Supplementary Table 1. Genes differentially expressed in human whole blood tissue compared with NHP whole blood tissue.

Probe Set ID
1553570 _x_at
1553538 _s_at
238199 x_at
1553569 at
1553575 _at

225899 x_at
1553567_s_at
1553588 at
205863_at
1553551 s at
221920 _s_at
217947 _at
229967_at

224373 s_at
229872 _s_at
227384 s _at

236814_at
213051_at

241435 _at

240165_at
232889 _at
240665_at

211163 s_at

224372_at

Accession ID
NM_173705
NM_173704
Al708524
NM_173705
NM_ 173714

AL040396
NM_173702
NM_173710
NM_005621
NM_173709
BE677761
NM_017801
AAT78552

AF253979
AA532655
AW340595

AA745971
Al133727

AA702930

Al678013
AU147591
R40515

AF012536

AF253979

Gene Title
cytochrome c oxidase subunit Il

similar to OK/SW-CL.16
cytochrome c oxidase subunit Il

hypothetical gene supported by AK128780 ///
FLJ45445 protein /// hypothetical gene supported by
AK093729; BX647918

ATPase type 13A5

S100 calcium binding protein A12 (calgranulin C)

mitochondrial solute carrier protein

chemokine-like factor super family 6

chemokine-like factor super family 2

Dimerization cofactor of hepatocyte nuclear factor 1 (
HNF1) from muscle /// Dimerization cofactor of
hepatocyte nuclear factor 1 ( HNF1) from muscle
LOC440667

Similar to KIAA0454 protein

Mdm4, transformed 3T3 cell double minute 4, p53
binding protein (mouse)

zinc finger CCCH type, antiviral 1

V-ets erythroblastosis virus E26 oncogene homolog 1
(avian)

Transcribed locus, weakly similar to XP_209041.2
similar to KIAA1503 protein [Homo sapiens]
hypothetical protein LOC153561

CUG triplet repeat, RNA binding protein 2

tumor necrosis factor receptor superfamily, member
10c, decoy without an intracellular domain
Dimerization cofactor of hepatocyte nuclear factor 1 (
HNF1) from muscle /// Dimerization cofactor of

Bonferroni-
corrected

p value
9.58E-12
0.00148793
8.98E-10
1.95E-07
8.64E-05

1.49E-07
1.08E-10
1.65E-10
5.46E-05
1.97E-06
0.00034163
6.89E-06
3.33E-05

0.000579653
2.99E-09
6.30E-06

4.44E-06
1.14E-07

3.40E-07

2.50E-07
0.0350503
3.11E-06

0.0142068

8.87E-08

Fold Change

(Human : NHP)

2.566336
2.49123

2.415496
2.397724
2.337149

2.301971
2.282805
2.281723
2.24581

2.22633

2.205855
2.189232
2.183741

2.15774
2.072608
2.04564

2.036273
2.027639

2.006449

1.968138
1.948643
1.919344

1.842736

1.829597



211781 x_at
226841 _at
234987_at
232629 _at
222437 s _at
214211 _at
200804 _at
243178 _at

227129 x_at
202833_s_at

236114 _at
221899 at
205568_at
201160_s_at
208450 _at
200799 _at

204961_s_at
242688 _at

240440 _at
222182_s_at
224718 _at
219630 _at
208918_s_at
217967_s_at
219957_at

221804 s_at
204198 s_at
205922 _at
239886_at
1555653 at

BC006164
BF590697
AV715309
AF182069
BC004419
AA083483
NM_003217
AW969703

AWO006934
NM_000295

AI798118
AI809961
NM_020980
AL556190
NM_006498
NM_005345

NM_000265
Al149880

Al368358
BG105204
AK025731
NM_005764
Al334128
AF288391
NM_017987

BE565675
AA541630
NM_004665
N72610
BC012090

hepatocyte nuclear factor 1 ( HNF1) from muscle
macrophage expressed gene 1

SAM domain and HD domain 1

prokineticin 2

vacuolar protein sorting 24 (yeast)

ferritin, heavy polypeptide 1

testis enhanced gene transcript (BAX inhibitor 1)

hypothetical gene supported by AK128780 ///
FLJ45445 protein

serine (or cysteine) proteinase inhibitor, clade A
(alpha-1 antiproteinase, antitrypsin), member 1
Runt-related transcription factor 1 (acute myeloid
leukemia 1; aml1 oncogene)

phosphonoformate immuno-associated protein 5
aquaporin 9

cold shock domain protein A

lectin, galactoside-binding, soluble, 2 (galectin 2)
heat shock 70kDa protein 1A

neutrophil cytosolic factor 1 (47kDa, chronic
granulomatous disease, autosomal 1)

Thyroid hormone receptor interactor 12
N-acetylneuraminate pyruvate lyase
(dihydrodipicolinate synthase)

CCR4-NOT transcription complex, subunit 2
Solute carrier family 25, member 29
membrane-associated protein 17

NAD kinase

chromosome 1 open reading frame 24

family with sequence similarity 45, member B /// family

with sequence similarity 45, member A
runt-related transcription factor 3

Ring finger protein 130

0.0196326
0.000258053
0.00131987
0.0103296
0.000249945
1.03E-07
2.87E-06
0.0037225

1.15E-05

0.00178509

4.98E-05
0.000196461
0.00236413
1.50E-06
5.67E-09
1.09E-05

0.00193724
0.00167919

0.00719936
6.86E-05
0.00162398
0.0128394
0.000819638
0.0396636
0.0175617

0.00499134
6.51E-05
0.00140368
0.00253485
8.73E-09

1.813606
1.806151
1.803526
1.746635
1.744008
1.741711
1.737851
1.735938

1.735414

1.731493

1.726538
1.721241
1.714666
1.709446
1.7072

1.701743

1.696817
1.680755

1.679285
1.671638
1.657373
1.654687
1.641561
1.63099

1.608823

1.60792

1.587545
1.587117
1.587038
1.565809



1559410_at
213351_s_at
223980 _s_at
206207 _at

241786 _at
223012_at

228726 _at
228758 _at

214084 _x_at
200075_s_at

212608 _s_at

217527 s_at
226482_s_at
243249 _at
212050_at

236492_at
243170 _at
202947 s_at
205237 _at
214753 _at
238880_at
238058 _at
1559425 _at

236561 _at
242143 at
213418 _at
241617 x_at
214370 _at
229422 _at

1556821 _x_at

230292_at

AA524609
AB018322
AF280095
NM_001828

Al380514
AF272894

AW512196
AW264036

AW072388
BC006249

W85912

Al478300
Al814545
ALO040360
AK026913

Al934447
AW291545
NM_002101
NM_002003
AW084068
Al241331
AA603041
AL512701

AV700621
BE674964
NM_002155
BE961949
AW238654
AA448346
H48516
AA868809

transmembrane and coiled-coil domains 1
SP110 nuclear body protein

Charcot-Leyden crystal protein

Protein phosphatase 3 (formerly 2B), regulatory
subunit B, 19kDa, alpha isoform (calcineurin B, type I)
UBX domain containing 1

Serine (or cysteine) proteinase inhibitor, clade B
(ovalbumin), member 1

Hypothetical LOC389185

neutrophil cytosolic factor 1 (47kDa, chronic
granulomatous disease, autosomal 1)

guanylate kinase 1

Nudix (nucleoside diphosphate linked moiety X)-type
motif 3

nuclear factor of activated T-cells, cytoplasmic,
calcineurin-dependent 2 interacting protein

F11 receptor

Apoptotic chromatin condensation inducer 1
WIRE protein

protein phosphatase 2 (formerly 2A), regulatory
subunit B (PR 52), alpha isoform

Hypothetical protein LOC339745

glycophorin C (Gerbich blood group)

ficolin (collagen/fibrinogen domain containing) 1
Phosphonoformate immuno-associated protein 5
general transcription factor Il1A

hypothetical protein LOC150381

Protein kinase C, eta

Transforming growth factor, beta receptor | (activin A
receptor type ll-like kinase, 53kDa)

Nucleolar protein 7, 27kDa

heat shock 70kDa protein 6 (HSP70B")

Nardilysin (N-arginine dibasic convertase)
Deleted in lymphocytic leukemia, 2
Chromosome condensation 1-like

0.0179774
0.00158526
0.000114936
0.000444235

0.000201028
0.000329081

0.00377661
0.000787661

4.47E-06
0.040201

0.00116814

0.0240627
0.0036881
0.00120007
0.00789534

0.000381134
0.00361905
8.61E-05
0.0196467
0.00151007
0.00165961
4.77E-05
0.0237922

0.0178087
0.000310153
0.0174759
0.000552345
4.52E-06
0.0417115
0.0275356
0.00351136

1.565229
1.564927
1.562422
1.560334

1.558919
1.556405

1.550749
1.55052

1.541556
1.540776

1.533709

1.52324
1.515538
1.513916
1.51164

1.50528

1.503687
1.50014

1.498127
1.497899
1.490022
1.487975
1.480236

1.480022
1.477291
1.475778
1.47507

1.469285
1.469234
1.466642
1.466424



227576_at
242920 _at
222380 _s_at
225001 _at

216782_at
210825 _s_at

224321 _at
234989 _at
213612_x_at
239005_at
232030_at
201563 _at

238549 _at

232597 _x_at
202387_at
243256_at
1568934 _at

1553704 _x_at

211992_at
229574 _at

228180 _at
243271 _at
221827 _at
205821 _at
214022 _s_at
228113 _at
206278_at
221499 s_at
202155_s_at
208998_at
201631_s_at
213546_at

AWO003140
AW590838
AlI907083
Al744658

AK026679
AF130103

AB004064
AV699657
Al800419
AWG675572
AK023817
L29008

Al420611

AK025132
NM_004323
AW796364
Al033393
NM_153358
Al445745
Al268231

AAB05653
Al064690
BE788439
NM_007360
AA749101
R62453
D10202
AK026970
NM_005085
U94592
NM_003897
AL050378

CDNA FLJ43311 fis, clone NT2RI12009855
KIAAQ0999 protein

Similar to Microneme antigen

RAB3D, member RAS oncogene family
Potassium inwardly-rectifying channel, subfamily J,
member 15

prostatic binding protein

transmembrane protein with EGF-like and two
follistatin-like domains 2

trophoblast-derived noncoding RNA

hypothetical protein MGC8902 /// AG1 protein
FLJ39739 protein

KIAA1632

sorbitol dehydrogenase

core-binding factor, runt domain, alpha subunit 2;
translocated to, 2

Splicing factor, arginine/serine-rich 2, interacting
protein

BCL2-associated athanogene

MAP kinase interacting serine/threonine kinase 1
chemokine (C-X3-C motif) receptor 1
hypothetical protein FLJ90396

WNK lysine deficient protein kinase 1
Transformer-2 alpha

Smu-1 suppressor of mec-8 and unc-52 homolog (C.

elegans)

Chromosome 7 open reading frame 6
chromosome 20 open reading frame 18

killer cell lectin-like receptor subfamily K, member 1
interferon induced transmembrane protein 1 (9-27)
RAB37, member RAS oncogene family
platelet-activating factor receptor

syntaxin 16

nucleoporin 214kDa

uncoupling protein 2 (mitochondrial, proton carrier)
immediate early response 3

hypothetical protein DKFZp58611420

0.00182732
0.00092359
0.00866233
0.00388745

0.000234615
0.00283963

0.00036683
0.00221844
0.00668377
0.00280164
0.0132388

0.00183262

0.00494076

0.00170214
0.00161321
5.64E-05
3.71E-05
0.000642748
0.00334551
0.0102039

0.00370841
0.0241596
0.0227235
0.000947322
0.000114651
0.00249255
0.000102244
0.000575376
0.000844975
1.02E-08
0.00232637
0.00107102

1.464612
1.463177
1.462833
1.457284

1.451864
1.446399

1.4458
1.4452
1.444791
1.441522
1.440465
1.439434

1.432712

1.431268
1.431005
1.430732
1.430656
1.427118
1.425754
1.423842

1.417751
1.413936
1.412103
1.407091
1.406514
1.404448
1.403689
1.402514
1.400762
1.399518
1.399217
1.393221



230000 _at
204777_s_at
207890_s_at
238066_at
205707_at
226340 _x_at
39729 _at
212540 _at
232614 _at
238412_at
47069_at

219666_at
242407 _at
228658_at
212629 s_at
243589 at
228094 _at
211600_at
228105_at

230805 _at
226318 _at
236921 _at
224871 _at
221601_s_at

201400 _at
217040 x_at
244592 _at
212933 x_at
230713_at
244803_at
225929 s at
230332_at
222483 _at
230529 at

Al523817
NM_002371
NM_022718
Al733027
NM_014339
Al628311
119185
BG476661
AU146963
Al344253
AA533284

NM_022349
H71242
R54042
Al633689
Al823453
AL048542
u20489
AA528070

AAT749202
Al701055
BE504716
AKO025464
Al084226

NM_002795
AB025355
BE675040
AA961748
BF115786
AlI335191
AA233374
AAB72187
AW664179
BE676408

chromosome 17 open reading frame 27

mal, T-cell differentiation protein

matrix metalloproteinase 25

retinol binding protein 7, cellular

interleukin 17 receptor

CXYorfl-related protein

peroxiredoxin 2

cell division cycle 34

B-cell CLL/lymphoma 2

Homo sapiens, clone IMAGE:5558799, mRNA
Rho GTPase activating protein 8
membrane-spanning 4-domains, subfamily A,
member 6A

CDNA FLJ14152 fis, clone MAMMA1003089
hypothetical protein LOC150271

protein kinase N2

hypothetical protein LOC284058

adhesion molecule, interacts with CXADR antigen 1
Chromosome 11 open reading frame 23
Transcribed locus, strongly similar to NP_078795.2
hypothetical protein FLJ13725 [Homo sapiens]
transforming growth factor beta regulator 1
Embigin homolog (mouse)

hypothetical protein LOC127262

regulator of Fas-induced apoptosis

proteasome (prosome, macropain) subunit, beta type,

3

SRY (sex determining region Y)-box 15
Friend leukemia virus integration 1
ribosomal protein L13

Zinc finger, CCHC domain containing 11
YY1 associated protein

chromosome 17 open reading frame 27
Clone HQ0109

EF hand domain family, member D2
headcase homolog (Drosophila)

0.0011635
0.0457206
1.66E-06
0.00200841
0.0122303
0.0353971
0.0184079
0.0162185
8.65E-05
0.0320692
0.0033835

0.00800625
0.00103026
0.00036142
0.0211724
0.000791929
0.000117422
0.000316164
0.00925095

0.0289049
0.00163687
0.00352981
0.00272261
0.0135694

0.0471006
0.00669766
0.0196275
3.48E-06
0.0379523
9.63E-05
0.0385017
0.0180542
0.000340611
0.0239378

1.391451
1.388381
1.382874
1.380159
1.377405
1.377299
1.374414
1.373239
1.373079
1.369889
1.367685

1.367373
1.367111
1.366681
1.366562
1.363568
1.356523
1.356391
1.355835

1.354312
1.352034
1.351379
1.350699
1.35022

1.347308
1.341598
1.337137
1.331299
1.33099

1.329692
1.328619
1.326385
1.324907
1.321719



206082_at
209385 _s_at
228622_s_at
227817 _at
240221 _at

225530_at
217759 _at
235985_at
228642_at
232175 _at
221666_s_at
228650_at

218201 _at
209879 _at
205798 _at
220560_at
237591 _at
1556306_at

202219 _at
208695_s_at
236280_at
229206_at
205931 s _at
223314 _at
232001_at
217437_s_at
232213 _at
238299 at
226495 _at
225350 _s_at

242772_x_at
202665_s_at

NM_006674
AL136616
AWO071239
R51324
AV704610

BE396735
BF431488
Al821477
BF593636
Al972094
BC004470
Al807211

NM_004546
Al741056
NM_002185
NM_014144
Al821565
AA082707

NM_005629
BC001019
Al225238
BE551650
NM_004904
BF025955
AW193600
AB029026
AU147506
AW005866
BE727883
AV701229

H48551
NM_003387

HLA complex P5

proline synthetase co-transcribed homolog (bacterial)
DnaJ (Hsp40) homolog, subfamily C, member 4
Protein kinase C, beta 1

Casein kinase 1, alpha 1

MOB1, Mps One Binder kinase activator-like 2A
(yeast)

tripartite motif-containing 44

ADP-ribosylation factor 1

PYD and CARD domain containing

CDNA FLJ38469 fis, clone FEBRA2021892

NADH dehydrogenase (ubiquinone) 1 beta
subcomplex, 2, 8kDa

selectin P ligand

interleukin 7 receptor

chromosome 11 open reading frame 21

FLJ42957 protein

Chromosome 7 unknown mRNA

solute carrier family 6 (neurotransmitter transporter,
creatine), member 8

ribosomal protein L39

Transcribed locus

CDNA FLJ13350 fis, clone OVARC1002143

cAMP responsive element binding protein 5
transmembrane 4 superfamily member 14
hypothetical gene supported by AY007155
transforming, acidic coiled-coil containing protein 1
Pellino homolog 1 (Drosophila)

LAG1 longevity assurance homolog 5 (S. cerevisiae)
LOC440752

Hypothetical protein FLJ13456

Transcribed locus, moderately similar to
NP_055301.1 neuronal thread protein AD7c-NTP
[Homo sapiens]

Wiskott-Aldrich syndrome protein interacting protein

0.00182227
0.0423998
0.0247464
0.000574372
0.0288286

9.66E-06
0.0140452
0.00440729
0.0368038
0.000757237
0.0023823
0.0440688

0.0467677
0.00027505
0.00126688
0.0227978
0.0151066
0.000940339

0.0312546

0.00108847
0.00148071
0.00669794
0.0312164

0.00292695
0.00712351
0.00136272
0.0122223

0.00129467
0.00151872
0.00101847

0.0136132
0.0194767

1.320872
1.320018
1.319627
1.314779
1.314506

1.310315
1.310136
1.309654
1.308406
1.307671
1.306553
1.306536

1.305619
1.30479
1.304521
1.303213
1.30019
1.298588

1.291296
1.288442
1.286068
1.284292
1.284089
1.281968
1.281073
1.279596
1.271771
1.27144

1.27103

1.270589

1.267175
1.259924



235526 _at
217164 _at
217836_s_at
203514 _at

221882 s_at

227252_at
243318_at
215147 _at
244382_at
231878_at
205559 s _at
238999 at
232330_at
221616_s_at
237201 _at
234148 _at
218638 s_at
202713 s_at
239264 _at
215605_at
205627_at
232333_at
117 at
222978 _at
1552584 at
213716 _s_at
215786_at
201315 x_at

214739 _at

203435 _s_at

1568706_s_at

238108_at

BE748802
AK024108
NM_018253
BF971923

Al636233

AA524299
Al208342
AF007147
AI393740
AK026112
NM_006200
Al610347
AK024861
AF077053
AAT743565
AK025238
NM_012445
AA129755
AW973078
AU145806
NM_001785
AU147805
X51757cds
AK026646
NM_153701
BF939675
AK022170
NM_006435

AI357539

NM_007287
AF318328

Al401627

Small acidic protein

YY1 associated protein 1

mitogen-activated protein kinase kinase kinase 3
transmembrane protein 8 (five membrane-spanning
domains)

Transcribed locus, moderately similar to XP_517655.1

similar to KIAA0825 protein [Pan troglodytes]
WD repeat domain 42A

CUG triplet repeat, RNA binding protein 2

TBC1 domain family, member 10

Major vault protein

proprotein convertase subtilisin/kexin type 5
Transcribed locus

Hypothetical protein FLJ10803
Phosphoglycerate kinase 1

Transcribed locus

Leucine rich repeat containing 5

spondin 2, extracellular matrix protein

KIAA0391

SECB8-like 1 (S. cerevisiae)

Nuclear receptor coactivator 2

cytidine deaminase

Mastermind-like 2 (Drosophila)

heat shock 70kDa protein 6 (HSP70B")

surfeit 4

interleukin 12 receptor, beta 1
secreted and transmembrane 1

Hepatitis B virus x associated protein

interferon induced transmembrane protein 2 (1-8D)
leucine-rich repeats and calponin homology (CH)
domain containing 3

membrane metallo-endopeptidase (neutral
endopeptidase, enkephalinase, CALLA, CD10)
Pp12719

Tankyrase, TRF1-interacting ankyrin-related ADP-
ribose polymerase

0.000162965
0.0159892
0.011207
0.00296248

0.00261695

0.0478375
0.0258064
0.0108676
0.000322786
0.00616154
0.0268672
0.0238058
0.0450356
0.0312564
0.0418949
0.00255822
0.00336867
0.0322302
0.00613927
0.000153632
0.0215992
0.0225035
0.0164815
0.017783
0.0184157
0.00119532
0.00649614
0.00015992

0.0207852

0.0308996
0.0333933

0.0315001

1.25822

1.257611
1.255596
1.255429

1.252788

1.25207

1.250573
1.247315
1.247011
1.246517
1.245413
1.241608
1.236847
1.234761
1.234629
1.233799
1.232973
1.232568
1.230859
1.229698
1.228902
1.228253
1.227782
1.227534
1.22553

1.22161

1.21614

1.213799

1.211087

1.210377
1.209592

1.207152



208960 _s_at
1559038 _at
228648_at
218019 s_at
217939 s _at
209806 _at
221732_at
232646_at

204467_s_at
226146_at
226047 _at
223201_s_at

215528 _at
229871 _at
212018_s_at
218243 _at
235292_at
227353 _at
227098_at
242051 _at
202553_s_at
224739 _at
242650 _at
209370_s_at
228595_at
203167_at
218580 _x_at
232835_at
215012_at
202259 s_at

208130_s_at
208392_x_at
204436 _at
1569320_at

BE675435
BC043180
AAB22495
NM_021941
NM_017657
BC000893
AK026161
AU144301

NM_000345
BE503186
N66571
AW205122

AL049390
W74622
AK000822
NM_025158
BES75232
BE671663
BC004110
Al695695
NM_015484
BE778706
AW298590
BE502377
AA894611
NM_003255
NM_017900
AA533080
AU144775
NM_014887

NM_030984
NM_004510
NM_025201
CA391618

Kruppel-like factor 6

septin 2

leucine-rich alpha-2-glycoprotein 1
pyridoxal (pyridoxine, vitamin B6) kinase
aftiphilin protein

histone 1, H2bk

calcium activated nucleotidase 1
Tetratricopeptide repeat domain 17
synuclein, alpha (non A4 component of amyloid
precursor)

Hypothetical protein LOC255458

Murine retrovirus integration site 1 homolog
hypothetical protein FLJ22679

MRNA; cDNA DKFZp58601318 (from clone
DKFZp58601318)

hypothetical protein FLJ10211
ribosomal L1 domain containing 1

RUN and FYVE domain containing 1
LOC441069

Epidermodysplasia verruciformis 2

dual specificity phosphatase 18

Transcribed locus

GCIP-interacting protein p29

pim-3 oncogene

SH3-domain binding protein 2
hydroxysteroid (17-beta) dehydrogenase 1
tissue inhibitor of metalloproteinase 2
aurora-A kinase interacting protein

Jumoniji, AT rich interactive domain 2

zinc finger protein 451

phosphonoformate immuno-associated protein 5
thromboxane A synthase 1 (platelet, cytochrome
P450, family 5, subfamily A)

SP110 nuclear body protein

PH domain-containing protein

Hypothetical protein SP192

0.0466069
0.004172
0.0121153
0.000357855
0.0378061
0.0438392
0.015492
0.00442055

0.00213639
0.00256041
0.00127912
0.0362246

0.0448416
0.00654354
0.011712
0.00273213
0.0260729
0.0254465
0.00359648
0.00388447
0.047606
0.0189312
0.01
0.0135242
0.0362774
0.00703675
0.00875758
0.00419149
0.0113013
0.011817

0.000509069
0.00867269
0.00019493
0.0224594

1.206576
1.206188
1.205109
1.203203
1.200449
1.20019

1.198687
1.19868

1.197458
1.194815
1.191524
1.191171

1.188508
1.186779
1.185806
1.182379
1.181188
1.179735
1.176282
1.175577
1.175289
1.174598
1.173017
1.171868
1.170761
1.170453
1.170374
1.169079
1.166842
1.163383

1.161505
1.161378
1.160563
1.160234



233813_at
227609 _at

207111_at
206120_at

207205_at
211067_s_at

217317 _s_at
223051_at
239329 at

209391_at
224992 s _at
227762_at
244239 at

208913 _at
235322_at
1560527 _at

201100_s_at
209179 _s_at
240690_at
242728 at
226270 _at
235175 _at
226929 _at

229021 _at
227811 _at

1552713 _a_at
1555181 _a_at

232249 _at

AK026900
AAG633203

NM_001974
NM_001772

NM_001817
BC006454

AB002391
AF277178
Al308862

AF061729
Al363061
AW244016
AI887306

AAB868560
BF038869
BU587810

NM_004652
BC003164
Al494291
AA705118
AL562686
BG260886
AAS524272

AK026984
AK000004

NM_000342
AF425864
AL162062

protein phosphatase 1, regulatory (inhibitor) subunit
16B

epithelial stromal interaction 1 (breast)

egf-like module containing, mucin-like, hormone
receptor-like 1

CD33 antigen (gp67)

carcinoembryonic antigen-related cell adhesion
molecule 4

growth arrest-specific 7

hypothetical protein LOC283755 /// D15F37
(pseudogene) /// MGC57820 protein

HSPC182 protein

RAB21, member RAS oncogene family
dolichyl-phosphate mannosyltransferase polypeptide
2, regulatory subunit

c-Maf-inducing protein

Transcribed locus

Ankylosis, progressive homolog (mouse)

golgi associated, gamma adaptin ear containing, ARF
binding protein 2

similar to CG14939-PA

Leucine rich repeat containing 17

ubiquitin specific protease 9, X-linked (fat facets-like,
Drosophila)

leukocyte receptor cluster (LRC) member 4
Hypothetical protein DKFZp761P0423

KIAA0350 protein

SEC5-like 1 (S. cerevisiae)

guanylate binding protein 4
5,10-methylenetetrahydrofolate reductase (NADPH)
Multiple C2-domains with two transmembrane regions
2

FGD1 family, member 3

solute carrier family 4, anion exchanger, member 1
(erythrocyte membrane protein band 3, Diego blood
group)

ST3 beta-galactoside alpha-2,3-sialyltransferase 3
formin-like 3

0.00234246
0.00261263

0.00524278
0.0146728

0.0135865
0.0146334

0.00870362
0.0183779
0.00569458

0.00459888
0.0202234
0.0443037
0.00138192

0.000973244
0.00705199
0.0419128

0.0337101
0.0354565
0.0479832
0.00495724
0.0360309
0.00851121
0.039347

0.0274355
0.03928

0.0406845
0.0223915
0.0445582

1.157624
1.15536

1.154668
1.154306

1.153933
1.15264

1.152427
1.146079
1.144758

1.144417
1.140088
1.138769
1.137948

1.136313
1.135
1.133247

1.130533
1.128157
1.123826
1.120966
1.118517
1.117856
1.114163

1.111826
1.108631

1.090617
-1.130578
-1.149361



1560213 at
204073 _s_at
1553306_at
40446_at
232092_at
218641 _at

224653 _at
223003_at
208581_x_at
212185 x_at
211456 x_at
225066_at
223490 _s_at
213629 x_at
208615_s_at
206461 x_at
1559403 _at
201643 x_at
208727 _s_at
216336 _x_at
217165_x_at
217753_s_at
203482_at
221011 s_at
228042_at
230161_at

1556472 _s_at

224752 _at

208308_s_at
209274 s _at
205436_s_at
203484 _at

212414 s_at
226843_s_at

BC035828
NM_013279
NM_033358
AL021366
AI268054
NM_023941

U88989
AF061732
NM_005952
NM_005953
AF333388
Al459157
AF281132
BF246115
BF795101
NM_005951
BC042096
NM_016604
BC002711
AL031602
M10943
NM_001029
AL133215
NM_030915
N54957
BF513346
CA448477

BG031051
NM_000175
BC002675
NM_002105
NM_014302
D50918
AU146704

Homo sapiens, clone IMAGE:5588965, mRNA, partial

cds

chromosome 11 open reading frame 9

caspase 8, apoptosis-related cysteine protease
PHD finger protein 1

mitochondrial carrier triple repeat 1

hypothetical protein MGC3032

Eukaryotic translation initiation factor 4E binding
protein 2

hypothetical protein MGC2803

metallothionein 1X

exosome component 3

metallothionein 1F (functional)

protein tyrosine phosphatase type IVA, member 2
metallothionein 1H

Homo sapiens, clone IMAGE:5768746, mRNA
jumoniji domain containing 1B

cell division cycle 42 (GTP binding protein, 25kDa)
metallothionein 1F (functional)

ribosomal protein S26

chromosome 10 open reading frame 6

likely ortholog of mouse limb-bud and heart gene
ADP-ribosylarginine hydrolase

CD99 antigen

sex comb on midleg-like 4 (Drosophila)

Homo sapiens, Similar to hypothetical protein
MGC10526, clone IMAGE:4133906, mMRNA
glucose phosphate isomerase

HESB like domain containing 2

H2A histone family, member X

Sec61 gamma subunit

septin 6

PAP associated domain containing 5

0.00758716
0.0451416
0.0143094
0.00174741
0.0246392
0.0160273

0.0433945
0.021317
0.0103346
0.0228093
0.00849928
0.00855286
0.0482363
0.00679893
0.0265766
0.0026357
0.0134374
0.00791818
0.00070132
0.00348194
0.00571619
0.0015873
0.0110461
0.00589632
0.00197821
0.00460399
0.0226952

0.0152313
0.00294922
0.0351368
0.00258199
0.00166902
0.00802035
0.000988852

-1.1494
-1.17604
-1.176709
-1.17756
-1.203523
-1.218476

-1.231227
-1.237876
-1.239609
-1.239654
-1.244701
-1.247099
-1.269554
-1.269726
-1.288743
-1.311849
-1.316405
-1.323243
-1.335407
-1.344788
-1.345573
-1.369504
-1.40777

-1.429803
-1.463117
-1.478166
-1.497245

-1.497367
-1.497637
-1.518534
-1.55403

-1.636037
-1.703625
-1.716147



209273_s_at
203588_s_at
214783_s_at
229582_at
205949 at
221425 s at

BG387555
BG034328
BG177920
Al758919
M33987
NM_030940

HESB like domain containing 2
transcription factor Dp-2 (E2F dimerization partner 2)

annexin Al1l

chromosome 18 open reading frame 37
carbonic anhydrase |
HESB like domain containing 2

0.000241402
0.0108483
3.05E-06
0.000411788
0.00251711
3.80E-05

-1.744615
-1.803765
-1.876518
-1.925109
-2.123355
-2.217042



