713 66394 NM_025533RIKEN cDNA 2310061K06 gene2310061K06Rik1.055514 0.850876 0.814758 0.878038 0.720719 1.307552 0.803879 0.900604 -0.92556 0.450807 0.62691 0.165936 0.976082 0.384217 0.708595 -0.35774
41714 13419 BF540433 deoxyribonuclease I Dnase1 0.918775 1.047708 1.264357 1.030166 1.221043 0.462585 0.851297 1.275608 -0.87261 -1.14037 0.821641 -1.31702 0.343849 0.949228 0.312476 0.770759
41715 68775 BI134345 ATPase, H+ transporting, V1 subunit C, isoform 2Atp6v1c2 1.024224 1.00609 1.028667 0.947705 1.08988 1.097488 1.165824 1.127852 -1.06205 -1.39442 -0.93855 -0.08986 0.672841 0.761221 0.993222 0.943901
41716 108654 AA683699 RIKEN cDNA 4933403F05 gene4933403F05Rik1.003783 0.986895 0.987724 0.488447 0.828173 1.074348 0.953029 0.762984 0.633758 -0.14469 0.568584 0.999998 0.928331 -0.70608 -1.14037 -1.12964
41717 69606 BF011268 RIKEN cDNA 2310020P08 gene2310020P08Rik1.026832 1.027875 0.820599 0.830899 0.860429 0.666479 0.542139 0.629313 -1.21075 -1.19151 0.974767 0.958538 0.843307 0.999999 1 1
41718 16658 BG975967 v-maf musculoaponeurotic fibrosarcoma oncogene family, protein B (avian)Mafb 1.078818 0.97658 0.901091 0.943326 0.921868 1.039018 0.820558 1.032023 -0.35774 -1.28795 0.177801 -0.7203 -0.24287 -1.08517 0.941054 -1.18162
41719 54634 NM_018832PDZ domain containing, X chromosomePdzx
41720 67210 BI695467 RIKEN cDNA 2810047M21 gene2810047M21Rik1.001993 0.980869 0.908544 0.919148 0.895499 0.887876 1.065708 0.930747 -1.41736 -1.29553 0.30181 0.080268 0.528853 0.633758 -0.38676 -0.20048
41721 320632 BG075018 RIKEN cDNA A330064G03 geneA330064G03Rik1.002699 0.980994 0.786784 1.075681 0.942977 1.091426 1.100123 1.257412 -1.4165 -1.31702 0.99448 -0.28568 -0.60536 0.016424 0.165936 0.991205
41722 13495 AJ243590 developmentally regulated GTP binding protein 2Drg2 1.005413 1.029468 0.99298 1.00556 1.005428 0.807824 1.046685 0.964027 -1.3485 -1.06205 -1.39442 -1.22925 -1.22925 0.955245 -0.80444 -1.31007
41723 26384 AF160355 glucosamine-6-phosphate deaminase 1Gnpda1
41724 0.951455 0.99179 0.937797 0.990908 0.88365 0.912225 1.002164 0.911852 -0.60536 -1.39089 -0.22869 -1.3831 0.788902 0.384217 -1.4165 0.394046
41725 52633 AI642071 DNA segment, Chr 16, ERATO Doi 502, expressedD16Ertd502e 1.074205 0.959565 0.936392 1.035048 0.958362 0.79021 1.035043 1.259271 -0.45961 -1.03836 -0.57631 -1.15093 -1.01414 0.971936 -1.15093 0.980733
41726 109065 BG071792 RIKEN cDNA 1110034A24 gene1110034A24Rik0.732201 1.096029 0.913642 0.861661 0.929686 0.916719 0.811855 0.791071 0.913229 -0.5326 -0.54718 -0.41586 -0.83195 -0.45961 -1.3485 -0.34327
41727 AF109906 1.020258 1.019308 1.071841 1.268389 1.124197 1.137558 1.062872 1.03286 -1.22925 -1.247 0.080268 0.999711 0.832769 0.900132 -0.14469 -0.95144
41728 AK004491 1.060165 1.091949 0.898128 0.811129 0.911771 0.852741 0.983917 0.82148 -0.76264 -0.66313 -0.34327 0.714241 -0.41586 0.042214 -1.38711 0.672841
41729 93673 BI145670 camello-like 2 Cml2 0.932259 0.93569 1.017555 1.059501 0.899684 0.887929 1.040495 0.990491 0.054985 -0.03612 -1.28017 -0.27137 0.70286 0.825417 -0.77664 -1.37437
41730 54218 AW542334 UDP-Gal:betaGalNAc beta 1,3-galactosyltransferase, polypeptide 4B3galt4 0.933208 0.912199 1.049845 1.01377 1.130607 1.054723 1.001686 1.07664 -0.57631 -0.07632 -0.73447 -1.35413 0.691124 -0.92556 -1.41736 -0.13088
41731 20518 NM_013667solute carrier family 22 (organic cation transporter), member 2Slc22a2 0.938208 0.951158 0.845822 0.880063 0.750664 0.84546 1.109958 0.953523 -0.38676 -0.7203 0.933363 0.333495 0.996777 0.528853 0.432308 -0.96421
41732 73834 BF120577 ATPase, H+ transporting, V1 subunit DAtp6v1d 0.923514 1.013172 1.041377 1.104764 1.111721 1.142053 1.018422 1.243085 -0.04945 -1.40617 -0.93855 0.343849 0.44161 0.598542 -1.31007 0.991696
41733 230163 AI195457 aldolase 2, B isoform Aldo2 1.001935 0.978866 0.959231 1.148993 1.008644 0.997293 1.082788 1.158794 -1.4165 -1.20122 -0.67749 0.943901 -1.3831 -1.41404 0.343849 0.963541
41734 71325 AK017244 RIKEN cDNA 5430400H23 gene5430400H23Rik1.059507 0.950602 1.071507 0.790085 0.929946 1.002705 0.737229 0.94603 -1.18162 -1.22925 -1.18162 0.117532 -1.247 -1.3831 0.560842 -1.32375
41735 70355 BI134748 G protein-coupled receptor, family C, group 5, member CGprc5c 0.908035 0.903244 0.894477 0.991575 0.864453 1.017855 0.964034 1.024684 -0.02287 0.06767 0.23567 -1.4036 0.647165 -1.3485 -1.12964 -1.28795
41736 1.022864 1.079212 0.920139 0.791876 0.886447 0.890268 1.077393 0.923478 -1.34265 -0.85914 -0.56175 0.882701 -0.20048 -0.27137 -0.70608 -0.61985
41737 18627 NM_011066period homolog 2 (Drosophila)Per2 0.919986 0.812882 0.935163 0.991212 0.816264 0.888145 1.017802 1.111607 -0.11714 0.954096 -0.47421 -1.39772 0.965384 0.477764 -1.33657 0.291042
41738 1.039862 1.284915 1.202737 1.126397 1.028312 1.039736 1.051699 1.124524 -1.08517 0.96161 0.887932 0.450807 -0.43043 0.105201 -0.4013 0.537005
41739 74088 AK002603 RIKEN cDNA 0610012H03 gene0610012H03Rik0.932287 0.922815 1.000194 0.954823 0.862481 0.932634 1.07347 1.088077 -0.5326 -0.32882 -1.41059 -0.97687 0.666562 -0.74859 -0.7203 -0.2571
41740 57738 AW987175 solute carrier family 15 (H+/peptide transporter), member 2Slc15a2 0.911832 0.832132 0.811458 0.858945 0.812177 0.886358 0.939575 0.978894 0.280171 0.973386 0.991933 0.897789 0.991454 0.685121 -0.38676 -1.26398
41741 76594 AK012521 RIKEN cDNA 2700075B01 gene2700075B01Rik1.001969 0.923784 0.930597 1.067489 0.949329 0.91137 1.019453 0.908732 -1.4165 0.432308 0.269197 0.105201 -0.28568 0.660191 -1.21075 0.70286
41742 98846 AI043124 1.169146 1.30387 1.387538 1.608343 1.419311 1.27631 1.26376 1.320595 0.829126 0.997834 0.999894 1 0.999967 0.994314 0.991205 0.998803
41743 93684 AK020419 selenoprotein 38245 1.004958 1.154259 1.288875 1.073525 1.182617 1.035894 1.233626 1.027296 -1.41059 0.788902 0.997766 -0.30002 0.909041 -1.07368 0.9832 -1.21075
41744 BE993320 0.873375 1.370853 1.184302 1.381455 1.070027 1.12022 1.24113 1.010353 -0.35774 0.880008 0.016424 0.895398 -1.08517 -0.6918 0.432308 -1.41059
41745 23924 NM_011835katanin p60 (ATPase-containing) subunit A1Katna1
41746 213012 AW541293 RIKEN cDNA D230019K24 geneD230019K24Rik0.848743 1.161706 0.942233 0.922277 0.771097 0.913685 0.956406 1.02406 0.691124 0.568584 -0.83195 -0.44502 0.981252 -0.27137 -1.06205 -1.31007
41747 229543 BE225993 expressed sequence C77668C77668 0.974386 0.928799 0.820386 0.858585 1.057204 0.644806 0.710955 0.767867 -1.3831 -1.20122 -0.00969 -1.29553 -1.33657 0.598542 0.801718 0.477764
41748 16412 Y00769 integrin beta 1 (fibronectin receptor beta)peroxisomal acyl-CoA thioesterase 2A1.944176 2.770326 1.155529 1.393108 2.673662 3.087287 2.264834 1.507279 0.997963 0.999998 -0.64874 0.653725 0.999997 1 0.999897 0.871606
41749 74392 AK016555 RIKEN cDNA 4932439K10 gene4932439K10Rik1.018793 1.040497 1.019922 0.702099 0.787234 0.927519 1.022401 1.049037 -1.41798 -1.247 -1.35413 0.987973 0.945278 -0.51801 -1.41798 -1.17156
41750 75735 NM_023792pantothenate kinase 1 Pank1 0.959578 0.992781 0.944105 1.02051 0.872018 0.934647 1.036687 0.926231 -0.30002 -1.36965 0.269197 -1.07368 0.994796 0.528853 -0.50341 0.697037
41751 67039 AK011184 RIKEN cDNA 2600011C06 gene2600011C06Rik1.044821 1.038381 0.905422 0.951296 0.845987 0.866985 1.051564 0.892816 -0.7203 -0.57631 0.856479 -0.14469 0.998412 0.990415 -0.13088 0.936541
41752 56364 AV370364 zinc finger protein 261 Zfp261 0.946309 0.943048 0.847975 0.837182 0.871452 0.87875 1.223906 1.027107 -0.30002 -0.21456 0.984102 0.992386 0.934969 0.902428 0.998256 -1.08517
41753 77043 AK014606 RIKEN cDNA 4632433K11 gene4632433K11Rik0.964101 0.99166 1.063154 1.030558 0.988858 0.929631 0.953421 1.12722 -0.74859 -1.37885 0.003406 -0.95144 -1.3485 0.312476 -0.4013 0.906882
41754 66868 BG914965 RIKEN cDNA 1200003O06 gene1200003O06Rik1.346504 1.497192 1.19017 1.422713 1.076366 1.41096 1.29259 1.132141 0.998361 0.999987 0.751363 0.999861 -0.64874 0.999281 0.986163 0.374282
41755 14194 BG064859 fumarate hydratase 1 Fh1 0.939948 0.928743 0.917473 1.116509 0.860275 0.940073 1.010168 1.035536 0.323037 0.598542 0.779984 0.946624 0.997057 0.312476 -1.33657 -0.60536
41756 20347 AK014333 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3BSema3b 0.965354 0.985852 1.046232 1.044366 0.939166 0.861048 0.929434 1.016703 -0.89928 -1.32375 -0.63431 -0.67749 -0.13088 0.956368 0.129773 -1.29553
41757 227331 C80997 trinucleotide repeat containing 15Tnrc15 0.978349 0.960707 0.874209 1.011505 0.905713 0.762053 0.851043 0.849946 -1.28795 -1.11876 0.450807 -1.4036 0.177801 0.98763 0.850016 0.653725
41758
41759 106021 BF018714 topoisomerase I binding, arginine/serine-richTopors 0.970824 0.998147 1.070008 1.053084 0.923212 1.029374 1.12839 1.075101 -0.92556 -1.4165 0.246946 -0.21456 0.520599 -0.95144 0.930045 0.364243
41760 BF450707 1.010776 1.105771 0.832813 0.835089 0.905561 1.019813 0.94411 0.980662 -1.37885 0.374282 0.964474 0.895398 0.105201 -1.12964 -0.54718 -1.29553
41761 67035 BG261481 RIKEN cDNA 2010306G19 gene2010306G19Rik0.973453 1.014875 1.147824 1.170858 1.056199 1.053044 1.024841 1.119458 -1.07368 -1.31007 0.942493 0.980202 -0.30002 -0.38676 -1.12964 0.62691
41762
41763 74720 AK015757 RIKEN cDNA 4930511J11 gene4930511J11Rik 1.215045 0.745714 0.857226 0.514442 1.412485 0.717863 0.79387 0.632684 0.016424 0.672841 -0.37224 0.99967 0.839859 0.805844 0.312476 0.976082
41764 74143 AB044138 optic atrophy 1 homolog (human)Opa1 0.884212 1.11984 1.233023 1.38793 1.07412 1.165636 1.041159 1.310129 0.809898 0.725272 0.997231 0.999998 0.003406 0.947941 -0.81823 0.999929
41765 1.140803 3.726034 1.817285 2.224624 1.034293 1.246252 2.059744 2.946665 -0.96421 0.999999 0.955245 0.997231 -1.38711 -0.35774 0.991696 0.999969
41766 11536 NM_007412adrenomedullin receptor Admr 1.05113 1.01168 0.854323 0.975284 0.936836 0.867681 0.878001 1.178542 -0.14469 -1.31702 0.996967 -1.00184 0.323037 0.990415 0.978524 0.998144
41767 16423 NM_010581CD47 antigen (Rh-related antigen, integrin-associated signal transducer)Cd47 0.953591 1.002851 1.179457 1.286554 1.076812 1.029971 1.104545 1.138295 -0.30002 -1.41244 0.996873 0.999997 0.450807 -0.89928 0.825417 0.967142
41768 67388 NM_026124RIKEN cDNA 1110008F13 gene1110008F13Rik1.030301 1.015531 1.005431 1.047068 0.959194 1.043888 1.244851 1.15091 -1.02632 -1.31007 -1.4036 -0.59084 -0.7203 -0.67749 0.999281 0.938078
41769 68396 NM_023455camello-like 4 Cml4 0.957815 1.015662 1.039225 0.909089 0.908558 1.060573 1.036181 1.187396 -0.97687 -1.35413 -1.06205 0.092779 0.105201 -0.66313 -1.10771 0.885342
41770 AK007642 0.984663 1.11259 1.070206 0.984534 0.984163 0.86217 0.827673 0.944571 -1.33657 0.520599 -0.24287 -1.33027 -1.33027 0.885342 0.980202 -0.50341
41771 19704 AA647952 regulator of nonsense transcripts 1Rent1 0.967061 0.934225 0.924937 0.979998 0.938896 0.885741 0.992592 1.06784 -0.93855 0.02936 0.269197 -1.22925 -0.10347 0.853278 -1.39089 -0.03612
41772 19935 BG084450 mitochondrial ribosomal protein L23Mrpl23 0.962557 1.012028 1.129531 1.006251 0.964613 0.867489 0.903234 1.05996 -0.84558 -1.35413 0.825417 -1.40078 -0.89928 0.928331 0.62691 -0.28568
41773 66834 AW060286 thioesterase superfamily member 2Them2 0.872807 0.830923 0.834036 1.062093 0.887968 1.05713 1.13964 1.087707 0.836346 0.979656 0.976082 -0.4013 0.697037 -0.51801 0.801718 0.165936
41774 80877 BB037791 LPS-responsive beige-like anchorLrba 1.060655 1.016831 1.039432 0.970155 1.000251 1.013932 1.108322 1.081814 -0.48881 -1.22009 -0.80444 -1.29553 -1.41847 -1.35413 0.468884 -0.02287
41775 72962 AK013765 endothelial cell growth factor 1 (platelet-derived)Ecgf1 0.960135 1.120535 0.876313 1.557316 1.164174 1.23559 1.057062 0.842 -1.28795 -1.01414 -0.45961 0.591203 -0.60536 -0.03612 -1.26398 -0.27137
41776 17308 AI118268 mannoside acetylglucosaminyltransferase 1Mgat1 0.906067 0.951327 0.919065 0.839083 0.832548 0.653208 0.802521 0.90615 0.312476 -0.73447 0.042214 0.945278 0.96061 1 0.992162 0.312476
41777 14766 NM_018882G protein-coupled receptor 56Gpr56 0.945024 1.019879 0.996423 0.972102 0.910339 0.81625 0.795918 1.147373 -0.57631 -1.29553 -1.41404 -1.25559 0.258122 0.967989 0.995379 0.697037
41778 140740 BE289781 SEC63-like (S. cerevisiae) Sec63 0.966106 1.009745 0.982447 0.954475 0.913823 0.770386 0.772001 0.981578 -1.03836 -1.38711 -1.31007 -0.76264 0.23567 0.997766 0.999347 -1.39089
41779 17165 BF463172 MAP kinase-activated protein kinase 5Mapkapk5 0.931536 1.085643 1.189746 1.429818 1.497104 2.062188 2.498773 2.983177 -0.66313 -0.45961 0.730658 0.999347 0.999897 1 1 1
41780 15493 M75886 hydroxysteroid dehydrogenase-2, delta<5>-3-betaHsd3b2 1.138348 1.089691 0.984166 1.018926 1.043334 1.015746 0.923853 0.886646 0.895398 0.422901 -1.29553 -1.25559 -0.6918 -1.30291 0.291042 0.843307
41781 AK012676 1.079363 1.305879 1.166981 1.366229 1.977989 1.963879 2.580539 1.610977 -0.73447 0.945278 0.364243 0.984535 1 1 1 0.999936
41782 114713 AB056433 RAS p21 protein activator 2 Rasa2 1.001724 1.19697 0.906438 0.864458 1.065789 0.920726 0.95748 1.184565 -1.4165 0.323037 -0.60536 -0.03612 -1.01414 -0.93855 -1.22925 0.224293
41783 227707 BC005624 cDNA sequence BC005624BC005624 0.891259 1.015393 1.117401 0.908825 0.956029 0.83932 1.064675 1.14015 0.343849 -1.35953 0.280171 0.016424 -1.07368 0.73596 -0.74859 0.545053
41784 19348 BE850714 kinesin family member 20A Kif20a 0.9127 0.832492 1.006248 1.092294 1.021666 1.002394 0.968489 1.088479 -0.34327 0.714241 -1.41244 -0.57631 -1.34265 -1.4165 -1.247 -0.44502
41785 71117 BG246377 0.989926 1.060463 1.145384 1.062459 1.060556 1.012613 1.082741 1.262632 -1.39442 -0.76264 0.545053 -0.7203 -0.74859 -1.39089 -0.34327 0.976715
41786 56485 BI103419 solute carrier family 2 (facilitated glucose transporter), member 5Slc2a5 0.946152 1.002919 0.943178 0.757357 0.893835 0.9643 0.890351 1.196985 -0.76264 -1.4165 -0.70608 0.997624 0.312476 -1.10771 0.374282 0.892959
41787 105355 AW259241 expressed sequence AW261723AW261723 1.547789 2.234483 1.091384 1.195577 1.782024 2.11728 1.805587 1.297698 0.997474 1 -0.76264 0.333495 0.999959 1 0.999973 0.829126
41788 233913 BI410618 cDNA sequence BC017158BC017158 1.287491 1.665002 1.159533 0.95645 1.002643 1.169565 1.040436 1.182969 0.965384 0.999998 0.477764 -1.09652 -1.41736 0.560842 -1.16133 0.660191
41789 51811 AA270880 C-type (calcium dependent, carbohydrate recognition domain) lectin, superfamily member 13Clecsf13 0.904736 0.779467 0.912347 0.829937 0.9063 0.787788 0.891418 0.893217 0.092779 0.990685 -0.06285 0.906882 0.06767 0.985772 0.333495 0.30181
41790 232086 BI144433 cDNA sequence BC014685BC014685 0.913182 0.908272 0.958751 0.977654 0.999909 0.97143 1.019677 1.134467 -0.20048 -0.34327 -1.11876 -1.31702 -1.41847 -1.33027 -1.34265 0.117532
41791 217303 BB531887 RIKEN cDNA B230315M08 geneB230315M08Rik
41792 BI793510 1.007085 1.043626 0.899009 0.843666 0.844631 0.961496 0.899108 0.947469 -1.37885 -0.32882 0.92658 0.999257 0.999182 -0.45961 0.924792 0.054985



41793 AW048071 0.989329 0.900007 0.811042 0.990873 0.856079 0.965838 1.155442 1.069101 -1.37437 0.537005 0.993791 -1.38711 0.922965 -1.01414 0.880008 -0.22869
41794 227801 BF147667 RIKEN cDNA 6030446I19 gene6030446I19Rik 0.973112 0.967684 0.81334 0.729145 0.709705 0.842322 0.833969 0.965365 -1.22925 -1.14037 0.969625 0.999771 0.999942 0.89047 0.922965 -1.10771
41795 212937 BE133443 cDNA sequence BC027057BC027057 1.023032 0.954434 0.897906 0.914261 0.912235 0.90533 1.018939 1.013011 -1.06205 -0.24287 0.917246 0.775411 0.801718 0.868695 -1.17156 -1.29553
41796 0.936203 0.993704 0.995808 0.961262 0.957759 0.887212 0.803991 1.02662 -0.35774 -1.40617 -1.41244 -0.96421 -0.88599 0.619965 0.991933 -1.20122
41797 94066 BC009166 mitochondrial ribosomal protein L36Mrpl36 1.009863 0.985511 0.869371 0.776645 0.759549 0.719406 0.738661 0.717 -1.35953 -1.28795 0.976715 0.999993 0.999999 1 1 1
41798 BB264171 0.975838 1.026716 0.908172 0.88301 0.831143 0.760907 0.665011 0.777301 -1.19151 -1.16133 0.44161 0.779984 0.984102 0.999883 1 0.999281
41799 66054 BC005532 RIKEN cDNA 0610010E05 gene0610010E05Rik0.961067 0.954142 0.945349 0.897368 0.849539 0.874814 0.859919 0.818617 -0.74859 -0.5326 -0.27137 0.761221 0.983656 0.924792 0.967989 0.998144
41800 56365 AA208161 chloride channel K1-like Clcnk1l 0.97239 1.003941 0.928191 1.014405 0.923441 0.868224 0.954518 0.950623 -1.09652 -1.41244 0.105201 -1.33027 0.212817 0.917246 -0.63431 -0.5326
41801 NM_009614 1.073068 1.137425 0.78818 1.147388 0.771665 1.244385 0.752251 1.662922 -0.77664 -0.22869 0.741177 -0.64874 0.576224 -0.21456 0.520599 0.996252
41802 AK012683 0.93718 1.099942 0.987967 1.013532 0.832863 0.85793 0.800067 0.899998 -0.15855 -0.56175 -1.40078 -1.37437 0.89047 -0.30002 0.583764 -1.41736
41803 74470 AK017134 RIKEN cDNA 4933440J22 gene4933440J22Rik 0.944177 1.131492 1.122823 0.906026 1.096658 0.99553 1.124528 1.064273 -0.63431 0.591203 0.495211 0.224293 0.117532 -1.41244 0.51224 -0.51801
41804 231672 BG229717 RIKEN cDNA 4930438M06 gene4930438M06Rik0.969254 1.074453 1.164381 1.006003 1.21759 1.184447 1.124379 1.05958 -1.09652 -0.13088 0.904678 -1.40617 0.986544 0.95292 0.660191 -0.47421
41805 231986 BE951561 expressed sequence AI591476AI591476 1.116182 1.174613 1.004068 0.833296 0.836602 0.77871 0.768317 0.722485 0.730658 0.97267 -1.41059 0.991454 0.989259 0.999856 0.99994 0.999999
41806 56078 NM_019513carbonic anhydrase 5b, mitochondrialCar5b 1.015358 1.058443 0.941234 0.918768 0.824263 0.847435 1.02283 0.921903 -1.34265 -0.5326 -0.44502 0.105201 0.980202 0.934969 -1.247 0.02936
41807 66863 NM_025808leucine-zipper-like transcriptional regulator, 1Lztr1 0.818018 0.997771 0.927198 0.957113 1.080568 0.91777 1.023891 0.958697 0.528853 -1.4165 -0.87261 -1.26398 -0.89928 -1.15093 -1.34265 -1.28017
41808 214579 AI507176 RIKEN cDNA D630032B01 geneD630032B01Rik 0.91048 1.150478 1.104989 1.017442 1.227603 0.942547 1.171761 1.191352 0.312476 0.843307 0.422901 -1.31702 0.990415 -0.45961 0.922965 0.96161
41809 108645 BC003457 RIKEN cDNA 2410018D16 gene2410018D16Rik1.155078 1.997905 2.562946 2.465601 2.422139 2.40943 1.761204 1.722894 0.568584 1 1 1 1 1 1 1
41810 224904 AI845406 RIKEN cDNA 2410015M20 gene2410015M20Rik1.033555 1.067339 0.984091 1.071652 1.074012 1.153588 1.214177 1.170491 -0.84558 0.153976 -1.26398 0.258122 0.312476 0.977333 0.999233 0.990948
41811 223665 AI551857 RIKEN cDNA C030006K11 geneC030006K11Rik1.042872 0.964583 0.939267 0.94827 0.978388 0.862833 1.138006 1.14271 -1.19151 -1.247 -0.81823 -0.93855 -1.35413 0.280171 0.054985 0.105201
41812 50766 AF168680 cysteine-rich motor neuron 1Crim1 0.990956 0.987988 0.891762 0.916999 1.039006 0.938905 0.905224 0.948191 -1.34265 -1.28795 0.973386 0.832769 -0.4013 0.432308 0.924792 0.141921
41813 68347 BE951044 RIKEN cDNA 0610011F06 gene0610011F06Rik0.904552 1.482818 1.43361 0.600213 1.150872 0.958067 1.058181 1.151757 -0.64874 -0.2571 0.459898 0.836346 -1.3485 -1.26398 -1.35413 -1.09652
41814 66680 BC005579 RIKEN cDNA 3230401D17 gene3230401D17Rik
41815 64113 BG067514 modulator of apoptosis 1 Moap1 0.939072 0.966954 1.061681 0.958133 0.97886 0.820368 0.811594 1.080178 -0.28568 -1.01414 -0.37224 -1.00184 -1.34265 0.991454 0.995096 0.080268
41816 64658 BG079134 mitochondrial ribosomal protein S25Mrps25 0.895264 1.28014 1.103711 1.238365 1.011614 1.004016 1.180027 0.960281 -0.15855 0.924792 -0.34327 0.829126 -1.39772 -1.4165 0.520599 -1.19151
41817 1.01501 0.98853 0.930566 0.960187 0.942916 0.827737 0.997808 1.008232 -1.32375 -1.35953 0.042214 -0.79057 -0.30002 0.992815 -1.4165 -1.38711
41818 56213 AF179369 protease, serine, 11 (Igf binding)Prss11 0.980332 1.145154 1.036245 0.99823 1.041902 0.849523 0.842466 1.001551 -1.26398 0.85962 -0.96421 -1.41736 -0.83195 0.957466 0.971185 -1.41736
41819 75736 AK017362 BCL2-like 12 (proline rich) Bcl2l12 0.965996 0.954036 1.113686 0.863216 1.019502 0.874982 0.818209 1.020476 -1.00184 -0.70608 0.591203 0.843307 -1.28017 0.836346 0.991933 -1.25559
41820 19039 L16894 peptidylprolyl isomerase C-associated proteinPpicap 0.974415 1.300389 1.370655 0.68775 0.742123 0.593013 0.913758 0.532633 -1.36471 0.741177 0.897789 0.968817 0.85962 0.9991 -0.83195 0.999952
41821 19400 AW125071 receptor-associated protein of the synapseRapsn 0.954382 1.032783 0.958751 0.923199 0.879571 0.805581 0.759289 0.919192 -0.35774 -0.83195 -0.51801 0.537005 0.957466 0.999904 0.999999 0.612922
41822 1.003257 1.063178 1.016639 1.091721 0.969001 0.881286 0.994868 1.024912 -1.41404 -0.37224 -1.31702 0.23567 -1.07368 0.76603 -1.4085 -1.20122
41823 BB219455 0.922901 0.720229 0.867637 0.82296 0.891319 1.001503 0.97292 1.028212 -0.79057 0.959586 0.054985 0.477764 -0.30002 -1.41736 -1.3485 -1.33657
41824 13180 BG879094 6-pyruvoyl-tetrahydropterin synthase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1)Pcbd 0.999943 1.125643 1.671736 1.536707 1.47915 1.730585 1.494669 1.727523 -1.41847 0.62691 1 1 1 1 1 1
41825 69123 BF783130 RIKEN cDNA 1810022C23 gene1810022C23Rik1.043991 1.078182 1.254648 1.045205 1.216428 1.026393 1.029279 1.105108 -0.95144 -0.32882 0.989259 -0.92556 0.96161 -1.22925 -1.19151 0.23567
41826 0.847248 0.777235 0.769358 0.71463 0.691019 0.695906 0.756813 0.888168 0.950487 0.999347 0.999624 0.999995 0.999999 0.999999 0.999856 0.691124
41827 109342 AI957305 RIKEN cDNA C330021F16 geneC330021F16Rik1.305356 0.676621 0.940266 0.700494 0.369624 0.659647 0.481772 0.32061 -0.18645 0.354098 -1.34265 0.312476 0.999496 0.333495 0.897789 0.999812
41828 20868 NM_009288serine/threonine kinase 10 Stk10 0.996328 0.938766 1.125286 1.189286 0.97761 0.989867 1.018473 0.870023 -1.4085 0.291042 0.957466 0.999208 -1.06205 -1.34265 -1.18162 0.989852
41829 14412 BI133218 solute carrier family 6 (neurotransmitter transporter, GABA), member 13Slc6a13 1.017143 1.016227 0.977391 0.990569 0.894407 0.925493 1.046029 1.066693 -1.20122 -1.22009 -1.03836 -1.3485 0.947941 0.647165 -0.24287 0.374282
41830 117147 AA237296 butyryl Coenzyme A synthetase 1Bucs1 1.074332 0.983094 0.975267 1.032172 0.924021 0.90802 0.878442 0.957356 0.40377 -1.22925 -1.21075 -0.83195 0.552999 0.79752 0.967142 -0.43043
41831 22380 AF071184 WW domain binding protein 4Wbp4 0.990908 1.050128 1.032471 1.017965 0.874378 0.907938 0.912459 1.095063 -1.36471 -0.31441 -0.85914 -1.22925 0.966273 0.756332 0.697037 0.685121
41832 104602 AW125546 expressed sequence AW125546AW125546 0.998402 0.90497 0.829059 0.842446 0.812365 0.897322 0.975986 0.89411 -1.4165 0.770759 0.997474 0.99602 0.999681 0.846693 -1.08517 0.871606
41833 59020 NM_021517PDZ domain containing 1 Pdzk1
41834 14488 AI181022 1.071293 0.924992 0.888132 0.870231 0.913404 0.842784 0.885696 0.958115 -0.43043 -0.44502 0.468884 0.552999 0.016424 0.809898 0.503778 -0.97687
41835 16483 NM_010594kidney androgen regulated proteinKap 0.816092 1.112185 0.893365 1.577062 0.63668 0.678769 0.757939 1.370214 -0.79057 -1.08517 -1.34265 0.212817 -1.21075 -1.36471 -0.84558 -0.28568
41836 66685 AA986838 RIKEN cDNA 3230401O13 gene3230401O13Rik0.983367 1.047268 1.055338 0.90781 0.94981 0.758342 0.813572 1.04724 -1.247 -0.38676 -0.14469 0.770759 -0.21456 0.999999 0.999771 -0.38676
41837 67017 AK008190 RIKEN cDNA 2010011I20 gene2010011I20Rik
41838 108860 BG863965 0.956441 1.194553 1.111618 1.008104 1.091271 0.941341 1.055416 1.061108 -0.4013 0.998642 0.868695 -1.37437 0.679027 0.105201 -0.10347 0.06767
41839 67871 AI255857 RIKEN cDNA 2400002D02 gene2400002D02Rik0.844247 0.839901 1.11994 0.780092 0.561906 1.065464 0.566372 1.093179 -0.37224 -0.35774 -0.93855 -0.10347 0.697037 -1.33027 0.974767 -1.05027
41840 11818 AI255819 apolipoprotein H Apoh 0.955201 0.984973 1.30022 1.178825 1.137071 0.962456 0.937913 1.142653 -0.80444 -1.34265 0.999303 0.928331 0.730658 -0.97687 -0.37224 0.770759
41841 244757 BI103357 cDNA sequence BC038479BC038479 0.890606 0.897596 0.980344 0.943491 0.90015 0.84849 0.990857 0.885468 0.450807 0.333495 -1.31007 -0.64874 0.291042 0.868695 -1.39442 0.528853
41842 107885 AW912519 5, 10-methenyltetrahydrofolate synthetaseMthfs 1.011346 1.090054 1.077127 1.163437 1.010467 1.060501 1.028616 1.164037 -1.31702 0.770759 0.591203 0.996967 -1.33027 0.212817 -0.85914 0.997057
41843 109672 BF233566 cytochrome b-5 Cyb5 1.106044 1.017995 1.098643 1.177294 1.300927 1.177038 0.988813 1.131574 0.51224 -1.29553 0.40377 0.955245 0.999778 0.955245 -1.36965 0.770759
41844 16373 AA798846 Iroquois related homeobox 3 (Drosophila)Irx3
41845 215929 BF787181 expressed sequence AI317395AI317395 0.953613 0.845296 0.981305 0.96662 1.026954 1.12759 1.093079 1.084241 -0.34327 0.996576 -1.20122 -0.79057 -1.00184 0.931722 0.679027 0.545053
41846 56368 NM_019720expressed sequence AW049681AW049681 1.104355 0.996667 1.053473 1.065606 1.078753 0.826365 0.702364 1.107275 0.080268 -1.41539 -1.10771 -0.61985 -0.24287 0.825417 0.995096 0.280171
41847 67456 AK017876 RIKEN cDNA 1200009B18 gene1200009B18Rik
41848 14916 U67800 guanylate cyclase activator 2b (retina)Guca2b 0.985996 0.952971 1.1049 1.266277 1.140876 1.249638 1.293619 1.238357 -1.25559 -0.08986 0.904678 0.999999 0.989259 0.999995 1 0.999989
41849 66087 BC004641 RIKEN cDNA 0610039A15 gene0610039A15Rik0.942549 1.220259 1.29692 1.723355 1.404448 1.412251 1.472893 1.513862 -0.67749 0.950487 0.995646 1 0.99989 0.999916 0.99999 0.999997
41850 16922 BC002018 phytanoyl-CoA hydroxylase Phyh 1.014621 0.987756 1.018123 0.972225 0.910282 0.95005 1.016739 0.980961 -1.16133 -1.22925 -1.03836 -0.60536 0.966273 0.364243 -1.09652 -0.98942
41851 0.779862 0.877773 0.787607 0.806472 0.892469 0.835032 1.061476 1.067525 0.432308 -0.81823 -0.11714 -0.07632 -0.70608 -0.17247 -1.14037 -1.33027
41852 AI647723 1.029213 0.945637 0.951049 1.025326 0.917305 0.957105 1.061261 1.261522 -1.28017 -0.93855 -1.01414 -1.31007 -0.41586 -1.10771 -0.87261 0.934969
41853 14858 AI118558 glutathione S-transferase, alpha 2 (Yc2)Gsta2 1.009124 1.028419 1.039979 1.100502 0.962059 1.019957 1.058903 1.036836 -1.38711 -1.11876 -0.87261 0.450807 -0.88599 -1.26398 -0.4013 -0.95144
41854 23945 AK006949 monoglyceride lipase Mgll 1.000158 0.884299 0.920884 0.912157 0.846418 0.833527 0.877773 0.880164 -1.41847 0.939582 0.568584 0.714241 0.996138 0.998684 0.96061 0.954096
41855 67695 AA563474 RIKEN cDNA 2310016E02 gene2310016E02Rik 0.98345 0.878139 1.07961 1.159269 0.981787 1.017043 1.021257 0.986563 -1.30291 0.862703 0.141921 0.938078 -1.27217 -1.29553 -1.22925 -1.34265
41856 AA986376 0.991539 1.061888 0.98391 1.127204 1.095626 1.0489 1.000806 1.007387 -1.37885 -0.10347 -1.28017 0.874461 0.583764 -0.47421 -1.41798 -1.39089
41857 57275 BC009152 lens epithelial protein Lenep 0.981776 1.044198 0.956347 0.994582 1.06765 1.023227 1.062246 1.196074 -1.28795 -0.77664 -0.73447 -1.40617 -0.18645 -1.21075 -0.32882 0.981758
41858 70059 AK008666 RIKEN cDNA 2210008A03 gene2210008A03Rik0.975255 0.941623 0.913528 0.769098 0.774668 0.755951 0.76286 0.757551 -1.05027 0.042214 0.685121 0.999997 0.999995 0.999999 0.999998 0.999999
41859 235623 AI849759 Sreb cleavage-activating proteinScap 1.01535 1.023899 1.05563 1.172762 1.057626 1.128243 1.171822 1.09402 -1.02632 -0.57631 0.7198 0.999999 0.756332 0.999771 0.999999 0.990685
41860 16776 AI853660 laminin, alpha 5 Lama5 0.884609 0.745493 0.745237 0.838389 0.765602 0.807235 0.830235 0.711472 0.679027 0.999874 0.999874 0.956368 0.999462 0.991933 0.971185 0.999991
41861 28254 NM_023718solute carrier organic anion transporter family, member 1a6Slco1a6 1.026008 1.017294 1.055941 1.148602 1.109733 1.168862 1.287453 1.173589 -0.70608 -1.07368 0.468884 0.999527 0.986163 0.999927 1 0.999953
41862 77337 AI035317 aldo-keto reductase family 1, member C21Akr1c21 1.012926 0.950499 0.96856 0.996062 0.977947 0.969348 1.141419 1.089726 -1.31702 -0.22869 -0.84558 -1.4085 -1.11876 -1.15093 0.967142 0.640509
41863 21665 AW550547 thymine DNA glycosylase Tdg 1.019165 1.029032 1.137285 1.18001 0.987795 1.022765 0.969666 1.006451 -1.23822 -1.02632 0.913229 0.987973 -1.34265 -1.17156 -0.97687 -1.39772
41864 68135 BI793544 eukaryotic translation initiation factor 3, subunit 3 (gamma)Eif3s3 1.007732 1.005603 0.904653 1.009146 0.798432 0.937609 0.874102 1.199433 -1.4085 -1.41244 -0.17247 -1.4036 0.922965 -0.79057 0.23567 0.691124
41865 13048 AI323050 cut-like 2 (Drosophila) Cutl2 0.985798 1.093215 0.955385 0.899764 0.882415 0.881098 1.011508 0.941989 -1.30291 0.591203 -0.48881 0.79752 0.919192 0.92658 -1.3485 -0.06285
41866 170833 BE456945 hook homolog 2 (Drosophila)Hook2 1.000894 1.19515 1.221539 1.112545 1.274663 0.810593 0.905997 -1.37885 -0.7203 -0.57631 -1.14037 -0.20048 -1.25559 -1.41736 NA
41867 0.961152 0.928936 0.868087 0.925197 1.18116 0.904844 0.958541 0.950273 -1.19151 -0.73447 0.269197 -0.67749 0.48654 -0.32882 -1.25559 -1.06205
41868 AW554121 0.981209 1.077711 1.249096 1.268717 1.034268 0.765358 1.012836 1.174664 -1.33657 -0.4013 0.971936 0.984102 -1.16133 0.995096 -1.37885 0.784481
41869 14794 BC002005 gene rich cluster, C9 gene Grcc9 1.043329 0.960912 0.880926 0.782088 0.651952 0.770357 0.803415 0.712542 -0.66313 -0.73447 0.900132 0.999924 1 0.999973 0.999527 1
41870 66486 AI481864 0.823213 0.660981 0.752424 0.860664 0.771796 1.182959 1.055196 0.798149 0.846693 0.999942 0.980733 0.552999 0.966273 0.640509 -0.93855 0.936541
41871 70984 BF788036 RIKEN cDNA 4931406C07 gene4931406C07Rik0.922465 1.18177 0.961092 1.133513 0.903263 0.898847 0.785705 0.860427 -0.37224 0.76603 -1.10771 0.374282 0.016424 0.092779 0.977333 0.640509
41872 170759 AB035381 cation-transporting ATPaseCgi152 0.895459 1.105358 1.035833 0.984285 1.071786 0.966233 1.147123 1.233801 0.165936 0.003406 -1.16133 -1.36471 -0.57631 -1.22925 0.528853 0.938078
41873 103534 BG967874 mannoside acetylglucosaminyltransferase 4, isoenzyme BMgat4b 1.100193 1.00169 0.976088 0.98321 0.919018 0.64665 0.966585 1.045688 -0.6918 -1.41835 -1.35953 -1.39442 -0.88599 0.990415 -1.29553 -1.22925
41874 19879 AI510523 solute carrier family 22 (organic anion transporter), member 8Slc22a8 1.012256 1.257179 1.06518 0.916352 0.955041 0.798019 1.147554 1.199018 -1.3831 0.981252 -0.61985 -0.11714 -0.95144 0.978524 0.62691 0.897789
41875 67182 BI103467 RIKEN cDNA 2700030M23 gene2700030M23Rik1.071616 1.018217 0.871641 0.937358 0.906529 1.121434 0.970947 1.118079 -0.21456 -1.30291 0.825417 -0.97687 0.384217 0.619965 -1.12964 0.583764
41876 68371 AI256233 RIKEN cDNA 0610038K03 gene0610038K03Rik1.055482 0.965756 0.940482 0.927505 0.829053 0.873084 0.939649 1.091463 0.177801 -0.5326 0.394046 0.691124 0.999944 0.994796 0.413388 0.843307
41877 70377 BC004729 RIKEN cDNA 1810063P04 gene1810063P04Rik 0.99813 0.94012 0.950827 0.936513 0.841163 0.86491 0.903713 0.884142 -1.41539 0.246946 -0.10347 0.343849 0.999128 0.993021 0.880008 0.967989
41878 19126 NM_008935prominin 1 Prom1 0.952399 0.916106 0.717496 0.699518 0.678861 0.706413 0.67317 0.703474 -0.5326 0.422901 1 1 1 1 1 1
41879 171095 BC004759 interleukin 17 receptor C Il17rc 1.029211 0.952677 0.913374 0.773312 0.842004 0.739876 0.766322 0.729195 -0.92556 -0.28568 0.7198 0.999997 0.9979 1 0.999999 1
41880 70225 AK010207 RIKEN cDNA 2310076N22 gene2310076N22Rik0.925351 0.904505 0.878714 0.879195 0.871168 0.996479 0.899947 0.804474 0.468884 0.801718 0.956368 0.955245 0.974085 -1.41059 0.843307 0.999897
41881 57276 AI449667 RIKEN cDNA 2210413P10 gene2210413P10Rik0.897845 1.018525 0.94141 1.069995 1.064397 0.862445 1.224536 0.932148 -0.28568 -1.39772 -1.00184 -1.05027 -0.97687 -0.31441 0.761221 -0.81823
41882 15427 BE381736 homeo box C9 Hoxc9 0.974983 0.943407 1.112494 1.143463 1.083989 1.102506 1.13828 1.118144 -1.08517 -0.10347 0.809898 0.951717 0.450807 0.714241 0.938078 0.846693
41883 15983 NM_025903interferon-related developmental regulator 2Ifrd2 1.012057 1.105135 1.19916 1.217262 1.112866 0.918867 0.964136 1.192007 -1.35413 0.619965 0.991696 0.996471 0.708595 0.374282 -0.87261 0.988633
41884 73694 AI427203 RIKEN cDNA 2410091C18 gene2410091C18Rik 1.04926 0.988959 1.14485 0.941302 0.936295 1.043312 0.873526 0.790541 -0.47421 -1.35413 0.938078 -0.10347 0.02936 -0.64874 0.938078 0.999866
41885 BI713832 0.996993 1.056046 1.031218 1.053704 0.95336 0.921676 1.05396 1.072613 -1.41244 -0.10347 -0.87261 -0.17247 -0.31441 0.576224 -0.15855 0.333495
41886 170716 AF233643 cytochrome P450, family 4, subfamily f, polypeptide 13Cyp4f13 0.903606 1.06773 1.039029 0.802667 0.762505 0.856384 1.039296 1.004883 0.280171 -0.44502 -1.02632 0.987277 0.998803 0.846693 -1.02632 -1.41736
41887 93732 AJ238492 acyl-Coenzyme A oxidase 2, branched chainAcox2 1.022644 1.016625 1.041143 1.169554 0.761119 0.80178 1.0092 0.932912 -0.61985 -1.33657 -1.41835 0.941054 -0.77664 -1.37437 -1.19151 -1.41736
41888 12999 AA968292 0.84791 0.724279 0.742859 0.805604 0.740756 0.773588 0.905105 0.775354 0.906882 0.999944 0.999785 0.988633 0.999812 0.998309 0.30181 0.998086
41889 76467 AK009912 RIKEN cDNA 2310050L06 gene2310050L06Rik 1.034831 1.049917 1.161938 1.072523 1.115526 1.034803 1.06752 1.076959 -0.89928 -0.47421 0.968817 0.117532 0.779984 -0.89928 0.003406 0.212817
41890 225608 AW493421 RIKEN cDNA D430044G18 geneD430044G18Rik1.071534 0.97519 0.865923 1.010278 0.653205 1.009332 1.114223 1.115046 -0.5326 -1.36471 -0.51801 -1.40617 0.612922 -0.97687 -0.34327 -0.63431
41891 74129 AK004755 RIKEN cDNA 1200014D15 gene1200014D15Rik1.034674 1.038676 0.823488 0.961055 0.838705 0.880915 0.906221 0.936326 -0.84558 -0.73447 0.998725 -0.67749 0.995774 0.92658 0.725272 0.105201
41892 15203 BI148210 hephaestin Heph 0.939616 1.047188 0.999357 1.010395 1.041937 1.011649 0.998222 1.096841 0.450807 -0.06285 -1.41798 -1.39772 -0.2571 -1.29553 -1.41539 0.895398
41893 68453 AK003305 RIKEN cDNA 1110002J19 gene1110002J19Rik 0.863585 0.859013 1.003266 0.877103 0.814395 1.122658 1.103272 1.13211 0.129773 0.016424 -1.41736 -0.5326 0.48654 -1.01414 -0.89928 -0.37224
41894 70078 BE653095 RIKEN cDNA 2210008F15 gene2210008F15Rik1.053971 0.973937 1.137583 1.14706 0.97303 1.008054 1.058841 0.909643 -0.4013 -1.10771 0.892959 0.92658 -1.08517 -1.38711 -0.27137 0.568584
41895 52715 NM_025918DNA segment, Chr 11, ERATO Doi 707, expressedD11Ertd707e 0.965157 0.848034 0.882066 1.020853 1.023137 1.033956 1.194041 0.990594 -1.15093 0.779984 0.246946 -1.32375 -1.30291 -1.16133 0.846693 -1.39772
41896 20505 AK018740 solute carrier family 34 (sodium phosphate), member 1Slc34a1 0.731443 0.962476 1.283003 1.09581 1.039536 0.799236 0.771554 0.999036 0.993417 -1.19151 0.951717 -0.37224 -1.23822 0.770759 0.900132 -1.41835
41897 67701 AK005519 RIKEN cDNA 1600023A02 gene1600023A02Rik1.023392 1.166637 1.176579 1.067765 0.883091 0.855227 0.98827 0.971835 -1.16133 0.974085 0.984102 0.003406 0.885342 0.977333 -1.3485 -1.03836
41898 21456 BC004823 0.93556 1.019045 0.923131 0.977121 0.951493 0.961475 1.03285 0.953703 -0.02287 -1.25559 0.291042 -1.18162 -0.48881 -0.79057 -0.97687 -0.56175
41899 14430 BG295518 galactose-1-phosphate uridyl transferaseGalt 1.0175 0.994556 0.941008 1.021214 1.008534 1.078264 1.097564 1.028044 -1.26398 -1.4036 -0.08986 -1.20122 -1.37885 0.280171 0.605781 -1.05027
41900 AI020898 0.990472 1.058807 0.832455 0.939082 0.974818 0.973604 0.922129 1.006994 -1.35953 -0.02287 0.998911 0.141921 -1.03836 -1.00184 0.552999 -1.38711
41901 240753 BF021576 phosphoinositol 3-phosphate-binding protein-3Pepp3 0.941495 1.042387 1.04495 1.047296 0.937369 0.944026 0.982982 0.971328 0.054985 -0.54718 -0.45961 -0.38676 0.177801 -0.02287 -1.23822 -0.93855
41902 69718 BE848161 RIKEN cDNA 2410017C19 gene2410017C19Rik 1.00661 1.031006 0.899429 0.898236 0.926899 0.946127 0.977186 1.044937 -1.4036 -1.09652 0.537005 0.552999 -0.02287 -0.51801 -1.27217 -0.80444
41903 66859 AK004556 RIKEN cDNA 1200003C15 gene1200003C15Rik0.971411 0.922655 1.018682 1.140139 1.048747 1.015196 1.14866 1.090133 -0.66313 0.846693 -1.07368 0.997146 0.105201 -1.18162 0.998554 0.895398
41904 217207 AI427190 DEAH (Asp-Glu-Ala-His) box polypeptide 8Dhx8 0.94807 1.067586 1.119988 1.077666 0.857915 1.048104 1.041087 1.122941 -0.44502 -0.11714 0.746311 0.117532 0.954096 -0.61985 -0.80444 0.770759
41905 109177 AB045323 1.111835 1.212711 1.556547 1.765287 1.496485 0.955331 1.216377 1.941052 -0.22869 0.246946 0.992604 0.999942 0.995646 -1.25559 0.552999 0.999997
41906 192156 AW049778 mevalonate (diphospho) decarboxylaseMvd 1.01156 0.840917 0.950473 0.888531 0.901264 0.958139 0.993795 0.952918 -1.39089 0.672841 -0.95144 0.23567 0.016424 -1.15093 -1.41835 -0.98942
41907 0.935805 0.969673 0.960932 1.008533 1.022798 0.940792 0.982292 1.047228 -0.10347 -1.03836 -0.81823 -1.38711 -1.21075 -0.24287 -1.28017 -0.64874
41908 20742 NM_009260spectrin beta 2 Spnb2 0.932337 1.084661 0.946833 0.943937 0.94851 1.008098 1.296205 1.258059 -0.50341 -0.27137 -0.80444 -0.74859 -0.84558 -1.4036 0.993222 0.978524
41909 70984 AI181997 RIKEN cDNA 4931406C07 gene4931406C07Rik1.069964 1.052485 1.125973 1.157493 1.104567 1.114128 1.251713 1.219035 0.323037 -0.15855 0.941054 0.98956 0.832769 0.892959 0.999972 0.999771
41910 NM_009970 0.983038 0.99317 1.039353 1.004814 0.901176 0.977405 1.106072 1.137829 -1.30291 -1.40078 -0.89928 -1.4085 0.568584 -1.22009 0.520599 0.821641
41911 NM_008739 1.048328 1.104542 0.928541 1.037654 0.932463 1.011924 1.1226 1.217527 -0.50341 0.685121 0.23567 -0.80444 0.141921 -1.3485 0.839859 0.998201
41912 22242 AI987813 uromodulin Umod 0.92588 0.939965 0.94976 0.985589 1.07362 1.022255 0.925863 1.048504 -0.44502 -0.84558 -1.00184 -1.37437 -0.61985 -1.31702 -0.44502 -0.98942
41913 23882 NM_011817growth arrest and DNA-damage-inducible 45 gammaGadd45g 0.942576 1.018213 0.991639 0.880345 0.919416 0.747412 0.790805 0.816082 -0.2571 -1.27217 -1.38711 0.865727 0.343849 0.99999 0.999599 0.997315
41914 227682 AV224458 RIKEN cDNA G430055L02 geneG430055L02Rik1.036901 1.183215 1.098905 1.00491 0.975442 0.906119 0.977415 1.098178 -1.01414 0.938078 0.280171 -1.41059 -1.22009 0.354098 -1.247 0.269197
41915 109594 BG083163 LIM domain only 1 Lmo1 0.964261 1.077178 1.013532 1.209663 0.914627 0.952854 1.127246 0.947515 -1.15093 -0.50341 -1.37885 0.877262 -0.21456 -0.97687 0.291042 -0.87261
41916 58805 AF245475 Williams-Beuren syndrome chromosome region 14 homolog (human)Wbscr14 0.939644 0.990324 0.868628 1.077192 1.070838 1.037636 1.022097 0.909992 -0.63431 -1.39442 0.660191 -0.38676 -0.50341 -1.10771 -1.30291 0.016424
41917 22121 BI454085 ribosomal protein L13a Rpl13a 0.965801 0.980647 1.073329 1.237712 1.096735 1.019807 1.09655 1.140623 -0.84558 -1.22009 0.201243 0.999571 0.619965 -1.22009 0.619965 0.936541
41918 12556 BI101614 cadherin 16 Cdh16 0.961278 1.05071 0.957641 1.029893 0.872945 0.863883 0.910932 1.017864 -0.91247 -0.67749 -0.83195 -1.11876 0.829126 0.885342 0.333495 -1.31007
41919 AJ276505 0.983794 0.975726 1.060658 1.117975 1.070015 1.115391 1.209192 1.153475 -1.14037 -0.83195 0.495211 0.986915 0.691124 0.984102 0.999994 0.999257
41920 78689 BE952218 RIKEN cDNA C030004C14 geneC030004C14Rik0.943216 1.032648 1.069028 1.229114 1.131211 1.108622 1.177661 1.274413 0.201243 -0.7203 0.422901 0.999967 0.975432 0.909041 0.998764 0.999999
41921 11409 BF322364 acyl-Coenzyme A dehydrogenase, short chainAcads 1.051508 1.051943 1.132972 1.04461 1.038451 0.901541 1.07525 1.041933 -0.27137 -0.2571 0.942493 -0.48881 -0.67749 0.825417 0.354098 -0.57631
41922 0.987225 1.080917 0.948605 0.929593 1.094242 0.990769 0.850852 1.269124 -1.38711 -0.7203 -1.06205 -0.79057 -0.31441 -1.40617 0.422901 0.79752
41923 209378 AV232828 RIKEN cDNA 5430408M01 gene5430408M01Rik0.942484 0.929045 1.054707 1.081238 0.990431 0.949742 1.221923 1.012359 -0.44502 -0.10347 -0.59084 0.003406 -1.38711 -0.63431 0.988307 -1.36471
41924 70129 AI646122 RIKEN cDNA 2210409B01 gene2210409B01Rik1.067899 0.876708 0.957494 0.941437 0.795039 0.831394 0.931024 0.903133 -0.07632 0.89047 -0.6918 -0.21456 0.999479 0.992604 0.06767 0.640509
41925 226154 BG077319 cDNA sequence BC014695BC014695 0.967917 0.959781 0.84102 0.926813 0.896879 0.985249 0.940684 0.955623 -1.02632 -0.83195 0.974085 0.054985 0.633758 -1.33027 -0.31441 -0.7203
41926 56055 BE952284 GTP binding protein 2 Gtpbp2 1.003064 0.99305 0.898937 0.817608 0.841068 0.752893 0.743845 0.785491 -1.41059 -1.37437 0.949228 0.99998 0.999738 1 1 1
41927 73132 AI848537 solute carrier family 25 (mitochondrial carrier; Graves disease autoantigen), member 16Slc25a16 0.938683 0.930668 1.133088 1.073272 0.816634 0.715954 1.005072 1.403828 -0.56175 -0.38676 0.537005 -0.4013 0.96161 0.99989 -1.41244 0.999913
41928 12675 AA537564 conserved helix-loop-helix ubiquitous kinaseChuk 0.98361 0.951742 0.930571 1.08915 1.004729 1.001017 1.055441 1.003645 -1.17156 0.054985 0.653725 0.836346 -1.39772 -1.41736 0.201243 -1.40617
41929 BI107240 expressed sequence AI452358AI452358 0.962416 0.950475 0.864512 0.753082 0.881922 0.828632 0.780143 0.834525 -0.83195 -0.47421 0.945278 0.999987 0.862703 0.994145 0.999856 0.991205
41930 76137 AA655503 RIKEN cDNA 6230416A05 gene6230416A05Rik1.029232 1.09505 1.053894 1.032142 1.059088 1.100092 1.194312 1.080941 -0.81823 0.839859 0.054985 -0.70608 0.212817 0.877262 0.999729 0.679027
41931 15451 AI303420 hepsin Hpn 0.934173 1.08363 0.799304 0.884735 0.697605 -0.47421 -1.41539 -0.87261 -1.36471 0.495211 NA NA
41932 66950 BF662423 RIKEN cDNA 2310028N02 gene2310028N02Rik0.934275 0.710064 0.872087 0.948562 0.834632 1.021427 0.970588 0.948643 0.054985 1 0.936541 -0.35774 0.994145 -1.20122 -1.01414 -0.35774
41933 12512 BF144115 Cd63 antigen Cd63 0.914185 0.878708 0.706195 0.928719 0.644229 0.892297 0.849116 0.949893 -0.59084 -0.02287 0.991696 -0.81823 0.999527 -0.22869 0.384217 -1.10771
41934 11977 BE863825 ATPase, Cu++ transporting, alpha polypeptideAtp7a 0.951046 0.902021 0.867945 0.989867 0.940739 0.83038 0.841506 0.859885 -0.77664 0.528853 0.44161 -1.39442 -0.92556 0.477764 0.919192 -0.79057
41935 66441 NM_025564RIKEN cDNA 2010012C16 gene2010012C16Rik0.919647 0.926452 1.084572 1.08536 0.780611 0.808225 1.014955 1.038144 -0.21456 -0.47421 -0.27137 -0.2571 0.98956 0.96161 -1.36471 -1.10771
41936 19727 AF123704 regulatory factor X-associated ankyrin-containing proteinRfxank 0.946933 0.982464 0.978672 0.937926 0.941276 0.970984 1.108941 1.021594 -0.50341 -1.30291 -1.247 -0.2571 -0.34327 -1.10771 0.545053 -1.247
41937 84652 AA170341 down-regulated by Ctnnb1, aDrctnnb1a 0.967018 0.918808 0.882963 0.868841 0.825333 0.827722 0.88574 0.889242 -0.59084 0.813882 0.986915 0.996363 0.999961 0.99995 0.983656 0.977936
41938 21761 AF319621 mortality factor 4 like 1 Morf4l1 0.957675 0.909627 0.970242 1.07025 0.904821 0.821071 0.937425 1.172044 -1.14037 -0.34327 -1.28017 -0.83195 -0.38676 0.708595 -0.92556 0.520599
41939 1.018795 0.940118 0.894152 0.823437 0.885929 0.811997 0.902623 0.780095 -1.29553 -0.37224 0.598542 0.984958 0.70286 0.992386 0.468884 0.999071
41940 67178 BE982745 RIKEN cDNA 2610510L01 gene2610510L01Rik 0.98755 1.029011 1.039238 1.129563 1.017269 1.143289 1.124141 1.055455 -1.25559 -0.67749 -0.2571 0.993222 -1.11876 0.997696 0.989852 0.323037
41941 217615 BI439321 meningioma expressed antigen 6 (coiled-coil proline-rich)Mgea6 1.026641 0.949572 0.93502 0.895416 0.821271 0.915683 0.906468 0.940549 -1.06205 -0.31441 0.117532 0.829126 0.998803 0.560842 0.708595 -0.03612
41942 93871 BI440647 WD repeat domain 9 Wdr9 1.01137 0.935259 1.053003 1.144258 1.022505 1.122171 1.210833 1.129005 -1.31702 0.44161 0.003406 0.990138 -1.05027 0.96161 0.999901 0.958538
41943 66505 AK013813 RIKEN cDNA 2210402G22 gene2210402G22Rik1.007891 0.969995 1.008849 1.083276 1.051717 1.073323 1.150539 1.080588 -1.34265 -0.51801 -1.32375 0.887932 0.312476 0.788902 0.999479 0.865727
41944 27059 NM_012059SH3 domain protein D19 Sh3d19 0.952118 1.117415 1.024225 1.026183 0.946624 0.951708 1.108586 1.187521 -0.48881 0.775411 -1.15093 -1.11876 -0.32882 -0.48881 0.691124 0.988633
41945 AI117688 0.969717 1.125042 1.077353 1.165108 1.142642 1.17098 1.216619 1.422963 -0.93855 0.887932 0.323037 0.9832 0.949228 0.98763 0.998945 1
41946 53791 NM_016928toll-like receptor 5 Tlr5 0.987915 0.987762 1.057224 1.189927 1.057289 1.148222 1.198402 1.096806 -1.26398 -1.25559 0.384217 0.999961 0.384217 0.998642 0.999981 0.934969
41947 216190 BG870064 Dip3 beta Dip3b 0.951295 0.959342 0.918949 0.961954 0.924586 1.024696 1.017028 0.909615 -0.31441 -0.59084 0.560842 -0.67749 0.44161 -1.08517 -1.25559 0.708595
41948 57344 AK011320 RIKEN cDNA 2310045H08 gene2310045H08Rik1.025406 0.980802 1.137778 1.098083 1.158846 1.061602 0.98628 1.160111 -1.05027 -1.19151 0.955245 0.725272 0.984958 0.02936 -1.30291 0.977333
41949 20969 AI323668 syndecan 1 Sdc1 1.022946 0.963316 0.910337 0.713941 0.758603 0.649096 0.745986 0.740857 -1.22009 -0.92556 0.40377 0.999998 0.999907 1 0.999967 0.999979
41950 71707 AI426463 RIKEN cDNA 1200002M06 gene1200002M06Rik0.959591 1.208274 1.139373 1.335543 1.31091 1.25097 1.326712 1.430004 -0.88599 0.978524 0.770759 0.999883 0.99967 0.99602 0.99983 0.999998
41951 66795 NM_025770autophagy 10-like (S. cerevisiae)Apg10l 0.967235 0.94837 0.875477 0.93705 0.960708 0.929626 0.931148 0.869534 -1.28017 -0.87261 0.503778 -0.64874 -1.08517 -0.47421 -0.51801 0.576224
41952 19159 BC007189 pleckstrin homology, Sec7 and coiled-coil domains 3Pscd3 0.990359 0.905667 0.963223 0.77302 0.809373 0.97031 0.887969 0.750903 -1.38711 0.394046 -0.97687 0.999303 0.992604 -1.11876 0.666562 0.999861
41953 67732 BF715279 RIKEN cDNA 4833421E05 gene4833421E05Rik1.040778 1.02677 0.930932 0.941201 0.930874 0.879555 0.913094 0.934223 -0.45961 -0.93855 0.503778 0.224293 0.503778 0.979656 0.801718 0.422901
41954 66910 AK003403 RIKEN cDNA 1110004B13 gene1110004B13Rik 0.96056 0.972655 0.951596 1.027384 0.953479 1.003499 0.97317 1.072239 -0.6918 -1.03836 -0.41586 -1.06205 -0.47421 -1.41244 -1.05027 0.153976
41955 11870 BF020707 ADP-ribosyltransferase 1 Art1 1.182325 0.977379 0.922667 0.93454 0.934043 0.777197 0.933349 0.982126 0.793248 -1.33027 -0.34327 -0.59084 -0.50341 0.971185 -0.56175 -1.3485
41956 66661 BI414652 signal recognition particle 72Srp72 0.937188 0.575216 0.757403 0.585396 0.695085 0.658162 0.584019 0.467042 -0.81823 0.999999 0.979097 0.999999 0.998876 0.999851 0.999999 1
41957 16331 U51742 inositol polyphosphate-5-phosphatase DInpp5d 0.987435 1.005138 1.062895 0.93111 1.012002 0.832351 1.040799 1.149933 -1.36965 -1.41059 -0.48881 -0.24287 -1.37437 0.895398 -0.38676 0.793248
41958 67866 NM_023395WAP four-disulfide core domain 1Wfdc1 0.982664 0.95026 0.989585 0.989486 0.952866 0.841848 0.975837 0.947165 -1.28017 -0.44502 -1.36471 -1.36471 -0.5326 0.98763 -1.15093 -0.35774
41959 224024 AI467253 scavenger receptor class F, member 2Scarf2 0.991202 0.970212 0.900357 0.855207 0.85055 0.829759 0.910539 0.864768 -1.33657 -0.60536 0.974085 0.999738 0.999851 0.999988 0.938078 0.999233
41960 218989 BB389059 RIKEN cDNA 6720456H20 gene6720456H20Rik1.005691 0.874354 0.834623 0.789249 1.03591 0.91943 0.791074 0.98415 -1.41244 0.450807 0.825417 0.968817 -1.18162 -0.34327 0.966273 -1.36471
41961 75695 NM_021430RIKEN cDNA 2900002H16 gene2900002H16Rik1.003815 0.897372 0.809585 0.868324 0.74972 0.855064 0.784675 0.910583 -1.4085 0.919192 0.999962 0.990415 1 0.996873 0.999997 0.817796
41962 242521 BF722723 RIKEN cDNA C530050O22 geneC530050O22Rik1.027526 1.098785 1.098497 0.825341 1.000204 0.958533 1.061125 0.941931 -1.29553 -0.30002 -0.30002 0.801718 -1.41847 -1.12964 -0.88599 -0.87261
41963 11877 BF468290 armadillo repeat gene deleted in velo-cardio-facial syndromeArvcf 1.036495 1.054542 1.0575 0.986928 1.030988 0.983876 0.943855 1.007407 -0.57631 0.054985 0.141921 -1.28017 -0.76264 -1.21075 0.201243 -1.37437
41964 66260 BI657049 RIKEN cDNA 1810017F10 gene1810017F10Rik0.980419 0.98342 1.040051 0.81947 0.939973 0.778685 0.907353 0.839347 -1.33027 -1.35413 -1.10771 0.934969 -0.83195 0.980733 0.02936 0.805844
41965 53311 U68267 myosin binding protein H Mybph 1.010466 1.010958 1.065486 0.973387 0.941128 1.026275 1.006452 1.031737 -1.37437 -1.37437 -0.27137 -1.15093 -0.21456 -1.17156 -1.4036 -1.06205
41966 171508 BE199650 cysteine-rich with EGF-like domains 1Creld1 1.053027 0.909418 0.967443 1.133764 0.919713 0.948925 0.972767 1.029697 -0.64874 0.312476 -1.06205 0.725272 0.092779 -0.63431 -1.17156 -1.14037
41967 66276 BF466508 RIKEN cDNA 1810009A15 gene1810009A15Rik0.986444 0.926397 0.82944 0.953993 0.834435 0.96384 1.075654 1.066256 -1.3831 -0.48881 0.850016 -1.01414 0.821641 -1.16133 -0.56175 -0.73447
41968 17475 NM_010820multiple PDZ domain proteinMpdz 1.039353 1.033697 0.96802 1.066852 0.969156 0.962321 0.959333 1.030127 -0.51801 -0.70608 -0.73447 0.343849 -0.77664 -0.51801 -0.4013 -0.83195
41969 108160 Y18505 DNA segment, human DXS9928ED0HXS9928E
41970 66493 NM_025595mitochondrial ribosomal protein L51Mrpl51 0.905414 0.961433 0.984349 0.937863 0.919744 0.906386 0.935825 0.980843 0.73596 -0.6918 -1.28017 0.054985 0.177801 0.725272 0.117532 -1.22009
41971 50799 NM_015829solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 13Slc25a13 0.969825 0.982391 1.081397 1.17857 1.101037 1.183882 1.300406 1.195955 -1.00184 -1.27217 0.269197 0.981758 0.591203 0.98537 0.999959 0.991696
41972 20682 BI793572 SRY-box containing gene 9Sox9 0.995135 1.097944 0.881638 1.036947 0.962358 1.009162 0.967495 0.962351 -1.41244 -0.06285 0.44161 -1.12964 -1.10771 -1.40078 -1.18162 -1.10771
41973 225651 BI109928 metallophosphoesterase 1 Mppe1 1.002033 1.020588 0.962375 0.936329 0.909092 0.898929 0.900352 1.007908 -1.41539 -1.08517 -0.43043 0.468884 0.887932 0.945278 0.938078 -1.36471
41974 72462 BF226070 RIKEN cDNA 2600005C20 gene2600005C20Rik1.074576 1.505452 1.454423 1.691087 2.120286 2.133212 1.865523 1.754733 -0.24287 1 0.999998 1 1 1 1 1
41975 67774 AW912508 RIKEN cDNA 5830457J20 gene5830457J20Rik 1.010979 0.977542 1.143339 1.188735 1.158338 0.930157 0.938386 0.996259 -1.36471 -1.20122 0.887932 0.982731 0.938078 0.054985 -0.17247 -1.41244
41976
41977 66880 NM_025822RIKEN cDNA 1200013F24 gene1200013F24Rik
41978 56703 NM_020035phosphatidylinositol glycan, class OPigo 1.024847 0.979496 1.010912 0.988946 0.942769 1.024675 1.125382 1.110218 -1.12964 -1.21075 -1.35953 -1.35413 -0.15855 -1.12964 0.856479 0.741177
41979 101985 BG070496 expressed sequence AA960436AA960436 0.944454 1.06327 0.961325 0.863072 0.980054 0.938015 1.077126 0.950469 -0.7203 -0.63431 -1.05027 0.730658 -1.22925 -0.84558 -0.64874 -0.84558
41980 235611 AW125530 plexin B1 Plxnb1 0.969515 0.816934 0.699584 0.828632 0.853935 0.89304 0.863329 1.080802 -1.07368 0.992815 0.999999 0.98537 0.941054 0.660191 0.904678 0.06767
41981 228880 BE448925 RIKEN cDNA 3632413B07 gene3632413B07Rik0.969671 0.996004 1.09779 0.909612 1.057619 0.940413 0.888046 1.066531 -1.02632 -1.41059 0.48654 0.51224 -0.37224 -0.21456 0.79752 -0.14469
41982 76293 AW553639 RIKEN cDNA 1110007F23 gene1110007F23Rik0.941717 0.85902 0.783718 0.506514 0.560807 0.407061 0.558277 0.537584 -0.97687 0.333495 0.900132 1 0.999998 1 0.999999 1
41983 269061 BG970532 RIKEN cDNA 5730453I16 gene5730453I16Rik 0.939191 1.116679 1.030277 1.049272 0.989595 0.954832 0.947493 1.115703 -0.14469 0.741177 -1.03836 -0.56175 -1.36965 -0.60536 -0.38676 0.730658
41984 70392 AK009644 ankyrin repeat and SOCS box-containing protein 12Asb12 1.045271 1.103008 0.889693 0.99623 1.016851 1.002564 1.006818 1.240191 -0.35774 0.839859 0.945278 -1.4085 -1.22925 -1.41404 -1.38711 0.999962
41985 1.027178 0.849531 1.003067 0.745855 0.890977 0.928259 0.954234 1.112309 -1.31007 0.422901 -1.41736 0.968817 -0.30002 -0.70608 -1.10771 -0.30002
41986 53318 AK016447 PDZ and LIM domain 3 Pdlim3 0.968711 0.906385 0.881001 0.854108 0.78332 0.884157 0.827461 0.903057 -0.7203 0.892959 0.9832 0.99846 0.999999 0.978524 0.999894 0.913229
41987 26433 NM_011962procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3Plod3 1.097229 1.055403 1.119137 1.086152 0.974879 0.936494 1.046016 1.014539 0.793248 -0.02287 0.930045 0.660191 -0.98942 0.312476 -0.32882 -1.27217
41988 18542 AW324477 procollagen C-proteinase enhancer proteinPcolce 0.990844 0.898808 1.088268 0.910182 0.960983 0.849094 0.966013 1.046778 -1.40078 0.080268 -0.45961 -0.13088 -1.10771 0.73596 -1.18162 -1.01414
41989 67089 BG797271 proteasome (prosome, macropain) 26S subunit, ATPase, 6Psmc6 1.018653 0.954024 0.880001 0.804954 0.794593 0.776515 0.801663 0.803366 -1.10771 0.003406 0.993606 0.999999 1 1 0.999999 0.999999
41990 74747 AA987162 RIKEN cDNA 5830413E08 gene5830413E08Rik 1.06844 1.087413 1.170361 1.073112 1.294395 1.337037 1.046772 1.277605 -0.17247 0.23567 0.947941 -0.06285 0.999763 0.999968 -0.70608 0.999479
41991 56494 AW741411 golgi SNAP receptor complex member 2Gosr2 1.023897 0.948031 0.970296 0.898643 0.886894 0.889501 0.801447 0.861228 -1.00184 0.06767 -0.77664 0.934969 0.973386 0.967142 0.999994 0.996967
41992 76044 BC008539 RIKEN cDNA 5830426I05 gene5830426I05Rik 1.072871 1.123292 1.166633 1.138009 1.161313 1.118958 1.047866 1.011863 0.374282 0.930045 0.993417 0.967142 0.991205 0.913229 -0.31441 -1.32375
41993 16847 AI325353 leptin receptor Lepr 0.923927 0.968585 1.016535 1.0673 1.248333 1.066851 0.915804 1.220853 -1.12964 -1.40078 -1.39772 -0.96421 0.201243 -1.20122 -1.03836 0.364243
41994 19134 BI645970 PRP4 pre-mRNA processing factor 4 homolog B (yeast)Prpf4b 0.806957 0.932024 1.022706 1.053853 1.024151 0.994418 0.923283 1.297659 0.996967 -0.07632 -1.20122 -0.5326 -1.20122 -1.4165 0.141921 0.999785
41995 1.065382 1.085449 1.324778 1.300313 1.327337 1.264738 1.302279 1.264451 -0.50341 -0.08986 0.999233 0.998144 0.999303 0.993222 0.998256 0.993222
41996 106947 BC005502 solute carrier family 39 (zinc transporter), member 3Slc39a3 1.000751 1.017088 1.022804 1.096452 1.052204 0.936673 0.96988 1.12142 -1.41835 -1.28795 -1.19151 0.528853 -0.45961 -0.04945 -1.01414 0.79752
41997 11863 NM_009709aryl hydrocarbon receptor nuclear translocatorArnt 0.907571 1.042504 1.033562 0.929373 0.938771 0.878283 1.002916 1.097814 0.459898 -0.81823 -1.02632 -0.00969 -0.27137 0.825417 -1.41539 0.40377
41998 66166 AA606448 S100 calcium binding protein A14S100a14 1.023162 0.938606 1.000422 0.927847 0.874614 0.788817 0.842274 0.949638 -0.97687 0.477764 -1.41835 0.708595 0.995096 1 0.999824 0.129773
41999 15331 BE951865 high mobility group nucleosomal binding domain 2Hmgn2 1.014011 1.025996 0.981899 1.054046 0.951014 1.097271 0.861473 1.087349 -1.3831 -1.21075 -1.35953 -1.17156 -1.01414 -0.21456 0.246946 -0.35774
42000 11720 BI246305 methionine adenosyltransferase I, alphaMat1a 1.055862 0.893379 0.935421 0.722914 0.823087 0.611011 0.719026 0.731965 -0.70608 0.432308 -0.44502 0.999901 0.96061 1 0.999924 0.999812
42001 68192 BC004677 leptin receptor overlapping transcript-like 1Leprotl1 0.948255 0.907014 1.135184 0.914736 0.782579 0.99322 1.126493 1.026414 -0.91247 -0.10347 0.343849 -0.2571 0.975432 -1.4085 0.23567 -1.28795
42002 BE950734 0.957956 0.975424 1.024173 1.046298 1.117482 1.029253 1.036459 1.202732 -0.44502 -1.03836 -1.06205 -0.37224 0.906882 -0.91247 -0.6918 0.999281
42003 227334 BF147813 RIKEN cDNA B230215L03 geneB230215L03Rik0.975743 0.978978 0.894621 0.920689 0.816036 0.777304 0.743429 0.882363 -1.17156 -1.22925 0.7198 0.280171 0.996678 0.999824 0.99999 0.836346
42004 13595 BC004703 phenylalkylamine Ca2+ antagonist (emopamil) binding proteinEbp 0.958419 1.043391 0.903579 0.929756 0.879332 0.892809 0.839154 1.012631 -1.02632 -1.02632 0.105201 -0.44502 0.30181 0.291042 0.85962 -1.3831
42005 72102 BE626669 dual specificity phosphatase 11 (RNA/RNP complex 1-interacting)Dusp11 1.082158 1.14018 1.149746 1.085482 1.198544 1.207176 1.410262 1.236064 0.598542 0.977936 0.987277 0.653725 0.999388 0.999659 1 0.99995
42006 11487 NM_007399a disintegrin and metalloprotease domain 10Adam10 1.057149 1.045267 1.060722 1.032613 1.064846 1.02984 1.034763 1.046623 0.583764 0.212817 0.660191 -0.32882 0.741177 -0.45961 -0.22869 0.269197
42007 56317 BF021354 expressed sequence AW545589AW545589 1.104709 0.998976 0.899374 1.450191 0.929457 1.142207 1.122185 -1.02632 -1.33027 -1.34265 0.23567 -0.91247 0.042214 -1.15093 NA
42008 56224 AI847998 transmembrane 4 superfamily member 9Tm4sf9 0.972839 0.965579 0.870243 0.829883 0.782758 0.803288 0.841384 0.778132 -0.80444 -0.50341 0.996777 0.999955 1 0.999998 0.999836 1
42009 68659 AF285091 RIKEN cDNA 1110032E23 gene1110032E23Rik 0.98443 0.98164 0.917684 0.925071 0.870122 0.88759 0.850341 0.94978 -1.03836 -0.89928 0.979097 0.954096 0.999959 0.999512 0.999998 0.605781
42010 268749 BG966699 cDNA sequence BC031509BC031509 1.020484 1.011006 0.954157 0.97137 0.938722 1.115191 1.101597 1.126475 -1.11876 -1.32375 -0.18645 -0.83195 -0.28568 0.936541 0.868695 0.966273
42011 22227 AI131780 uncoupling protein 1, mitochondrialUcp1 1.019407 1.016791 0.996692 0.948531 0.920277 0.940985 0.888069 0.923484 -1.08517 -1.16133 -1.4085 0.18957 0.825417 0.432308 0.98537 0.784481
42012 21761 AK011249 mortality factor 4 like 1 Morf4l1 0.954409 1.207761 1.325784 1.000867 1.059191 1.017718 1.004442 1.123344 -1.10771 0.725272 0.976715 -1.41835 -0.96421 -1.36965 -1.41539 -0.03612
42013 81910 AW494392 ribosome binding protein 1 Rrbp1 1.043664 1.049743 1.125195 1.228095 1.188322 1.037062 0.9376 1.249645 -1.08517 -1.00184 0.201243 0.904678 0.761221 -1.17156 -0.7203 0.943901
42014 53761 BC006664 HLA-B associated transcript 2Bat2
42015 14760 BE952201 G protein-coupled receptor 19Gpr19 1.092274 1.131192 1.122718 1.154109 1.201515 1.209249 1.444182 1.273572 0.829126 0.982731 0.970414 0.996252 0.999874 0.999929 1 0.999999
42016 68298 AK019259 RIKEN cDNA 2810406C15 gene2810406C15Rik1.055506 0.989385 1.142649 1.023786 1.1515 0.926083 1.107656 1.100437 -0.79057 -1.39089 0.598542 -1.28017 0.672841 -0.31441 0.165936 0.054985
42017 228775 AI591440 induced in fatty liver dystrophy 2Ifld2 1.071958 1.104407 1.124062 0.944767 0.913115 0.926625 0.917637 1.303073 -0.67749 -0.18645 -0.24287 -1.06205 -0.67749 -1.11876 -0.6918 0.856479
42018 68618 BE981109 RIKEN cDNA 1110012L19 gene1110012L19Rik 0.864873 0.935347 0.860325 1.006152 0.901171 0.933988 0.932345 1.030159 0.868695 -0.27137 0.89047 -1.40617 0.477764 -0.61985 -0.20048 -1.12964
42019 243616 AW048520 gamma-aminobutyric acid (GABA-A) transporter 4Gabt4 0.997057 0.941519 0.907735 1.021409 0.936761 0.941921 0.980606 0.868184 -1.41539 -0.4013 0.394046 -1.26398 -0.27137 -0.41586 -1.28017 0.862703
42020 66510 BC005559 RIKEN cDNA 2500002L14 gene2500002L14Rik 0.972801 0.903865 0.877194 0.820642 0.86969 0.886645 0.879165 1.006924 -1.02632 0.746311 0.938078 0.998911 0.96061 0.892959 0.930045 -1.39089
42021 69957 BE553838 CDC16 cell division cycle 16 homolog (S. cerevisiae)Cdc16 0.985133 1.036431 1.179824 1.188928 1.168365 1.208431 1.025856 1.190535 -1.30291 -0.84558 0.987277 0.991933 0.977936 0.996967 -1.10771 0.992386
42022 56421 Y19008 phosphofructokinase, plateletPfkp 1.001002 1.018924 1.190964 1.080341 1.091314 1.079619 1.0556 1.062792 -1.41736 -1.09652 0.999916 0.770759 0.877262 0.761221 0.258122 0.459898
42023 50785 AB024566 heparan sulfate 6-O-sulfotransferase 1Hs6st1 0.930788 0.846281 1.006105 0.964764 0.949785 1.093115 1.020854 1.110391 0.44161 0.998025 -1.39089 -0.66313 -0.11714 0.741177 -1.12964 0.882701
42024 17846 BE986826 U2af1-rs1 region 1 Murr1 1.044302 0.958344 1.109163 1.036202 1.174591 1.249333 1.182217 1.053547 -0.97687 -0.98942 0.224293 -1.10771 0.832769 0.981758 0.862703 -0.80444
42025 78892 AW212614 RIKEN cDNA 1810049K24 gene1810049K24Rik
42026 100340 AW822929 RIKEN cDNA 1110054A24 gene1110054A24Rik
42027 94242 BG920937 lipocalin 7 Lcn7 1.014346 0.951032 0.924858 0.992469 0.946906 0.918896 0.958182 0.989474 -1.25559 -0.03612 0.672841 -1.36965 0.105201 0.76603 -0.31441 -1.33027
42028 66177 BE992167 ubiquitin-like 5 Ubl5 0.976307 0.96361 0.878667 1.162049 1.173519 1.232839 1.1287 0.955373 -1.23822 -1.01414 0.7198 0.862703 0.904678 0.988307 0.640509 -0.83195
42029 66877 NM_025820Crn, crooked neck-like 1 (Drosophila)Crnkl1 0.85895 1.504831 1.916979 1.084257 1.39417 1.031553 0.948016 1.250107 0.591203 0.999946 1 -0.44502 0.998725 -1.23822 -0.92556 0.939582
42030 59047 AI844926 polynucleotide kinase 3'- phosphatasePnkp 1.010333 0.944907 0.864355 0.822676 0.832851 0.798673 0.787406 0.776168 -1.33657 0.129773 0.99448 0.999897 0.999711 0.999992 0.999998 0.999999
42031 102693 BI408643 RIKEN cDNA D330037A14 geneD330037A14Rik1.016005 1.036301 1.065442 0.978281 1.044645 1.096456 1.053271 1.0574 -1.22925 -0.61985 0.30181 -1.07368 -0.32882 0.813882 -0.04945 0.080268
42032 23876 BC006636 fibulin 5 Fbln5
42033 68552 BC009097 RIKEN cDNA 1110003E01 gene1110003E01Rik1.008997 0.8906 0.927605 1.210046 0.885913 1.158244 1.054698 1.323523 -1.40617 -0.03612 -0.6918 0.73596 0.042214 0.323037 -1.01414 0.975432
42034 105440 BI790339 potassium channel tetramerisation domain containing 9Kctd9 1.008953 0.988283 0.972883 0.948582 0.903276 1.000829 1.008192 0.93443 -1.34265 -1.28795 -0.77664 0.201243 0.950487 -1.41798 -1.35413 0.598542
42035 56318 AI327518 acid phosphatase, prostate Acpp
42036 0.86023 0.974878 1.075098 1.131763 1.062499 1.093145 1.101889 1.383767 0.924792 -1.17156 -0.03612 0.779984 -0.32882 0.312476 0.459898 0.999995
42037 23986 BF467513 peroxisomal delta3, delta2-enoyl-Coenzyme A isomerasePeci 1.012587 0.997174 0.881674 0.892845 0.972594 0.960343 1.053453 1.014866 -1.3485 -1.41539 0.850016 0.751363 -1.09652 -0.79057 -0.47421 -1.32375
42038 29813 BE649087 zinc finger protein 385 Zfp385 0.976156 1.133345 0.984967 1.005056 0.949561 1.067341 1.153928 1.10612 -1.03836 0.966273 -1.25559 -1.40078 -0.10347 0.291042 0.98956 0.85962
42039 17888 AI642327 myosin, heavy polypeptide 6, cardiac muscle, alphaMyh6 1.042131 1.018816 1.197401 1.13916 1.252127 1.269624 1.302724 1.372637 -0.20048 -1.09652 0.999952 0.995239 0.999999 1 1 1
42040 69241 BC004810 RIKEN cDNA 2610028L19 gene2610028L19Rik 1.059208 0.949432 1.006691 1.021624 1.043634 1.193464 1.153597 0.820669 -0.56175 -1.02632 -1.4036 -1.27217 -0.89928 0.949228 0.817796 0.979097
42041 217169 AI586188 RIKEN cDNA 9930017A07 gene9930017A07Rik1.007684 0.959262 1.031511 0.940696 0.904096 0.941552 1.045249 0.994376 -1.37885 -0.45961 -0.81823 0.177801 0.856479 0.153976 -0.37224 -1.39442
42042 67391 NM_026126RIKEN cDNA 4833415N24 gene4833415N24Rik
42043 68262 BE994529 1-acylglycerol-3-phosphate O-acyltransferase 1 (lysophosphatidic acid acyltransferase, delta)Agpat4 0.990017 0.902788 0.894201 0.782902 0.806435 0.803343 0.778553 0.797516 -1.28795 0.987973 0.995239 1 1 1 1 1
42044 67801 AK002477 transmembrane 4 superfamily member 11Tm4sf11 0.984955 1.013643 1.016982 1.096312 0.951154 1.116491 1.1096 1.057408 -1.28017 -1.30291 -1.247 0.708595 -0.2571 0.880008 0.836346 -0.07632
42045 11928 AW476088 ATPase, Na+/K+ transporting, alpha 1 polypeptideAtp1a1 1.054307 1.0733 0.957443 1.063368 0.88093 0.975127 0.959019 0.922898 -0.22869 0.269197 -0.5326 0.02936 0.938078 -1.07368 -0.57631 0.477764
42046 59035 BC003964 coactivator-associated arginine methyltransferase 1Carm1 0.988961 0.989373 1.086757 1.11034 1.062251 1.154247 1.29475 1.176082 -1.35413 -1.35953 0.432308 0.751363 -0.11714 0.959586 0.999974 0.985772
42047 22032 AA467026 Tnf receptor associated factor 4Traf4 0.952605 0.948544 1.100624 1.148476 1.026567 1.05031 1.012732 1.189591 -1.09652 -1.22009 -0.57631 -0.70608 -1.36965 -1.16133 -1.40078 0.129773
42048 19737 BB003321 regulator of G-protein signaling 5Rgs5 1.120289 0.970156 0.922458 0.963416 1.01943 0.926083 1.135877 1.080352 0.633758 -1.10771 0.080268 -0.96421 -1.28795 -0.00969 0.76603 0.003406
42049 98221 AI255366 dendritic cell protein GA17 Ga17 1.018353 1.057138 0.932989 0.978957 1.009378 1.087078 1.150109 1.091138 -1.29553 -0.48881 -0.14469 -1.25559 -1.38711 0.177801 0.868695 0.258122
42050 56045 BE197572 SAM domain and HD domain, 1Samhd1 0.986048 0.981064 0.871724 0.86386 0.990654 1.0162 1.006262 0.987607 -1.37885 -1.3485 0.354098 0.552999 -1.40078 -1.36965 -1.41059 -1.38711
42051 69253 AK012780 heat shock protein 2 Hspb2 1.212982 0.950705 1.026382 0.742846 0.70807 0.988773 1.265137 1.872104 0.422901 -1.35413 -1.26398 -1.08517 -0.83195 -0.95144 0.40377 0.974085
42052 1.013861 1.00046 0.841802 0.74521 1.00999 0.842218 0.617741 0.913051 -1.40617 -1.41847 -0.20048 0.520599 -1.41835 -0.41586 0.977333 -1.37885
42053 104303 AK018138 ADP-ribosylation factor-like 1Arl1 0.920111 1.118499 0.961572 0.818818 0.840728 0.856109 1.12364 1.184725 0.450807 0.825417 -0.73447 0.998725 0.993222 0.980733 0.856479 0.991454
42054 76585 NM_029667RIKEN cDNA 2310069N01 gene2310069N01Rik1.047289 1.093749 0.993594 0.967447 0.767657 1.102925 1.110834 0.971731 -1.08517 -0.38676 -1.41059 -1.23822 0.97267 -0.24287 -0.10347 -1.28017
42055 207785 BI133745 cDNA sequence BC035295BC035295 1.195514 1.015903 1.032355 1.330062 0.862747 0.931269 -0.81823 -1.4165 -1.4085 -1.27217 -1.39442 -1.39772 NA
42056 1.097662 0.969452 0.928512 0.989923 1.950075 0.566561 1.192818 -0.60536 -1.38711 -1.22925 -1.41059 0.98956 0.895398 -0.89928 NA
42057 72284 AK008702 oral cancer overexpressed 1Oraov1 0.881484 0.995873 0.986948 1.03369 1.058084 1.003708 0.952699 1.210416 0.981252 -1.4036 -1.28017 -0.67749 0.153976 -1.4085 -0.11714 0.99989
42058 12837 AV334655 procollagen, type VIII, alpha 1Col8a1 0.971358 1.043487 1.131432 1.14294 0.990364 1.01418 1.094253 1.104303 -1.00184 -0.60536 0.906882 0.943901 -1.36965 -1.31007 0.591203 0.7198
42059 59011 W29466 myozenin 1 Myoz1 0.947031 1.114887 0.826071 0.905489 0.723116 0.861203 0.815179 0.953375 -1.03836 -0.22869 0.679027 -0.38676 0.989259 0.312476 0.756332 -1.11876
42060 211253 AI552635 mitochondrial translational release factor 1Mtrf1 0.999558 0.898507 0.890597 0.936521 0.834244 1.007068 0.985762 0.815356 -1.41244 0.323037 0.450807 -0.48881 0.871606 -1.4036 -1.36471 0.967989
42061 17394 NM_008611matrix metalloproteinase 8 Mmp8 1.006682 1.093859 0.992172 0.995919 0.969497 0.973823 1.039158 1.094092 -1.36471 0.950487 -1.34265 -1.39772 -0.47421 -0.67749 -0.13088 0.951717
42062 69675 BE136452 RIKEN cDNA 2310075M15 gene2310075M15Rik0.824923 1.820404 1.001978 0.560842 0.964474 -1.19151 NA NA NA NA
42063 0.955701 0.925008 0.920708 0.799301 0.814918 0.786394 0.828256 0.815468 -0.84558 -0.08986 0.003406 0.993606 0.984535 0.997057 0.964474 0.983656
42064 64655 AA968392 mitochondrial ribosomal protein S22Mrps22 0.948187 1.007748 1.407156 1.083572 1.076687 1.16457 1.012648 1.105573 -0.81823 -1.4036 0.99987 -0.2571 -0.38676 0.751363 -1.37885 0.117532
42065 BE957043 expressed sequence AW121680AW121680 1.012144 0.954858 0.888322 0.766856 0.839513 0.753461 0.731199 0.751525 -1.31007 -0.27137 0.954096 1 0.999182 1 1 1
42066 109672 AI642066 cytochrome b-5 Cyb5
42067 234796 BG865935 cDNA sequence BC025816BC025816 0.918305 0.889432 0.839974 1.008432 0.870886 0.786342 0.934779 1.16702 0.495211 0.865727 0.99397 -1.37885 0.95292 0.999927 0.105201 0.980733
42068 66161 BF466387 RIKEN cDNA 1110023P21 gene1110023P21Rik1.023672 0.818668 0.791041 0.842222 0.884625 0.854332 0.73316 0.894724 -1.28795 0.921098 0.982731 0.850016 0.432308 0.468884 0.999303 0.06767
42069 12261 AA517993 complement component 1, q subcomponent binding proteinC1qbp 0.923616 1.011115 1.109631 1.121093 0.922521 0.906449 0.993815 0.905844 -1.31702 -1.41059 -0.85914 -0.38676 -1.02632 -1.22925 -1.3485 -0.85914
42070 15199 AW475904 heme binding protein 1 Hebp1 0.9503 1.012808 1.005678 1.011242 0.926702 0.951866 0.954239 1.060082 -0.56175 -1.35413 -1.40617 -1.36965 0.080268 -0.98942 -0.66313 -0.13088
42071 67448 AK019482 plexin domain containing 2 Plxdc2 1.003891 1.091901 0.914948 0.940255 0.953913 0.974771 0.90401 1.013284 -1.41059 0.503778 0.520599 -0.08986 -0.51801 -1.10771 0.697037 -1.33027
42072 67636 AK015530 RIKEN cDNA 4930469P12 gene4930469P12Rik0.940259 0.840572 0.809881 0.86197 0.998621 1.009858 0.974242 0.904119 -0.6918 0.839859 0.915258 0.679027 -1.41798 -1.39772 -1.25559 0.06767
42073 56857 NM_020258solute carrier family 37 (glycerol-3-phosphate transporter), member 2Slc37a2 0.968462 0.91161 0.928549 0.792114 0.825883 0.89136 0.766447 0.902367 -1.10771 0.224293 -0.15855 0.996252 0.974085 0.374282 0.999303 0.40377
42074 71949 BE533133 longevity assurance homolog 5 (S. cerevisiae)Lass5 0.955278 0.903357 0.949568 0.897239 0.961821 1.066422 1.080683 1.068504 -0.5326 0.730658 -0.56175 0.79752 -0.73447 0.016424 0.343849 0.06767
42075 66925 AK013962 succinate dehydrogenase complex, subunit D, integral membrane proteinSdhd 0.878618 0.923412 1.081537 1.042542 0.812528 0.844823 1.229498 1.997206 0.459898 -0.35774 -0.38676 -1.06205 0.939582 0.801718 0.938078 1
42076 218454 AI447312 expressed sequence AI447312AI447312 0.962459 1.038914 1.215828 1.320992 1.016373 1.160612 1.140297 0.960234 -1.01414 -1.01414 0.968817 0.999303 -1.34265 0.793248 0.691124 -0.97687
42077 20724 BC005434 serine (or cysteine) proteinase inhibitor, clade B, member 5Serpinb5 0.809342 0.892445 1.189818 1.140806 1.16356 1.330716 0.981493 1.250082 0.882701 -0.34327 0.779984 -0.18645 0.129773 0.756332 -1.36965 0.679027
42078 1.055533 1.031617 0.796877 0.781617 0.776078 0.93971 0.864412 0.938143 -0.18645 -0.89928 0.999922 0.999982 0.99999 0.054985 0.979656 0.105201
42079 17192 AW047312 methyl-CpG binding domain protein 3Mbd3 0.927842 1.096714 0.981292 0.852849 0.956779 0.886183 0.999321 1.028244 0.23567 0.576224 -1.247 0.980733 -0.60536 0.865727 -1.41835 -1.05027
42080 0.991341 1.35931 1.026912 1.219097 0.950969 1.369839 1.25935 1.243978 -1.4036 0.998144 -1.27217 0.904678 -0.93855 0.996777 0.967142 0.950487
42081 71340 BI202466 RIKEN cDNA 5430416A05 gene5430416A05Rik1.064132 0.997608 1.11953 1.043942 1.000362 1.026132 1.066239 0.945606 -0.18645 -1.41539 0.756332 -0.7203 -1.41835 -1.14037 -0.13088 -0.35774
42082 17169 BE984532 MAP/microtubule affinity-regulating kinase 3Mark3 0.906761 0.955931 0.995983 0.933107 0.953443 1.007285 0.935925 1.024177 0.730658 -0.50341 -1.4085 0.212817 -0.41586 -1.38711 0.129773 -1.10771
42083 212919 BB453325 potassium channel tetramerisation domain containing 7Kctd7 0.974895 0.751869 0.819265 0.681166 0.854032 0.667401 0.675976 0.842432 -1.18162 0.99994 0.992162 1 0.942493 1 1 0.968817
42084 76444 AK009665 RIKEN cDNA 2310037K05 gene2310037K05Rik1.358616 0.900788 0.887537 1.101419 0.608233 -0.47421 -1.22925 -1.28795 -1.25559 0.934969 NA NA
42085 106707 BF455160 RIKEN cDNA 2310051D06 gene2310051D06Rik1.026724 1.054191 1.009436 1.016288 0.969767 1.010357 1.038496 1.098765 -1.08517 -0.56175 -1.37437 -1.28795 -0.97687 -1.36471 -0.77664 0.619965
42086 14209 NM_010028fibroblast growth factor inducible 14Fin14 0.838323 0.703957 0.662168 0.595153 0.650853 0.794398 0.821664 0.992726 0.92658 0.99998 0.999999 1 1 0.991933 0.966273 -1.4036
42087 W85255 0.895228 1.188436 0.944379 0.923609 0.838326 0.89044 1.027365 1.081443 0.30181 0.871606 -0.7203 -0.2571 0.885342 0.02936 -1.22925 -0.28568
42088 24083 BE656121 gene trap locus F3b Gtlf3b 0.961553 0.969805 0.951425 0.979856 0.949248 1.030461 1.015699 1.00797 -0.70608 -0.95144 -0.38676 -1.20122 -0.31441 -0.96421 -1.28795 -1.3831
42089 71617 AK018607 RIKEN cDNA 9130011E15 gene9130011E15Rik0.881342 0.642504 1.193812 0.645487 0.704201 0.689054 1.147374 0.716798 -0.77664 0.520599 -0.22869 0.201243 0.394046 0.291042 -0.64874 0.30181
42090 12700 BG861743 cytokine inducible SH2-containing proteinCish 0.918822 0.934215 1.049841 1.044105 1.027933 0.866086 0.902878 1.084187 -0.57631 -0.83195 -1.09652 -1.07368 -1.31007 -0.30002 -0.85914 -0.63431
42091 78253 AK019468 mitogen-activated protein kinase kinase kinase kinase 5Map4k5 0.976148 0.950514 0.924049 0.924011 0.935671 0.952394 0.943825 0.950652 -1.02632 -0.13088 0.605781 0.605781 0.343849 -0.18645 0.105201 -0.13088
42092 Y07611 0.839767 0.749544 0.56652 0.718235 0.563528 0.795097 0.583077 1.072769 0.06767 -0.35774 0.999444 0.165936 0.801718 -0.77664 0.942493 -0.83195
42093 1.120831 1.111484 1.092859 1.127414 1.231877 1.174364 1.387259 1.176084 0.904678 0.853278 0.679027 0.931722 0.999824 0.99448 1 0.994948
42094 71770 AK004975 adaptor-related protein complex 2, beta 1 subunitAp2b1 1.020212 1.122355 1.09213 1.065359 1.004797 0.918534 1.083124 1.014296 -1.31007 0.44161 -0.02287 -0.54718 -1.41244 -0.07632 -0.18645 -1.36471
42095 20892 BI649439 stimulated by retinoic acid 13Stra13 1.064264 1.434633 1.698331 1.865099 1.694631 2.142085 1.734618 1.335226 -0.54718 0.999983 1 1 1 1 1 0.999367
42096 20869 BE957263 serine/threonine kinase 11 Stk11 0.943664 0.913902 0.943255 0.952626 0.8348 0.822133 0.935206 0.853495 0.105201 0.761221 0.117532 -0.61985 0.999388 0.999818 0.354098 0.996678
42097 243910 AA174838 NF-kappa B inhibitor IkappaBNS 1.002575 1.020501 1.021495 0.943644 0.848688 0.892972 1.094975 1.081627 -1.4165 -1.31007 -1.30291 -0.67749 0.846693 0.374282 -0.00969 -0.2571
42098 110751 AW048228 a disintegrin and metalloprotease domain 33Adam33 0.793668 0.802959 1.12174 0.612985 0.836008 1.251022 1.212653 -1.29553 -0.95144 -1.33027 0.291042 -1.40078 -0.77664 -0.98942 NA
42099 73736 BG064822 RIKEN cDNA 1110008B24 gene1110008B24Rik0.957983 0.935837 1.144934 1.023794 1.052515 1.168948 1.097353 1.174717 -0.60536 0.080268 0.946624 -1.14037 -0.34327 0.9832 0.62691 0.987277
42100 239528 AW493343 eukaryotic translation initiation factor 2C, 2Eif2c2 1.011059 1.083011 0.995326 1.043046 0.894702 1.013216 1.199199 1.545664 -1.39442 -0.41586 -1.41404 -1.07368 0.141921 -1.3831 0.832769 0.999991
42101 11702 AW261505 S-adenosylmethionine decarboxylase 1Amd1 1.034404 0.746643 0.935698 1.076696 0.89507 0.825142 0.858945 0.983232 -1.28795 0.788902 -0.95144 -0.89928 -0.41586 0.177801 0.201243 -1.39089
42102 28030 AF315511 G elongation factor Gfm 0.93879 1.027902 0.958488 1.087763 1.019197 1.033894 1.105071 1.10216 0.619965 -0.67749 -0.03612 0.902428 -1.03836 -0.43043 0.970414 0.963541
42103 15901 AW743217 inhibitor of DNA binding 1 Idb1 0.727877 0.728004 0.795015 0.874751 1.246091 1.269225 1.820833 1.939072 0.85962 0.900132 0.560842 -0.32882 0.374282 0.40377 0.999879 0.999691
42104 66383 AI504372 RIKEN cDNA 2310020H20 gene2310020H20Rik0.926488 1.057114 0.90741 1.091173 1.161693 0.702067 1.211606 1.260672 -1.40078 -1.23822 -0.89928 -0.08986 -0.37224 0.495211 -0.76264 0.913229
42105 72691 BE947514 RIKEN cDNA 2810048G17 gene2810048G17Rik0.999825 1.027184 0.942649 0.951688 0.963619 0.929591 1.150243 1.118596 -1.41539 -1.30291 -0.76264 -0.92556 -1.20122 -1.247 0.520599 -0.20048
42106 268706 AW456345 RIKEN cDNA 9130023D20 gene9130023D20Rik1.010926 0.938227 1.01473 0.947737 0.92445 1.009116 0.992181 0.982415 -1.3485 0.117532 -1.28795 -0.17247 0.468884 -1.36965 -1.37885 -1.22925
42107 76757 AI466288 triadin Trdn 1.051082 0.83296 1.039653 1.040442 0.859123 0.876185 0.98377 0.886866 -0.88599 0.897789 -1.07368 -1.06205 0.73596 0.560842 -1.35413 0.413388
42108 234736 BI793821 cDNA sequence BC027246BC027246 0.968082 0.98426 0.943298 0.99122 0.965725 0.943447 1.025593 1.031868 -0.87261 -1.27217 -0.07632 -1.37437 -0.80444 -0.07632 -1.07368 -0.91247
42109 0.919339 1.077813 0.776037 1.094789 0.842946 0.698427 0.90189 1.771499 -0.76264 -1.40078 -0.00969 -1.37885 0.080268 0.495211 -0.57631 0.924792
42110 50917 NM_016722galactosamine (N-acetyl)-6-sulfate sulfataseGalns 0.97494 1.055791 0.964925 0.95299 0.995987 0.95544 0.976587 1.028632 -1.21075 -0.60536 -1.02632 -0.76264 -1.41244 -1.09652 -1.23822 -1.16133
42111 16621 BF235534 kallikrein B, plasma 1 Klkb1 0.938914 0.992635 0.920044 0.890734 0.717411 0.865158 1.067288 1.106291 -0.54718 -1.4036 -0.11714 0.450807 0.99991 0.751363 -0.50341 -0.07632
42112 BG062200 1.025738 0.998876 0.921404 1.070323 0.931952 1.03075 1.08287 1.016544 -1.18162 -1.41798 0.153976 -0.17247 -0.10347 -1.08517 0.105201 -1.31702
42113 1.139277 0.816355 0.300502 0.440763 1.136197 0.475029 0.710794 -1.32375 -1.21075 0.995239 -0.14469 -1.32375 -0.30002 -0.81823 NA
42114 64058 AK003734 PERP, TP53 apoptosis effectorPerp 0.83985 1.171672 1.239932 0.844263 0.988784 0.717388 0.983858 0.934816 0.895398 0.825417 0.987973 0.685121 -1.39772 0.999886 -1.35413 -0.61985
42115 68090 AW985477 Yip1 interacting factor homolog (S. cerevisiae)Yif1 0.989997 0.781918 0.958464 1.14734 0.808448 0.983782 0.867486 0.956137 -1.38711 0.996252 -0.93855 0.73596 0.983656 -1.34265 0.770759 -0.89928
42116 18505 NM_008781paired box gene 3 Pax3 0.955264 1.124155 0.927993 0.995118 1.059802 1.192011 0.990789 1.011446 -1.26398 -0.73447 -1.03836 -1.41059 -1.247 -0.74859 -1.39442 -1.38711
42117 67863 AI099441 solute carrier family 25 (mitochondrial carrier; oxoglutarate carrier), member 11Slc25a11 1.049345 0.906132 1.03385 1.013588 0.979812 1.0415 0.949825 1.185286 -0.88599 0.003406 -1.16133 -1.36965 -1.3831 -1.11876 -0.89928 0.756332
42118 1.00568 1.063936 1.124242 0.938416 1.158381 1.148604 1.165929 1.179098 -1.39442 0.18957 0.941054 0.23567 0.991205 0.984535 0.99448 0.99755
42119 20394 BE980584 secretory granule neuroendocrine protein 1, 7B2 proteinSgne1 1.121844 0.726535 0.668569 1.070416 1.666041 1.505598 2.317275 3.288337 -0.93855 0.545053 0.821641 -1.23822 0.959586 0.836346 0.99987 1
42120 20776 AA987148 transmembrane inner ear Tmie 0.969053 0.912337 0.909764 1.034986 0.84888 0.826997 1.025083 0.935957 -1.01414 0.459898 0.51224 -0.95144 0.973386 0.969625 -1.16133 -0.08986
42121 12759 BI554337 clusterin Clu 1.033114 1.042604 0.940056 1.008616 1.016093 0.870422 0.993493 1.03924 -0.97687 -0.73447 -0.14469 -1.3831 -1.30291 0.853278 -1.39772 -0.81823
42122 1.008499 0.988678 0.964487 0.935689 0.949664 0.918598 0.957501 1.01394 -1.38711 -1.35953 -0.88599 -0.04945 -0.45961 0.374282 -0.6918 -1.33027
42123 67148 AW762397 RIKEN cDNA 2610204K14 gene2610204K14Rik0.911137 0.652758 -1.38711 -1.15093 NA NA NA NA NA
42124 12374 AF110178 G protein-coupled receptor, family C, group 2, member AGprc2a 0.989242 1.012447 1.038705 1.075548 0.95202 0.934496 1.043867 1.099549 -1.35413 -1.33027 -0.7203 0.291042 -0.37224 0.165936 -0.56175 0.691124
42125 1.027011 0.926542 0.937252 0.928908 0.861416 1.032357 1.023587 0.890298 -1.247 -0.32882 -0.57631 -0.38676 0.730658 -1.18162 -1.28795 0.374282
42126 70510 BC002080 RIKEN cDNA 5730408C10 gene5730408C10Rik0.978507 1.105751 0.849131 0.714142 0.784222 0.947921 0.898997 0.830722 -1.27217 0.354098 0.913229 0.999983 0.997474 -0.66313 0.44161 0.964474
42127 28081 AK009763 DNA segment, Chr 11, Wayne State University 99, expressedD11Wsu99e 1.15531 1.016417 0.90767 0.891323 1.105922 0.862419 0.833898 1.186218 0.477764 -1.3485 -0.43043 -0.37224 -0.15855 -0.34327 0.042214 0.51224
42128 75747 BC003348 sestrin 3 Sesn3 0.8445 0.829396 0.994491 0.926187 0.957795 0.93887 1.082607 0.872302 0.672841 0.666562 -1.3831 -0.41586 -1.18162 -0.93855 -0.70608 0.141921
42129 76736 BI453523 RIKEN cDNA 9930021A08 gene9930021A08Rik0.919279 0.928015 0.806524 0.867426 0.634783 0.748641 0.776472 0.910013 -0.77664 -0.89928 0.591203 -0.81823 0.997766 0.591203 0.619965 -1.02632
42130 83457 NM_031261ferritin, heavy polypeptide-like 17Fthl17 1.049041 0.974594 0.886806 0.84033 0.848612 1.107356 1.414952 1.198038 -0.97687 -1.35953 0.054985 0.40377 0.30181 -0.22869 0.999624 0.836346
42131 223978 BE853271 RIKEN cDNA C530044N13 geneC530044N13Rik 0.98914 1.059508 1.107831 1.099206 1.020141 1.179106 1.031023 0.897515 -1.37885 -0.54718 0.394046 0.258122 -1.28795 0.922965 -1.12964 0.477764
42132 0.979152 0.891571 1.098441 1.122692 0.888874 1.017433 1.016861 0.955499 -1.33027 -0.08986 -0.18645 0.177801 -0.20048 -1.37437 -1.41798 -1.03836
42133 80283 AB053477 ankyrin repeat and  BTB (POZ) domain containing 1Abtb1 0.930681 0.99435 0.770722 1.021856 1.033024 0.786737 1.072921 1.034709 -0.54718 -1.39089 0.978524 -1.32375 -1.22009 0.958538 -0.60536 -1.20122
42134 107702 AA839512 ribonuclease/angiogenin inhibitor 1Rnh1 0.9554 1.057614 1.088037 1.135319 1.029907 1.026061 0.974802 1.068365 -0.47421 -0.14469 0.545053 0.936541 -0.96421 -1.06205 -1.06205 0.141921
42135 66272 AI225736 RIKEN cDNA 1810020G14 gene1810020G14Rik0.990346 0.988437 1.217849 1.286178 1.280813 1.122355 1.288685 1.20447 -1.4036 -1.39442 0.809898 0.957466 0.951717 0.016424 0.949228 0.751363
42136 67383 BF467648 RIKEN cDNA 2410127L17 gene2410127L17Rik 0.92155 0.949922 0.944281 1.226643 1.037026 1.019839 1.117846 1.191298 -0.08986 -0.76264 -0.61985 0.976715 -1.06205 -1.31007 0.44161 0.92658
42137 98365 AI854656 SLAM family member 9 Slamf9 1.015192 0.759689 1.008866 0.96369 0.848602 0.821785 0.931292 1.078746 -1.35953 0.9979 -1.39772 -1.08517 0.70286 0.871606 -0.4013 -0.31441
42138 74287 NM_019715potassium channel modulatory factor 1Kcmf1 0.891038 0.92968 1.066204 1.052187 0.86494 0.928415 1.121613 1.131845 0.633758 -0.11714 -0.32882 -0.64874 0.871606 -0.08986 0.62691 0.725272
42139 64817 NM_022814RIKEN cDNA D430029O09 geneD430029O09Rik0.876115 0.987213 0.904288 0.88794 0.79187 0.785825 0.829943 0.805004 0.934969 -1.33027 0.7198 0.874461 0.999874 0.999927 0.997057 0.999611
42140 0.900469 1.066934 1.051797 1.093355 1.047504 0.742769 1.006185 1.111856 -0.5326 -0.74859 -0.98942 -0.06285 -0.41586 0.904678 -1.29553 -0.27137
42141 11370 AI596279 acyl-Coenzyme A dehydrogenase, very long chainAcadvl
42142 16206 AW208752 leucine-rich repeats and immunoglobulin-like domains 1Lrig1 1.010619 0.965715 0.969607 0.963477 1.144268 1.017765 1.023916 1.155324 -1.38711 -1.09652 -1.16133 -1.05027 0.697037 -1.33027 -1.26398 0.770759
42143 102334 AW552819 ankyrin repeat domain 10 Ankrd10 0.980114 0.951514 0.928321 0.987547 0.908958 1.062616 0.934853 0.984344 -1.10771 -0.03612 0.619965 -1.28795 0.877262 0.312476 0.477764 -1.22009
42144 59014 BE951576 RRS1 ribosome biogenesis regulator homolog (S. cerevisiae)Rrs1 0.953032 0.88822 0.959115 1.0611 1.168998 0.889224 0.916679 1.062439 -1.01414 0.201243 -1.10771 -0.83195 0.633758 0.177801 -0.32882 -0.80444
42145 27401 AF083215 S-phase kinase-associated protein 2 (p45)Skp2 1.036493 1.275938 1.190865 1.039691 1.007632 1.041229 1.026816 1.051514 -0.85914 0.999879 0.990685 -0.77664 -1.4085 -0.73447 -1.08517 -0.45961
42146 66963 BG228757 RIKEN cDNA 2310061N19 gene2310061N19Rik0.974636 0.889546 1.007962 0.899163 1.178002 0.988382 1.049956 1.195411 -1.22009 0.576224 -1.39772 0.422901 0.909041 -1.38711 -0.77664 0.949228
42147 73341 BE943950 Rac/Cdc42 guanine nucleotide exchange factor (GEF) 6Arhgef6 1.154707 1.019743 1.048573 1.090735 1.177607 0.941058 0.986148 1.033719 0.913229 -1.26398 -0.64874 0.343849 0.957466 -0.91247 -1.4036 -0.88599
42148 100273 BC002157 oxysterol binding protein-like 9Osbpl9 1.049051 1.026249 0.961835 0.946232 0.889515 0.827122 0.86815 0.92578 -0.59084 -1.14037 -0.83195 -0.38676 0.779984 0.993417 0.788902 0.177801
42149 16661 AI173000 keratin complex 1, acidic, gene 10Krt1-10 1.018994 0.956992 1.279872 0.986405 1.092723 1.020555 1.033567 1.090904 -1.31702 -0.91247 0.996471 -1.36471 -0.2571 -1.39089 -1.11876 -0.67749
42150 20620 BE980296 serum-inducible kinase Snk 1.060684 1.088479 0.997413 1.087179 1.080535 1.039108 1.042032 1.049025 -0.22869 0.384217 -1.41539 0.364243 0.02936 -0.97687 -0.73447 -0.54718
42151 16922 BC002018 phytanoyl-CoA hydroxylase Phyh 1.031625 0.93711 0.953999 0.935746 0.831671 0.834257 0.847616 0.951593 -1.17156 -0.50341 -0.88599 -0.47421 0.931722 0.924792 0.868695 -0.83195
42152 320895 BB358012 RIKEN cDNA C030025P15 geneC030025P15Rik0.953754 1.032581 0.994777 0.981821 1.316435 1.318545 0.998708 1.200531 -1.40078 -1.12964 -1.39442 -1.41835 0.817796 0.825417 -1.31007 0.576224
42153 226554 BB283263 RIKEN cDNA 9630020E24 gene9630020E24Rik0.975088 0.911657 0.941712 0.931404 0.797553 0.820425 0.734455 0.855572 -0.84558 0.919192 0.450807 0.691124 1 0.999993 1 0.999585
42154 21780 AI851640 transcription factor A, mitochondrialTfam 1.014107 0.921684 0.926513 0.706533 0.714655 0.785675 0.860928 0.771569 -1.37437 -0.27137 -0.37224 0.999861 0.999763 0.986544 0.708595 0.993417
42155 56210 AW490828 REV1-like (S. cerevisiae) Rev1l 0.761541 0.91839 0.780622 0.992626 0.806899 0.801613 1.152705 -1.00184 -0.74859 -1.10771 -1.06205 0.374282 -1.21075 -0.88599 NA
42156 13861 L77979 eosinophil peroxidase Epx 1.00357 1.074416 0.796132 1.00517 0.761185 0.449204 0.927709 1.08414 -1.31007 -1.09652 -1.05027 -0.89928 -0.80444 0.917246 -1.247 -1.30291
42157 20319 D50462 secreted frizzled-related sequence protein 2Sfrp2 1.050774 0.985076 0.907774 0.778631 0.952634 0.833898 0.719542 0.648349 -0.43043 -1.30291 0.660191 0.999955 -0.45961 0.995646 1 1
42158 110454 NM_009468lymphocyte antigen 6 complex, locus ALy6a 0.903106 0.877998 1.042566 0.967467 0.903652 0.988861 0.982986 0.941373 0.62691 0.877262 -0.74859 -0.97687 0.619965 -1.36471 -1.28795 -0.24287
42159 20399 AF020526 SH2-B PH domain containing signaling mediator 1Sh2bpsm1 0.883993 1.099039 1.193451 1.036281 0.724984 0.701928 0.744027 1.207136 0.054985 -0.38676 0.633758 -1.23822 0.992386 0.997395 0.982731 0.708595
42160 56749 AF029667 dihydroorotate dehydrogenaseDhodh 1.136122 0.783333 1.155556 1.167759 1.156781 1.266166 0.717647 0.62471 -0.70608 0.323037 -0.54718 -0.44502 -0.5326 0.258122 0.756332 0.970414
42161 56760 AK007925 RIKEN cDNA 1810061I13 gene1810061I13Rik 1.051453 1.021125 1.050796 1.082903 1.005849 0.888966 0.89091 1.003214 -0.81823 -1.31007 -0.83195 -0.18645 -1.4085 0.246946 0.450807 -1.41539
42162 14127 BI150333 Fc receptor, IgE, high affinity I, gamma polypeptideFcer1g 0.958674 1.111285 1.096567 1.142272 0.951478 0.96172 0.960136 1.0873 -0.70608 0.708595 0.528853 0.909041 -0.48881 -0.81823 -0.74859 0.374282
42163 54446 BE951839 nuclear factor of activated T-cells 5Nfat5 0.913389 0.841351 1.015809 0.913794 0.938248 1.279146 1.074942 1.11363 -0.61985 0.269197 -1.3831 -0.61985 -1.00184 0.784481 -0.73447 -0.44502
42164 12807 BE952358 Hermansky-Pudlak syndrome 3 homolog (human)Hps3 0.944412 1.166652 1.035516 1.163548 0.981665 0.99762 0.999156 1.003146 -1.18162 0.016424 -1.3485 -0.31441 -1.33657 -1.36965 -1.41835 -1.4036
42165 71438 AA271692 RIKEN cDNA 5530600P05 gene5530600P05Rik0.877725 1.025257 0.878168 1.335641 0.879627 0.970754 0.831853 1.316334 -0.34327 -1.3485 -0.13088 0.865727 -0.81823 -1.41736 0.153976 0.821641
42166 AI427506 1.120204 1.140639 0.975043 1.046244 1.052973 1.04482 1.067389 1.149562 0.793248 0.906882 -1.12964 -0.60536 -0.43043 -0.54718 -0.04945 0.934969
42167 243853 AA097473 fukutin related protein Fkrp 1.030232 1.172941 0.807522 0.666748 1.514122 0.85113 0.915453 1.132504 -0.24287 0.520599 0.201243 -0.03612 0.02936 -1.39442 -0.93855 -1.4165
42168 268885 AA218346 stefin 2-like LOC268885 1.036954 0.992638 1.078076 1.054174 1.140137 1.014041 0.979939 1.103607 -1.02632 -1.40078 -0.14469 -0.66313 0.73596 -1.38711 -1.28795 0.323037
42169 66609 AK008846 crystallin, zeta (quinone reductase)-like 1Cryzl1 0.998106 0.897944 0.913948 1.167224 1.058699 1.040351 0.863915 0.940172 -1.41798 -0.18645 -0.24287 0.468884 -0.84558 -0.97687 0.560842 -0.96421
42170 100855 AU043625 DNA segment, Chr 5, ERATO Doi 110, expressedD5Ertd110e 1.038666 0.883826 1.199383 1.08004 0.804815 0.824549 0.957701 0.9503 -1.01414 0.224293 0.892959 -0.48881 0.552999 0.333495 -1.10771 -0.98942
42171 112403 NM_033613DOM-3 homolog Z (C. elegans)Dom3z 1.019412 0.893702 0.96795 1.058972 0.962618 0.932764 1.192552 1.007299 -1.36965 -0.41586 -1.28017 -1.01414 -1.22925 -0.97687 0.552999 -1.41059
42172 72392 BC005542 RIKEN cDNA 3010001K23 gene3010001K23Rik1.064052 1.051856 1.030442 1.065938 1.162101 0.989449 0.998462 1.159131 -0.37224 -0.45961 -1.02632 -0.08986 0.922965 -1.36471 -1.41736 0.956368
42173 54367 AK017693 zinc finger protein 326 Zfp326 0.827252 1.140994 1.187756 1.410259 1.048357 -1.34265 -0.20048 -0.60536 0.528853 -0.57631 NA NA
42174 70603 AW557004 mutY homolog (E. coli) Mutyh 0.986689 0.981906 0.997689 0.996945 0.915839 1.025041 1.04459 1.024695 -1.26398 -1.15093 -1.41404 -1.41059 0.825417 -0.93855 -0.22869 -0.95144
42175 20257 NM_025285stathmin-like 2 Stmn2 0.980073 0.853832 0.923867 0.968633 0.809987 0.794891 0.958943 0.855179 -1.31702 0.788902 -0.28568 -1.18162 0.963541 0.982251 -1.02632 0.779984
42176 AI847028 1.054766 1.006427 0.934691 0.921233 1.185865 1.008197 0.868883 1.258628 -0.76264 -1.40617 -0.44502 -0.14469 0.89047 -1.40078 0.7198 0.98895
42177 381112 BF236195 hypothetical gene supported by AK053944LOC381112
42178 13849 BE649120 epoxide hydrolase 1, microsomalEphx1 1.062611 1.179253 1.126616 1.018207 1.058127 0.860311 0.733776 0.830915 -0.70608 0.79752 0.364243 -1.34265 -0.77664 0.70286 0.999071 0.89047
42179 20741 AI426122 spectrin beta 1 Spnb1 0.923841 0.916018 1.160453 1.075841 0.948074 0.932289 1.107783 1.072232 -0.08986 0.080268 0.836346 -0.22869 -0.67749 -0.37224 0.343849 -0.30002
42180 170779 BB507765 CD209d antigen CD209d 1.320071 1.137511 0.930143 1.218447 1.09391 0.860587 1.102843 1.583744 0.998764 0.129773 -0.98942 0.708595 -0.37224 -0.14469 0.177801 0.998725
42181 14594 AK004753 glycoprotein galactosyltransferase alpha 1, 3Ggta1 0.976006 1.527794 1.019495 0.814181 0.650392
42182
42183 78321 AK004293 RIKEN cDNA 2310041C05 gene2310041C05Rik1.110144 1.098124 0.984808 0.929916 1.197936 1.114032 0.979009 1.011866 0.495211 0.354098 -1.33027 -0.08986 0.975432 0.576224 -1.25559 -1.36471
42184 102644 AI785486 RIKEN cDNA D130038B21 geneD130038B21Rik0.899602 0.928675 1.129988 1.065975 0.825581 0.95066 0.923111 0.880939 0.520599 -0.07632 0.7198 -0.31441 0.983656 -0.84558 0.054985 0.756332
42185 1.055016 0.946546 0.897626 0.934041 0.799539 0.725245 0.819375 0.933766 -0.79057 -0.76264 0.269197 -0.48881 0.979097 0.999701 0.947941 -0.57631
42186 1.109196 1.022425 1.004246 1.024438 0.970267 0.89154 0.944196 1.010691 0.685121 -0.91247 -1.27217 -1.22009 -1.32375 0.042214 -0.76264 -1.36471
42187 17434 BF721411 molybdenum cofactor synthesis 2Mocs2 0.953799 1.088173 1.054665 1.129027 1.087526 1.087657 0.890597 1.129573 -1.02632 -0.38676 -0.93855 0.212817 -1.07368 -0.60536 0.117532 0.224293
42188 14590 BE134263 gamma-glutamyl hydrolase Ggh 0.992299 0.90644 0.792499 0.89438 0.839928 0.921139 0.870409 1.078475 -1.39089 0.62691 0.999729 0.779984 0.990138 0.354098 0.934969 0.212817
42189 28019 BC009127 inhibitor of growth family, member 4Ing4 1.050363 1.121977 1.413403 1.323447 1.399412 1.007249 1.13983 1.376903 -0.61985 0.714241 0.999999 0.999944 0.999998 -1.39772 0.843307 0.999995
42190 1.000447 1.253836 1.133376 1.185771 1.011938 0.913136 1.024932 1.191109 -1.41835 0.9832 0.312476 0.871606 -1.3831 -0.59084 -1.26398 0.856479
42191 AA959438 0.960076 0.941215 0.831097 0.924968 0.845242 0.936738 1.003165 1.105224 -0.95144 -0.50341 0.96161 -0.10347 0.924792 -0.38676 -1.41539 0.333495
42192 BI729648 0.772586 1.2854 0.724856 0.455899 1.072592 0.993572 0.977581 -0.45961 -0.84558 0.269197 0.7198 -1.33027 -1.40617 -1.41736 NA
42193 56431 AB025406 destrin Dstn
42194 231769 BG868724 RIKEN cDNA 6330437E22 gene6330437E22Rik0.980719 0.957798 0.98789 0.912326 0.900963 1.047454 1.012436 0.914715 -1.28017 -0.83195 -1.36471 0.30181 0.51224 -0.89928 -1.36471 0.258122
42195 74519 AW122967 cytochrome P450, family 2, subfamily j, polypeptide 9Cyp2j9 0.99278 1.230059 1.190759 1.229759 1.411985 1.206605 1.102757 0.979144 -1.4036 0.980202 0.928331 0.980202 0.999978 0.956368 0.23567 -1.28795
42196 24117 NM_011915Wnt inhibitory factor 1 Wif1 0.834784 0.909937 0.786996 0.934234 0.778233 0.752118 1.202447 1.476459 0.70286 -0.34327 0.933363 -0.77664 0.951717 0.96161 0.730658 0.999557
42197 AK014605 0.938702 0.921565 0.940412 0.922917 1.064875 1.270465 1.015139 0.974427 -0.70608 -0.35774 -0.92556 -0.87261 -0.84558 0.568584 -1.38711 -1.28795
42198 224023 BC005800 RIKEN cDNA 2610318I18 gene2610318I18Rik 0.940327 1.101468 1.020814 0.965591 0.895398 0.806213 0.923391 1.178895 -0.34327 0.413388 -1.26398 -1.00184 0.619965 0.99602 0.092779 0.95292
42199 26932 AK014554 protein phosphatase 2, regulatory subunit B (B56), epsilon isoformPpp2r5e 0.956549 1.131589 0.965973 1.001452 0.88777 0.582926 0.776597 1.100047 -1.16133 -0.02287 -1.26398 -1.4165 -0.27137 0.999913 0.887932 -0.57631
42200 76167 AK018232 RIKEN cDNA 6330548G22 gene6330548G22Rik
42201 AK011461 0.956403 1.113926 1.162618 1.152098 1.158573 1.147909 0.929849 1.39591 -1.11876 -0.11714 0.450807 0.343849 0.224293 0.30181 -0.70608 0.996471
42202 AI561611 1.003155 0.950849 0.85697 0.862444 0.869646 0.96141 1.059119 1.072391 -1.41244 -0.21456 0.992815 0.98895 0.981252 -0.59084 0.003406 0.343849
42203 17150 AW548044 microfibrillar-associated protein 2Mfap2
42204 29818 AA543235 heat shock protein family, member 7 (cardiovascular)Hspb7 1.077911 1.103097 1.048684 1.003627 1.077756 0.859863 0.96747 1.065907 0.422901 0.784481 -0.34327 -1.41059 0.422901 0.98895 -0.81823 0.153976
42205 26940 NM_012029signaling intermediate in Toll pathway-evolutionarily conservedSitpec 0.906535 0.863682 0.861223 0.919507 0.9781 1.038823 1.019828 0.964804 0.054985 0.685121 0.708595 -0.44502 -1.30291 -1.17156 -1.33027 -1.4085
42206 12404 BE943965 cerebellin 1 precursor proteinCbln1 0.952901 1.009205 1.134262 1.048269 0.890201 0.88153 1.023518 1.195907 -0.66313 -1.38711 0.793248 -0.6918 0.708595 0.793248 -1.21075 0.979097
42207 1.065196 1.052324 0.941404 0.95937 0.841915 0.916233 0.897189 0.996469 -0.61985 -0.80444 -0.67749 -1.17156 0.76603 -0.63431 0.246946 -1.39442
42208 69150 AI838691 sorting nexin 4 Snx4 0.937687 0.983539 1.172986 1.015799 0.976202 0.94947 1.282695 1.902762 -0.54718 -1.3485 0.821641 -1.35413 -1.27217 -0.81823 0.993606 1
42209 18577 AW045844 phosphodiesterase 4A, cAMP specificPde4a 0.897898 1.041056 0.978207 1.1075 0.995961 1.017341 0.917858 1.242665 -0.02287 -1.14037 -1.33027 -0.2571 -1.41244 -1.36471 -0.4013 0.913229
42210 17164 BG093595 MAP kinase-activated protein kinase 2Mapkapk2 0.924952 1.258993 1.026848 0.84531 0.693952 0.898731 1.160002 1.003108 -0.73447 0.846693 -1.32375 0.459898 0.996138 -1.00184 0.258122 -1.41736
42211 14560 BG793930 growth differentiation factor 10Gdf10 1.027874 0.86723 0.865924 1.026025 0.888913 0.877587 1.078925 1.145236 -1.17156 0.850016 0.85962 -1.20122 0.653725 0.770759 -0.06285 0.809898
42212 99543 AW457364 RIKEN cDNA 2810002E22 gene2810002E22Rik1.004904 0.922935 0.831922 0.915444 0.825577 0.903009 0.888074 0.990545 -1.39442 0.801718 0.999962 0.880008 0.999982 0.95292 0.986544 -1.33027
42213 27267 AJ276796 cysteinyl-tRNA synthetase Cars 1.076571 1.042998 1.118514 1.17331 1.10697 1.180781 1.120266 1.132546 0.092779 -0.74859 0.73596 0.967142 0.612922 0.976082 0.751363 0.836346
42214
42215 0.971475 0.940829 1.057431 0.767002 0.807561 1.050647 1.036782 1.057995 -1.31007 -0.60536 -1.21075 0.817796 0.583764 -1.33657 -1.29553 -1.29553
42216 56480 BE647292 TANK-binding kinase 1 Tbk1 1.178781 1.081839 1.204312 1.145959 1.070735 0.975124 1.031097 1.000279 0.892959 -0.14469 0.951717 0.685121 -0.37224 -1.23822 -1.16133 -1.41847
42217 74164 AK005038 nuclear transcription factor, X-box binding 1Nfx1 0.978761 0.957653 0.970644 1.249714 1.137014 1.001901 1.118955 1.349894 -1.39442 -1.07368 -1.3831 0.583764 -0.03612 -1.41244 -0.63431 0.904678
42218 233103 BI713894 RIKEN cDNA 4931406P16 gene4931406P16Rik1.156412 1.150745 0.855541 0.966255 0.82363 0.853125 0.966895 0.939958 0.850016 0.821641 0.900132 -1.05027 0.979656 0.911157 -1.06205 -0.43043
42219 29875 AI153226 IQ motif containing GTPase activating protein 1Iqgap1 0.924617 1.125963 0.913891 0.718273 0.857283 1.096173 0.876845 1.126411 -1.18162 -0.7203 -0.95144 0.915258 -0.76264 -0.70608 -0.57631 -0.34327
42220 66320 BE983091 RIKEN cDNA 1700006C06 gene1700006C06Rik0.966354 0.832062 0.997268 0.928642 0.896758 0.884951 0.847287 0.897008 -0.91247 0.993791 -1.41539 0.165936 0.746311 0.856479 0.9832 0.746311
42221 67855 AK004007 RIKEN cDNA 2300003P22 gene2300003P22Rik1.044503 0.760455 0.868353 0.811125 0.866925 0.941585 0.845512 0.884552 -0.57631 0.999994 0.96161 0.999426 0.964474 -0.07632 0.991696 0.900132
42222 66066 AI837059 guanine nucleotide binding protein (G protein), gamma 11Gng11 1.064981 1.033248 1.039774 1.031202 0.986825 1.031853 0.983372 0.883002 -0.47421 -1.11876 -1.00184 -1.15093 -1.36471 -1.14037 -1.33657 0.633758
42223 12832 BG076180 procollagen, type V, alpha 2Col5a2 0.908874 0.915562 1.090454 0.942025 0.863745 1.081118 1.072558 1.035056 0.813882 0.73596 0.714241 0.141921 0.991696 0.576224 0.413388 -0.70608
42224 107272 AI788625 phosphoserine aminotransferase 1Psat1 0.946236 0.909363 0.998373 0.915242 0.961066 1.018094 0.977201 0.83993 -1.02632 -0.43043 -1.41798 -0.5326 -1.20122 -1.37437 -1.34265 0.413388
42225 58522 NM_021447ring finger protein 30 Rnf30 0.876447 1.068345 1.313836 0.821982 0.919206 1.019157 1.141352 1.211221 -1.02632 -1.247 0.679027 0.105201 -1.01414 -1.07368 -0.44502 0.054985
42226 12922 NM_009953corticotropin releasing hormone receptor 2Crhr2 1.029972 0.962247 0.817242 0.786833 0.846327 0.828778 0.846409 0.87612 -1.22925 -1.10771 0.933363 0.982731 0.805844 0.895398 0.801718 0.51224
42227 227197 AW909070 NADH dehydrogenase (ubiquinone) Fe-S protein 1Ndufs1
42228 19921 BI658261 ribosomal protein L19 Rpl19 1.014678 1.114904 1.058738 1.065454 0.962917 0.962336 0.993866 1.130591 -1.31702 0.751363 -0.2571 -0.08986 -0.81823 -0.80444 -1.40078 0.862703
42229 AV006874
42230 215900 AI450214 RIKEN cDNA A630077B13 geneA630077B13Rik0.972044 1.046642 1.021127 1.085489 1.007248 0.982469 1.027208 1.049283 -1.05027 -0.57631 -1.21075 0.384217 -1.39089 -1.26398 -1.08517 -0.50341
42231 105450 AV173464 elastin microfibril interfacer 3Emilin3
42232 AV263612 1.018991 1.078067 0.938424 0.901827 0.944935 0.915483 0.881568 0.847722 -1.35413 -0.56175 -0.76264 -0.06285 -0.88599 -0.32882 0.280171 0.545053
42233 243262 AI604320 2'-5' oligoadenylate synthetase 1FOas1f 0.978214 1.040442 1.199065 0.97356 1.069788 0.969466 1.056149 1.285539 -1.36471 -1.33027 0.02936 -1.36471 -1.03836 -1.39772 -1.17156 0.730658
42234 54125 BE985472 polymerase (DNA directed), muPolm 0.876595 1.044616 0.85011 0.784553 0.894357 1.036484 0.904138 1.208152 -0.03612 -1.20122 0.343849 0.70286 -0.63431 -1.31702 -0.50341 0.576224
42235 74032 AK014586 RIKEN cDNA 4632417N05 gene4632417N05Rik1.004527 0.976219 0.982619 1.364554 1.050786 1.059982 1.074302 0.719889 -1.4085 -1.40078 -1.37885 -0.56175 -1.36471 -1.31702 -1.00184 0.06767
42236 18295 AA498746 osteoglycin Ogn 0.975164 0.934111 1.12925 1.030892 1.002007 0.992127 1.054101 1.008621 -1.26398 -0.5326 0.30181 -1.19151 -1.41736 -1.4036 -0.80444 -1.41404
42237 AA422420 0.682117 0.655371 0.830467 1.05083 0.857892 0.971478 1.480179 1.072391 0.98895 0.996138 0.384217 -1.19151 0.054985 -1.33657 0.991205 -0.97687
42238 19076 AW123121 DNA primase, p58 subunit Prim2 0.878622 0.880407 1.00805 0.913303 0.791805 1.001419 0.958396 0.988269 0.06767 -0.20048 -1.36965 -0.50341 0.779984 -1.38711 -0.98942 -1.41835
42239 246049 AW122232 tramdorin 1 (transmembrane domain rich protein)Tramd1 1.087602 0.852731 0.743056 0.694975 0.578709 0.590488 0.61393 0.616121 -0.24287 0.761221 0.998309 0.999913 1 1 1 1
42240 72017 AK005159 RIKEN cDNA 1500005G05 gene1500005G05Rik1.028658 0.952176 0.994594 0.943678 0.8472 1.07511 1.131548 1.154296 -1.16133 -0.73447 -1.4085 -0.51801 0.933363 -0.17247 0.691124 0.843307
42241 105785 AW742847 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 3Kdelr3 1.083546 0.916039 1.169002 0.964564 0.810491 0.947883 0.818632 1.129025 -0.74859 -0.80444 -0.91247 -1.21075 0.364243 -1.3485 -0.51801 -0.5326
42242 22138 AK003152 titin Ttn 1.031552 1.417387 1.531832 0.370521 0.903287 0.843364 0.850143 -1.33657 -1.16133 0.153976 0.619965 -1.14037 -0.27137 -1.16133 NA
42243 13872 BE226890 excision repair cross-complementing rodent repair deficiency, complementation group 3Ercc3 1.021249 1.140741 1.054495 1.040146 0.989715 0.957745 0.996586 1.096536 -1.247 0.846693 -0.51801 -0.85914 -1.37437 -0.77664 -1.41404 0.394046
42244 83814 BB260257 neural precursor cell expressed, developmentally down-regulated gene 4-likeNedd4l 1.065269 1.087915 0.960918 1.023648 1.095658 1.100501 1.076355 1.109113 0.201243 0.653725 -0.54718 -1.07368 0.751363 0.79752 0.459898 0.862703
42245 14628 BF019993 osteopetrosis associated transmembrane protein 1Ostm1 1.076012 1.056384 1.068544 1.051583 1.12018 0.984286 0.935223 1.089287 -0.11714 -0.56175 -0.28568 -0.67749 0.598542 -1.33027 -0.38676 0.141921
42246 66787 BB246366 RIKEN cDNA 4933433P14 gene4933433P14Rik0.969788 0.926996 1.011405 1.048855 1.0523 1.04821 0.998651 0.976784 -0.97687 0.291042 -1.35413 -0.48881 -0.38676 -0.5326 -1.41736 -1.14037
42247 15976 AK003185 interferon (alpha and beta) receptor 2Ifnar2 0.984373 0.990174 1.096615 1.101769 1.13228 0.985597 1.035814 1.188046 -1.28017 -1.36471 0.640509 0.70286 0.915258 -1.30291 -0.81823 0.99464
42248 22253 BI790171 unc-5 homolog C (C. elegans)Unc5c 1.006989 1.022953 0.940001 0.989419 0.928063 0.890309 0.845793 0.909314 -1.37885 -1.05027 0.280171 -1.33027 0.576224 0.933363 0.997624 0.793248
42249 103573 BG063360 exportin 1, CRM1 homolog (yeast)Xpo1 0.8816 0.783844 0.954987 0.999815 0.888116 0.767148 0.92903 1.115589 -0.44502 0.459898 -1.21075 -1.41539 -0.51801 0.640509 -1.09652 -0.89928
42250 19056 BF018007 protein phosphatase 3, catalytic subunit, beta isoformPpp3cb 0.927448 0.962304 1.193912 0.961883 0.98248 0.986789 0.962791 1.144331 -0.63431 -1.05027 0.843307 -1.03836 -1.22925 -1.33657 -1.05027 0.246946
42251 66048 BI145958 RIKEN cDNA 0610009E20 gene0610009E20Rik0.948411 1.29476 1.070813 0.783764 0.929254 0.585921 0.814783 0.632862 -1.37437 -0.51801 -1.3831 -0.38676 -1.247 0.647165 -1.10771 0.364243
42252 BI657505 1.055969 1.079335 1.086593 1.126463 0.950994 0.900915 0.976228 1.039271 -0.74859 -0.21456 -0.07632 0.528853 -0.89928 -0.04945 -1.25559 -1.03836
42253 78308 BE981210 G protein-coupled receptor 108Gpr108 1.035992 0.93599 1.026078 0.758851 0.796682 0.78567 1.339467 0.798325 -1.20122 -1.25559 -1.34265 0.882701 0.02936 0.141921 0.801718 0.016424
42254 19074 AK010901 proteoglycan 2, bone marrowPrg2 1.089858 0.916711 1.082149 1.111834 0.879468 1.280869 1.124643 1.097117 -0.67749 -1.10771 -0.96421 -0.35774 -1.05027 0.364243 -0.4013 -0.59084
42255 AW490400 0.851605 1.004163 1.246158 0.656035 1.196038 0.783101 0.841193 1.655768 0.966273 -1.41244 0.943901 0.999836 0.459898 0.998725 0.825417 0.999128
42256 NM_026320 0.84202 0.971951 1.082438 1.001881 0.745138 0.71761 0.888255 1.846727 0.612922 -1.29553 -0.61985 -1.41798 0.984535 0.985772 0.003406 1
42257 15371 BE199747 H6 homeo box 1 Hmx1 0.896109 0.873186 1.225087 0.694138 0.832235 0.99456 1.544882 0.876286 -1.23822 -1.29553 -0.92556 -0.47421 -0.59084 -1.41798 0.813882 -0.74859
42258 BE457598 0.966183 0.944835 1.127603 1.215491 1.105785 1.064504 1.038919 1.18283 -0.74859 0.003406 0.941054 0.999659 0.832769 0.165936 -0.61985 0.997395
42259 55991 BE951641 pannexin 1 Panx1 1.004361 0.883119 1.013179 0.883954 0.914447 0.890131 0.967408 1.105684 -1.4085 0.887932 -1.33027 0.882701 0.528853 0.839859 -0.92556 0.685121
42260 68678 AK003989 RIKEN cDNA 1110030K22 gene1110030K22Rik1.030187 0.887783 1.006157 0.88365 1.195179 1.137678 1.094574 1.053605 -1.23822 0.042214 -1.41059 0.354098 0.832769 0.177801 -0.18645 -1.01414
42261 20133 AW537372 ribonucleotide reductase M1Rrm1 0.881391 0.819923 0.879277 0.992438 1.054555 1.094985 0.932606 0.991468 0.165936 0.653725 0.201243 -1.41059 -1.01414 -0.59084 -0.77664 -1.40617
42262 16364 BE692311 interferon regulatory factor 4Irf4 0.965002 0.92706 1.060596 0.929123 0.818253 0.999172 0.989129 1.292853 -0.66313 -1.41059 -1.33027 -0.44502 -1.35953 -1.14037 -0.41586 -0.20048
42263 12229 BE691751 Bruton agammaglobulinemia tyrosine kinaseBtk 1.024986 1.054687 1.001087 0.934541 1.127184 0.887271 0.824888 0.93932 -1.29553 -0.91247 -1.41835 -0.64874 0.246946 0.246946 0.871606 -0.95144
42264 19044 AW553454 protoporphyrinogen oxidasePpox 1.024455 1.032154 0.959828 0.975271 0.894034 0.971762 1.03146 0.973537 -0.66313 -0.27137 0.165936 -0.61985 0.997834 -0.43043 -0.31441 -0.5326
42265 66873 AK004681 RIKEN cDNA 1200009O22 gene1200009O22Rik0.974534 1.247763 0.897417 1.040412 0.939363 0.910432 0.98521 1.055895 -1.31702 0.568584 -0.28568 -1.27217 -1.01414 -0.89928 -1.39089 -1.14037
42266 74840 BE630447 arginine-rich, mutated in early stage tumorsArmet 1.13855 0.670955 1.340256 1.07863 0.99123 0.721891 0.638874 0.458188 -0.64874 0.922965 0.640509 -1.11876 -1.41404 0.770759 0.966273 0.999968
42267 BE447514 glycosylation dependent cell adhesion molecule 1Glycam1 1.020553 1.125907 1.019931 1.061696 0.801649 0.865461 0.858935 0.824015 -1.31007 0.450807 -1.31702 -0.63431 0.980733 0.725272 0.779984 0.945278
42268 AI413664
42269 AI853377 1.030704 0.888946 0.762309 0.727193 0.653271 0.576385 0.672089 0.674253 -1.19151 0.432308 0.997474 0.99972 0.999999 1 0.999986 0.999993
42270 AI316710 0.869389 0.994353 0.817592 0.881381 0.931722 0.941753 0.932194 1.061489 0.96161 -1.40078 0.999128 0.921098 0.212817 -0.07632 0.201243 -0.08986
42271 0.851495 1.017513 1.025893 1.073943 0.891211 0.894349 0.875072 1.002597 0.955245 -1.30291 -1.17156 -0.04945 0.714241 0.672841 0.856479 -1.41539
42272 19687 BG695244 replication factor C 1 Recc1 1.08993 1.131692 1.040567 1.14082 1.096279 0.924737 0.938541 1.094189 0.537005 0.909041 -0.6918 0.939582 0.62691 0.384217 0.02936 0.598542
42273 54123 AK004349 interferon regulatory factor 7Irf7
42274 1.008235 0.818879 1.029948 1.125176 0.927236 0.880169 0.915104 1.043215 -1.4036 0.917246 -1.23822 0.291042 -0.45961 0.40377 -0.20048 -1.20122
42275 22410 NM_011718wingless related MMTV integration site 10bWnt10b 0.989514 0.870969 0.875315 0.969288 0.896689 0.810918 0.954393 1.1041 -1.37437 0.882701 0.856479 -1.05027 0.647165 0.996471 -0.67749 0.413388
42276 0.99473 0.98723 1.086597 1.168652 1.048143 1.034411 1.053941 1.049371 -1.4085 -1.35953 0.105201 0.915258 -0.74859 -1.03836 -0.61985 -0.7203
42277 101502 BC006822 hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 7Hsd3b7 0.739641 0.905224 0.865041 0.878157 1.227969 1.962973 1.542055 1.099206 0.779984 -1.10771 -0.81823 -0.91247 0.503778 0.999711 0.503778 -1.17156
42278 1.013056 1.058509 0.91492 0.931834 0.849024 1.069565 1.025892 1.096013 -1.31702 -0.07632 0.653725 0.30181 0.99448 0.224293 -1.05027 0.697037
42279 66275 NM_025462RIKEN cDNA 1810009K13 gene1810009K13Rik1.022168 0.972985 0.892052 0.917911 0.693854 0.773435 0.866233 0.814173 -1.17156 -1.03836 0.856479 0.520599 1 0.999983 0.967989 0.999325
42280 14118 BC003905 fibrillin 1 Fbn1 0.956173 1.332533 1.106824 1.033213 1.033201 0.926888 0.985507 1.259077 -1.06205 0.992815 -0.07632 -1.22009 -1.22009 -0.5326 -1.37885 0.951717
42281 1.047465 1.042788 0.949698 0.99952 1.04578 0.954377 1.031836 1.080997 -0.41586 -0.56175 -0.24287 -1.41835 -0.45961 -0.4013 -0.88599 0.459898
42282 99480 AU045884 expressed sequence AA408582AA408582 0.964758 0.986369 0.933569 1.048935 0.832581 1.064621 0.909833 1.029346 -1.09652 -1.35413 -0.50341 -0.89928 0.915258 -0.74859 -0.00969 -1.26398



42283 56857 NM_020258solute carrier family 37 (glycerol-3-phosphate transporter), member 2Slc37a2 1.038898 1.042834 1.056446 1.030457 1.01306 1.079177 1.083593 1.00096 -0.87261 -0.77664 -0.43043 -1.06205 -1.3485 0.117532 0.201243 -1.41798
42284 109309 C79014 RIKEN cDNA A930019L04 geneA930019L04Rik0.908467 0.914703 1.063093 0.862163 0.96983 1.021681 1.091888 1.22951 -0.17247 -0.50341 -0.93855 0.333495 -1.247 -1.35413 -0.5326 0.85962
42285 93739 AF190644 GABA(A) receptor-associated protein like 2Gabarapl2 0.999217 1.002077 1.095755 1.054533 1.001256 1.127381 1.056558 1.022002 -1.41835 -1.4165 0.394046 -0.50341 -1.41798 0.76603 -0.44502 -1.22925
42286 66413 BF018258 RIKEN cDNA 2400006A19 gene2400006A19Rik0.967921 0.970762 0.959498 1.000078 0.935974 0.939729 1.048373 0.957796 -0.85914 -0.95144 -0.59084 -1.41847 0.165936 0.054985 -0.4013 -0.5326
42287 0.96354 0.951186 0.929591 0.990006 0.951798 0.847016 0.949901 0.873638 -1.03836 -0.77664 -0.2571 -1.38711 -0.79057 0.902428 -0.74859 0.725272
42288 230596 AU017019 RIKEN cDNA 2410002M20 gene2410002M20Rik 0.99829 0.912791 0.946891 0.826799 0.929947 0.977372 0.976282 0.633476 -1.39442 -1.01414 -1.34265 -0.63431 -0.51801 -1.39772 -1.4165 0.862703
42289 215615 AW215830 arginyl aminopeptidase (aminopeptidase B)Rnpep 0.943213 0.925023 1.136614 1.184592 0.957307 0.902924 0.891256 0.898936 -0.38676 0.092779 0.809898 0.967989 -0.77664 0.537005 0.697037 0.598542
42290 212937 BG143409 cDNA sequence BC027057BC027057 0.889503 0.841518 0.789244 0.780436 1.020247 0.781319 0.901983 1.210929 0.105201 0.708595 0.947941 0.963541 -1.31007 0.947941 -0.11714 0.817796
42291 69048 AK007424 solute carrier family 30 (zinc transporter), member 5Slc30a5 1.083469 1.043098 0.986442 0.965315 0.890813 0.955987 0.999555 0.940623 0.560842 -0.48881 -1.29553 -0.7203 0.922965 -0.38676 -1.41835 0.117532
42292 24086 BG172356 tousled-like kinase 2 (Arabidopsis)Tlk2 0.925224 1.00992 0.93639 1.01269 0.927214 1.070131 0.971261 1.023941 0.503778 -1.35413 0.23567 -1.31702 0.468884 0.291042 -0.92556 -1.07368
42293 78920 AI508693 dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)Dlst 0.878923 0.829712 0.643895 1.401312 3.050997 -1.4036 0.999999 0.999997 0.99755 1 NA NA
42294 AK012095
42295 14632 AU043488 GLI-Kruppel family member GLIGli 1.000275 0.846657 0.769889 0.863488 0.6507 0.792135 0.754152 0.83219 -1.41847 0.856479 0.996252 0.73596 0.999999 0.987277 0.998508 0.919192
42296 67211 AK009821 RIKEN cDNA 2810037C14 gene2810037C14Rik0.945489 0.799539 0.58336 0.558606 1.554399 0.947315 1.030235 1.385839 -0.97687 -0.54718 0.974767 0.836346 0.895398 -1.25559 -1.3485 0.545053
42297 0.985585 0.956417 0.983596 1.048426 1.002984 0.985914 0.915591 1.051238 -1.32375 -0.64874 -1.29553 -0.56175 -1.41404 -1.32375 0.450807 -0.48881
42298 19385 AK002989 RAN binding protein 1 Ranbp1 1.06182 0.8481 0.73201 0.654476 0.661369 0.700512 0.818953 0.738617 -0.50341 0.917246 0.999932 1 1 0.999994 0.980733 0.99989
42299 110956 U69488 DNA segment, Chr 17, human D6S56E 5D17H6S56E-5 0.872963 0.936475 1.626183 1.709567 1.579702 1.841819 1.439407 2.445793 -0.59084 -1.33027 0.962587 0.995239 0.941054 0.995514 0.89047 1
42300 20713 NM_009250serine (or cysteine) proteinase inhibitor, clade I, member 1Serpini1 1.04082 1.036787 1.286661 1.25033 1.172404 0.971433 1.061498 0.953286 -0.93855 -1.01414 0.99884 0.994948 0.913229 -1.15093 -0.47421 -0.76264
42301 28185 BF457820 DNA segment, Chr 16, Wayne State University 109, expressedD16Wsu109e 1.012515 0.976744 1.103996 1.088937 1.077525 0.893538 1.08376 1.013245 -1.37437 -1.26398 0.224293 -0.03612 -0.2571 0.23567 -0.13088 -1.36965
42302 15925 AK004972 insulin degrading enzyme Ide 0.75747 1.171822 0.96471 1.089715 1.160143 1.068622 1.314632 1.719348 0.95292 0.258122 -1.31007 -0.91247 0.333495 -0.92556 0.843307 0.999729
42303 22031 NM_011632Tnf receptor-associated factor 3Traf3
42304 Y08870 0.993005 1.00031 1.045932 1.071225 1.10593 1.024538 1.018913 1.10786 -1.39442 -1.41835 -0.64874 0.003406 0.619965 -1.16133 -1.26398 0.647165
42305 80743 AI853459 vacuolar protein sorting 16 (yeast)Vps16 0.909172 1.107234 1.180946 1.298393 1.072164 1.058742 1.003278 0.936791 0.212817 0.333495 0.909041 0.998598 -0.31441 -0.60536 -1.41539 -0.41586
42306 50723 NM_015790icos ligand Icosl 1.090232 0.962486 0.838266 0.947302 0.829092 1.054355 1.064213 0.877402 -0.4013 -1.4085 0.413388 -1.31007 -1.03836 -1.22009 -0.60536 -0.50341
42307 24109 NM_011908ubiquitin-like 3 Ubl3 1.038631 1.005168 1.092092 1.112104 1.138313 0.928698 1.168812 1.11233 -1.03836 -1.41059 0.016424 0.333495 0.640509 -0.28568 0.839859 0.343849
42308 54636 AF229635 DNA segment, Chr X, Immunex 38, expressedDXImx38e 1.020579 1.22529 1.130866 1.118291 0.745414 0.665325 0.701032 1.102135 -1.33027 0.931722 0.384217 0.224293 0.997696 0.999986 0.999836 -0.02287
42309 233058 BB305334 RIKEN cDNA B230312I18 geneB230312I18Rik 0.991894 1.154638 1.144876 0.779232 0.997766 0.951973 1.075553 0.991021 -1.40617 0.520599 0.18957 0.947941 -1.4036 -1.02632 -0.54718 -1.41798
42310 171212 BB086564 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 10Galnt10 1.050382 0.978203 0.976624 0.816002 0.97001 0.876297 0.853148 0.929548 -1.09652 -1.26398 -1.41404 0.269197 -1.28795 -0.48881 0.394046 -0.88599
42311 67210 BE333647 RIKEN cDNA 2810047M21 gene2810047M21Rik0.957486 0.924756 1.236332 1.132168 1.029196 1.046043 1.209971 1.112759 -0.73447 0.153976 0.99755 0.817796 -1.08517 -0.6918 0.991933 0.653725
42312 57357 NM_020611steroid 5 alpha-reductase 2-likeSrd5a2l 0.867812 1.020154 1.052511 1.011313 1.023435 0.942687 1.055281 1.047092 0.880008 -1.27217 -0.60536 -1.36965 -1.22009 -0.4013 -0.5326 -0.73447
42313 22590 AI838722 xeroderma pigmentosum, complementation group AXpa 0.984012 0.937552 0.8374 0.939121 1.012439 1.019254 1.088675 1.136758 -1.27217 0.092779 0.996873 0.054985 -1.33027 -1.22009 0.552999 0.939582
42314 231798 AI836152 RIKEN cDNA 2810008P14 gene2810008P14Rik0.859668 0.985896 1.009239 0.955485 0.82142 0.832325 0.97238 1.177937 0.374282 -1.4085 -1.41404 -1.21075 0.685121 0.384217 -1.33657 0.503778
42315 17970 AI480604 neutrophil cytosolic factor 2 Ncf2 1.063087 1.07744 0.983079 1.006549 0.965311 0.943288 0.874503 0.937164 -0.11714 0.224293 -1.27217 -1.39772 -0.85914 -0.20048 0.928331 -0.00969
42316 214425 BE630003 cartilage intermediate layer protein, nucleotide pyrophosphohydrolaseCilp 0.976832 0.985544 0.984025 1.029193 0.968472 1.01824 1.106039 1.013812 -1.11876 -1.29553 -1.27217 -0.98942 -0.88599 -1.23822 0.76603 -1.31007
42317 AK003675 1.045089 1.257315 1.498257 1.282801 1.221655 1.196184 1.402887 1.920029 -1.08517 0.880008 0.999894 0.966273 0.85962 0.756332 0.998554 1
42318 76267 BI080193 RIKEN cDNA 0710001O03 gene0710001O03Rik0.967091 1.258646 1.181683 0.991223 0.798921 0.890843 1.040447 0.919204 -1.17156 0.977333 0.813882 -1.40078 0.97267 -0.67749 -1.07368 -0.22869
42319 102022 AI875840 RIKEN cDNA 9130231C15 gene9130231C15Rik1.040407 0.95788 0.834458 0.771801 0.72237 0.738476 0.735784 0.800007 -0.84558 -0.76264 0.985772 0.99983 0.999998 0.99999 0.999992 0.998554
42320 12153 AI853491 bone morphogenetic protein 1Bmp1 0.962324 0.981176 0.946358 0.93119 0.864488 0.939964 1.105889 1.110426 -1.14037 -1.3485 -0.87261 -0.59084 0.560842 -0.76264 -0.04945 0.016424
42321 67838 AW552715 DnaJ (Hsp40) homolog, subfamily B, member 11Dnajb11 1.053158 1.360328 1.393724 1.550781 1.601973 1.651821 1.41259 1.508423 0.343849 1 1 1 1 1 1 1
42322 67054 AA986301 phosphoribosylaminoimidazole carboxylase, phosphoribosylaminoribosylaminoimidazole, succinocarboxamide synthetasePaics 1.241894 1.529999 2.06759 1.998615 1.989213 1.787782 1.655992 1.694232 0.978524 0.999999 1 1 1 1 1 1
42323 20308 AA154832 chemokine (C-C motif) ligand 9Ccl9 0.83887 1.021387 1.376852 0.957964 0.883005 0.772441 1.013406 0.680298 -0.44502 -1.39772 0.871606 -1.247 -1.4085 -0.97687 -1.247 0.913229
42324 16182 NM_008365interleukin 18 receptor 1 Il18r1 1.036354 0.998281 0.7828 0.856455 0.835584 0.936236 0.862767 1.135439 -0.96421 -1.41736 0.999444 0.939582 0.981252 -0.18645 0.917246 0.809898
42325 170826 BG066739 RIKEN cDNA 4631412G21 gene4631412G21Rik1.016803 0.952441 0.823074 0.952278 0.956633 0.981778 0.998489 1.076018 -1.33027 -0.76264 0.976715 -0.76264 -0.85914 -1.31007 -1.41798 -0.18645
42326 18046 BI692516 nuclear transcription factor-Y gammaNfyc 0.965585 0.832289 1.037421 0.937928 0.893195 0.861241 1.006595 0.946737 -0.84558 0.996576 -0.79057 0.016424 0.836346 0.974085 -1.39442 -0.2571
42327 229228 AW122960 nudix (nucleoside diphosphate linked moiety X)-type motif 6Nudt6 1.022772 0.943736 0.978598 1.030644 1.217559 1.0038 1.037826 1.079754 -1.22009 -0.35774 -1.22925 -1.06205 0.993791 -1.41244 -0.91247 0.105201
42328 0.997135 1.085394 1.145697 1.26669 1.170378 1.18628 1.084844 1.241257 -1.41539 0.177801 0.862703 0.999041 0.943901 0.969625 0.165936 0.997057
42329 67070 AK013143 RIKEN cDNA 2700023B17 gene2700023B17Rik0.935631 0.998646 1.040166 0.955673 0.975602 1.100205 0.945824 1.211662 -0.84558 -1.4085 -1.31007 -1.20122 -1.41835 -0.5326 -1.09652 0.552999
42330 228012 AV269836 tousled-like kinase 1 Tlk1 1.002423 1.10711 0.972663 0.715742 0.741077 2.025104 1.057943 -1.37437 -1.20122 -1.41244 -0.34327 -0.48881 0.73596 -1.36471 NA
42331 22121 AA241770 ribosomal protein L13a Rpl13a 1.056449 1.00344 1.02973 1.266872 1.268122 1.0965 1.265436 1.064305 -0.97687 -1.41736 -1.3485 0.640509 0.666562 -0.88599 0.850016 -1.00184
42332 22329 NM_011693vascular cell adhesion molecule 1Vcam1
42333 81703 NM_030887Jun dimerization protein 2 Jundm2
42334 65246 AV368055 exportin 7 Xpo7 1.064572 0.978633 1.124059 1.096435 1.156004 1.039698 1.092174 1.25866 -0.4013 -1.26398 0.62691 0.246946 0.856479 -0.95144 0.177801 0.996576
42335 AW047122 1.082183 1.199992 0.955755 0.764094 0.973069 1.133041 1.223918 0.743032 -1.25559 -1.39772 -1.35413 0.06767 -0.63431 -0.96421 -0.4013 -0.92556
42336 66880 NM_025822RIKEN cDNA 1200013F24 gene1200013F24Rik1.109346 0.998308 1.021875 1.045206 0.906433 0.917967 0.924223 0.851913 0.459898 -1.41736 -1.22009 -0.70608 0.552999 0.333495 0.201243 0.966273
42337 15384 AK013384 heterogeneous nuclear ribonucleoprotein A/BHnrpab 0.929456 0.992457 0.862978 0.972332 1.088964 1.130075 1.078268 0.920313 -0.76264 -1.4165 0.269197 -1.30291 -0.61985 -0.61985 -1.00184 -0.87261
42338 66541 BC008259 RIKEN cDNA 1500034J20 gene1500034J20Rik 0.943302 0.876517 1.005901 0.913861 0.956235 0.956101 0.965339 0.954724 -0.34327 0.793248 -1.4036 0.394046 -0.70608 -0.70608 -0.95144 -0.66313
42339 22437 AI508286 cardiac morphogenesis Xin 0.999957 1.02022 1.242918 1.335626 1.217608 1.32821 1.289016 1.196974 -1.41847 -1.19151 0.999818 0.999999 0.999208 0.999999 0.999988 0.997474
42340 212127 BB402335 RIKEN cDNA 2810046L04 gene2810046L04Rik 1.028183 0.976845 0.945998 0.994625 1.124797 1.150282 1.12279 1.195129 -0.84558 -1.08517 -0.06285 -1.40078 0.92658 0.980733 0.919192 0.998598
42341 67849 NM_026410RIKEN cDNA 2610036L13 gene2610036L13Rik 1.476091 4.352003 6.09617 5.756977 7.363808 7.637359 8.812818 6.064443 0.862703 1 1 1 1 1 1 1
42342 71607 AW825889 RIKEN cDNA 9130017C17 gene9130017C17Rik
42343 0.9788 0.746284 0.826402 0.876005 1.06463 0.959082 0.849533 1.063482 -1.31702 0.997474 0.895398 0.495211 -0.7203 -1.06205 0.76603 -0.70608
42344 56504 NM_019684serine/threonine kinase 23 Stk23 1.156605 1.03666 1.142826 1.001101 1.228134 1.091329 1.095643 1.079118 0.741177 -1.09652 0.640509 -1.41798 0.967142 -0.04945 0.02936 -0.28568
42345 56036 AB041605 cyclin L2 Ccnl2 1.011627 0.81924 0.702167 0.670166 0.577315 0.613418 0.597793 0.609657 -1.37885 0.971185 0.999984 0.999999 1 1 1 1
42346 75578 AI118578 RIKEN cDNA 2310009E04 gene2310009E04Rik0.952059 1.070747 0.840625 0.74288 0.589098 0.640876 0.697757 0.71519 -0.63431 -0.13088 0.974085 0.999975 1 1 1 0.999998
42347 68299 AI326230 RIKEN cDNA 3100002B05 gene3100002B05Rik0.952207 0.904703 0.667894 0.655476 0.624569 0.621541 0.703104 0.943271 -0.89928 0.105201 0.999993 0.999997 1 1 0.999913 -0.7203
42348
42349 57314 AK010360 TH1-like homolog (Drosophila)Th1l
42350 AK010533 0.913095 0.960993 0.939482 0.804576 0.971698 0.877479 1.138118 1.143147 0.092779 -1.00184 -0.51801 0.986163 -1.19151 0.666562 0.653725 0.697037
42351 54672 BE632832 G protein-coupled receptor 97Gpr97
42352 111175 AI255789 peroxisomal trans-2-enoyl-CoA reductasePecr 1.064463 0.833811 0.79651 1.103835 1.076823 0.776733 0.751354 0.669241 -1.17156 0.016424 0.105201 -1.21075 -1.18162 -1.15093 0.003406 0.612922
42353 C87372 1.035001 1.026446 0.945986 1.033132 0.958927 1.049926 0.954619 1.182877 -0.66313 -0.95144 0.080268 -0.7203 -0.38676 -0.14469 -0.22869 0.998945
42354 64074 NM_022315SPARC related modular calcium binding 2Smoc2 0.921717 1.055765 0.933356 0.900489 1.536223 0.906598 1.593951 0.860507 -1.18162 -1.3485 -1.32375 -1.12964 0.384217 -1.27217 0.591203 -1.30291
42355 54132 AF053367 PDZ and LIM domain 1 (elfin)Pdlim1
42356 30795 BE948846 FK506 binding protein 3 Fkbp3 0.945707 1.103937 0.941967 0.949785 1.121966 1.101964 1.091735 1.27212 -1.16133 -0.70608 -1.10771 -1.26398 -0.87261 -0.88599 -0.84558 0.672841
42357 70445 BE136579 CD164 sialomucin-like 1 Cd164l1 1.103682 1.682453 0.829705 1.794811 0.901892 1.230634 1.4028 1.02724 -0.20048 0.999999 0.788902 1 -0.11714 0.877262 0.998309 -1.29553
42358 72062 AI427446 0.961033 1.05885 1.094213 1.299537 0.971682 1.068327 1.001509 1.030386 -0.64874 -0.10347 0.640509 0.999994 -0.97687 0.141921 -1.41736 -0.95144
42359 14261 U87456 flavin containing monooxygenase 1Fmo1
42360 66235 BE689161 RIKEN cDNA 1500010B24 gene1500010B24Rik1.198594 1.148992 1.149767 1.454816 1.193311 1.145199 1.414708 1.330596 0.945278 0.756332 0.761221 0.999996 0.934969 0.730658 0.999981 0.999527
42361 67528 AI256291 nudix (nucleoside diphosphate linked moiety X)-type motif 7Nudt7 1.020687 0.890949 0.881951 0.955406 0.799438 0.897843 0.952124 0.958505 -1.14037 0.931722 0.962587 -0.34327 0.999973 0.895398 -0.22869 -0.44502
42362 13713 AU080086 ELK3, member of ETS oncogene familyElk3 1.002459 1.010932 1.068446 0.99218 0.951568 0.897727 0.990994 0.912049 -1.41539 -1.36471 -0.08986 -1.39089 -0.54718 0.691124 -1.3831 0.468884
42363 98905 BI684413 0.948662 1.023307 0.969484 0.857162 0.962944 0.994846 0.883369 1.053553 -0.50341 -1.21075 -1.05027 0.946624 -0.88599 -1.40617 0.805844 -0.51801
42364 67216 AA217821 RIKEN cDNA 2810049G06 gene2810049G06Rik1.017123 0.932117 0.936422 0.922153 0.911685 0.963376 1.031344 1.186472 -1.17156 0.583764 0.48654 0.761221 0.874461 -0.45961 -0.70608 0.999691
42365 20555 BG092647 schlafen 1 Slfn1 0.97878 0.93371 1.075125 1.190046 1.014941 1.034087 1.152461 1.1294 -1.247 -0.17247 -0.07632 0.968817 -1.33657 -1.02632 0.874461 0.73596
42366 83671 BE648430 synaptotagmin-like 2 Sytl2 1.059031 0.969867 1.029522 0.909859 0.882225 0.747717 0.963767 0.860853 -0.06285 -0.91247 -0.95144 0.725272 0.939582 1 -0.7203 0.985772
42367 66736 BC004716 RIKEN cDNA 4921531G14 gene4921531G14Rik0.925383 1.076872 0.938081 0.901504 1.029797 0.678854 0.713167 1.070712 -0.37224 -0.63431 -0.67749 -0.45961 -1.33027 0.725272 0.979097 -1.29553
42368 225876 BF021222 F-box and leucine-rich repeat protein 11Fbxl11 0.951361 0.875669 1.144853 1.061817 0.882063 0.953789 1.287323 1.049312 -0.96421 0.44161 0.468884 -0.77664 0.343849 -1.00184 0.982731 -0.98942
42369 68981 BF019989 small nuclear ribonucleoprotein polypeptide A'Snrpa1 0.992084 1.140029 1.037695 0.99923 1.180801 1.163108 1.02234 1.199267 -1.3831 0.951717 -0.73447 -1.41798 0.994145 0.984958 -1.14037 0.997963
42370 71919 BC004046 RIKEN cDNA 2310042P20 gene2310042P20Rik1.055516 0.767009 0.725305 0.782449 0.634671 0.95261 0.619803 0.751405 -0.88599 0.988633 0.998684 0.977333 0.999996 -0.97687 0.999999 0.994796
42371 97086 BG066849 expressed sequence C80638C80638
42372 69780 AK007666 RIKEN cDNA 1810031K02 gene1810031K02Rik0.973066 0.893483 1.015183 1.001651 1.021965 0.969983 1.021493 1.144189 -1.11876 0.714241 -1.41059 -1.41736 -1.22925 -0.87261 -1.23822 0.882701
42373 30060 AB024336 antigen p97 (melanoma associated) identified by monoclonal antibodies 133.2 and 96.5Mfi2 1.179558 0.96358 0.703679 0.829402 1.092961 0.979774 0.918373 1.424633 0.117532 -1.30291 0.982251 0.450807 -0.77664 -1.38711 -0.83195 0.946624
42374 330171 BC006935 potassium channel tetramerisation domain containing 10Kctd10 1.003842 0.780704 0.998841 1.048488 1.059353 1.096167 0.943864 1.87103 -1.41736 -0.6918 -1.41059 -1.39442 -1.22925 -0.85914 -1.26398 0.708595
42375 66815 NM_025779RIKEN cDNA 9030408N13 gene9030408N13Rik
42376 67657 NM_026297RAB, member of RAS oncogene family-like 3Rabl3 1.04232 1.177809 1.064678 1.01073 0.908763 0.963146 0.760368 0.795853 -0.45961 0.997624 0.224293 -1.33657 0.817796 -0.59084 1 0.999987
42377 68713 BF167213 RIKEN cDNA 1110036C17 gene1110036C17Rik0.940585 0.903614 0.909387 0.898716 0.841164 0.777337 0.859843 0.949418 -0.27137 0.576224 0.477764 0.647165 0.979097 0.999755 0.939582 -0.51801
42378 116913 AW681528 trophoblast specific protein betaTpbpb 1.037685 0.968622 0.967067 0.718177 0.851818 0.672757 0.702559 0.686854 -0.92556 -1.03836 -1.01414 0.999997 0.954096 1 0.999999 1
42379 68797 BE956098 platelet-derived growth factor receptor-likePdgfrl 1.077884 0.895654 0.820753 0.802457 0.837134 0.723082 0.854597 0.893465 0.06767 0.679027 0.99397 0.998309 0.9832 0.999997 0.954096 0.708595
42380 67529 NM_026218RIKEN cDNA 1500031J01 gene1500031J01Rik 0.979453 1.344329 1.26698 1.224904 0.808297 0.758757 0.68814 1.069845 -1.39772 0.51224 0.141921 -0.11714 -0.03612 0.40377 0.805844 -1.22009
42381 X05563 0.953794 1.088602 1.080306 0.939013 0.84568 1.064273 0.976341 1.082009 -1.06205 -0.45961 -0.59084 -1.18162 0.647165 -0.96421 -1.41798 -0.56175
42382 107373 AW413625 expressed sequence AW413625AW413625 0.925724 1.067615 1.063598 1.132187 0.96952 1.158401 1.207522 1.224912 -0.54718 -0.67749 -0.84558 0.177801 -1.25559 0.212817 0.784481 0.850016
42383 17535 U58987 meiotic recombination 11 homolog A (S. cerevisiae)Mre11a 1.072107 0.997756 0.987872 0.948946 0.873816 0.929113 0.995105 0.922119 0.62691 -1.41404 -1.28017 0.177801 0.99602 0.697037 -1.39442 0.801718
42384 67824 BI790184 RIKEN cDNA 1110025F24 gene1110025F24Rik1.076812 1.003727 1.024102 1.115997 1.089174 1.133069 1.202801 1.154966 0.258122 -1.41059 -1.12964 0.809898 0.495211 0.904678 0.996777 0.964474
42385 70285 AI316793 RIKEN cDNA 2310066N05 gene2310066N05Rik0.965559 0.831332 0.897099 0.967472 0.903934 0.871322 1.006133 1.278076 -1.12964 0.862703 0.280171 -1.15093 0.153976 0.51224 -1.4085 0.991696
42386 15384 NM_010448heterogeneous nuclear ribonucleoprotein A/BHnrpab 1.142141 0.96623 1.0226 1.02499 0.961915 0.878831 1.079134 1.233655 0.633758 -1.19151 -1.39089 -1.29553 -1.12964 0.394046 -0.51801 0.967142
42387 20623 AK008206 SNF related kinase Snrk 1.000273 1.470281 1.054665 0.819336 0.980053 0.778519 1.17771 -1.15093 0.73596 -1.4165 0.576224 -1.36471 0.633758 -1.20122 NA
42388 70361 BF538945 lectin, mannose-binding, 1 Lman1 1.034667 1.494918 1.409486 1.853941 1.345139 1.496499 1.607894 1.859524 -1.22009 0.99987 0.998684 1 0.992815 0.999879 0.999994 1
42389 66713 AK014618 ARP2 actin-related protein 2 homolog (yeast)Actr2 0.891698 1.100935 1.028282 0.974321 0.895848 0.807729 0.733558 1.063657 0.177801 -0.13088 -1.34265 -1.31702 -0.13088 0.892959 0.996252 -0.95144
42390 78896 BG242033 RIKEN cDNA 1500015O10 gene1500015O10Rik0.985533 1.187564 1.343792 1.223261 1.142237 0.993616 1.066125 1.279351 -1.34265 0.96061 0.999942 0.990138 0.809898 -1.4036 -0.31441 0.999071
42391 70804 AW742934 RIKEN cDNA 4631434O19 gene4631434O19Rik0.940047 0.950513 1.145957 1.017725 1.03108 0.863761 0.939856 0.977255 0.246946 -0.08986 0.987277 -1.19151 -0.80444 0.993791 0.258122 -1.05027
42392 11652 NM_007434thymoma viral proto-oncogene 2Akt2 1.006033 0.973524 0.946181 0.953143 1.095878 0.855722 0.943969 1.196034 -1.41736 -1.33657 -1.08517 -1.247 -0.97687 -0.63431 -1.06205 0.280171
42393 75452 AK005869 RIKEN cDNA 1700011I11 gene1700011I11Rik 0.873502 0.796371 1.0621 0.785527 1.007295 0.840545 0.93135 0.88747 0.003406 0.76603 -1.21075 0.679027 -1.35953 -0.91247 -0.88599 -1.23822
42394 0.988002 0.87371 0.859208 0.789123 0.798481 0.71472 0.968571 1.01129 -1.32375 0.974767 0.991205 0.999985 0.999962 1 -0.83195 -1.33657
42395 234779 BE628125 phospholipase C, gamma 2 Plcg2
42396 66821 AK012324 BCS1-like (yeast) Bcs1l 1.047312 1.212462 1.128131 1.31422 1.283725 1.345853 1.009584 1.361357 -0.56175 0.997057 0.85962 0.999987 0.999929 0.999997 -1.37437 0.999999
42397 210029 AW489670 cDNA sequence BC019776BC019776 0.938965 1.074235 1.167795 1.554777 1.122724 -1.07368 -1.33657 -1.36965 0.323037 -1.4165 NA NA
42398 71715 AK004665 DEAH (Asp-Glu-Ala-His) box polypeptide 35Dhx35 0.977627 0.98606 0.917088 1.114946 0.891556 1.062764 1.058404 1.129496 -1.11876 -1.29553 0.619965 0.862703 0.900132 0.054985 -0.07632 0.930045
42399 0.885881 0.791207 0.949644 0.849166 0.69322 0.469252 1.278519 1.09242 -0.79057 -1.05027 -1.19151 -0.81823 -0.66313 0.756332 0.364243 -1.41059
42400 13602 BC003759 SPARC-like 1 (mast9, hevin)Sparcl1 0.9158 0.989035 1.198201 1.559659 1.158026 1.252432 1.035668 1.170792 -0.10347 -1.38711 0.897789 0.999999 0.708595 0.979097 -1.12964 0.788902
42401 67456 AI607897 RIKEN cDNA 1200009B18 gene1200009B18Rik1.064009 1.151518 0.959456 1.019936 0.854595 1.090051 1.097315 1.175023 -0.93855 0.141921 -1.19151 -1.35413 0.153976 -0.91247 -0.61985 0.201243
42402 74144 BE986734 roundabout homolog 4 (Drosophila)Robo4 0.991357 1.062742 0.972328 1.036407 1.076386 1.096167 1.193463 1.229515 -1.36965 0.06767 -0.96421 -0.73447 0.40377 0.714241 0.998086 0.999785
42403 66361 BE647188 RIKEN cDNA 2310008M20 gene2310008M20Rik0.915193 0.914404 1.087076 1.003447 1.035615 1.008331 1.149196 1.166381 0.468884 0.48654 0.374282 -1.41244 -0.89928 -1.38711 0.933363 0.967989
42404 76108 NM_029519RIKEN cDNA 5830461H18 gene5830461H18Rik1.098855 1.030931 0.872605 0.919609 0.768153 0.898567 0.92974 0.827501 0.23567 -1.14037 0.770759 0.02936 0.9991 0.450807 -0.20048 0.969625
42405 234577 BE197951 copine II Cpne2 1.046381 1.06044 0.919816 0.915438 0.848013 0.815931 1.001103 0.784538 -0.67749 -0.31441 0.291042 0.384217 0.97267 0.996576 -1.41798 0.999659
42406 1.008426 1.330894 1.253617 1.383208 1.198721 1.312358 1.367829 1.497701 -1.39089 0.999964 0.998684 0.999997 0.984958 0.999913 0.999994 1
42407 67072 NM_025950cell division cycle 37 homolog (S. cerevisiae)-likeCdc37l
42408 20167 AW061012 reticulon 2 (Z-band associated protein)Rtn2 1.044128 1.175222 1.112327 0.954395 1.055996 0.869627 1.008206 1.108707 -0.83195 0.934969 0.528853 -0.74859 -0.56175 0.846693 -1.39442 0.48654
42409 1.095238 0.980497 0.934537 0.899662 1.002277 0.859205 0.952172 1.074129 0.468884 -1.247 -0.03612 0.685121 -1.4165 0.956368 -0.54718 0.06767
42410 69942 AW743774 RIKEN cDNA 2810428C21 gene2810428C21Rik0.998589 0.964861 0.996294 0.957763 0.882998 0.860026 1.072719 1.134682 -1.41835 -1.31007 -1.41736 -1.26398 -0.41586 -0.10347 -1.03836 -0.38676
42411 70078 BF467837 RIKEN cDNA 2210008F15 gene2210008F15Rik1.133382 1.352803 1.319826 1.618547 1.228659 1.286332 1.486233 1.525468 0.477764 0.9991 0.997315 1 0.954096 0.992162 0.99999 0.999997
42412 AV328428 0.892662 0.817993 0.959803 1.078762 0.964298 0.885759 0.865019 0.876053 0.660191 0.991933 -0.85914 0.016424 -0.96421 0.741177 0.895398 0.825417
42413 73212 AK014271 RIKEN cDNA 3110082I17 gene3110082I17Rik 0.940467 0.945154 1.734118 1.276702 1.274656 1.391402 1.423558 -1.06205 -1.03836 0.98537 0.129773 0.746311 0.956368 0.877262 NA
42414 69668 AI853654 RIKEN cDNA 2310061I09 gene2310061I09Rik 0.93169 1.146551 1.108647 1.053324 0.904441 0.911952 0.885122 1.007196 -0.91247 0.23567 -0.70608 -0.83195 -0.74859 -1.10771 -0.43043 -0.60536
42415 57440 NM_020578EH-domain containing 3 Ehd3 1.044401 1.023378 1.15557 0.97977 1.031912 0.926131 0.889242 1.174577 -0.66313 -1.17156 0.947941 -1.22925 -0.98942 0.18957 0.817796 0.977333
42416 19301 AI789805 peroxisomal membrane protein 2Pxmp2 1.059652 2.983928 1.674869 2.258611 2.569333 1.660912 1.399548 1.180753 -1.06205 1 0.999975 1 1 0.994948 0.990138 0.016424
42417 AI428436 1.032307 0.841128 1.189326 1.098025 1.070769 0.792753 0.854232 0.800966 -1.30291 0.394046 0.394046 -0.60536 -0.93855 0.788902 0.23567 0.741177
42418 76498 AW048177 RIKEN cDNA 1500004C10 gene1500004C10Rik 0.600368 0.752788 0.86871 1.519603
42419 67726 AW123079 RIKEN cDNA 1810073G14 gene1810073G14Rik0.918617 1.028129 1.063392 0.935998 1.045042 0.980223 0.88157 1.144917 -0.02287 -1.20122 -0.5326 -0.43043 -0.91247 -1.30291 0.62691 0.714241
42420 110157 AW124942 v-raf-1 leukemia viral oncogene 1Raf1 1.065065 0.985715 1.197314 1.1696 1.099138 0.997532 0.99891 1.061999 -0.10347 -1.31702 0.992815 0.973386 0.576224 -1.41539 -1.41798 -0.18645
42421 68530 BE627938 RIKEN cDNA 1110019L22 gene1110019L22Rik 1.059824 1.070615 0.998549 1.055582 1.108632 1.139858 1.026051 1.087323 0.62691 0.809898 -1.41539 0.520599 0.989852 0.999407 -0.66313 0.942493
42422 AI595449 0.923235 1.032998 0.937136 1.24454 0.738033 0.752967 0.810567 0.908245 -0.70608 -1.28017 -0.91247 0.801718 0.95292 0.959586 0.761221 -0.64874
42423 11501 BE634944 a disintegrin and metalloprotease domain 8Adam8 1.026149 0.945107 1.029263 0.945694 0.924866 0.979934 1.107998 1.484057 -1.3831 -1.17156 -1.27217 -1.00184 -0.92556 -1.36471 -0.4013 0.996576
42424 85030 AW492480 tumor necrosis factor receptor superfamily, member 25Tnfrsf25 0.713798 0.449319 0.710781 0.968069 0.989083 0.980839 1.071636 -1.03836 0.51224 -0.30002 -1.41059 -1.39089 -1.41847 -1.41798 NA
42425 50907 BE952171 prolactin regulatory element bindingPreb 0.927308 1.166745 1.134288 1.233942 1.054196 1.124061 0.776218 1.033273 -0.76264 0.201243 -0.14469 0.679027 -1.14037 -0.41586 0.685121 -1.33657
42426 AK019453 0.887463 0.906374 0.941558 1.156036 0.929592 0.85086 0.856807 0.929295 0.605781 0.30181 -0.50341 0.829126 -0.20048 0.904678 0.877262 -0.20048
42427 17191 AW763724 methyl-CpG binding domain protein 2Mbd2 1.053156 1.100137 1.035999 1.217865 1.18982 1.314442 1.208042 1.320916 -0.70608 0.246946 -1.05027 0.977333 0.939582 0.999407 0.967989 0.999543
42428 23918 AI195458 inosine 5'-phosphate dehydrogenase 2Impdh2 0.94005 1.013715 0.942309 0.91118 0.902929 0.920009 1.008636 1.113261 0.054985 -1.31007 -0.00969 0.697037 0.79752 0.552999 -1.37437 0.843307
42429 AL354805 1.044447 1.128241 1.326586 0.852426 1.395281 1.097362 1.123496 -1.3485 -0.6918 0.384217 -0.76264 0.459898 -1.31702 -1.26398 NA
42430 56279 AF332189 RIKEN cDNA B230317C12 geneB230317C12Rik 0.98158 0.91166 0.901375 0.892673 0.944679 0.843303 1.005616 1.054926 -1.31007 0.212817 0.413388 0.545053 -0.57631 0.936541 -1.4085 -0.64874
42431 BE851134
42432 100198 AW908912 hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase)H6pd 0.890835 0.842769 0.915511 1.039406 0.900641 0.909345 0.958342 0.941143 0.080268 0.746311 0.06767 -0.88599 0.23567 0.06767 -0.98942 -0.63431
42433 21899 NM_011604toll-like receptor 6 Tlr6 1.076802 0.995798 0.994533 0.970715 0.990125 1.046795 0.995 1.217022 0.44161 -1.40617 -1.39772 -0.89928 -1.35413 -0.35774 -1.40078 0.999681
42434 114606 AF145957 transducin-like enhancer of split 6, homolog of Drosophila E(spl)Tle6 1.008641 0.993502 0.971017 0.821775 0.932862 0.887068 0.959129 0.846584 -1.38711 -1.40078 -1.03836 0.993417 -0.28568 0.598542 -0.96421 0.730658
42435 56088 NM_019537Down syndrome critical region homolog 2 (human)Dscr2 0.886705 1.019039 1.046967 0.920739 0.685266 1.132237 0.937489 2.042184 -0.15855 -1.37437 -1.18162 -1.02632 0.865727 -0.96421 -1.28795 0.99967
42436 72141 AK011434 RIKEN cDNA 2610017G09 gene2610017G09Rik0.988831 0.600726 0.651014 1.392379 1.382616
42437 11733 NM_031158ankyrin 1, erythroid Ank1 0.928621 1.040296 0.896862 0.976252 0.925036 0.753433 0.825179 1.083735 -0.20048 -0.97687 0.459898 -1.247 -0.10347 0.999624 0.970414 -0.04945
42438 AI157017
42439 67681 BF147498 mitochondrial ribosomal protein L18Mrpl18 0.977973 0.963299 1.048409 1.125522 1.000295 1.06069 1.08473 1.107105 -1.33657 -1.22009 -1.06205 -0.02287 -1.41847 -1.12964 -0.6918 -0.27137
42440 75619 BC008271 RIKEN cDNA 2810421I24 gene2810421I24Rik 0.875203 1.104293 0.99602 0.864024 0.829297 1.001306 0.854161 1.045679 0.364243 -0.66313 -1.38711 -0.07632 0.468884 -1.39089 0.40377 -1.26398
42441 233406 BF019829 protein regulator of cytokinesis 1Prc1 0.967457 0.874802 1.016527 1.270854 1.000314 0.93167 0.897178 1.718052 -1.28795 -0.66313 -1.41404 0.258122 -1.39772 -1.14037 -0.6918 0.998554
42442 0.996895 0.768012 0.704746 1.308973 0.594119 0.883598 0.879896 0.816026 -1.29553 0.885342 0.967142 0.805844 0.997057 -1.37885 0.153976 0.568584
42443 75734 BE982051 RIKEN cDNA 5230400G24 gene5230400G24Rik1.010679 1.121863 0.916273 0.703801 0.770518 0.83785 0.937877 0.912582 -1.4036 -0.20048 -0.76264 0.993021 0.817796 0.291042 -0.93855 -0.57631
42444 16415 NM_008405integrin beta 2-like Itgb2l
42445 21391 AI481513 thromboxane A synthase 1, plateletTbxas1 0.550983 0.797685 0.539712 1.310061 0.966931 1.119851 0.716419 1.227468 0.801718 -1.00184 -0.10347 -0.41586 -1.39772 -1.31007 -1.11876 -1.07368
42446 239827 AI413722 RIKEN cDNA F630022B06 geneF630022B06Rik 0.91855 0.990145 0.985401 1.008935 0.994691 0.976604 1.062652 1.078573 0.291042 -1.37885 -1.37437 -1.38711 -1.40617 -1.28017 -0.28568 0.092779
42447 66998 AW492122 proteasome (prosome, macropain) 26S subunit, non-ATPase, 5Psmd5 0.872682 1.146917 1.146491 0.989664 1.089455 0.917403 1.028641 0.927135 0.583764 0.51224 0.591203 -1.38711 -0.18645 -0.48881 -1.23822 -0.51801
42448 229487 BC005709 PET112-like (yeast) Pet112l 1.024831 1.051663 0.958744 0.874215 0.873743 0.837224 0.921935 0.741077 -1.29553 -1.25559 -1.15093 -0.04945 -0.5326 -0.80444 -0.57631 0.856479
42449 226751 AW212558 RIKEN cDNA A930014J19 geneA930014J19Rik 1.1696 1.040289 1.000857 0.67004 1.179371 0.869931 0.975035 1.176192 0.280171 -1.3485 -1.39442 0.989852 0.323037 -0.43043 -1.27217 -0.2571
42450 76301 BF017892 1.068032 1.061974 1.028656 1.002628 1.028008 0.939383 0.896618 1.077108 0.201243 0.042214 -0.96421 -1.41404 -0.97687 0.117532 0.874461 0.413388
42451 57255 AK010869 claudin 13 Cldn13
42452 1.042968 1.006156 1.066467 0.615839 1.799418 -1.4165 -1.41798 -1.41835 -0.48881 -0.54718 NA NA
42453 67030 AK011520 Fanconi anemia, complementation group LFancl 0.899293 1.096991 0.860702 0.798657 0.63817 0.678228 0.684678 0.760873 0.450807 0.224293 0.865727 0.99448 1 0.999999 0.999999 0.999527
42454 101437 AI117650 DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 32Ddx32 1.045759 1.046017 0.924812 0.884609 1.036454 1.01537 0.795223 1.138854 -0.60536 -0.74859 0.246946 0.672841 -0.95144 -1.21075 0.997057 0.805844
42455 28081 AI849557 DNA segment, Chr 11, Wayne State University 99, expressedD11Wsu99e 1.027373 1.137136 1.100575 1.057978 1.034226 1.038453 0.912255 1.023524 -0.87261 0.98763 0.885342 0.18957 -0.61985 -0.47421 0.856479 -1.00184
42456 20612 NM_011426sialoadhesin Sn 0.889765 0.839551 0.901809 1.033429 0.979749 0.778405 0.970174 1.028593 0.291042 0.751363 0.080268 -1.247 -1.31702 0.986544 -1.22009 -1.247
42457 18120 NM_026246mitochondrial ribosomal protein L49Mrpl49 1.103999 1.517873 1.327688 1.069611 1.240646 1.006676 1.009814 1.222331 -0.11714 0.999966 0.992386 -0.6918 0.92658 -1.41059 -1.40078 0.885342
42458 55935 NM_018828formin binding protein 4 Fnbp4 1.104749 0.913309 0.876011 0.869947 0.922491 0.834718 0.858824 0.972842 0.413388 -0.32882 0.495211 0.685121 -0.6918 0.576224 0.784481 -1.247
42459 234664 AW743820 amyloid beta precursor protein binding protein 1Appbp1 1.002329 1.11532 1.415107 1.485654 1.305329 1.142349 1.240056 1.23874 -1.41736 0.312476 0.999938 0.999995 0.99464 0.619965 0.975432 0.974767
42460 56046 AI172993 RIKEN cDNA 2410003P15 gene2410003P15Rik1.015571 0.932108 0.924384 1.260588 0.884928 1.108846 0.903468 0.797503 -1.3485 -1.18162 -0.95144 0.647165 -0.34327 -0.76264 -0.64874 0.269197
42461 72050 BF147380 KDEL containing protein 1 Kdel1 0.790797 0.704926 1.067381 0.925492 0.891105 0.751534 0.852628 1.131763 0.432308 0.880008 -1.16133 -1.22925 -1.02632 0.51224 -0.24287 -0.96421
42462 16911 BC003488 LIM domain only 4 Lmo4 1.057674 0.989851 0.936715 1.056074 1.038062 0.976165 1.011961 1.063325 -0.20048 -1.36471 0.054985 -0.2571 -0.76264 -1.11876 -1.34265 -0.04945
42463 67288 NM_026075RIKEN cDNA 3110031B13 gene3110031B13Rik0.905135 1.026461 0.929293 1.001594 0.810131 0.876842 0.727511 0.913905 -0.70608 -1.36965 -1.28795 -1.40617 -0.44502 -0.96421 -0.35774 -1.00184
42464 22324 D83266 vav 1 oncogene Vav1 1.229677 1.909811 2.310119 1.399331 1.2994 1.186765 1.133335 1.312343 0.02936 0.998978 0.999984 0.76603 0.432308 -0.28568 -0.7203 0.48654
42465 21854 BI100125 translocator of inner mitochondrial membrane 17aTimm17a 0.956337 0.9781 0.801912 0.952481 1.070479 1.036281 0.93141 1.254301 -1.21075 -1.39772 0.495211 -1.18162 -1.28017 -1.38711 -1.03836 0.201243
42466 66388 AK007591 RIKEN cDNA 2310039I18 gene2310039I18Rik 1.04306 1.011513 1.398562 1.043084 1.134606 0.779759 0.963295 1.01647 -1.07368 -1.39089 0.999426 -1.07368 0.384217 0.982251 -1.14037 -1.36471
42467 109711 BE853286 actinin, alpha 1 Actn1
42468 14293 AA189997 formyl peptide receptor 1 Fpr1 1.015956 0.990302 1.056587 1.053981 1.109994 0.935805 0.971609 1.004261 -1.29553 -1.36965 -0.28568 -0.45961 0.725272 -0.08986 -1.03836 -1.41059
42469 AI120547 0.834432 0.95613 0.904208 1.065495 0.784953 0.685937 0.952779 0.985153 0.746311 -1.09652 -0.18645 -0.81823 0.922965 0.99884 -1.05027 -1.37885
42470 219249 BC005670 tudor domain containing 3 Tdrd3 1.08206 1.09994 1.330545 1.050704 1.481397 0.723373 1.072674 0.822117 -0.67749 -0.57631 0.856479 -0.87261 0.9832 0.576224 -0.80444 0.246946
42471 234875 BE852479 tetratricopeptide repeat domain 13Ttc13 1.087446 0.968027 0.923665 0.818777 1.034331 0.819643 0.879112 0.950983 0.612922 -0.81823 0.537005 0.999711 -0.77664 0.999691 0.96161 -0.22869
42472 14934 BF607501 glycophorin A Gypa 0.984123 1.002842 1.545034 1.158221 1.514822 1.330566 1.239731 1.586422 -1.39442 -1.28017 0.73596 -0.60536 0.666562 -0.10347 0.832769 0.999711
42473 NM_013716 0.994706 1.080354 0.94318 1.096522 0.888854 0.841187 0.951625 1.031586 -1.40617 0.18957 -0.28568 0.477764 0.793248 0.984102 -0.5326 -1.02632
42474 74133 AK004714 RIKEN cDNA 1200011M11 gene1200011M11Rik0.952114 1.047421 1.254557 1.201141 1.160162 1.04504 1.078933 1.175844 -0.77664 -0.83195 0.993606 0.957466 0.856479 -0.38676 -0.15855 0.909041
42475 18542 NM_008788procollagen C-proteinase enhancer proteinPcolce 1.067163 1.044508 0.887096 0.864067 1.059766 1.07328 1.036513 0.996452 -0.41586 -1.03836 0.598542 0.821641 -0.57631 -0.27137 -1.05027 -1.41404
42476 214444 AU024381 CDK5 regulatory subunit associated protein 2Cdk5rap2 0.962524 0.85268 0.861479 1.010329 0.830155 0.85408 0.985364 0.8032 -1.37885 -0.31441 0.06767 -1.4085 -0.07632 -1.40617 -1.41539 0.291042
42477 68728 BE985454 RIKEN cDNA 1110029F20 gene1110029F20Rik 1.01609 0.66464 0.821986 1.133538 0.942542 -1.36965 1 0.931722 0.552999 -0.27137 NA NA
42478 68792 AK004171 RIKEN cDNA 1110039C07 gene1110039C07Rik0.962143 0.94975 0.963206 0.851552 0.849698 0.706652 1.034487 1.006237 -1.27217 -1.23822 -1.23822 0.384217 -0.13088 0.545053 -1.31702 -1.32375
42479 67136 AI120548 RIKEN cDNA 2510026C23 gene2510026C23Rik0.831141 0.689784 0.814766 0.915518 1.028811 0.91241 1.195575 0.868961 0.333495 0.865727 0.51224 -0.79057 -1.26398 -1.41835 -0.08986 -0.4013
42480 AF169829 1.020539 1.074774 1.088987 1.250713 1.148539 1.159631 1.262773 1.17494 -1.17156 0.354098 0.612922 0.999938 0.975432 0.986544 0.999971 0.994145
42481 77305 AA959950 RIKEN cDNA 9430077D24 gene9430077D24Rik0.979408 0.901903 1.055964 1.00835 1.138437 1.104454 1.049684 1.130248 -1.31702 0.153976 -0.66313 -1.40078 0.528853 0.153976 -0.91247 0.468884
42482 11836 BC004757 raf-related oncogene Araf 0.964716 0.898684 0.87708 1.140055 1.092495 1.116594 1.253753 1.178097 -0.73447 0.856479 0.96161 0.96161 0.666562 0.880008 0.99995 0.995239
42483 67860 BG519230 RIKEN cDNA 2300002L21 gene2300002L21Rik 1.118969 1.038548 0.986687 1.075518 0.974689 0.887637 0.976116 0.989053 0.054985 -1.17156 -1.38711 -0.61985 -1.30291 0.153976 -1.31702 -1.39772
42484 67603 AA184871 dual specificity phosphatase 6Dusp6 0.942377 1.148441 1.022397 1.456464 0.957907 1.10299 1.272567 1.518214 -0.81823 0.468884 -1.32375 0.999818 -1.08517 -0.11714 0.968817 0.99997
42485 17524 AI647709 membrane protein, palmitoylatedMpp1 0.921397 1.179635 0.990493 1.038206 1.178407 1.033705 1.095303 1.19039 -0.79057 -0.03612 -1.4085 -1.29553 -0.10347 -1.3831 -0.79057 0.080268
42486 BG694548 0.609818 0.545381 0.991373 1.841276 1.849312 -0.61985 -0.27137 -1.41736 0.666562 0.817796 NA NA
42487 17882 BC008538 myosin, heavy polypeptide 2, skeletal muscle, adultMyh2 0.972165 1.008421 0.950615 0.864425 0.952316 0.650143 0.754626 0.903642 -1.41798 -1.27217 -1.20122 -0.13088 -1.22009 0.775411 0.843307 -1.18162
42488 27260 BE690455 pleckstrin 2 Plek2 0.922129 0.584985 1.038123 0.885555 0.891649 1.090698 0.984153 1.11707 -0.89928 0.846693 -1.35413 -1.10771 -0.54718 -0.95144 -1.36471 -0.85914
42489 12643 AW494152 chondroadherin Chad 1.063725 1.005978 0.947628 1.000019 1.17442 0.866312 1.042603 1.028619 -0.59084 -1.4085 -0.76264 -1.4165 0.839859 0.672841 -1.00184 -1.21075
42490 30843 NM_013911F-box and leucine-rich repeat protein 12Fbxl12 0.906177 0.994439 0.914878 1.092956 0.730602 0.705834 0.985333 1.176308 -0.74859 -1.4165 -0.84558 -0.84558 0.7198 0.666562 -1.40078 -0.30002
42491 66959 AK009781 RIKEN cDNA 2310043K02 gene2310043K02Rik0.993443 0.889998 1.067294 1.032319 1.019853 0.939625 1.182153 1.130907 -1.41059 0.18957 -0.70608 -1.22925 -1.34265 -0.91247 0.73596 0.280171
42492 67563 NM_026238RIKEN cDNA 9030612I22 gene9030612I22Rik 1.117976 0.822078 0.900312 0.933496 1.168867 0.540364 0.901254 0.850696 -0.48881 -0.79057 -0.87261 -1.40617 -0.87261 0.042214 -1.41798 -1.36965
42493 22214 BC008517 ubiquitin-conjugating enzyme E2HUbe2h 1.026809 1.284416 1.039799 1.017878 1.106126 0.86753 0.96476 1.124816 -1.15093 0.999041 -0.87261 -1.29553 0.153976 0.853278 -1.01414 0.741177
42494 56044 AI324844 v-ral simian leukemia viral oncogene homolog A (ras related)Rala 1.015775 1.135792 0.943428 1.178345 0.967587 1.157418 1.248614 1.119446 -1.35953 0.477764 -0.73447 0.801718 -1.17156 0.672841 0.970414 0.280171
42495 52588 BE951465 DNA segment, Chr 14, ERATO Doi 226, expressedD14Ertd226e 1.025086 0.953533 0.960807 1.044346 0.975946 1.128582 1.02556 1.077608 -1.08517 -0.41586 -0.64874 -0.54718 -1.09652 0.911157 -1.07368 0.354098
42496 235044 BI793362 cDNA sequence BC018242BC018242 0.923648 2.655564 1.610747 0.598182 0.882333 0.839859 0.99997 -0.92556 -1.07368 -0.89928 NA NA
42497 66494 NM_025596RIKEN cDNA 2610524G07 gene2610524G07Rik1.028888 0.937197 0.952758 1.161704 1.105776 0.964054 1.189825 1.151341 -1.20122 -0.76264 -1.07368 0.779984 0.269197 -1.32375 0.909041 0.725272
42498 66293 BI157978 RIKEN cDNA 1810032O08 gene1810032O08Rik 0.98664 1.004731 1.037805 1.085781 0.877759 0.967404 1.210216 1.038148 -1.41798 -1.28795 -1.20122 -0.08986 -1.23822 -1.29553 0.76603 -1.26398
42499 27397 AK012906 mitochondrial ribosomal protein L17Mrpl17 0.911302 0.876812 1.015817 0.896032 0.892556 0.79946 1.036961 1.237601 -0.43043 0.092779 -1.40078 -0.15855 -0.32882 0.741177 -1.21075 0.832769
42500 53856 NM_016914proteoglycan 3 Prg3 0.987466 1.171976 1.44177 1.316298 1.201568 0.940298 1.051943 1.026878 -1.41244 0.343849 0.99448 0.936541 0.323037 -1.06205 -1.28017 -1.26398
42501 54380 BF226680 Swi/SNF related matrix associated, actin dependent regulator of chromatin, subfamily a-like 1Smarcal1 0.902598 1.073833 0.916272 1.149035 1.063775 0.784532 0.962034 1.019025 -0.70608 -1.34265 -1.16133 -0.57631 -1.28017 -0.11714 -1.30291 -1.4036
42502 50794 AF251796 Kruppel-like factor 13 Klf13 1.040071 1.225082 1.018051 1.160559 0.931632 0.886381 0.970432 1.130443 -1.00184 0.975432 -1.27217 0.697037 -0.56175 0.520599 -1.09652 0.40377
42503 246154 AK012169 Slit-like 2 (Drosophila) Slitl2 1.027845 1.339413 0.987424 1.12072 0.9706 1.047457 1.309297 1.241174 -1.25559 0.99448 -1.39089 -0.20048 -1.23822 -1.247 0.986163 0.813882
42504 225791 AW909299 RIKEN cDNA C530046K17 geneC530046K17Rik0.974353 0.910631 0.917766 0.9601 0.986874 0.913328 1.174088 1.123134 -1.02632 0.741177 0.633758 -0.56175 -1.31007 0.708595 0.99448 0.79752
42505 71449 AI505554 RIKEN cDNA 5630401D24 gene5630401D24Rik0.817823 0.735938 0.873602 1.355749 0.632954 2.03943 0.884193 -0.98942 -0.92556 -1.30291 -0.92556 -1.06205 -0.22869 -1.33027 NA
42506 229725 BI412445 Mid-1-related chloride channel 1Mclc 1.142308 1.276885 1.063489 1.071963 0.963278 0.959263 1.11239 1.038549 0.96161 0.999984 0.06767 0.269197 -0.6918 -0.56175 0.843307 -0.67749
42507 66440 BC005775 cell division cycle 26 Cdc26 1.029521 1.16131 0.915807 1.043041 0.900713 0.927441 1.03503 0.923859 -1.08517 0.939582 0.364243 -0.76264 0.62691 0.105201 -0.96421 0.18957
42508 53857 AI467232 tubulin, alpha 8 Tuba8 1.131709 1.073363 1.011464 0.922385 0.974609 0.897568 1.088162 1.038223 0.633758 -0.28568 -1.37885 -0.41586 -1.22009 -0.27137 0.016424 -1.11876
42509 17997 AK010591 neural precursor cell expressed, developmentally down-regulated gene 1Nedd1
42510 17127 BB231697 MAD homolog 3 (Drosophila)Madh3 1.091948 0.976964 0.749914 0.874088 0.678719 0.71124 0.72124 0.763694 0.413388 -1.18162 0.999987 0.761221 1 0.999996 0.999999 0.999701
42511 66231 BE853475 RIKEN cDNA 1500006O09 gene1500006O09Rik0.913522 0.706267 1.004376 0.884913 1.080012 1.028177 0.99702 1.204372 -1.01414 0.813882 -1.36471 -0.47421 -1.11876 -1.22009 -1.41798 -0.37224
42512 67799 BC006598 1.006274 1.245416 1.171736 0.957913 0.850531 1.042962 1.171724 0.979788 -1.28795 -0.08986 -0.06285 -1.41798 -0.85914 -0.64874 0.129773 -1.21075
42513
42514 67712 BG172287 RIKEN cDNA 1700020E22 gene1700020E22Rik0.937229 0.969501 0.960875 0.94239 0.815821 0.742586 0.853641 1.104457 0.269197 -0.83195 -0.51801 0.117532 0.999883 1 0.996138 0.882701
42515 74122 AW228945 RIKEN cDNA 1200015A22 gene1200015A22Rik1.008536 1.073819 1.254991 1.392415 1.2101 1.251947 1.34498 1.361336 -1.38711 0.054985 0.999388 0.999999 0.99448 0.999281 0.999993 0.999997
42516 74559 AK018616 RIKEN cDNA 9130013K24 gene9130013K24Rik0.955306 1.158253 1.03889 1.09098 0.984203 0.995878 0.915289 1.383292 -1.00184 0.633758 -1.11876 -0.22869 -1.33657 -1.41736 -0.4013 0.999281
42517 98388 BE685859 carbohydrate sulfotransferase 10Chst10 0.877141 1.155346 1.264478 1.209952 1.08818 0.895821 0.991404 1.291772 0.503778 0.640509 0.979097 0.904678 -0.24287 0.212817 -1.40078 0.990685
42518 108907 BC009096 nucleolar and spindle associated protein 1Nusap1 1.086866 0.794311 0.926491 0.938053 0.804995 0.807576 0.912978 1.059631 -0.66313 0.915258 -0.54718 -0.77664 0.877262 0.909041 -0.48881 -1.05027
42519 74200 BC006621 RIKEN cDNA 2810403A07 gene2810403A07Rik 0.83947 0.888891 0.941671 0.947623 0.839706 0.920249 1.076906 1.007285 0.853278 0.258122 -0.74859 -0.85914 0.784481 -0.4013 -0.56175 -1.39442
42520 27215 AI837391 5-azacytidine induced gene 2Azi2 0.931339 0.971669 0.9299 1.113435 0.832981 0.927053 0.955227 1.060376 -0.50341 -1.18162 -0.2571 0.40377 0.949228 -0.43043 -0.85914 -0.57631
42521 12858 AI131665 cytochrome c oxidase, subunit VaCox5a 0.90274 0.774019 1.051546 1.178452 1.141393 0.971014 1.373142 1.654445 -0.50341 0.874461 -1.22009 0.312476 -0.11714 -1.30291 0.970414 0.999883
42522 AK013368 1.082248 1.030851 0.920717 0.875319 0.973188 0.876667 0.892905 1.021 0.679027 -0.77664 0.730658 0.988307 -0.88599 0.986915 0.954096 -1.09652
42523 14199 AI035730 four and a half LIM domains 1Fhl1 1.08676 1.060779 0.920011 0.826267 0.92088 0.916807 0.954598 1.039673 0.73596 0.224293 0.73596 0.999886 0.725272 0.779984 -0.18645 -0.50341
42524 68581 BC002182 RIKEN cDNA 1110014C03 gene1110014C03Rik1.020388 1.103262 1.160852 0.993009 0.968716 1.209923 1.188154 1.22061 -1.29553 0.30181 0.846693 -1.4036 -1.11876 0.946624 0.936541 0.979097
42525 17187 NM_008558Max protein Max 0.969856 0.953403 0.958397 0.98131 0.989355 0.984245 0.969317 1.017804 -1.14037 -0.80444 -0.91247 -1.31007 -1.3831 -1.34265 -1.12964 -1.32375
42526 55927 BE951829 hairy and enhancer of split 6 (Drosophila)Hes6 0.898865 1.08339 1.021389 1.126291 0.867995 0.835327 1.24117 1.939777 0.153976 -0.32882 -1.31702 0.343849 0.333495 0.836346 0.958538 1
42527 0.999478 0.904329 0.984702 1.13625 1.490446 0.848216 1.337068 -1.3831 -1.247 -1.27217 -1.08517 -0.13088 -0.64874 -0.18645 NA
42528 71805 BG063793 RIKEN cDNA 2410008G02 gene2410008G02Rik1.108274 1.098432 1.015828 0.965747 0.814742 0.99029 0.880305 0.848485 -0.32882 -0.45961 -1.3831 -1.26398 0.761221 -1.35953 0.30181 -0.70608
42529 11450 U37222 adipocyte complement related proteinAcrp30 1.139843 0.886674 0.792012 1.04405 0.767413 0.811451 1.265349 1.526582 -0.47421 -0.83195 0.141921 -1.35413 0.537005 -0.28568 0.343849 0.98956
42530 30929 NM_013916expressed sequence AL022832AL022832 0.919815 1.539379 1.162352 1.337986 1.174988 0.729342 0.741992 1.382035 -0.88599 0.877262 -0.32882 0.165936 -0.79057 -0.64874 0.793248 0.212817
42531 110095 AI256150 liver glycogen phosphorylasePygl 0.967184 1.147455 1.069202 1.049613 0.872715 1.156427 1.060139 1.119445 -1.28795 0.092779 -0.61985 -0.91247 -0.37224 0.40377 -0.87261 -0.4013
42532 50793 NM_015824origin recognition complex, subunit 3-like (S. cerevisiae)Orc3l 1.079465 0.906474 1.026142 1.18163 1.028076 0.669406 1.203781 2.023984 -0.47421 -1.18162 -1.41404 0.374282 -1.19151 0.968817 0.583764 1
42533
42534 19294 BG798870 poliovirus receptor-related 2Pvrl2 1.1317 0.541338 1.328442 0.838917 0.949228 0.224293 0.936541 0.98895 NA NA NA
42535 15284 NM_008250H2.0-like homeo box gene Hlx
42536 66948 BG075387 acyl-Coenzyme A dehydrogenase family, member 8Acad8 1.076566 1.106582 0.786722 1.076434 1.157985 0.749932 1.128313 -1.10771 -1.12964 0.003406 -1.19151 -0.91247 -0.44502 -1.01414 NA
42537 15382 BI437898 heterogeneous nuclear ribonucleoprotein A1Hnrpa1 0.892639 1.127657 0.996612 0.848112 0.68084 0.726791 0.955459 0.768312 -0.43043 -0.32882 -1.39089 -0.59084 -0.22869 -0.56175 -1.38711 0.258122
42538 BF459031 0.827339 0.961135 0.88717 1.072545 0.8727 0.713265 1.02704 1.063668 0.679027 -0.89928 -0.32882 -0.57631 -1.41736 -0.64874 -1.06205 -0.08986
42539 14562 NM_008108growth differentiation factor 3Gdf3 1.035977 1.224628 1.115444 0.94643 0.709709 0.676834 0.910389 1.169903 -1.22009 0.042214 -0.83195 -1.30291 0.714241 0.922965 -0.56175 -0.41586
42540 20658 NM_019973Son cell proliferation proteinSon
42541 20916 BF467749 succinate-Coenzyme A ligase, ADP-forming, beta subunitSucla2 0.730842 2.073376 0.739546 3.127024 1.054331 -1.16133 0.18957 -1.09652 0.874461 -1.35953 NA NA
42542 233912 AW049683 cDNA sequence BC032200BC032200 1.126245 0.819326 0.791536 1.077112 0.809081 0.964369 0.895949 0.878579 -0.03612 0.246946 0.640509 -0.95144 0.788902 -1.32375 -1.35953 -0.87261
42543 11993 NM_007517ancient ubiquitous protein Aup1 1.088787 1.488223 1.217571 1.386331 1.194229 1.41573 1.333011 1.809396 -0.51801 0.999571 0.612922 0.994796 0.459898 0.995239 0.971185 1
42544 71843 BF147669 RIKEN cDNA 1700020M16 gene1700020M16Rik 1.01204 1.490903 1.171144 1.055073 1.177126 0.859371 0.945789 1.101999 -1.4036 0.95292 -0.2571 -1.23822 -0.43043 -0.38676 -1.22009 -0.97687
42545 AI036340 0.688615 1.097677 0.917305 1.771877 -0.67749 0.560842 0.117532 -1.10771 NA NA NA
42546 18786 BF465147 phospholipase A2, activating proteinPlaa 1.023556 0.88946 0.935657 1.085696 0.844553 1.04053 1.162301 1.071195 -1.31007 0.212817 -0.73447 -0.38676 0.679027 -1.19151 0.605781 -0.74859
42547 67846 BF020191 RIKEN cDNA 2610033C09 gene2610033C09Rik1.074704 1.162294 1.173695 1.069386 1.175541 0.873671 1.168977 1.072749 -0.7203 0.432308 0.384217 -0.80444 0.212817 0.003406 0.343849 -0.87261
42548 13009 BF607771 cysteine and glycine-rich protein 3Csrp3 1.031003 1.137107 1.102143 0.881712 0.89935 1.015728 0.81214 0.880597 -1.23822 -0.32882 -0.83195 -0.81823 -1.21075 -1.21075 -0.32882 -1.07368
42549 66724 BE200164 RIKEN cDNA 4921526G09 gene4921526G09Rik0.977869 1.036548 1.053818 0.881402 0.930993 1.134362 0.817079 1.077743 -1.31702 -0.93855 -0.92556 0.333495 -0.97687 0.333495 0.900132 -0.28568
42550 75689 BC005568 RIKEN cDNA 2310056K19 gene2310056K19Rik
42551 245866 AI604887 cDNA sequence BC037708BC037708 1.09144 1.018105 1.01885 1.281115 0.978161 1.273478 0.860544 1.472627 -1.14037 -1.31702 -1.41404 -0.50341 -1.28017 0.177801 -0.80444 0.917246
42552 109212 BE332112 RIKEN cDNA 6720460F02 gene6720460F02Rik0.922844 1.04146 1.161457 0.965633 0.881091 1.065208 0.684362 -0.47421 -1.20122 -0.88599 -1.23822 -0.44502 -1.37437 0.897789 NA
42553 59023 AW545065 0.915697 0.786841 1.036065 1.017205 0.99184 1.009351 1.333463 1.127291 -0.60536 0.850016 -1.22009 -1.36471 -1.40078 -1.4036 0.813882 -0.41586
42554 22022 AW491935 protein-tyrosine sulfotransferase 2Tpst2 0.99349 0.996931 1.023622 0.930183 1.036972 1.014835 0.916144 0.941404 -1.4165 -1.41059 -1.35953 -0.76264 -1.19151 -1.41847 -0.77664 -1.23822
42555 217026 AI452304 RIKEN cDNA 2700008B19 gene2700008B19Rik1.033251 1.202855 1.034114 0.810479 0.84183 1.051092 1.043235 1.137893 -1.18162 0.895398 -1.17156 0.955245 0.846693 -0.89928 -1.02632 0.503778
42556 59030 AK004987 McKusick-Kaufman syndrome proteinMkks 0.934353 0.94608 0.848751 0.873428 1.018701 0.879211 0.675377 0.843578 -0.83195 -1.00184 0.269197 -0.15855 -1.37437 -0.88599 0.995239 -0.00969
42557 229687 AI851591 chitinase like protein 2 Bclp2 0.680589 0.99212 1.130682 1.17546 1.358119 1.241059 0.528634 0.584799 0.384217 -1.30291 -0.87261 -0.67749 0.76603 -0.4013 0.992386 0.374282
42558 26409 BC006665 mitogen activated protein kinase kinase kinase 7Map3k7 0.799253 0.825395 1.02609 0.62702 1.09847 0.881324 0.863721 1.044204 -0.93855 -0.7203 -1.4036 -1.11876 -1.22925 -1.39089 -0.97687 -1.33657
42559 83679 BE627988 upregulated during skeletal muscle growth 4Usmg4
42560 U65949 1.004125 1.061489 1.366462 1.296396 1.161969 1.034096 0.989754 1.074665 -0.5326 -0.32882 0.995514 0.98537 0.950487 -1.27217 -1.4036 0.374282
42561 99375 AK005426 cullin 4A Cul4a
42562 68556 AI327374 RIKEN cDNA 1110007H10 gene1110007H10Rik
42563 56041 BC005548 vesicle docking protein Vdp 0.763379 1.021022 1.067647 1.16382 0.571588 0.857563 -0.03612 -1.07368 -1.30291 -1.41736 0.280171 -0.51801 NA
42564 227738 BF462888 Similar to hypothetical protein BC009239MGC56830 0.9973 1.059605 0.969736 1.050057 1.030806 1.021233 1.113934 0.999022 -1.41404 -0.13088 -0.93855 -0.4013 -0.95144 -1.18162 0.813882 -1.3831
42565 80915 BE987323 dual specificity phosphatase 12Dusp12 1.088533 0.726268 0.840937 0.677978 1.020243 1.004029 0.617271 0.84304 -1.11876 0.343849 -0.98942 0.450807 -1.40617 -1.4085 0.246946 -0.89928
42566 26370 BG075128 centrin 2 Cetn2
42567 231327 BG076730 phosphoribosyl pyrophosphate amidotransferasePpat 0.983661 1.264375 1.487112 1.403 1.309026 0.863813 1.143676 1.196956 -1.40078 0.503778 0.994145 0.931722 0.770759 0.02936 -0.18645 -0.21456
42568 0.880538 0.572716 0.928658 0.993565 0.817296 0.537407 -1.29553 -0.38676 -1.22009 -1.21075 -1.4165 -0.11714 NA
42569 78787 BE996384 RIKEN cDNA 4930429G18 gene4930429G18Rik0.997605 1.053669 1.649911 1.005641 0.957078 1.179758 1.172683 1.351536 -1.41736 -1.28795 0.976715 -1.31702 -1.10771 -0.4013 -1.25559 -0.48881
42570 11534 AI987814 adenosine kinase Adk 1.027697 1.324656 1.041536 0.772469 1.36466 0.664932 0.913398 0.910627 -1.22009 0.809898 -1.30291 -0.38676 0.40377 0.528853 -1.39442 -0.87261
42571 68642 AK013286 RIKEN cDNA 2810441K11 gene2810441K11Rik
42572 14710 AK010554 guanine nucleotide binding protein (G protein), gamma transducing activity polypeptide 2Gngt2 0.923047 0.926869 0.942098 1.315245 0.983717 1.033501 1.023207 1.765513 -0.34327 -0.31441 -0.83195 0.954096 -1.36965 -1.34265 -1.33657 0.999998
42573 73182 AI429752 RIKEN cDNA 3110045G13 gene3110045G13Rik0.956963 1.21055 1.934762 0.94379 0.914724 0.578817 1.490897 1.050521 -0.41586 -0.04945 0.761221 -0.4013 -0.31441 0.503778 -1.3831 -0.70608
42574 108089 AI536363 ring finger protein 144 Rnf144 1.033832 1.305938 0.991223 0.931479 1.268373 0.956643 1.078975 1.134972 -1.15093 0.832769 -1.41244 -0.95144 0.746311 -1.26398 -0.59084 -0.56175
42575 74183 AA420054 RIKEN cDNA 2310042D19 gene2310042D19Rik0.971332 1.06373 1.051572 0.937422 1.112035 1.10696 1.072245 1.160587 -1.37437 -1.05027 -1.20122 -0.88599 -0.24287 -0.60536 -0.93855 0.333495
42576 66384 BF468183 signal recognition particle 19Srp19 1.117575 1.522469 2.075089 1.907117 1.852036 1.783214 1.346752 1.502102 0.042214 0.999953 1 1 1 1 0.99397 0.999916
42577 226144 BF661181 similar to Caenorhabditis elegans protein C42C1.9Keo4 0.966485 0.930971 1.044041 1.073797 0.897463 1.05695 0.95716 1.054997 -1.18162 -0.95144 -1.14037 -0.73447 -0.66313 -1.30291 -1.41835 -0.32882
42578 27214 BI665954 expressed sequence AA545217AA545217
42579 80719 NM_030691immunoglobulin superfamily, member 6Igsf6
42580 18301 NM_008761FXYD domain-containing ion transport regulator 5Fxyd5 1.116874 0.781679 0.874801 1.004889 0.776396 0.842803 -1.32375 -0.89928 -1.18162 -1.3831 -0.88599 -1.09652 NA
42581 98752 AW049939 expressed sequence BB219290BB219290 1.010549 0.866352 1.027141 0.962775 0.869556 0.995569 0.885246 1.119661 -1.3831 0.691124 -1.12964 -1.29553 0.788902 -1.39089 0.62691 0.503778
42582 56417 AA792251 adenosine deaminase, RNA-specificAdar 1.009435 0.993413 0.987698 1.042627 0.914325 0.961929 0.835736 1.365712 -1.41404 -1.41539 -1.41404 -1.247 -0.73447 -1.36965 0.224293 0.672841
42583 1.093405 1.075948 0.976014 0.866702 0.735382 0.912827 0.811127 0.937866 -0.85914 -1.08517 -1.33657 -0.57631 0.647165 -1.21075 0.269197 -1.19151
42584 100689 AI593200 spondin 2, extracellular matrix proteinSpon2 0.956033 0.842209 0.988788 1.033684 0.842139 0.843439 0.973717 1.066425 -1.11876 0.583764 -1.4085 -1.41404 0.016424 -0.5326 -1.33657 -1.11876
42585 102680 BE634629 RIKEN cDNA A730081N20 geneA730081N20Rik
42586 66810 AI645528 RIKEN cDNA 8430430L24 gene8430430L24Rik 1.000372 0.874129 0.785789 0.8326 0.796588 0.874135 0.968062 1.134853 -1.41847 0.422901 0.967989 0.817796 0.950487 0.422901 -1.22009 0.323037
42587 22379 BE852730 WW domain binding protein 3Wbp3 0.977888 0.854512 0.885629 1.03858 0.815774 0.864647 1.130536 0.86883 -1.33027 0.598542 0.18957 -1.17156 0.874461 0.48654 0.201243 0.432308
42588 56208 BC005770 beclin 1 (coiled-coil, myosin-like BCL2-interacting protein)Becn1
42589 67223 AI528570 RIKEN cDNA 2810430M08 gene2810430M08Rik0.876898 1.012542 0.863774 1.029688 1.077166 0.84811 1.035893 1.081773 0.280171 -1.39772 -0.13088 -1.20122 -0.77664 -0.21456 -1.21075 -0.54718
42590 69617 BC006917 pitrilysin metalloprotease 1 Pitrm1 0.957901 1.075271 0.932188 0.582129 0.752607 1.117288 1.096089 -1.41059 -1.33657 -1.35953 -0.81823 -1.37437 -1.27217 -1.01414 NA
42591 72900 BF450133 NADH dehydrogenase (ubiquinone) flavoprotein 2Ndufv2 0.873373 0.847549 1.176479 0.959734 1.021697 0.977423 1.169304 1.237396 0.450807 0.583764 0.70286 -1.10771 -1.41404 -1.28795 0.660191 0.928331
42592 57340 NM_020605junctophilin 3 Jph3 0.948755 0.998187 0.966366 1.067681 1.066115 0.675771 1.307794 1.160098 -1.15093 -1.4165 -1.31007 -1.21075 -1.22009 0.949228 -0.43043 -0.81823
42593 26444 BI149816 proteasome (prosome, macropain) subunit, alpha type 7Psma7 0.840859 1.183415 1.832533 1.083988 1.115284 0.85709 0.986086 2.06743 0.30181 0.02936 0.997315 -1.22925 -0.93855 -0.11714 -1.4085 0.984535
42594 28062 NM_025299DNA segment, Chr 18, Wayne State University 98, expressedD18Wsu98e 0.936913 1.027341 1.026078 1.075071 1.145341 0.921929 0.986687 1.164492 -0.15855 -1.16133 -1.15093 -0.22869 0.62691 -0.83195 -1.35413 0.85962
42595 207304 BG095267 HECT domain containing 1 Hectd1 0.991705 0.897592 0.881954 0.958717 0.958483 1.071424 0.850907 0.928141 -1.40078 0.280171 0.520599 -1.10771 -1.00184 -0.66313 0.784481 -0.34327
42596 22163 AW743856 tumor necrosis factor receptor superfamily, member 4Tnfrsf4 0.935371 1.048143 1.030279 1.008232 1.061945 0.812556 1.110858 1.247864 -0.80444 -0.95144 -1.31702 -1.3831 -1.07368 0.477764 -0.18645 0.862703
42597 21968 NM_011622target of myb1 homolog (chicken)Tom1 0.83178 1.0581 1.093888 1.022451 0.866848 0.903245 0.899202 1.187215 0.666562 -0.98942 -0.48881 -1.3485 0.117532 -0.30002 -0.38676 0.576224
42598 14120 BG069500 fructose bisphosphatase 2 Fbp2 0.949222 0.859231 0.958653 0.969721 1.141107 0.851983 1.008462 0.927435 -1.16133 0.080268 -1.41798 -1.247 0.343849 -0.35774 -1.4036 -1.03836
42599 0.955941 1.042348 0.908576 1.094958 0.928161 0.911093 1.000018 1.106116 -1.05027 -1.10771 -0.17247 -0.37224 -0.54718 -0.31441 -1.41847 -0.20048
42600 56749 AK013102 dihydroorotate dehydrogenaseDhodh 1.024669 0.99894 0.771775 0.96387 0.959583 0.911071 0.975737 1.017343 -1.29553 -1.41798 0.988307 -1.15093 -1.08517 -0.14469 -1.29553 -1.35413
42601 209011 AI852171 sirtuin 7 (silent mating type information regulation 2, homolog) 7 (S. cerevisiae)Sirt7
42602 382186 BC002320 similar to HEC protein na
42603 0.916173 1.047358 1.158327 0.91465 0.968949 0.853882 1.279038 0.873268 -0.47421 -1.22925 0.384217 -0.44502 -1.26398 0.468884 0.938078 0.246946
42604 79554 AW488239 cDNA sequence BC002216BC002216 0.8952 0.991669 0.870634 1.014163 0.809877 1.161985 0.946533 1.123998 -0.07632 -1.40617 0.312476 -1.38711 0.85962 0.450807 -0.97687 0.016424
42605 12831 BI794239 procollagen, type V, alpha 1Col5a1
42606 53901 BG795691 Down syndrome critical region gene 1-like 1Dscr1l1
42607 78688 AW491983 nucleolar protein 3 (apoptosis repressor with CARD domain)Nol3 0.969134 0.880707 0.91545 1.175861 1.13242 1.103824 1.114485 1.409857 -1.16133 0.605781 0.003406 0.862703 0.568584 0.201243 0.354098 0.999958
42608 76932 AI852332 ADP-ribosylation factor interacting protein 2Arfip2 0.905826 0.723445 1.006334 0.837997 0.936802 1.002185 1.195013 1.077445 0.18957 0.99987 -1.4085 0.915258 -0.48881 -1.41404 0.919192 -0.28568
42609 12145 BF661389 Burkitt lymphoma receptor 1Blr1 1.087743 0.934145 1.029155 1.100946 0.847121 1.052855 1.083813 0.98316 -0.63431 -0.87261 -1.31007 -0.44502 0.450807 -1.08517 -0.6918 -1.31007
42610 65022 NM_021400proteoglycan 4 (megakaryocyte stimulating factor, articular superficial zone protein)Prg4
42611 AI846183 0.85667 1.142254 1.38267 1.216728 1.297287 1.000932 1.147906 0.994982 0.79752 0.545053 0.999799 0.949228 0.996138 -1.41835 0.666562 -1.4165
42612 50912 BG061973 polymyositis/scleroderma autoantigen 2Pmscl2 1.039768 0.969455 1.17791 1.248297 1.131442 1.057348 1.109572 1.178466 -0.54718 -0.83195 0.997474 0.999974 0.96061 0.016424 0.877262 0.99755
42613 19334 BC006596 RAB22, member RAS oncogene familyRab22 1.061765 1.096173 0.897276 1.085948 1.150385 1.253061 1.058141 0.924304 -0.50341 -0.48881 -1.00184 -1.37885 0.246946 0.422901 -0.88599 -1.23822
42614 56085 AI850312 ubiquilin 1 Ubqln1 1.018663 2.197762 1.688624 -0.51801 1 1 NA NA NA NA
42615 102098 BC009156 rho/rac guanine nucleotide exchange factor (GEF) 18Arhgef18 0.929149 0.823548 0.772533 0.901229 0.971526 0.748971 1.022547 1.004903 -0.96421 0.141921 0.468884 -0.47421 -1.39089 0.619965 -1.37885 -1.41539
42616 19325 BG077272 RAB10, member RAS oncogene familyRab10 0.747002 0.838078 1.33913 0.940289 0.849563 1.863192 -0.63431 0.105201 -0.93855 -1.31702 0.333495 0.996873 NA
42617
42618 AA590213 0.985019 0.903072 0.939633 0.935982 0.844549 0.955019 1.109199 0.930027 -1.33027 0.528853 -0.30002 -0.20048 0.966273 -0.7203 0.552999 -0.03612
42619 BC003917 0.923487 1.05512 0.997395 0.776327 0.726397 0.882917 0.916645 0.880443 -0.15855 -0.7203 -1.4165 0.996777 0.999874 0.583764 -0.00969 0.612922
42620 77891 BG074053 ubiquitin-conjugating enzyme E2SUbe2s
42621 17533 BB211833 mannose receptor, C type 1 Mrc1 1.004721 1.104347 0.961334 0.794049 0.882951 0.761472 0.717689 0.98837 -1.41404 0.02936 -1.08517 0.975432 0.413388 0.979656 0.999599 -1.38711
42622 106868 BB212130 1.770795 1.139793 0.831846 0.693693 1.23171 0.940746 1.108297 0.545053 -1.36965 0.117532 -0.34327 -1.14037 -1.41404 -0.38676 NA
42623 20168 AI463140 reticulon 3 Rtn3 1.275605 2.518926 2.660745 2.348648 1.816624 1.322979 1.398265 1.780683 0.725272 1 1 0.999999 0.902428 0.432308 0.882701 0.880008
42624 1.152343 1.066174 1.125146 1.068623 1.13061 1.115102 1.103627 1.162107 0.978524 0.141921 0.836346 0.201243 0.934969 0.865727 0.779984 0.987277
42625 66895 BF469456 RIKEN cDNA 1300014I06 gene1300014I06Rik 0.915054 0.727774 1.041923 0.883486 0.827026 1.032672 0.964905 1.183751 -0.57631 0.882701 -1.3485 -0.89928 0.23567 -1.26398 -1.29553 0.177801
42626 68028 BC006927 RIKEN cDNA 3110001N18 gene3110001N18Rik
42627 56030 AF060565 DNA segment, Chr 1, Brigham & Women's Genetics 0491 expressedD1Bwg0491e 0.933359 0.949504 0.931336 0.928927 0.919841 0.803928 1.110764 1.100703 -0.61985 -0.92556 -0.59084 -0.5326 -0.22869 0.941054 0.224293 -0.13088
42628 246257 BB401923 RIKEN cDNA 9030414M07 gene9030414M07Rik1.088839 0.835802 1.081078 0.899131 0.52207 0.967906 1.062053 1.291831 -0.24287 -0.2571 -1.21075 -0.92556 0.836346 -1.11876 -0.89928 -0.4013
42629 106073 BG176305 expressed sequence AW556797AW556797 0.960115 1.178191 0.646743 0.505984 0.607219
42630 68523 AW049979 RIKEN cDNA 1110019N10 gene1110019N10Rik1.019155 1.051445 0.905516 0.918117 0.96733 0.972375 0.983167 0.913573 -1.32375 -0.74859 -0.30002 -0.07632 -1.23822 -1.36965 -1.38711 -0.45961
42631 66495 NM_025597NADH dehydrogenase (ubiquinone) 1 beta subcomplex 3Ndufb3 0.806414 0.801591 1.086651 0.944749 0.814114 0.874652 0.879977 0.88821 0.741177 0.432308 -0.59084 -0.96421 0.384217 -0.22869 -0.14469 -0.32882
42632
42633 53382 AI508178 thioredoxin-like Txnl
42634 19139 AI843409 phosphoribosyl pyrophosphate synthetase 1Prps1 0.991448 0.929613 1.056873 1.093053 1.039922 1.175405 1.158198 1.196634 -1.40617 -0.50341 -1.18162 -0.70608 -1.22925 0.384217 0.468884 0.73596
42635 72938 AA939607 RIKEN cDNA 2900042B11 gene2900042B11Rik0.742369 1.552523 0.831097 0.873991 0.984456 0.53591 0.631355 0.788902 -0.60536 -0.47421 -0.6918 -1.15093 0.821641 0.537005 NA
42636 27055 AK007499 FK506 binding protein 9 Fkbp9 0.934837 1.617102 1.019537 1.153021 0.6908 -0.11714 0.998412 -1.35413 -0.80444 0.9832 NA NA
42637 69546 AU043776 RIKEN cDNA 2310009E07 gene2310009E07Rik
42638 229211 AI550993 RIKEN cDNA 2600017P15 gene2600017P15Rik
42639 219148 BB146367 hypothetical protein A030013D21A030013D21
42640 105675 BC004041 peptidylprolyl isomerase F (cyclophilin F)Ppif 0.893166 1.525949 1.794295 1.572929 1.626297 0.986271 1.343515 1.319331 -0.56175 0.990415 0.999856 0.995379 0.998025 -1.40617 0.85962 0.801718
42641 80795 AI463309 RIKEN cDNA 1110001C03 gene1110001C03Rik1.088834 1.170198 0.931522 1.599103 0.804309 0.826223 0.58658 1.310979 -1.06205 0.619965 -1.41736 0.995899 -1.4036 0.730658 0.997766 -1.25559
42642 AK009833 0.9419 1.183899 0.949025 1.022034 0.98943 0.357592 0.961148 0.697341 -1.18162 -0.35774 -1.35953 -1.09652 -1.03836 0.996873 -0.88599 0.23567
42643 66526 BG093587 RIKEN cDNA 2210012G02 gene2210012G02Rik0.899062 1.245138 1.018003 1.044876 0.778759 1.785402 0.564451 -0.48881 0.06767 -1.41539 -1.28017 -0.10347 0.994145 0.809898 NA
42644 17355 BE950136 homolog of human MLLT2 unidentified geneMllt2h
42645 56715 BE995339 RAB guanine nucleotide exchange factor (GEF) 1Rabgef1 0.833361 0.830778 1.261991 2.286413 1.019894 0.753899 -1.31702 -1.39772 -1.36965 0.003406 -1.41059 -1.18162 NA
42646 0.936218 1.164871 0.964314 0.683117 0.703026 0.912618 1.129931 0.805807 -0.76264 0.459898 -1.18162 0.945278 0.576224 -1.29553 0.40377 0.576224
42647 69590 BI440412 RIKEN cDNA 2310016C16 gene2310016C16Rik
42648
42649 226744 BG093556 RIKEN cDNA 9630058J23 gene9630058J23Rik 1.022561 0.785771 0.504099 0.868786 -1.40617 -0.74859 0.605781 -0.83195 NA NA NA
42650 63873 NM_022017transient receptor potential cation channel, subfamily V, member 4Trpv4 0.997481 1.30642 0.828174 6.678683 2.251145 0.647165 0.18957 -0.63431 0.999946 0.999571 NA NA
42651 68801 AI877433 ELOVL family member 5, elongation of long chain fatty acids (yeast)Elovl5 0.937858 1.00505 1.066021 1.144631 0.99873 1.025388 0.935305 0.96883 -0.38676 -1.41059 -0.4013 0.619965 -1.4085 -1.37437 -0.27137 -1.01414
42652 0.971144 0.645749 0.940529 0.834653 0.601567 0.39577 0.797391 0.760545 -1.33657 0.994314 -1.17156 -0.03612 0.993021 0.998598 0.598542 0.647165
42653 BE628752 1.003642 0.763841 0.894267 0.893573 0.883982 0.87458 0.924343 0.762208 -1.41539 0.995899 0.280171 0.291042 0.44161 0.520599 -0.31441 0.996252
42654 373864 AK017766 procollagen, type XXVII, alpha 1Col27a1 0.808386 0.670751 0.956522 0.716276 0.652556 0.971806 0.856373 0.988927 0.850016 0.746311 -0.87261 0.79752 0.95292 -1.18162 0.374282 -1.32375
42655 212139 BF467357 cDNA sequence BC016188BC016188 1.057907 1.016007 1.104536 1.226772 0.988349 1.093281 1.141777 1.12944 -0.76264 -1.35953 0.092779 0.950487 -1.3831 -0.38676 0.560842 0.30181
42656 118445 AV134676 Kruppel-like factor 16 Klf16 0.947056 0.845946 0.948179 0.851381 0.839908 0.943353 1.076527 1.310147 -1.22009 -0.08986 -1.12964 -0.91247 -0.80444 -1.39772 -0.87261 0.384217
42657 20751 NM_011467sepiapterin reductase Spr 0.95892 0.799628 3.586407 3.210213 7.374616 -1.09652 0.528853 1 1 1 NA NA
42658 66106 NM_025357small muscle protein, X-linkedSmpx
42659 72747 BE947391 RIKEN cDNA 2810439F02 gene2810439F02Rik1.098672 1.315727 1.202045 0.922736 0.88689 0.955751 0.799757 1.222269 -0.60536 0.384217 0.003406 -1.22009 -0.98942 -1.35413 0.343849 -0.98942
42660 17879 AJ293626 myosin, heavy polypeptide 1, skeletal muscle, adultMyh1
42661 19046 AK004686 protein phosphatase 1, catalytic subunit, beta isoformPpp1cb 0.786202 0.627381 1.035433 1.116144 0.686317 0.593306
42662 68260 AV321023 RIKEN cDNA 4632406N01 gene4632406N01Rik1.031064 1.206568 0.949404 1.279583 0.975642 1.111674 -1.20122 0.92658 -1.05027 0.980733 -0.7203 0.201243 NA
42663 67465 AK020032 splicing factor 3a, subunit 1Sf3a1
42664 29870 AW542759 G two S phase expressed protein 1Gtse1 1.008105 0.941668 0.94247 1.093466 1.026328 1.06877 1.025798 1.088951 -1.38711 -0.14469 -0.17247 0.520599 -1.09652 0.02936 -1.10771 0.450807
42665 75725 AK016517 RIKEN cDNA 4932409F11 gene4932409F11Rik1.034215 1.042142 0.880543 0.820903 0.717654 0.701221 0.83417 0.756221 -1.14037 -0.95144 -0.03612 0.323037 0.978524 0.98956 0.801718 0.965384
42666 67872 AA920491 RIKEN cDNA 2410003A14 gene2410003A14Rik 0.88504 1.253379 1.213895 1.194604 0.838699 0.789114 1.005236 1.14332 0.153976 0.92658 0.76603 0.568584 0.725272 0.761221 -1.41736 -0.02287
42667 17217 AK011743 minichromosome maintenance deficient 4 homolog (S. cerevisiae)Mcm4 0.986978 1.07641 1.109804 1.043277 1.031507 0.978645 1.035894 1.143379 -1.35953 -0.10347 0.477764 -0.85914 -1.10771 -1.25559 -1.01414 0.801718
42668 NM_008739 0.81423 1.331626 0.776958 1.132232 1.263933 0.935956 2.27395 1.306701 -1.3831 -0.4013 -0.35774 -1.09652 0.354098 -0.67749 0.374282 -0.2571
42669 15007 BF714875 histocompatibility 2, Q region locus 10H2-Q10
42670 12429 BE852317 cyclin B1, related sequence 1Ccnb1-rs1
42671 12655 M94584 chitinase 3-like 3 Chi3l3 0.990674 1.16328 1.011071 0.920881 0.935378 0.850787 0.989472 1.038318 -1.39442 0.829126 -1.3831 -0.06285 -0.41586 0.880008 -1.38711 -1.03836
42672 70026 AK011003 benzodiazapine receptor, peripheral-like 1Bzrpl1 0.955904 0.82664 0.657775 0.77507 0.525917 0.676761 0.397241 0.945356 -1.38711 0.246946 0.895398 -0.44502 0.971185 -0.59084 0.999983 -1.28017
42673 16534 BG067479 potassium intermediate/small conductance calcium-activated channel, subfamily N, member 4Kcnn4
42674 1.023914 1.023214 0.936346 1.102553 1.000782 0.971241 1.082881 0.942433 -1.21075 -1.22009 -0.20048 0.468884 -1.41835 -1.02632 0.129773 -0.32882
42675 67495 AK008415 RIKEN cDNA 2010200O16 gene2010200O16Rik0.800199 0.669893 1.505883 0.845189 1.023311 0.703546 1.657111 1.417706 -0.38676 -0.70608 0.080268 -1.4165 -1.02632 -0.04945 0.660191 -1.15093
42676 72054 BE133872 cytochrome P450, family 4, subfamily f, polypeptide 18Cyp4f18
42677 18569 AI122053 programmed cell death 4 Pdcd4 0.878176 1.07048 0.801716 0.801246 1.190792 0.648042 1.488917 -1.31702 -0.67749 -0.44502 -1.38711 -1.01414 -0.61985 -0.41586 NA
42678 66092 AW990541 growth hormone inducible transmembrane proteinGhitm 0.95755 1.037766 0.952091 0.675442 1.129368 0.952507 1.641247 -1.40617 -1.39772 -1.15093 -0.98942 -1.37437 -1.15093 0.560842 NA
42679 14268 BC004724 fibronectin 1 Fn1
42680 67815 AI836684 SEC14-like 2 (S. cerevisiae)Sec14l2
42681 229615 BE136430 protein inhibitor of activated STAT 3Pias3
42682 73836 AW545210 solute carrier family 35, member B1Slc35b1
42683 64103 BC006919 RIKEN cDNA 1110017I01 gene1110017I01Rik 1.061275 1.155524 1.01254 1.264192 1.269076 1.077142 -1.18162 -1.39089 -1.35953 -1.22925 -0.38676 -1.30291 NA
42684 68177 NM_026598RIKEN cDNA 5730442K12 gene5730442K12Rik0.925861 1.079267 1.060897 1.116507 0.890989 1.095418 1.135067 0.884457 -0.6918 -0.70608 -0.95144 -0.32882 -0.32882 -0.45961 -0.08986 -0.14469
42685 108052 BE990707 solute carrier family 14 (urea transprorter), member 1Slc14a1 0.839993 1.027135 1.096387 1.010995 0.787602 0.786152 0.983368 0.884201 0.30181 -1.34265 -1.28795 -1.14037 0.042214 -0.03612 -1.3485 -1.41798
42686 BE951408 0.894625 0.885527 1.032864 1.278075 0.84551 0.842214 0.882992 1.215938 -1.31702 -0.44502 -1.4165 0.685121 -0.66313 -0.27137 -0.48881 0.02936
42687 217369 AI326966 G protein-coupled receptor 14Gpr14
42688 16651 AW743729 sarcospan Sspn
42689 19672 W65792 reticulocalbin Rcn
42690 117198 BE630464 influenza virus NS1A binding proteinIvns1abp 1.12828 0.951875 0.941586 0.843365 1.224312 0.788932 0.918376 0.903861 0.02936 -1.15093 -0.91247 0.343849 0.633758 0.141921 -0.84558 -0.60536
42691 104479 BC003203 cDNA sequence BC018601BC018601 0.82929 0.63609 0.793688
42692 66421 AK019404 RIKEN cDNA 2410004B18 gene2410004B18Rik1.037131 1.007215 1.084273 0.921927 0.759668 0.629882 1.07731 0.994687 -1.31702 -1.41539 -0.93855 -1.11876 0.364243 0.384217 -1.09652 -1.4165
42693 16855 AA793780 lectin, galactose binding, soluble 4Lgals4
42694 19877 NM_009071Rho-associated coiled-coil forming kinase 1Rock1 0.944721 0.816023 1.309631 0.797536 1.519808 0.940013 -1.41736 -1.35953 0.141921 -1.31702 -0.6918 -1.35413 NA
42695 AB051897 0.90872 1.147875 1.173872 1.26384 1.011432 0.976201 0.989875 1.060377 0.177801 0.730658 0.868695 0.993021 -1.3831 -1.25559 -1.38711 -0.60536
42696 56199 NM_019552ATP-binding cassette, sub-family B (MDR/TAP), member 10Abcb10 1.192093 0.748597 0.810183 -0.67749 0.105201 -0.44502 NA NA NA NA
42697 102423 AA589481 expressed sequence AA589481AA589481
42698 68646 BG091559 RIKEN cDNA 1110020G09 gene1110020G09Rik0.887071 0.990777 1.020109 0.973115 0.85966 0.832823 1.032731 0.871799 0.141921 -1.4036 -1.3485 -1.28795 0.450807 0.714241 -1.23822 0.364243
42699 26356 AF177756 inhibitor of growth family, member 1Ing1 0.991381 1.011014 0.946444 1.145277 0.817384 0.898845 0.833386 1.930947 -1.36965 -1.39772 -1.39772 -0.63431 -1.18162 -1.40078 0.18957 0.999388
42700 20698 AW476093 sphingosine kinase 1 Sphk1
42701 11840 AI036297 ADP-ribosylation factor 1 Arf1 0.822534 0.880831 0.921309 1.148756 0.642305 0.51659 1.106333 0.862033 -0.38676 -1.37885 -1.27217 -1.02632 -0.84558 0.02936 -1.20122 -0.50341
42702 BG073405 0.931976 1.1184 1.146751 1.048648 1.114514 0.890839 0.877855 0.880813 -1.247 -0.08986 0.212817 -0.17247 -0.38676 -1.01414 -0.96421 -0.51801
42703 227099 AA790369 postmeiotic segregation increased 1 (S. cerevisiae)Pms1 0.94138 1.096655 0.949105 1.069301 0.990553 0.937912 0.897865 0.836367 -0.57631 0.105201 -0.74859 -0.21456 -1.41059 -0.67749 0.364243 0.934969
42704 109229 AI957145 RIKEN cDNA C030004A17 geneC030004A17Rik 1.00893 1.013179 0.828546 0.994042 0.944592 0.919736 1.012428 1.047401 -1.37437 -1.32375 0.997696 -1.39772 -0.17247 0.477764 -1.33657 -0.50341
42705 14972 U47328 histocompatibility 2, K regionH2-K 0.642198 1.614094 1.931729 0.947512 0.375901 0.354377
42706 72658 AK012621 RIKEN cDNA 2700097O09 gene2700097O09Rik0.873803 1.064775 1.258545 1.189025 0.775997 1.485942 0.881395 -0.45961 -1.31702 0.598542 -0.47421 -0.20048 0.971936 -1.17156 NA
42707
42708 54610 AW412692 TBC1 domain family, member 8Tbc1d8
42709 104383 X83587 RE1-silencing transcription factor (REST) co-repressorRcor 0.959006 1.230813 1.024154 1.192689 1.05093 0.888985 1.043903 1.225457 -0.84558 0.560842 -1.3831 0.333495 -1.41059 -0.38676 -1.25559 0.640509
42710 231805 BF453881 paired immunoglobin-like type 2 receptor alphaPilra 0.872446 1.122677 0.92263 0.689159 0.640169
42711 66624 NM_025668RIKEN cDNA 5730406I15 gene5730406I15Rik 1.034165 1.183315 1.138592 1.074746 0.94441 0.83012 1.326337 1.131288 -1.15093 -0.24287 -0.61985 -0.85914 -1.31702 -1.39089 0.552999 -0.4013
42712 54170 BG067356 Ras-related GTP binding CRragc 0.958847 1.527818 1.648391 1.520854 0.932193 -1.37437 0.224293 0.291042 -0.02287 -1.41835 NA NA
42713 57319 BE196865 sphingomyelin phosphodiesterase, acid-like 3ASmpdl3a 1.02387 1.004433 0.999596 1.139189 0.959472 1.034106 1.122629 1.170783 -1.23822 -1.41244 -1.41835 0.761221 -0.89928 -1.06205 0.612922 0.913229
42714 13011 BE686225 cystatin F (leukocystatin) Cst7
42715 14129 NM_010186Fc receptor, IgG, high affinity IFcgr1 0.891695 0.867119 0.760315 1.104199 0.823546 0.887626 1.329663 1.208449 0.016424 -0.64874 0.30181 -0.73447 -0.24287 -1.07368 0.364243 0.269197
42716 217718 AA986482 NIMA (never in mitosis gene a)-related expressed kinase 9Nek9
42717 BI113299 RIKEN cDNA 1110008L20 gene1110008L20Rik 0.879357 0.589721 0.530723 0.722772 0.902729 0.914169 -0.76264 0.280171 0.949228 -0.5326 -1.17156 -1.34265 NA
42718 17089 NM_025281Ly1 antibody reactive clone Lyar
42719 66541 AA071815 RIKEN cDNA 1500034J20 gene1500034J20Rik
42720 74385 BF472334 RIKEN cDNA 4932432K03 gene4932432K03Rik
42721 234309 AI182373 cDNA sequence BC009118BC009118 0.897544 0.755025 1.00554 0.923406 0.892911 1.046981 0.85038 1.205395 -0.15855 0.973386 -1.41847 -1.26398 -0.87261 -1.28795 0.364243 0.779984
42722 94111 AF314964 matrix extracellular phosphoglycoprotein with ASARM motif (bone)Mepe 0.742611 1.009775 1.009355 0.532659 0.743272 0.753559 -1.19151 -0.15855 -0.83195 0.974767 0.73596 0.714241 NA
42723 18648 BG062080 phosphoglycerate mutase 1 Pgam1 0.973232 1.039377 1.390468 0.904651 1.346083 0.888961 1.0842 1.55194 -1.39772 -1.30291 0.741177 -0.60536 -0.17247 -0.96421 -0.84558 0.850016
42724 16819 BI652141 lipocalin 2 Lcn2 1.00551 0.924465 0.851313 1.106223 1.023164 0.970948 1.054288 0.916696 -1.40617 -0.48881 0.829126 -0.17247 -1.3831 -1.10771 -1.09652 -0.21456
42725 58202 BC004762 RIKEN cDNA A730008L03 geneA730008L03Rik
42726 68079 AW544007 RIKEN cDNA 6030457N17 gene6030457N17Rik
42727 77219 AK021033 RIKEN cDNA 1810016I24 gene1810016I24Rik 1.117881 1.078822 1.161955 1.233954 1.393944 1.32048 1.271045 1.084605 0.016424 -1.00184 0.153976 0.89047 0.990138 0.955245 0.95292 -0.37224
42728 22680 BF730496 zinc finger protein 207 Zfp207 1.107957 0.88191 1.279485 1.038666 0.978368 0.750895 1.282471 1.102499 0.177801 -1.35413 -0.2571 -0.07632 -0.84558 -1.4036 0.568584 -1.18162
42729 381216 BE994116 similar to RIKEN cDNA 1110005A23na
42730 19153 AI447899 periaxin Prx
42731 231081 BG962685 similar to spermidine/spermine N1-acetyltransferasena
42732 56399 AK004801 A kinase (PRKA) anchor protein 8Akap8
42733
42734 17828 AI627030 muted Muted
42735 17067 AI596262 lymphocyte antigen 6 complex, locus CLy6c
42736 17222 NM_008569meiotic check point regulatorMcpr
42737 75909 AW541845 RIKEN cDNA 4930579A11 gene4930579A11Rik
42738 14294 BB237444 formyl peptide receptor-like 1Fprl1
42739 109205 BF472253 RIKEN cDNA 5330439J01 gene5330439J01Rik
42740 108101 BG066664 cDNA sequence BC032204BC032204 0.962205 1.070766 0.893228 1.358826 0.765115 0.931024 1.105197 0.850336 -1.37885 -0.88599 -1.20122 0.897789 -0.98942 -1.14037 0.468884 -1.41798
42741 56046 AK010376 RIKEN cDNA 2410003P15 gene2410003P15Rik0.702567 1.198922 0.56737 0.930094 0.829611 1.695825 0.976244 0.716873 -1.17156 0.788902 0.269197 -1.06205 -1.247 0.998309 0.153976 0.79752
42742 68098 AW538854 zinc finger protein 363 Zfp363
42743 AW985988
42744 67771 BE625994 actin related protein 2/3 complex, subunit 5Arpc5
42745 233016 BC006617 biliverdin reductase B (flavin reductase (NADPH))Blvrb 0.892869 0.894301 0.815255 0.901594 0.704578 1.145287 -0.77664 -1.08517 -0.30002 -1.11876 0.528853 -0.97687 NA
42746 14062 BG245439 coagulation factor II (thrombin) receptorF2r
42747
42748 67418 BE995693 peptidylprolyl isomerase (cyclophilin)-like 4Ppil4 0.896072 0.791362 1.02329 1.042915 1.070134 0.930479 0.976334 0.93387 -1.10771 0.016424 -1.34265 -1.15093 -0.95144 -1.31007 -1.4085 -1.34265
42749 67972 BE655746 RIKEN cDNA 2810442I22 gene2810442I22Rik
42750 110033 AI327056 kinesin family member 22 Kif22
42751 56440 NM_019727sorting nexin 1 Snx1 1.070037 1.016216 0.901646 1.095465 1.231755 1.194603 0.815583 0.864886 -0.47421 -1.39442 -1.41539 0.354098 0.871606 0.212817 -1.00184 -0.30002
42752 70510 BE136355 RIKEN cDNA 5730408C10 gene5730408C10Rik
42753 223513 AI414584 RIKEN cDNA C130068O12 geneC130068O12Rik
42754 59095 AK003888 FXYD domain-containing ion transport regulator 6Fxyd6
42755 66106 NM_025357small muscle protein, X-linkedSmpx 1.000673 1.209733 1.105356 1.363134 1.319802 1.109037 1.009552 0.95268 -1.19151 0.080268 -1.20122 0.917246 0.751363 -0.51801 -1.34265 -1.38711
42756 67896 AI131909 RIKEN cDNA 2610001E17 gene2610001E17Rik0.723426 1.001128 0.964347 0.509791 1.134948
42757 0.71853 0.823309 0.904063 1.285835 1.013612 0.939213 0.98928 -1.06205 -1.05027 -0.35774 -0.57631 -0.34327 -1.27217 -0.43043 NA
42758 105689 AW060295 pam, highwire, rpm 1 Phr1
42759 69035 AK007355 zinc finger, DHHC domain containing 3Zdhhc3 0.990649 0.980805 0.921555 0.857447 0.940103 1.169877 1.026883 1.269161 -1.28017 -1.18162 -1.32375 -1.41244 -1.23822 -0.60536 -0.84558 0.633758
42760 171504 AW540308 apolipoprotein B48 receptor Apob48r
42761 66922 AK003733 related RAS viral (r-ras) oncogene homolog 2Rras2
42762 54169 BE692204 MYST histone acetyltransferase (monocytic leukemia) 4Myst4
42763 68041 BF462010 RIKEN cDNA 3110038L01 gene3110038L01Rik
42764 AW496460 EST AI115388 AI115388 1.007792 0.787848 0.715374 0.672511 0.846532 0.971593 1.050398 -1.41059 0.846693 0.942493 0.775411 -0.47421 -1.35953 -1.36471 NA
42765 216725 AW476152 a disintegrin-like and metalloprotease (reprolysin type) with thrombospondin type 1 motif, 2Adamts2 0.77304 0.747132 0.926153 0.946191 0.802736 -1.39772 -0.14469 -1.36471 -1.38711 -0.80444 NA NA
42766 68077 BE135928 glioma tumor suppressor candidate region gene 2Gltscr2
42767 19733 AI789754 regucalcin Rgn
42768 67804 NM_026386sorting nexin 2 Snx2 0.851826 1.033823 0.861714 0.85055 0.653751 0.783561 0.775774 0.618067 -0.22869 -1.41736 -0.34327 -0.67749 0.874461 -0.21456 0.384217 0.874461
42769 AJ223156
42770 0.990733 1.236933 1.07021 0.8212 0.9673 1.100544 0.920502 0.988524 -1.33657 0.788902 -1.28017 0.70286 -1.27217 0.165936 -0.64874 0.537005
42771 17906 AK002367 myosin, light polypeptide 2, regulatory, cardiac, slowMyl2
42772 331102 BE632417 similar to 14-3-3 PROTEIN TAU (14-3-3 PROTEIN THETA)na 1.004074 0.980024 1.112151 0.955789 1.007122 1.061366 1.222837 1.264337 -1.41059 -1.37885 0.51224 -0.59084 -1.39442 -0.4013 0.998309 0.999812



42773 19152 U97073 proteinase 3 Prtn3 1.300375 1.036468 1.140653 1.393048 1 -0.54718 0.576224 1 NA NA NA
42774 30940 BB401109 ubiquitin specific protease 25Usp25
42775 20135 BB284771 ribonucleotide reductase M2Rrm2 0.924784 0.826091 1.084689 0.770874 0.823786 0.614806 0.967296 1.0313 -0.5326 0.583764 -0.91247 0.788902 0.48654 0.605781 -1.247 -1.37437
42776 67379 BE956897 RIKEN cDNA 2410050E11 gene2410050E11Rik0.999177 1.052381 1.065958 0.982899 1.08171 1.130342 1.010786 1.082414 -1.41835 -0.87261 -1.18162 -1.37437 -0.47421 0.291042 -1.39772 -0.4013
42777 231507 BE132901 placenta-specific 8 Plac8
42778 NM_020497
42779 AI132582 1.006168 0.834605 0.688177 0.806491 1.008664 1.038771 -1.41798 -0.70608 0.333495 -0.50341 -1.41059 -1.41539 NA
42780
42781 57752 BE951434 transforming, acidic coiled-coil containing protein 2Tacc2
42782 AI098173 0.923468 1.030067 1.725302 0.684496 0.699941 0.568859 0.93172 0.683272 -1.17156 -1.39772 0.832769 -0.27137 0.080268 0.730658 -1.31702 -0.27137
42783 18985 Z54283 POU domain, class 2, associating factor 1Pou2af1 0.989633 0.860607 0.973016 1.036289 0.93898 0.814143 1.13285 1.124602 -1.41539 0.685121 -1.16133 -0.6918 -0.89928 -0.35774 0.865727 0.672841
42784 56375 AK018658 UDP-Gal:betaGlcNAc beta 1,4-galactosyltransferase, polypeptide 4B4galt4 0.750164 0.850196 2.028448 0.615799 0.955567 0.470133 1.149048 0.817796 0.956368 -0.38676 0.054985 0.105201 -0.85914 0.770759 NA
42785 12751 BI499872 ceroid-lipofuscinosis, neuronal 2Cln2
42786 24109 NM_011908ubiquitin-like 3 Ubl3
42787 14247 BE335451 Friend leukemia integration 1Fli1 1.082701 1.040231 1.26267 1.033509 0.819906 0.92259 1.342304 1.288236 -0.38676 -1.06205 0.691124 -1.39442 -0.06285 -1.41059 0.98763 0.761221
42788 109113 AW214556 RIKEN cDNA 2310065A22 gene2310065A22Rik
42789 AW456527 0.693598 0.713242 0.639961 1.02286 1.546579 0.741216
42790 110168 BG145550 G protein-coupled receptor 18Gpr18
42791
42792 23900 BG869011 hematopoietic cell signal transducerHcst
42793 235610 BI134613 RIKEN cDNA 6620401K05 gene6620401K05Rik
42794 67453 AI851926 RIKEN cDNA 1200007B05 gene1200007B05Rik1.131325 1.583592 1.261102 1.48933 0.684512 0.533604 1.42287 1.024161 -1.03836 0.258122 -0.77664 0.003406 -0.57631 -0.10347 -0.20048 -1.40617
42795 72049 AK008142 tumor necrosis factor receptor superfamily, member 13cTnfrsf13c
42796 214290 BF122286 hypothetical protein MGC38585MGC38585
42797 12583 AI118456 cysteine dioxygenase 1, cytosolicCdo1
42798 66072 BG072961 RIKEN cDNA 0610038F07 gene0610038F07Rik
42799 320625 BE626415 RIKEN cDNA 9330101J02 gene9330101J02Rik
42800 66943 AW049761 RIKEN cDNA 2310009N05 gene2310009N05Rik
42801 270685 AW045346 formyltetrahydrofolate synthetase domain containing 1Fthfsdc1
42802 228608 BE945665 spermine oxidase Smox
42803 67239 AB041810 RIKEN cDNA 2810470K21 gene2810470K21Rik0.979455 1.26204 1.200063 1.245292 1.329216 1.282583 1.181172 0.981657 -1.36965 -1.01414 -0.48881 0.619965 0.928331 0.224293 0.153976 0.016424
42804 210710 BB037935 growth factor receptor bound protein 2-associated protein 3Gab3
42805 67057 NM_024189YY1 associated factor 2 Yaf2
42806 18541 BE634694 pericentrin 2 Pcnt2
42807 231452 AV272186 expressed sequence AA591032AA591032
42808 71145 BE629951 RIKEN cDNA 4933425F03 gene4933425F03Rik1.012741 0.869469 0.776402 0.881151 -0.50341 -1.36471 -0.98942 0.756332 NA NA NA
42809 20135 BF608694 ribonucleotide reductase M2Rrm2
42810 56433 BF467069 vacuolar protein sorting 29 (S. pombe)Vps29 1.095334 1.10757 0.807458 1.065052 1.023831 0.775574 0.971853 -0.28568 -0.84558 -0.74859 -1.4085 -1.3831 0.177801 -1.23822 NA
42811 14087 NM_016925Fanconi anemia, complementation group AFanca
42812 67141 BE850017 F-box only protein 5 Fbxo5
42813 58521 BG342344 CREBBP/EP300 inhibitory protein 1Cri1 1.103676 1.040921 1.119748 1.032105 0.823903 0.687722 0.740466 1.155252 -0.14469 -1.33657 -0.07632 -1.36471 0.258122 0.801718 0.528853 -0.61985
42814 17231 NM_008572mast cell protease 8 Mcpt8 1.035064 1.063737 1.257759 0.95203 0.882115 0.896298 0.91508 1.111006 -1.31007 -1.41835 0.660191 -1.27217 -1.26398 -1.33027 -1.18162 -0.81823
42815 102193 AA260796 zinc finger, DHHC domain containing 7Zdhhc7 1.069584 1.564536 0.915678 0.815881 1.631268 0.989449 1.066954 0.974767 1 0.85962 -1.03836 0.906882 0.992386 0.992604 NA
42816 98386 BG230073 lamin B receptor Lbr
42817 BB250824
42818 13855 BG794880 epsin 2 Epn2
42819 AA914312 0.998123 0.918228 0.803454 0.983715 0.871888 0.850246 0.867497 1.054457 -1.41244 -0.92556 0.612922 -1.41736 -0.00969 -0.5326 -0.27137 -1.22009
42820 17930 NM_008664myomesin 2 Myom2
42821 1.092127 0.974288 1.119388 0.809913 0.978572 1.019482 1.047021 1.240572 -0.43043 -1.33657 -0.56175 0.605781 -1.41539 -1.247 -1.02632 0.48654
42822 69726 AW060243 SET and MYND domain containing 3Smyd3 0.778683 0.851175 0.811641 0.852466 0.678127 -1.27217 -1.34265 -1.37437 -1.27217 -1.41404 NA NA
42823 56744 AB017491 chemokine (C-X-C motif) ligand 4Cxcl4
42824 15107 BE853469 L-3-hydroxyacyl-Coenzyme A dehydrogenase, short chainHadhsc 0.943456 0.973049 1.027393 1.092731 0.967865 1.003056 1.216268 1.382407 -0.48881 -1.26398 -1.14037 0.201243 -1.07368 -1.4036 0.983656 0.999866
42825 81906 AK009285 cytochrome P450, family 4, subfamily x, polypeptide 1Cyp4x1 1.116032 1.552101 0.911682 0.973259 0.975397 0.952678 1.359722 0.839859 0.99972 -0.97687 -1.33657 -0.76264 -1.40078 -0.08986 NA
42826 228829 BI714958 RIKEN cDNA 6820402O20 gene6820402O20Rik0.892563 0.830638 0.915939 1.052894 1.024137 0.740344 0.815514 0.823869 -1.35953 -1.15093 -0.93855 -0.10347 0.291042 0.333495 -1.3831 -1.38711
42827 14067 NM_007976coagulation factor V F5
42828 94353 BC005693 high mobility group nucleosomal binding domain 3Hmgn3 0.993741 1.015163 1.135403 1.330158 0.740924 -1.29553 -0.87261 -0.28568 -0.47421 0.821641 NA NA
42829 72103 NM_024251RIKEN cDNA 2010301N04 gene2010301N04Rik
42830 217946 BC006933 cDNA sequence BC006933BC006933 1.003576 1.151239 0.757928 1.093941 0.971279 -0.76264 -1.38711 0.775411 -1.15093 -0.54718 NA NA
42831 19895 AA185912 ribose 5-phosphate isomerase ARpia 0.896628 1.133671 1.06606 0.712845 1.284662 0.921439 1.269776 1.137157 -1.05027 -0.95144 -1.35413 -0.87261 -0.21456 -0.48881 -0.44502 -0.92556
42832 14297 NM_008044Friedreich ataxia Frda 1.001956 1.65864 1.316659 1.533511 1.414787 1.245636 1.695563 2.458035 -1.16133 0.995379 0.96161 0.982251 0.938078 0.224293 0.996873 0.999599
42833 17306 NM_008596mitsugumin 29 Mg29 1.134697 1.437368 0.813006 0.866662 0.421361 -0.28568 0.51224 -0.32882 -1.4165 0.999659 NA NA
42834 67420 BG094874 RIKEN cDNA 3732409C05 gene3732409C05Rik
42835 23808 AW556976 ash2 (absent, small, or homeotic)-like (Drosophila)Ash2l
42836 66120 AW912442 FK506 binding protein 11 Fkbp11 1.105325 0.512036 0.758386 0.513158 0.930457 0.451701 -1.14037 0.224293 -1.02632 0.583764 -1.4036 0.520599 NA
42837 98576 BC009154
42838 AI841384 0.76383 0.675648 0.391244 1.593891 -1.03836 -1.39772 -0.21456 0.312476 NA NA NA
42839 14897 BC004085 gene trap locus 6 Gtl6
42840 28113 BF225652 Terf1 (TRF1)-interacting nuclear factor 2Tinf2
42841 74198 BE949911 deltex 2 homolog (Drosophila)Dtx2 0.844082 0.797011 1.246169 0.96639 1.275748 2.15829 0.450807 0.98763 0.591203 0.85962 0.990415 0.30181 NA
42842 11950 BE626323 ATP synthase, H+ transporting, mitochondrial  F0 complex, subunit b, isoform 1Atp5f1 1.201693 1.770979 0.855729 0.622993 0.792976 0.955331 0.97354 0.528853 0.85962 -1.41244 -0.89928 -0.4013 -1.03836 -0.66313 NA
42843 231002 AI447419 cDNA sequence BC025458BC025458 0.930842 1.154181 0.683798 0.995627 1.186987 1.331454 -1.35953 -0.18645 0.938078 -1.06205 -0.35774 -0.83195 NA
42844 BG085109 0.876902 0.452346 1.157491 1.06072 0.656935 0.93252 -1.38711 1 -1.41539 0.730658 1 -0.21456 NA
42845 232787 W79966 similar to KIAA1285 protein na 1.23863 0.435834 1.189772 1.112535 1.581214 1.275194 1.298965 -0.85914 0.343849 -0.92556 -1.15093 -0.77664 -0.76264 -0.70608 NA
42846
42847 27395 AK010604 mitochondrial ribosomal protein L15Mrpl15 0.940907 1.046361 0.975922 0.890995 0.904902 0.810732 0.904425 0.879708 -0.60536 -0.92556 -1.26398 0.18957 0.18957 0.942493 0.201243 0.40377
42848 1.025832 -1.26398 NA NA NA NA NA NA
42849 56745 AK005484 C1q and tumor necrosis factor related protein 1C1qtnf1
42850 74766 BE553543 RIKEN cDNA 1300010K09 gene1300010K09Rik 1.550463 1.317072 0.862808 -0.06285 0.450807 0.85962 NA NA NA NA
42851 74201 AK012971 RIKEN cDNA 2810403B08 gene2810403B08Rik
42852 67442 BE448794 RIKEN cDNA 0610039N19 gene0610039N19Rik
42853 71438 BE956880 RIKEN cDNA 5530600P05 gene5530600P05Rik
42854 74164 AF223576 nuclear transcription factor, X-box binding 1Nfx1 1.113736 0.951657 1.178209 1.143561 1.106542 0.99107 1.029097 0.930918 -0.6918 -1.31702 0.129773 -0.38676 -0.77664 -1.41404 -1.23822 -1.30291
42855 20379 AF117709 secreted frizzled-related sequence protein 4Sfrp4
42856 71584 AW048551 RIKEN cDNA 9130017L10 gene9130017L10Rik
42857 213539 AW986005 Bcl2-associated athanogene 2Bag2
42858 75339 AI848219 RIKEN cDNA 4930548G07 gene4930548G07Rik0.930127 1.001331 1.088468 0.979455 0.928375 0.933673 1.441366 2.275109 -1.11876 -1.41835 -1.00184 -1.40078 -1.39089 -1.23822 0.911157 0.999983
42859 106205 BI793824 RIKEN cDNA A430104C18 geneA430104C18Rik1.015715 1.06253 1.092489 1.109915 1.207461 1.124122 1.106373 1.299076 -1.3831 -1.14037 -0.81823 -0.57631 0.153976 -0.84558 -0.56175 0.746311
42860 170644 AW822292 ubinuclein 1 Ubn1 0.876115 0.858268 0.871535 1.121707 1.104826 0.996161 1.020492 1.46699 -0.54718 -1.12964 -0.63431 -1.25559 -0.96421 -1.19151 -0.83195 0.459898
42861 76936 BC005758 heterogeneous nuclear ribonucleoprotein MHnrpm 1.057463 1.05394 0.9249 0.948177 0.756401 0.926605 1.282205 1.089867 -0.95144 -1.00184 -0.59084 -0.98942 0.981758 -0.35774 0.954096 -0.45961
42862 21810 BF719330 transforming growth factor, beta inducedTgfbi 0.851297 0.76001 1.292993 0.895914 0.852558
42863 17005 X07984 leukocyte tyrosine kinase Ltk
42864 20195 AK003889 S100 calcium binding protein A11 (calizzarin)S100a11
42865 0.922421 0.876256 0.957884 1.277222 0.875948 0.860596 1.040336 1.045669 -0.74859 -0.97687 -1.25559 0.76603 -0.96421 -1.19151 -0.70608 -0.63431
42866 19885 NM_011281RAR-related orphan receptor gammaRorc 0.954503 0.806631 0.426441 0.642012 -1.41835 -1.38711 0.374282 -1.07368 NA NA NA
42867 13040 BE627990 cathepsin S Ctss 0.854339 0.886015 0.552361 1.053283 0.659592 0.622726 1.122954 0.88819 -0.48881 -1.09652 0.836346 -1.36471 -0.4013 0.829126 -1.12964 -1.35413
42868 76332 AW049714 component of oligomeric golgi complex 2Cog2
42869 15488 AW987111 hydroxysteroid (17-beta) dehydrogenase 4Hsd17b4 0.917053 1.177327 1.203642 1.279942 0.713558 0.854711 0.911536 1.133442 -1.08517 -0.11714 0.105201 0.788902 0.775411 -0.67749 -1.27217 -0.5326
42870 77809 BE136111 RIKEN cDNA A930011F22 geneA930011F22Rik0.999818 0.609863 1.102959 0.716769 -1.41847 0.963541 -0.13088 0.829126 NA NA NA
42871 26888 NM_011999C-type (calcium dependent, carbohydrate recognition domain) lectin, superfamily member 6Clecsf6
42872 232023 BF467805 expressed sequence AW146242AW146242 0.897071 0.738987 0.719056 0.792793 0.757388 0.717463 1.023146 0.951064 -0.00969 0.99448 0.997395 0.943901 0.96161 0.998144 -1.32375 -1.00184
42873 72459 BB410230 RIKEN cDNA 2600017A12 gene2600017A12Rik
42874 NM_008850 1.020813 1.06306 1.111058 1.048695 1.011795 0.96843 1.049115 1.16589 -1.18162 0.016424 0.821641 -0.38676 -1.33657 -0.87261 -0.17247 0.987277
42875 20873 L29479 serine/threonine kinase 18 Stk18 0.953285 1.002396 1.030118 1.217064 1.03502 1.021327 1.235743 1.37871 -0.91247 -1.41736 -1.21075 0.938078 -1.14037 -1.09652 0.963541 0.999636
42876 74123 AW489936 forkhead box P4 Foxp4 0.952938 1.054418 1.022183 1.165234 1.115536 0.992235 0.991152 0.873668 -1.41244 -0.96421 -1.33657 0.545053 -0.43043 -1.17156 -1.28017 -1.41059
42877 78891 AK019240 SCY1-like 1 (S. cerevisiae) Scyl1
42878 0.9443 0.869466 1.179058 -0.63431 -0.07632 0.422901 NA NA NA NA
42879 14582 NM_008114growth factor independent 1BGfi1b 0.509734 0.662352 0.695092 0.425257 1.453617 0.732945 0.436358 -1.21075 -1.00184 -0.64874 -1.14037 -1.41835 -0.95144 -0.18645 NA
42880 66272 BE628707 RIKEN cDNA 1810020G14 gene1810020G14Rik0.703917 0.870279 1.036843 1.104699 2.068807 0.912979 -0.28568 -1.10771 -1.4036 -1.31702 -0.21456 -1.05027 NA
42881 BE631912 RIKEN cDNA 2310032M22 gene2310032M22Rik1.243144 0.925884 1.243669 1.048972 0.639214 0.801426 -0.32882 -0.63431 -0.38676 -1.4036 -1.39089 -1.16133 NA
42882 11684 BG069982 arachidonate 12-lipoxygenaseAlox12 0.896529 0.763459 0.985347 1.043115 0.64489 0.83976 -1.40078 -1.30291 -0.85914 -0.4013 -0.57631 -0.03612 NA
42883 67238 BG084451 RIKEN cDNA 2810453I06 gene2810453I06Rik 1.03321 0.830767 1.1064 1.380594 0.961052 0.821901 0.979493 0.976475 -1.38711 0.165936 -0.50341 0.892959 -1.16133 0.520599 -1.28017 -1.29553
42884
42885 66700 BI558234 RIKEN cDNA 4921505F14 gene4921505F14Rik0.700656 1.481494 0.925504 0.778054
42886 97961 AW539872 expressed sequence C78541C78541 0.858681 0.912903 1.01305 0.909534 0.706464 0.592838 1.180948 1.993343 0.450807 -0.60536 -1.39442 -0.56175 0.970414 0.993606 0.477764 0.999999
42887 19983 AA409561 ribosomal protein L5 Rpl5 0.989054 1.043752 1.493467 1.367992 1.348862 1.112339 1.360466 1.164249 -1.16133 -0.80444 0.950487 0.672841 0.997231 0.672841 0.98895 0.714241
42888 110157 AB057663 v-raf-1 leukemia viral oncogene 1Raf1 0.834198 0.904753 0.963705 0.886352 1.000361 0.91296 -0.87261 -0.28568 -0.28568 -0.87261 0.003406 -1.09652 NA
42889 AL450341 0.9862 0.861207 0.791072 0.677889 0.81977 0.761157 0.818189 0.856097 -1.29553 -1.06205 0.291042 0.917246 0.354098 -1.10771 -0.74859 -1.02632
42890 17187 BF607547 Max protein Max 0.937123 1.201839 1.155311 1.105333 0.981837 0.948677 -1.01414 -0.66313 -0.60536 -0.97687 -1.4036 -1.30291 NA
42891 56335 AW985629 methyltransferase-like 3 Mettl3 1.029678 1.014717 0.88889 0.916152 0.845073 0.908451 0.922691 0.923135 -1.21075 -1.36471 0.413388 -0.5326 0.856479 0.224293 -0.22869 -0.24287
42892 72201 AW045896 RIKEN cDNA 2600013N14 gene2600013N14Rik0.902427 0.920497 0.703251 0.949562 -1.26398 -1.27217 -0.70608 -1.33027 NA NA NA
42893 NM_021886
42894 215512 AW060671 RIKEN cDNA 5730593F17 gene5730593F17Rik0.775557 0.882658 0.647266 0.963091 1.152476 0.959375 0.999367 0.432308 0.576224 -0.24287 -1.41847 -0.20048 NA
42895 67727 AK018526 RIKEN cDNA 9030425C21 gene9030425C21Rik
42896
42897 74192 AK008255 actin related protein 2/3 complex, subunit 5-likeArpc5l
42898 17218 AW536273 minichromosome maintenance deficient 5, cell division cycle 46 (S. cerevisiae)Mcm5 0.970348 0.98647 1.211107 1.087279 1.177697 1.074879 1.324733 1.307552 -1.27217 -1.41244 0.966273 0.129773 0.89047 -0.06285 0.999648 0.998725
42899
42900 68119 BC003230 chemokine-like factor super family 3Cklfsf3 1.1807 0.996081 1.146673 0.570943 0.428639 1.043539 1.103774 -0.00969 -1.36471 -1.06205 0.080268 0.967989 -1.19151 -1.41835 NA
42901 26903 AI430387 dysferlin Dysf 0.864568 0.891807 1.793496 4.00239 3.48226 1.870416 1.784757 0.977936 -1.12964 -1.06205 0.906882 1 1 0.825417 0.981252 -1.39772
42902 23802 BC003256 autocrine motility factor receptorAmfr 0.954302 1.498993 1.164262 1.135617 0.956037 1.148133 1.928403 -0.31441 0.775411 -0.80444 -0.28568 -0.5326 -0.2571 0.832769 NA
42903 67282 BE335238 RIKEN cDNA 2900091E11 gene2900091E11Rik0.836338 0.645038 0.768963 0.651408 0.911938 0.333907 0.915143 2.886236 -0.4013 -0.11714 -1.19151 0.432308 -1.3831 0.999388 -1.18162 0.990685
42904 59308 BC003706 RIKEN cDNA 0610012K22 gene0610012K22Rik1.125111 1.987585 1.723509 0.914424 1.011603 0.839507 -1.01414 0.672841 0.892959 -1.03836 -1.41798 -0.7203 NA
42905 18140 AF274046 nuclear protein 95 Np95 0.778251 0.643097 0.915169 1.047461 0.946322 0.804264 1.323447 0.858814 0.153976 0.922965 -0.93855 -1.35413 -1.31702 -0.34327 -0.44502 -0.77664
42906 AB016248 ESTs 0.599472 3.891709 0.795834 0.522538
42907 18553 BC003302 paired basic amino acid cleaving system 4Pace4 1.160805 0.959294 1.167013 1.054696 1.062819 1.225256 0.995563 1.056258 0.40377 -1.26398 0.432308 -1.17156 -1.20122 0.48654 -1.39772 -1.28017
42908 67203 AU042936 nuclear distribution gene E homolog 1 (A nidulans)Nde1 0.77539 1.313816 0.964512 1.106861 0.875321 -0.38676 -0.28568 -1.41404 -1.21075 -1.10771 NA NA
42909 71982 BF147947 sorting nexin 10 Snx10 1.040766 1.368615 1.093696 1.1576 1.033291 1.11585 1.235331 1.099697 -0.84558 0.984102 -0.47421 -0.00969 -0.96421 -0.21456 0.545053 -0.67749
42910 AI427444
42911 20448 NM_011373sialyltransferase 7 ((alpha-N-acetylneuraminyl 2,3-betagalactosyl-1,3)-N-acetyl galactosaminide alpha-2,6-sialyltransferase) DSiat7d 0.742152 0.728352 1.158696 0.893512 0.949493 0.680622 1.584469 0.730658 0.269197 -0.87261 -0.48881 -0.45961 0.459898 -1.01414 NA
42912 212974 BE632278 cDNA sequence BC023151BC023151
42913 227743 BI467100 mitogen-activated protein kinase associated protein 1Mapkap1 1.000577 0.659737 1.203044 1.021044 0.936834 0.619599 0.456833 -1.23822 -1.17156 -0.17247 -1.40617 -0.98942 -0.61985 0.323037 NA
42914 226695 AI893579 interferon activated gene 205Ifi205
42915 246277 BE623350 cysteine sulfinic acid decarboxylaseCsad 1.003556 1.469624 1.09974 0.91537 0.793714 0.862367 0.854651 0.900204 -1.41835 -0.59084 -1.18162 -1.31702 -1.03836 -1.28017 -1.22925 -1.28017
42916 66847 AK002482 RIKEN cDNA 0610010I17 gene0610010I17Rik 1.188214 1.314477 0.938406 -0.13088 0.18957 -1.37885 NA NA NA NA
42917 BG230326 0.979094 1.200031 1.138956 0.988062 1.022 1.083746 0.770268 1.390072 -1.35953 0.697037 0.30181 -1.39772 -1.35413 -1.22009 0.887932 0.933363
42918 63986 AI561532 glia maturation factor, gammaGmfg
42919 20299 AF076596 chemokine (C-C motif) ligand 22Ccl22 1.148133 1.359491 1.513509 1.022408 1.15241 1.641521 1.587517 1.260832 -0.02287 0.956368 0.99755 -1.36471 0.02936 0.999771 0.999426 0.775411
42920 76184 BB250460 ATP-binding cassette, sub-family A (ABC1), member 6Abca6 1.004821 1.164311 0.901264 0.965082 0.893866 0.972444 0.876942 1.050079 -1.41244 0.605781 0.280171 -1.10771 0.105201 -0.92556 0.598542 -0.87261
42921 0.967665 1.039068 1.133513 0.98152 0.928935 0.969681 0.992752 1.030461 -1.20122 -0.83195 0.856479 -1.26398 -0.21456 -1.23822 -1.39442 -0.6918
42922 74016 BG144508 RIKEN cDNA 3321402G02 gene3321402G02Rik1.209965 1.016682 0.973802 0.813216 1.151431 0.925957 0.978435 0.948921 0.40377 -1.41835 -1.41059 -0.21456 -0.50341 -1.247 -1.36471 -1.25559
42923 57266 NM_019568chemokine (C-X-C motif) ligand 14Cxcl14 0.689884 0.810732 0.95788 0.633232 2.690535
42924 0.957089 1.013439 1.401959 1.007839 1.131242 0.941147 0.972884 1.028084 -1.11876 -1.39089 0.980202 -1.41798 -0.22869 -1.15093 -1.29553 -1.3831
42925 21673 X68670 deoxynucleotidyltransferase, terminalDntt 0.787663 1.43709 1.324623 1.251143 0.976544 0.849333 0.374282 0.23567 -0.81823 -0.30002 -1.4036 -1.21075 NA
42926 68572 BI525606 immature colon carcinoma transcript 1Ict1 1.043629 0.969457 0.979059 0.931036 0.925798 1.080612 1.059516 0.907876 -0.83195 -1.34265 -1.41539 -0.66313 -0.98942 -0.89928 -0.85914 -1.25559
42927 79263 NM_024468tripartite motif protein 39 Trim39 1.07447 0.996794 1.383098 1.116836 0.778642 0.686701 1.081757 -1.16133 -1.41798 -0.02287 -0.89928 -0.97687 -0.37224 -1.20122 NA
42928 67683 AW987795 RIKEN cDNA 2610029G23 gene2610029G23Rik0.799037 1.014656 0.87895 0.912127 0.783607 1.456435 1.088765 1.217522 0.96161 -1.37437 0.48654 -0.38676 0.941054 0.998642 -0.27137 0.79752
42929 13629 BC007152 eukaryotic translation elongation factor 2Eef2 0.970957 0.823029 1.006661 0.846278 0.898452 0.851375 0.79785 0.989851 -1.28795 0.583764 -1.37437 -0.37224 -0.6918 -0.51801 0.092779 -1.41244
42930 58207 NM_021398embryonic epithelial gene 1 Eeg1 0.823025 1.160634 1.128257 0.953627 0.987042 1.144394 1.023156 1.237714 0.911157 0.666562 0.354098 -0.96421 -1.26398 0.384217 -1.33027 0.880008
42931 76479 BG919322 RIKEN cDNA 2410004J23 gene2410004J23Rik 0.816955 0.888266 1.59868 0.830163 0.955598 0.800036 0.828654 1.586933 -0.56175 -1.36471 0.984102 -1.28795 -1.4036 -1.19151 -1.08517 0.892959
42932 66522 AA869075 RIKEN cDNA 2810003H13 gene2810003H13Rik
42933 75686 AK013493 RIKEN cDNA 2310041H06 gene2310041H06Rik
42934 266781 BG090051 sorting nexin 17 Snx17 0.759102 1.339568 1.177831 0.717262 0.881339 0.624706 0.956368 1 0.999611 0.666562 0.999972 -1.35413 NA
42935 16886 AW742813 LIM motif-containing protein kinase 2Limk2 1.096953 0.723755 1.114225 1.53061 1.480169 1.615782 0.804715 -0.38676 -1.33027 -1.19151 0.312476 0.165936 0.495211 -1.41059 NA
42936 69544 AK009247 WD repeat domain 5B Wdr5b 1.081197 1.152241 0.909973 0.894323 1.025728 1.087922 1.16177 1.249082 -0.67749 -0.02287 -0.41586 -0.07632 -1.40617 -1.01414 0.18957 0.495211
42937 77219 BG089701 RIKEN cDNA 1810016I24 gene1810016I24Rik 0.837044 1.197015 0.830552 0.460205 1.822349 1.570868 -1.32375 -1.10771 -1.41404 -0.34327 0.258122 -0.03612 NA
42938 56367 AU079936 short coiled-coil protein Scoc 0.748681 0.934854 0.806361 0.868381 0.333495 -1.26398 -0.34327 -0.24287 NA NA NA
42939 63986 AK009967 glia maturation factor, gammaGmfg 0.936045 1.083951 0.852975 0.967015 1.048378 0.888856 1.248639 1.556201 -0.47421 -0.35774 0.697037 -1.07368 -1.27217 0.477764 0.984958 0.999994
42940 214384 AI449961 SRF co-factor protein (cardiac and smooth muscle)Srfcp
42941 54373 AJ131775 protease, serine, 16 (thymus)Prss16 0.911101 1.055521 1.063207 0.920833 1.233125 0.789296 1.125293 1.158053 -0.14469 -1.14037 -0.76264 -0.96421 0.612922 0.583764 0.30181 0.714241
42942 56706 BG093422 cyclin L1 Ccnl1 0.958604 0.844589 1.040565 0.922584 0.880502 0.772046 0.809515 1.145371 -1.30291 0.583764 -0.87261 -0.76264 0.06767 0.963541 0.640509 0.520599
42943 67030 AA929176 Fanconi anemia, complementation group LFancl
42944 235134 BF020731 RIKEN cDNA A530090G11 geneA530090G11Rik0.865804 0.997414 0.990938 1.182447 0.978569 0.98601 1.293707 1.653269 0.770759 -1.4165 -1.39442 0.853278 -1.28795 -1.35953 0.997474 1
42945 69806 AK007986 RIKEN cDNA 1810074D23 gene1810074D23Rik1.109478 1.459527 1.010101 0.976831 0.866119 0.899976 0.860013 0.832119 0.201243 0.999585 -1.41539 -1.39772 0.697037 -0.95144 -0.38676 0.805844
42946 68592 AK003787 RIKEN cDNA 1110018L13 gene1110018L13Rik 0.968187 0.959226 0.966991 1.168475 1.123063 1.063231 1.04928 1.107034 -1.07368 -0.87261 -1.03836 0.919192 0.640509 -0.38676 -0.70608 0.459898
42947 22365 AI837147 vacuolar protein sorting 45 (yeast)Vps45 1.260281 1.121988 1.03721 0.933443 1.058626 0.774983 1.053532 0.844708 -0.03612 -1.06205 -1.41835 -1.31702 -1.22925 -0.5326 -1.30291 -1.28795
42948 67226 AK018383 RIKEN cDNA 2810428F02 gene2810428F02Rik1.009563 0.753563 1.001657 1.383085 1.011927 0.856493 1.067706 0.595644 -1.39772 0.805844 -1.41404 0.877262 -1.40617 -0.17247 -1.08517 0.988307
42949 99382 BG063761 expressed sequence AW539457AW539457 0.78468 0.96848 0.826319 0.858532 0.752297 1.147345 1.066749 0.656832 0.793248 -1.31007 0.413388 -0.14469 0.788902 -0.92556 -1.18162 0.993417
42950 78906 BG965072 RIKEN cDNA 9130017N09 gene9130017N09Rik0.846698 0.963106 0.84426 1.352517 1.614561 0.894021 1.068477 -1.247 -1.40617 -1.15093 0.640509 -0.83195 -1.3485 -1.28017 NA
42951 117171 BG292600 RIKEN cDNA 1110038F14 gene1110038F14Rik1.141419 1.215117 1.117222 1.13668 1.406233 0.770466 0.916717 0.432308 0.685121 -0.2571 -0.56175 0.950487 0.18957 -1.09652 NA
42952 70231 AW551843 golgi reassembly stacking protein 2Gorasp2 1.026533 1.052169 1.074765 0.878471 0.66651 -1.3485 -1.28017 -1.33657 -1.40078 0.165936 NA NA
42953 AW322649 0.892965 0.873135 0.922981 1.107394 0.979401 0.983447 0.952339 1.184365 0.129773 0.44161 -0.44502 -0.04945 -1.33657 -1.36471 -1.21075 0.741177
42954 0.993066 1.000538 1.033097 1.251572 0.911147 0.90619 1.01519 1.177221 -1.41835 -1.41847 -1.3485 -0.24287 -1.16133 -1.12964 -1.4036 0.02936
42955 230738 AA125159 cDNA sequence BC036563BC036563 1.078578 1.145038 0.99125 0.878393 0.909171 0.666355 0.865278 1.136361 -0.41586 0.153976 -1.40617 0.06767 -0.88599 0.999836 -1.02632 0.583764
42956 20534 BE133664 solute carrier family 4 (anion exchanger), member 1, adaptor proteinSlc4a1ap 1.005252 1.112157 1.27421 0.902287 1.154643 1.153302 0.910213 -1.35953 -1.01414 0.374282 -1.01414 -1.4036 -1.40617 -0.84558 NA
42957 22142 BC008117 tubulin, alpha 1 Tuba1 0.931878 0.947145 1.363549 0.966661 0.926438 0.990502 1.165554 1.037776 -0.85914 -1.06205 0.96161 -1.27217 -0.77664 -1.4085 0.177801 -1.27217
42958 50932 BF323207 mitogen-activated protein kinase kinase kinase kinase 6Map4k6 1.024015 1.071739 0.987895 0.897232 0.919861 0.898407 0.90258 1.042984 -1.27217 -0.43043 -1.37885 0.323037 -0.02287 0.354098 0.224293 -0.98942
42959 210148 BC005753 solute carrier family 30 (zinc transporter), member 6Slc30a6 1.079542 1.046891 1.467618 1.251413 1.320256 1.014426 1.162298 1.139176 -0.04945 -0.79057 1 0.995899 0.999041 -1.27217 0.887932 0.76603
42960 80290 BC003323 cDNA sequence BC003323BC003323
42961 14701 BI649027 guanine nucleotide binding protein (G protein), gamma 12Gng12 0.874795 0.98362 1.109731 1.137685 1.030353 0.948104 0.816399 1.257811 -0.10347 -1.41059 -0.28568 -0.50341 -1.32375 -0.73447 0.583764 0.016424
42962 20230 BB158064 special AT-rich sequence binding protein 1Satb1 0.999909 1.02609 1.015159 0.745972 1.128387 0.799811 0.892566 1.099874 -1.41798 -1.35413 -1.39772 0.612922 -0.47421 -0.04945 -0.6918 -0.93855
42963 13710 BE199608 E74-like factor 3 Elf3 1.015002 0.866611 0.972877 1.108045 1.152671 0.966119 0.934883 1.040019 -1.37437 -0.02287 -1.28795 -0.45961 -0.17247 -1.26398 -0.85914 -1.28795
42964 0.918832 0.955068 0.701595 0.84172 0.366144 0.980367 0.939949 -1.247 -1.23822 0.165936 -0.85914 0.79752 -0.98942 -1.41847 NA
42965 140546 BI790979 prion protein interacting protein 1Prnpip1 1.37687 0.889673 1.167516 0.671463 1 1 1 1 NA NA NA
42966 246696 AW125634 solute carrier family 25, member 28Slc25a28 0.628586 1.04881 0.787006 0.895043 1.882761 1.173084 0.449075 0.003406 -1.37885 -1.33027 -1.41244 -0.61985 -1.27217 -0.24287 NA
42967
42968 15483 AI789787 hydroxysteroid 11-beta dehydrogenase 1Hsd11b1
42969 65107 AA517220 low-density lipoprotein receptor-related protein 10Lrp10 1.032892 1.009049 1.037362 1.056478 1.067481 1.142445 1.151258 1.188748 -0.74859 -1.35953 -0.59084 0.042214 0.333495 0.983656 0.991454 0.999128
42970 30839 NM_013908F-box and WD-40 domain protein 5Fbxw5
42971 219158 AW822520 RIKEN cDNA 2610301G19 gene2610301G19Rik1.088441 0.96354 1.014144 0.811409 0.896691 1.318672 0.98825 1.12657 -0.35774 -1.35953 -1.32375 0.06767 -1.39089 0.685121 -1.41244 -0.45961
42972 BI251147 histone gene complex 2 Hist2 0.906315 1.039988 1.002107 1.159643 1.186789 1.38942 1.105002 1.116698 -0.13088 -0.79057 -1.28795 0.44161 0.201243 0.697037 0.117532 -0.07632
42973 AI461942 0.998607 1.131179 1.062413 1.057575 0.845321 0.72869 0.679787 0.964068 -1.41798 0.23567 -0.81823 -0.89928 0.70286 0.997315 0.999824 -1.18162
42974 66714 NM_025722RIKEN cDNA 4921524J17 gene4921524J17Rik 0.993501 1.22982 1.135142 0.895174 1.000658 0.842564 1.025341 1.129785 -1.23822 0.9832 0.374282 -1.03836 -1.33027 -0.02287 -0.7203 0.054985
42975 64436 NM_033134inositol polyphosphate-5-phosphatase EInpp5e 1.002706 0.9374 0.981625 1.133973 1.014111 1.05306 0.935846 0.961145 -1.41539 -0.24287 -1.28795 0.788902 -1.34265 -0.57631 -0.20048 -0.87261
42976 68002 BF721428 RIKEN cDNA 1110058L19 gene1110058L19Rik 0.868849 1.034977 0.876295 1.221353 1.06459 0.899302 0.982538 0.714578 -0.18645 -1.4085 -0.41586 -0.48881 -1.20122 -1.247 -1.40078 0.323037
42977 66075 AK002889 RIKEN cDNA 0610041L09 gene0610041L09Rik
42978 320150 BE989900 RIKEN cDNA D130071N24 geneD130071N24Rik
42979 67973 AK013337 RIKEN cDNA 2810453H10 gene2810453H10Rik1.151737 1.467636 0.677374 0.912404 1.025071 -0.5326 0.117532 0.882701 -1.02632 -1.38711 NA NA
42980 27556 BF458221 DNA segment, Jeremy M. Boss 3D0Jmb3
42981 22368 BC005415 transient receptor potential cation channel, subfamily V, member 2Trpv2
42982 66904 NM_025835propionyl Coenzyme A carboxylase, beta polypeptidePccb 1.09666 0.878216 0.971322 1.218421 1.117003 0.856254 1.011746 1.114439 0.129773 0.666562 -1.18162 0.969625 0.18957 0.730658 -1.37885 0.413388
42983 74734 AK017885 ras homolog gene family, member HArhh 0.997173 0.592935 0.71836 0.961444 0.887665
42984 72310 BF714837 natural killer cell group 7 sequenceNkg7 0.9418 1.240798 0.967027 0.859109 0.855244 0.771149 0.959369 0.790945 -0.63431 0.977333 -1.20122 0.697037 0.761221 0.968817 -1.00184 0.981758
42985 50790 NM_019477fatty acid-Coenzyme A ligase, long chain 4Facl4 0.817375 1.04476 1.016811 0.882104 1.225337 1.064935 -0.73447 -1.37885 -1.31702 -1.10771 -0.13088 -1.09652 NA
42986 19349 BF227076 RAB7, member RAS oncogene familyRab7 0.83021 0.988294 0.94732 1.052451 0.82195 1.71164 0.9867 1.554117 -1.15093 -1.35953 -1.31007 -1.36965 -1.41059 -0.48881 -1.41244 0.85962
42987 224143 BE985067 RIKEN cDNA 9630046K23 gene9630046K23Rik1.205394 1.10314 1.029206 1.239648 1.173703 1.051313 0.816856 1.442965 0.801718 -0.18645 -1.31702 0.871606 0.552999 -1.01414 0.868695 0.998911
42988 69077 BE456940 proteasome (prosome, macropain) 26S subunit, non-ATPase, 11Psmd11
42989 76889 AK002619 RIKEN cDNA 0610012P18 gene0610012P18Rik0.679711 0.950996 0.660608 0.59875 0.600435 1.245901 1.084998 1.15925 0.984102 -1.08517 0.30181 0.971936 0.583764 -0.38676 -1.28017 -0.45961
42990
42991 23992 NM_011871protein kinase, interferon inducible double stranded RNA dependent activatorPrkra 0.967211 0.781769 0.779223 0.721539 1.012311 1.214309 1.022571 1.877047 -1.41847 -0.35774 -0.2571 -0.88599 -1.16133 -0.61985 -1.40617 0.983656
42992 17120 AF083812 mitotic arrest deficient 1-like 1Mad1l1 0.739505 0.913474 0.810501 0.573233 0.376021 2.102855 1.498828 1.153051 0.291042 -1.16133 -0.32882 0.95292 0.999426 0.985772 0.7198 -0.83195
42993 56424 BI656703 STIP1 homology and U-Box containing protein 1Stub1 0.877182 1.093061 0.934701 0.836779 0.755815 0.985567 0.897855 0.999811 0.291042 -0.57631 -0.74859 0.552999 0.986544 -1.40078 -0.21456 -1.4165
42994 16992 NM_010735lymphotoxin A Lta 0.841937 1.218583 0.77013 0.785615 0.816283 -1.21075 -1.4165 -1.41736 -1.41835 -1.25559 NA NA
42995 67203 AI413754 nuclear distribution gene E homolog 1 (A nidulans)Nde1
42996 13726 NM_007927emerin Emd 0.94084 1.193579 0.7429 0.82616 0.71108 0.675409 0.666882 0.757413 -0.98942 0.291042 0.911157 0.413388 0.92658 0.965384 0.982731 0.708595
42997 23999 BC003338 protein tyrosine kinase 9-like (A6-related protein)Ptk9l 0.895252 1.017033 1.13073 1.437411 -1.06205 -1.4085 -0.97687 0.06767 NA NA NA
42998 67967 BG975781 polymerase (DNA-directed), delta 3, accessory subunitPold3
42999 0.956394 0.792159 0.872955 0.798505 1.021101 1.09252 0.793103 -1.21075 -0.13088 -0.50341 0.092779 -1.41244 -1.37885 0.18957 NA
43000 30955 NM_020272phosphoinositide-3-kinase, catalytic, gamma polypeptidePik3cg 1.056717 1.178189 0.826904 0.974976 0.76436 0.988582 0.78441 0.664821 -1.02632 0.394046 0.477764 -1.36471 0.913229 -1.4036 0.868695 0.998144
43001 20382 AF250135 splicing factor, arginine/serine-rich 2 (SC-35)Sfrs2 0.948991 1.217505 1.256729 0.855573 1.00147 0.259775 1.091803
43002 67781 AA217211 interleukin enhancer binding factor 2Ilf2 0.820265 0.838478 0.889297 0.733254 0.781542 0.724954 0.973771 1.176739 0.62691 0.374282 -0.56175 0.955245 0.258122 0.871606 -1.38711 0.246946
43003 218138 BG962517 GDP-mannose 4, 6-dehydrataseGmds 1.239652 1.216415 1.31702 1.369513 1.083402 1.714446 1.283419 0.915258 0.672841 0.612922 0.761221 0.054985 0.976715 0.868695 NA
43004 54630 BI794331 LIM domain only 6 Lmo6 0.815405 1.185696 0.999261 1.008579 0.85629 0.750428 1.044818 0.971951 0.48654 0.714241 -1.34265 -0.80444 -0.81823 0.612922 -1.12964 -1.33027
43005 67948 C80260 DNA segment, Chr 1, ERATO Doi 578, expressedD1Ertd578e 0.843424 0.988432 1.089007 1.093059 0.867979 1.057388 1.057373 1.31254 0.647165 -1.3831 -0.76264 -0.32882 -1.11876 -0.83195 -0.66313 0.922965
43006 24086 AA217449 tousled-like kinase 2 (Arabidopsis)Tlk2
43007 15162 NM_010407hemopoietic cell kinase Hck 0.789567 1.005198 0.932156 1.23843 0.473401 1.391461 1.175668 0.685901 -1.41798 -1.41736 -1.03836 -0.60536 0.850016 0.660191 0.092779 -1.10771
43008 BG077646
43009 66977 NM_023284cell division cycle associated 1Cdca1 0.99455 1.274841 0.973018 2.197974 0.913502 0.525654 1.592984 -1.35953 -0.00969 -1.41404 0.44161 -1.06205 0.653725 0.503778 NA
43010 28169 AK015906 1-acylglycerol-3-phosphate O-acyltransferase 3Agpat3 0.88491 1.191368 1.102749 1.027261 0.804937 0.79968 0.997289 0.921591 -0.95144 -0.20048 -1.10771 -1.33027 0.751363 0.79752 -1.10771 -0.93855
43011 84544 NM_032465RIKEN cDNA 1700109I12 gene1700109I12Rik 1.009632 1.264237 1.209361 1.118305 0.893419 0.643569 0.646627 1.604951 -1.41244 -1.14037 -0.2571 -0.96421 -0.93855 0.503778 0.909041 0.788902
43012 76357 BG072842 RIKEN cDNA 2610027O18 gene2610027O18Rik0.704694 1.183802 0.984719 1.01441 1.581327 0.503778 -1.26398 -1.34265 -1.41244 0.280171 NA NA
43013 230734 BI657606 cDNA sequence BC023823BC023823 1.004617 1.055237 1.361792 1.181636 0.935198 1.072058 0.866443 1.360815 -1.41835 -0.81823 0.880008 0.44161 -1.30291 -1.09652 -0.61985 0.887932
43014 71538 NM_023605f-box only protein 9 Fbxo9 0.957017 0.915804 0.989473 0.891587 0.932007 0.928608 1.085907 1.132572 -1.01414 -0.34327 -1.4085 0.224293 -0.66313 -0.63431 -0.27137 0.422901
43015 67865 BE860025 regulator of G-protein signalling 10Rgs10 0.985036 1.028018 0.965365 0.777958 0.857439 0.957968 1.034087 0.967484 -1.33657 -1.16133 -1.01414 0.9991 0.906882 -0.84558 -1.05027 -1.06205
43016 BE947959 1.935808 1.835628 1.107491 0.645104 2.435158 2.07117 2.514546 1.737823 0.999861 0.999496 -0.81823 0.979097 1 0.999974 1 0.998201
43017 16619 NM_020268kallikrein 27 Klk27 0.918856 1.076666 1.094295 0.815995 0.833757 0.950264 0.717878 1.17276 -1.14037 -1.03836 -1.05027 -0.35774 -0.56175 -1.4036 0.583764 -0.98942
43018 11604 BB174995 agouti related protein Agrp
43019 73825 AW047528 RIKEN cDNA 1110018J12 gene1110018J12Rik 0.946402 1.018542 0.859124 0.957033 0.768186 0.886225 0.901471 0.941425 -0.11714 -1.22009 0.988307 -0.47421 0.999997 0.92658 0.825417 0.02936
43020 216443 AW542098 similar to methionine-tRNA synthetase; methionine tRNA ligase; methionyl-tRNA synthetasena 1.012296 0.975676 1.036178 1.131744 1.251867 0.86091 1.007145 0.916741 -1.39089 -1.34265 -1.25559 -0.73447 0.825417 0.269197 -1.39442 -0.81823
43021 1.075214 0.850634 1.060929 1.024966 0.877573 0.981743 0.956809 0.894054 -0.15855 0.924792 -0.47421 -1.22009 0.761221 -1.30291 -0.83195 0.537005
43022 24116 AK019191 Wolf-Hirschhorn syndrome candidate 2 (human)Whsc2 0.948473 0.377834 1.035469 0.473949 1.535775 2.359962 0.98488 -0.10347 0.999999 -0.03612 0.770759 -0.98942 1 0.129773 NA
43023 216805 BE952458 RIKEN cDNA B430214A04 geneB430214A04Rik0.865514 0.822731 1.241383 1.417157 0.75235 0.835283 0.894123 -0.43043 -0.31441 0.44161 0.568584 -0.83195 0.384217 -1.4036 NA
43024 23853 BE943894 differentially expressed in FDCP 6Def6 0.848523 1.079962 1.024497 1.12887 0.965231 1.090235 1.15111 1.081841 0.850016 -0.28568 -1.27217 0.48654 -1.10771 -0.08986 0.697037 -0.24287
43025 19679 AF058693 retinal degeneration B2 homolog (Drosophila)Rdgb2 0.963094 1.002862 1.05514 1.166077 0.996495 0.974444 1.101877 1.137204 -1.03836 -1.4165 -0.70608 0.839859 -1.41539 -1.22925 0.212817 0.647165
43026 70021 BI790110 RIKEN cDNA 2510015F01 gene2510015F01Rik1.086972 1.065001 1.026325 1.186394 0.982579 0.979771 1.174497 1.107396 0.312476 -0.17247 -1.12964 0.982251 -1.28017 -1.23822 0.970414 0.62691
43027 75284 BF471818 RIKEN cDNA 4930556P03 gene4930556P03Rik0.963318 1.007766 0.919607 0.840748 0.797582 0.87657 0.79193 0.767628 -1.14037 -1.40617 -0.31441 0.801718 0.96061 0.44161 0.955245 0.989852
43028 26556 AI119849 homer homolog 1 (Drosophila)Homer1 0.99108 0.945034 0.901024 1.026716 0.940055 0.972992 1.114108 0.986632 -1.35953 0.06767 0.89047 -0.96421 0.224293 -0.92556 0.911157 -1.28795
43029 55947 C87403 DNA cross-link repair 1A, PSO2 homolog (S. cerevisiae)Dclre1a 0.960238 1.017604 1.103243 1.09939 0.988158 1.017972 0.997359 1.025361 -0.73447 -1.27217 0.44161 0.591203 -1.28017 -1.26398 -1.41539 -1.12964
43030
43031 1.078033 1.18853 1.037049 1.046859 0.990566 1.287319 1.09726 1.150063 -0.24287 0.913229 -1.06205 -0.88599 -1.34265 0.996873 0.432308 0.741177
43032 69962 BF467264 RIKEN cDNA 2810422O20 gene2810422O20Rik0.833551 1.121055 1.030064 0.874059 0.874215 1.046605 1.12114 1.052784 0.89047 0.117532 -1.30291 0.354098 0.568584 -1.21075 0.117532 -0.98942
43033 67456 BG088169 RIKEN cDNA 1200009B18 gene1200009B18Rik1.023132 1.001266 1.019864 0.973476 0.903613 1.013144 1.23493 0.966813 -1.14037 -1.41736 -1.21075 -1.05027 0.746311 -1.32375 0.999557 -0.85914
43034 83409 BF539515 RIKEN cDNA 2010111E04 gene2010111E04Rik0.930202 0.927948 0.882562 0.976933 0.887882 1.014748 1.074631 1.023569 0.224293 0.280171 0.904678 -1.14037 0.874461 -1.30291 0.212817 -1.14037
43035 0.94823 1.217736 1.05647 0.964732 1.079283 0.801072 1.022026 1.121396 -1.06205 0.640509 -1.12964 -1.247 -0.77664 0.576224 -1.37437 -0.56175
43036 54354 AI648031 Ras association (RalGDS/AF-6) domain family 5Rassf5 1.006219 0.854137 0.894427 0.766772 0.730585 0.929973 1.161552 0.974133 -1.39772 -0.14469 -0.61985 0.633758 0.821641 -1.16133 -0.13088 -1.31702
43037 66403 AA120714 ASF1 anti-silencing function 1 homolog A (S. cerevisiae)Asf1a 0.87734 1.07079 1.079528 1.01127 0.842142 0.974819 0.908873 1.070722 0.374282 -0.59084 -0.50341 -1.41736 0.756332 -1.32375 -0.41586 -0.66313
43038 0.848363 0.568985 0.826283 1.277904 0.925218 0.877725 0.448696 1.043761 0.003406 0.939582 -0.88599 -1.41059 -0.85914 -0.67749 0.984958 -0.96421
43039 AF134119 0.956972 0.95365 1.015409 0.905065 0.887849 0.901039 0.964282 0.872164 -0.45961 -0.34327 -1.27217 0.801718 0.924792 0.839859 -0.70608 0.973386
43040 70584 AK017713 p21 (CDKN1A)-activated kinase 4Pak4 0.827556 1.045317 1.020042 1.011282 1.099252 0.614215 2.130131 0.881571 -0.41586 -1.36471 -1.41244 -1.4165 -1.19151 -0.48881 0.882701 -1.23822
43041 114662 D19363 implantation serine protease 2Isp2 0.940444 1.039593 1.147702 1.195546 0.994581 1.003711 1.127004 1.320351 -0.30002 -0.88599 0.880008 0.981252 -1.40617 -1.41244 0.756332 0.999932
43042 0.877414 1.02153 0.96197 0.902154 0.801596 0.966159 1.03758 1.153809 0.18957 -1.3485 -1.23822 -0.21456 0.880008 -1.28017 -1.21075 0.343849
43043 18972 AI835652 polymerase (DNA directed), delta 2, regulatory subunitPold2 0.968207 0.969682 0.92007 0.927263 0.861467 0.918923 0.843601 1.000106 -1.14037 -1.16133 -0.08986 -0.2571 0.79752 -0.06285 0.839859 -1.41847
43044 232449 BF721908 RIKEN cDNA 2500002K03 gene2500002K03Rik0.871366 1.412922 1.237934 0.810195 0.783115 -1.39772 0.212817 -0.24287 -1.4165 -1.41244 NA NA
43045 59038 AK019381 peroxisomal membrane protein 4Pxmp4 1.00012 0.976053 0.759078 0.774318 0.891888 0.880615 1.066077 1.082763 -1.41847 -1.30291 0.998256 0.991696 0.40377 -0.00969 -0.54718 -0.61985
43046 0.941555 0.999661 1.021307 0.82644 1.019649 1.08236 0.944643 0.96917 -0.7203 -1.39089 -1.29553 0.7198 -1.22009 -0.59084 -1.08517 -1.33027
43047 1.057682 0.833675 0.748654 0.778393 1.159143 1.062457 1.066034 1.110168 -1.11876 0.343849 0.92658 0.770759 0.129773 -1.05027 -1.02632 -0.27137
43048 AK014387 0.825235 0.95102 1.230314 1.055671 0.970706 1.013528 1.20049 1.37194 0.48654 -1.17156 0.598542 -1.12964 -1.33027 -1.40078 0.40377 0.955245
43049 84113 BC008543 prostate tumor over expressed gene 1Ptov1 0.95488 0.831644 1.011778 0.851653 0.900245 0.841275 0.968702 1.024908 -0.85914 0.950487 -1.37885 0.880008 0.364243 0.922965 -1.12964 -1.247
43050 53312 U27462 RIKEN cDNA 6330412F12 gene6330412F12Rik 0.97356 1.800551 0.793708 0.461336 0.523713 1.029546 -0.13088 1 1 1 1 0.973386 NA
43051 74718 BB320253 sorting nexin 16 Snx16 0.979379 0.960796 0.866333 0.935019 0.932661 0.901309 1.014117 0.882061 -1.28017 -0.95144 0.821641 -0.32882 -0.27137 0.40377 -1.35413 0.679027
43052 98878 BC007480 RIKEN cDNA 2210022F10 gene2210022F10Rik0.842859 0.852127 0.847374 0.944621 1.008292 1.011942 0.825589 1.0171 0.79752 0.730658 0.76603 -0.81823 -1.4036 -1.38711 0.885342 -1.35953
43053 15936 BC002067 immediate early response 2 Ier2 0.832452 0.614188 0.869381 1.079541 0.7853 0.963869 1.07359 0.915785 0.503778 0.998978 0.054985 -0.81823 0.836346 -1.23822 -0.89928 -0.66313
43054 73720 AI853055 cystatin E/M Cst6 1.010493 1.075584 0.989829 1.060012 0.97618 0.940666 1.027286 1.021346 -1.34265 0.450807 -1.3485 0.080268 -1.05027 0.153976 -0.96421 -1.12964
43055 66612 AW987289 ORM1-like 3 (S. cerevisiae)Ormdl3
43056 13835 BG311480 Eph receptor A1 Epha1 1.10258 1.10425 1.17275 1.00382 0.884371 0.857996 0.990476 0.857719 0.042214 -0.14469 0.165936 -1.36965 -1.31007 -1.14037 -1.4036 0.092779
43057 14663 BI249266 glycosylation dependent cell adhesion molecule 1Glycam1 0.994192 1.013742 1.108829 1.056659 0.926946 1.003265 1.06701 1.056407 -1.4036 -1.34265 0.560842 -0.47421 0.054985 -1.41404 -0.21456 -0.47421
43058 19253 BC008512 protein tyrosine phosphatase, non-receptor type 18Ptpn18 0.93802 0.904784 1.10067 1.035195 0.977021 0.876041 1.012616 0.913413 -0.38676 -0.31441 0.003406 -1.14037 -0.97687 -0.18645 -1.36471 -0.50341
43059 74015 AI842318 RIKEN cDNA 3322402E17 gene3322402E17Rik
43060 AK010062 1.005541 0.748865 0.901594 0.765738 0.80001 0.684271 0.870465 0.837817 -1.41404 0.947941 -0.20048 0.967989 0.839859 0.988307 0.054985 0.576224
43061 67922 BG868233 RIKEN cDNA 2510049I19 gene2510049I19Rik 0.978365 0.959846 0.963087 1.023875 0.971594 0.973895 1.121351 1.078922 -1.12964 -0.54718 -0.66313 -1.08517 -0.93855 -1.00184 0.911157 0.459898
43062 30937 AI450498 LIM and cysteine-rich domains 1Lmcd1 0.969155 1.022264 0.91124 1.02805 1.036444 0.976204 1.076173 0.965848 -0.79057 -1.08517 0.809898 -0.91247 -0.63431 -1.02632 0.520599 -0.66313
43063 16000 BI714981 insulin-like growth factor 1 Igf1 1.030153 0.904779 1.038355 0.845083 0.904783 1.055921 1.080643 1.142916 -1.29553 -0.64874 -1.22009 0.291042 -0.48881 -1.03836 -0.73447 -0.03612
43064 76633 AK007175 RIKEN cDNA 1700112E06 gene1700112E06Rik1.071488 1.03541 1.050015 1.11091 0.656401 0.748616 1.054739 1.146506 -0.64874 -1.41798 -0.95144 -0.57631 0.995514 0.153976 -1.08517 -0.18645
43065 14104 AA718846 fatty acid synthase Fasn 0.927444 0.649655 0.765378 0.79098 0.679516 0.748302 0.813732 0.870149 0.129773 1 0.999942 0.999543 1 0.999987 0.997474 0.915258
43066 13528 NM_007886dystrobrevin, beta Dtnb 0.975645 0.925383 1.396715 1.037134 1.239631 0.824448 0.879547 1.086428 -1.35953 -0.91247 0.813882 -1.29553 0.384217 -0.15855 -0.84558 -0.74859
43067 67367 AK011477 RIKEN cDNA 1810007M14 gene1810007M14Rik1.064125 1.736302 1.554475 1.347302 1.298999 1.080793 1.365149 1.4605 -0.64874 0.999999 0.999934 0.988307 0.964474 -0.61985 0.992604 0.999303
43068 21949 NM_009403tumor necrosis factor (ligand) superfamily, member 8Tnfsf8 0.982334 0.971765 0.898669 0.975051 0.884784 0.802061 1.04052 1.117863 -1.35413 -1.247 0.364243 -1.28017 0.054985 0.679027 -1.02632 0.06767
43069 53890 NM_016926squamous cell carcinoma antigen recognized by T-cells 3Sart3 1.002653 0.838439 0.928496 0.884039 0.875195 1.01535 1.079504 1.024555 -1.4165 0.801718 -0.51801 0.312476 0.537005 -1.37885 -0.50341 -1.31007
43070 214301 AV096931 crystallin, gamma N Crygn 0.884914 1.060086 1.076931 1.066098 1.053266 0.926435 0.999123 1.314862 0.612922 -0.57631 -0.21456 -0.44502 -0.7203 -0.17247 -1.41835 0.999233
43071 0.967289 0.80372 0.989758 1.028541 0.966744 1.205257 1.023708 1.007215 -1.20122 0.911157 -1.40078 -1.26398 -1.19151 0.793248 -1.31007 -1.41059
43072 67493 AK011780 RIKEN cDNA 2810013M15 gene2810013M15Rik0.895097 1.084544 1.311161 1.110763 1.186306 1.03804 1.140129 0.979481 -0.35774 -0.47421 0.821641 -0.60536 0.246946 -0.63431 0.165936 -1.41798
43073 56748 BF147649 histone cell cycle regulation defective interacting protein 5Hirip5 0.96449 0.938165 1.080372 1.049731 1.018622 0.963268 0.97539 0.817788 -0.87261 -0.08986 0.23567 -0.51801 -1.26398 -0.83195 -1.14037 0.997696
43074 215051 AW741387 RIKEN cDNA D030060M11 geneD030060M11Rik1.059221 1.18285 1.006699 1.076619 0.913216 1.031392 1.029491 1.062432 -0.63431 0.892959 -1.40617 -0.43043 -0.08986 -1.16133 -1.19151 -0.70608
43075 AI452325 0.931859 0.931832 0.939276 0.750382 0.842404 0.903339 1.025323 1.008227 0.054985 0.054985 -0.15855 0.999989 0.98537 0.640509 -1.15093 -1.38711
43076 20972 NM_009303synaptogyrin 1 Syngr1 0.964933 0.946869 0.913747 0.909984 0.962251 0.729592 1.161721 1.046055 -1.18162 -0.89928 -0.2571 -0.18645 -1.15093 0.979656 0.422901 -1.16133
43077 18969 BE952037 polymerase (DNA directed), alpha 2Pola2 0.950814 1.014432 0.795089 0.941286 0.984264 1.027796 1.073709 1.159023 -0.34327 -1.30291 0.999897 -0.03612 -1.28017 -1.02632 0.246946 0.977333
43078 16994 BG093987 lymphotoxin B Ltb 1.172107 1.119448 1.075657 0.746098 1.172662 1.163255 1.190278 1.17974 0.354098 -0.18645 -0.95144 0.965384 0.129773 0.02936 0.477764 0.413388
43079 20856 BI408475 stanniocalcin 2 Stc2 1.04822 1.116085 1.099937 1.082617 1.120523 1.040234 1.147921 1.091016 -0.89928 0.343849 0.105201 -0.21456 0.40377 -1.03836 0.679027 -0.06285
43080 384162 BE687894 similar to SMT3 suppressor of mif two 3 homolog 2na 0.845494 1.177996 0.957817 0.857607 1.087128 1.2884 1.016707 -0.56175 -1.40617 -1.37437 -0.91247 -1.37437 -0.28568 -1.39442 NA
43081 106766 BI653150 expressed sequence AW049765AW049765 0.671506 0.958989 0.948642 1.287544 0.914446 1.145202 1.089883 1.124082 0.422901 -1.33027 -1.33657 -0.13088 -0.80444 -0.93855 -0.88599 -0.47421
43082 272347 BE993394 zinc finger protein 398 Zfp398 0.979885 0.982843 0.874875 0.773576 0.848494 0.941849 0.919281 0.890911 -1.33657 -1.37437 0.30181 0.9832 0.7198 -0.88599 -0.34327 0.18957
43083 216119 AA207549 RIKEN cDNA A130042E20 geneA130042E20Rik 0.94364 0.728225 0.784478 0.957716 0.868697 1.069659 1.123859 1.316 -0.70608 0.999636 0.990415 -0.98942 0.672841 -0.51801 0.394046 0.997474
43084 72759 AK013269 RIKEN cDNA 2810439K08 gene2810439K08Rik1.057358 0.873763 0.94481 0.505376 0.735464 0.535307 0.457394 0.445217 -1.22009 -0.45961 -1.21075 0.99994 0.809898 0.999747 0.999995 0.999998
43085 0.895587 0.889415 0.972827 1.040571 0.959578 0.844431 1.07751 0.921857 0.280171 0.413388 -1.05027 -1.05027 -1.25559 0.291042 -0.04945 -0.30002
43086 0.891504 0.97322 1.062356 1.043179 1.041281 0.923667 1.057198 1.083643 0.612922 -1.17156 -0.43043 -0.87261 -0.91247 0.003406 -0.56175 0.02936
43087 77938 AI429651 RIKEN cDNA A930008G19 geneA930008G19Rik0.998167 1.019244 0.979906 1.030929 0.979877 1.05798 1.076704 0.961951 -1.41539 -1.07368 -1.02632 -0.63431 -1.02632 0.354098 0.741177 -0.28568
43088 12000 BG276456 arginine vasopressin receptor 2Avpr2 1.02515 0.927648 1.108998 1.072944 1.00477 1.154313 1.040858 1.111184 -1.22009 -0.13088 0.422901 -0.24287 -1.41059 0.832769 -0.93855 0.450807
43089 216858 W89909 potassium channel tetramerisation domain containing 11Kctd11 1.016984 0.880656 0.991474 1.000727 0.964458 0.967746 1.116478 0.863865 -1.3485 0.520599 -1.40078 -1.41835 -1.10771 -1.16133 0.291042 0.714241
43090 76113 BG867944 lactoperoxidase Lpo 1.073688 0.997035 1.083552 1.077469 0.928739 0.934667 0.983796 1.058325 0.165936 -1.41404 0.374282 0.258122 0.23567 0.080268 -1.28017 -0.21456
43091 54713 BE986810 zinc finger protein 312 Zfp312 1.04708 1.04714 1.066344 1.092854 1.079417 1.260514 1.302055 1.190327 -0.04945 -0.04945 0.51224 0.877262 0.741177 1 1 0.999883
43092 211970 BC005465 similar to Non-POU-domain-containing, octamer binding proteinna 0.956975 0.956821 1.053262 0.939782 0.889235 0.891668 0.909053 1.009009 -0.74859 -0.74859 -0.54718 -0.28568 0.73596 0.708595 0.450807 -1.37437
43093 107321 AB053936 RIKEN cDNA 4933402K05 gene4933402K05Rik1.074538 0.932224 1.01803 0.969416 0.918802 0.955205 0.940436 1.124466 -0.21456 -0.2571 -1.31702 -1.12964 0.054985 -0.83195 -0.45961 0.591203
43094 57875 AW490203 angiopoietin-like 4 Angptl4 1.385451 1.417327 1.101633 0.780538 1.685772 1.47509 1.73609 1.540786 0.993222 0.996777 -0.35774 0.931722 0.999995 0.999182 0.999998 0.99983
43095 229877 BE199922 RAP1, GTP-GDP dissociation stimulator 1Rap1gds1 1.005676 0.910666 0.988967 0.921016 0.791173 0.883502 0.95685 1.135764 -1.41404 -0.45961 -1.41244 -0.64874 0.895398 -0.02287 -1.14037 -0.10347
43096 1.088833 0.91276 1.059957 0.890123 0.809493 0.845846 0.961662 0.897842 -0.74859 -0.67749 -1.22925 -0.87261 -1.07368 -0.22869 -1.29553 -1.18162
43097 236900 BC008126 pyruvate dehydrogenase kinase, isoenzyme 3Pdk3 1.022639 0.956481 0.900369 0.96159 0.962713 1.088581 1.03514 1.001854 -1.28795 -0.93855 0.269197 -1.03836 -1.06205 -0.22869 -1.11876 -1.41835
43098 12789 NM_007724cyclic nucleotide gated channel alpha 2Cnga2 0.938402 1.017158 1.018554 1.165726 0.912071 1.000553 1.037163 0.992903 -0.17247 -1.29553 -1.27217 0.95292 0.450807 -1.41835 -0.89928 -1.39772
43099 72500 AK012145 RIKEN cDNA 2610524G09 gene2610524G09Rik0.846961 1.21157 1.180053 0.78682 0.651518 1.081418 0.966534 -1.39089 0.44161 -0.02287 -1.09652 0.987973 -0.20048 -1.08517 NA
43100 66310 BE946552 RIKEN cDNA 2810410M20 gene2810410M20Rik1.000556 1.229113 1.256406 1.152803 0.942019 0.968927 0.786683 1.045654 -1.41835 0.95292 0.979097 0.258122 -0.83195 -1.25559 0.956368 -1.15093
43101 BG066377 1.039933 1.004152 0.924913 0.763471 1.56087 0.990815 0.895688 1.823042 -1.31702 -1.4165 -1.27217 0.73596 0.96161 -1.41539 -1.03836 0.995096
43102 71900 AW823871 RIKEN cDNA 2310036D22 gene2310036D22Rik
43103 67212 AK012885 mitochondrial ribosomal protein L55Mrpl55 1.000129 0.824184 0.877191 0.904615 0.908432 0.822863 0.896397 0.960206 -1.41847 0.966273 0.691124 0.291042 0.212817 0.968817 0.432308 -0.97687
43104 28014 AW824334 DNA segment, Chr 9, Wayne State University 149D9Wsu149 0.914223 0.869539 0.849288 0.831134 0.852254 0.918981 1.177376 1.141742 -0.22869 0.520599 0.730658 0.850016 0.70286 -0.31441 0.576224 0.44161
43105 1.003378 1.012561 1.281407 1.118424 1.250175 1.058878 0.980789 0.973945 -1.41404 -1.36471 0.998361 0.545053 0.99448 -0.54718 -1.29553 -1.20122
43106 1.141434 1.174887 0.973504 0.78126 0.814048 0.736351 0.830049 1.451137 -0.97687 -1.10771 -1.3485 -0.24287 -0.47421 -0.92556 -0.61985 0.384217
43107 244373 AW488586 cDNA sequence BC036333BC036333 0.9586 0.869197 1.282126 0.872803 0.971064 0.891547 1.333932 1.175575 -1.10771 0.042214 0.06767 -0.88599 -1.34265 -1.01414 0.129773 0.042214
43108 14940 BG089964 granzyme C Gzmc 0.608029 1.243622 0.862058 0.564157 1.085437 -0.43043 -0.38676 -1.39772 -0.06285 -0.79057 NA NA
43109 14466 AI385715 glucosidase, beta; acid Gba 0.973446 0.920229 0.939889 1.049411 1.103911 1.210674 1.100924 1.292206 -1.19151 0.02936 -0.44502 -0.77664 0.323037 0.97267 0.280171 0.998764
43110
43111 170677 BE950359 protocadherin 21 Pcdh21 1.007008 1.042464 1.102722 1.009943 0.949786 0.913054 0.95336 1.027367 -1.40078 -0.88599 0.374282 -1.3831 -0.64874 0.246946 -0.74859 -1.18162
43112 15900 BC005450 interferon consensus sequence binding protein 1Icsbp1 1.041139 0.819332 0.93453 0.872253 0.843007 0.90804 0.757014 1.043278 -0.98942 0.968817 -0.4013 0.714241 0.906882 0.18957 0.9991 -0.95144
43113 11465 BC003337 actin, gamma, cytoplasmic Actg 1.082054 1.065742 1.007655 0.959952 1.015996 0.988236 0.950524 1.063573 0.02936 -0.32882 -1.39772 -0.88599 -1.33027 -1.36965 -0.64874 -0.37224
43114 BF721454 0.974831 0.989516 1.015375 1.045013 1.0847 0.999488 1.083845 1.216354 -1.15093 -1.36965 -1.31702 -0.70608 0.258122 -1.41835 0.23567 0.995096
43115 53317 BC006750 pleiotropic regulator 1, PRL1 homolog (Arabidopsis)Plrg1 0.903671 0.825983 1.113214 0.992214 0.969446 0.828166 0.919961 0.964175 -0.07632 0.730658 -0.21456 -1.40078 -1.23822 0.697037 -0.51801 -1.17156
43116 70628 AW457541 0.879464 0.998642 0.905298 0.944049 0.934204 0.857126 1.052104 1.340609 0.23567 -1.41798 -0.21456 -0.91247 -0.74859 0.30181 -1.01414 0.981758
43117 22670 BI246202 tripartite motif protein 26 Trim26 0.974613 1.141434 1.126776 1.01944 1.071655 0.989564 0.945419 1.034855 -1.30291 0.528853 0.23567 -1.33657 -0.5326 -1.39089 -0.79057 -1.16133
43118 26464 NM_011979vanin 3 Vnn3 0.996807 0.981449 1.061673 0.944001 1.009228 0.882645 0.86554 0.977193 -1.41539 -1.31007 -0.51801 -0.56175 -1.39089 0.666562 0.821641 -1.25559
43119 229542 AW537360 RIKEN cDNA C430014D17 geneC430014D17Rik0.843929 0.830507 0.935942 0.814404 0.870261 0.839275 0.767131 0.985314 0.850016 0.909041 -0.54718 0.954096 0.633758 0.874461 0.995646 -1.36471
43120 81909 NM_024231zinc finger like protein 1 Zfpl1 0.95609 0.904215 0.962021 1.041342 0.861565 0.844309 0.936583 1.25873 -0.80444 0.432308 -0.93855 -0.89928 0.817796 0.951717 -0.48881 0.997395
43121 66953 BG964448 RIKEN cDNA 2310021G01 gene2310021G01Rik1.008895 1.199872 1.065029 1.349098 1.052784 1.211869 1.072643 1.240115 -1.39442 0.938078 -0.51801 0.99967 -0.77664 0.957466 -0.35774 0.9832
43122 23956 AB048604 neuraminidase 2 Neu2 0.924364 0.98301 0.889912 0.809597 0.795957 0.960386 0.978604 0.981468 0.003406 -1.31702 0.640509 0.992386 0.996777 -0.91247 -1.26398 -1.29553
43123 16421 M95633 integrin beta 7 Itgb7 0.885152 1.030088 1.051076 0.953868 0.951694 0.851758 1.041448 1.197794 0.660191 -1.14037 -0.7203 -0.77664 -0.73447 0.911157 -0.92556 0.96061
43124 66114 W15733 Williams-Beuren syndrome chromosome region 18 homolog (human)Wbscr18 0.782817 0.934803 1.093091 1.201515 0.833229 0.99246 0.963578 1.393449 0.560842 -1.23822 -0.97687 -0.81823 -0.21456 -1.41736 -1.35413 0.887932
43125 67649 BG063071 0.927583 1.080643 1.097575 0.934573 1.139746 0.917259 0.940995 1.130226 -0.00969 0.042214 0.354098 -0.18645 0.813882 0.23567 -0.35774 0.746311
43126 234730 AI303278 fucokinase Fuk 1.02208 1.034335 1.149274 1.079359 1.041343 0.965454 0.961554 1.020621 -1.14037 -0.80444 0.974767 0.44161 -0.59084 -0.76264 -0.63431 -1.17156
43127 20116 BG867677 ribosomal protein S8 Rps8 0.950504 0.986186 1.040202 0.850844 1.050593 0.962394 0.93183 1.003025 -0.37224 -1.31702 -0.7203 0.987277 -0.41586 -0.74859 0.18957 -1.41404
43128 AI838230 0.98834 1.102461 1.020946 1.115657 0.829051 0.884997 1.041859 1.028912 -1.39442 -0.2571 -1.3485 -0.06285 0.770759 0.129773 -1.15093 -1.28795
43129 229937 BG075189 similar to hypothetical protein FLJ20729na 1.047434 0.988623 1.000018 0.934624 0.975423 0.965106 1.177523 1.061185 -0.28568 -1.32375 -1.41847 0.354098 -1.01414 -0.66313 0.99755 0.129773
43130 67526 NM_026217autophagy 12-like (S. cerevisiae)Apg12l 0.966446 1.093876 0.9145 0.810399 0.940757 0.929658 0.866026 1.225111 -1.22925 -0.37224 -0.54718 0.874461 -0.85914 -0.80444 0.422901 0.850016
43131 70747 AK018178 RIKEN cDNA 6330415F13 gene6330415F13Rik0.945426 0.915716 0.870169 0.823682 0.858437 0.788863 1.008103 0.961012 -0.76264 -0.11714 0.633758 0.931722 0.751363 0.978524 -1.4036 -1.06205
43132 57080 NM_020331general transcription factor II I repeat domain-containing 1Gtf2ird1 1.025054 0.915673 0.921747 0.998623 0.9045 0.962772 1.010519 1.028021 -1.11876 0.520599 0.394046 -1.41736 0.697037 -0.77664 -1.4036 -0.97687
43133 68046 AK012467 RIKEN cDNA 2700062C07 gene2700062C07Rik0.956496 0.913789 1.015957 0.988782 0.976326 1.029593 1.033411 1.244221 -1.22925 -0.56175 -1.31007 -1.40078 -1.07368 -1.41059 -0.98942 0.394046
43134 17068 NM_010742lymphocyte antigen 6 complex, locus DLy6d 1.003852 1.031834 0.890829 1.084211 1.116077 0.82065 1.097285 2.06061 -1.4165 -1.27217 -0.03612 -0.59084 -0.13088 0.730658 -0.4013 1
43135 73739 BC005733 RIKEN cDNA 1110014P06 gene1110014P06Rik0.992245 0.976585 0.936707 0.836537 0.834541 0.782128 1.047101 1.027536 -1.4036 -1.31702 -0.57631 0.885342 0.853278 0.990415 -0.95144 -1.247
43136 57390 NM_020576psoriasis susceptibility 1 candidate 2 (human)Psors1c2 0.954758 0.989718 1.01906 0.882253 0.947779 0.907489 1.089965 1.034477 -0.73447 -1.37885 -1.28795 0.770759 -0.54718 0.422901 0.224293 -1.00184
43137 66451 NM_025572RIKEN cDNA 2610528J11 gene2610528J11Rik 0.899788 0.942939 0.828001 0.893412 0.854573 0.913384 0.983939 1.171824 0.269197 -0.64874 0.938078 0.384217 0.817796 -0.32882 -1.3485 0.825417
43138 14373 AI852276 G0/G1 switch gene 2 G0s2 1.147169 1.181499 1.234268 1.030425 1.190403 1.079625 1.102189 1.027314 0.503778 0.756332 0.882701 -1.23822 0.801718 -0.63431 -0.07632 -1.27217
43139 100952 BC005481 elastin microfibril interface located protein 1Emilin1 0.998636 0.990059 1.017406 1.043305 0.887016 1.021421 0.891383 1.098108 -1.41798 -1.39442 -1.34265 -1.00184 0.44161 -1.31007 0.374282 0.016424
43140 69454 AK009020 chloride intracellular channel 3Clic3 1.084655 1.048166 1.065827 0.873694 1.049719 1.067744 1.043819 1.174272 0.141921 -0.6918 -0.27137 0.850016 -0.66313 -0.21456 -0.80444 0.949228
43141 30930 BC007148 vacuolar protein sorting 26 (yeast)Vps26 1.033992 1.690135 1.20815 1.241126 1.061298 1.083934 1.208684 1.115958 -1.08517 1 0.967989 0.990415 -0.51801 -0.03612 0.968817 0.48654
43142 66109 AI846856 transmembrane 4 superfamily member 13Tm4sf13 0.89909 1.113722 1.337913 0.90304 0.998187 1.015279 0.904786 0.929171 -0.66313 -0.76264 0.821641 -0.80444 -1.4165 -1.41847 -0.84558 -1.10771
43143 93689 BB123608 leiomodin 1 (smooth muscle)Lmod1 0.81027 0.636821 1.004693 0.92839 0.97106 1.028635 0.935628 1.048164 0.528853 0.992386 -1.39772 -1.16133 -1.27217 -1.41539 -0.95144 -1.36471
43144 12607 AI503777 CCAAT/enhancer binding protein alpha (C/EBP), related sequence 1Cebpa-rs1 0.819568 1.188843 0.997058 0.906117 0.865091 1.025251 1.265362 0.768658 0.672841 0.117532 -1.41736 -0.60536 0.177801 -1.33657 0.846693 0.817796
43145 75062 BC009141 splicing factor 3a, subunit 3, 60kDaSf3a3 0.955326 0.985431 0.940669 0.937764 0.996204 0.895531 1.027986 1.094252 -1.16133 -1.37437 -0.87261 -0.81823 -1.41244 -0.04945 -1.33027 -0.38676
43146 108114 BI331043 solute carrier family 22 (organic anion transporter), member 7Slc22a7 0.98584 1.053078 0.911638 0.914827 1.022587 1.063296 0.937931 1.05701 -1.38711 -1.12964 -0.38676 -0.44502 -1.31702 -1.12964 -0.84558 -0.97687
43147 231801 BC003330 HIV-1 Rev binding protein-likeHrbl 0.997441 0.944156 1.036593 0.777991 1.042637 1.035173 0.889965 1.137644 -1.41736 -1.03836 -1.22009 0.984102 -1.07368 -1.17156 0.092779 0.269197
43148 266781 AI790646 sorting nexin 17 Snx17 0.938141 0.950689 0.97363 0.930672 1.001049 1.064895 1.143427 0.934825 -0.18645 -0.54718 -1.12964 0.003406 -1.41798 -0.21456 0.877262 -0.10347
43149 0.946238 1.035716 1.024517 0.861971 0.908624 0.902612 0.883172 1.025227 -0.50341 -0.98942 -1.20122 0.909041 0.413388 0.520599 0.76603 -1.19151
43150 66375 AK014100 dehydrogenase/reductase (SDR family) member 7Dhrs7 1.009599 0.970467 1.024531 0.971672 1.144693 0.963457 1.065192 1.105393 -1.37885 -1.05027 -1.17156 -1.07368 0.902428 -0.87261 -0.15855 0.605781
43151 56857 NM_020258solute carrier family 37 (glycerol-3-phosphate transporter), member 2Slc37a2 0.988038 0.908205 0.806107 0.848616 0.7811 0.905576 0.996724 0.86368 -1.37885 0.177801 0.9832 0.880008 0.995774 0.224293 -1.41539 0.784481
43152 117198 BC004092 influenza virus NS1A binding proteinIvns1abp 0.898823 0.983003 0.875652 0.814955 1.125197 1.002476 0.811758 0.822842 -0.96421 -1.4085 -0.66313 0.18957 -1.03836 -1.41798 0.23567 -0.44502
43153 75458 AK005577 RIKEN cDNA 1700001C14 gene1700001C14Rik1.015976 1.091564 1.175294 1.302848 1.189233 1.316948 1.391694 1.280648 -1.28017 0.560842 0.988633 0.999991 0.99448 0.999996 1 0.999966
43154 0.920924 0.949189 1.06227 1.022743 1.008773 1.149908 1.066927 1.040154 0.477764 -0.28568 -0.04945 -1.15093 -1.37437 0.963541 0.080268 -0.6918
43155 0.907183 0.826582 0.919549 0.987323 0.968932 0.868914 0.852432 1.112271 -0.43043 0.660191 -0.63431 -1.39772 -1.28795 0.18957 0.40377 -0.28568
43156 54357 NM_019427erythrocyte protein band 4.1-like 4bEpb4.1l4b 0.869884 1.013798 0.980366 0.900503 0.987739 0.877733 0.938572 1.16905 0.685121 -1.36965 -1.35413 0.18957 -1.37885 0.459898 -0.56175 0.714241
43157 12321 AI415665 calumenin Calu 1.067167 1.059788 1.00845 0.462942 0.528274 0.484484 0.810481 0.608236 -1.00184 -1.07368 -1.41059 1 0.999998 1 0.653725 0.999785
43158 0.979958 0.995819 1.031158 0.913797 1.024426 0.927257 0.981579 1.06021 -1.12964 -1.40617 -0.81823 0.779984 -1.02632 0.560842 -1.17156 0.141921
43159 20316 AA960129 stromal cell derived factor 2Sdf2 1.071184 1.027468 0.773054 0.760408 0.831255 1.060033 0.821523 1.01939 -0.83195 -1.31702 0.936541 0.959586 0.653725 -0.97687 0.730658 -1.36471
43160 99011 BF150231 protein-O-mannosyltransferase 1Pomt1 0.948665 1.109464 1.036221 1.079257 0.989618 0.922268 0.943731 1.280124 -0.81823 0.177801 -1.12964 -0.34327 -1.41059 -0.44502 -0.7203 0.990685
43161 12042 BI657504 B-cell leukemia/lymphoma 10Bcl10 0.939746 0.925171 1.126359 0.786891 0.870892 0.965257 0.871006 1.017926 -0.5326 -0.20048 0.520599 0.994145 0.725272 -1.08517 0.7198 -1.33027
43162 12524 L25606 CD86 antigen Cd86 1.091542 1.289038 1.218726 1.122937 1.115351 0.866694 1.10379 1.103955 0.054985 0.997766 0.971936 0.520599 0.432308 0.788902 0.258122 0.269197
43163 BE650313 0.929791 1.019081 1.012446 0.816842 0.77141 0.914101 0.901655 1.097791 -0.5326 -1.34265 -1.38711 0.911157 0.987277 -0.21456 0.02936 -0.15855
43164 207839 AW047994 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 6Galnt6 0.872269 1.179403 1.099018 0.944122 1.146415 0.942359 1.014585 1.29145 0.892959 0.971185 0.477764 -0.35774 0.892959 -0.30002 -1.33027 0.99983
43165 68980 BI155940 RIKEN cDNA 1500002B03 gene1500002B03Rik0.947917 0.930272 0.958888 0.826957 0.821755 0.817741 0.952187 0.857871 -0.38676 0.105201 -0.7203 0.995096 0.996678 0.997474 -0.57631 0.964474
43166 66492 BG146384 RIKEN cDNA 2610510D14 gene2610510D14Rik0.945667 0.953708 0.992744 1.014977 0.944895 1.02403 0.935158 1.046193 -0.91247 -1.05027 -1.41736 -1.37885 -1.01414 -1.31702 -0.73447 -1.05027
43167 AI587753 1.090801 1.135891 0.958253 1.069874 1.131736 1.234167 1.160231 1.096662 0.364243 0.853278 -0.73447 -0.06285 0.829126 0.997766 0.942493 0.459898
43168 72084 AI646825 RIKEN cDNA 2010319C14 gene2010319C14Rik0.905053 1.004948 0.828632 0.799737 0.745273 0.760737 0.932628 0.985335 0.201243 -1.41244 0.941054 0.98537 0.999388 0.998412 -0.4013 -1.35953
43169 231108 BE197181 cDNA sequence BC033606BC033606 0.93217 1.129435 1.317992 1.124626 1.013705 0.8794 0.896784 1.045706 -0.10347 0.756332 0.999897 0.714241 -1.3485 0.809898 0.619965 -0.74859
43170 26447 NM_011972polymerase (DNA directed), iotaPoli 0.754845 0.89221 0.733356 0.93517 1.159434 1.145825 0.9646 1.72368 -0.07632 -0.79057 0.779984 -0.60536 -1.12964 -0.84558 -1.23822 0.887932
43171 93760 BI440107 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily f, member 1Smarcf1 0.952677 0.861737 0.886337 0.925862 0.745645 0.592232 0.790303 1.138438 -1.12964 -0.00969 -0.61985 -0.89928 0.697037 0.384217 -0.5326 0.003406
43172 108718 AW908926 0.992284 1.077975 1.033955 1.04037 1.04523 0.909932 0.862017 0.909999 -1.40617 -0.51801 -1.20122 -1.11876 -1.05027 -0.27137 0.495211 -0.27137
43173 26358 NM_011921aldehyde dehydrogenase family 1, subfamily A7Aldh1a7 1.040588 1.079985 0.996055 0.979317 1.051099 1.193746 1.075256 1.049566 -0.6918 0.343849 -1.41059 -1.19151 -0.38676 0.995239 0.23567 -0.43043
43174 226090 C85430 DNA segment, Chr 19, Wayne State University 12, expressedD19Wsu12e 1.016064 1.07202 0.969696 0.993589 0.962307 0.911309 1.028291 0.972311 -1.20122 0.865727 -0.34327 -1.35413 0.02936 0.982731 -0.48881 -0.47421
43175 107650 BE632689 phosphatidylinositol 4-kinase, catalytic, beta polypeptidePik4cb 0.912626 0.965192 0.827899 0.827494 0.810511 0.850534 0.920633 0.983729 -0.17247 -1.17156 0.871606 0.874461 0.933363 0.730658 -0.34327 -1.36471
43176 58860 BE688403 ADAM-like, decysin 1 Adamdec1 0.949838 0.922006 0.962775 0.855282 0.891362 0.827555 0.993983 0.907903 -0.95144 0.003406 -0.98942 0.895398 0.598542 0.967989 -1.40617 0.30181
43177 229285 BF100622 spastic paraplegia 20, spartin (Troyer syndrome) homolog (human)Spg20 0.801122 1.057351 1.251067 0.883829 1.236376 1.077008 1.021539 0.981312 0.201243 -1.247 -0.13088 -0.70608 -0.44502 -1.28017 -1.39442 -1.40078
43178 67106 AK007377 RIKEN cDNA 2010001H09 gene2010001H09Rik1.080825 1.075355 1.080244 1.008502 0.875287 1.025523 0.947756 1.013618 0.40377 0.291042 0.394046 -1.37885 0.951717 -1.08517 -0.22869 -1.28795
43179 52702 BC004595 DNA segment, Chr 11, ERATO Doi 712, expressedD11Ertd712e 0.916108 0.910208 0.997595 0.905089 1.011105 1.104681 1.118246 1.251378 -0.02287 0.092779 -1.4165 -0.00969 -1.35953 0.165936 0.384217 0.985772
43180 12526 M19504 CD8 antigen, beta chain Cd8b 0.899392 1.056851 1.031259 0.912784 0.990514 0.897549 0.98245 1.120468 -0.07632 -0.93855 -1.18162 -0.31441 -1.4036 -0.03612 -1.36471 0.054985
43181 19062 AW985934 putative phosphatase Pps 0.977635 0.911459 0.776516 1.183388 0.783974 1.077234 0.871134 1.137667 -1.3485 -0.48881 0.882701 0.246946 0.856479 -0.77664 0.153976 -0.04945
43182 170460 AI451175 StAR-related lipid transfer (START) domain containing 5Stard5 1.116345 1.063023 0.968719 0.900449 1.096913 0.88361 1.020144 1.234942 0.016424 -0.76264 -1.22009 0.042214 -0.17247 0.323037 -1.33657 0.895398
43183 218978 BE199196 DNA segment, Chr 14, ERATO Doi 436, expressedD14Ertd436e 0.978964 0.871912 0.941584 0.960841 1.04809 0.785257 0.781312 0.80494 -1.35953 0.092779 -0.96421 -1.19151 -1.11876 0.741177 0.761221 0.40377
43184 20624 BE553642 U5 small nuclear ribonucleoproteinSnrp116 0.914123 0.904202 0.895386 0.849519 0.806499 0.899067 0.886909 0.972189 0.836346 0.915258 0.955245 0.999182 0.999992 0.941054 0.976715 -0.83195
43185 230145 AA790297 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 12Galnt12 0.934588 0.829665 0.858544 0.800254 0.803674 0.790557 0.992107 1.018884 -0.00969 0.994145 0.962587 0.999347 0.999156 0.999701 -1.38711 -1.25559
43186 1.09535 0.721886 0.93042 1.055837 0.927187 2.547424 1.022709 -0.56175 0.51224 -1.29553 -1.37437 -1.15093 0.994145 -1.39442 NA
43187 69740 AI182009 RIKEN cDNA 2410012M04 gene2410012M04Rik0.971966 0.993529 0.979139 0.959299 0.99091 0.886479 1.020311 1.042464 -0.76264 -1.37885 -1.03836 -0.24287 -1.34265 0.98537 -1.06205 -0.24287
43188 12703 NM_009896suppressor of cytokine signaling 1Socs1 1.062393 1.050155 0.908819 1.120821 1.027989 0.930918 1.073936 1.402569 -1.11876 -1.22009 -0.74859 -0.66313 -1.35413 -1.00184 -1.01414 0.950487
43189 140580 BE943980 engulfment and cell motility 1, ced-12 homolog (C. elegans)Elmo1 0.976316 1.069238 0.99796 0.981892 0.903631 0.915891 0.966874 1.000735 -1.22925 -0.30002 -1.41736 -1.31007 0.40377 0.153976 -0.93855 -1.41835
43190 225929 BG872959 expressed sequence AV312086AV312086 0.942935 0.963995 1.00223 0.875353 0.888297 0.769971 0.982261 1.195593 -0.79057 -1.15093 -1.41736 0.459898 0.269197 0.988307 -1.38711 0.825417
43191 103213 BF228261 expressed sequence AI429613AI429613 0.992639 0.946845 0.903272 0.719897 0.848246 0.848852 0.910649 0.960356 -1.4036 -0.77664 0.153976 0.999763 0.829126 0.825417 0.003406 -1.03836
43192 51886 BG062539 DNA segment, Chr 3, ERATO Doi 330, expressedD3Ertd330e 1.0294 0.977283 1.121084 1.204728 1.281805 0.796111 0.995773 1.032495 -1.3485 -1.39089 -0.76264 0.258122 0.459898 0.246946 -1.4165 -1.36471
43193 1.097769 0.972507 1.05613 0.843485 0.911108 0.915844 0.835385 0.85027 0.422901 -1.11876 -0.47421 0.971936 0.413388 0.323037 0.982731 0.959586
43194 20227 BG101501 squamous cell carcinoma antigen recognized by T-cells 1Sart1 0.859854 1.08415 0.987596 0.829865 0.909082 0.888747 0.980102 0.64552 0.06767 -0.83195 -1.39442 0.354098 -0.79057 -0.67749 -1.37437 0.9979
43195 16912 AI450387 proteosome (prosome, macropain) subunit, beta type 9 (large multifunctional protease 2)Psmb9 1.053073 0.866043 0.915224 0.795662 0.872669 0.904928 0.914982 1.068698 -0.67749 0.836346 0.165936 0.995774 0.788902 0.364243 0.165936 -0.32882
43196 BE981804 0.95666 0.985632 0.984306 0.81679 0.865835 0.950714 0.972293 0.901135 -0.45961 -1.28795 -1.26398 0.999681 0.982251 -0.2571 -0.96421 0.836346
43197 70257 AW912585 RIKEN cDNA 2010107E04 gene2010107E04Rik0.782547 1.283689 1.412094 1.244752 0.882475 1.126388 1.163579 1.168915 0.117532 -0.08986 0.775411 -0.00969 -0.85914 -1.05027 -0.66313 -1.23822
43198 66549 BE985534 RIKEN cDNA 2010009L17 gene2010009L17Rik 0.922195 0.988835 1.09408 0.997781 0.953961 1.131375 1.298008 1.11403 0.364243 -1.35413 0.528853 -1.4165 -0.5326 0.880008 0.999969 0.761221
43199 0.860711 1.441582 1.610731 1.48592 1.374294 0.79416 1.168585 0.973469 0.843307 0.999995 1 0.999999 0.999932 0.994314 0.836346 -1.20122
43200 71793 BG695670 RIKEN cDNA 1110020M19 gene1110020M19Rik 0.98412 0.982977 0.921013 1.071507 0.930022 0.929674 1.040412 1.087867 -1.31702 -1.30291 0.177801 -0.13088 -0.03612 -0.03612 -0.87261 0.212817
43201 56489 BE944199 inhibitor of kappaB kinase epsilonIkbke 0.912475 1.114463 0.97113 1.208682 1.242571 1.281451 1.229463 1.18469 0.153976 0.44161 -1.16133 0.965384 0.98956 0.99755 0.9832 0.922965
43202 74245 AW107205 RIKEN cDNA 2210401K11 gene2210401K11Rik
43203 AW912271 0.944742 0.961108 1.038271 0.786903 0.944274 0.970197 0.887642 0.996509 -0.20048 -0.7203 -0.77664 0.999916 -0.18645 -0.97687 0.874461 -1.41244
43204 106653 AI836955 1.028765 1.033167 1.07886 0.980959 0.925324 0.810625 0.860509 1.061956 -0.83195 -0.67749 0.647165 -1.12964 0.679027 0.999986 0.997474 0.291042
43205 BI730409 1.061456 1.104834 1.066779 1.014818 0.962774 1.004193 0.898247 0.909698 0.02936 0.793248 0.165936 -1.28795 -0.66313 -1.4085 0.856479 0.73596
43206 67742 BF730888 SAM domain, SH3 domain and nuclear localisation signals, 1Samsn1 0.985132 0.959901 0.855349 0.902712 0.816187 0.808618 0.870115 0.945554 -1.36965 -1.08517 0.70286 0.042214 0.922965 0.943901 0.44161 -0.83195
43207 19262 NM_008980protein tyrosine phosphatase, receptor type, APtpra 0.882788 0.823737 0.820244 0.730286 0.730567 0.762904 0.929038 0.777381 0.784481 0.989852 0.991933 0.999991 0.999991 0.999861 -0.02287 0.999585
43208 66818 AW987442 RIKEN cDNA 9130011J15 gene9130011J15Rik 0.954574 1.066477 1.130674 1.022681 1.054394 1.028543 1.07109 1.232369 -0.73447 -0.28568 0.746311 -1.23822 -0.56175 -1.14037 -0.17247 0.994145
43209 54604 AW489931 pecanex homolog (Drosophila)Pcnx 0.980461 0.923744 0.961527 0.962546 0.91029 0.974389 1.018553 1.108272 -1.31007 -0.14469 -1.01414 -1.02632 0.153976 -1.22925 -1.32375 0.177801
43210 69681 AK009918 cyclin-dependent kinase 3 Cdk3 1.008335 1.055251 1.086451 0.786692 0.949536 1.044484 0.924972 1.023742 -1.41539 -0.64874 -0.20048 0.997231 -0.6918 -0.87261 -0.07632 -1.247
43211 70628 BI412504 0.98511 1.038475 0.998876 1.029756 1.0183 0.968013 1.016251 1.055094 -1.247 -0.5326 -1.41736 -0.83195 -1.17156 -0.7203 -1.22009 0.02936
43212 224440 BE982039 open reading frame 21 ORF21 0.927024 1.143967 1.040286 0.864021 1.072954 0.900882 0.686779 1.023035 -0.98942 -0.45961 -1.39089 -0.50341 -0.93855 -0.5326 0.930045 -1.40617
43213 50723 NM_015790icos ligand Icosl 0.999473 1.012995 1.259713 1.098996 0.970322 1.084895 0.997011 1.088033 -1.41835 -1.36965 0.993021 0.177801 -1.16133 -0.07632 -1.41539 0.201243
43214 50780 AJ250999 regulator of G-protein signaling 3Rgs3 0.904345 0.905514 0.960725 1.013016 0.919984 1.010903 0.97897 1.193459 0.775411 0.761221 -0.63431 -1.32375 0.537005 -1.3485 -1.16133 0.997146
43215 67724 BG073302 RIKEN cDNA 4932434G09 gene4932434G09Rik 0.86618 0.958252 0.970678 0.945871 0.847717 0.865754 0.854562 0.838517 0.560842 -1.07368 -1.23822 -0.85914 0.741177 0.568584 0.685121 0.809898
43216 X91656 1.027421 1.072981 1.016566 1.015285 1.104561 0.962307 0.955807 1.04662 -1.28017 -0.70608 -1.37437 -1.37885 -0.21456 -1.247 -1.09652 -1.08517
43217 107569 NM_0260045'-nucleotidase, cytosolic IIINt5c3 1.039529 1.110004 1.022345 1.011699 1.054599 0.913087 0.883093 1.038356 -0.88599 0.583764 -1.22925 -1.36471 -0.51801 0.374282 0.793248 -0.91247
43218 12262 BI653394 complement component 1, q subcomponent, gamma polypeptideC1qg 0.967272 0.936846 0.993521 0.872622 0.92563 0.939288 1.103239 1.251953 -0.83195 0.153976 -1.39442 0.967142 0.44161 0.080268 0.761221 0.999919
43219 72749 BI465550 RIKEN cDNA 2810439M11 gene2810439M11Rik 0.92891 0.871497 1.14955 0.898845 0.84386 0.99175 1.018507 0.966778 -0.37224 0.640509 0.666562 0.003406 0.865727 -1.40078 -1.33657 -1.14037
43220 67216 AK012931 RIKEN cDNA 2810049G06 gene2810049G06Rik0.947828 0.970579 0.900551 1.008101 0.866567 0.953694 0.949414 1.186692 -0.50341 -1.08517 0.591203 -1.39089 0.904678 -0.66313 -0.54718 0.973386
43221 78689 AA030688 RIKEN cDNA C030004C14 geneC030004C14Rik0.964342 0.93192 1.069079 1.006477 1.159507 0.988712 1.119232 1.019493 -0.83195 0.129773 0.02936 -1.39772 0.964474 -1.35413 0.805844 -1.23822
43222 0.990295 1.055321 1.085836 1.17319 1.087953 1.082577 1.128876 1.0584 -1.36965 -0.28568 0.432308 0.984958 0.468884 0.374282 0.885342 -0.20048
43223 217119 BG064748 xylosyltransferase II Xylt2 1.038272 0.909258 1.075817 0.968815 1.21496 1.179671 1.112663 1.023743 -0.95144 0.374282 -0.07632 -1.07368 0.987277 0.950487 0.552999 -1.22009
43224 54614 AA445663 RIKEN cDNA 2610317D23 gene2610317D23Rik1.000567 0.965564 1.055062 0.849565 0.869318 0.969776 0.916251 0.991017 -1.41835 -0.91247 -0.4013 0.977333 0.930045 -1.01414 0.422901 -1.37885
43225 1.018146 1.039613 1.063062 1.12148 1.099478 1.166934 1.295085 1.101025 -1.19151 -0.5326 0.201243 0.941054 0.817796 0.995774 0.999999 0.832769
43226 215387 AI131777 RIKEN cDNA A730011O11 geneA730011O11Rik1.012545 1.019383 0.98633 0.9836 0.972741 0.945334 0.952526 1.004268 -1.36965 -1.30291 -1.35953 -1.33027 -1.18162 -0.59084 -0.77664 -1.41244
43227 192236 U78315 Hermansky-Pudlak syndrome 1 homolog (human)Hps1 0.918329 1.038617 1.08247 0.911192 0.837585 0.884922 1.021509 1.057795 0.560842 -0.70608 0.450807 0.679027 0.997057 0.871606 -1.16133 -0.13088
43228 17681 AI666517 musculin Msc 0.942185 0.953974 0.973454 0.89822 0.884533 0.956881 0.913391 1.143839 -0.43043 -0.74859 -1.17156 0.537005 0.714241 -0.81823 0.269197 0.809898
43229 208194 BG075949 expressed sequence AW557704AW557704 0.951239 0.890714 0.980492 0.914554 0.909481 1.018364 1.020841 1.027753 -0.54718 0.761221 -1.25559 0.40377 0.503778 -1.28017 -1.23822 -1.10771
43230 233046 AA739435 RAS guanyl releasing protein 4Rasgrp4 1.108287 0.92645 1.05102 0.925525 0.887975 1.093929 0.944442 1.437967 -0.38676 -0.77664 -1.21075 -0.91247 -0.18645 -0.57631 -1.14037 0.995096
43231 66687 NM_025706RIKEN cDNA 4432405K22 gene4432405K22Rik0.948683 0.907233 0.926369 0.763088 0.835274 0.840949 1.006077 1.149844 -0.83195 0.054985 -0.34327 0.996363 0.89047 0.784481 -1.4085 0.640509
43232 235587 BG964545 ADP-ribosyltransferase (NAD+; poly (ADP-ribose polymerase)-like 3Adprtl3 1.08541 0.97822 0.905576 0.731521 0.838043 0.789095 0.935305 1.025076 0.117532 -1.247 0.44161 0.999982 0.969625 0.998508 -0.22869 -1.20122
43233 110695 AK004991 aldehyde dehydrogenase family 7, member A1Aldh7a1 1.022086 0.966223 1.057014 0.959033 0.912742 1.054219 0.980436 0.991389 -1.247 -1.01414 -0.50341 -0.84558 0.323037 -0.56175 -1.27217 -1.39089
43234 11907 BE633402 arginine-tRNA-protein transferase 1Ate1 1.197891 1.076841 1.05755 1.111488 1.166191 1.258066 1.277277 1.263868 0.997834 0.354098 -0.13088 0.825417 0.98763 0.999936 0.99998 0.999955
43235 70139 NM_023884RIKEN cDNA 2210408F11 gene2210408F11Rik0.950607 0.978537 0.841912 0.822515 0.869638 0.884223 0.978709 1.086101 -0.28568 -1.15093 0.996363 0.999281 0.971936 0.930045 -1.15093 0.537005
43236 12301 BF135176 calcyclin binding protein Cacybp 0.981376 0.952067 0.998536 0.957169 0.853609 0.830268 1.084308 0.973434 -1.19151 -0.2571 -1.41736 -0.43043 0.994796 0.999281 0.576224 -0.97687
43237 107029 BC004709 malic enzyme 2, NAD(+)-dependent, mitochondrialMe2 0.994215 1.010284 0.891645 0.845856 0.953875 0.955121 1.203212 1.143009 -1.41059 -1.39089 0.354098 0.843307 -0.92556 -0.95144 0.911157 0.591203
43238 67038 BE138034 RIKEN cDNA 2010109I03 gene2010109I03Rik 0.976218 1.005958 1.040216 1.085916 0.894962 0.994248 1.062992 1.067737 -1.03836 -1.39442 -0.5326 0.653725 0.922965 -1.39442 0.18957 0.312476
43239 381917 AB060553 dynein, axonemal, heavy chain 3Dnahc3 0.966368 0.880842 0.995882 0.843451 0.890767 0.950528 0.888842 0.95007 -0.93855 0.85962 -1.41059 0.982251 0.779984 -0.50341 0.79752 -0.48881
43240 226849 BI790919 protein phosphatase 2, regulatory subunit B (B56), alpha isoformPpp2r5a 0.964492 1.075495 1.158865 1.174861 1.26148 0.939128 0.900217 0.903917 -1.11876 -0.41586 0.714241 0.809898 0.984102 -0.61985 0.201243 0.129773
43241 107321 AB053936 RIKEN cDNA 4933402K05 gene4933402K05Rik0.823833 0.756571 0.846423 0.969097 0.736298 0.72816 0.821177 1.329196 0.746311 0.921098 0.552999 -1.27217 0.968817 0.988307 0.598542 0.971185
43242 BE198917 0.905731 1.009641 1.070455 1.029756 0.945768 0.923778 1.055575 1.149193 0.730658 -1.36471 0.165936 -0.97687 -0.18645 0.422901 -0.22869 0.96161
43243 66618 BE457456 RIKEN cDNA 2610209M04 gene2610209M04Rik0.968074 0.978925 1.139288 0.968483 0.922324 0.992293 1.171634 1.093822 -1.17156 -1.31007 0.552999 -1.18162 -0.24287 -1.4165 0.679027 -0.07632
43244 97112 BC003842 expressed sequence C87860C87860 0.978007 1.205817 0.957755 0.862929 0.906858 0.816462 0.874779 1.026489 -1.33027 0.809898 -1.09652 0.51224 -0.24287 0.874461 0.364243 -1.33027
43245 14017 NM_010161ecotropic viral integration site 2aEvi2a 0.912704 1.021878 1.057171 0.792657 0.706009 1.003235 1.018034 1.185415 0.177801 -1.27217 -0.60536 0.984535 0.999971 -1.4165 -1.31702 0.805844
43246 56149 AB041603 GRP1 (general receptor for phosphoinositides 1)-associated scaffold proteinGrasp 1.041285 1.168143 1.005793 1.13733 0.972199 1.063659 1.333076 1.235606 -0.32882 0.998911 -1.38711 0.990415 -0.80444 0.394046 1 0.999994
43247 215193 BI412785 expressed sequence AA408296AA408296 0.884401 1.018559 0.92002 0.917014 0.867308 0.86449 0.970103 0.952988 0.354098 -1.3485 -0.30002 -0.24287 0.583764 0.619965 -1.22925 -0.96421
43248 66757 NM_025748deaminase domain containing 1Deadc1 0.905628 0.993596 0.893627 0.768611 0.807222 0.854356 1.007458 1.215189 -0.08986 -1.41059 0.129773 0.985772 0.928331 0.660191 -1.4085 0.874461
43249 18631 BI408535 peroxisomal biogenesis factor 11aPex11a 1.035239 1.175794 0.993518 1.078569 0.874767 1.14093 0.659352 0.922524 -1.21075 0.62691 -1.41059 -0.59084 0.333495 0.312476 0.999927 -0.50341
43250 1.075629 0.768089 0.887029 0.898854 0.825577 0.827293 0.970891 1.16761 -0.70608 0.949228 -0.14469 -0.15855 0.647165 0.751363 -1.28017 0.48654
43251 54161 AW555211 coatomer protein complex, subunit gammaCopg 0.906513 1.016789 0.975373 0.980021 0.88091 0.884514 0.951102 0.918125 0.333495 -1.33027 -1.22925 -1.28795 0.708595 0.591203 -0.81823 0.092779
43252 18566 NM_008798programmed cell death 1 Pdcd1 0.951661 1.07008 0.878312 0.79854 0.779882 0.894675 1.00278 0.956813 -0.95144 -0.61985 0.432308 0.96161 0.9832 0.177801 -1.4165 -1.03836
43253 0.955838 1.004022 0.985397 0.767212 0.878721 0.94866 0.952313 1.039175 -0.89928 -1.41404 -1.35413 0.998361 0.653725 -0.73447 -0.81823 -1.02632
43254 98332 BG866239 expressed sequence AI426163AI426163 1.043805 0.739055 0.840261 1.249476 1.164367 0.8872 0.915249 1.460655 -1.17156 0.725272 0.18957 0.51224 -0.44502 -1.21075 -1.19151 0.988633
43255 66611 NM_025660RIKEN cDNA 2610028I09 gene2610028I09Rik 0.904502 0.86172 1.032405 1.060405 0.950044 0.967333 1.043541 0.972995 0.280171 0.817796 -1.14037 -0.59084 -0.76264 -1.11876 -0.93855 -1.21075
43256 235040 AA189798 AUT-like 4, cysteine endopeptidase (S. cerevisiae)Autl4 1.059146 1.090085 0.881481 1.09131 0.980128 0.756255 0.891885 1.32211 -1.01414 -0.56175 -0.13088 -0.81823 -1.38711 0.583764 -0.67749 0.836346
43257 66140 NM_025377RIKEN cDNA 1110001A07 gene1110001A07Rik 0.91204 0.999818 0.954408 0.81846 0.952101 1.006403 0.820934 1.247836 -0.67749 -1.41835 -1.20122 0.44161 -1.21075 -1.41539 0.422901 0.333495
43258 73656 AA116274 membrane-spanning 4-domains, subfamily A, member 6CMs4a6c 0.992262 0.988539 1.093753 1.124793 0.988113 1.178292 1.22763 1.148369 -1.3485 -1.26398 0.943901 0.994948 -1.247 0.999955 1 0.999325
43259 116939 AY037763 adiponutrin Adpn 0.98167 1.00632 0.903908 0.971596 0.845003 0.868399 0.934127 1.184945 -1.34265 -1.4085 0.080268 -1.22925 0.817796 0.619965 -0.54718 0.825417
43260 11768 BC003704 adaptor protein complex AP-1, mu 2 subunitAp1m2 0.979868 0.969558 0.94718 1.06126 0.967355 0.919158 0.958538 1.120101 -1.3485 -1.28795 -0.96421 -1.00184 -1.23822 -0.7203 -1.15093 -0.24287
43261 384076 BE945938 LOC384076 na 0.960105 1.191223 1.16946 0.973135 0.889801 0.785957 0.863674 1.183514 -0.96421 0.933363 0.868695 -1.20122 0.545053 0.996138 0.817796 0.915258
43262 12398 AI536466 core-binding factor, runt domain, alpha subunit 2; translocated to, 3 homolog (human)Cbfa2t3h 0.915951 0.918492 1.208829 1.105109 0.956977 0.888274 0.985085 1.000006 0.224293 0.165936 0.982251 0.44161 -0.80444 0.685121 -1.33657 -1.41847



43263 103583 BB054750 F-box and WD-40 domain protein 1BFbxw1b 0.885889 0.982375 0.782884 0.867435 0.734105 0.772019 0.859891 0.972273 0.895398 -1.247 0.999956 0.964474 1 0.999984 0.978524 -1.02632
43264 116891 NM_033562cDNA sequence BC005682BC005682 1.071175 0.965245 1.100238 0.800609 0.772287 0.980819 1.121403 0.734095 -1.10771 -1.33657 -0.88599 0.003406 0.477764 -1.37885 -0.74859 0.7198
43265 AI452166 0.999846 1.181551 1.040815 0.904395 0.906185 0.963884 1.030455 1.114948 -1.41847 0.990948 -0.6918 0.725272 0.70286 -0.79057 -0.97687 0.809898
43266 224907 BG091631 expressed sequence AW557805AW557805 1.032113 1.036378 1.067652 0.865624 0.756393 0.88899 0.956898 1.007467 -1.28017 -1.31702 -0.87261 0.201243 0.846693 -0.30002 -1.18162 -1.40617
43267 AK004337 1.037881 1.024987 1.115916 1.187622 1.204725 1.306372 1.416863 1.302714 -0.79057 -1.11876 0.801718 0.992386 0.996873 0.999988 1 0.999985
43268 0.976861 1.015221 0.900605 0.997989 0.84945 0.838098 0.960984 1.026595 -1.18162 -1.31702 0.679027 -1.4165 0.977333 0.98895 -0.79057 -1.11876
43269 64010 AW049486 salvador homolog 1 (Drosophila)Sav1 0.986116 0.964967 0.937174 0.938566 0.779095 0.897473 1.044547 1.102941 -1.3831 -1.247 -0.76264 -0.79057 0.949228 -0.17247 -1.09652 -0.2571
43270 18782 BF150825 phospholipase A2, group IIDPla2g2d 1.07969 0.85728 0.884831 0.687339 0.780394 0.81707 0.811857 0.847615 -0.04945 0.900132 0.691124 0.999999 0.998764 0.98763 0.990948 0.85962
43271 102224 X59846 expressed sequence AU019542AU019542 0.886753 0.956897 0.940325 0.805226 0.866113 0.919086 0.849996 0.987051 0.746311 -0.76264 -0.31441 0.997057 0.897789 0.224293 0.955245 -1.35413
43272 103743 AI842351 RIKEN cDNA 6530411B15 gene6530411B15Rik0.920427 1.036445 1.063984 1.11247 1.073946 1.111718 1.215317 1.308928 0.612922 -0.70608 0.141921 0.874461 0.384217 0.871606 0.999636 0.999999
43273 59043 BI555640 expressed sequence AA673511AA673511 0.965567 1.020529 1.055023 1.011667 0.979467 1.009785 0.97488 1.105415 -0.87261 -1.22009 -0.34327 -1.35413 -1.21075 -1.36965 -1.11876 0.679027
43274 11634 BE630816 autoimmune regulator (autoimmune polyendocrinopathy candidiasis ectodermal dystrophy)Aire 0.936275 0.929856 0.906081 0.839855 0.848112 0.87428 0.977091 1.01565 -0.07632 0.105201 0.598542 0.986915 0.978524 0.904678 -1.18162 -1.31007
43275 231932 AI591815 immune associated nucleotide 3Ian3 0.891113 0.867278 1.052307 0.779664 0.776168 1.046584 0.851503 0.941383 -0.14469 0.224293 -1.08517 0.911157 0.921098 -1.15093 0.422901 -0.96421
43276 225182 AV220290 RIKEN cDNA 9930104E21 gene9930104E21Rik0.876609 0.996658 0.942896 0.988648 0.844398 0.881978 0.869538 1.043791 0.450807 -1.41847 -0.79057 -1.39089 0.605781 0.212817 0.537005 -1.22925
43277 20684 BE686528 nuclear antigen Sp100 Sp100 1.037996 0.848555 0.880292 0.842075 0.967194 1.087207 0.9086 1.006866 -1.18162 -0.41586 -0.34327 -0.08986 -1.30291 -0.74859 -0.56175 -1.40617
43278 213019 AI848184 PDZ and LIM domain 2 Pdlim2 0.94536 1.027126 0.975508 0.945406 0.868759 0.955791 0.859449 1.0508 -0.59084 -1.20122 -1.22925 -0.59084 0.805844 -0.84558 0.865727 -0.74859
43279 11475 AI462663 actin, alpha 2, smooth muscle, aortaActa2 1.008427 1.021704 1.289651 1.153296 1.33036 1.183977 1.219199 1.396261 -1.41059 -1.39089 0.775411 -0.00969 0.79752 0.177801 0.537005 0.951717
43280 20442 NM_009177sialyltransferase 4A (beta-galactoside alpha-2,3-sialytransferase)Siat4a 0.842422 1.29025 1.345393 1.213025 1.174063 0.783464 1.116851 0.908757 0.775411 0.984958 0.996873 0.882701 0.714241 0.977936 0.141921 -0.10347
43281 52325 BB619841 DNA segment, Chr 7, ERATO Doi 413, expressedD7Ertd413e 0.760206 1.11443 1.136026 0.882442 0.849095 0.765696 0.95352 1.239437 0.988633 0.02936 0.312476 0.280171 0.685121 0.98537 -1.02632 0.921098
43282 214742 BF468824 RIKEN cDNA C730034D20 geneC730034D20Rik0.906922 1.112962 1.046356 0.825732 0.90179 0.926107 0.893319 1.088903 0.333495 0.477764 -0.83195 0.976082 0.422901 -0.08986 0.269197 0.092779
43283 381869 AW553050 similar to U2 auxiliary factor 26na 0.901612 0.898614 0.990173 0.815444 0.892748 1.100693 0.985928 1.083294 0.647165 0.685121 -1.37437 0.997231 0.756332 0.537005 -1.33027 0.246946
43284 64931 NM_022888folate receptor 4 (delta) Folr4 0.942584 1.170492 0.850606 0.871327 0.90179 0.922032 1.021497 1.106704 -0.97687 0.23567 0.246946 0.003406 -0.57631 -0.84558 -1.36471 -0.27137
43285 0.93482 1.037272 1.101964 1.082257 0.942988 0.913256 1.119783 1.037101 -0.02287 -0.87261 0.583764 0.258122 -0.2571 0.477764 0.770759 -0.87261
43286 50498 BC008209 Epstein-Barr virus induced gene 3Ebi3 0.868346 1.241937 1.360477 1.09085 1.075711 0.882149 1.096019 1.064032 0.741177 0.9832 0.999763 -0.00969 -0.30002 0.591203 0.080268 -0.54718
43287 13618 NM_007904endothelin receptor type B Ednrb 0.905379 0.901146 0.631875 0.973698 0.774797 1.063618 0.979462 0.92173 -0.10347 -0.03612 0.99989 -1.28795 0.96061 -0.92556 -1.33657 -0.56175
43288 99899 BB499780 RIKEN cDNA A430056A10 geneA430056A10Rik0.918893 1.113563 1.363304 1.137788 1.066684 0.855409 0.954478 1.12251 -0.10347 0.312476 0.99967 0.591203 -0.5326 0.813882 -0.89928 0.432308
43289 232337 AI326783 hypothetical protein LOC232337LOC232337 0.970061 1.071125 1.246653 1.100307 1.041409 1.069249 1.173662 1.148623 -0.79057 0.459898 0.999989 0.856479 -0.41586 0.413388 0.998256 0.991205
43290 70425 BB626977 RIKEN cDNA 3300002K07 gene3300002K07Rik1.006034 0.925369 0.838192 0.813531 0.7908 0.862807 0.765961 0.949101 -1.40617 -0.07632 0.954096 0.987277 0.996777 0.856479 0.999367 -0.66313
43291 217011 AI854662 cDNA sequence BC018399BC018399 0.934068 0.898823 0.908368 0.996622 1.069208 1.002072 1.037266 1.268098 -0.17247 0.568584 0.413388 -1.41404 -0.20048 -1.4165 -0.96421 0.998803
43292 54633 AW456196 polyglutamine binding protein 1Pqbp1 0.976238 0.968882 1.003471 0.877717 0.896264 1.044566 0.912955 1.050647 -1.30291 -1.22009 -1.4165 0.413388 0.117532 -1.06205 -0.20048 -0.96421
43293 67629 AK011728 RIKEN cDNA 2410030K01 gene2410030K01Rik0.984682 1.01728 1.202787 1.135638 1.189452 0.994346 0.980564 1.057436 -1.37885 -1.36965 0.770759 0.224293 0.697037 -1.41244 -1.35413 -0.93855
43294 BE136340 0.939279 0.849259 1.035112 0.907375 0.852923 1.015218 1.062277 1.030071 0.003406 0.989852 -0.84558 0.697037 0.986915 -1.29553 -0.06285 -0.97687
43295 16818 BE947987 lymphocyte protein tyrosine kinaseLck 1.050048 0.973907 1.050109 1.027968 0.983586 0.887177 0.978275 0.851009 -1.01414 -1.28795 -1.01414 -1.28017 -1.36965 0.18957 -1.33027 0.653725
43296 29861 NM_013874neuronal d4 domain family memberNeud4 1.020484 0.894379 0.961639 0.944089 0.948627 0.932532 1.036598 0.997803 -1.11876 0.943901 -0.47421 0.153976 0.003406 0.477764 -0.59084 -1.41404
43297 29875 NM_016721IQ motif containing GTPase activating protein 1Iqgap1 1.0584 1.10095 0.958093 1.001833 0.907926 0.971572 1.043805 1.130119 -0.89928 -0.21456 -1.10771 -1.41798 -0.21456 -1.27217 -1.10771 0.333495
43298 66963 BG228757 RIKEN cDNA 2310061N19 gene2310061N19Rik0.903191 0.942185 0.959053 0.993429 0.730648 0.759852 1.052618 1.719015 -0.21456 -0.91247 -1.15093 -1.41059 0.993417 0.976715 -1.02632 0.999999
43299 75430 BC006736 RIKEN cDNA 3200002M19 gene3200002M19Rik0.943051 1.036858 1.082367 0.94696 0.986399 1.049128 1.128718 1.095127 -0.21456 -0.85914 0.30181 -0.32882 -1.33027 -0.51801 0.856479 0.528853
43300 56249 AW912608 ARP8 actin-related protein 8 homolog (S. cerevisiae)Actr8 0.99881 0.951987 1.024794 1.088858 1.077895 1.068491 1.041016 1.000821 -1.41798 -0.57631 -1.17156 0.323037 0.105201 -0.11714 -0.80444 -1.41798
43301 18120 AI837357 mitochondrial ribosomal protein L49Mrpl49 0.908518 1.015955 1.07508 1.175478 1.048393 1.106125 1.239424 1.199544 0.117532 -1.3485 -0.35774 0.801718 -1.01414 -0.13088 0.933363 0.788902
43302 14673 BB025141 guanine nucleotide binding protein, alpha 12Gna12 0.977265 1.002586 1.051372 1.162914 1.077709 1.231908 1.355508 1.266878 -0.85914 -1.41059 0.30181 0.999824 0.836346 1 1 1
43303 1.060588 1.367021 1.117693 0.83543 0.91883 0.771016 0.96587 1.017195 -0.85914 0.996777 0.054985 0.775411 -0.67749 0.974085 -1.20122 -1.36471
43304 24084 BG695235 tektin 2 Tekt2 1.020948 0.827805 0.897738 1.027567 0.902869 1.083677 0.951717 1.119583 -1.22009 0.994948 0.725272 -1.09652 0.660191 0.291042 -0.50341 0.775411
43305 217140 BG969483 DNA segment, Chr 11, KL Mohlke 48D11Moh48 0.942459 0.995897 1.028146 0.939717 0.988693 1.001887 1.062776 0.995395 0.450807 -1.40078 -0.73447 0.528853 -1.28795 -1.41404 0.495211 -1.39772
43306 223649 AI839940 cDNA sequence BC011468BC011468 0.634068 0.527294 0.916222 0.96922 0.591203 0.432308 -0.6918 -1.37885 NA NA NA
43307
43308 52665 BF455886 enoyl Coenzyme A hydratase domain containing 1Echdc1 0.883145 1.076396 0.938341 0.95673 0.924816 0.913831 0.88415 1.046656 0.528853 -0.34327 -0.56175 -0.95144 -0.2571 -0.06285 0.51224 -0.92556
43309 18817 U01063 polo-like kinase (Drosophila)Plk 0.901499 1.097262 0.940885 1.101221 0.989274 1.029918 0.887757 1.303682 -0.34327 -0.57631 -0.96421 -0.44502 -1.4036 -1.30291 -0.11714 0.936541
43310 21393 NM_011540titin-cap Tcap 0.899253 0.939905 0.909784 0.858283 0.863049 1.052927 0.973326 1.218437 0.343849 -0.54718 0.141921 0.825417 0.788902 -0.76264 -1.10771 0.965384
43311 69524 AW543751 endothelial cell-specific adhesion moleculeEsam1
43312 14191 X52191 Gardner-Rasheed feline sarcoma viral (Fgr) oncogene homologFgr 0.826483 0.704234 0.882405 1.048323 0.867341 0.991485 1.248359 1.200987 0.902428 0.999824 0.422901 -0.96421 0.612922 -1.40078 0.965384 0.877262
43313 117591 BC006076 solute carrier family 2 (facilitated glucose transporter), member 9Slc2a9 1.001124 0.952614 0.684837 0.738784 0.88448 1.181818 0.953097 1.013281 -1.41835 -1.05027 0.999496 0.992162 0.141921 0.633758 -1.06205 -1.39089
43314 100678 AI480570 phosphoserine phosphatasePsph 0.990635 0.939739 1.09708 0.974484 0.78617 0.823734 1.104577 1.673519 -1.39442 -0.61985 0.003406 -1.25559 0.989852 0.939582 0.129773 1
43315 12836 NM_007738procollagen, type VII, alpha 1Col7a1 0.969158 1.213731 1.309688 0.646744 1.26022 0.934385 0.496867 1.183191 -1.39089 -1.41539 -0.73447 0.201243 -0.77664 -1.39772 -0.28568 -1.23822
43316 56429 NM_019759dermatopontin Dpt 1.064021 1.05905 0.940623 0.923502 0.999043 0.983301 1.001285 0.982521 -0.67749 -0.77664 -0.70608 -0.34327 -1.41835 -1.37437 -1.41798 -1.3485
43317 15203 BI108669 hephaestin Heph 1.096668 1.076887 1.068654 1.156239 1.217688 1.230734 1.210244 1.210727 0.432308 0.054985 -0.13088 0.921098 0.99397 0.996678 0.991696 0.991933
43318 20758 NM_011470small proline-rich protein 2DSprr2d 0.891901 0.691925 0.701245 0.677446 0.616364 0.761964 0.630124 0.886279 0.06767 0.999496 0.999156 0.999778 0.999996 0.9832 0.999989 0.165936
43319 21771 BG067933 testis expressed gene 292 Tex292 0.933533 0.919538 0.943111 1.029065 1.000907 1.065682 0.99402 1.141946 0.605781 0.829126 0.364243 -0.74859 -1.41736 0.495211 -1.3831 0.995096
43320 17190 AI413938 methyl-CpG binding domain protein 1Mbd1 0.94608 0.996791 0.963443 0.792949 0.879508 0.850579 0.997396 1.031445 0.117532 -1.41059 -0.5326 0.999997 0.9832 0.998684 -1.41244 -0.76264
43321 1.014383 1.008769 0.973108 0.990265 1.046483 1.15843 1.212282 1.225646 -1.18162 -1.33027 -0.66313 -1.30291 0.129773 0.999711 0.999998 0.999999
43322 0.92205 0.931579 0.985438 0.760479 0.854891 0.895139 0.867528 0.952774 -0.02287 -0.24287 -1.3485 0.999479 0.887932 0.503778 0.813882 -0.77664
43323 100725 AK018690 1.032381 1.032953 0.850917 0.938155 0.848389 1.077199 1.033884 0.925917 -1.01414 -1.00184 0.967142 -0.17247 0.971185 0.092779 -0.97687 0.141921
43324 22688 NM_018793zinc finger protein 26 Zfp26 0.768145 1.054375 0.894224 0.746223 0.990748 0.907619 0.863076 1.107699 0.784481 -1.17156 -0.80444 0.537005 -1.41798 -0.89928 -0.41586 -1.12964
43325 16145 BI661696 interferon gamma induced GTPaseIgtp 0.888252 0.954356 0.977282 0.818207 0.733518 0.797319 0.944814 1.156731 0.042214 -1.09652 -1.33657 0.813882 0.992162 0.902428 -0.95144 0.394046
43326 13831 NM_007935enhancer of polycomb homolog 1 (Drosophila)Epc1 0.87819 0.952245 1.093295 0.918819 0.877973 0.736729 0.786409 1.597837 -0.03612 -1.09652 -0.50341 -0.56175 -0.32882 0.904678 0.874461 0.999948
43327 BE225940 0.860031 1.194636 0.97585 0.692646 0.986448 1.676841 0.779062 1.543084 -1.07368 -0.81823 -1.40617 0.258122 -1.41244 0.291042 -0.57631 -0.02287
43328 74117 BF020700 ARP3 actin-related protein 3 homolog (yeast)Actr3 0.938373 0.920442 0.984675 0.825797 0.911728 0.926652 0.987911 0.904283 -0.43043 -0.00969 -1.34265 0.969625 0.18957 -0.14469 -1.37437 0.333495
43329 AW045948 0.949653 1.036104 1.047482 0.933917 0.985926 0.855885 0.952572 1.228091 -0.76264 -1.08517 -0.87261 -0.38676 -1.35953 0.846693 -0.81823 0.976715
43330 15185 AW907676 histone deacetylase 6 Hdac6 0.993939 1.067869 1.07975 0.906547 0.757328 0.638674 0.653016 0.928426 -1.41244 -0.79057 -0.60536 -0.24287 0.982251 0.999968 0.999922 -0.64874
43331 230661 AK019829 testis-specific kinase 2 Tesk2 0.942467 0.993883 1.107463 0.966046 0.964475 0.961158 0.989408 1.112811 -0.17247 -1.40078 0.697037 -0.88599 -0.84558 -0.74859 -1.36471 0.751363
43332 13712 W47942 ELK1, member of ETS oncogene familyElk1 0.969028 0.959846 0.935865 0.865312 0.936538 0.690847 0.691628 0.938304 -1.17156 -1.01414 -0.48881 0.741177 -0.50341 0.999984 0.999983 -0.54718
43333 214663 BC006711 RIKEN cDNA C030003J19 geneC030003J19Rik1.093952 0.885384 1.061742 0.933153 1.032509 0.845487 0.827307 0.758119 -0.59084 -0.35774 -1.27217 -1.32375 -1.37437 -0.89928 -1.32375 0.598542
43334 66897 BF318115 RIKEN cDNA 1300019C06 gene1300019C06Rik 1.01728 1.04294 1.123202 1.134896 0.872131 1.037992 0.976942 0.986092 -1.33027 -0.92556 0.552999 0.666562 0.761221 -1.02632 -1.25559 -1.35953
43335 13996 AA793722 ethanol decreased 2 Etohd2 0.904293 0.978873 1.028292 0.871043 0.84667 1.102164 0.940769 1.093184 0.374282 -1.27217 -1.17156 0.801718 0.931722 0.323037 -0.45961 0.165936
43336 13018 BF661563 CCCTC-binding factor Ctcf 0.976318 1.014234 1.119245 1.087703 1.29993 0.906241 0.895409 0.966464 -1.22009 -1.3485 0.605781 0.129773 0.999543 0.40377 0.576224 -1.03836
43337 67840 AW988423 mitochondrial ribosomal protein 63Mrp63 0.809515 0.591067 0.783034 1.003418 0.929305 1.067175 1.454817 1.085509 0.89047 0.999999 0.958538 -1.4165 -0.63431 -0.77664 0.999599 -0.47421
43338 18194 AF100198 NAD(P) dependent steroid dehydrogenase-likeNsdhl 1.273544 1.170449 0.924069 1.000396 0.761172 0.953144 1.063806 0.972128 0.384217 -1.06205 -1.19151 -1.39442 -0.17247 -1.41539 -0.93855 -1.37437
43339 105855 BE335013 RIKEN cDNA 4930568P13 gene4930568P13Rik0.962686 0.869543 0.848019 0.866279 0.95071 0.964407 1.017051 1.147954 -1.08517 0.660191 0.836346 0.691124 -0.85914 -1.10771 -1.3485 0.640509
43340 14375 BI793515 thyroid autoantigen G22p1 1.171023 1.153092 1.174461 1.082424 1.036002 0.969224 0.900628 1.014212 0.986163 0.967142 0.988633 0.40377 -0.81823 -0.93855 0.779984 -1.31007
43341 0.973333 0.925489 1.036205 1.055884 1.122786 0.979645 1.035093 1.167918 -1.09652 0.092779 -0.96421 -0.48881 0.7198 -1.25559 -0.98942 0.942493
43342 12873 AW457698 carboxypeptidase A3, mast cellCpa3 0.884192 0.844519 0.855348 0.881097 0.9475 0.907187 1.018797 1.107058 0.725272 0.954096 0.921098 0.756332 -0.56175 0.394046 -1.29553 0.468884
43343 216395 BF682182 transmembrane protein 5 Tmem5 0.914588 1.118515 1.197012 1.121895 0.95397 1.004675 0.989144 1.135763 -0.45961 -0.10347 0.666562 -0.04945 -1.247 -1.3831 -1.41847 0.117532
43344 101095 C81429 zinc finger protein 282 Zfp282 1.020348 1.155743 1.090352 1.088822 0.95324 0.946973 0.879538 1.052886 -1.09652 0.996471 0.805844 0.793248 -0.08986 0.141921 0.98763 0.042214
43345 67011 BG069788 RIKEN cDNA 1600013P15 gene1600013P15Rik1.015632 1.024643 1.002675 1.073797 1.094471 0.895791 1.002941 1.023884 -1.35413 -1.26398 -1.4165 -0.4013 -0.00969 0.333495 -1.4165 -1.28017
43346 69484 U70210 RIKEN cDNA 2310007D03 gene2310007D03Rik1.100677 1.014919 0.980917 0.769941 1.050861 0.921247 0.729049 0.669816 -0.24287 -1.37885 -1.35413 0.975432 -1.01414 -0.47421 0.996252 0.999856
43347 208768 AW457222 cDNA sequence BC031781BC031781 0.86258 0.984898 0.936833 0.810861 0.875304 0.873774 0.958272 0.90097 0.459898 -1.36471 -0.63431 0.946624 0.51224 0.537005 -1.03836 0.105201
43348 17886 AA624011 myosin heavy chain IX Myh9 0.973254 1.032523 0.930386 0.948901 0.911767 0.771432 0.940612 1.188211 -1.14037 -1.05027 -0.04945 -0.54718 0.374282 0.999747 -0.31441 0.971936
43349 0.974408 0.861227 0.964925 0.987858 0.999432 0.866061 0.82323 0.900733 -1.33027 0.269197 -1.25559 -1.39772 -1.41835 0.201243 0.672841 -0.34327
43350 226856 BE949906 cDNA sequence BC013667BC013667 0.923764 1.100502 1.42891 1.248039 1.029311 0.872166 1.057356 1.097227 -0.6918 0.18957 0.999987 0.988633 -1.18162 0.725272 -0.66313 0.129773
43351 NM_008739 1.019502 1.209879 1.120717 1.065347 0.908259 0.919711 1.060874 1.087551 -1.30291 0.965384 0.23567 -0.45961 0.312476 0.092779 -0.4013 0.003406
43352 68039 AW045989 neuromedin B Nmb 0.945827 0.978817 0.96985 0.799042 0.907434 0.918955 1.019337 0.959903 -0.51801 -1.25559 -1.09652 0.997057 0.40377 0.165936 -1.28795 -0.87261
43353 192193 BI348916 ER degradation enhancer, mannosidase alpha-like 1Edem1 0.723962 0.617515 0.783079 1.061752 0.965585 1.048736 1.392439 1.125623 0.993222 0.999979 0.930045 -0.92556 -1.23822 -1.09652 0.994796 -0.00969
43354 AF100956 0.96148 1.058356 0.943683 0.994597 1.045677 1.060269 1.34539 1.2256 -0.56175 0.02936 0.06767 -1.39772 -0.37224 0.080268 1 0.999861
43355 27401 AF083215 S-phase kinase-associated protein 2 (p45)Skp2 0.593592 1.194454 0.809495 0.681418 0.678897 1.004172 0.809405 0.774033 0.994948 -0.08986 0.212817 0.928331 0.933363 -1.41736 0.212817 0.528853
43356 22385 NM_011714bromodomain adjacent to zinc finger domain, 1BBaz1b 0.870567 0.803096 0.893712 1.07496 0.925223 1.033418 1.186057 1.094155 0.153976 0.877262 -0.31441 -0.83195 -0.63431 -1.29553 0.503778 -0.43043
43357 15218 BB238076 forkhead box N1 Foxn1 0.980526 1.027266 0.966364 0.90616 0.95637 1.002964 1.00717 1.057558 -1.15093 -0.95144 -0.70608 0.850016 -0.32882 -1.41244 -1.3831 0.042214
43358 225898 BE457830 cDNA sequence BC022146BC022146 1.093754 1.08888 1.194605 1.187512 1.111836 1.129212 1.104311 1.091815 0.48654 0.40377 0.991205 0.987973 0.7198 0.850016 0.633758 0.459898
43359 68270 AW988403 RIKEN cDNA 4930457P18 gene4930457P18Rik0.868497 0.922622 0.976741 0.880982 0.841503 0.911526 0.971214 1.138022 0.880008 0.129773 -1.21075 0.793248 0.970414 0.374282 -1.10771 0.813882
43360 71983 BC005637 RIKEN cDNA 2410015B03 gene2410015B03Rik 0.98159 0.867534 0.920112 0.847529 0.961608 1.104299 0.865185 0.984432 -1.35953 0.432308 -0.61985 0.653725 -1.22925 -0.24287 0.459898 -1.37437
43361 12504 NM_013488CD4 antigen Cd4 0.859385 0.976187 1.030293 0.982417 0.940925 1.029794 1.130815 1.05544 0.989259 -1.07368 -0.91247 -1.22925 0.06767 -0.92556 0.939582 -0.13088
43362 0.971425 0.692293 0.846848 0.797029 0.823423 0.909849 0.872943 1.016203 -1.3485 0.939582 -0.38676 -0.02287 -0.07632 -0.95144 -0.47421 -1.4036
43363 70510 BB098392 RIKEN cDNA 5730408C10 gene5730408C10Rik0.912761 0.797997 1.083264 0.905711 0.951066 0.767926 0.880383 0.959665 -0.07632 -0.04945 -1.33027 -0.66313 -0.92556 -1.08517 -0.02287 -1.29553
43364 68032 NM_026519RIKEN cDNA 2610318K02 gene2610318K02Rik 1.03714 0.996742 0.987787 1.051205 0.99787 1.023506 1.068434 1.120403 -0.95144 -1.41404 -1.35953 -0.60536 -1.4165 -1.21075 -0.18645 0.685121
43365 0.99016 1.074848 1.014869 0.972145 1.035428 0.967104 1.021454 0.923211 -1.40078 -0.59084 -1.36965 -1.26398 -1.19151 -1.25559 -1.35953 -0.44502
43366 72722 AI118527 RIKEN cDNA 2810405J04 gene2810405J04Rik 0.92211 0.892738 0.927601 0.906386 0.971224 1.229572 1.246537 1.188108 -0.63431 -0.13088 -0.73447 -0.37224 -1.29553 0.784481 0.843307 0.560842
43367 11670 NM_007436aldehyde dehydrogenase family 3, subfamily A1Aldh3a1 1.036363 1.001962 0.95263 0.813665 0.969269 1.038999 1.048822 1.101827 -1.20122 -1.41798 -1.02632 0.880008 -1.33027 -1.10771 -1.03836 -0.20048
43368 66399 AK009898 RIKEN cDNA 2310050B20 gene2310050B20Rik0.989466 0.930392 1.067729 1.1536 1.138463 1.20862 1.019926 1.063207 -1.37437 -0.02287 -0.18645 0.904678 0.836346 0.98956 -1.26398 -0.28568
43369 70601 AK017681 RIKEN cDNA 5730461K03 gene5730461K03Rik0.923368 0.931044 1.040695 1.008633 0.971216 1.053643 0.937797 1.170644 0.117532 -0.07632 -0.87261 -1.39089 -1.10771 -0.56175 -0.2571 0.911157
43370 224090 AW046247 RIKEN cDNA 9330161C17 gene9330161C17Rik1.010675 1.402856 1.109554 0.974868 0.877088 0.589298 0.675395 0.902845 -1.28795 0.977936 -0.41586 -1.36471 -0.02287 0.892959 0.947941 -0.32882
43371 70785 AW824676 RIKEN cDNA 4432409M07 gene4432409M07Rik
43372 0.952656 1.025208 0.989812 0.836764 0.884945 1.015294 1.06254 1.043012 -0.67749 -1.19151 -1.37885 0.974767 0.746311 -1.33027 -0.35774 -0.83195
43373 171506 BG067915 H1 histone family, member O, oocyte-specific)H1foo 0.96874 0.95256 1.066208 1.053665 1.009952 1.007674 1.052834 1.130827 -1.00184 -0.54718 -0.11714 -0.44502 -1.37437 -1.39089 -0.48881 0.843307
43374 54485 BG060622 delta-like 4 (Drosophila) Dll4 0.980606 0.922883 0.996766 0.790353 0.88782 0.710773 0.718623 0.95418 -1.35413 -0.54718 -1.4165 0.880008 0.054985 0.986544 0.994796 -2.86958
43375 11859 AI324976 paired-like homeobox 2a Phox2a 1.007192 1.050685 0.924717 0.847978 0.8599 0.896361 1.020181 0.894596 -3.5388 -1.7155 -0.26528 0.976516 0.949477 0.607506 -3.21457 0.639115
43376 12795 AW488956 cytokine inducible kinase Cnk 0.801563 0.61711 0.814995 0.752042 0.778927 0.921116 0.787451 0.944212 0.954594 1 0.91717 0.99679 0.985546 -1.3057 0.977803 -2.26578
43377 BB155751 0.864332 1.099834 1.001569 0.864607 1.070296 0.819403 0.677436 1.271268 -1.33253 -1.7986 -3.59094 -0.746 -2.77667 0.251624 0.960318 0.564815
43378 13804 BE945851 endonuclease G Endog 1.058702 1.036069 0.788942 1.102819 0.90999 1.039658 0.949009 1.242423 -1.33253 -2.52935 0.999727 0.342639 0.251624 -2.34616 -1.5775 0.998978
43379 385813 BG095236 similar to 40S ribosomal protein S2na 0.958878 1.220868 1.304021 0.664066 1.224266 0.917953 0.846665 1.266446 -3.58275 -1.55003 -0.69867 -0.16899 -0.96695 -3.53164 -2.04757 -1.04326
43380 AI595912 0.995454 1.0126 1.041508 1.072229 1.113561 0.925815 0.795465 1.169298 -3.56293 -3.38538 -1.7986 -0.09555 0.827326 0.195513 0.999979 0.993096
43381 58222 BB210003 RAB37, member of RAS oncogene familyRab37 0.954705 0.99607 0.923494 0.833915 0.728968 0.634932 0.728663 1.036633 -3.10303 -3.58743 -2.31948 0.12106 0.95923 0.999394 0.95923 -3.29789
43382 24128 AA185161 5'-3' exoribonuclease 2 Xrn2 0.921824 0.750315 0.929503 0.691183 0.777954 0.837853 0.709749 0.545188 -1.4407 0.995626 -1.74319 0.999891 0.980736 0.739358 0.999619 1
43383 76969 NM_023850carbohydrate (keratan sulfate Gal-6) sulfotransferase 1Chst1 1.014988 1.026124 1.106671 1.186357 1.210353 1.052848 1.034325 1.229434 -3.59117 -2.89219 0.607506 0.992885 0.998236 -1.35945 -2.45168 0.999433
43384 56031 AW552175 peptidylprolyl isomerase E (cyclophilin E)Ppie 0.908738 0.872508 1.016113 0.940383 0.918809 1.008189 1.027291 0.934065 0.478462 0.934286 -3.31345 -0.81824 0.181009 -3.51596 -2.84672 -0.49437
43385 BB158040 0.92863 0.826162 0.763042 1.129433 0.811088 0.822194 0.856608 0.920553 -2.65545 -0.45099 0.488688 -1.93714 -0.62896 -0.36651 -0.72225 -2.70457
43386 101281 AU067695 1.064013 1.135853 1.277142 1.349862 1.176767 1.23807 1.282514 1.532674 -1.27896 0.733506 0.99955 0.999988 0.949477 0.996985 0.999655 1
43387 1.095779 1.00404 1.034258 0.869954 1.002297 0.768508 0.872708 1.126579 -1.6326 -3.58907 -3.42373 -1.9648 -3.59024 0.508657 -0.91678 -1.19936
43388 67037 NM_025928polyamine-modulated factor 1Pmf1 0.918537 0.952767 0.933276 1.06227 0.9188 0.870143 1.180648 0.999691 -1.5775 -2.97998 -2.47772 -2.4255 -1.99243 -0.36651 0.457521 -3.59117
43389 67694 AW822461 coiled-coil domain containing 2Ccdc2 0.884768 1.001323 0.895821 0.88033 0.838747 0.818507 0.945768 1.02498 0.105585 -3.59024 -0.22617 0.209826 0.823226 0.928976 -2.23877 -3.28197
43390 54373 BI154998 protease, serine, 16 (thymus)Prss16 1.102857 0.963175 0.960199 0.860312 0.870256 0.904982 1.024646 1.18561 -0.04258 -2.68011 -2.52935 0.846597 0.750733 0.025259 -3.17874 0.935974
43391 18605 AI132318 ectonucleotide pyrophosphatase/phosphodiesterase 1Enpp1 1.033125 1.080581 0.882499 1.1429 0.975706 1.140424 0.947342 1.035501 -2.91455 -0.89191 0.518403 0.639115 -3.19683 0.615616 -1.9648 -2.8236
43392 27371 NM_021309SH2 domain protein 2A Sh2d2a 0.998631 1.072716 0.862405 1.028668 0.927335 0.884363 1.063593 1.311915 -3.59117 -3.14155 -0.8672 -3.47929 -2.80025 -1.68784 -3.08328 0.508657
43393 12190 U89652 breast cancer 2 Brca2
43394 105844 AI449026 caspase recruitment domain family, member 10Card10 0.924792 1.375011 0.789192 1.217742 1.062766 0.827003 0.801509 -2.07508 -1.99243 -1.22579 -3.12245 -2.97998 -1.7155 -0.06003 NA
43395 208084 AI449441 expressed sequence AI449441AI449441 0.879556 0.965103 1.085957 0.997063 0.970977 0.936296 0.958256 1.418185 0.424862 -2.89219 -0.91678 -3.58532 -3.10303 -1.60503 -2.63059 0.999982
43396 11774 BF018955 adaptor-related protein complex 3, beta 1 subunitAp3b1 0.911014 1.155216 0.966715 0.952659 0.967371 0.780339 0.907539 1.170545 -1.77089 -0.36651 -3.29789 -3.00124 -3.29789 0.846597 -1.6326 -0.09555
43397 BE986514 expressed sequence BB128963BB128963
43398 78128 AB063109 sperm associated antigen 11Spag11 1.041177 0.94223 1.038321 1.02059 0.985951 0.989679 1.022397 1.083054 -3.10303 -2.60555 -3.16031 -3.45834 -3.53164 -3.55758 -3.43569 -1.9648
43399 0.887636 1.022963 0.829511 0.889866 0.906804 1.053496 0.902374 1.049301 -0.26528 -3.37179 0.782337 -0.34587 -0.91678 -2.58032 -0.76991 -2.70457
43400 228765 AI448770 syndecan binding protein (syntenin) 2Sdcbp2 1.086085 1.183521 0.926977 1.061314 0.976134 0.74733 1.031816 1.095155 -1.25232 0.727542 -1.5226 -2.15725 -3.31345 0.997797 -3.14155 -0.94179
43401 71522 AK018485 RIKEN cDNA 9030405D14 gene9030405D14Rik1.050977 1.067062 1.286115 0.836123 0.879042 0.734329 0.766901 0.852621 -3.12245 -2.58032 0.727542 0.057983 -1.5226 0.708965 0.835276 -0.45099
43402 67783 BI686094 0.951758 1.059198 0.903905 0.966626 0.753768 0.701512 0.978707 0.876472 -2.91455 -2.70457 -1.38645 -3.26566 0.95923 0.996134 -3.45834 -0.51634
43403 11774 NM_009680adaptor-related protein complex 3, beta 1 subunitAp3b1 0.934733 0.974891 0.884446 1.145658 0.925721 0.92081 0.919753 0.999009 -2.72882 -3.42373 -1.22579 -1.6602 -2.52935 -3.08328 -2.31948 -3.56293
43404 68816 BE371304 peptidylprolyl isomerase (cyclophilin)-like 1Ppil1 1.002748 0.951031 0.958526 1.056335 0.983179 0.955268 1.163111 0.968041 -3.58743 -2.58032 -2.84672 -2.4255 -3.45834 -2.72882 0.468074 -3.14155
43405 66101 AK003179 RIKEN cDNA 1100001J08 gene1100001J08Rik 0.919176 0.958325 1.077081 1.011111 0.913545 0.846487 0.994293 1.128637 -1.6602 -3.00124 -2.02002 -3.54552 -1.46794 0.413637 -3.57972 -0.51634
43406 231452 AW258267 expressed sequence AA591032AA591032 0.884211 1.570464 1.254882 1.017027 0.891171 0.94567 1.266854 1.723598 -2.52935 0.827326 0.223948 -3.55758 -1.88175 -3.48911 0.136338 0.946725
43407 80277 AA210215 1.00188 0.953046 1.074617 1.134361 1.058126 1.025543 1.130119 0.934753 -3.58907 -2.23877 -1.12076 0.537427 -1.85404 -3.17874 0.478462 -1.33253
43408 66482 AK016532 RIKEN cDNA 2410030I24 gene2410030I24Rik 0.902334 0.790185 1.043914 0.99708 0.905714 1.030493 0.875981 1.135037 -1.55003 0.661406 -3.14155 -3.59024 -1.82632 -3.41136 -0.72225 -1.7155
43409 22367 AA266513 vaccinia related kinase 1 Vrk1 1.052148 1.180683 0.929416 0.957513 0.996636 1.051046 1.026715 1.220358 -3.23196 -0.28513 -2.58032 -3.19683 -3.57225 -3.37179 -3.44723 -0.04258
43410 55944 BG293557 eukaryotic translation initiation factor 3, subunit 7 (zeta)Eif3s7 1.043532 1.267177 1.157833 1.200778 1.161686 0.997121 1.276417 1.135288 -3.21457 -0.34587 -1.46794 -0.47259 -1.12076 -3.58907 -0.18785 -2.8236
43411 103136 AK009972 RIKEN cDNA 2310058A11 gene2310058A11Rik0.975686 1.043821 1.30407 1.096967 1.313712 0.95421 1.02776 1.194226 -3.32862 -3.14155 0.987862 -1.06896 0.990962 -2.72882 -3.28197 0.727542
43412 71991 AK010576 Cockayne syndrome 1 homolog (human)Ckn1 0.802365 0.892685 1.013168 1.251582 0.792976 0.541088 1.043966 1.03786 -1.27896 -2.58032 -3.51596 -0.67526 -0.20691 0.607506 -3.58275 -3.59024
43413 240058 BB273427 copine V Cpne5 1.375117 1.195276 1.007408 0.967701 0.632397 0.997058 1.072673 0.928996 0.994744 0.546708 -3.57225 -3.23196 0.999943 -3.58743 -2.15725 -2.04757
43414 170829 AY029530 translocating chain-associating membrane protein 2Tram2 0.848389 0.408948 0.92967 0.876966 0.82491 0.89836 1.235854 0.772153 -0.81824 1 -2.70457 -1.3057 -0.07769 -1.90945 0.209826 0.646678
43415 AI592978 1.047233 0.893954 0.791941 0.742967 0.754593 0.757213 1.001788 1.007957 -3.06323 -1.25232 0.756259 0.954594 0.928976 0.923279 -3.59024 -3.57225
43416 0.959605 0.9028 1.013242 1.101082 1.023425 1.04659 1.231877 1.245904 -2.50361 0.105585 -3.46903 -0.07769 -3.21457 -2.29268 0.990409 0.994744
43417 68394 AW121394 RIKEN cDNA 0610037D15 gene0610037D15Rik0.852838 0.999378 0.901402 0.967262 0.670536 1.068217 1.123955 1.189185 -0.5385 -3.59094 -1.93714 -3.41136 0.952098 -3.12245 -1.60503 -0.65202
43418 20527 M75135 solute carrier family 2 (facilitated glucose transporter), member 3Slc2a3 0.900091 0.972554 1.043253 1.128535 0.983999 1.191823 1.212276 1.16508 -0.8672 -3.19683 -2.95845 -0.40836 -3.48911 0.599256 0.750733 0.291734
43419 0.982391 0.970765 1.072099 1.167926 1.122086 1.256722 1.227296 1.08207 -3.06323 -2.26578 0.251624 0.998447 0.958113 0.999999 0.999985 0.546708
43420 14187 NM_008012aldo-keto reductase family 1, member B8Akr1b8 0.992456 0.988907 1.154152 1.202383 1.07649 1.200624 1.293967 1.175589 -3.50745 -3.42373 0.984237 0.999309 0.089915 0.999213 0.999999 0.995888
43421 67236 BG915628 RIKEN cDNA 2810452K22 gene2810452K22Rik0.890949 0.935764 1.023832 0.952257 0.871044 0.978659 0.95237 1.012709 -1.06896 -2.75285 -3.43569 -2.97998 -0.76991 -3.44723 -2.97998 -3.53164
43422 AI481719 0.930529 0.844021 1.113333 1.066034 0.976705 0.914307 0.946108 1.087106 -1.85404 0.631419 -0.62896 -2.15725 -3.35779 -1.22579 -2.47772 -1.4407
43423 0.950971 0.984511 0.967904 1.047418 0.96086 1.091288 0.992774 1.010853 -1.17305 -3.26566 -2.34616 -1.41354 -1.85404 0.488688 -3.51596 -3.43569
43424 72410 BC004825 0.998998 1.093541 1.13363 1.143478 1.058649 1.058485 1.146497 1.090112 -3.59024 0.518403 0.934286 0.962415 -0.794 -0.81824 0.968107 0.435917
43425 27280 NM_013750pleckstrin homology-like domain, family A, member 3Phlda3 0.747914 0.939581 0.702845 1.069059 0.906936 1.149396 1.059898 0.883995 0.435917 -3.28197 -0.99224 -3.39858 -2.72882 -2.29268 -3.44723 -3.0222
43426 78100 AI891764 RIKEN cDNA 8430410K20 gene8430410K20Rik0.886271 1.023841 1.007759 0.996711 0.844741 0.869453 0.914972 0.983562 -0.42958 -3.38538 -3.58275 -3.59094 0.498752 -0.24562 -1.4407 -3.53164
43427 1.283694 0.87918 0.893726 1.204358 0.728678 0.985105 1.338323 0.837021 0.402241 -3.21457 -2.95845 -1.35945 -2.60555 -3.53164 -0.15033 -2.70457
43428 101612 BC008121 glutamate-rich WD repeat containing 1Grwd1 0.988593 0.913103 1.007992 1.197117 1.102426 1.143071 1.131836 1.025808 -3.48911 -0.11361 -3.5388 0.973732 0.105585 0.766996 0.265181 -3.10303
43429 0.948253 1.00082 1.001896 1.094193 0.986733 0.92938 1.094998 1.037213 -1.60503 -3.59024 -3.58743 0.074048 -3.42373 -0.58337 0.089915 -2.50361
43430 99377 AF285588 sal-like 4 (Drosophila) Sall4 1.03507 1.021375 1.13653 1.261504 1.127285 1.119372 1.325915 1.151359 -2.4255 -3.10303 0.896117 0.999908 0.839128 0.766996 0.999998 0.950804
43431 AI390976 0.881388 1.324141 0.833485 0.869819 0.899925 1.17712 1.087193 0.984305 -1.9648 -0.16899 -2.84672 -2.52935 -1.46794 -0.60607 -3.08328 -3.28197
43432 19246 BE305775 protein tyrosine phosphatase, non-receptor type 1Ptpn1 0.988488 0.991529 0.956939 1.049399 0.97471 1.019799 1.070618 1.005149 -3.43569 -3.50745 -1.7986 -1.55003 -2.89219 -3.16031 -0.42958 -3.55758
43433 57278 BE282159 Lutheran blood group (Auberger b antigen included)Lu 0.918446 0.977381 1.152413 1.087219 0.82652 1.094409 1.071716 1.158447 -1.41354 -3.43569 -0.72225 -1.9648 -0.49437 -1.7155 -2.80025 0.209826
43434 210925 BF118001 cDNA sequence BC028953BC028953 0.956435 0.920262 1.030548 1.043664 0.830068 0.97143 0.94857 1.034173 -2.89219 -1.60503 -3.26566 -2.93663 0.537427 -3.28197 -2.65545 -3.17874
43435 240121 AI851920 hypothetical protein MGC58341MGC58341 1.045857 0.959148 1.177932 0.988662 0.856554 1.170394 0.850284 1.045209 -2.89219 -3.06323 0.590863 -3.55758 -0.746 -0.69867 0.413637 -3.10303
43436 74335 AK014491 X-ray repair complementing defective repair in Chinese hamster cells 3Xrcc3 0.895479 0.760725 0.898971 0.842959 0.868727 1.025428 0.944741 1.033012 -1.27896 0.915038 -1.41354 0.105585 -0.84264 -3.46903 -2.80025 -3.31345
43437 100090 BC005515 RIKEN cDNA 0610011D15 gene0610011D15Rik0.886633 0.683195 0.725633 0.689361 0.712329 0.840004 0.763915 0.922796 -0.746 0.998874 0.990121 0.998397 0.994902 0.36701 0.948117 -1.9648
43438 18142 NM_008718neuronal PAS domain protein 1Npas1
43439 0.90553 1.043562 1.083604 0.926033 0.902838 1.089994 1.053553 0.984922 -0.96695 -3.12245 -1.6326 -1.74319 -0.8672 -1.77089 -2.60555 -3.44723
43440 243911 BB350456 kin of IRRE like 2 (Drosophila)Kirrel2 0.936845 1.011758 1.055039 1.002336 0.980712 0.986032 1.077239 1.038935 -1.35945 -3.48911 -1.93714 -3.58743 -3.32862 -3.44723 -0.94179 -2.65545
43441 71754 AK004984 RIKEN cDNA 1300013D18 gene1300013D18Rik0.941629 0.871647 0.840047 0.72469 0.790788 0.758258 0.904357 0.872403 -1.41354 0.810412 0.967217 0.999972 0.99549 0.999213 0.209826 0.590863
43442 16511 NM_013569potassium voltage-gated channel, subfamily H (eag-related), member 2Kcnh2 0.995599 0.980057 1.061788 1.175722 1.064655 1.107266 1.003188 1.006172 -3.58532 -3.44723 -2.63059 0.342639 -2.39918 -1.0948 -3.58532 -3.57621
43443 237868 BB275164 RIKEN cDNA A830091I15 geneA830091I15Rik 0.999077 0.893079 0.931041 1.040658 0.978951 1.070418 1.076434 1.204415 -3.59024 0.402241 -0.99224 -2.52935 -3.26566 -1.14685 -0.89191 0.974456
43444 0.855645 0.540393 1.049347 0.721345 1.842006 1.120024 0.728933 -3.17874 -2.04757 -2.47772 -3.55758 -2.07508 -3.12245 -3.57225 NA
43445 28114 AI463178 DNA segment, Chr 13, Wayne State University 123, expressedD13Wsu123e 1.083377 1.107844 1.256787 1.380824 1.152628 1.067236 1.047241 1.04674 -0.8672 -0.06003 0.993693 0.999965 0.702538 -1.5226 -2.45168 -2.39918
43446 192185 BG091842 cDNA sequence BC004012BC004012 1.026572 1.272718 0.939478 1.065838 0.988569 1.053629 0.93378 0.914507 -3.41136 0.590863 -2.86958 -2.70457 -3.55758 -3.12245 -2.65545 -2.10253
43447 67972 BG294448 RIKEN cDNA 2810442I22 gene2810442I22Rik 0.956658 1.163895 1.246966 1.098415 1.140068 0.994382 1.005535 1.192805 -2.93663 0.209826 0.870382 -1.3057 -0.22617 -3.57972 -3.57972 0.413637
43448 59083 AJ242927 fetuin beta Fetub 0.887845 0.781527 1.050573 1.009229 0.924536 0.676373 0.945946 1.000659 -0.72225 -0.56084 -2.75285 -3.41136 -3.06323 0.089915 -3.39858 -3.17874
43449 22417 BG086084 wingless-related MMTV integration site 4Wnt4 0.897968 0.872035 0.781651 1.101967 0.859311 0.909239 0.89852 1.456144 -1.6602 -0.94179 0.457521 -2.60555 -1.12076 -3.08328 -1.7155 0.975847
43450 11808 BF532625 apolipoprotein A-IV Apoa4 0.941901 1.076392 1.093781 1.151351 1.090304 0.939914 0.925015 0.952181 -2.37274 -3.48911 -1.9648 -1.0948 -2.55492 -2.26578 -1.49524 -3.35779
43451 14287 BF017115 folylpolyglutamyl synthetase Fpgs 0.866055 1.129602 1.189321 0.905969 0.862115 1.019195 0.896188 1.276625 0.378929 -0.06003 0.739358 -0.746 0.457521 -3.42373 -0.40836 0.979609
43452 16866 BB618381 luteinizing hormone beta Lhb 1.010554 0.991407 1.02632 0.966064 0.919736 0.99889 1.1274 1.129155 -3.53164 -3.56782 -3.37179 -3.21457 -1.88175 -3.58532 -0.67526 -1.12076
43453 214669 AI552858 l(3)mbt-like 2 (Drosophila) L3mbtl2 0.978225 0.951009 1.006797 0.953992 0.952903 0.976068 1.771152 1.134513 -3.45834 -3.04286 -3.4985 -3.0222 -3.14155 -3.57621 0.999952 -0.89191
43454 98758 BI410401 RIKEN cDNA 4833420I20 gene4833420I20Rik 1.043383 0.865864 0.910374 0.682445 0.837966 1.116035 0.530592 0.536171 -3.21457 -0.99224 -2.31948 0.537427 -2.18451 -2.55492 0.999943 0.317551
43455 27397 AK012906 mitochondrial ribosomal protein L17Mrpl17 0.979231 1.392778 1.041097 0.929943 0.889764 0.75834 1.008701 1.016365 -3.51596 0.850215 -3.42373 -2.75285 -2.10253 0.402241 -3.57972 -3.58532
43456 1.186679 0.961916 1.218425 1.171556 0.972379 0.841797 1.156181 1.500473 -1.3057 -3.42373 -0.81824 -1.5226 -3.50745 -1.27896 -1.77089 0.882449
43457 71723 BB140952 DEAH (Asp-Glu-Ala-His) box polypeptide 34Dhx34 0.784604 0.939237 0.955229 1.019624 0.851205 0.870827 1.090689 1.088704 0.330185 -3.08328 -3.23196 -3.52402 -0.69867 -1.41354 -2.4255 -2.60555
43458 75613 AW492085 RIKEN cDNA 2610034E13 gene2610034E13Rik 1.01064 1.030202 1.104076 1.155503 1.164711 1.214502 1.11096 1.00338 -3.55178 -3.28197 -1.14685 0.074048 0.223948 0.727542 -0.94179 -3.55178
43459 BF228321 1.016757 0.896851 0.906544 0.957531 0.895147 0.929259 0.875218 1.093583 -3.39858 0.195513 -0.11361 -2.45168 0.237881 -1.04326 0.646678 -0.40836
43460 212555 AW120490 cDNA sequence BC019216BC019216 0.867543 1.10466 1.114813 1.135988 1.122462 1.036511 1.083358 0.859966 -0.58337 -2.29268 -1.5226 -0.5385 -1.3057 -3.16031 -1.88175 -0.45099
43461 57370 BG866204 UDP-Gal:betaGlcNAc beta 1,4-galactosyltransferase, polypeptide 3B4galt3 0.973117 1.310208 0.95578 0.923403 0.963882 1.532324 1.19951 0.942542 -3.37179 0.291734 -3.14155 -1.88175 -3.29789 0.661406 0.04172 -3.08328
43462 228598 BE944194 early B-cell factor 4 Ebf4 1.092406 0.991644 1.163029 1.001215 0.871269 0.992924 1.013346 0.943353 -1.85404 -3.53164 -0.09555 -3.59094 -0.04258 -3.57621 -3.55758 -2.34616
43463 53868 BF583316 RAB25, member RAS oncogene familyRab25 1.072557 1.201488 0.763551 1.069724 0.979959 1.044791 0.862245 1.009587 -2.15725 0.607506 0.970642 -2.58032 -3.44723 -3.17874 -0.22617 -3.58743
43464 66396 AA711917 RIKEN cDNA 2310043N13 gene2310043N13Rik1.027882 1.036968 0.992002 1.067817 1.024281 0.933473 1.03038 1.167933 -2.55492 -1.93714 -3.48911 -0.09555 -2.77667 0.04172 -2.39918 0.996366
43465 54377 NM_019431calcium channel, voltage-dependent, gamma subunit 4Cacng4 0.90285 0.903508 1.184874 1.078627 0.961598 0.921178 1.053594 0.985729 -1.0948 -1.12076 0.446802 -1.9648 -3.08328 -1.74319 -2.72882 -3.51596
43466 22344 BG970428 vascular endothelial zinc finger 1Vezf1 1.00773 0.924421 1.371549 1.25193 1.104322 1.045004 1.033291 1.131089 -3.55758 -1.14685 0.999818 0.983776 -0.38734 -2.60555 -3.0222 0.265181
43467 58865 NM_021480L-threonine dehydrogenase Tdh 0.955697 0.867738 1.041579 0.988007 1.018324 0.968115 1.229771 0.927879 -3.23196 -1.6602 -3.29789 -3.4985 -3.59094 -3.44723 -0.32543 -2.68011
43468 0.98697 0.996175 0.903509 0.96722 1.007631 0.83246 0.922284 1.045971 -3.52402 -3.58532 -0.91678 -3.17874 -3.56782 0.702538 -1.6326 -3.19683
43469 20788 AI426168 sterol regulatory element binding factor 2Srebf2 0.931537 0.984382 0.974285 0.941096 1.06184 0.957519 1.109303 1.545213 -1.85404 -3.31345 -3.29789 -2.23877 -2.26578 -3.23196 -0.69867 0.999994
43470 234814 AI020795 cDNA sequence BC052066BC052066 0.954665 0.994859 1.02649 1.204523 1.172364 1.256414 1.238417 1.259129 -2.15725 -3.56782 -3.06323 0.980736 0.925222 0.998236 0.995888 0.998447
43471 56312 BF535504 nuclear protein 1 Nupr1 0.852018 0.890774 0.668012 0.800213 1.096966 0.725535 0.995928 1.296859 -2.39918 -2.72882 0.739358 -1.90945 -3.17874 -1.38645 -3.59117 -1.06896
43472 AF179427 0.929429 0.907062 0.818077 0.997274 1.185265 0.994491 1.015716 0.990089 -2.39918 -1.68784 0.498752 -3.52402 0.074048 -3.57225 -3.52402 -3.57225
43473 BE634620 0.872598 1.174545 0.695206 1.130184 0.669367 1.394193 0.575896 0.589493 -3.38538 0.089915 -2.89219 -0.32543 0.876547 -3.43569 0.792071 -2.07508
43474 AI119728 1.044289 0.991525 1.054723 1.058451 1.221065 1.234075 1.310768 0.910859 -2.34616 -3.53164 -1.82632 -1.6602 0.989207 0.982817 0.999824 -0.49437
43475 69217 AI841915 RIKEN cDNA 2410005C22 gene2410005C22Rik1.019955 0.791176 0.917989 0.702653 1.005487 1.108555 0.720973 1.219169 -3.53164 -1.49524 -2.97998 -1.0948 -3.58907 -3.21457 -0.20691 -1.74319
43476 BI217656 expressed sequence AU014768AU014768 0.884127 1.14713 0.810264 1.16198 1.002737 0.94741 1.124343 1.144601 -0.38734 -0.04258 0.77221 0.209826 -3.58907 -2.63059 -0.5385 -0.24562
43477 12028 BI686964 Bcl2-associated X protein Bax 0.933145 0.994275 1.015983 0.840118 0.889976 0.888455 0.989226 1.277728 -1.5226 -3.57225 -3.44723 0.873498 -0.34587 0.181009 -3.52402 0.981277
43478 54484 AI462235 makorin, ring finger protein, 1Mkrn1 0.864887 0.898446 0.846414 1.070638 0.860959 1.043109 0.874512 1.064691 0.661406 -0.07769 0.846597 -1.5226 0.708965 -2.65545 0.508657 -1.77089
43479 69534 AW047756 RIKEN cDNA 2310008N12 gene2310008N12Rik1.016021 1.012725 1.126685 1.098691 0.990663 1.05901 0.961868 0.988009 -3.32862 -3.42373 0.801426 0.378929 -3.4985 -1.14685 -2.21168 -3.43569
43480 20585 AF010600 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 3Smarca3 0.963767 0.991987 0.956174 0.838784 1.003859 0.915412 0.853809 0.858721 -3.00124 -3.56293 -2.75285 0.76168 -3.58532 -1.0948 0.590863 0.518403
43481 78310 BB162485 0.978601 1.066682 1.023967 0.924522 1.1363 0.921302 0.755597 1.274807 -3.58275 -2.60555 -3.16031 -3.52402 -3.04286 -2.80025 -2.45168 -1.49524
43482 67773 BF179530 MYST histone acetyltransferase 1Myst1 1.104693 1.030165 0.939492 0.980876 0.880174 0.929758 1.024153 1.267017 -0.42958 -3.12245 -1.88175 -3.38538 0.304734 -1.4407 -3.28197 0.988553
43483 12458 AB016031 chemokine (C-C motif) receptor 6Ccr6 0.992043 0.609735 0.831047 0.50637 0.917067 0.928929 -3.32862 -2.15725 -2.39918 0.702538 -3.55178 -3.10303 NA
43484 13870 BI466627 excision repair cross-complementing rodent repair deficiency, complementation group 1Ercc1 1.135272 0.816805 1.179416 1.002743 1.013062 0.81613 0.748398 0.95164 -0.62896 -0.04258 -0.34587 -3.58907 -3.5388 0.27855 0.934286 -3.10303
43485 21873 BE955719 tight junction protein 2 Tjp2 0.888973 0.956711 0.779758 0.909685 0.748672 0.842362 0.898641 0.84949 -1.35945 -3.17874 0.739358 -1.9648 0.898673 -0.13187 -1.4407 -0.5385
43486 54427 AK010434 DNA (cytosine-5-)-methyltransferase 3-likeDnmt3l
43487 223648 AW046553 RIKEN cDNA 2410075B13 gene2410075B13Rik0.990748 1.214115 0.874622 1.127074 1.477052 0.957957 1.020524 0.908497 -3.57972 -0.72225 -1.85404 -2.04757 0.867198 -3.57621 -3.47929 -2.91455
43488 68612 AA033275 ubiquitin-conjugating enzyme E2CUbe2c 1.059675 0.788044 0.943502 1.054861 1.024831 0.85993 1.040143 1.227721 -2.39918 0.956969 -2.39918 -2.55492 -3.3434 0.209826 -3.00124 0.867198
43489 26374 AW823597 expressed sequence C80879C80879 0.867635 0.845609 1.038272 1.061557 0.876998 0.989553 1.001926 1.102007 -0.28513 0.209826 -3.19683 -2.65545 -0.5385 -3.55758 -3.59024 -1.5226
43490 14620 NM_008126gap junction membrane channel protein beta 3Gjb3 1.045479 1.042575 0.987775 1.02325 1.014029 1.141698 1.018704 1.039069 -1.38645 -1.38645 -3.35779 -2.84672 -3.29789 0.977803 -3.08328 -1.7986
43491 79560 BB337484 cDNA sequence BC002236BC002236 0.971496 1.062806 1.03835 0.962609 0.992367 0.751981 1.068154 1.015802 -3.41136 -3.00124 -3.28197 -3.3434 -3.57972 0.814771 -2.84672 -3.55178
43492 93672 AF235006 interleukin 24 Il24 1.43835 2.037645 1.116178 1.06243 1.004242 0.994912 1.102272 0.938606 0.787252 0.999718 -2.84672 -3.50745 -3.57972 -3.56782 -3.04286 -3.249
43493 13543 NM_007888dishevelled 2, dsh homolog (Drosophila)Dvl2 0.988667 1.064367 1.255289 1.016965 1.108644 0.923265 0.996319 1.079329 -3.4985 -1.5226 0.995759 -3.39858 0.074048 -0.72225 -3.58275 -0.89191
43494 1.038966 0.975937 0.824401 0.627617 0.773429 1.156611 0.98028 1.178304 -2.70457 -3.52402 -1.93714 0.590863 -0.84264 -3.55758 -3.29789 -3.57621
43495 AK014605 1.058826 0.909974 0.940379 0.912095 0.91865 0.996401 1.036981 1.154753 -2.63059 -1.46794 -2.50361 -1.5226 -2.34616 -3.39858 -2.93663 -0.02532
43496 14317 AI118291 formiminotransferase cyclodeaminaseFtcd
43497 214572 BC006705 cDNA sequence BC006705BC006705 1.036436 1.208252 1.311862 1.113247 1.13931 0.873404 1.037107 1.07772 -2.75285 0.970642 0.999655 0.195513 0.631419 0.695991 -2.72882 -0.94179
43498 1.003127 1.327819 0.701687 0.954917 1.08399 0.820265 1.319879 -3.44723 -2.80025 0.195513 -3.10303 -2.8236 -0.84264 -1.0948 NA
43499 57267 BG228652 amyloid beta (A4) precursor protein-binding, family A, member 3Apba3 0.932151 1.153032 1.091357 1.166157 1.054092 0.95868 1.085084 1.204003 -1.77089 0.378929 -1.12076 0.546708 -2.45168 -2.8236 -1.33253 0.831342
43500 AI506187 1.039839 0.790761 0.841084 1.28823 1.112082 1.044293 0.971749 1.569579 -3.31345 -1.55003 -1.33253 -0.5385 -2.95845 -3.08328 -3.23196 0.555837
43501 279029 BF319860 Unknown (protein for MGC:58758)MGC58758 0.793122 0.841712 0.871996 0.808685 0.856843 0.73662 0.6666 0.75461 -1.35945 -1.19936 -3.0222 -0.49437 -1.06896 0.537427 0.599256 0.468074
43502 0.969251 1.256541 1.174146 1.194898 0.930632 0.84428 0.870267 1.22694 -3.21457 0.937622 0.498752 0.689323 -1.90945 0.607506 0.136338 0.860621
43503 98244 BI661355 0.873676 1.125657 1.275352 1.044936 0.963897 0.68367 1.037976 1.051972 0.057983 0.0086 0.962415 -2.86958 -3.06323 0.989825 -3.06323 -2.65545
43504 19202 NM_008955placenta specific homeobox 1Psx1 1.156329 1.076012 1.135948 1.0856 1.190027 1.153233 1.162077 1.250131 0.888098 -0.69867 0.750733 -0.32543 0.973732 0.873498 0.910625 0.998496
43505 83557 AL024421 lin-28 homolog (C. elegans)Lin28 0.966915 1.022015 1.089273 1.045691 0.962216 1.105865 1.051749 1.089525 -2.58032 -3.14155 0.025259 -1.9648 -2.31948 0.457521 -1.6326 0.04172
43506 109778 AI326471 biliverdin reductase A Blvra 1.04782 1.051023 1.115781 1.202364 1.173269 0.954487 1.015181 1.225489 -1.5226 -1.33253 0.801426 0.998496 0.991227 -1.5226 -3.31345 0.999655
43507 71169 BG076093 RIKEN cDNA 4933425L03 gene4933425L03Rik 1.099289 0.982502 0.946392 1.125493 0.846312 1.01692 0.971949 1.011645 -0.40836 -3.39858 -2.04757 0.265181 0.863945 -3.42373 -3.12245 -3.50745
43508 K02060 1.064446 1.000498 1.167217 1.32583 1.219842 1.302651 1.462666 1.38341 -1.35945 -3.59094 0.901172 0.999925 0.989207 0.999769 1 0.999995
43509 106021 BB220643 topoisomerase I binding, arginine/serine-richTopors 1.009303 1.04753 1.026209 1.192471 1.236764 1.385663 1.160784 1.220942 -3.42373 -0.84264 -2.45168 0.999905 0.999998 1 0.998677 0.999991
43510 14559 BE946338 growth differentiation factor 1Gdf1 0.941854 1.064678 0.985799 0.883374 0.730345 0.899274 0.900329 1.072325 -2.52935 -2.4255 -3.52402 -0.49437 0.992885 -1.01768 -1.04326 -2.21168
43511 AI503950 0.866527 0.838651 0.351067 0.824816 0.352689 0.829301 1.010415 -1.12076 -1.93714 0.970642 -3.16031 0.968974 -3.17874 -3.52402 NA
43512 68239 AK019115 RIKEN cDNA 2410039E07 gene2410039E07Rik0.928951 1.097452 0.899722 0.912928 0.800835 0.833736 1.00402 0.970721 -2.97998 -2.47772 -2.50361 -3.10303 -0.15033 -0.794 -3.58275 -3.45834
43513 11837 BF607559 acidic ribosomal phosphoprotein P0Arbp 1.526951 1.996164 1.46151 1.539634 1.920979 2.002963 1.993472 1.545155 0.999999 1 0.999992 1 1 1 1 1
43514 12846 AI788540 catechol-O-methyltransferaseComt 0.984923 0.92764 0.938731 0.88678 0.919932 0.882185 0.964536 0.930162 -3.4985 -1.77089 -2.21168 -0.30518 -1.46794 -0.16899 -3.08328 -1.88175
43515 67153 AW552673 RIKEN cDNA 2610207P08 gene2610207P08Rik0.937656 1.232266 1.087712 0.998336 1.038803 1.135113 1.106382 0.862607 -2.77667 0.0086 -2.45168 -3.58743 -3.41136 -2.12993 -1.9648 -1.12076
43516 11702 NM_007444S-adenosylmethionine decarboxylase 1Amd1 1.085633 1.013605 0.990342 0.843898 0.822794 0.999412 1.185606 1.084127 -2.26578 -3.55178 -3.56782 -0.11361 -0.07769 -3.59094 -0.11361 -2.31948
43517 66059 AW544636 RIKEN cDNA 0610010I12 gene0610010I12Rik 1.002748 1.025769 1.121665 1.187214 1.174782 1.274888 1.210402 1.229369 -3.58275 -2.93663 0.756259 0.990409 0.981277 0.999932 0.997339 0.999073
43518 52513 AK011136 DEAD (Asp-Glu-Ala-Asp) box polypeptide 56Ddx56 0.987854 1.038523 1.174334 0.929537 1.013594 1.146396 1.082891 1.211421 -3.50745 -3.31345 0.766996 -1.41354 -3.23196 0.488688 -1.12076 0.928976
43519 0.925916 1.147586 1.276054 1.34127 1.002034 1.03032 0.994554 1.146932 -0.8672 0.708965 0.998179 0.999898 -3.58743 -3.00124 -3.57225 0.702538
43520 234683 BI332228 engulfment and cell motility 3, ced-12 homolog (C. elegans)Elmo3 1.069071 0.924743 0.862374 0.951792 1.039704 0.920595 1.067475 1.08635 -0.89191 -0.36651 0.925222 -1.90945 -2.60555 -0.18785 -0.96695 -0.18785
43521 208677 AA396506 cAMP responsive element binding protein 3-like 3Creb3l3 1.002784 1.049653 1.018979 0.934595 0.837455 0.974235 0.999769 1.113322 -3.58275 -1.5226 -3.19683 -0.45099 0.996012 -2.84672 -3.59094 0.721465
43522 13806 BC003934 enolase 1, alpha non-neuronEno1 1.00013 1.117461 1.040329 1.064688 0.997001 0.932043 0.741607 0.852604 -3.59117 0.330185 -2.55492 -1.4407 -3.58532 -1.06896 0.999954 0.901172
43523 208628 BF467230 kinetochore associated 1 Kntc1 0.886886 0.893489 1.019126 0.969548 0.994822 0.945268 0.936468 1.179177 0.446802 0.291734 -3.3434 -2.95845 -3.57225 -2.23877 -1.38645 0.873498
43524 67788 AK004073 RIKEN cDNA 6330577E15 gene6330577E15Rik1.406918 1.958551 1.397318 1.457539 1.795627 1.888961 1.82215 1.531245 0.999991 1 0.999987 0.999999 1 1 1 1
43525 76563 AA472532 RIKEN cDNA 2700038P16 gene2700038P16Rik1.010593 1.097224 1.075847 1.174992 1.124886 1.048547 1.106654 1.218345 -3.5388 -1.04326 -1.77089 0.695991 -0.24562 -2.8236 -1.6602 0.860621
43526 50496 AF032131 E2F transcription factor 6 E2f6 0.973939 1.095197 1.090483 1.132875 1.203338 1.225463 1.123629 1.188782 -2.45168 0.810412 0.750733 0.984685 0.999937 0.99999 0.970642 0.999799
43527 74043 AK014598 RIKEN cDNA 4632428M11 gene4632428M11Rik
43528 14632 AB025922 GLI-Kruppel family member GLIGli 0.927693 0.909334 0.928497 0.937999 0.914516 0.820735 0.860865 0.906526 -2.34616 -2.07508 -2.37274 -2.86958 -2.23877 0.36701 -0.42958 -1.99243
43529 71753 BI328112 transmembrane serine protease 6Tmprss6 0.94363 1.022175 0.971544 0.915379 0.79262 0.790465 0.872662 0.94675 -1.35945 -3.17874 -2.89219 -0.00826 0.999414 0.999503 0.853758 -1.55003
43530 21432 C87735 T-cell lymphoma breakpoint 1Tcl1 0.984856 0.868069 1.318847 0.865357 0.796091 0.612116 0.844264 1.252846 -3.55758 -2.15725 0.304734 -1.82632 0.089915 0.750733 -1.33253 0.251624
43531 0.941477 0.93151 0.852031 0.893785 0.920428 0.738005 0.865295 0.963904 -2.55492 -2.23877 0.195513 -0.91678 -1.85404 0.946725 -0.09555 -3.17874
43532 12526 AI021488 CD8 antigen, beta chain Cd8b 1.037761 1.144758 1.244694 1.006249 0.889719 0.877165 1.114169 1.206162 -3.0222 0.151422 0.932558 -3.57225 -0.28513 0.057983 -0.5385 0.805965
43533 BF323412 0.902132 1.124893 1.099263 0.847254 0.80054 0.774578 1.068688 1.26658 -0.51634 -0.09555 -0.794 0.715273 0.962415 0.990409 -1.88175 0.978421
43534 12740 AI481673 claudin 4 Cldn4
43535 100910 AW744648 RIKEN cDNA 2010209O12 gene2010209O12Rik1.051692 1.153606 1.175341 1.216357 1.126964 1.268796 1.297878 1.189831 -1.90945 0.850215 0.937622 0.989825 0.599256 0.999132 0.999785 0.966305
43536 12705 BG082429 Cbp/p300-interacting transactivator with Glu/Asp-rich carboxy-terminal domain 1Cited1 1.009694 0.947537 0.882606 0.911235 0.939721 0.907908 0.815169 0.905077 -3.5388 -2.15725 0.330185 -0.5385 -1.7986 -0.42958 0.964409 -0.32543
43537 234388 BG148686 similar to hypothetical protein BC013949na 1.047233 0.788309 0.722206 0.709422 0.753563 0.920076 0.798174 1.031672 -2.8236 0.943835 0.997932 0.999011 0.988885 -1.55003 0.915038 -3.23196
43538 56471 AF105222 stathmin-like 4 Stmn4
43539 170707 AW231166 ubiquitin specific protease 31Usp31 0.897731 0.944334 0.971922 1.04715 0.916012 0.973739 0.781781 1.344544 -1.06896 -2.86958 -3.31345 -3.26566 -2.07508 -3.47929 0.910625 0.7451
43540 233066 BG920989 expressed sequence AI428936AI428936 0.898101 1.248202 1.281764 1.016884 0.847153 0.96348 1.322895 1.239699 -2.37274 -3.00124 -2.39918 -3.57621 -2.80025 -3.55178 -0.746 -2.4255
43541 AI152690 1.103403 0.689511 1.061839 0.945163 1.040018 1.291161 0.864758 0.873438 -2.80025 0.639115 -3.28197 -3.31345 -3.45834 -0.34587 -2.04757 -2.23877
43542 20911 BC008102 syntaxin binding protein 2 Stxbp2 0.984708 0.992789 1.091599 1.166183 1.234196 1.308323 1.346685 1.379893 -3.21457 -3.50745 0.654108 0.99679 0.999979 1 1 1
43543 11837 AA117486 acidic ribosomal phosphoprotein P0Arbp 1.023437 1.045276 1.007501 0.967044 1.007018 0.933562 1.117404 1.138873 -3.14155 -2.12993 -3.5388 -2.68011 -3.54552 -0.84264 0.537427 0.796795
43544 BF466515 0.971209 0.983596 1.188749 1.251305 1.082315 0.909666 1.100523 1.10555 -3.14155 -3.44723 0.842902 0.98018 -1.17305 -0.58337 -0.56084 -0.40836
43545 68133 AI325013 RIKEN cDNA 5730591C18 gene5730591C18Rik1.052544 0.961312 1.012081 1.041399 1.10664 1.210212 0.793096 0.930028 -3.08328 -3.28197 -3.50745 -3.26566 -2.26578 -0.38734 0.488688 -2.84672
43546 235041 BB145086 cDNA sequence BC010245BC010245 1.140659 1.435552 1.147598 0.816667 0.938402 0.934105 0.916944 0.979552 -0.15033 0.998059 -0.26528 0.695991 -2.47772 -2.60555 -1.74319 -3.45834
43547 AV102742 1.093782 1.131857 1.110034 1.03517 1.057438 0.992318 1.058491 1.030928 0.805965 0.985121 0.930788 -1.7986 -0.28513 -3.47929 -0.22617 -2.12993
43548 20198 BI134248 S100 calcium binding protein A4S100a4 0.900653 0.821197 1.112705 0.714474 0.654464 0.760232 0.884091 1.058762 -2.70457 -1.5775 -2.65545 0.782337 0.654108 -0.38734 -1.7986 -3.10303
43549 0.961533 1.113724 0.966517 0.981762 1.128244 1.00442 0.849044 0.95789 -3.12245 -1.04326 -3.23196 -3.47929 -0.67526 -3.56293 0.265181 -3.0222
43550 218271 BE947878 xylosylprotein beta1,4-galactosyltransferase, polypeptide 7 (galactosyltransferase I)B4galt7 1.032918 1.194134 1.085473 1.071046 1.275474 1.049451 1.081541 1.236938 -2.60555 0.992444 -0.00826 -0.58337 0.99992 -1.68784 -0.15033 0.99679
43551 71766 BF017535 RIKEN cDNA 1300006N24 gene1300006N24Rik0.939546 0.962601 0.946166 0.9307 1.057574 0.941899 0.928169 1.084946 -1.41354 -2.60555 -1.77089 -0.96695 -1.74319 -1.55003 -0.84264 -0.56084
43552 0.984368 1.097646 1.075642 0.924118 0.939862 0.88949 1.099209 1.122232 -3.23196 0.708965 0.181009 0.390672 -0.30518 0.934286 0.733506 0.925222
43553 68489 BE981738 1.023103 1.030308 1.021472 1.036561 0.931402 1.119087 1.098381 1.140686 -2.75285 -2.26578 -2.84672 -1.7986 0.304734 0.948117 0.814771 0.988212
43554 1.037593 1.102921 1.039 1.020402 0.989074 1.157364 1.108267 1.106565 -2.4255 0.36701 -2.34616 -3.21457 -3.46903 0.932558 0.478462 0.446802
43555 14269 BC003867 formin binding protein 1 Fnbp1 0.919119 0.886002 1.129582 1.211066 1.027006 0.951792 0.87721 1.120897 -0.72225 0.36701 0.478462 0.958113 -3.16031 -2.26578 0.537427 0.209826
43556 209027 AW548973 pyrroline-5-carboxylate reductase 1Pycr1 0.978191 0.740963 0.749348 0.894331 0.902742 1.102654 0.865661 0.857571 -3.50745 0.478462 0.151422 -2.34616 -2.52935 -3.08328 -1.82632 -2.10253
43557 99512 AW490861 RIKEN cDNA 1810073M12 gene1810073M12Rik0.918749 1.107066 1.014531 0.863081 1.107998 0.880004 0.82841 0.659931 -2.31948 -2.18451 -3.52402 -0.81824 -2.39918 -1.88175 -0.76991 0.354913
43558 232791 BI736649 CCR4-NOT transcription complex, subunit 3Cnot3 0.985599 1.049605 1.104342 0.879582 0.857708 0.704101 0.823917 1.462448 -3.57972 -3.31345 -3.26566 -1.9648 -1.99243 0.682533 -1.17305 0.607506
43559 98766 AI840235 RIKEN cDNA 1110033G07 gene1110033G07Rik1.045637 1.171579 1.058267 0.994066 0.878476 0.813391 1.351534 1.221181 -3.17874 -0.45099 -2.95845 -3.58275 -1.12076 0.330185 0.910625 0.251624
43560 19716 NM_009052reduced expression 3 Rex3 0.866645 0.868591 1.210841 1.247189 2.016284 1.130898 1.020568 1.197235 -1.25232 -2.8236 -2.34616 -1.0948 0.992444 -1.85404 -2.45168 -0.22617
43561 215951 BB260984 lactation elevated 1 Lace1 1.015889 1.158673 0.920732 1.082085 1.08884 0.734841 0.906359 0.797834 -3.48911 0.12106 -1.49524 -1.7986 -2.02002 0.873498 -1.46794 0.89083
43562 68845 AA592703 RIKEN cDNA 1110061L23 gene1110061L23Rik 1.097345 1.098597 1.12348 1.062741 1.192797 1.056197 1.097121 1.189 0.12106 0.151422 0.639115 -1.22579 0.981277 -1.55003 0.12106 0.977803
43563 110380 BF660435 apical protein, Xenopus laevis-likeApxl 0.948372 1.019219 1.065336 1.090384 1.236322 1.195308 1.017164 1.454787 -2.80025 -3.44723 -2.50361 -1.46794 0.661406 0.223948 -3.44723 0.995349
43564 67493 AK012739 RIKEN cDNA 2810013M15 gene2810013M15Rik0.975045 0.84701 1.096713 1.175409 0.968587 0.915493 1.083177 1.143439 -3.45834 -0.30518 -2.10253 -0.38734 -3.37179 -2.18451 -2.39918 -1.01768
43565 108124 BE951508 N-ethylmaleimide sensitive fusion protein attachment protein alphaNapa 1.043347 1.061834 0.995744 1.076598 1.030707 0.986854 1.15208 0.953672 -1.7155 -0.62896 -3.56782 0.04172 -2.50361 -3.35779 0.977803 -1.88175
43566 17123 BE691220 mucosal vascular addressin cell adhesion molecule 1Madcam1 0.97517 1.013521 0.938978 0.904403 0.808719 0.902622 0.916293 1.026002 -3.17874 -3.46903 -1.5226 -0.02532 0.98952 0.025259 -0.47259 -3.16031
43567 217216 AI613704 cDNA sequence BC030867BC030867 0.893913 0.660324 0.93335 0.959209 0.854451 0.860296 1.016144 0.995974 0.04172 0.999999 -1.5226 -2.68011 0.766996 0.702538 -3.44723 -3.58275
43568 72462 AA727077 RIKEN cDNA 2600005C20 gene2600005C20Rik0.865087 1.006161 1.071561 1.047041 1.049775 0.868835 0.980428 0.94553 0.342639 -3.57621 -1.90945 -2.75285 -2.65545 0.265181 -3.42373 -2.39918
43569 15469 BE687906 heterogeneous nuclear ribonucleoproteins  methyltransferase-like 2 (S. cerevisiae)Hrmt1l2 0.949825 0.988104 1.080421 1.146616 1.025726 1.086584 0.981292 1.04236 -2.55492 -3.51596 -1.68784 0.074048 -3.38538 -3.21457 -3.47929 -3.23196
43570 18999 X52437 POU domain, class 5, transcription factor 1Pou5f1 0.89547 1.132689 0.986 0.794299 1.365138 0.762808 0.933169 1.00581 -1.7155 -0.89191 -3.47929 0.582327 0.935974 0.87953 -2.47772 -3.59024
43571 0.969162 0.962726 0.945077 0.974457 0.967605 1.001805 0.975345 0.889718 -2.55492 -2.15725 -1.01768 -2.84672 -2.47772 -3.58743 -2.91455 0.835276
43572 76279 NM_029562cytochrome P450, family 2, subfamily d, polypeptide 26Cyp2d26 0.931555 0.844312 1.10656 0.906903 0.901808 0.953864 1.135236 0.967659 -1.82632 0.668576 -1.25232 -0.8672 -0.67526 -3.04286 -0.45099 -3.14155
43573 228880 BB557204 RIKEN cDNA 3632413B07 gene3632413B07Rik1.065064 1.02999 1.126318 1.241953 1.179157 1.235915 1.268746 1.097054 -0.69867 -2.68011 0.846597 0.999762 0.990409 0.999655 0.999954 0.446802
43574 68152 AA142455 RIKEN cDNA 5830415L20 gene5830415L20Rik 0.921634 1.049529 1.150273 1.066052 1.179768 0.777068 0.809579 0.906662 -1.01768 -2.4255 0.564815 -1.74319 0.819042 0.990121 0.971445 -0.65202
43575 227644 BF227278 RIKEN cDNA 5730436L13 gene5730436L13Rik 0.930711 0.951536 0.861051 0.955111 0.726214 0.710029 0.944288 1.047091 -2.12993 -2.8236 -0.18785 -2.91455 0.986361 0.997654 -2.58032 -2.91455
43576 0.82354 1.457794 0.877232 1.15262 1.153651 0.472469 -3.14155 0.930788 -2.60555 -1.01768 -3.06323 -1.19936 NA
43577 16781 J03484 1.110991 1.040288 1.064587 1.05565 1.030192 0.897375 1.129519 1.258282 -1.17305 -3.12245 -2.75285 -2.75285 -3.47929 -1.55003 -0.67526 0.842902
43578 20833 BG067006 structure specific recognition protein 1Ssrp1 1.005996 1.142048 1.211507 1.006377 1.057975 0.85144 1.001071 1.078728 -3.56293 0.695991 0.979023 -3.56293 -1.74319 0.906005 -3.59024 -0.84264
43579 AI644572 0.926855 0.994723 1.181681 0.983958 0.964835 0.921891 1.041802 1.071184 -1.6602 -3.56293 0.631419 -3.44723 -3.21457 -1.46794 -3.08328 -2.29268
43580 12125 BF319454 BCL2-like 11 (apoptosis facilitator)Bcl2l11 1.025113 0.956447 0.830648 0.887859 0.903263 0.796446 0.809641 0.842233 -2.60555 -1.14685 0.999908 0.968974 0.893503 0.999998 0.999992 0.999655
43581 12974 AW489373 citrate synthase Cs 1.055193 0.972397 1.155197 0.761704 0.713549 0.594847 1.032244 1.781831 -3.26566 -3.41136 -0.60607 -1.25232 0.750733 0.715273 -3.19683 0.999792
43582 19289 BI790048 putative neuronal cell adhesion moleculePunc 0.92863 1.267373 1.200537 0.952104 0.997058 0.926313 0.83294 1.012337 -2.72882 -0.58337 -0.28513 -3.21457 -3.58275 -3.17874 -1.0948 -3.57621
43583 50492 AV236859 thimet oligopeptidase 1 Thop1 1.026141 0.962624 1.020815 0.973665 0.95833 0.913424 1.171564 1.056028 -2.68011 -1.82632 -2.97998 -2.60555 -1.5226 0.661406 0.99679 -0.72225
43584 16668 BI156487 keratin complex 1, acidic, gene 18Krt1-18 0.869169 0.985294 0.881622 0.871972 0.844795 1.11481 1.054162 1.057534 0.195513 -3.4985 -0.11361 0.136338 0.615616 -0.58337 -2.55492 -2.45168
43585 13685 BC002045 eukaryotic translation initiation factor 4E binding protein 1Eif4ebp1 0.948438 0.944656 0.845893 0.881918 0.914781 0.922895 0.969464 1.038398 -1.12076 -0.89191 0.995056 0.921289 0.457521 0.195513 -2.50361 -2.10253
43586 Y00500 0.905968 1.163198 0.806568 0.847482 0.922436 0.951206 0.972044 0.868982 -1.6326 -0.26528 0.639115 0.0086 -2.45168 -3.12245 -3.46903 -0.8672
43587 68092 NM_026554nuclear cap binding protein subunit 2Ncbp2 0.969562 0.925626 1.330407 1.04917 0.93213 0.901694 0.937337 1.258755 -3.29789 -2.34616 0.958113 -2.86958 -2.55492 -2.07508 -2.68011 0.857226
43588 58804 BC006758 CDC42 effector protein (Rho GTPase binding) 5Cdc42ep5 0.750579 1.280749 0.8021 0.44295 0.825531 1.563912 -0.89191 -1.06896 -1.99243 0.105585 -2.04757 -2.55492 NA
43589 54387 AJ006590 minichromosome maintenance deficient 3 (S. cerevisiae) associated proteinMcm3ap 0.947009 1.083847 1.417555 1.203621 1.103997 1.519123 1.642931 1.240651 -1.7986 -0.56084 0.999999 0.976516 0.089915 1 1 0.995349
43590 170791 BE197444 RNA-binding region (RNP1, RRM) containing 2Rnpc2 1.071363 1.133264 1.101162 1.130861 0.973431 1.090212 1.050885 1.162962 -1.01768 0.661406 0.057983 0.631419 -3.04286 -0.28513 -1.99243 0.888098
43591 AU067784 1.098329 1.172219 1.137515 1.225798 1.166711 1.313288 1.164854 1.018373 -2.18451 -1.12076 -2.63059 0.237881 -1.22579 -2.47772 -1.25232 -3.58275
43592 AK009445 1.02902 0.968459 1.098931 1.2288 1.144551 1.394224 1.410641 1.197939 -2.97998 -2.84672 -0.02532 0.992668 0.76168 0.999997 0.999999 0.971445
43593 74386 AI661655 RIKEN cDNA 4932432N11 gene4932432N11Rik0.932311 0.980873 0.902498 0.843207 1.005618 1.017308 0.951507 1.075074 -0.99224 -3.29789 0.209826 0.953361 -3.56782 -3.35779 -2.02002 -0.89191
43594 69623 BF714573 RIKEN cDNA 2310012P17 gene2310012P17Rik1.022582 1.097422 0.910102 0.852308 0.856979 0.835679 0.768369 0.853013 -3.29789 -0.47259 -0.42958 0.814771 0.77221 0.915038 0.998345 0.810412
43595 56365 NM_019701chloride channel K1-like Clcnk1l 1.010179 0.82413 0.898178 0.834953 0.744033 1.013482 0.876795 1.369556 -3.57225 -0.20691 -1.85404 -1.85404 0.402241 -3.58532 -1.25232 0.527993
43596 20199 AI327447 S100 calcium binding protein A5S100a5 1.010543 1.053429 1.086576 1.161216 1.100558 1.153394 1.156817 1.109388 -3.35779 -0.30518 0.787252 0.999332 0.91717 0.998719 0.999043 0.955796
43597 102182 BG092104 expressed sequence AI931714AI931714 0.996431 0.812 0.632269 1.092466 0.568296 0.80549 0.987581 0.86128 -3.58743 0.607506 0.999824 -1.90945 0.999997 0.668576 -3.55178 -0.26528
43598 22094 NM_009432thyroid stimulating hormone, beta subunitTshb 0.9193 0.939745 1.029387 0.921825 0.95963 0.830584 0.883862 1.104944 -2.63059 -3.23196 -3.39858 -2.50361 -3.31345 -0.99224 -1.82632 -2.72882
43599 12640 BE948311 glycoprotein hormones, alpha subunitCga 0.921343 1.102808 0.932418 0.962734 0.926361 0.952366 1.058149 1.102567 -0.99224 -0.40836 -1.49524 -2.8236 -1.19936 -2.39918 -2.07508 -0.40836
43600 19109 AK017562 prolactin Prl 0.930556 0.93086 0.772282 0.788497 0.753947 0.656174 0.79741 0.883023 -2.60555 -2.84672 0.508657 -0.04258 0.237881 0.057983 0.317551 -1.60503
43601 192651 AI552538 hypothetical protein MGC39058MGC39058 0.809513 1.071795 0.883492 1.007267 0.831211 0.76118 0.880973 1.375081 -3.53164 -2.70457 -3.42373 -3.51596 -3.58275 -2.21168 -3.249 -0.746
43602 12961 AK020891 crystallin, beta B2 Crybb2 0.987811 0.96143 0.872154 0.821804 0.92255 0.877009 0.945161 0.972037 -3.42373 -2.18451 0.927121 0.998291 -0.00826 0.901172 -1.17305 -2.77667
43603 12970 NM_009967crystallin, gamma S Crygs 1.001612 0.931676 0.993693 1.097207 0.967554 1.010092 1.218336 1.109378 -3.58907 -0.76991 -3.55758 0.089915 -2.72882 -3.4985 0.993881 0.378929
43604 21946 BC005582 peptidoglycan recognition proteinPglyrp 0.910258 0.841051 1.128872 0.865607 0.898484 0.96055 1.508059 1.379652 -2.86958 -2.02002 -2.77667 -1.9648 -2.10253 -3.35779 0.835276 0.209826
43605 12957 BF467631 crystallin, beta A1 Cryba1 0.738114 0.763855 1.113361 1.039752 1.25275 0.740555 0.999093 0.851161 -2.34616 -1.41354 -1.88175 -2.72882 -3.42373 0.057983 -3.29789 -2.29268
43606 57426 NM_020563major allergen 1-like Mja1l 0.990007 0.978272 1.194767 0.934487 1.010702 1.704449 1.105638 0.958127 -3.58907 -3.57621 -1.85404 -3.08328 -3.58743 -0.94179 -2.93663 -3.37179
43607 208194 AI021009 expressed sequence AW557704AW557704 0.999284 0.881539 0.805619 0.827706 0.751884 0.782634 1.166044 0.960112 -3.59094 0.378929 0.981277 0.937622 0.999394 0.995205 0.756259 -2.70457
43608 105859 AI481750 expressed sequence AI481750AI481750 0.863166 0.746386 0.849394 1.021955 0.884285 0.951027 1.035168 1.321002 -0.24562 0.810412 -0.5385 -3.57972 -0.72225 -2.97998 -3.43569 0.424862
43609 57277 BB613515 RIKEN cDNA 1110021N19 gene1110021N19Rik0.885556 1.263323 0.818871 1.732518 0.972137 0.952763 1.026933 0.926594 -2.97998 -0.84264 -2.72882 0.599256 -3.57225 -3.59024 -3.47929 -3.57225
43610 12954 BF464686 crystallin, alpha A Cryaa 0.972335 0.986972 1.022367 1.082582 1.012236 0.982735 1.084774 1.000274 -2.77667 -3.39858 -3.06323 -0.00826 -3.42373 -3.26566 0.057983 -3.59094
43611 70861 AI595969 RIKEN cDNA 4921521F21 gene4921521F21Rik1.088414 1.086726 1.036047 0.962515 1.183058 1.002357 1.032988 0.819271 -2.02002 -1.90945 -3.3434 -3.29789 0.074048 -3.5388 -2.95845 0.105585
43612 AI839052 0.66766 0.819492 1.120054 1.209261 1.104609 0.444619 0.667248 0.667649 0.842902 -1.6326 -1.5775 -0.67526 -1.6602 0.989825 0.846597 -1.22579
43613 12958 AK021374 crystallin, beta A2 Cryba2 0.919934 0.937328 1.112777 0.891291 0.966045 1.44944 1.060784 0.839534 -1.22579 -3.06323 -1.7986 -2.50361 -3.55758 0.910625 -3.249 -2.39918
43614 0.998678 0.929455 1.06332 1.210887 1.181414 1.367718 1.395263 1.335364 -3.58907 -0.60607 -1.17305 0.992668 0.970642 0.999998 0.999999 0.999988
43615 20290 AK019040 chemokine (C-C motif) ligand 1Ccl1 0.846309 0.870174 0.910916 0.84402 0.843977 1.055144 0.833213 0.732718 -0.02532 -1.12076 -1.82632 0.0086 -0.67526 -3.32862 -0.24562 0.599256
43616 97601 AF383148 expressed sequence C80287C80287 1.037951 1.028631 0.964745 0.807361 0.990055 0.89459 0.930948 1.364948 -3.19683 -3.42373 -3.31345 0.209826 -3.50745 -2.04757 -2.95845 0.972989
43617 BE943910 1.111314 0.797743 1.037809 1.163304 1.082282 1.783982 1.432414 1.095289 -1.9648 0.446802 -3.37179 -1.41354 -2.45168 0.995888 0.968974 -2.86958
43618 W14154 0.913871 0.920214 0.97906 1.126367 0.928664 0.972343 0.957169 0.911122 0.04172 -0.20691 -3.19683 0.682533 -0.58337 -2.93663 -2.15725 0.136338
43619 13992 AW228724 KH domain containing, RNA binding, signal transduction associated 3Khdrbs3 1.030213 0.88207 0.882643 0.976776 0.904988 0.826003 0.972028 0.918137 -2.8236 0.792071 0.787252 -3.08328 0.378929 0.994414 -2.86958 -0.04258
43620 73910 BI143782 Rho GTPase activating protein 18Arhgap18 1.00794 1.017439 0.990355 1.1511 1.161481 1.146301 1.143193 1.090341 -3.54552 -3.37179 -3.51596 0.796795 0.863945 0.76168 0.733506 -0.34587
43621 56786 BG077827 RIKEN cDNA 2310004K06 gene2310004K06Rik0.997572 0.898032 0.915689 1.014441 0.976173 1.047774 1.058978 1.160189 -3.58743 0.237881 -0.36651 -3.44723 -3.17874 -2.23877 -1.7155 0.835276
43622 239647 AA254162 hypothetical protein MGC47262MGC47262 0.971277 1.161924 0.745706 1.167069 1.075402 0.62634 -3.48911 -3.249 0.91717 -3.21457 -2.68011 0.968974 NA
43623 218121 AW986536 O-acyltransferase (membrane bound) domain containing 1Oact1 0.970506 0.957061 1.091045 1.27972 1.16699 1.408736 1.40765 1.216926 -2.91455 -2.26578 -0.22617 0.999451 0.908341 0.999999 0.999999 0.98952
43624 1.005017 0.76748 0.861149 0.957131 0.955864 0.886394 0.942533 0.993371 -3.57972 0.980736 0.304734 -2.89219 -2.84672 -0.32543 -2.39918 -3.57225
43625 257635 BE996166 RIKEN cDNA 4432411H13 gene4432411H13Rik1.012711 1.060201 1.14316 1.067523 0.94225 1.051796 1.093135 1.052551 -3.47929 -1.6602 0.702538 -1.33253 -1.60503 -2.04757 -0.32543 -2.02002
43626 69812 BE200030 RIKEN cDNA 2010001M06 gene2010001M06Rik1.081073 1.618027 1.258409 1.058795 1.386158 1.109268 1.007104 1.550759 -1.4407 1 0.968974 -2.26578 0.999565 -0.5385 -3.56782 0.999998
43627 66275 AK007407 RIKEN cDNA 1810009K13 gene1810009K13Rik1.181791 0.848339 0.965863 1.037052 0.919076 1.024916 0.997585 0.996139 0.827326 0.810412 -2.93663 -2.89219 -0.89191 -3.249 -3.58743 -3.58275
43628 116733 AA220438 vacuolar protein sorting 4a (yeast)Vps4a 0.850203 0.787796 0.773802 0.839797 0.849286 1.015315 1.107253 1.154614 0.457521 0.903616 0.969819 0.599256 0.468074 -3.50745 -0.94179 0.151422
43629 56047 D86370 mesothelin Msln 0.968611 1.188957 1.15562 1.016702 0.987979 0.918723 0.960212 1.073864 -3.08328 0.827326 0.555837 -3.44723 -3.51596 -1.01768 -2.80025 -1.55003
43630 66488 NM_025591RIKEN cDNA 2010309E21 gene2010309E21Rik0.947819 0.888266 0.99646 1.033161 0.904562 0.947066 0.918777 1.012806 -1.6326 0.661406 -3.57972 -2.72882 0.317551 -1.5775 -0.16899 -3.44723
43631 1.016344 0.959788 0.851663 0.956719 0.848453 0.835756 0.882844 0.942312 -3.52402 -3.37179 -0.67526 -3.29789 -1.7986 -1.14685 -2.07508 -3.26566
43632 56189 AK011020 proline dehydrogenase (oxidase) 2Prodh2 0.998114 1.093699 0.868662 0.871705 0.826566 0.777214 0.85967 0.862076 -3.58532 0.555837 0.979609 0.974456 0.999535 0.999997 0.990409 0.988212
43633 14118 BC003905 fibrillin 1 Fbn1 1.016464 0.965985 1.033259 1.095402 1.079138 1.079473 1.129212 1.163069 -3.32862 -2.52935 -2.63059 0.237881 -0.30518 -0.28513 0.792071 0.955796
43634 0.887211 1.014105 0.916687 0.989082 1.015394 0.90805 1.086364 1.182049 -0.28513 -3.58532 -1.3057 -3.5388 -3.37179 -1.55003 -1.46794 0.317551
43635 14566 C86299 growth differentiation factor 9Gdf9 1.068782 1.072545 1.140881 1.045518 1.038994 1.009376 1.123175 1.042873 -1.93714 -1.7986 0.181009 -2.75285 -2.95845 -3.55178 -0.18785 -2.8236
43636 12983 AI467222 colony stimulating factor 2 receptor, beta 1, low-affinity (granulocyte-macrophage)Csf2rb1 0.919135 0.8526 1.013069 1.042536 0.928789 0.900486 1.044513 1.441116 -1.41354 0.527993 -3.52402 -2.91455 -1.7986 -0.72225 -2.86958 0.999785
43637 73182 AI597039 RIKEN cDNA 3110045G13 gene3110045G13Rik0.914812 0.922751 0.880865 0.777257 0.9719 0.951807 0.961617 1.201854 0.181009 -0.11361 0.846597 0.999945 -2.8236 -1.6602 -2.26578 0.994064
43638 19184 NM_031878protease (prosome, macropain) 26S subunit, ATPase 5Psmc5 1.063778 1.123562 1.15472 1.123415 0.968089 1.036278 1.127231 1.077082 -1.35945 0.537427 0.846597 0.527993 -2.8236 -2.68011 0.590863 -0.76991
43639 30935 NM_023141torsin family 3, member A Tor3a 0.926728 0.666834 0.532273 0.551446 0.511963 0.407777 0.632457 0.684799 -1.5226 0.999991 1 1 1 1 0.999999 0.999965
43640 56742 NM_019976RIKEN cDNA 5430413I02 gene5430413I02Ri 1.002188 0.908982 0.89021 0.962608 1.008316 0.984043 1.009042 1.031194 -3.58532 0.457521 0.796795 -2.21168 -3.51596 -3.31345 -3.4985 -2.65545
43641 215114 AI506719 huntingtin interacting protein 1Hip1 1.011629 1.497443 1.70346 2.030974 1.815387 1.510763 1.610794 1.795396 -3.5388 0.999951 1 1 1 0.999967 0.999998 1
43642 68842 BF537349 tubby like protein 4 Tulp4 0.923034 1.033899 1.001876 1.011305 0.862464 1.021087 1.02604 1.184919 -0.67526 -2.86958 -3.58532 -3.52402 0.827326 -3.35779 -3.12245 0.896117
43643 13070 BE980726 cytochrome P450, family 11, subfamily a, polypeptide 1Cyp11a1 0.918737 1.548479 1.865255 1.062475 1.240877 0.978308 1.071618 1.416403 -1.82632 0.999879 1 -2.58032 0.77221 -3.44723 -2.31948 0.996477
43644 21389 AA182995 T-box 6 Tbx6 1.031846 0.895198 0.913067 1.116107 0.993649 0.972202 1.166415 1.160836 -2.97998 0.195513 -0.40836 0.166312 -3.56293 -3.08328 0.823226 0.787252
43645 50997 AW120547 membrane protein, palmitoylated 2 (MAGUK p55 subfamily member 2)Mpp2 0.976813 1.022564 1.060244 0.979408 0.94964 0.855136 1.03208 1.044833 -3.29789 -3.32862 -2.04757 -3.35779 -2.34616 0.623586 -3.06323 -2.80025
43646 211970 AI789374 similar to Non-POU-domain-containing, octamer binding proteinna 0.993532 0.991579 1.015056 1.124047 1.008679 1.024268 1.050359 1.152756 -3.53164 -3.48911 -3.28197 0.912856 -3.48911 -2.8236 -1.17305 0.984237
43647 17184 AU079559 matrin 3 Matr3 0.954995 0.903567 1.056704 0.773645 0.999276 0.9126 1.081879 0.93341 -3.23196 -2.80025 -3.249 0.607506 -3.58275 -3.28197 -2.39918 -3.04286
43648 1.032957 0.99006 1.072208 1.217035 1.095198 1.14074 1.207181 1.109446 -2.21168 -3.43569 0.105585 0.999901 0.695991 0.979023 0.999792 0.860621
43649 211401 BC003483 metastasis suppressor 1 Mtss1 0.911781 0.727565 0.66134 0.774449 0.612368 0.554643 0.740204 0.807886 -0.18785 0.999986 1 0.999374 1 1 0.99996 0.993301
43650 19387 AI931674 RAN GTPase activating protein 1Rangap1 0.932118 0.658999 0.554517 0.602518 0.565289 0.462034 0.661826 0.710673 -1.7155 0.999996 1 1 1 1 0.999995 0.999818
43651 100088 AI326872 chromosome condensation 1Chc1 1.053325 0.794265 0.703181 0.802191 0.747927 0.817834 0.80574 0.919869 -2.07508 0.995205 0.999995 0.991978 0.999824 0.979023 0.989825 -0.67526
43652 14622 AI172980 gap junction membrane channel protein beta 5Gjb5 0.983597 1.048848 1.107033 0.975891 1.036917 0.884756 0.93329 1.027512 -3.41136 -2.29268 -0.06003 -3.21457 -2.80025 0.435917 -1.3057 -3.12245
43653 16772 NM_008480laminin, alpha 1 Lama1 0.643328 1.121802 1.037473 0.335874 2.55385 1.094554 0.304734 -3.58907 -3.55178 0.805965 0.599256 -3.21457 NA
43654 67836 BG144457 RIKEN cDNA 1500041N16 gene1500041N16Rik1.110301 1.189391 1.112235 1.250304 1.20061 1.188386 1.175035 1.116433 0.057983 0.927121 0.105585 0.9935 0.952098 0.925222 0.876547 0.209826
43655 0.986003 1.078175 1.020773 1.123297 0.969124 0.865685 0.987128 0.944165 -3.28197 0.330185 -2.95845 0.942338 -2.23877 0.992885 -3.32862 -0.47259
43656 68044 AK021391 RIKEN cDNA 2510006C20 gene2510006C20Rik0.824128 0.986591 1.034251 1.242105 0.572672 2.674364 0.960503 -3.16031 -3.12245 -2.60555 -0.67526 0.89083 0.999535 -3.43569 NA
43657 12355 BE648760 nuclear receptor subfamily 1, group I, member 3Nr1i3 1.110104 1.370128 1.154227 1.262781 1.200949 1.446472 1.439878 1.332258 0.853758 1 0.990409 0.999996 0.999619 1 1 1
43658 NM_031879 1.111602 1.054097 1.602923 1.4214 1.318185 0.954701 1.140298 0.946681 -1.49524 -2.93663 0.999785 0.988553 0.903616 -3.08328 -0.81824 -2.89219
43659 50496 AW211063 E2F transcription factor 6 E2f6 0.937016 1.136677 0.934552 0.966601 1.056982 1.034053 0.920043 0.960251 -2.34616 -0.38734 -2.26578 -3.21457 -2.77667 -3.21457 -1.90945 -3.06323
43660 67803 AV344344 RIKEN cDNA 0610025L06 gene0610025L06Rik 1.080447 0.979143 0.972996 0.936427 0.884067 0.916244 0.962612 0.967616 -0.24562 -3.16031 -2.89219 -0.794 0.810412 0.12106 -2.31948 -2.60555
43661 67373 BG879653 RIKEN cDNA 2210010C04 gene2210010C04Rik0.983646 1.04367 1.126719 1.110317 0.990197 1.028877 1.037839 1.104711 -3.35779 -2.23877 0.661406 0.390672 -3.50745 -2.93663 -2.52935 0.265181
43662 67133 BI440584 glycoprotein 2 (zymogen granule membrane)Gp2 0.966192 1.063917 0.749945 1.15333 0.977415 0.96464 -3.58532 -3.35779 -2.86958 -2.47772 -3.41136 -3.50745 NA
43663 16795 AI835195 like-glycosyltransferase Large 1.119695 1.074795 0.888762 0.676598 0.750136 0.63774 0.56525 0.866031 -1.90945 -3.00124 -1.7986 0.948117 0.446802 0.981277 0.999238 -1.3057
43664 243219 BI134314 RIKEN cDNA 2900026A02 gene2900026A02Rik1.032603 1.037974 1.026896 1.138262 1.011712 1.174722 1.204169 1.342612 -2.70457 -2.4255 -2.95845 0.835276 -3.45834 0.968107 0.992668 0.999996
43665 AA871410 1.171243 0.983585 0.913574 0.98184 1.025576 0.808379 0.957902 1.057331 0.468074 -3.47929 -1.22579 -3.45834 -3.32862 0.896117 -3.31345 -2.47772
43666 13222 BE138365 defensin related cryptdin, related sequence 2Defcr-rs2 1.003171 1.075721 1.203041 1.203968 1.044798 1.097995 1.236574 1.231183 -3.57621 0.195513 0.999667 0.999688 -1.41354 0.721465 0.99997 0.999955
43667 215194 BB178159 cDNA sequence BC021438BC021438 0.905576 0.941734 1.134504 0.968003 1.087558 1.045512 1.102581 1.086641 -1.82632 -2.77667 -0.91678 -3.28197 -2.10253 -3.08328 -1.49524 -2.10253
43668 74246 BF017105 galactose-4-epimerase, UDPGale 1.016196 0.870049 0.924658 0.947178 0.963874 0.891921 0.862041 0.956035 -3.51596 -0.32543 -2.29268 -2.77667 -3.19683 -1.25232 -0.13187 -3.04286
43669 0.953889 0.805477 1.049109 0.986137 1.056865 0.940022 0.894626 0.890821 -2.60555 0.956969 -2.58032 -3.38538 -2.29268 -2.02002 -0.22617 -0.5385
43670 13222 NM_007847defensin related cryptdin, related sequence 2Defcr-rs2
43671 BE457828 0.996879 0.921229 0.985323 0.990571 0.914344 0.815622 0.968069 1.030287 -3.57972 0.025259 -3.35779 -3.4985 0.265181 0.99891 -2.58032 -2.72882
43672 AA871914 0.958122 0.920248 1.006509 1.003169 0.862942 1.019128 1.10845 1.080657 -1.90945 0.151422 -3.54552 -3.57972 0.968107 -3.19683 0.639115 -0.04258
43673 13236 BE138044 defensin related cryptdin 2 Defcr2 0.967647 1.010906 1.064169 1.052964 0.908781 1.053706 1.149756 1.355249 -2.77667 -3.4985 -1.3057 -1.85404 0.089915 -1.7986 0.835276 0.999989
43674 BG083772 1.036532 1.026661 1.199229 0.982844 1.014297 1.060519 1.161072 1.070721 -2.89219 -3.19683 0.908341 -3.42373 -3.46903 -1.9648 0.695991 -1.49524
43675 0.920223 0.949609 1.076607 1.056694 0.888008 0.964403 1.003932 1.169031 -0.34587 -1.82632 -0.72225 -1.6602 0.607506 -2.60555 -3.57972 0.923279
43676 18780 X74266 phospholipase A2, group IIA (platelets, synovial fluid)Pla2g2a 1.013124 1.126627 1.226309 1.226484 1.050321 1.100542 1.231137 1.259737 -3.21457 0.990962 0.999999 0.999999 -0.42958 0.930788 0.999999 1
43677 0.903333 0.867958 0.640608 0.887938 0.947659 0.911888 1.4157 1.017844 -3.04286 -2.34616 -1.77089 -3.08328 -3.55758 -3.58743 0.518403 -3.47929
43678 58866 AK008912 trehalase (brush-border membrane glycoprotein)Treh
43679 66222 AI386410 serine (or cysteine) proteinase inhibitor, clade B, member 1aSerpinb1a 0.945405 1.003926 1.152969 1.025687 0.996092 0.994274 1.095238 1.217279 -0.81824 -3.57225 0.979609 -2.80025 -3.57225 -3.54552 0.564815 0.999655
43680 U00938 1.020714 1.013476 1.000199 0.980246 0.962232 0.966293 1.086554 0.974254 -3.04286 -3.3434 -3.59117 -3.06323 -1.90945 -2.21168 0.402241 -2.72882
43681 70239 BI654433 RIKEN cDNA 2700084A09 gene2700084A09Rik1.040574 1.057985 1.034927 0.94355 0.965787 1.009757 1.062494 1.00505 -1.9648 -0.91678 -2.31948 -0.81824 -2.29268 -3.46903 -0.67526 -3.57225
43682 18294 NM_0109578-oxoguanine DNA-glycosylase 1Ogg1 0.924753 1.18549 1.087573 1.052782 0.975535 0.798005 1.009898 1.130807 -0.47259 0.968107 -0.24562 -1.7986 -3.08328 0.998719 -3.50745 0.537427
43683 216543 AI464182 cDNA sequence BC027174BC027174 0.940821 0.861879 0.858245 0.726174 0.712968 0.642629 0.709991 0.707168 -2.07508 0.527993 0.582327 0.999503 0.999799 0.999999 0.999836 0.999736
43684 66576 AV051691 RIKEN cDNA 2610041P16 gene2610041P16Rik1.076937 0.998529 1.117602 1.189173 1.018621 1.071339 1.17497 1.22147 0.564815 -3.58743 0.970642 0.999911 -2.93663 0.413637 0.999708 0.999995
43685 67474 AK005042 synaptosomal-associated proteinSnap29 1.045134 1.077147 1.03834 1.017508 0.921012 0.949087 1.071287 1.08402 -1.7986 -0.16899 -2.21168 -3.249 0.136338 -1.3057 -0.40836 0.074048
43686 52432 BE952761 protein phosphatase 2, regulatory subunit B, delta isoformPpp2r2d 1.025229 0.96817 1.009953 1.020096 0.860131 1.046889 1.100985 1.084997 -3.10303 -2.80025 -3.50745 -3.26566 0.903616 -2.12993 0.105585 -0.40836
43687 246703 W83013 apolipoprotein A-I binding proteinApoa1bp 1.069209 1.032051 0.911164 1.077356 0.8932 1.355021 1.108287 1.114355 -2.68011 -3.37179 -1.99243 -2.47772 -1.4407 0.805965 -1.7155 -1.5775
43688 26561 AA217682 matrix metalloproteinase 23 Mmp23 0.914837 0.936594 0.810946 0.539552 0.60444 0.566824 0.576121 0.549737 -0.89191 -1.82632 0.952098 1 1 1 1 1
43689 76703 BI437963 carboxypeptidase B1 (tissue)Cpb1 0.96182 0.95615 0.97526 1.081693 0.99595 0.980061 1.068499 1.071834 -1.19936 -0.746 -2.37274 0.739358 -3.55178 -2.75285 0.424862 0.527993
43690 1.044483 1.086217 1.075118 1.025088 1.101262 0.975548 1.037156 1.049467 -1.99243 -0.02532 -0.42958 -3.00124 0.390672 -3.00124 -2.39918 -1.7155
43691 0.999846 1.153699 1.016559 0.963211 0.973726 0.93011 0.884075 1.083787 -3.59117 -0.07769 -3.47929 -3.0222 -3.29789 -1.7986 -0.11361 -2.02002
43692 56737 AK003764 asparagine-linked glycosylation 2 homolog (yeast, alpha-1,3-mannosyltransferase)Alg2 0.96281 0.890515 0.853208 0.531926 0.563153 0.455305 0.557228 0.500924 -3.10303 -0.67526 0.291734 1 1 1 1 1
43693 67040 BI112537 RIKEN cDNA 2610007K22 gene2610007K22Rik0.972754 0.844245 0.631896 0.535747 0.65716 0.460554 0.750617 0.810831 -3.32862 0.468074 0.999986 1 0.999925 1 0.985121 0.819042
43694 67576 NM_026249RIKEN cDNA 4930429B21 gene4930429B21Rik 0.93796 1.098839 0.882393 1.037238 0.953505 1.007816 0.88826 0.979167 -1.7155 -0.49437 0.195513 -2.86958 -2.4255 -3.57225 0.195513 -3.3434
43695 15442 BI111034 heparanase Hpse 1.062682 1.238888 0.819895 0.863647 0.879986 0.913126 0.926026 0.951632 -1.74319 0.985546 0.969819 0.733506 0.488688 -0.47259 -1.01768 -2.26578
43696 56736 NM_020012ring finger protein 14 Rnf14 1.028927 1.205555 0.832008 0.647056 1.191626 0.313948 1.050988 1.971499 -3.32862 -1.93714 -3.249 0.777323 -1.27896 0.991735 -3.47929 0.977803
43697 0.917902 1.099806 0.945847 1.042347 1.099526 1.044852 0.955767 1.142291 -0.72225 -0.38734 -2.02002 -2.63059 -0.38734 -2.60555 -2.47772 0.537427
43698 0.96013 1.219183 0.648075 1.073899 1.109198 1.062636 0.873862 0.59483 -3.45834 -0.58337 0.993881 -3.39858 -2.31948 -3.08328 -2.39918 0.702538
43699 56371 BC006616 expressed sequence AW108046AW108046 0.995007 0.934507 1.07974 1.191077 1.253668 1.28249 1.269243 1.273457 -3.55178 0.074048 0.402241 0.999503 0.999995 0.999999 0.999999 0.999999
43700 1.003767 1.344247 1.613086 1.737629 1.35712 1.312307 1.105298 1.492776 -3.58743 0.796795 0.999186 0.999708 0.766996 0.089915 -1.93714 0.966305
43701 58859 AI115010 epidermal growth factor-containing fibulin-like extracellular matrix protein 2Efemp2 0.964111 0.978629 1.069622 0.995343 0.991223 0.866325 0.88921 0.920795 -2.10253 -3.00124 -0.22617 -3.56293 -3.48911 0.980736 0.898673 0.342639
43702 AW108138 1.030929 0.980595 1.160573 1.144482 1.1564 1.229691 1.237394 1.30361 -2.34616 -3.0222 0.994242 0.983303 0.992444 0.99996 0.999977 1
43703 AJ289241 1.038795 1.109138 1.226712 1.094454 1.115276 1.214184 1.137946 1.129622 -2.50361 0.342639 0.995056 -0.04258 0.457521 0.991227 0.76168 0.675617
43704 52662 BB207632 DNA segment, Chr 18, ERATO Doi 653, expressedD18Ertd653e 0.984902 0.853259 0.794874 0.839025 1.047114 0.978681 0.904627 0.994824 -3.43569 0.860621 0.994902 0.930788 -2.23877 -3.28197 -0.07769 -3.57225
43705 11465 BE335185 actin, gamma, cytoplasmic Actg 1.02531 1.450121 1.321788 1.440133 1.311312 1.154643 1.157071 1.528079 -3.04286 1 0.999979 1 0.999964 0.906005 0.915038 1
43706 0.946779 1.158987 0.948758 0.830456 0.708742 0.65583 0.853881 0.910593 -2.80025 -0.18785 -2.84672 0.446802 0.993881 0.999619 0.025259 -1.6326
43707 20969 AW763539 syndecan 1 Sdc1 1.171766 1.127886 1.006104 0.930621 1.056887 0.862969 0.90232 0.992304 0.615616 -0.07769 -3.58743 -1.7155 -2.58032 0.354913 -0.58337 -3.56293
43708 0.937623 0.760649 0.885794 1.126925 0.999671 0.803994 0.914486 1.070913 -2.37274 0.930788 -1.27896 -1.7986 -3.57225 -0.5385 -1.68784 -2.31948
43709 223881 BI134368 RIKEN cDNA A830014L09 geneA830014L09Rik1.506222 0.828112 1.209643 1.239547 1.095994 0.875878 1.71353 0.892409 0.987132 -0.16899 -0.15033 0.209826 -2.29268 -1.3057 0.999644 -1.77089
43710 216705 BC004080 expressed sequence AI642036AI642036 1.020413 0.980257 1.108419 1.077714 0.988544 0.953877 1.191016 1.183464 -3.14155 -3.16031 0.623586 -0.18785 -3.44723 -1.6602 0.993881 0.99069
43711 223646 AW910246 RIKEN cDNA 9130210N20 gene9130210N20Rik1.152374 0.87963 0.964061 1.295622 1.413758 1.121552 1.095047 0.860864 -0.06003 -3.19683 -3.59024 0.136338 0.756259 -2.47772 -2.07508 -2.55492
43712 26431 BF584764 G protein-coupled receptor kinase-interactor 2Git2 1.149172 0.815319 0.737453 0.743232 0.972208 0.95557 0.824319 1.057051 -0.00826 0.805965 0.993693 0.988885 -3.08328 -2.26578 0.739358 -3.04286
43713 18412 BC006019 sequestosome 1 Sqstm1 0.883488 0.898441 0.966386 1.009625 0.787943 1.0079 0.89813 1.0089 -0.16899 -0.62896 -3.12245 -3.55178 0.96138 -3.56293 -0.60607 -3.55758
43714 0.974377 1.057702 0.902551 0.938677 0.938545 0.856446 1.095196 0.963633 -3.04286 -1.5226 0.342639 -1.14685 -1.14685 0.932558 0.0086 -2.52935
43715 56378 BG072740 actin related protein 2/3 complex, subunit 3Arpc3 1.010347 1.046646 1.142596 1.091398 1.091717 1.070265 1.065346 1.135843 -3.55758 -2.97998 -0.38734 -1.7155 -1.7155 -2.34616 -2.37274 -0.5385
43716 AK011143 0.90504 0.889465 1.088259 0.713793 0.860784 0.787259 1.048959 1.139898 -2.97998 -2.47772 -2.97998 0.498752 -1.90945 -0.47259 -3.38538 -2.23877
43717 50934 Y19022 solute carrier family 7 (cationic amino acid transporter, y+ system), member 8Slc7a8 0.945176 1.002845 1.117332 0.899993 0.889847 1.189688 0.967697 -3.12245 -3.59094 -3.00124 -2.93663 -3.249 -2.23877 -3.54552 NA
43718 20194 AA059495 S100 calcium binding protein A10 (calpactin)S100a10 0.90943 0.883244 0.834182 0.687509 0.900389 0.662108 0.856102 1.227495 -1.41354 -0.5385 0.527993 0.999132 -1.0948 0.999805 0.166312 0.7451
43719 59012 AK014340 monooxygenase, DBH-like 1Moxd1 0.811777 1.069691 1.045133 0.891144 1.349045 2.438625 1.13213 -3.5388 -3.21457 -1.35945 -3.04286 0.885305 0.857226 -1.55003 NA
43720 0.892281 1.027145 0.91768 0.87841 0.878679 0.933572 1.087408 0.990751 0.317551 -3.08328 -0.38734 0.675617 0.675617 -1.12076 -0.47259 -3.52402
43721 66863 NM_025808leucine-zipper-like transcriptional regulator, 1Lztr1 0.979793 1.012814 1.020234 1.108391 1.151865 1.052218 1.097905 1.232777 -2.80025 -3.26566 -2.8236 0.945297 0.99812 -0.45099 0.888098 0.999998
43722 105290 BC003212 expressed sequence AU021895AU021895 0.879621 0.818707 0.950756 1.001772 0.775341 0.839201 1.011889 0.887587 0.105585 0.898673 -2.52935 -3.58907 0.978421 0.766996 -3.52402 -0.11361
43723 16593 AA217120 kinesin 2 Kns2 0.953073 1.075619 1.087315 1.013712 1.020851 1.063296 0.964748 1.151518 -2.02002 -0.76991 -0.30518 -3.43569 -3.19683 -1.74319 -2.63059 0.850215
43724 51797 NM_016748cytidine 5'-triphosphate synthaseCtps 0.939461 1.101782 1.555809 1.400055 1.139455 0.884503 1.200477 1.218662 -2.8236 -1.82632 0.998236 0.963425 -1.0948 -1.19936 -0.42958 0.223948
43725 68520 BI438044 RIKEN cDNA 1110013H04 gene1110013H04Rik0.924121 0.911635 0.954144 0.988102 0.857279 0.903632 0.920875 0.891394 -1.6326 -1.14685 -2.77667 -3.53164 0.402241 -0.8672 -1.5226 -0.42958
43726 110532 BB220382 adenosine deaminase, RNA-specific, B1Adarb1 0.926284 0.952383 1.056124 0.996689 0.739223 0.861215 0.890781 0.950229 -2.07508 -3.0222 -2.75285 -3.58743 0.930788 -1.3057 -1.12076 -2.84672
43727 66548 AK008355 RIKEN cDNA 2010109H09 gene2010109H09Rik 1.01022 1.058914 0.795096 0.81323 0.813991 0.886333 0.970128 0.874595 -3.44723 -0.76991 0.999976 0.999846 0.999836 0.915038 -2.50361 0.963425
43728 98846 C87647 0.836584 1.067222 0.973791 1.06761 0.963811 0.716041 0.891541 1.147958 0.402241 -2.47772 -3.38538 -2.45168 -3.19683 0.985121 -1.38645 -0.32543
43729 20409 AK010074 SH3 domain protein 3 Sh3d3 1.005946 1.07038 0.982335 0.950384 0.988464 1.019849 0.947039 0.923486 -3.57972 -2.34616 -3.48911 -3.10303 -3.58743 -3.41136 -3.0222 -2.37274
43730 70408 BC009159 RIKEN cDNA 3010019O03 gene3010019O03Rik1.025072 0.818557 1.048768 0.796121 0.870229 0.65056 0.722856 0.779566 -3.39858 0.702538 -2.89219 0.860621 -0.18785 0.999898 0.994064 0.925222
43731 AW493177 1.027227 0.960697 0.940944 1.093245 0.959885 0.854385 0.928019 1.328944 -3.3434 -3.06323 -2.47772 -1.5226 -3.04286 0.251624 -2.02002 0.981277
43732 105290 C80499 expressed sequence AU021895AU021895 0.909153 0.888364 0.993076 0.911102 0.895246 0.929919 0.890495 1.002789 -0.81824 -0.11361 -3.59024 -0.89191 -0.38734 -1.6602 -0.5385 -3.58907
43733 14461 AW492264 GATA binding protein 2 Gata2 1.21819 0.704306 1.277181 0.922215 0.831255 0.688623 1 1 1 0.317551 1 1 NA
43734 0.927682 1.001212 1.142833 0.97254 1.077709 1.025335 0.920485 1.085194 -1.41354 -3.59024 0.378929 -3.19683 -1.41354 -3.26566 -1.0948 -1.14685
43735 15900 BG147322 interferon consensus sequence binding protein 1Icsbp1 0.928533 0.979271 1.061108 1.12111 0.928949 0.881733 1.069297 1.821083 -1.7986 -3.41136 -2.34616 -0.45099 -1.82632 -0.13187 -2.07508 1
43736 105290 AA140446 expressed sequence AU021895AU021895 0.81762 0.993705 1.208156 0.781618 0.865619 0.730552 1.110361 1.094658 0.402241 -3.58275 0.251624 0.77221 -0.58337 0.958113 -2.29268 -2.21168
43737 13345 AK011861 twist homolog 2 (Drosophila)Twist2 1.228868 0.803499 0.913104 0.942429 0.965054 0.699306 0.855577 0.598182 -2.39918 -1.68784 -3.28197 -3.37179 -3.45834 -0.09555 -2.97998 0.151422
43738 BG245526 1.058466 1.125348 1.140687 1.328196 1.341777 1.06138 1.153246 1.334124 -1.46794 0.654108 0.805965 0.999977 0.999989 -1.33253 0.882449 0.999983
43739 223267 BC006662 cDNA sequence BC006662BC006662 1.011806 0.992672 1.004935 0.983241 1.04786 1.012436 1.074827 1.05391 -3.38538 -3.50745 -3.55178 -3.17874 -1.25232 -3.37179 0.12106 -0.89191
43740 1.041152 0.991995 0.960418 0.983604 0.966073 1.014069 0.94087 1.206701 -1.12076 -3.44723 -1.12076 -3.0222 -1.60503 -3.17874 0.181009 0.99999
43741 0.997648 1.105705 1.152435 1.178618 1.061561 1.043136 1.161537 1.150642 -3.54552 0.166312 0.831342 0.939232 -1.46794 -2.37274 0.87953 0.819042
43742 64382 NM_022431membrane-spanning 4-domains, subfamily A, member 11Ms4a11 0.874446 1.733201 1.147459 0.934921 0.86762 0.75587 0.795078 1.317319 -1.33253 0.999644 -1.25232 -2.86958 -1.17305 0.721465 0.330185 0.702538
43743 386471 BC005474 similar to Zinc transporter ZIP1 (Zinc-iron regulated transporter-like)na 0.975262 0.969123 0.810019 0.894465 0.874527 0.853009 0.828209 0.988125 -3.43569 -3.3434 0.564815 -1.33253 -0.72225 -0.20691 0.317551 -3.55758
43744 98878 AA472992 RIKEN cDNA 2210022F10 gene2210022F10Rik1.001942 1.048995 1.146328 1.157475 1.087938 0.925835 0.95651 0.980616 -3.58743 -1.88175 0.867198 0.919254 -0.11361 -0.40836 -2.07508 -3.249
43745 192166 BC003456 sarcosine dehydrogenase Sardh 0.882884 1.035474 0.949163 1.059356 1.091463 1.030264 1.06062 1.237313 0.074048 -3.04286 -2.45168 -2.23877 -1.06896 -3.17874 -2.18451 0.945297
43746 381915 AW047265 similar to hypothetical protein MGC35048na 1.011088 0.884561 0.863803 0.804614 0.894026 1.041651 0.861929 1.071966 -3.4985 0.537427 0.814771 0.993881 0.330185 -3.14155 0.831342 -1.14685
43747 64540 BC003482 transmembrane 4 superfamily member 7Tm4sf7 0.987409 1.105017 0.844801 0.850265 0.892386 0.908072 1.002118 0.878065 -3.4985 -0.36651 0.835276 0.787252 0.04172 -0.47259 -3.58907 0.390672
43748 16852 AK004298 lectin, galactose binding, soluble 1Lgals1 0.954325 0.980172 1.185693 0.927738 0.997517 0.82852 0.998422 1.214348 -3.14155 -3.53164 -0.24562 -2.63059 -3.59024 -0.02532 -3.58743 0.27855
43749 0.773813 1.22583 1.321238 0.321415 1.03685 1.302802 -1.9648 -2.63059 -0.5385 0.998837 -3.56782 -0.62896 NA
43750 30059 NM_013899translocase of inner mitochondrial membrane 13 homolog a (yeast)Timm13a 0.966601 1.146856 1.084675 1.046365 1.04898 0.891015 0.975913 1.233543 -2.75285 0.792071 -0.47259 -2.21168 -2.07508 0.508657 -3.14155 0.994581
43751 21749 NM_009352telomeric repeat binding factor 1Terf1 0.894597 0.908433 1.011805 0.87314 0.744351 0.802554 1.039665 1.021128 -0.04258 -0.51634 -3.51596 0.478462 0.999414 0.978421 -2.8236 -3.35779
43752 74614 AK014751 RIKEN cDNA 4833422F24 gene4833422F24Rik0.880595 0.998813 0.839547 0.952452 0.770772 0.949115 1.017743 1.381016 -0.28513 -3.59094 0.573644 -2.80025 0.942338 -2.68011 -3.47929 0.996889



43753 17474 NM_010819C-type (calcium dependent, carbohydrate recognition domain) lectin, superfamily member 8Clecsf8 0.972637 1.048481 1.327662 1.034765 1.066013 0.93545 0.775946 0.99917 -3.35779 -2.95845 0.966305 -3.249 -2.50361 -2.39918 0.915038 -3.56293
43754 56722 NM_019980LPS-induced TN factor Litaf 0.950195 1.109227 1.041118 1.022962 0.762641 0.921722 0.899927 1.074295 -2.89219 -1.5226 -3.14155 -3.47929 0.896117 -2.26578 -1.3057 -2.60555
43755 0.952883 1.370222 1.588637 1.739405 1.559072 1.295464 1.679766 1.727974 -2.50361 0.999655 1 1 1 0.994744 1 1
43756 24055 AV000634 SH3-domain binding protein 2Sh3bp2 1.047846 0.66657 0.908127 0.737475 0.900517 0.837406 0.784272 1.19759 -2.34616 1 -0.24562 0.999901 0.0086 0.928976 0.996985 0.937622
43757 76795 BG243395 RIKEN cDNA 2700008N14 gene2700008N14Rik1.042884 0.910919 0.794717 1.043204 0.980568 0.882131 0.896425 0.818255 -3.23196 -2.75285 0.237881 -3.04286 -3.55178 -1.3057 -2.02002 -3.06323
43758 1.050505 0.905823 1.082538 1.092839 1.055545 1.18836 1.247379 1.03538 -1.0948 0.77221 0.36701 0.607506 -0.794 0.99876 0.999981 -2.10253
43759 229782 BG962469 solute carrier family 35 (UDP-N-acetylglucosamine (UDP-GlcNAc) transporter), member 3Slc35a3 0.96246 1.061226 1.024637 1.082079 1.071333 1.067537 1.103033 1.131183 -2.95845 -2.21168 -3.32862 -1.4407 -1.85404 -1.99243 -0.746 -0.02532
43760 26912 AK013138 glycine C-acetyltransferase (2-amino-3-ketobutyrate-coenzyme A ligase)Gcat 0.974381 0.972785 0.98363 0.716605 0.623008 0.734956 0.776145 0.834903 -3.53164 -3.52402 -3.56782 0.446802 0.923279 0.251624 -0.32543 -1.41354
43761 11652 AK010511 thymoma viral proto-oncogene 2Akt2 1.289969 1.563916 1.268414 1.313201 1.466342 1.533048 1.474954 1.350684 1 1 1 1 1 1 1 1
43762 66690 NM_025708RIKEN cDNA 4432406C05 gene4432406C05Rik1.037534 0.968089 1.018463 1.063825 0.988156 1.067017 0.940348 0.93242 -2.86958 -3.0222 -3.39858 -1.82632 -3.50745 -1.68784 -1.85404 -1.46794
43763 78833 AK019225 RIKEN cDNA 2700085M18 gene2700085M18Rik0.882895 0.926795 1.223905 0.886296 1.183329 0.789308 0.993752 0.868873 -1.38645 -2.65545 0.209826 -1.93714 -0.62896 0.488688 -3.58275 -2.15725
43764 59126 AK004925 NIMA (never in mitosis gene a)-related expressed kinase 6Nek6 0.916417 1.014867 1.123675 1.106642 1.004357 1.092115 1.050077 1.095895 0.195513 -3.35779 0.668576 0.546708 -3.57225 0.209826 -1.6326 0.317551
43765 27055 AK007499 FK506 binding protein 9 Fkbp9 0.993921 0.917454 0.88068 0.963897 0.861896 0.93426 0.961713 1.05429 -3.56293 -0.45099 0.599256 -2.70457 0.623586 -1.17305 -2.60555 -1.9648
43766 14547 AK004887 ganglioside-induced differentiation-associated-protein 2Gdap2 0.956799 0.973946 1.027644 1.131735 1.033407 0.991365 1.116731 1.027405 -2.84672 -3.35779 -3.31345 -0.18785 -3.19683 -3.56782 -0.56084 -3.29789
43767 13831 NM_007935enhancer of polycomb homolog 1 (Drosophila)Epc1 0.859411 0.939973 0.945013 1.012408 0.889579 1.035506 0.89251 1.152525 -0.94179 -3.06323 -3.06323 -3.56293 -1.74319 -3.39858 -2.02002 -1.41354
43768 13599 AW123046 endothelin converting enzyme-like 1Ecel1 0.967353 0.966057 0.95072 1.122049 0.931814 0.922096 0.953551 1.198934 -2.91455 -2.84672 -2.07508 0.291734 -1.22579 -0.76991 -2.29268 0.945297
43769 57314 BC008619 TH1-like homolog (Drosophila)Th1l 0.996652 0.812889 1.089326 0.96163 0.992495 1.037508 0.910661 1.101721 -3.58743 0.546708 -2.04757 -3.21457 -3.57621 -3.249 -1.7986 -1.7155
43770 11830 BI555105 aquaporin 5 Aqp5 0.976919 1.294288 0.684485 0.913285 0.424224 0.806411 1.297237 1.268641 -3.55178 -3.38538 -0.56084 -2.07508 0.831342 -2.23877 -3.37179 -1.77089
43771 105440 AI854539 potassium channel tetramerisation domain containing 9Kctd9 1.012111 1.040823 1.029542 0.981553 0.954382 0.926707 0.950458 1.077953 -3.48911 -2.60555 -3.0222 -3.35779 -2.58032 -1.3057 -2.10253 -0.96695
43772 21376 AW907433 transforming growth factor beta regulated gene 1Tbrg1 1.158531 0.848601 0.862712 0.809569 0.746871 0.84567 0.908537 0.866721 0.590863 0.76168 0.590863 0.960318 0.998945 0.599256 -0.51634 0.527993
43773 68279 BG067541 mucolipin 2 Mcoln2 1.125281 1.105563 1.130125 1.103831 1.24813 1.272983 1.208712 1.318087 0.937622 0.810412 0.953361 0.792071 0.999986 0.999998 0.999769 1
43774 382131 BE912629 similar to Y-LINKED TESTIS-SPECIFIC PROTEINna 1.05116 0.901643 0.834404 1.050841 0.79471 0.742345 0.925454 1.102592 -2.84672 -1.17305 -0.34587 -1.85404 0.860621 0.903616 -1.99243 0.237881
43775 0.944332 1.106208 0.91569 0.961783 0.930742 1.04797 1.265981 1.359124 -2.75285 -1.46794 -1.85404 -3.17874 -2.75285 -2.86958 0.814771 0.974456
43776 27680 BG172082 0.955345 0.952276 0.823101 0.876629 0.863209 0.950275 0.871297 1.239091 -2.31948 -2.15725 0.979023 0.661406 0.814771 -2.04757 0.727542 0.992214
43777 66253 NM_025446androgen-induced 1 Aig1
43778 242297 AI449876 RIKEN cDNA 1700012H17 gene1700012H17Rik0.840736 0.896229 0.907819 0.771712 1.002448 1.200158 0.88619 0.910765 -0.18785 -2.10253 -2.39918 0.715273 -3.59024 -0.42958 -1.35945 -2.07508
43779 20293 BE691567 chemokine (C-C motif) ligand 12Ccl12 1.026984 0.938413 1.112595 1.158816 1.055326 1.231343 1.26536 1.161976 -2.63059 -0.22617 0.867198 0.992214 -0.76991 0.999951 0.999996 0.993693
43780 14583 AK019852 glutamine fructose-6-phosphate transaminase 1Gfpt1 0.997807 0.849643 0.963321 0.914466 0.975429 0.669343 1.065185 0.899397 -3.58907 0.223948 -3.16031 -1.6602 -3.39858 0.999579 -2.47772 -1.12076
43781 80910 NM_030720G protein-coupled receptor 84Gpr84 1.038303 1.060508 1.022646 0.995009 0.971264 0.937414 0.847088 0.996785 -1.14685 0.265181 -2.50361 -3.53164 -1.88175 0.488688 0.999967 -3.56293
43782 12654 BC005611 chitinase 3-like 1 Chi3l1 0.984495 1.051826 1.178382 1.052262 1.142876 0.98591 1.089579 1.289539 -3.43569 -2.18451 0.87953 -2.15725 0.607506 -3.45834 -0.60607 0.998397
43783 0.96643 1.040788 1.018576 1.039654 1.042562 0.936825 0.904719 1.025178 -2.12993 -1.74319 -3.10303 -1.7986 -1.60503 -0.18785 0.792071 -2.75285
43784 76560 BC003851 protease, serine, 8 (prostasin)Prss8
43785 66844 AK013455 ORM1-like 2 (S. cerevisiae)Ormdl2 1.009478 0.971963 1.089756 0.913438 0.97505 0.953689 0.942615 1.064643 -3.50745 -2.91455 -0.11361 0.04172 -3.04286 -1.9648 -1.33253 -1.14685
43786 1.127154 0.969224 1.099825 0.909782 0.965188 0.92252 0.994467 1.09702 0.518403 -2.91455 -0.07769 -0.11361 -2.72882 -0.60607 -3.56782 -0.16899
43787 BG068990 0.827355 1.214684 1.072832 0.988241 1.020469 0.879006 0.930226 1.097838 0.932558 0.943835 -1.46794 -3.50745 -3.35779 0.402241 -1.38645 -0.5385
43788 13345 AK011180 twist homolog 2 (Drosophila)Twist2 0.933253 0.820328 1.032138 1.300079 0.959968 0.946962 0.908682 1.003376 -1.93714 0.590863 -3.37179 0.958113 -3.06323 -2.50361 -1.33253 -3.58907
43789 16781 J03484 1.016495 1.058999 1.008719 1.002028 0.928892 0.930297 1.04831 1.083231 -3.38538 -1.60503 -3.53164 -3.58743 -0.81824 -1.33253 -2.12993 -0.5385
43790 68031 BI082668 RIKEN cDNA 2610509H23 gene2610509H23Rik0.828246 0.96229 1.045869 0.946442 0.942705 1.040552 1.071222 1.150803 0.992214 -2.39918 -2.04757 -1.49524 -1.27896 -2.31948 -0.76991 0.89083
43791 AI119728 0.922852 1.154827 0.984173 0.972342 0.875495 0.927629 1.1412 0.994946 -1.41354 0.378929 -3.47929 -3.249 0.181009 -1.60503 0.166312 -3.57972
43792 71684 AI255409 RIKEN cDNA 0610033I05 gene0610033I05Rik 0.88649 0.970006 1.047666 1.062313 0.988207 1.024381 0.957624 1.20192 0.527993 -2.93663 -2.23877 -1.55003 -3.48911 -3.17874 -2.37274 0.968974
43793 14866 BC008206 glutathione S-transferase, mu 5Gstm5 1.007007 0.903449 0.844005 0.955347 0.901486 0.885173 1.00514 0.968203 -3.54552 0.468074 0.983303 -1.90945 0.518403 0.590863 -3.56293 -2.65545
43794 257633 BE630489 cDNA sequence BC021611BC021611 0.90202 0.919215 0.953439 0.941714 0.794059 1.027487 0.988141 1.218692 -0.72225 -1.22579 -2.70457 -2.29268 0.950804 -3.10303 -3.53164 0.850215
43795 0.962502 1.103949 1.058822 1.006212 0.814502 1.327219 1.351894 0.904594 -3.42373 -3.16031 -3.23196 -3.06323 -2.37274 0.330185 0.478462 -3.14155
43796 232816 BI135148 zinc finger protein Zec 1.272345 1.47908 1.325987 1.188826 1.205462 0.958022 0.920574 1.340207 0.973732 0.999969 0.995205 0.721465 0.819042 -2.8236 -1.35945 0.996985
43797 211401 BC003483 metastasis suppressor 1 Mtss1 0.926095 0.95087 0.927241 0.852631 0.835636 0.915512 0.926586 0.965336 -1.6602 -2.63059 -1.7155 0.527993 0.682533 -1.22579 -1.68784 -3.08328
43798 20496 NM_009194solute carrier family 12, member 2Slc12a2 1.149535 1.22952 1.060923 0.889458 1.320492 1.301068 1.432575 1.215226 -0.76991 0.025259 -2.84672 -1.33253 0.727542 0.823226 0.981804 -0.15033
43799 110821 BC006915 propionyl-Coenzyme A carboxylase, alpha polypeptidePcca 1.030968 0.909977 1.037501 1.217029 0.993226 0.867705 0.919378 1.033459 -3.00124 -0.28513 -2.77667 0.972227 -3.55758 0.518403 -0.67526 -2.91455
43800 56294 AF013490 protein tyrosine phosphatase, non-receptor type 9Ptpn9 0.921812 0.963307 0.911815 0.996194 1.076954 1.111379 1.080144 1.119569 -2.58032 -3.249 -1.88175 -3.58907 -2.75285 -1.49524 -2.31948 -1.3057
43801 68839 AW494272 RIKEN cDNA 1110054N06 gene1110054N06Rik0.870193 0.953466 0.775916 0.766738 1.054907 0.542773 1.058986 2.155704 -1.55003 -3.17874 0.209826 0.057983 -3.46903 0.668576 -3.35779 0.919254
43802 67669 NM_026304RIKEN cDNA 0610007P06 gene0610007P06Rik0.943201 1.01559 1.069584 1.116948 1.034742 1.055753 1.236578 1.24838 -2.60555 -3.51596 -2.34616 -0.94179 -3.23196 -2.72882 0.777323 0.251624
43803 105847 BB242208 expressed sequence AI451006AI451006 0.971251 0.983205 1.0514 1.037266 1.011276 0.936051 1.157268 1.045851 -3.19683 -3.45834 -2.52935 -3.00124 -3.53164 -1.93714 0.446802 -2.72882
43804 54199 AF316576 chemokine (C-C motif) receptor-like 2Ccrl2 0.904073 0.933167 1.124503 0.810553 1.419463 0.897664 1.354818 1.285224 -2.26578 -2.97998 -2.65545 -0.72225 0.750733 -3.56782 0.537427 0.025259
43805 15976 NM_010509interferon (alpha and beta) receptor 2Ifnar2 1.001151 1.059278 0.904712 1.02171 1.079857 1.012429 0.951928 0.931211 -3.59094 -2.63059 -1.14685 -3.43569 -2.02002 -3.5388 -2.84672 -2.18451
43806 0.989515 0.906442 0.979588 1.038032 0.964959 1.114451 1.115866 1.029865 -3.55758 -1.5226 -3.46903 -3.21457 -3.249 -1.22579 -1.19936 -3.3434
43807 21826 L06421 thrombospondin 2 Thbs2
43808 19349 BG298573 RAB7, member RAS oncogene familyRab7 1.071536 1.015755 1.009498 0.995068 1.049083 0.825099 1.111158 1.023203 -1.88175 -3.47929 -3.55178 -3.57972 -2.72882 0.76168 -0.84264 -3.35779
43809 0.904054 0.780879 0.834462 0.964469 0.849107 0.891306 0.889402 1.140924 -0.746 0.977168 0.766996 -3.04286 0.291734 -0.60607 -0.26528 0.089915
43810 0.994321 0.979981 0.940704 0.839512 1.009953 1.00287 0.944559 0.896754 -3.57972 -3.43569 -2.26578 0.631419 -3.55178 -3.58743 -2.47772 -0.67526
43811 67871 BE951713 RIKEN cDNA 2400002D02 gene2400002D02Rik0.909612 0.980879 0.67171 1.183465 1.335048 1.084174 -1.46794 -2.91455 -3.43569 -2.21168 0.943835 -3.23196 NA
43812 66691 AA869654 RIKEN cDNA 4432404J10 gene4432404J10Rik
43813 BB619501 expressed sequence AI643885AI643885 0.921668 1.300977 1.203021 0.648996 1.317358 0.852893 1.178354 0.950855 -2.47772 0.639115 -0.22617 0.976516 0.025259 -1.7155 -1.6326 -3.51596
43814 72017 AK005159 RIKEN cDNA 1500005G05 gene1500005G05Rik0.988368 0.927988 0.930132 0.854753 0.789441 0.895019 0.864067 0.871905 -3.45834 -0.42958 -0.5385 0.962415 0.999753 0.623586 0.932558 0.89083
43815 BC005674 1.081758 0.919568 1.169092 1.092626 0.961651 0.911118 1.019233 1.070087 -1.0948 -0.89191 0.76168 -0.69867 -2.77667 -0.42958 -3.38538 -1.5775
43816 19017 NM_008904peroxisome proliferative activated receptor, gamma, coactivator 1Ppargc1
43817 12369 NM_007611caspase 7 Casp7 0.926032 1.142019 1.130661 1.107301 0.971953 0.89272 1.13037 0.803584 -1.7155 0.105585 -0.84264 -0.84264 -3.51596 -1.82632 -0.11361 0.498752
43818 18082 AI036287 4-nitrophenylphosphatase domain and non-neuronal SNAP25-like protein homolog 1 (C. elegans)Nipsnap1 1.055666 0.962985 1.334876 1.413422 1.015555 1.630306 1.477641 1.332351 -3.47929 -3.51596 0.057983 -0.56084 -3.56293 -0.00826 -0.16899 -0.28513
43819 14991 NM_013819histocompatibility 2, M region locus 3H2-M3 0.849419 0.871633 1.069486 0.982055 1.395008 0.864005 1.160492 1.530969 -1.27896 -2.50361 -2.23877 -3.23196 0.537427 -0.11361 -0.746 0.98018
43820 13091 AI196037 cytochrome P450, family 2, subfamily b, polypeptide 20Cyp2b20 0.962251 1.058377 0.931464 0.948788 0.918875 1.027379 0.887617 0.822792 -2.91455 -2.23877 -1.82632 -2.39918 -1.12076 -3.28197 -0.22617 0.903616
43821 19079 BG071336 protein kinase, AMP-activated, beta 1 non-catalytic subunitPrkab1 0.706414 0.99974 1.126175 0.975794 1.125421 1.081833 0.892434 1.073406 0.995888 -3.57225 -0.81824 -3.52402 -0.84264 -2.37274 -1.41354 -2.18451
43822 AK019507 1.073083 0.900274 0.965853 0.978777 1.098404 0.849177 0.93834 1.166397 -2.95845 -2.34616 -3.41136 -3.52402 -2.58032 -1.0948 -3.0222 -1.6326
43823 15566 NM_0083155-hydroxytryptamine (serotonin) receptor 7Htr7 0.986187 0.92378 1.097449 1.054089 0.933212 1.094774 1.168724 1.076495 -3.46903 -0.99224 -0.45099 -2.15725 -1.41354 -0.5385 0.792071 -1.06896
43824 230484 AA399818 ubiquitin specific protease 1Usp1 1.011738 1.114211 0.85665 1.041318 1.075464 1.019508 1.088308 1.076259 -3.55758 -1.46794 -0.32543 -3.21457 -2.47772 -3.4985 -2.12993 -2.45168
43825 12566 BC005654 cyclin-dependent kinase 2 Cdk2 1.182091 0.909928 0.743115 0.738103 0.650449 1.069447 0.803977 0.676476 0.615616 -2.07508 0.342639 0.413637 -0.00826 -3.21457 -0.84264 0.992668
43826 22247 M29395 uridine monophosphate synthetaseUmps 0.983677 1.106015 1.090393 1.087325 1.098126 1.123329 1.136415 1.164634 -3.37179 0.209826 -0.24562 -0.34587 0.0086 0.413637 0.715273 0.733506
43827 94116 BC003753 kinesin family member C5A Kifc5a 1.103815 1.097827 1.385484 1.622566 1.190684 1.152609 1.145831 1.316945 -1.17305 -1.33253 0.996584 0.999981 0.527993 0.0086 -0.34587 0.977803
43828 22035 NM_009425tumor necrosis factor (ligand) superfamily, member 10Tnfsf10 0.995028 1.03718 1.132333 1.026158 1.020122 0.987169 1.194756 0.988313 -3.58275 -3.19683 -0.67526 -3.12245 -3.46903 -3.5388 0.402241 -3.55178
43829 13712 NM_007922ELK1, member of ETS oncogene familyElk1 1.049673 1.002653 1.161562 1.217615 1.145054 1.30954 1.235641 1.125903 -2.23877 -3.58532 0.689323 0.975161 0.661406 0.999451 0.987862 0.390672
43830 68929 NM_007819RIKEN cDNA 1190005J19 gene1190005J19Rik 0.995663 0.925105 1.06153 0.826627 0.793608 0.91791 0.858072 1.023523 -3.58532 -1.93714 -2.72882 0.654108 0.888098 -1.6602 0.151422 -3.41136
43831 29864 AK014254 ring finger protein 11 Rnf11 0.896822 0.876686 0.858477 0.858344 0.459613 0.470223 0.294925 0.48908 -2.68011 -2.31948 -1.9648 -2.15725 0.999619 0.999394 1 0.998677
43832 26424 NM_030676nuclear receptor subfamily 5, group A, member 2Nr5a2 1.03547 0.948759 0.991224 0.994892 0.922724 1.003543 1.073276 1.040911 -2.95845 -2.26578 -3.57972 -3.57621 -1.0948 -3.58532 -1.49524 -2.77667
43833 12363 Y13089 caspase 4, apoptosis-related cysteine proteaseCasp4 1.034348 1.105089 0.890571 0.949401 0.907239 1.061377 0.94639 0.977238 -3.19683 -1.14685 -0.65202 -2.72882 -1.22579 -1.93714 -2.63059 -3.41136
43834 54409 AF146523 receptor (calcitonin) activity modifying protein 2Ramp2 1.042437 1.003808 1.125461 1.045889 1.063697 1.17151 1.221054 1.058828 -2.15725 -3.57621 0.7451 -1.9648 -1.01768 0.968107 0.997501 -1.49524
43835 21833 U12142 thyroid hormone receptor alphaThra 1.20894 0.747018 0.856278 0.806993 0.977763 0.729319 0.784703 -0.20691 0.04172 -1.55003 -0.28513 -3.52402 0.478462 -1.7155 NA
43836 20602 BI102456 nuclear receptor co-repressor 2Ncor2 1.033026 0.943557 1.027084 1.038893 0.86201 1.015017 1.049057 1.157845 -3.23196 -2.65545 -3.38538 -3.10303 0.105585 -3.51596 -2.84672 0.074048
43837 14178 NM_008008fibroblast growth factor 7 Fgf7 0.898119 1.120544 0.989763 1.126322 1.319036 1.395818 1.675362 2.133565 -3.5388 -1.3057 -3.58532 -1.33253 -0.09555 -0.30518 0.77221 0.987132
43838 13983 U81451 estrogen receptor 2 (beta) Esr2 1.023487 1.044373 1.144203 1.26813 1.093147 1.083036 1.15566 1.120146 -3.38538 -2.91455 -0.00826 0.946725 -1.33253 -1.6602 0.195513 -1.01768
43839 227715 BE945515 homolog of Yeast RRP4 (ribosomal RNA processing 4), 3'-5'-exoribonucleaseRrp4 0.863203 0.936696 0.966928 0.986722 0.886154 1.110121 0.943774 1.052501 0.446802 -1.9648 -3.08328 -3.50745 -0.07769 -0.5385 -2.26578 -2.52935
43840 233908 AA672602 fusion, derived from t(12;16) malignant liposarcoma (human)Fus 0.998905 0.807882 0.908461 1.262235 1.027669 0.981352 0.957136 1.508956 -3.55758 0.424862 -2.4255 0.599256 -3.57621 -3.59094 -3.39858 0.981804
43841 22025 AI385609 nuclear receptor subfamily 2, group C, member 1Nr2c1 0.985681 0.89088 0.887167 0.799502 0.548581 0.505447 1.133195 0.716948 -3.5388 -3.0222 -2.95845 -0.72225 0.980736 0.739358 -1.17305 0.915038
43842 80907 NM_030717lactamase, beta Lactb 0.998426 1.000695 0.804486 0.860991 0.827264 0.934802 0.976167 1.041868 -3.59024 -3.59094 0.727542 0.136338 0.607506 -2.18451 -3.4985 -3.04286
43843 215445 BE456173 RIKEN cDNA D030060O14 geneD030060O14Rik1.314151 0.933839 0.830545 1.148667 0.925481 -0.00826 -2.37274 -3.31345 -0.38734 -1.99243 NA NA
43844 56406 NM_019825nuclear receptor coactivator 6Ncoa6 1.093401 1.12369 0.980451 0.886714 0.967972 0.988618 0.905656 0.995355 -0.51634 0.27855 -3.3434 0.36701 -2.95845 -3.50745 -0.18785 -3.57621
43845 59028 AK009709 RNA terminal phosphate cyclase-like 1Rcl1 1.003935 0.871188 1.019109 1.055647 0.979954 1.015613 1.179698 0.975484 -3.58532 0.237881 -3.43569 -2.45168 -3.41136 -3.48911 0.639115 -3.32862
43846 23957 AK004930 nuclear receptor subfamily 0, group B, member 2Nr0b2 1.064471 1.032225 1.041347 1.279693 1.054952 1.432075 1.322436 0.987634 -2.65545 -3.32862 -3.17874 0.835276 -3.47929 0.981277 0.91717 -3.55178
43847 67972 AW543337 RIKEN cDNA 2810442I22 gene2810442I22Rik 0.949802 1.034611 0.852768 1.028399 0.91607 0.956106 1.231585 1.087493 -1.93714 -2.77667 0.91717 -3.0222 -0.26528 -2.26578 0.993301 -0.40836
43848 22327 AK008847 von Hippel-Lindau binding protein 1Vbp1 0.992044 0.947682 1.120006 1.220724 1.079388 1.033345 1.190463 1.072897 -3.53164 -1.60503 0.378929 0.995056 -0.49437 -2.93663 0.979023 -1.12076
43849 26423 BG067330 nuclear receptor subfamily 5, group A, member 1Nr5a1 0.971856 1.001156 1.037125 1.113583 0.982089 0.901497 1.060441 1.272458 -3.00124 -3.59024 -2.65545 0.317551 -3.3434 0.209826 -1.5775 0.99891
43850 72886 AW492260 RIKEN cDNA 2900016D05 gene2900016D05Rik 0.98139 1.027072 0.850303 0.872524 0.925689 0.844672 0.776833 1.172171 -3.48911 -3.52402 -0.38734 -1.60503 -2.68011 -0.58337 0.814771 -1.12076
43851 NM_008261hepatic nuclear factor 4 Hnf4 0.918751 1.104957 1.021948 1.058987 1.077934 1.06091 1.114674 0.967468 -0.47259 0.04172 -3.249 -1.7155 -0.8672 -1.60503 0.27855 -2.84672
43852 11614 NM_007430nuclear receptor subfamily 0, group B, member 1Nr0b1 0.975119 0.959003 1.149057 1.05924 1.052413 0.985399 1.227261 1.090583 -3.04286 -2.23877 0.87953 -1.35945 -1.7155 -3.39858 0.996985 -0.04258
43853 30960 BC003866 vesicle-associated membrane protein, associated protein AVapa 0.896574 0.960245 0.88585 0.925309 1.00278 1.106873 0.664856 0.839756 -2.4255 -3.55178 -2.18451 -2.95845 -3.59024 -2.04757 -2.26578 -2.97998
43854 23958 AF204053 nuclear receptor subfamily 2, group E, member 3Nr2e3 0.993498 1.007861 1.03685 0.895336 0.957403 0.876838 0.821894 1.121554 -3.5388 -3.51596 -2.18451 0.819042 -1.68784 0.948117 0.999469 0.839128
43855 102334 BC002198 ankyrin repeat domain 10 Ankrd10 0.96383 0.952056 1.009021 1.058172 1.091271 0.891518 1.03748 0.97424 -3.0222 -2.77667 -3.55758 -2.55492 -1.33253 -0.28513 -3.12245 -3.29789
43856 19018 BI557210 SCAN domain-containing 1Scand1 1.075646 1.056027 0.785228 0.871458 0.882009 1.081005 0.760061 1.097435 -2.15725 -2.70457 0.898673 -0.26528 -0.91678 -2.63059 0.962415 -1.5226
43857 18023 AK004698 nuclear factor, erythroid derived 2,-like 1Nfe2l1 0.964811 1.144893 0.931126 0.98052 0.869278 0.936674 1.033524 1.162521 -3.21457 -0.38734 -2.26578 -3.46903 -0.26528 -2.45168 -3.26566 -0.04258
43858 20807 AW492226 serum response factor Srf 0.981408 0.881089 1.096107 0.93086 0.835295 0.828739 0.933236 0.919252 -3.52402 -1.38645 -2.26578 -2.72882 -0.65202 -0.65202 -2.77667 -2.4255
43859 18519 NM_020005p300/CBP-associated factorPcaf 0.998734 1.20126 0.904148 0.890284 1.091058 1.360651 0.801468 0.818647 -3.59094 -0.26528 -2.02002 -1.6326 -2.47772 -1.27896 0.508657 -0.5385
43860 71796 NM_025760RIKEN cDNA 1110067B18 gene1110067B18Rik1.007413 1.02613 1.23492 0.9608 1.036125 0.750797 0.948328 1.089718 -3.57621 -3.48911 0.508657 -3.29789 -3.32862 0.623586 -3.23196 -3.00124
43861 21907 BE982274 nuclear receptor subfamily 2, group E, member 1Nr2e1 0.910551 0.9697 0.944941 0.835723 0.851022 0.826246 0.948799 1.186305 -1.04326 -3.19683 -2.39918 0.733506 0.546708 0.810412 -2.55492 0.654108
43862 13435 BE852778 DNA methyltransferase 3A Dnmt3a 0.806361 0.818718 1.179433 1.255549 0.884796 1.113241 1.267267 1.007424 0.893503 0.827326 0.223948 0.928976 -0.28513 -0.69867 0.949477 -3.56782
43863 56176 NM_019543Down syndrome critical region homolog 5 (human)Dscr5 0.816112 0.788849 0.463979 1.042401 0.810518 0.834056 -1.93714 -2.77667 -1.9648 -1.68784 -2.58032 -2.23877 NA
43864 BF319175 1.022776 1.065659 1.201715 1.023491 1.188922 1.279307 1.297329 0.919041 -3.45834 -2.93663 0.317551 -3.44723 -0.20691 0.835276 0.853758 -2.37274
43865 1.077205 0.842869 0.863623 0.792376 0.81866 1.184863 0.938091 0.885992 -0.34587 0.987132 0.946725 0.999792 0.997997 0.985959 -0.84264 0.796795
43866 0.992135 0.986205 0.78372 0.876545 0.79053 0.880517 0.990027 0.918765 -3.52402 -3.38538 0.999939 0.898673 0.999883 0.870382 -3.47929 0.12106
43867 26411 BC005433 mitogen activated protein kinase kinase kinase kinase 1Map4k1 0.902296 0.970746 0.987 0.934542 1.056429 1.013837 1.106844 1.12484 -1.93714 -3.42373 -3.28197 -3.54552 -3.21457 -3.55178 -2.4255 -0.49437
43868 27407 BG228979 ATP-binding cassette, sub-family F (GCN20), member 2Abcf2
43869 0.943649 1.073611 1.049013 0.971498 0.899839 0.814608 0.966204 1.24953 -2.39918 -1.93714 -3.00124 -3.26566 -0.746 0.555837 -3.249 0.796795
43870 223691 BI714157 eukaryotic translation initiation factor 3, subunit 6 interacting proteinEif3s6ip 0.916318 1.401085 1.086759 0.992638 0.971863 0.867534 1.060999 1.05796 -0.96695 0.999644 -1.22579 -3.58275 -3.17874 -0.49437 -2.10253 -2.21168
43871 19172 AI256082 proteasome (prosome, macropain) subunit, beta type 4Psmb4 1.110083 1.046925 1.001377 0.940388 0.938279 0.946917 1.006166 0.98556 -0.22617 -2.52935 -3.59024 -1.88175 -1.7986 -2.18451 -3.56782 -3.4985
43872 66963 BI082286 RIKEN cDNA 2310061N19 gene2310061N19Rik 1.07504 1.072232 1.058305 1.088063 1.057166 1.170985 1.222766 1.278555 -0.91678 -1.04326 -1.68784 -0.40836 -1.74319 0.908341 0.98952 0.997932
43873 16404 BF687461 integrin alpha 7 Itga7 0.992719 1.107813 1.002883 0.965703 0.884653 0.875884 1.009992 1.130708 -3.56782 -0.65202 -3.58743 -3.06323 -0.07769 0.151422 -3.54552 -0.06003
43874 13909 AW012453 esterase 31-like LOC13909 0.997904 1.088434 0.923005 1.019659 1.04189 1.008634 1.135876 0.944736 -3.58532 0.468074 0.342639 -3.08328 -1.7155 -3.48911 0.955796 -0.69867
43875 19264 NM_011210protein tyrosine phosphatase, receptor type, CPtprc 0.758348 0.701308 0.383731 0.861427 0.487865 -1.22579 -2.60555 0.682533 -2.70457 -0.11361 NA NA
43876 AF080592 1.000635 0.991394 0.955344 0.900293 0.858211 1.182046 1.040993 0.926147 -3.59094 -3.56293 -2.8236 -0.76991 0.27855 0.223948 -2.93663 -1.74319
43877 11364 AW909185 acetyl-Coenzyme A dehydrogenase, medium chainAcadm 0.825818 0.739644 1.246351 1.220111 0.959285 1.216981 1.293717 1.115313 0.835276 0.997654 0.937622 0.870382 -2.89219 0.860621 0.985121 -0.49437
43878 AK011810 0.974684 0.965605 0.900538 0.992922 1.237293 1.047783 1.014367 1.082835 -3.28197 -3.04286 -0.51634 -3.56782 0.937622 -2.68011 -3.4985 -1.41354
43879 97601 BG068496 expressed sequence C80287C80287
43880 AK013857 0.994269 1.193776 1.036832 1.199905 1.149582 1.157848 1.06708 1.021044 -3.57225 0.842902 -2.95845 0.867198 0.457521 0.564815 -1.85404 -3.37179
43881 19134 BF141939 PRP4 pre-mRNA processing factor 4 homolog B (yeast)Prpf4b 0.682029 1.277904 0.99985 1.156982 0.906279 0.962781 1.054807 0.857274 0.498752 -0.81824 -3.59117 -1.6326 -3.0222 -3.53164 -3.14155 -2.72882
43882 AI255889 0.977879 0.962881 1.048301 0.987181 0.817785 0.879061 1.061701 1.212873 -2.97998 -2.04757 -1.41354 -3.37179 0.999708 0.943835 -0.65202 0.999433
43883 231691 AI303672 serine dehydratase Sds 0.985212 0.940621 1.107905 1.184706 1.064295 1.194349 1.348629 1.149495 -3.29789 -0.56084 0.750733 0.996985 -0.49437 0.998345 1 0.973732
43884 16429 NM_010584intelectin Itln 1.026753 1.081627 0.977344 0.976883 0.828261 1.024269 0.995586 0.880678 -3.38538 -2.60555 -3.43569 -3.43569 0.498752 -3.42373 -3.58532 -1.19936
43885 226791 AV001705 cDNA sequence BC027340BC027340 1.009009 1.095287 1.067914 1.109611 0.956835 1.146317 1.046055 1.177107 -3.47929 0.564815 -0.30518 0.777323 -1.5775 0.969819 -1.5226 0.995349
43886 19205 BE197525 polypyrimidine tract binding protein 1Ptbp1 0.926079 1.126414 1.065661 1.015267 1.130476 1.225279 1.079004 1.174907 -2.47772 -1.7986 -2.97998 -3.4985 -1.60503 -0.30518 -2.58032 -1.04326
43887 1.018729 1.055639 1.110998 1.077266 0.884529 0.968372 1.045959 1.024683 -3.249 -1.38645 0.582327 -0.34587 0.810412 -2.63059 -1.90945 -2.86958
43888 1.003426 1.208184 1.016515 1.119515 1.08431 0.996067 1.109854 1.225706 -3.58743 0.590863 -3.58743 -0.89191 -1.90945 -3.58532 -1.14685 0.468074
43889 0.87856 1.007646 1.412007 1.181446 1.070938 1.36772 1.030036 1.400018 -0.65202 -3.57972 0.969819 -0.96695 -2.80025 -0.07769 -3.46903 0.823226


