
#NEXUS

Begin DATA;
Dimensions ntax=99 nchar=888;
Format datatype=PROTEIN interleave gap=-;
Matrix
[                                 1         11        21        31        41        51        61        71        81        91        101       111       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          MKMKSMNDDNNNCSSHRSSNNNNNNNSNSHNDASSNWLGFSLS-----------PHMKMEVTSSEPQHQHHQFNNQSSALAQSFYLSSSPMNVTSNTSALCYGVGENNPFGHSSLSVMPL
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         MK-------------------SFCDNDDNNHSNTTNLLGFSLSSNMMKMGGRGG------------REAIYSSSTSSAATSSSSVPPQLVVGDNTSNFGVCYGSNPNGG-IYSHMSVMPL
'gi46395274__Pinus_PtANTL1 '      MQ----------------------------------------------------------------------------AEEVPSPWIDSQSYEAQPRSLQMQQEHHDLCEFVQESQQMPF
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           MN--------------------------------NNWLGFSLSPYEQN---------------------HHRKDVYSSTTTTVVDVAGEYCYDPTAASDESSAIQTSFPSPFGVVVDAFT
'gi|21069053_Brassica '           MN--------------------------------NNWLGFSLSPYEQN---------------------HHRKDVCSSTTTTAVDVAGEYCYDPTAASDESSAIQTSFPSPFGVVLDAFT
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        MA------------------------------SITNWLGFSSS-------------------SFSGAGADPVLPHPPLQGKTSHL--------------------------MHQWGSAYE
Os2g40070                         MA------------------------------SANNWLGFSLSGQENPQPHQD--SSPPAAIDVSGAGDFYGLPTSQPTAADAHLGVAGHHHNASYGIMEAFNRGAQEAQDWNMRGLDYN
Os6g44750                         MD------------------------MDMSSAYPHHWLSFSLS--------------------------------------------------------NNYHHGLLEALSTTSAPPLG-
Os1g67410                         MA------------------------------TMNNWLAFSLS----------------------------------------------PQDQLPPSQTNSTLISAAATTTTAGDSSTGD
Os3g56050                         MA--------------SGNSSSSSGSMAATAGGVGGWLGFSLSPHMATYCAGGVDDVGHHHHHHVHQHQQQHGG----GLFYNPAAVASSFYYGGGHDAVVTSAAGGGSYYGAGFSSMPL
Os7g03250                         MT----------------NSNNGNGGTNAAAS---GWLGFSLSPHMASSTMDEHHHVHHHQQQQQQQQQQQHHQQQQHGLFFPSVTTAAAAAAYGLAGDVVAATNG---YY-SQLASMPL
Os3g12950                         MS------------------------------------SPPDSATTCNFLFSPP-------------------AAQMVAPSPGYYYVGGAYGDGTSTAGV---------YY-SHLPVMPI
Os3g07940                         MD------------------------------MNSGWLGFSLSSSSARGYGDG-----------------------------CGEGNGGGDGDGSCSSPVAAS----------PLVAMPL
'At1g72570 '                      MK---------------------------------KWLGFSLTPPLRICNSEEE---------------------------ELRHDGSDGTLFFTHHPPVWR----------YDINFDHH
'At5g57390 '                      MK-------NNNNKSSSSSSYDSSLSPSSSSSSHQNWLSFSLS-------------------------------------------NNNNNFNSSSNPNLTSSTSDHHHPHPSHLSLFQA
'At5g17430 '                      MN------------------------------SMNNWLGFSLSPHDQN---------------------HHRTDVDSSTTRTAVDVAGGYCFDLAAPSDESSAVQTSFLSPFGVTLEAFT
'At1g51190 '                      MN------------------------------S-NNWLAFPLS-------------------------------PTHSSLPPHIHSSQNSHFNLGLVNDNIDNPFQNQGWNMINPHGGGG
'At3g20840 '                      ---------------------------------------------------------------------------------------------------------------MINPHGGGG
'At5g10510 '                      ME----------------------MLRSSDQSQFVSYDASSAASSSPYLLDNFYGWSNQKPQEFFKEEAQLAAAASMADSTILTTFVDPQSHHSQNHI----------------------
'At5g65510 '                      ----------------------------------------------------------------------------MADSTTLSTFFD----HSQTQI----------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------------------------------------------------------------------------------------------------------
Os4g55560                         -------------------------------------------------------------------------------------------------------------MESFSFHVFPH
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------------------------------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------



'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ------------------------------------------------------------------------------------------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------------------------------------------------------------------------------------------
'gi|11181610_Picea_abies '        ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 121       131       141       151       161       171       181       191       201       211       221       231       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          KSDGSLCIMEALSRSHADAMVQS-SSSPKLEDFLG---------------------GASQYGNHEREAMALSLDSLYYHQNEGYYSMHCHGMYQESLLDETKPTQI-SHCDAQMTAVSGN
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------DGIPG-
'At4g37750_AINTEGUMENTA '         RSDGSLCLMEALNRSSHSNHHQ--DSSPKVEDFFG---------------------THHNNTSHKEAMDLSLDSLFYNTTHEPNTTTNFQEFFSFP--------------QTRNHEEETR
'gi46395274__Pinus_PtANTL1 '      QVQLDPNSNDTMFA----------------------------------------------------------------------------------------------------DCSLQL
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           RDNNSHSRDWDINGCACNNIHNDEQDGPKLENFLG-----------------------------------------------------------------------------RTTTIYNT
'gi|21069053_Brassica '           RDNNSHSRDWDINGSACNNIHNDEQDGPKLENFLG-----------------------------------------------------------------------------RTTTIYNT
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ---------------------------------------------------------------------------------------------------------------LNIMGTNEI
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------



Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        GGG-------TVAAAGGE-----ETAAPKLEDFLG----------------------------------------------------MQVQQETAAA----------AAGHGRGGSSSVV
Os2g40070                         GGAS--ELSMLVGSSGGKRAAAVEETEPKLEDFLGG-------------------------------------------------NSFVSEQDHHAAGGFLFSGVPMASSTNSNSGSNTM
Os6g44750                         -------------------EEGPAEGAPKMEDFLGGL---------GGGGGAVAAAPAAAPE-----------------------------------DQLSCGELGSIAAG---------
Os1g67410                         VCFNIPQDW-----SMRGSELSALVAEPKLEDFLGGISFSEQQHHHGGKGGVIPSSAAACYASSGSSVGYLYPPPSSSSLQFADSVMVATSSPVVAHDGVSGGGMVSAAAAAAASGNGGI
Os3g56050                         KSDGSLCIMEALRGGDQEQQGVVVSASPKLEDFLG---------------------AG-PAMALSLDN-SAFYYGGHGHHQG-HAQDGGAVGGDPHHGGGG--FLQ-CAVIPGAGAGHDA
Os7g03250                         KSDGSLCIMEALRRTDQDHHG------PKLEDFLG---------------------AAQPAMALSLDNTSSFYYGGGGAAAAGHGQHGYLQACDLYGG-------------PAAPSLVTA
Os3g12950                         KSDGSLCIMEGMMP----------SSSPKLEDFLG---------------------CGNGSG----------------HDPATYYSQGQE------------------AEDASRAAYQHH
Os3g07940                         HSDGSVHYDAPDWRHAEAK-------DPKLEDFMS---------------------VSYSNKSSSNLYGSSSSSSCGHADQIKYHHVHDVQAFSTPYFYGHGGSGVGIDINMNAPPAGCT
'At1g72570 '                      HHDEDV---------------------PKVEDLLS---------------------NSHQTEYPINHNQTNVNCTTVVNRLNPPGYLLHDQTVVTPHYPNLDPN------LSNDYGGFER
'At5g57390 '                      FSTSPVERQDGSPG----------------------------------------------------------------------------------------------------VSPSDA
'At5g17430 '                      RDNNSHSRDWDINGGACNNINNNEQNGPKLENFLG-----------------------------------------------------------------------------RTTTIYNT
'At1g51190 '                      -EGGEV---------------------PKVADFLG------------------------------------------------------------------------------VSKSGDH
'At3g20840 '                      DEGGEV---------------------PKVADFLG------------------------------------------------------------------------------VSKPDEN
'At5g10510 '                      ---------------------------PKLEDFLG---------------------DSSSIVRYSDNSQTDTQDSS-LTQIYDPRH----------HHNQTGFYSDHH----DFKTMAGF
'At5g65510 '                      ---------------------------PKLEDFLG---------------------DS--FVRYSDN-QTETQDSSSLTPFYDPRHR-------TVAEGVTGFFSDHHQP--DFKTINSG
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          -----------AQGPLLVLLQSSSPWPPPPPPPPTTTSTPPASPSQPAATALPCHRRHPADRSTSLGRGTASEAGIPAFHLRVPGARASDRRTEMVLDLNVESPADSGTSSSSVLN----
'gi|18476518_Hordeum '            ----------------------------------------------------------------------------------------------MVLDLNVESPADSGTSSSSVLN----
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ---------------------------------------------------------------------MTVN---------------TSAASEIN-----------THSKGEQDTCITH
Os4g55560                         TAKSPRPNKGEDGGGEAEASHRRGKGDAMWDLNDSPA-----------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' -----------IVFCFYNLDWVFFVERKMWDLNESEE------------------------------------G----------CSSPIEFEGDDEKGKRV---GSVSNSSSSAVAV-DD
'gi|5081555_Petunia '             ----------------------------MWDLNDSPD------------------------QRREINIDESEEG----------CSSHIELEPDDEKGKRV---GSFSTSSSSAIAI-DE
'LEtuc02_10_21.11399_Lycopersic ' ---------VTCNQISKNTLILILSTKEMWNLNDSPD-------------------------------------------------QTMEYESDEGITVRS---ESNSISSALLVVE-DG
'gi|28894444_Antirrhinum_LIPLES ' ----------------------------MWDLNDSPD----------------------------------------------------QIRTFDDLSSEG---RRVDYSSSSAVVI-ED
'gi|28894442_Antirrhinum_LIPLES ' ----------------------------MWDLNDSPD----------------------------------------------------QRKPEEPEGKWV---GSVSNSSSSAVVV-ED
'gi|21717332_Malus '              ----------------------------MWDLNDSPD------------------------------------QRPRGEESEGCSSQKTSADGDEEKRKRV---GSVSNSSSSAVVIEED
'gi|13173164_Pisum '              ----------------------------MWDLNGSPS------------------------------------KR-KDQESEGCSSPKTSLDGDEDKAKRVGVGGSVSNSSSSAIVIEED
'At5g67180 '                      ----------------------------MWNLNDSPD----------------------------------------------------HHEESDSRGNPV---GHVSNGMSQSATW---
'At4g36920_APETALA2 '             ----------------------------MWDLNDAPH------------------------------------QTQ--------REEESEEFCYSSPSKRV---GSFSNSSSSAVVIEDG
Os7g39110                         ----------------------------------------------------------------------------------------------------------MAATFYGVGSIALA
Os6g43220                         ----------------------------------------------------------------------------------------------------------MAATFYGVGSIALA
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              -----------------------MMTVDTSSIEPVGKIAPRSSEETESVCVEAAAATVTHIQSNNETRRRAPFRSEMTESGTSISSVVNSIACNENINSLEHEASSKAVELDGDVLSSNS
'gi|46395276_Pinus_PtAP2L1 '      ----------------------------------MPETNKEPQVVVPMEAD---QGNLCLGNGNFRDENVSGSSSSS------------------SAACASELAEMDARSSQETGNGNGP
'gi|11181610_Picea_abies '        ----------------------------MWDLNHIPEATKEPQVVVPMEAACSAEGNLSVGNANFRDENVSGSSSSSSVAIANTAMSVDCEEHSMSRACPSEQAEMNARSSQE--NGNGL
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ----------------------------MLDLNLGIL------------------------------------STHNE-----------DEDCKVPTSIFIQEEDSINPSNDNLS-----
'At3g54990 '                      ----------------------------MLDLNLKIF------------------------------------SSYNE-----------DQDRKVPLMISTTGEEESNSSSSSTTDSAA-
'At5g60120 '                      ----------------------------MLDLNLDVD------------------------------------STESTQ---------NERDSITVKGVSLNQMDESVTSNSSVVNAEAS
'At2g28550 '                      ----------------------------YLDRQTSDN------------------------------------SAGNR----------VEESGTSTSSVINADGDEDSCSTRAFT-----
'gi|5360996_Hyacinthus '          -----------------------------------------------------------------------------------------MGDPVTFQFFPVGEPEEEESPGGESTVAAG-
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ----------------------------MFDLNLCFE------------------------------------DEEELQFDN----HNNSTETSNNSSSIINNIETTTTSSTCDDHEYIS
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------



'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ---------------------------------------------------------------------------------------------------MCGGAIISDFIPPPRSRRVTS
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 241       251       261       271       281       291       301       311       321       331       341       351       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------MFIAVEVSPVMEDITRQSKKTSVENETGDDQS----ATSVVLKA----KRK-----------------------------------------------R
Os9g25600                         -------------------------------MAKPRKN----STTTNTSSSGVAAAAAAAAV-KP----KRT-----------------------------------------------R
Os6g05340                         --------------------METYGLVKDELLHGIGGGQGRLYCEVKPTAAPAVITAAGGGA-KSVKRRKREPSAAA--------------------------------MSAVTVAGNGK
'wmi01_10ms3_e03_Welwitschia '    ----------------------------------------------------GTFMARG--------RRK--------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ELKSWG--HYA-------IDQHINETCSSMVGAGGGGGT---SGSGGGTVGGNDLQS-LSLSMNPGSQSSCVTP-----------------RQISPNELECVAIETKKR---ASGKVVQK
'ltu01_5ms4_a11_Liriodendron '    -LKSWVARHYS-------ADHATGEKMGERLDGEGGG-----PGSIGGAMGYGDLQS-LSLSMSPGSQSSCVTAAA---------------QQLSHGGADFVAMDTKKR---GGGKVGQK
'At4g37750_AINTEGUMENTA '         NYGNDPSLTHG-------GSFNVGVYGEFQQSLSLSMSPGSQSSCITGSHHHQQNQNQNHQSQNHQQISEALVETS------------------VGFETTTMAAAKKKRGQEDVVVVGQK
'gi46395274__Pinus_PtANTL1 '      PPGSGMVGLSA-------LKTWLRQNPSNADHHKVVPSGSGSPGKSNLGGGLGDFQS-LTLSMSPGSQNSSAIISQ------------------PTIIDQCTPVETKKR---GAGKAGTK
'gi|18356869_Physcomitrella '     --------------------------------------------------------------------------------------------------------------------SDNK
'gi|21069051_Brassica '           NENVGDGSGSG-------CYGGGDGGGGSLGLSMIKTWLRNQPVDNVDNQENGNAAKGLSLSMNSSTSC------------------------------DNNNDSNNNVVAQGKTIDDSV
'gi|21069053_Brassica '           NENVGDIDGSG-------CYGGGDGGGGSLGLSMIKTWLRNQPVDNVDNQENGNGAKGLSLSMNSSTSC------------------------------DNNNYSSNNLVAQGKTIDDSV
'gi|18346002_Physcomitrella '     ---------------------------------------------------------------------------------------------------------SDNKD----------
'eca01_6cs1_a05_eca01_13cs2_a02 ' TSQSELSLTNQ------------AFVEGN---------------CQRLPSDN--------------SIIVPPPST-----------------------------DVVVPASSSSGNDP--
'At2g41710 '                      ------------------MASVSSSDQGPKTEAGCSGGGGGESSETVAASDQMLLYRGFKKAKKERGCTAKERISKMP------------------------------------------
'At1g79700 '                      -------------------------------MAKVSGRSKKTIVDDEISDKTASASESASIALTS----KRK-----------------------------------------------R
Os8g34360                         -------------------------------MAKRRSNGETAAASSDDSSSGVCGGGGGGEVEPRRRQ-KRP-----------------------------------------------R
Os12g03290                        ---------------------MAKRSSPDPASSSPSASSSPSSPSSSSSEDSSSPMSMPCKRRARPRTEKSTGKAK----------------------------RPKK-----ESKEVAD
Os12g03290_1                      ---------------------MAKRSSPDPASSSPSASSSPSSPSSSSSEDSSSPMSMPCKRRARPRTEKSTGKAK----------------------------RPKK-----ESKEVAD
'At3g54320 '                      ---------------------MKKRLTTSTCSSSPSSSVSSSTTTSSP-IQSEAP---------RPKRAKRAKKSS---------------------------------PSGDKSHNPTS
Os1g59780                         ------------------MVSMRKKKKAFAVAAATTLLSPPRSSSSSSSTASSCIVP-----PRTESGKKKSKHRK---------------------------------RAKDGTGGDDD
Os11g19060                        GLSMIKNWLRS--------QPPPAVVGGEDAMMALAVSTSASPPVDATVPAC-ISPDGMG--------SKAAD------------------------GGGAAEAAAAAAA----QRMKAA
Os2g40070                         ELSMIKTWLRNNGQVPAGHQPQQQQPAAAAAAAQQQAHEAAEMSTDASASSFGCSSDAMGRSNNGGAVSAAAGGTSSQSLALSMSTGSHSHLPIVVAGGGNASGGAAESTSSENKRASGA
Os6g44750                         -------FLRR--------YPAPENAGGVTIAM--------------------------------------------------------------------------ATDAAAELADPAR
Os1g67410                         GLSMIKNWLRS--------QPAPQPAQALSLSMNMAGTTTAQGGGAMALLAGAGERGRTTPASESLSTSAHGATTATMAGGRKEINEEGSGSAGAVVAVGSESGGSGAVVEAGAAAAAAR
Os3g56050                         ALVHDQSAAAV-------AAGWAAMHGGGYDIANAAADDVCAA--GPIIPTGGHLH-PLTLSMSSAGSQSSCVTVQ-----------------AAAAGEPYMAMDAVSKKRGGADRAGQK
Os7g03250                         ADEEAAAAAAA-------MASWVAARGAATAYATGAADANAAENVLPSATAAQHLHHPLALSMSS-GSLSSCIT-------------------AGEYGMAAVAAADGGRKRGGAGGGGQK
Os3g12950                         QLVPYNYQPLT-------EAEMLQEAAAAPMEDAMAAAKNFLVTSYGACYGNQEMPQPLSLSMSPGSQSSSCVSAAPQQHQQMAVVAAAAAAGDGQGSNSNDGGEQRVGKKRGTGKGGQK
Os3g07940                         GVLPDHRPPPP-------QQDHIFLPPHGQYFLGPPNPMAPAPMYNAGGGGGGVVDGSMSISGIKSWLRQAMYVPE--------------------RSAAALSLSVPAAPPSEAPLPPAA
'At1g72570 '                      VGSVSVFKSWL-------EQGTPAFPLSSHYVTEEAGTSNNISHFSNEETGYNTNGSMLSLALSHGACSDLINESN-------------------VSARVEEPVKVDEKRKRLVVKPQVK
'At5g57390 '                      TAVLSVYPGGP-------KLENFLGGGASTTTTRPMQQVQSLGGVVFSSDLQPPLHPPSAAEIYDSELKSIAASFLG-----------------NYSGGHSSEVSSVHKQQPNPLAVSEA
'At5g17430 '                      NETVVDGNGD--------CGGGDGGGGGSLGLSMIKTWLSNHSVANANHQDNGNGARGLSLSMNSSTS-------------------------------DSNNYNNNDDVVQEKTIVDVV
'At1g51190 '                      HTDHNLVPYNDIHQ----TNASDYYFQTNSLLPTVVT-------CASNAPNN---YELQESAHNLQSLTLSMGSTGA--------------------AAAEVATVKASPAETSADNSSST
'At3g20840 '                      QSNH-LVAYND----------SDYYFHTNSLMPSVQSNDVVVAACDSNTPNNSSYHELQESAHNLQSLTLSMGTT-----------------------AGNNVVDKASPSETTGDNAS--
'At5g10510 '                      QSAFSTNSGSE--------VDDSASIGRTHLAGDYLGHVVESSG-PELGFHGGST---GALSLGVNVNNNTNHRNDND--------------NHYRGNNNGERINNNNNNDNEKTDSEKE
'At5g65510 '                      PEIFDDSTTS--------------NIGGTHLS----SHVVESSTTAKLGFNGDCTTTGGVLSLGVNNTS-----------------------DQPLSCNNGERGGNSN----------KK
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------MPMPAAAGEGPWPRRAAD
'Barley1_18652_Hordeum '          -------------------SADAAGAFRFGLLGSPDDDDCSGELAPAAASG----------------------------------FVTRQLFPAPPPAPGVMMGQAPAPPPTAPVWQPRR
'gi|18476518_Hordeum '            -------------------SADAAGAFRFGLLGSPDDDDCSGELAPAAASG----------------------------------FVTRQLFPAPPPAPGVMMGQAPAPPPTAPVWQPRR
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      QFSVVNRAP-----------------------------------DSASSLPLEEIRGPVNQFSRS--------------------LWGDHLASSQTDSSGTPNP----------------
Os4g55560                         -----AEAAPPPLSPSADDSG----------------------ASSSSAAAVVEIPDDADDDSAAVV-----------------VVTRQFFPPAVPGGGGDPAPGNARAGWLRLAGAAPP
'LEtuc02_10_21.9228_Lycopersico ' ISEEELDGERGKKKRG--------KIFGFSMVGLGN---------GDEEQPVTRQFFPVDESEMGGV---------------AAENGCPNFPRAHWVGVKFYQTETLGNTGL-------A
'gi|5081555_Petunia '             ISEEE-DGEKGKKKRSS-----PSKLFGFSMVGPG-----------DLEQPITRQFFPVDEAEAETG---------------VVTNGSLNFPRAHWVGVKFYQNEPLGITGV-------V



'LEtuc02_10_21.11399_Lycopersic ' NSSEE-DGEKGKKKKSNNT---PGKIFGFSIKDHN-----------LESPVVTRQFFPVD-------------------------NESTNFPRAQWAGIKFCESEPPLVNGL-------V
'gi|28894444_Antirrhinum_LIPLES ' GNSEEELDAAGKKRNSS-------KIFGFSVHSCCDHDTCT----CSSSSPVTRQFFPVEDT-----------------------APDNFPRAAHWVGVKFCPNDNG------------L
'gi|28894442_Antirrhinum_LIPLES ' GSEEEDAEKCGIKR-SS-------KIFGFSVAHNDDDEDET----GNISSPVTRQFFPAGESP-------------------EIMLGGGGPPRAHWVGVKFCQSDP-------------N
'gi|21717332_Malus '              GSDQEEDQDDGPTKLAKKQGGGGGKIFGFSVAHEESMD-------SDPPATVTRQFFPVELDYSSSSNLDVMGPAEGGGSIPPPPSTSSSFPRAHWVGVNFGQSDSG---SP-------G
'gi|13173164_Pisum '              SEEDNNNNNNRSMVKKKNS-----KIFGFSVTQEQEQEQEEEESLDSENFPVTRNFFPMDQEAENMVVASSGG--------NGTSSCSSTFPRAHWVGVKFCQSETLG-----------S
'At5g67180 '                      ---------------------------------------------LPFVLPVTRNFFPAQ----------------------------SMEPGVRWSGFNSVGKSDPS-----------G
'At4g36920_APETALA2 '             SDDDELNRVR------------------------------------PNNPLVTHQFFPEMDSNGG--------------------GVASGFPRAHWFGVKFCQSDLATGSSAGKA----T
Os7g39110                         MHEDDEEEGSGRVFGFAAGDLVRPAVVTQQLFPMTA------------------------------------------------------------------------------------
Os6g43220                         MHEDDEEEGSGRVFG---------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              TQVPRSNEGNHKIFGFSLKIETQNLTSRGNLLNVKANDEQQ-----KDPACVTRHFFPLHNGQPSEVLM------------PTECTGGNPFTESHWTTVTSRLPESTE------------
'gi|46395276_Pinus_PtAP2L1 '      GSEARVQTGKLFGFSFSNITKGNCAELSKGVSNGGG--------SGCGTNSVTRQFFPAGQEFDSQVMIP----------------GRPQLPRAHWVGLTFRQAESFR------------
'gi|11181610_Picea_abies '        GSEAQVQTGKLFGFSFSNIVKGNCTEASSGVSNGR---------SGC-TNRVTRQFFPHGREFESQVMIP----------------GRPQLPRAHWVGLTFRQAESFR------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      --------LITFGILKRNVEILPPPPPPP---------------------------PPPPPSEN-----------------------ELSGPGNEWLDLSSMQRNKQET-----------
'At3g54990 '                      -----RDAFIAFGILKRDDDLVPPPPPPPHKETGDL-------------------FPVVADARRNI---------------------EFSVEDSHWLNLSSLQRNTQK------------
'At5g60120 '                      SCIDGEDELCSTRTVKFQFEILKGGGEEEEEDDDERS-----------AVMMTKEFFPVAKGMNFM---------------------DSSAQSSRSTVDISFQRGKQGGDFIGSGSGG-G
'At2g28550 '                      ---------LSFDILKVGSSSGGDESPAASASVTKE-------------------FFPVSGDCGHLRDV------------------EGSSSSRNWIDLSFDRIGDGETKLVTP------
'gi|5360996_Hyacinthus '          -----------------------------------------------------------------------------------------GAPRGHWAEVKFVEKEAD-------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             YSNNEYNNNSFVDFLKTDN---------------------------NDQFLDSKELFPLSNGGEMAAPVN--------------VYGNYGGTMEQRIIIPVQQQQQQQ------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    -------------------------------GENDVGADDDEEEATPSPPPPPTRHYHQHLLQPQQLVTQELFPAAATAGGPPPMSVPQHWAELGFFRPAAPPPDMRILQMQQQQLQVHA
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      -------------------------------------------------MDSSCIDEISSST------------------------------SESF--SA-TTAKKLSPPPAAALRLYRM
'RAV1_gi42562037_At1g13260 '      -------------------------------------------------MESSSVDESTTST------------------------------GSICETPAITPAKKSSVG-----NLYR-
'A4_gi30690008_TINY_At5g25810 '   -------------------------------------------------MIAS---ESTKSW------------------------------EASAVRQENEEEKKK-------------
'A4_gi7212005AC023628 '           -------------------------------------------------MKLSS--PPVTNN------------------------------EPTATASAV---KSCGG-----------
'gi|19789524_Physcomitrella '     -----------------------PKGLVRMVEK----------VVVSSLRVKRG--GNLLAP---------------------------------LKRNVSSIAKKSS------------
'gi|18348070_Physcomitrella '     --------------RSNRGRRFVIQGCVIVFELGRGWKGFCFTIMVDRNRTQRG--ALSVMT---------------------------------GAPHYLCLVKKHQQ-----------
'A2_gi30680919_DREB2A_At5g05410 ' ---------MAVYDQSGDRNRTQIDTSRKRKSRSRGDGTTVAERLKRWKEYNETVEEVS----------------------------------TKKRKVPAKGSKKG-------------
'A5_gi42562576_RAP2.1_At1g46768 ' --------------------------------------------------MEREQEEST-------------------------------------------MRK-------------RR
'B2_gi30695605_RAP2.12_At1g5391 ' EFIWPDLKKNLKGSKKSSKNRSNFFDFDAEFEADFQGFKDDSSIDCDDDFDVGD--VFADVKPFVFTSTPKPAVS--------------------AAAEGSVFGKKVTGLD---------
'gi|18351137_Physcomitrella '     -----------CQSQLAVMVRWSILESPKYVVTDVPRPSGGNLEKLDQAGKVGD--GSSHQQ------------------------ESSEAGPLVTQQVLAPPPKK------------R-
'B4_gi42562554_RAP2.6_At1g43160 ' -----------------------MVSMLTNVVSGETEPSASATWTMGHK---REREEFSLPPQ--------------------------------PLITGSAVTK---------------
'A1_gi18416558_DREB1A_At4g25480 ' ---------------------------------------MNSFSAFSEMFGSDY--ESSVSS-----------------------------GGDYIPTLASSCPKK--------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------MAKMGL--KPDPAT----------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   --------------------------------MDPLASQHQHNHLEDNNQTLTH--NNPQSD------------------------------STTDSSTSSAQRK-------------RK
'A6_gi2281632_RAP2.4 '            ----------------------------------------LPPTHHNNNNSFSN--LLSPKP-----------------------------------LLMKQSGVAGSC-------FAYG
'B1_gi42562651_AtERF3_At1g50640 ' -----------------------------------------------MRRGRGS--SAVAGP----------------------------------------------------------
'B5_gi42566428_AF080120 '         -------METEKKVSLPRILRISVTDPYATDSSSDEEEEVDFDALSTKRRRVKK--YVKEVVLDS-----------------------------VVSDKEKPMKKKRKK---------RV

[                                 361       371       381       391       401       411       421       431       441       451       461       471       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      RSQP---------R---DAPPQRSSVHRGVTRHRWTGRYEAHLWDKNSWNETQTKK-GRQVYLGAYDEEDAAARAYDLAALKYWGRD--TILNFPLCNYEEDIKEMESQSKEEYIGSLRR
Os9g25600                         KSVP---------R---ESPSQRSSVYRGVTRHRWTGRFEAHLWDKNSWNESQNKK-GKQVYLGAYDDEEAAARAYDLAALKYWGPD--TILNFPLSAYEGELKEMEGQSREEYIGSLRR
Os6g05340                         EAGG---------S---NAANKRSSRFRGVSRHRWTGRFEAHLWDKGTWNPTQKKK-GKQVYLGAYNEEDAAARAYDLAALKYWGPT--TYTNFPVADYEKELKLMQGVSKEEYLASIRR
'wmi01_10ms3_e03_Welwitschia '    ALDG---------S---QNP-LRTSKFKGVTRHRITGRFEAHLWDKGGWN---TNL-GKKVYLGAYDDEKAAARAHDLAALKFWGSSG-AILNFPLHSYKKELAEMEGFSKEEFLAWLRR
'nad03_15ms1_h07_Nuphar '         QPMH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRK-GRQVYLGGYDMEEKAARAYDLAALKYWGLS--THINFPLSNYQEELEGMKNMSRQEYVAHLRR
'gi|38492172_Nicotiana '          QPVH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRK-GRQVYLGGYDMEEKAARAYDLAALKYWGPS--THINFPLENYQKELEDMKNMTRQEYVAHLRR
'ltu01_5ms4_a11_Liriodendron '    QPVH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKGRQTRK-GRQVYLGGYD-----------------------------------------------------
'At4g37750_AINTEGUMENTA '         QIVH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSFKKEGHSRK-GRQVYLGGYDMEEKAARAYDLAALKYWGPS--THTNFSAENYQKEIEDMKNMTRQEYVAHLRR
'gi46395274__Pinus_PtANTL1 '      EPVP---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCRKEGQTRK-GRQVYLGGYDKEEKAARAYDLAALKYWGPS--THINFPLETYEKEIEEMKNMTRQEYVANLRR
'gi|18356869_Physcomitrella '     DPSP---------RKSIDTFGQRTSVYRGVTRHRWTGRYEAHLWDNTCRKEGQTRK-GRQVYLGGYDKEDKAARAYDLAALKYWGVS--TTINFTLDTYEQELEEMKNMSRQEYVASLRR
'gi|21069051_Brassica '           EATP---------KKTIESFGQRTSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRK-GRQVYLGGYDKEEKAARAYDLAALKYWGTT--TTTNFPMSEYEKEVEEMKHMTRQEYVASLRR



'gi|21069053_Brassica '           EATP---------KKTIESFGQRTSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRK-GRQVYLGGYDKEEKAARAYDLAALKYWGTT--TTTNFPMSEYEKEIEEMKHMTRQEYVASLRR
'gi|18346002_Physcomitrella '     -PSP---------RKSIDTFGQRTSVYRGVTRHRWTGRYEAHLWDNTCRKEGQTRK-GRQVYLGGYDKEDKAARAYDLAALKYWGVS--TTINFTLDTYEQELEEMKNMSRQEYVASLRR
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------VKKALYKFGQRTSNYRGVTRHRWTGKFEAHLWDNTTVSENRKRK-GKQVYLGGYETEEKAAVSYDLAALKFWGTGAHNKINFPISKYEKEIEEMKDMSREEYVNALRR
'At2g41710 '                      ----------------PCTAGKRSSIYRGVTRHRWTGRYEAHLWDKSTWNQNQNKK-GKQVYLGAYDDEEAAARAYDLAALKYWGPG--TLINFPVTDYTRDLEEMQNLSREEYLASLRR
'At1g79700 '                      KSPP----------R--NAPLQRSSPYRGVT--RWTGRYEAHLWDKNSWNDTQTKK-GRQ---GAYDEEEAAARAYDLAALKYWGRD--TLLNFPLPSYDEDVKEMEGQSKEEYIGSLRR
Os8g34360                         RSAP----------R--DCPSQRSSAFRGVTRHRWTGRFEAHLWDKNTWNESQSKK-GRQ---GAYDGEEAAARAYDLAALKYWGHD--TVLNFPLSTYDEELKEMEGQSREEYIGSLRR
Os12g03290                        PSSN------------GGGGGKRSSIYRGVTRHRWTGRFEAHLWDKNCSTSLQNKKKGRQ---GAYDSEEAAARAYDLAALKYWGPE--TVLNFPLEEYEKERSEMEGVSREEYLASLRR
Os12g03290_1                      PSSN------------GGGGGKRSSIYRGVTRHRWTGRFEAHLWAKNCSPSLQTKKKGRQ---GAYDSEEAAARAYDLAALKYWGPE--TVLNFPLEEYEKERSEMEGVSREEYLASLRR
'At3g54320 '                      PAST-----------------RRSSIYRGVTRHRWTGRFEAHLWDKSSWNSIQNKK-GKQ---GAYDSEEAAAHTYDLAALKYWGPD--TILNFPAETYTKELEEMQRVTKEEYLASLRR
Os1g59780                         DAAV------------AAAPRKGSSIYKGVARHRGSGKYEAHLWDKQGWNPNQTRKRGRQ---GAYDTEEAAARTYDLAALKIWGSD--HVLNFPIDTYRKELERMQRMTREEYLATLRR
Os11g19060                        MD----------------TFGQRTSIYRGVTKHRWTGRYEAHLWDNSCRREGQTRK-GRQ---GGYDKEEKAARAYDLAALKYWGTT--TTTNFPVSNYEKELDEMKHMNRQEFVASLRR
Os2g40070                         MDSPGGGAIEAVPRKSIDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRK-GRQ---GGYDKEDKAARAYDLAALKYWGTT--TTTNFPISNYEKELDEMKHMTRQEYIAYLRR
Os6g44750                         RT--------------AETFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRK-GRQ---GGYDKEEKAARAYDLAALKYWGPT--TTTNFPVANYETELEEMKSMTRQEFIASLRR
Os1g67410                         KS--------------VDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQTRK-GRQ---GGYDKEEKAARAYDLAALKYWGPT--TTTNFPVNNYEKELEEMKHMTRQEFVASLRR
Os3g56050                         QPVH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRK-GRQ---GGYDMEEKAARAYDLAALKYWGPS--THINFPLEDYQEELEEMKNMSRQEYVAHLRR
Os7g03250                         QPVHH--------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRK-GRQ---GGYDMEEKAARAYDLAALKYWGPS--THINFPLEDYQEELEEMKNMTRQEYVAHLRR
Os3g12950                         QPVH---------RKSIDTFGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKDGQTRK-GRQ---GGYDTEDKAARAYDLAALKYWGLS--THINFPLENYRDEIEEMERMTRQEYVAHLRR
Os3g07940                         MPVV---------RKPAQTFGQRTSQFRGVTRHRWTGRYEAHLWDNTCRKEGQTRK-GRQ---GGYDKEEKAARAYDLAALKYWGPT--THINFPLSTYEKELEEMKHMTRQEFIAHLRR
'At1g72570 '                      ESVP---------RKSVDSYGQRTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRR-GRQAKIGGYDEEEKAARAYDLAALKYWGPT--THLNFPLSNYEKEIEELNNMNRQEFVAMLRR
'At5g57390 '                      SPTP---------KKNVESFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRK-GRQ---GGYDKEDKAARAYDLAALKYWGPT--TTTNFPISNYESELEEMKHMTRQEFVASLRR
'At5g17430 '                      ETTP---------KKTIESFGQRTSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRK-GRQ---GGYDKEEKAARAYDLAALKYWGTT--TTTNFPLSEYEKEVEEMKHMTRQEYVASLRR
'At1g51190 '                      TNTSGGAIVEATPRRTLETFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRK-GRQ---GGYDKEEKAARAYDLAALKYWGPS--TTTNFPITNYEKEVEEMKNMTRQEFVASIRR
'At3g20840 '                      -GGALAVVETATPRRALDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRK-GRQ---GGYDKEDKAARSYDLAALKYWGPS--TTTNFPITNYEKEVEEMKHMTRQEFVAAIRR
'At5g10510 '                      KAVVAVETSDCSNKKIADTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQARK-GRQ---GGYDKEDKAARAYDLAALKYWNAT--ATTNFPITNYSKEVEEMKHMTKQEFIASLRR
'At5g65510 '                      KTVSKKETSDDSKKKIVETLGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQARK-GRQ---GGYDKEDRAARAYDLAALKYWGST--ATTNFPVSSYSKELEEMNHMTKQEFIASLRR
'ltu01_16ms3_h06_Liriodendron '   -----------------------------------------------------------------------------------------------------DLEEMRMVSREDYLASLRR
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         LGVAQSQRSPAGGKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGLD--ADINFNLNDYEDDLKQMRNWTKEEFVHILRR
'Barley1_18652_Hordeum '          AEELVVAQRVAPKKKTRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGLE--ADINFNLSDYEEDLKQMRNWTKEEFVHILRR
'gi|18476518_Hordeum '            AEELVVAQRVAPKKKTRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGLE--ADINFNLSDYEEDLKQMRNWTKEEFVHILRR
'TAtuc03_04_26.7877_Triticum '    ---------------------------------------------------------------GGFDTAHAAARAYDRAAIKFRGLE--ADINFNLSDYEEDLKQMRNWTKEEFVHILRR
'atr01_4ms1_d10_Amborella '       -------------ARGRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFSLADYEEDLKQMRNLTKEEFVHILRR
'gi|46395278_Pinus_PtAP2L2 '      -----PTVPIQPVKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGQD--ADINFNLSDYEDDLKQLNNLTKEEFVHILRR
Os4g55560                         VAATGPAASAAVSKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFSLEDYEDDLKQMSNLTKEEFVHVLRR
'LEtuc02_10_21.9228_Lycopersico ' RPVDMVQQQQQPIKKSRRGTRSRSSQYRGVTFYRRTGPWESHIW----------------------------------------------------------------------------
'gi|5081555_Petunia '             DVTQQQQQQQQPMKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFNLEDYEGDLKQMTNLTKEEFVHVLRR
'LEtuc02_10_21.11399_Lycopersic ' GNKIDVLQQQ-PIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGAE--ADINFTSKDYEDDLKQMSNLTKEEFVHVLRR
'gi|28894444_Antirrhinum_LIPLES ' GKAAIAADVAQPMKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFSLEDYEDDLKQMSNLTKEEFVHVLRR
'gi|28894442_Antirrhinum_LIPLES ' GAVLGKAVAAHPLKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFSLEDYEEDLKQMRNLTKEEFVHVLRR
'gi|21717332_Malus '              NPPPAGEASHQPMKKSRRGPRSRNSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIEFRGVE--ADINFSIEDYEEDLKQMRNLTKEEFVHVLRR
'gi|13173164_Pisum '              GKSMEVSSSSQPMKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFNIEDYEEDLKQMSNLTKEEFVHVLRR
'At5g67180 '                      SGRPEEPEISPPIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFDIEDYLDDLKQMGNLTKEEFMHVLRR
'At4g36920_APETALA2 '             NVAAAVVEPAQPLKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVE--ADINFNIDDYDDDLKQMTNLTKEEFVHVLRR
Os7g39110                         ----------------------------AAVFVVFVVLLFVPVWD----------C-GKQVYLGGFDTAQAAARAYDQAAIKFRGVE--ADINFTLDDYKEDIKKMNNFSKEEFVQVLRR
Os6g43220                         --------------------------------------------D----------C-GKQVYLGGFDTAQAAARAYDQAAIKFRGVE--ADINFTLDDYKEDIKKMNNFSKEEFVQVLRR
'gi|2098818_Zea_mays '            --------------------------------------------D----------C-GKQVYLGGFDTAQAAARAYDQAAIKFRGLN--ADINFTLDDYKDEMKKMKDLSKEEFVLVLRR
'gi|11181612_Picea '              -PRKKQAENNKPIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFTLTDYQEDLDQTSKLSKEEFVHILRR
'gi|46395276_Pinus_PtAP2L1 '      --SPTPKESAQPIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFNIDDYEEDVKQMNKLTKEEFVHVLRR
'gi|11181610_Picea_abies '        --SPTPKEATQPIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFNIDDYEDDVKQMSKLTKEEFVHVLRR
'GMtuc03_04_25.877_Glycine '      ----------PHVRKNRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAQAAARAYDRAAIKFRGVE--ADINFSLSDYEEDLKQMRGLSKEEFVLLLRR
'GMtuc03_04_25.876_Glycine '      -------------------------------VFAFIG-----CRD----------C-GKQVYLGGFDTAQAAARAYDRAAIKFRGVD--ADINFSLSDYEEDLKQMRNLSKEEFVLLLRR
'At2g39250 '                      ---------LVMKKKSRRGPRSRSSHYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAYTAARAYDRAAIRFRGLQ--ADINFIVDDYKQDIEKMKNLSKEEFVQSLRR
'At3g54990 '                      -----------MVKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAYAAARAYDRAAIKFRGLD--ADINFVVDDYRHDIDKMKNLNKVEFVQTLRR
'At5g60120 '                      DASRVMQPPSQPVKKSRRGPRSKSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAVKFRGLE--ADINFVIGDYEEDLKQMANLSKEEVVQVLRR
'At2g28550 '                      --VPTPAPVPAQVKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFTLGDYEEDMKQVQNLSKEEFVHILRR
'gi|5360996_Hyacinthus '          --------VSPAIKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFNLSDYNEDLKQMMNLAKEEFVHILRR
'pam01_2ms1_c06_Persea '          ----------------------------------------------------------KQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFNLTDYEDDMKQMKNLTKEEFVHILRR
'gi|5081557_Petunia '             ---------QQQVKKSRRGPRSKSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGLD--ADINFNVSDYQDDLKQMTNFTKEEFVHILRR
'GMtuc03_04_25.28779_Glycine '    -----------------------------------------------------------------------------------------CDINFDLVDYEEDLKQMKNLSKQEFVHILRR
'GMtuc02_10_21.14413_Glycine '    -----------------------------------------RFFI----------R-LVLGIVGGFDTAHIAARAYDRAAIKFRGLD--ADINFNLVDYEEDLKQMKNLSKQEFVH-LRR
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------



'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    QPPPPPPAQPPVAKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWD----------C-GKQVYLGGFDTAHAAARAYDRAAIKFRGVD--ADINFNLSDYEDDMKQMKGLSKEEFVHVLRR
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      GSGGSSVVLDPENGLETESRKLPSSKYKGVVPQ-PNGRWGAQIYE----------K-HQRVWLGTFNEQEEAARSYDIAACRFRGRD--AVVNFK-------------------------
'RAV1_gi42562037_At1g13260 '      MGSGSSVVLDSENGVEAESRKLPSSKYKGVVPQ-PNGRWGAQIYE----------K-HQRVWLGTFNEEDEAARAYDVAVHRFRRRD--AVTNFK-------------------------
'A4_gi30690008_TINY_At5g25810 '   -------------PVKDSGKH---PVYRGVRKR-NWGKWVSEIREPR--------K-KSRIWLGTFPSPEMAARAHDVAALSIKGAS--AILNFP-------------------------
'A4_gi7212005AC023628 '           --------GGKE-TSSSTTRH---PVYHGVRKR-RWGKWVSEIREPR--------K-KSRIWLGSFPVPEMAAKAYDVAAFCLKGRK--AQLNFP-------------------------
'gi|19789524_Physcomitrella '     -------------TPKSGKPVGSPKVYKGVRMR-TWGKWVSEIREPN--------K-RSRIWLGSFPTAEMAAKAYDAAAVCLRGRS--VKLNFP-------------------------
'gi|18348070_Physcomitrella '     ------FSLKREE--NL----ASPK-YRGVRMR-QWGKWVSEIREPN--------K-RSRIWLGSFPTAEMAARAYDIAMVCLRGPS--AVLNFP-------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ---CMKGKGGPENSR---------CSFRGVRQR-IWGKWVAEIREPN--------R-GSRLWLGTFPTAQEAASAYDEAAKAMYGPL--ARLNFP-------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' QPPQ-------EEVPNHVATR---KPYRGIRRR-KWGKWVAEIREPN--------K-RSRLWLGSYTTDIAAARAYDVAVFYLRGPS--ARLNFP-------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' --------GDAEKSANRKRK----NQYRGIRQR-PWGKWAAEIRDPR--------E-GARIWLGTFKTAEEAARAYDAAARRIRGSK--AKVNFP-------------------------
'gi|18351137_Physcomitrella '     -------------------------RYRGVRQR-PWGKWAAEIRDPQ--------K-AARVWLGTFDTAEQAAMAYDTAAIRFRGLR--AKLNFP-------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ---------ECESSMSLERP----KKYRGVRQR-PWGKWAAEIRDPH--------K-ATRVWLGTFETAEAAARAYDAAALRFRGSK--AKLNFP-------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ---PAGRKKFRETRH---------PIYRGVRRR-NSGKWVCEVREPN--------K-KTRIWLGTFQTAEMAARAHDVAALALRGRS--ACLNFA-------------------------
'B1_gi2281634_RAP2.5 '            --TNQTHNNAKE------------IRYRGVRKR-PWGRYAAEIRDPG--------K-KTRVWLGTFDTAEEAARAYDTAARDFRGAK--AKTNFP-------------------------
'A3_gi18405311_ABI4_At2g40220 '   GKGGPDNSK---------------FRYRGVRQR-SWGKWVAEIREPR--------K-RTRKWLGTFATAEDAARAYDRAAVYLYGSR--AQLNLT-------------------------
'A6_gi2281632_RAP2.4 '            SGVPSKPT----------------KLYRGVRQR-HWGKWVAEIRLPR--------N-RTRLWLGTFDTAEEAALAYDKAAYKLRGDF--ARLNFP-------------------------
'B1_gi42562651_AtERF3_At1g50640 ' TVVAAINGSVKE------------IRFRGVRKR-PWGRFAAEIRDPW--------K-KARVWLGTFDSAEEAARAYDSAARNLRGPK--AKTNFP-------------------------
'B5_gi42566428_AF080120 '         VTVPVVVTTAT-------------RKFRGVRQR-PWGKWAAEIRDPS--------R-RVRVWLGTFDTAEEAAIVYDNAAIQLRGPN--AELNFP-------------------------

[                                 481       491       501       511       521       531       541       551       561       571       581       591       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      KSSGFSRGVSKYRGVAKHHHNGRWEARIGRVFGNKYLYLGTYATQEEAAIAYDIAAIEYRGLNAVTNFDISRYLKLPV---------------------------------------PEN
Os9g25600                         KSSGFSRGVSKYRGVARHHHNGRWEARIGRVFGNKYLYLGTYATQEEAAMAYDMAAIEYRGLNAVTNFDLSRYIKWLR-----PGADGAGAPQN---PHPMLGALSAQDLPAIDLDAMAS
Os6g05340                         KSNGFSRGVSKYRGVARHHHNGRWEARIGRVFGNKYLYLGTYSTQEEAARAYDIAAIEYRGINAVTNFDLSTYIRWLKPPSSSSAAGTPHHHGG------------GMVVGADRVLAPAQ
'wmi01_10ms3_e03_Welwitschia '    NSSGFSRGVSKYRGVARHHQNGRWEARLGKVLGNKYLYLGTFDTQEEAA-----------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEGAAEAYDVAAIKFRGLNAVTNFDITRY-----------------------------------------------
'gi|38492172_Nicotiana '          KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDVAAIKFRGVNAVTNFDISRYDVEKIMASNTLPAGELARRNKEREPIEYNLSDHKNEEACVQNDNNNN
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDVAAIKFRGTNAVTNFDITRYDVDRIMSSNTLLSGELARRNNNSIVVRNTEDQTALNAVVEGGSNKEV
'gi46395274__Pinus_PtANTL1 '      KSSGFSRGASVYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGISAVTNFDISKYDVQRICSSSTLIAGDLAKRNKEIEQSSEPSGDSPLQIEAAAPLQIEA
'gi|18356869_Physcomitrella '     KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTYSTQEEAAEAYDIAAIKYRGINAVTNFHISRY-----------------------------------------------
'gi|21069051_Brassica '           KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDIAAIKFRGLTAVTNFDMNRYNVKAILESPSLPIGSAAKRLKEANRPVPSMMMISNNVSESENSASGW
'gi|21069053_Brassica '           KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDIAAIKFRGLTAVTNFDMNRYNVKAILESPSLPIGSAAKRLKEANRPVPSMMMISNNVSESENNASGW
'gi|18346002_Physcomitrella '     KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTYSTQEEAAEAYDIAAIKYRGINAVTNFHISRYL----------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' KSICFARGNSIYRGVTRQHEGRRWQARIGKGGGGRDIYLGTYDT----------------------------------------------------------------------------
'At2g41710 '                      KSSGFSRGIAKYRGLQ-----SRWDASASRMPGPEYFSNIHYGAGDDRGTEGDFLGSFCLERKIDLTGYIKWWGANKNRQPESSSKASEDAN--VEDAGTELKTLEHTSHATEPYKAPNL
'At1g79700 '                      KSSGFSRGVSKYRGVARHHHNGRWEARIGRVFGNKYLYLGTYATQEEAAIAYDIAAIEYRGLNAVTNFDVSRYLN------------------------------------------PNA
Os8g34360                         KSSGFSRGVSKYRGVARHHHNGKWEARIGRVFGNKYLYLGTYATQEEAAVAYDIAAIEHRGLNAVTNFDINLYIRWYHGSCRSSSAAAATTIEDDDFAEAIAAALQGVDEQPSSSPATTR
Os12g03290                        RSSGFSRGVSKYRGVARHHHNGRWEARIGRVLGNKYLYLGTFDTQEEAAKAYDLAAIEYRGANAVTNFDISCYLDQPQLLAQLQQEPQLLAQLQQEPQVV----PALHEEPQDDDRSENA
Os12g03290_1                      RSSGFSRGVSKYRGVAR-------------------------------------------------------------------------------------------------------
'At3g54320 '                      QSSGFSRGVSKYRGVARHHHNGRWEARIGRVFGNKYLYLGTYSTLSPFPFFF--------------------------------------------------------------------
Os1g59780                         KSSGFSRGVSKYRGVAKHHHNGRWEARIGRAVGKKYLYLGTFDTQEEAATAYDLAAIQLRGRSAVTNFDASCYTYTDHLPPPPPPQPPSVCKTEPELEP-----PQPAAPPGSESLLRPK
Os11g19060                        KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKSIIESSNLPIGTGTTRRLKDSSDHTDN---VMDINVNTEPNNVV
Os2g40070                         NSSGFSRGASKYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKSILESSTLPVG-GAARRLKEAADHAEAAGATIWRAADMDGAGVI
Os6g44750                         KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVDSILN-SDLPVG---------------------------GGAATR
Os1g67410                         KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKSILDSAALPVGTAAKRLKDAEAAAAYD---VGRIASHLGGDGAY
Os3g56050                         KSSGFSRGASIYRGVTRHHQHGRWQARIGRVSGNKDLYLGTFSTQEEAAEAYDVAAIKFRGLNAVTNFDITRYDVDKILESSTLLPGELARRKGKVGDGGGAAAVADAAAALVQAGNVAE
Os7g03250                         KSSGFSRGASMYRGVTRHHQHGRWQARIGRVSGNKDLYLGTFSTQEEAAEAYDVAAIKFRGLNAVTNFDITRYDVDKIMASNTLLPADLARRNAATTTSKDDHSAAGAG-AIVSVHSAAD
Os3g12950                         RSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDITRYDVDKIMESSSLLPGEAARKVKAIEAAPDHVPIGRELGATEEASAATV
Os3g07940                         -----------------HHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDISKYDVKRICSSTHLIGGDLACRRSPTRMLPPDAPAGAAGVDVVVAPGDHQ
'At1g72570 '                      NSSGFSRGASVYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDINRYDVKRICSSSTIVDSDQAKHSPTSSGAGH-------------------
'At5g57390 '                      KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDISRYDVKSIASCNLPVGGLMPKPSPATAAADKTVDLSPSDSPSLTTPSLTF
'At5g17430 '                      KSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDIAAIKFRGLSAVTNFDMNRYNVKAILESPSLPIGSSAKRLKDVNNPVP-AMMISNNVSESANNVSGW
'At1g51190 '                      KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFEINRYDVKAILESNTLPIGGGAAKRLKEAQALESSRKRE-EMIALGSNFHQY
'At3g20840 '                      KSSGFSRGASMYRGVTRHHQHGRWQARIGRVAGNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFEINRYDVKAILESSTLPIGGGAAKRLKEAQALESSRKREAEMIALGSSF-QY
'At5g10510 '                      KSSGFSRGASIYRGVTRHHQQGRWQARIGRVAGNKDLYLGTFATEEEAAEAYDIAAIKFRGINAVTNFEMNRYDVEAIMKSALPIGGAAKR---LKLSLEAAASSEQKPILGHHQLHHFQ
'At5g65510 '                      KSSGFSRGASIYRGVTRHHQQGRWQARIGRVAGNKDLYLGTFATEEEAAEAYDIAAIKFRGINAVTNFEMNRYDIEAVMNSSLPVGGAAAKRHKLKLALESPSSSSS------------D
'ltu01_16ms3_h06_Liriodendron '   KSSGFSRGFSKYRGISRPSQSSRWDTSLGRMLGNEYFNSIHCSTSEDTATESEYASGFCLERKIDLTNYIRWWGHNKIRRAETATNPQEESHGISEYVGGELKTLEWPIQHTEP------
'ZMtuc03_08_11.12253_Zea '        -----------------------------------------------FCRAYDRAAIRFNGPDAVRNFDSVSY-DGDVPLPPAIEKDVVDGDILDLNLRISQPNVHDLRS----------
'ZMtuc02_12_23.7359_Zea '         -------------------------------------------CLLQFGRAYDRAALRFNGREAVTNFEPSSYNAGDNNLRDTETEAIDDGDAIDLDLRISQPNVQDPKR----------



Os7g13170                         QSTGFARGSSKYRGVT-LHKCGRWEARMGQLLGKKYIYLGLFDSEIEAARAYDRAAIRFNGREAVTNFDPSSY--DGD-VLPETDNEVVDGDIIDLNLRISQPNVHELKS----------
'Barley1_18652_Hordeum '          QSTGFARGSSKYRGVT-LHKCGRWEARMGQLLGKKYIYLGLFDSEVEAARAYDRAAIRFNGRDAVTNFDSSSY--NGDATPDVENEAIVDADALDLDLRMSQPTAHDPKR----------
'gi|18476518_Hordeum '            QSTGFARGSSKYRGVT-LHKCGRWEARMGQLLGKKYIYLGLFDSEVEAARAYDRAAIRFNGRDAVTNFDSSSY--NGDATPDVENEAIVDADALDLDLRMSQPTAHDPKR----------
'TAtuc03_04_26.7877_Triticum '    QSTGFARGSSKYRGVT-LHKCGRWEARMGQLLGKKYIYLGLFDSEVEAARAYDRAAIRFNGREAVTNFESSSY--NGDAPPDAENEAIVDADALDLDLRMSQPTAHDPKR----------
'atr01_4ms1_d10_Amborella '       QSTGFSRGSSKYRGVT-LHKCGRWEARMGQYLGKKYIYLGLFDTEVEAARAYDKAAIRYNGREAITNFELSLYEGEIIGDG---------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      QSNGFSRGSSKYRGVT-LHKCGRWEARMGQFLGKKYIYLGLFDYEIEAARAYDQAAIRCNGREAVTNFDPSVYQNDLLTEGI-D-QNLDLSLGISAPTLPDTTVSRDNKIGGSKVKTSTN
Os4g55560                         QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEEEAARAYDRAAIKCNGKDAVTNFDPSIYAGEFEPPAA-A-TGDAAEHNLDLSLGSSAGSKRDNVDGGG-------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDPSIYENELNSTE--S-TDSGADHNLDLSLGGSSSKKNN--------REFGD
'LEtuc02_10_21.11399_Lycopersic ' QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDRSIYENELNSTE--C-TDNATDHNLDLSLGGSS-------------QEMGD
'gi|28894444_Antirrhinum_LIPLES ' QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTENEAARAYDKAAIKCNGKEAVTNFDPSIYEDEFKTAE--S-SKSEGDHNLDLSLGNSSASKSS--------GRER-
'gi|28894442_Antirrhinum_LIPLES ' QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEVEAARAYDKAAIKCNGKEAVTNFDPSIYEEELKAAAE-P-SNKAADHDLDLSLGN-SASKSS--------GQRPG
'gi|21717332_Malus '              QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKTYVYLGLFDTEVDAARAYDKAAIKCNGKEAVTNFDPSIYDNELNSSES-S-GVIAADHNLDLSLGSTNSKKNNQALGNDHHSQNVA
'gi|13173164_Pisum '              QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEVEAARAYDKAAIKCNGKEAVTNFEPSIYDSELNTAE--P-ASSGSDHNLDLSLGNSSSKHMNN---TQSFGNNTS
'At5g67180 '                      QSTGFPRGSSKYRGVT-LHKCGRWESRLGQFLNKKYVYLGLFDTEIEAARAYDKAAIKCNGKDAVTNFDPKVYEEEEDLSS----ETTRNGHNLGLSLGESSSEEFR-------------
'At4g36920_APETALA2 '             QSTGFPRGSSKYRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDPSIYDEELNAESSGN-PTTPQDHNLDLSLGNSANSKHKS-------QDMRL
Os7g39110                         QGAGFVRGSSRFRGVT-LHKCGKWEARIGQLMGKKYVYLGLYDTEMEAAKAYDKAAIKCCGKEAVTNFDTQAYEDELNLQSWDS------ELDLELSLGC--------------------
Os6g43220                         QGAGFVRGSSRFRGVT-LHKCGKWEARIGQLMGKKYVYLGLYDTEMEAAKAYDKAAIKCCGKEAVTNFDTQAYEDELNLQSWDS------ELDLELSLGC--------------------
'gi|2098818_Zea_mays '            QGAGFVRGSSRFRGVT-QHKCGKWEARIGQLMGKKYVYLGLYDTETEAAQAYDKAAIKCYGKEAVTNFDAQSYDKEL-------------------------------------------
'gi|11181612_Picea '              QSTGFSRGSSKYRGVT-LHKCGRWEARMGQFLGKKYIYLGLFDSEEDAARAYDKAAIRCNGKDAVTNFDPSSYENEILEEGRESQTSTGFDQNLDLSLGIGHVTTQLKISPSYKSRVEED
'gi|46395276_Pinus_PtAP2L1 '      QSTGFPRGSSKFRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDNEVEAARAYDKAAIRCNGREAVTNFSPELYESELALTEE-----KGRDPDLDLSLGNSTPKEGSLVS----------
'gi|11181610_Picea_abies '        QSTGFPRGSSKFRGVT-LHKCGRWEARMGQFLGKKYVYLGLFDNEVEAARAYDKAAIRCNGKEAVTNFSPELYESELALTED-----KGHDPDLDLSLGNSVPKDGSLVS----------
'GMtuc03_04_25.877_Glycine '      QINGSSR-SSTYKGAL-ALRKDAQGEPR--------------KAPFIGKTFYPNSSIKCDDGKVDASFKPCSYKGEIIANSSMAGTSHNLDLSLGISPSSKRLKNDYSGGYS--------
'GMtuc03_04_25.876_Glycine '      QINGISRRSSTYRGAL-ALRKDAQGEPR--------------MGPFVGMTCYPKPSINCDDGKAEASFKPCSYKGEIIVNSNMTGTCHNLDLSLGISPSS--------------------
'At2g39250 '                      ASASLARGGSKYKNTH-MR------------------------------------------NDHIHLFQNSSSKMQ--------------------------------------------
'At3g54990 '                      ESASFGRGSSKYKGLA-LQKC-----------------------------------TQFKTHDQIHLFQNRYHFVRHVIF----------------------------------------
'At5g60120 '                      QSSGFSRNNSRYQGVA-LQKIGGWGA-Q--------------MEQLHGNMGCDKAAVQWKGREAASLIEPHASRMIPELMLSSTSTWESLFH----------------------------
'At2g28550 '                      QSTGFSRGSSKYRGVT-LHKCGRWEA-R--------------MGQFLGKKAYDKAAINTNGREAVTNFEMSSYQNEINSESNNSEIDLNLGISLSTGNAPKQNGRLFHFPSN--------
'gi|5360996_Hyacinthus '          QSTGFSRGSSKYRGVT-LHKCGHWEARMGQFLG---------------KKAYDKAAIKSSGREAVTNFEPSSYEREVLTEADSDAIGHDIDLNLRISQPNVSSPKRRDN-----------
'pam01_2ms1_c06_Persea '          QSTGFSRGSSKYRGVT-LHKCGRWEARMGQLLGKKYIYLGLFDSEIEAARAYDKAALQCNGREAVTNFEPSTYEGEIISEADTSGTASNLDLNLGISPPSVPAGDEYDNSVDYN------
'gi|5081557_Petunia '             QSTGFSRGSSQYRGVT-LHKCGRWESRMGQFLGKKYIYLGLFDSEIEAARAYYKAAIKCNGREAVTNFELSTYEGELSTEADNGGASHNLDLNLGIASSSI-ADDQHDNTCLIGN-----
'GMtuc03_04_25.28779_Glycine '    HSTGFSRGSSKYRGVT-LHKCGRWEARMGQFLGKK---------------AYDKAAIKCNRREAVTNFEPSIYESEMKPEAINEGGSHDLDLNLGIATPGH--GPKENRGHLQF------
'GMtuc02_10_21.14413_Glycine '    HSTGFSRGSSKYRGVT-LHKCGRWEARMGQFLGKKYIYLGLFDSEVEAARAYDKAAIKCNRREAVTNFEPSTYESEMKPEAINEGGSHDLDLSLGIATPGH--GPKENRGHLQF------
'MTtuc03_04_26.7790_Medicago '    -----------------------CLEFITLKLSKLIKSLTQYVSLFPEIKAYDKAALKCNGREAVTNFEPSTYENEMKPGAINEGGSHNLDLNLGMATPGH--EPKENKGYCQF------
'STtuc02_10_23.1438_Solanum '     ----------------------------------------------LQIRAYDKAAIKTSGREAVTNFEPSTYEGETMSLPQSEGSQHDLDLNLRISTT----SSKENDRLGGS------
'STtuc021023.12365_Solanum '      ------------------------------------STNRYLPFYFMQIRAYDKAAIKCNGREAVTNFEPSTYEGETNSNPQSEGSQQDLDLNLGIATS----SPKEIERSSSF------
'nad03_31ms3_d04_Nuphar '         ---------------------------------------GLFDNEIEAARAYDKAAIKCNGRDAVTNFEPSSYEGELFAEGDGGGTTHNLDLNLGISPPVCSHASKVDSNSAAL------
'Barley1_08369_Hordeum '          ---------------------------------------------------YDKAAIKCNGREAVTNFEPSTYDAELLNEAAAEGADVDLNLSISQPTSQS---PKRDKSTLGL------
'HVtuc02_11_10.2029_Hordeum '     --------------------------------------------------------ARGNGREAVTNFEPSTYDAELLNEAAAEGADVDLNLSISQPTSQS---PKRDKSTLGL------
'TAtuc03_04_26.3851_Triticum '    --------------RH-PAQCGRWEARMGQFLGKK---------------AYDKAAIKCNGREAVTNFEPSTYDAELLNEVAAEGADVDLNLSISQPTSQS---PKRDKSSLGL------
'TAtuc03_04_26.3852_Triticum '    QSTGFSRGSSKYRGVT-LHKCGRWEARMGQFLGKKYIYLGLFDNEVEAARAYDKAAIKCNGREAVTNFEPSTYDAELLNEVAAEGADVDLNLSISQPTSQS---PKRDKSSLGL------
'SBtuc02_10_21.6764_Sorghum '     ----------------------------------ARGYLGLFDSEVEAARAYDKAAIKCNGREAVTNFEPSTYDGELLTEVSTEVAEVDLNLSISQPASQS---PKRDKSCLGL------
'SPtuc02_10_22.3366_Solanum '     -----------------------------------------------------------------TNFEPSTYDGELLTEVSTEVAEVDLNLSISQPASQS---PKRDKSC?GL------
'RAV2_gi30697755_At1g68840 '      ----------------------------------------------------------------------------------NVLEDGD-LAFLEAHSKAEIVDMLRKHTYADELEQNNK
'RAV1_gi42562037_At1g13260 '      ----------------------------------------------------------------------------------DVKMDEDEVDFLNSHSKSEIVDMLRKHTYNEELEQSKR
'A4_gi30690008_TINY_At5g25810 '   -------------------------------------------------------------------------------------DLAGSFPRPSSLSPRDIQVAALKAAHMETSQSFSS
'A4_gi7212005AC023628 '           -------------------------------------------------------------------------------------EEIEDLPRPSTCTPRDIQVAAAKAANAVKIIKMGD
'gi|19789524_Physcomitrella '     -------------------------------------------------------------------------------------------------------------DSPPRCAARCN
'gi|18348070_Physcomitrella '     -------------------------------------------------------------------------------------------------------------DSPP-------
'A2_gi30680919_DREB2A_At5g05410 ' --------------------------------------------------------------------------------RSDASEVTSTSSQSEVCTVETPGCVHVKTEDPDCESKPFS
'A5_gi42562576_RAP2.1_At1g46768 ' ---------------------------------------------------------------------------------------------DLLLQEEDHLSAATTADMPAALIREKA
'B2_gi30695605_RAP2.12_At1g5391 ' ----------------------------------------------------------------------------------EENMKANSQKRSVKANLQKPVAKPNPNPSPALVQNSNI
'gi|18351137_Physcomitrella '     ----------------------------------------------------------------------------------------DGL-IS-------P---------ASLAVGIAT
'B4_gi42562554_RAP2.6_At1g43160 ' ----------------------------------------------------------------------------------------ENVGTQTIQRNSHFLQNSMQPSLTYIDQCPTL
'A1_gi18416558_DREB1A_At4g25480 ' -------------------------------------------------------------------------------------DSAWRLRIPESTCAKDIQKAAAEAALAFQDEMCDA
'B1_gi2281634_RAP2.5 '            -----------------------------------------------------------------------------------TFLELSDQKVPTGFARSPSQSSTLDCASPPTLVVPSA
'A3_gi18405311_ABI4_At2g40220 '   ---------------------------------------------------------------------------------PSSPSSVSSSSSSVSAASSPSTSSSSTQTLRPLLPRPAA
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------NLRHNGFHIGGDFGEYKPLHSSVDAKLEAICKSMAE
'B1_gi42562651_AtERF3_At1g50640 ' --------------------------------------------------------------------------------------IDSSSPPPPNLRFNQIRNQNQNQVDPFMDHRLFT
'B5_gi42566428_AF080120 '         ---------------------------------------------------------------------------------PPPVTENVEEASTEVKGVSDFIIGGGECLRSPVSVLESP

[                                 601       611       621       631       641       651       661       671       681       691       701       711       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      PIDTANNLLESPHSDLSPFIKPNHESDL-----------------------------SQSQSSSEDNDDRKTKLLKSSPLVAEEVIGPSTPPEIAPP-----------------------
Os9g25600                         SFQHDGHGAAAAAAQLIPARHSLGHTPT-----------------------------TSALSLLLQSPKFKEMIERTSAAETTTTSSTTTSSS-SPS---------------PPQ----A



Os6g05340                         SYPISAAADDDVAGCWRPLPSP--SSST-----------------------------TTALSLLLRSSMFQELVARQPVVEGDDGQLAVVSGDDADAD----------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          NGNNVTDWKMVSYQSSNPSLGNYRNPTFSMA-----------------------LQDLIGIDLMNSSNHPILDDQQ---------NKIGNHFSNASSLVTSLGSSREASPDKSAAS----
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         STPERLLSFPAIFALPQVNQKMFGSNMG-------------------------------------------------------------GNMSPWTSNPN--------------------
'gi46395274__Pinus_PtANTL1 '      AHNSQSRSHNDNAKDGNNSTSNDSHHNNNVVGSMS-------------------DKIAQDWQLMDSNSEQDQHKVF---------NNWVVENEDRKPDQSFIESLQLGPHSHSAVLHDLI
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           QNAAVQHHQGVDLSLLHQHQERYNGYYYNGGNL---------------------SSESARACFKQEDDQHHFLSNT---------QSLMTNIDHQSSVSDDSVTVCGNVVGYGGYQGFAA
'gi|21069053_Brassica '           QNAAVQHHQGVDLSLLQQHQERYNGYYYNGGNL---------------------SSESARACFKQEDDQHHFLSNT---------QSLMTNIDHQSSVSDDSVTVCGNVVGYGGYQGFAA
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      GVLCGTQRKEKEISSPSSSSALSILSQSPAFKSLSCNNE---------------NDENANRNIINMEKNNGKAIEKPVVSHGVALGGAAALSLQKSMYPLTSLLTAPLLTNYNTLDP---
'At1g79700 '                      AADKAD-------SDSKPIRSP-----------------------------------SREPESSDDNKSPK----------SEEVIEPSTSPEVIPT-----------------------
Os8g34360                         QLQTADDDDDDLVAQLPPQLRPLARAAS-----------------------------TSPIGLLLRSPKFKEIIEQAAAAAASSSGSSSSSSTDSPSSSSSSSLSPSPLPSPPPQQQPTV
Os12g03290                        VQELSSSEANTSSDNNEPLAADDSAECM-----------------------------NEPLPIVDGIEESLWSPCLDYELDTMPGAYFSNSMNFSEWFNDEAFEGGMEYLFEGCSSITEG
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         MEPCDDWEPPAICPSLRDADDADHAIAE-----------------------------ILPALCMDRADFEARYPARRARDAAADGWSTSSDDVAAASVDDDVLRS----LPDDVGFVDDV
Os11g19060                        SSHFTNGVGNYGS--QHYGYNGWSPISMQ---PIPSQYANGQP-----RAWLKQEQDSSVVTAAQNLHNLHHFSS----------LGYTHNFFQQSDVPDVTGFVDAPSRSSDSYSFRYN
Os2g40070                         SGLADVGMGAYAASYHHHHHHGWPTIAFQQPPPLAVHYPYGQAPAAPSRGWCKPEQDAAVAAAAHSLQDLQQLHLG---------SAAAHNFFQASSSSTVYN----------------G
Os6g44750                         ASKFPSD-----------PSLPLPSPAMPP-----------------------SEKDYWSLLALH----YHHHQQ-----------QQQQQQFPASAFD--TYGCSSGVNVDFTMGTSSH
Os1g67410                         AAHYGHHHHSAAA---AWPTIAFQAAAAPPPHAAGLYHPYAQPL----RGWCKQEQDHAVIAAAHSLQDLHHLNLGAAAAAHDFFSQAMQQQHGLGSIDNASLEHSTGSNSVVYNGDNGG
Os3g56050                         WKMATAAALPAAARTEQQQQHGHGGHQH--------------------HDLLPSDAFSVLQDIVSTVDAAGAPPR-----------APHMSMAATS-----LGNSREQSPDRGVG---GG
Os7g03250                         IAVADTLWKATTAPRQQQQHHDDVVLSG--------------------AD---QAAFSVLHDLVAVDAAAAHQQQQ---------QQQHMSMSAASSLVTSLSNSREGSPDRGGG-----
Os3g12950                         TG---TDWRMVLHGSQQQQAAACTEATADLQKGFMGDAHSA-------------LHGIVGFDVESAAADEIDVPGG---------KISGINFSNSSSLVTSLSNSREGSPERLGLA----
Os3g07940                         QISAGGGGASDNSDTASDGHRGAHLLHG-----------LQ-------------YAHAMKFEAGESSGGGGGDGAT---------TNWMAAAAAAAR-----------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      NVATPVNDHGGTFYHTGIPIKPDPADHYWSN-IFGFQA----------------NPKAEMRPLANFGSDLHNPSPG---------YAIMPVMQEGENNFGGSFVGSDGYNNHSAASN---
'At5g17430 '                      QNTAFQHHQGMDLSLLQQQQERYVG------YYNGGNL----------------STESTRVCFKQEEEQQHFLRNS---------PSHMTNVDHHSSTSDDSVTVCGNVVSYGGYQGFAI
'At1g51190 '                      GAASGSSSVASSSRLQLQPYPLSIQQPFEHLHHHQPLLTLQNNNDISQYHDSF---SYIQTQLHLHQQQTNNYLQ--SSSHTSQLYNAYLQSNPGLLHGFVS----DNNNTSG-------
'At3g20840 '                      GGGSSTGSGSTSSRLQLQPYPLSIQQPLEPFLSLQNNDISHYNNNNAHDSSSFNHHSYIQTQLHLH-QQTNNYLQQQSSQNSQQLYNAYLHSNPALLHGLVSTSIVDNNNNNGGSSGSYN
'At5g10510 '                      QQQQQQQLQLQSSPNHSSINFALCPNSAVQ------------------------SQQIIPCGIPFEAAALYHHHQQ--------QQQHQQQQQQQNFFQHFPANAASDSTGSNNNS----
'At5g65510 '                      HNLQQQQLLPSSSPSD-------------Q------------------------NPNSIPCGIPFEPSVLYYH---------------------QNFFQHYPL--VSDST----------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------DGTLTGFGLSCNSPEASSSIVSQPMG----PQWPVHPHSRSMRP-QHPHLYASPCPGFFVNLREAP
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------DNTLAGLQPTCDSPESSNTMASQPMSS--SSPWPGYHQNPAVSF-HHQRLYSSACHGFFPN-HQVQ
Os7g13170                         ------------------------------------------------------DGTLTGFQLNCDSPEASSSVVTQPIS----PQWPVLPQGTSMS--QHPHLYASPCPGFFVNLREVP
'Barley1_18652_Hordeum '          ------------------------------------------------------DNIIAGLQLTFDSPESSTTMVSSQPMS-SSSQWPVH--------------------GFYPNVQVQV
'gi|18476518_Hordeum '            ------------------------------------------------------DNIIAGLQLTFDSPESSTTMVSSQPMS-SSSQWPVHQHGTAVPPQQHQRLYPSACHGFYPNVQVQV
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------DNIIAGLQLTFDSPESSTTMISSQPMSSSSSQWPVHQHGTAVAPQQHQRLYPSACHGFYPNVQVQV
'atr01_4ms1_d10_Amborella '       ----------------------------------------------------------------------DGAGGGTLFSSLSVSFC---------------------------------
'gi|46395278_Pinus_PtAP2L2 '      IVVEPDWKKARCAISTPEDASQQTQLEAPFSYGQLGPYTGLQDRETFSSQGKQTPITFLPRYQVHHPNSEKIQVNGTLNHNPMRLLPNPKDDSIHLTLEQQGLWSRVCPPSFANYKLYSP
Os4g55560                         ------------------------------------------------------------------DDEITGGGGGGTGSDQRVPMAFDLDW-QTAAARSTKAKFLSNGDPGTAGGLSLT
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             NRGQNPSSMQFDVDWRHNGLRPEK--QTAPVDMDA--RRRDNGYNESETLQ---LLSKTHLHSPVSLKHNNSHQLQRFGQYMRPGESHMIQMFPPQFGSSNYQIQFPSGSNGGRIGATNV
'LEtuc02_10_21.11399_Lycopersic ' NRGQNSSSNLQLDGHWG----------------------------------------------------------------------------HQGSSRHNNKVQTPSSNNVGQIGGTSN
'gi|28894444_Antirrhinum_LIPLES ' -DNHSSSSMQLEADWR--QWKPEQ--QLTSNNVGNPG-KQ-YGYNETETL----QLLSQTHLHSP--LKVNNEMHRFGQLGKANEPQMLQMYSKPYAPQNYHQIHHHHQQQQFQGGGGSS
'gi|28894442_Antirrhinum_LIPLES ' FVDQPSSSMTFEVDWRRHGLKPEN---HMTSTDIDNPRRRDNGYSETETL----QLLSQTHLNSPGMLKANDERHRFGQLGKTHEPHMIQMFNTPFTSQNYHQIYHN-----FPAAGASV
'gi|21717332_Malus '              MEHQHSVSMQLDANWRSQGLRPKLNIQRDRSRDDIDAQRR-DGYSESEAM----QLLLRTNLQSQAPAEVHKYG-QFNRRLTAGDIQMSHNFPPNFNSPNYHHIQFPSSSEGGGRIGSDL
'gi|13173164_Pisum '              NVANHDQSNWQNGGNINKPKLVNILPKPYNRPNNMEPYGR-DLHGENEAL----RMLSQTHLQSSSPNGIHRYG--------SLSRSTTNVHSFAHTNHQPPNFHFPSSSYGGRVGSDLS
'At5g67180 '                      --------------------------------------------------------------------------------------------LKSDIASIRSRIRDEERLLGSDLSLAMM
'At4g36920_APETALA2 '             RMNQQQQDSLHSNEVLGLG------------------------------------------------------------------------QTGMLNHTPNSNHQFPGSSNIGSGGGFSL
Os7g39110                         ------SGGERAAGEVLHSAPS--------------------------------------------------------------------------NQRTSLTFMLP-------------
Os6g43220                         ------SGGERAAGEVLHSAPS--------------------------------------------------------------------------NQRTSLTFMLPEEEEMT-------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              SQLNRIEAVTYSNLSQDSKILSCLTSKGAENAVPEFQSLPRGHAVYWNSQ----TLQVPDAMKHKQSHTREDNAYEQTAISGSQLYPDHLSNCKRLNMEGLKEQSLGVPSSTVSFWPMKQ
'gi|46395276_Pinus_PtAP2L1 '      ------------KDNTDGSMRPESDLSTLSEANWKT-------------------------------------LTQPTVPSLMDGLNQSAQSLSCEVPSLQRYQQPAGSCEVPSLQRYQQ
'gi|11181610_Picea_abies '        ------------KDNNDGPMRSESDLCTLSEPDWKTSC-----------------------------------LIKPTVPNLLDGLNQSAQSLSCEVPSLQRYQQ---------------
'GMtuc03_04_25.877_Glycine '      ----------------FG------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      -------------------------------------------------------------------TYETQRGVSLRIDNEYMGKPVNTPLPYGSSDHRLYWNGACPSYNNPAEGRATE



'gi|5360996_Hyacinthus '          --------------------------------------------------------------------PVGVQFHLGSFESSDAKKAMIDTHSSILVGQPHTAAMTSEASRVWSALYPGF
'pam01_2ms1_c06_Persea '          -------------------------------------------------------------------------FRCS--PFTALARTENPASVAMGQLHSLTGAPEHPPAWNGLYPGFSP
'gi|5081557_Petunia '             -----------------------------------------------------------------------SEFQCASIGLPEYRGAMNSPCTTMGSKMPHG----RHLLWNGVNTSVFP
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------QSIP--YNMHPGRSSRMETNVNSVIGDPSLKRLV-VTEERPSVY----STFFPN------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------QSIP--YNMHPGRSSMMETNINSVIGDPSLKRLV-VTEERPSVWNAAYSTFFPN------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------QTVPS-YNMHPGRNLKMETNVNSVIGDPSLKKLV-VTEQRPPMWNATFSSFFPNQ-----------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------RYHP--YDMQDATKPKMDKPGSVIVGSSHLKGLP-MMSQQAQLWTGIYSNFSSSF-----------
'STtuc021023.12365_Solanum '      ------------------------------------------------------QYHP--YDMQEATKSQMDKSGSPIVGSSHYKALPAVTSEQAHLWNGVYSNLIPNY-----------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------RLQCGNFESPEFKKPRMETASHTASAAHHPFGLP--SDQPLPLWTGFRPNFPNYQVGGLCAERVMM
'Barley1_08369_Hordeum '          ------------------------------------------------------QLHHGSYEGSELKRPKVDAPPEMVAIPHRYPVLT----EHPPIWHGQSYPLFLNNE----------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------QLHHGSYEGSELKRPKVDAPPEMVAIPHRYPVLT----EHPPIWHGQSYPLFLNNE----------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------QLHHGSYEGSELKRPKVDAPPEMVAIPHRYPLLT----EHPPIWHGQSYPLFLNNE----------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------QLHHGSYEGSELKRPKVDAPPEMVAIPHRYPLLT----EHPPIWHGQSYPLFLNNE----------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------QLHHGSFEGSESKKTKIDTPSELSGHPHRFPLMT----EHPPAWPAQSHPFFTNHES---------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------QLHHGSFEGSESKKTKIDTPSELSGHPHRFPLMT----EHPPAWPAQSHPFFTNHES---------
'RAV2_gi30697755_At1g68840 '      RQ-----------------LFLSVDANGKRN----------------------------------------------------------------GSSTTQNDKV---------------
'RAV1_gi42562037_At1g13260 '      RRNGNGN------------MTRTLLTSGLSN----------------------------------------------------------------DGVSTTG------------------
'A4_gi30690008_TINY_At5g25810 '   SSSLT--------------FSSSQSSSSLES---------------------------------------------------------------LVSSSATGSEELG-------------
'A4_gi7212005AC023628 '           DDVAG----------------IDDGDDFWEG-----------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     SPRE---------V-----QAAATAAAVAC-------------------------------------------------------------------IPSATAL----------------
'gi|18348070_Physcomitrella '     -------------------QSV--------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' GGVEPMYCLEN--GAEEMKRGVKADKHWLSEFEHN---------------------------------------YWSDILKEKEKQKEQGIVETCQQQQQDSLSVADYGWPNDVDQSHLD
'A5_gi42562576_RAP2.1_At1g46768 ' AEVG------------------ARVDALLAS-----------------------------------------------------------------AAPSMAHS----------------
'B2_gi30695605_RAP2.12_At1g5391 ' SFENMCFMEEKHQVSNNNNNQFGMTNSVDAGCNG----------------------------------------------------------YQYFSSDQGSNSFDCSEFG--------W
'gi|18351137_Physcomitrella '     ASQPE-------------------SSP--------------------------------------------------------------------TSIPVTTLS----------------
'B4_gi42562554_RAP2.6_At1g43160 ' LSYSR---------------CMEQQQPLVG-----------------------------------------------------------------MLQPTEE------------------
'A1_gi18416558_DREB1A_At4g25480 ' TTDHG----------------FDMEETLVEA------------------------------------------------------------------IYTAEQS----------------
'B1_gi2281634_RAP2.5 '            TAGN---------VPPQLELSLGGGGGGSCY-----------------------------------------------------------------QIPMSRPVYFLDLMGIGNVGRG--
'A3_gi18405311_ABI4_At2g40220 '   ATVGGGANFGPYGIPFNNNIFLNGGTSMLCPSYGF---------------------FPQQQQQQNQMVQMGQFQHQQYQNLHSNTNNNKISDIELTDVPVTNSTSFHHEVALGQEQGGSG
'A6_gi2281632_RAP2.4 '            TQKQDKS------TKSSKKREKKVSSPDLSEKV----------------------------------------------------------KAEENSVSIGGSP----------------
'B1_gi42562651_AtERF3_At1g50640 ' DHQQQFP--------IVNRPTSSSMSSTVESFS--------------------------------------------------------------GPRPTTMKPATTKR-----------
'B5_gi42566428_AF080120 '         FSGESTAVKEEFVGVSTAEIVVKKEPSFNGSD---------------------------------------------------------------FSAPLFSDDD---------------

[                                 721       731       741       751       761       771       781       791       801       811       821       831       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------RRSFPEDIQTYFGCQNS----GKLTAEEDDVIFGDLDSFLTPDFYSELNDC------------------------------------
Os9g25600                         TKDD-------------------------GASPQCSFPEDIQTYFGCAAEDGAAGAGYADVDGLFFGDLAAYASPAFHFELDL-------------------------------------
Os6g05340                         ------------------------------ADSDVKEPPPESEYGEVFASDEAAAAAAYGCSMYELDDSFALIDDSVWNCLI--------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          -------------------LVFAKPTNVNACIPSA---------------------------QLRPIPVSISHLPVFAALND--------------------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         -------------------------------------------------------------AELKTVALTLPQMPVFAAWADS-------------------------------------
'gi46395274__Pinus_PtANTL1 '      GLDSSTAAD---SDQSNNEETSRLLTDISGGNNSLLTMSNASNTGPVESPVNSASENEEGHHRKIPVYDNMMPAGEFPQALFFSSPQQASKLVKYENGSTTLSPWMIPPNTVPPLQSRPN
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           PV------------NCDAYAASEFDYNARNHYYFAQ---QQQTQQSPGGDFPAAMTNNVGSNMYYHGEGGGEVAPTFTVWNDN-------------------------------------
'gi|21069053_Brassica '           PV------------NCDAYAASEFDYNARNHYYFAQ---QQQTQHSPGGDFPAAMTNNVGSNMYYHGEGGGEVAPTFTVWNDN-------------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      -------------------------------------------------------LADPILWT-------------PFLPSGSSLTSEVTKTETSCS-----------------------
'At1g79700 '                      ---------------------------------RRSFPDDIQTYFGCQDS----GKLATEED-VIFDCFNSYINPGFYNEFDYGP-----------------------------------
Os8g34360                         PKDDQYNVD-----------------MSSVAAARCSFPDDVQTYFGLDDD----GFGYPEVDTFLFGDLGAYAAPMFQFELDV-------------------------------------
Os12g03290                        GNSMDNSGM-----------------AEYNLFEECNMLEKDISDFLDKDISDFLDKDISISDRERISPQANNISCPQKMISVCN------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ESFLDAPG------------------------PAAAAAAAAMPDDVERAVQRAPSAASRRANAAAVSYAISSLASGRWW-----------------------------------------
Os11g19060                        GTNGFHGLP--------GGISYAMPVATAVDQG-QGIHGYGEDG-VAGIDTTHDLYGSRN-VYYLSEGSLLADVEKEGDYGQSVGGNSWVLPTP--------------------------
Os2g40070                         GGGGYQGLGGNAFLMPASTVVADQGHSSTATNHGNTCSYGNEEQGKLIGYDAMAMASGAAGGGYQLSQGS-ASTVSIARANGYSANWSSPFNGAMG------------------------
Os6g44750                         SGSNSNSSS--------SSAIWGTAAGAAMGRQQNGGSSNKQSNSYSGNNIPYAAAAAMTSG-SALYGGSTGSNGTWVASNTSTAPHFYNYLFGME------------------------
Os1g67410                         GGGGYIMAP--------MSAVSATATAVASSHDHGGDGGKQVQMGYDSYLVGADAYGGGGAGRMPSWAMTPASAPAATSSSDMTGVCHGAQLFSVWNDT---------------------
Os3g56050                         GGGGVLATLFAK---PAAASKLYSPVPLNTWASPSPAEQRVGFAKPNSLWWCLSSQSKLKAHSRSNGGRKPSRGSEKNPPNPCMTFSASLDRTNEFEDATLHVDVILLKVHLVYTLGVSS
Os7g03250                         -----LSMLFAK---PSPAVAASAQQQASTKLMAAPLPLG--------------SWVSSPPASARPPAVSIAHMPLFAAWTDA-------------------------------------
Os3g12950                         -------------------MLYAKHHPTAVSLAAMNPWMP---------------MPAPAAAHVMRPPSAIAHLPVFAAWTDA-------------------------------------
Os3g07940                         -------------------------------------------------------------PVAGIPTTVHHQLPVFALWND--------------------------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------



'At5g57390 '                      ---------------PVSAIPLSSTTTMSNGNEGYGGNIN------------WINNNISSSYQTAKSNLSVLHTPVFGLE----------------------------------------
'At5g17430 '                      PVGTSV--------NYDPFTAAEIAYNARNHYYYAQHQQQQQIQQSPGGDFPVAISNNHSSNMYFHGEGGGEGAPTFSVWNDT-------------------------------------
'At1g51190 '                      ------------------FLGNNGIGIGSSSTVGSSAEEEFPAVKVDYDMPPSGGATGYGGWNSGESAQGSNPGGVFTMWNE--------------------------------------
'At3g20840 '                      TAA---------------FLGNHGIGIGSSSTVGS--TEEFPTVKTDYDMPSSDGTGGYSGWTS-ESVQGSNPGGVFTMWNE--------------------------------------
'At5g10510 '                      -------------------------------------------------------------NVQGTMGLMAPNPAEFFLWPNQSY-----------------------------------
'At5g65510 '                      --------------------------------------------------------------IQAPM-----NQAEFFLWPNQSY-----------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        MQEEENRSEPAC------PQPFP-SWAWQTQGSR---APVLPA-----TTAASSGFSTAAATGVDAATAGHSVPPPSGSLRQFSGYHQLRFPPTA-------------------------
'ZMtuc02_12_23.7359_Zea '         ERPVERRPE-LG------AQPFP-SWAWQAQGS----PHVPLH-----HSAASSGFSTAAG-------ANGGMPLPSHPPAQFPTTTNPFFFP---------------------------
Os7g13170                         ---MEKRPE-LG------PQSFPTSWSWQMQGS-----PLPLL-----PTAASSGFSTGTV--------ADAARSPSSRPHPFPGHHQFYFPPTA-------------------------
'Barley1_18652_Hordeum '          QERPLEPRPPE-------PSSFP-GWGWHAQAVPPGSSHSPLL-----YAAASSGFSTAAG---------ANPAPPAVVPRPSPPLLLPRPPDN--------------------------
'gi|18476518_Hordeum '            QERPLEPRPPE-------PSSFP-GWGWHAQAVPPGSSHSPLL-----YAAASSGFSTAAG---------ANPAPPAVVPRPSPPLLLPRPPDN--------------------------
'TAtuc03_04_26.7877_Triticum '    QERPMEARPPEQ------PSSFP-GWGWQAQAMPPGSSHSPLL-----YAAASSGFSTAAAG--------ANLAPPPPYPDHHR-FYFPRPPDN--------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      NGGLQGQGGSGLSSPLSSSIEHQSSWPWKLYTNGSSASML---------AAASSGFSPQAQITVAHPSDWLHKLQGAQSMGTTQLSAPKSASQRQNLHSIQASLSGQVLGLGLNLSTKSK
Os4g55560                         IGAGMAGHWPPQ------QQQGWGNAGGMSWPLPPHPPPPPTN-----AAAAATATAAAASSRFPPYIATQASTWLQKNGFHSLTRPT--------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             GDL-------------------SLSSSNASSQWQSNLPPQIFA-----AAAASSGFSQQIVRPQNW---------SSENGFHHFLMRPS-------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ----------------------------------FQNNYEIIA-----TAAASSGFPQQIIRTQN-------------NGFHHYFMRP--------------------------------
'gi|28894444_Antirrhinum_LIPLES ' SSTNVVINGKSV------GGVGEASSVSRNEQQWQMNYHHQFA-------AASSGFPQAQAQIIK--PQN--WLQIKKNGIHPSTLMRP-------------------------------
'gi|28894442_Antirrhinum_LIPLES ' SGS------RNV------NGGEFNNYVARNEQQWQMNHHQLFA-----SAAASSGFPHAPPLLSSSRPRD--WP-LQKNGFHSSYNIRPS------------------------------
'gi|21717332_Malus '              SLS---------------------TSDHQQQWQSATPTSNLFA-----TAAASSGFPPQLRPLPTQN------SWLQKNGFHTLARR---------------------------------
'gi|13173164_Pisum '              LST---------------------NNHQQQQQQWQPGSHYLSS-----AAAASSGFPPQIRTPSSQ-------TWLHKNGFHTLMRPS--------------------------------
'At5g67180 '                      TTT------------------------VRSEKQQSDGGGNRVV-----GMAASSGFSPQPSPYRIP------------RTFHFSRP----------------------------------
'At4g36920_APETALA2 '             FPA-----------------------AENHRFDGRASTNQVLT-----NAAASSGFSPHHHNQIFNSTSTPHQNWLQTNGFQPPLMRPS-------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         -------------------------ACHRQRSIWARPSLAPAM-----PDGGAVIRPDQHQHHPSSRNMLLMWCSYIDLPEITGPE----------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              QSGWTWQL--------------------HASGPTTPVFTTN--------RSPASGFSPQIHTAFVPSTHGCHKMGVHWAAQSTDPCMVQTPSPHLATRLTSGPDSGDHPVGLTLDLPGKK
'gi|46395276_Pinus_PtAP2L1 '      PPGWVWQL--------------------PTNRPAP--PSPMIE------SAASSGFSPQI--FSSTTSPSSEWLQKRGFHFLFQPALMQTKNILHSTTAPALINTYG--------KKTGD
'gi|11181610_Picea_abies '        SPGWVWQL--------------------PTNRPAAPHPPPMIE------SAASSGFSPQI--YSSTTSPSPEWLQKRGFHFLFQPALMQTKNILHSPTAPALINTYG--------KKPSD
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      KRSEAEGMMSNW------GWQRPGQTSAVRPQPPGPQPPPLFS-----VAAASSGFSHFRPQPPNDNATRGYFYPHP-------------------------------------------
'gi|5360996_Hyacinthus '          YPPIELRAKDKM---SMVGSAALPNWTWQLH----GPMPSPMF------TAASSGFATTHATSSITPPASHHLQFPPPPNTNYYSR----------------------------------
'pam01_2ms1_c06_Persea '          NLKERAVERAEL------HPPPLPNWAWQLQ----GSTAMPLF-----PSAASSGFSTTTAT--------TAAFPPLHPQ--SNGHFPTYCYR---------------------------
'gi|5081557_Petunia '             TFKGTAIG-KGM------EVDSAPNWTWQDQNLYGGSSSVPLF-----STAASSGFANSTTADVHQHYFSTGPLPYHHSPSLANMNFAQYYCRS--------------------------
'GMtuc03_04_25.28779_Glycine '    LERAERMGIDPS------KGVPN--WAWQTNGQVNAT-PVPPF-----STAASSGFSISATFPSTAIFPTKSMNPIPQSFCFTS-HSTPGSNAP-QFYYEVKSSQAPSQPLSCNTSINGS
'GMtuc02_10_21.14413_Glycine '    LERAERMGTDPS------KGVPNPNWAWQTHGQVTDT-PVPPF-----STAASSGFSISATFPSTAIFPTKSINSVPHSLCFTS-PSTPGSNAP-QFYNYYE------------------
'MTtuc03_04_26.7790_Medicago '    QERAERIGIDPS------KGHPN--WGWQGHNQGTVS-PVPQF-----SSAASSGFSISATFPPNAIFQTQPINSIPQSLCFT-----PGSNASSQYYYQVKSSQAPP------------
'STtuc02_10_23.1438_Solanum '     EGRAYDKRKDTV------SSQGPPNWALQMASQVDTTNPLTMF-----CTAASSGFFIPSTTSITSSASALATSTNASQCFYQINPRLPPP-----------------------------
'STtuc021023.12365_Solanum '      EERVSGKRIDVG------TSHGHPNWAMQMHSQVGTT-PMSMF-----SAAASSGFSTPATT---ASASQMS------------------------------------------------
'nad03_31ms3_d04_Nuphar '         TEEATSAANNCI------QQSPMSGWGWPATTSPVPA-PL--F---PSSAAASSGFSTQTPQPIAASAFPLPTNLRFSFPSS--------------------------------------
'Barley1_08369_Hordeum '          DAARDHSRRPEV------ATGGVPTWAWRVSHPPP-TQPMPLF-SSSSSAAASSGFSKTAAAAAPAAPSASFRFDPMAPSSSSSNQHHHHHPR---------------------------
'HVtuc02_11_10.2029_Hordeum '     DAARDHSRRPEV------ATGGVPTWAWRVSHPPP-TQPMPLF-SSSSSAAASSGFSKTAAAAAPAAPSASFRFDPMAPSSSSSNQHHHHHPR---------------------------
'TAtuc03_04_26.3851_Triticum '    EAARDHSRRPEV------ATGAVPTWAWRVSHPPP-TQPMPLF-SSSSSAAASSGFSKTAAAAAPGAPSASFRFDPMAPSSSSSNQHHHH-PR---------------------------
'TAtuc03_04_26.3852_Triticum '    EAARDHSRRPEV------ATGAVPTWAWRVSHPPP-TQPMPLF-SSSSSAAASSGFSKTAAAAAPGAPSASFRFDPMAPSSSSSNQHQH-------------------------------
'SBtuc02_10_21.6764_Sorghum '     TSSRDLNRRPE---------GGAPSWAWKVTAAPPHTLPLPLFSSSSSSAAASSGFSNTATTAA---PSASLRFDAPPSSSSS---HHHRR-----------------------------
'SPtuc02_10_22.3366_Solanum '     TSSRDLNRRPE---------GGAPSWAWKVTAAPPHTLPLPLFSSSSSSAAASSGFSNTATTAA---PSASLRFDAPPSSSSS---H---------------------------------
'RAV2_gi30697755_At1g68840 '      --LKTREVLFEKAVTPSDVG-------KLNRLVIPKQHAEKHFPLPSPSPAVTKGVLINFEDVNGKVWRFRYSYWNSSQSYVLTKG----------------------------------
'RAV1_gi42562037_At1g13260 '      --FRSAEALFEKAVTPSDVG-------KLNRLVIPKHHAEKHFPLPS-SNVSVKGVLLNFEDVNGKVWRFRYSYWNS-------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   --EIVELPSLGSSYDGLTQLG--------NEFIFSDSADL-----WPYPPQWSEGDYQMIPASLSQDWDLQGLYNY--------------------------------------------
'A4_gi7212005AC023628 '           ----IELPELMMSGGGWSP----------EPFVAGDDAT-----------WLVDGDLYQYQFMACL------------------------------------------------------
'gi|19789524_Physcomitrella '     -----TVANFQSPAQTLES----------SPLHSSPSSS-----DMSS------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' SSDMFDVDELLRDLNGDDVFAGLNQDRYPGNSVANGSYRPESQQSGFDPLQSLNYGIPPFQLEGKDGNGFFDDLSYLDLEN---------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' -----TPPVIKPDLNQIPE-----------------SGDI--------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' SDQAPITPDISSAVINNNNSALFFEEANPAKKLKSMDFETPYNNTEWDASLDFLNEDAVTTQDNGANPMDLWSIDEIHSMIGGVF-----------------------------------
'gi|18351137_Physcomitrella '     -----TSTSFLSQSSGRS----------IQS-----------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' -----ENHFFEKPWTEYDQYN-------------YSSFG---------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' -----ENAFYMHDEAMFEMP-----------SLLANMAEG--MLLPLPSVQWNHNHEVDGDDDDVSLWSY--------------------------------------------------
'B1_gi2281634_RAP2.5 '            -QPPPVTSAFRSPVVHVAT-----------KMACGAQSDS-----DSSSVVDFEGGMEKRSQTVRSRS----------------------------------------------------



'A3_gi18405311_ABI4_At2g40220 '   CNNNSSMEDLNSLAGSVGSSLSITHPPPLVDPVCSMGLDPGYMVGDGSSTIWPFGGEEEYSHNWGSIWDFIDPILGEFY-----------------------------------------
'A6_gi2281632_RAP2.4 '            -----PVTEFEESTAGSSP---------LSDLTFADPEEP-----PQWNET--FSLEKYPSYEIDWDSILA-------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ---YPRTPPVVPEDCHSDCDS--------SSSVIDDDDDIASSSRRRNPP---FQFDLNFPPLDCVDLFNGADDLHCTDLRL--------------------------------------
'B5_gi42566428_AF080120 '         ---VFGFSTSMSESFGGDLFG--------DNLFADMSFGSGFGFGSGSG----FSSWHVEDHFQDIGDLFGSDPVLTV------------------------------------------

[                                 841       851       861       871       881       ]
[                                 |         |         |         |         |        ]
'At1g16060 '                      ------------------------------------------------
Os9g25600                         ------------------------------------------------
Os6g05340                         ------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------
'gi|38492172_Nicotiana '          ------------------------------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------
'At4g37750_AINTEGUMENTA '         ------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      LSVGHLPMFALWNE----------------------------------
'gi|18356869_Physcomitrella '     ------------------------------------------------
'gi|21069051_Brassica '           ------------------------------------------------
'gi|21069053_Brassica '           ------------------------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------
'At2g41710 '                      ------------------------------------------------
'At1g79700 '                      ------------------------------------------------
Os8g34360                         ------------------------------------------------
Os12g03290                        ------------------------------------------------
Os12g03290_1                      ------------------------------------------------
'At3g54320 '                      ------------------------------------------------
Os1g59780                         ------------------------------------------------
Os11g19060                        ------------------------------------------------
Os2g40070                         ------------------------------------------------
Os6g44750                         ------------------------------------------------
Os1g67410                         ------------------------------------------------
Os3g56050                         VAASPRVTEDVALSCVFLHYSLTWELIPSAQPSFVRYVQPSSECKLTD
Os7g03250                         ------------------------------------------------
Os3g12950                         ------------------------------------------------
Os3g07940                         ------------------------------------------------
'At1g72570 '                      ------------------------------------------------
'At5g57390 '                      ------------------------------------------------
'At5g17430 '                      ------------------------------------------------
'At1g51190 '                      ------------------------------------------------
'At3g20840 '                      ------------------------------------------------
'At5g10510 '                      ------------------------------------------------
'At5g65510 '                      ------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------
Os7g13170                         ------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      AELCSSKDTVRSKSLKGVVGDGRSFGVKDR------------------
Os4g55560                         ------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------
'At5g67180 '                      ------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------
Os7g39110                         ------------------------------------------------
Os6g43220                         ------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------



'gi|11181612_Picea '              IKRSSVQRDKVD------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      HSLNLSLG----------------------------------------
'gi|11181610_Picea_abies '        HSLNLSLG----------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------
'At2g39250 '                      ------------------------------------------------
'At3g54990 '                      ------------------------------------------------
'At5g60120 '                      ------------------------------------------------
'At2g28550 '                      ------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    PPHKF-------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------

;
End;



#NEXUS

Begin DATA;
Dimensions ntax=99 nchar=2664;
Format datatype=NUCLEOTIDE interleave gap=-;
Matrix
[                                 1         11        21        31        41        51        61        71        81        91        101       111       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ATGAAGATGAAGTCTATGAATGATGATAACAACAATTGCAGCAGCCACAGAAGTAGCAATAATAATAATAATAATAATAGTAATAGTCATAATGATGCTAGTAGTAACTGGTTAGGATTT
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ATGAAG---------------------------------------------------------TCTTTTTGTGATAATGATGATAATAATCATAGCAACACGACTAATTTGTTAGGGTTC
'gi46395274__Pinus_PtANTL1 '      ATGCAG------------------------------------------------------------------------------------------------------------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ATGAAT------------------------------------------------------------------------------------------------AATAACTGGTTAGGCTTT
'gi|21069053_Brassica '           ATGAAT------------------------------------------------------------------------------------------------AATAACTGGTTAGGCTTT
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        ATGGCC------------------------------------------------------------------------------------------TCCATCACCAACTGGCTCGGCTTC
Os2g40070                         ATGGCT------------------------------------------------------------------------------------------TCTGCAAACAACTGGCTGGGCTTC
Os6g44750                         ATGGAC------------------------------------------------------------------------ATGGACATGAGCTCGGCTTATCCTCACCATTGGCTCTCCTTC
Os1g67410                         ATGGCC------------------------------------------------------------------------------------------ACCATGAACAACTGGCTGGCCTTC
Os3g56050                         ATGGCC------------------------------------------AGTGGCAACAGCAGCAGCAGCAGCGGCAGCATGGCTGCCACCGCCGGAGGTGTCGGCGGCTGGCTGGGATTC
Os7g03250                         ATGACG------------------------------------------------AACAGCAACAATGGCAATGGCGGCACGAACGCGGCGGCGAGT---------GGATGGCTGGGCTTC
Os3g12950                         ATGTCG------------------------------------------------------------------------------------------------------------TCTCCT
Os3g07940                         ATGGAC------------------------------------------------------------------------------------------ATGAACAGTGGTTGGCTTGGCTTC
'At1g72570 '                      ATGAAG---------------------------------------------------------------------------------------------------AAATGGTTGGGATTT
'At5g57390 '                      ATGAAG---------------------AACAATAACAACAAATCTTCTTCTTCTTCTAGCTATGATTCTTCTTTGTCTCCTTCTTCTTCATCCTCCTCCCACCAGAACTGGCTCTCTTTC
'At5g17430 '                      ATGAAC------------------------------------------------------------------------------------------TCGATGAATAACTGGTTAGGCTTC
'At1g51190 '                      ATGAAT------------------------------------------------------------------------------------------TCT---AACAACTGGCTCGCGTTC
'At3g20840 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g10510 '                      ATGGAG------------------------------------------------------------------ATGTTGAGGTCATCTGATCAGTCTCAGTTTGTCTCCTATGACGCTTCT
'At5g65510 '                      ------------------------------------------------------------------------------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------------------------------------------------------------------------------------------------------
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------------------------------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------



'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ------------------------------------------------------------------------------------------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------------------------------------------------------------------------------------------
'gi|11181610_Picea_abies '        ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 121       131       141       151       161       171       181       191       201       211       221       231       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          TCTCTCTCA---------------------------------CCCCACATGAAAATGGAGGTTACTTCTTCTGAACCTCAACACCAACATCATCAGTTCAATAATCAGAGCTCTGCTCTT
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         TCATTGTCTTCAAATATGATGAAAATGGGAGGTAGAGGAGGT------------------------------------AGAGAAGCTATTTACTCATCTTCAACTTCTTCAGCTGCAACT
'gi46395274__Pinus_PtANTL1 '      ------------------------------------------------------------------------------------------------------------------GCAGAG
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           TCTCTCTCTCCTTATGAACAAAAT---------------------------------------------------------------CACCATCGTAAGGACGTCTACTCTTCCACCACC
'gi|21069053_Brassica '           TCTCTCTCTCCTTATGAACAAAAT---------------------------------------------------------------CACCATCGTAAGGACGTCTGCTCTTCCACCACC
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------



Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        TCCTCCTCC---------------------------------------------------------TCCTTCTCCGGCGCCGGCGCCGACCCCGTCCTGCCCCACCCGCCGCTGCAAGGC
Os2g40070                         TCGCTCTCCGGCCAAGAGAATCCGCAGCCTCACCAGGAT------AGCTCGCCTCCGGCAGCCATCGACGTCTCCGGCGCCGGCGACTTCTATGGCCTGCCGACGTCGCAGCCGACGGCG
Os6g44750                         TCCCTCTCT---------------------------------------------------------------------------------------------------------------
Os1g67410                         TCCCTCTCC---------------------------------------------------------------------------------------------------------------
Os3g56050                         TCGCTGTCGCCGCACATGGCGACGTACTGCGCCGGCGGCGTCGACGATGTCGGCCACCACCACCACCACCACGTGCACCAGCATCAGCAGCAGCATGGAGGT------------GGGCTG
Os7g03250                         TCGCTGTCGCCTCACATGGCCTCCTCCACCATGGACGAACACCACCACGTGCACCACCACCAACAGCAACAGCAGCAGCAGCAGCAGCAGCAGCATCACCAGCAGCAGCAACATGGTTTG
Os3g12950                         CCCGACAGCGCCACGACCTGCAACTTCCTCTTCTCCCCTCCT---------------------------------------------------------GCAGCACAGATGGTCGCTCCT
Os3g07940                         TCCTTGTCTTCTTCCTCGGCGAGGGGTTATGGAGACGGC---------------------------------------------------------------------------------
'At1g72570 '                      TCATTGACACCTCCTTTGAGAATCTGCAATAGTGAAGAAGAA------------------------------------------------------------------------------
'At5g57390 '                      TCTCTCTCC---------------------------------------------------------------------------------------------------------------
'At5g17430 '                      TCTCTCTCTCCTCATGATCAAAAT---------------------------------------------------------------CATCACCGTACGGATGTTGACTCCTCCACCACC
'At1g51190 '                      CCTCTATCA---------------------------------------------------------------------------------------------CCAACTCACTCTTCTTTG
'At3g20840 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g10510 '                      TCCGCCGCTTCCTCCTCTCCTTATCTCCTCGATAATTTCTATGGTTGGTCAAACCAAAAACCTCAGGAGTTTTTCAAAGAAGAAGCTCAGTTAGCAGCAGCAGCTTCAATGGCGGATTCA
'At5g65510 '                      ------------------------------------------------------------------------------------------------------------ATGGCGGATTCA
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------------------------------------------------------------------------------------------------------
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------------------------------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ------------------------------------------------------------------------------------------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------------------------------------------------------------------------------------------
'gi|11181610_Picea_abies '        ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------



'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 241       251       261       271       281       291       301       311       321       331       341       351       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          GCTCAAAGTTTCTATCTTTCATCTTCTCCTATGAATGTGACTTCAAATACCTCTGCTCTGTGTTATGGTGTTGGAGAGAATAATCCCTTTGGCCATTCTTCTTTATCTGTTATGCCTCTC
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         TCTTCTTCTTCTGTTCCACCTCAACTTGTTGTTGGTGACAACACTAGCAACTTTGGTGTTTGCTATGGATCTAACCCAAATGGAGGA---ATCTATTCTCACATGTCTGTGATGCCACTC
'gi46395274__Pinus_PtANTL1 '      GAGGTCCCTAGCCCTTGGATCGATTCTCAATCTTATGAAGCCCAACCGAGGTCTCTGCAGATGCAGCAGGAGCACCATGATCTTTGCGAGTTTGTCCAAGAGTCCCAACAGATGCCTTTT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ACAACCGTCGTAGATGTCGCCGGAGAGTACTGTTACGATCCGACCGCTGCCTCCGATGAGTCTTCAGCCATCCAAACATCGTTTCCTTCTCCCTTTGGTGTCGTCGTCGATGCTTTCACC
'gi|21069053_Brassica '           ACAACCGCCGTAGATGTCGCCGGAGAGTACTGTTACGATCCGACCGCTGCCTCCGATGAGTCTTCAGCCATCCAAACATCGTTTCCTTCTCCCTTTGGTGTCGTCCTCGATGCTTTCACC
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        AAGACCAGCCATCTC------------------------------------------------------------------------------ATGCACCAGTGGGGGAGCGCTTATGAG
Os2g40070                         GCCGACGCGCACCTCGGCGTGGCGGGGCATCATCACAACGCCTCGTATGGCATCATGGAGGCCTTCAATAGGGGAGCTCAAGAGGCACAAGATTGGAACATGAGGGGGCTGGACTACAAC
Os6g44750                         ---------------------------------------------------------AACAACTACCACCATGGCCTCCTTGAGGCCCTCTCTACCACATCTGCACCTCCACTTGGA---
Os1g67410                         ---------------------------CCGCAGGATCAGCTCCCGCCGTCTCAGACCAACTCCACTCTCATCTCCGCCGCCGCCACCACCACCACCGCCGGCGACTCCTCCACCGGCGAC
Os3g56050                         TTCTACAACCCTGCCGCCGTCGCCTCCTCCTTCTACTACGGCGGCGGGCATGACGCCGTCGTCACCTCCGCGGCCGGCGGCGGATCGTACTATGGCGCCGGGTTCTCCTCCATGCCGCTC
Os7g03250                         TTCTTCCCTTCGGTGACCACCGCCGCCGCCGCCGCCGCGTATGGGCTCGCCGGCGACGTCGTGGCCGCCACCAATGGG---------TACTAC---TCCCAGCTCGCCTCCATGCCGCTC
Os3g12950                         TCACCTGGCTACTACTACGTCGGCGGCGCCTACGGAGACGGGACCAGCACCGCCGGCGTC---------------------------TACTAC---TCGCACCTCCCTGTCATGCCTATC
Os3g07940                         ------TGTGGTGAGGGAAATGGAGGTGGAGATGGAGATGGCTCGTGCTCGTCGCCTGTTGCAGCTTCA------------------------------CCTCTCGTGGCTATGCCGTTG
'At1g72570 '                      ---GAACTTAGGCATGACGGTTCCGATGGTACTCTCTTCTTCACACATCATCCCCCTGTTTGGAGA------------------------------TATGATATTAACTTTGATCATCAT
'At5g57390 '                      ------------------AACAATAACAACAACTTCAATTCTTCCTCAAACCCTAATCTCACTTCCTCCACATCAGATCATCATCATCCTCACCCTTCTCACCTCTCTCTCTTTCAAGCT
'At5g17430 '                      AGAACCGCCGTAGATGTTGCCGGAGGGTACTGTTTTGATCTGGCCGCTCCCTCCGATGAATCTTCTGCCGTTCAAACATCTTTTCTTTCTCCTTTCGGTGTCACCCTCGAAGCTTTCACC
'At1g51190 '                      CCGCCTCACATTCACTCTTCACAAAATTCTCATTTCAATCTAGGTTTGGTCAACGACAATATCGACAACCCTTTTCAAAACCAAGGATGGAATATGATCAATCCACATGGTGGAGGCGGC
'At3g20840 '                      ---------------------------------------------------------------------------------------------ATGATCAATCCACACGGTGGAGGAGGA
'At5g10510 '                      ACAATCTTAACAACATTCGTAGACCCACAATCTCATCATTCTCAGAATCACATC------------------------------------------------------------------
'At5g65510 '                      ACAACCTTATCTACTTTTTTCGAT------------CATTCTCAGACTCAGATT------------------------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------------------------------------------------------------------------------------------------------
Os4g55560                         ---------------------------------------------------------------------------------------ATGGAGTCGTTCTCTTTCCACGTCTTTCCCCAC
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------------------------------------------



'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------------------------------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ------------------------------------------------------------------------------------------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------------------------------------------------------------------------------------------
'gi|11181610_Picea_abies '        ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 361       371       381       391       401       411       421       431       441       451       461       471       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          AAATCTGATGGCTCTCTTTGCATTATGGAAGCTCTCTCAAGATCTCATGCAGATGCTATGGTGCAAAGT---TCTTCTTCACCTAAGCTTGAGGACTTTTTAGGT---------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         AGATCTGATGGTTCTCTTTGCTTAATGGAAGCTCTCAACAGATCTTCTCACTCGAATCACCATCAA------GATTCATCTCCAAAGGTGGAGGATTTCTTTGGG---------------
'gi46395274__Pinus_PtANTL1 '      CAGGTTCAGCTTGACCCAAATTCTAATGATACTATGTTTGCG------------------------------------------------------------------------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           AGAGACAACAATAGTCACTCCCGAGATTGGGACATCAATGGTTGTGCATGCAATAACATCCACAACGATGAGCAAGATGGACCAAAGCTTGAGAATTTCCTTGGC---------------



'gi|21069053_Brassica '           AGAGACAACAATAGTCACTCCCGAGATTGGGACATCAATGGTAGTGCATGTAATAACATCCACAATGATGAGCAAGATGGACCAAAACTTGAGAATTTCCTTGGC---------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        GGCGGCGGC---------------------ACGGTGGCGGCCGCCGGCGGGGAG---------------GAGACGGCGGCGCCGAAGCTGGAGGACTTCCTCGGC---------------
Os2g40070                         GGCGGCGCCTCG------GAGCTGTCGATGCTCGTCGGCTCCAGCGGCGGCAAGAGGGCGGCGGCGGTGGAGGAGACCGAGCCGAAGCTGGAGGACTTCCTCGGCGGC------------
Os6g44750                         ---------------------------------------------------------GAGGAGGGGCCAGCGGAGGGCGCTCCGAAGATGGAGGATTTCCTCGGCGGCCTA---------
Os1g67410                         GTCTGCTTCAACATCCCCCAAGATTGG---------------AGCATGAGGGGATCGGAGCTCTCGGCGCTCGTCGCCGAGCCGAAGCTGGAGGACTTCCTCGGCGGCATCTCCTTCTCG
Os3g56050                         AAGTCCGACGGCTCGCTCTGCATCATGGAGGCACTCCGGGGAGGCGACCAAGAACAGCAAGGGGTGGTGGTGTCGGCGTCGCCCAAGCTGGAGGATTTCCTAGGC---------------
Os7g03250                         AAGTCCGACGGCTCGCTCTGCATCATGGAGGCTCTCCGGAGAACCGATCAAGATCATCACGGG------------------CCCAAGCTTGAGGACTTCCTCGGC---------------
Os3g12950                         AAGTCCGATGGCTCCCTCTGCATCATGGAAGGCATGATGCCG------------------------------TCGTCATCGCCAAAGCTCGAGGACTTCTTGGGG---------------
Os3g07940                         CACTCTGATGGATCTGTGCACTATGATGCTCCAGATTGGAGGCATGCAGAGGCCAAA---------------------GACCCCAAGCTTGAGGACTTCATGAGC---------------
'At1g72570 '                      CATCATGATGAAGACGTT---------------------------------------------------------------CCAAAGGTGGAAGATCTCCTCTCA---------------
'At5g57390 '                      TTCTCCACTTCTCCAGTCGAACGGCAAGATGGGTCACCGGGA------------------------------------------------------------------------------
'At5g17430 '                      AGAGACAATAATAGTCACTCCCGAGATTGGGACATCAATGGTGGTGCATGCAATAACATTAACAATAACGAACAAAATGGACCAAAGCTTGAGAATTTCCTCGGC---------------
'At1g51190 '                      ---GAAGGTGGAGAGGTT---------------------------------------------------------------CCAAAAGTGGCTGATTTCTTAGGA---------------
'At3g20840 '                      GATGAAGGAGGAGAGGTT---------------------------------------------------------------CCAAAAGTGGCCGATTTTCTCGGT---------------
'At5g10510 '                      ---------------------------------------------------------------------------------CCAAAGCTCGAAGATTTTCTCGGT---------------
'At5g65510 '                      ---------------------------------------------------------------------------------CCAAAGCTGGAAGATTTCCTCGGT---------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ---------------------------------GCGCAGGGCCCTCTCCTCGTCCTCCTCCAGTCCTCATCCCCATGGCCACCACCACCGCCTCCACCCCCCACCACTACTTCTACTCCT
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------------------------------------------------------------------------------------------------------
Os4g55560                         ACTGCCAAGAGTCCAAGACCCAACAAGGGGGAGGACGGAGGAGGCGAGGCAGAGGCATCTCACCGAAGGGGGAAGGGCGACGCCATGTGGGACCTCAATGACTCGCCGGCG---------
'LEtuc02_10_21.9228_Lycopersico ' ---------------------------------ATTGTTTTCTGTTTTTATAATTTGGATTGGGTATTTTTTGTAGAGAGAAAAATGTGGGATCTAAATGAATCAGAAGAA---------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------ATGTGGGATCTAAATGATTCTCCAGAT---------
'LEtuc02_10_21.11399_Lycopersic ' ---------------------------GTCACTTGCAACCAAATATCGAAAAATACACTCATTTTAATTCTATCGACAAAAGAAATGTGGAATTTAAATGATTCCCCTGAT---------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------ATGTGGGATCTCAACGATTCGCCGGAT---------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------ATGTGGGATCTGAACGATTCACCGGAT---------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------ATGTGGGATCTCAATGACTCGCCTGAT---------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------ATGTGGGATCTTAATGGTTCGCCGTCT---------
'At5g67180 '                      ------------------------------------------------------------------------------------ATGTGGAACCTTAACGACTCACCCGAT---------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------ATGTGGGATCTAAACGACGCACCACAC---------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ---------------------------------------------------------------------ATGATGACTGTAGACACTTCTAGTATTGAGCCGGTCGGGAAAATCGCCCCC
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------------------------------------------------------------------------ATGCCGGAGACTAACAAG
'gi|11181610_Picea_abies '        ------------------------------------------------------------------------------------ATGTGGGATCTGAATCATATCCCGGAGGCTACCAAG
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------ATGTTGGACCTCAACCTCGGAATCTTG---------
'At3g54990 '                      ------------------------------------------------------------------------------------ATGTTGGATCTTAACCTAAAGATCTTT---------
'At5g60120 '                      ------------------------------------------------------------------------------------ATGCTGGATCTCAATCTCGACGTCGAC---------
'At2g28550 '                      ------------------------------------------------------------------------------------TACTTAGATCGGCAGACATCAGACAAC---------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------ATGTTTGACCTTAATCTTTGTTTCGAA---------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------



'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 481       491       501       511       521       531       541       551       561       571       581       591       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ------------------------------------------------GGTGCAAGTCAATATGGAAATCATGAAAGGGAAGCTATGGCTCTAAGCTTAGACAGCTTATATTATCACCAA
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ------------------------------------------------ACCCATCACAACAACACAAGTCACAAAGAAGCCATGGATCTTAGCTTAGATAGTTTATTCTACAACACCACT
'gi46395274__Pinus_PtANTL1 '      ------------------------------------------------------------------------------------------------------------------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ------------------------------------------------------------------------------------------------------------------------
'gi|21069053_Brassica '           ------------------------------------------------------------------------------------------------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        ------------------------------------------------------------------------------------------------------------------------
Os2g40070                         ------------------------------------------------------------------------------------------------------------------------
Os6g44750                         ------------------GGCGGAGGCGGCGGCGCCGTCGCCGCCGCTCCGGCAGCTGCCCCGGAG------------------------------------------------------
Os1g67410                         GAGCAGCAGCATCATCACGGCGGCAAGGGCGGCGTGATCCCGAGCAGCGCCGCCGCTTGCTACGCGAGCTCCGGCAGCAGCGTCGGCTACCTGTACCCTCCTCCAAGCTCATCCTCGCTC
Os3g56050                         ------------------------------------------------GCGGGC---CCCGCCATGGCGCTGAGCCTGGACAAC---TCCGCCTTCTACTACGGCGGCCACGGTCACCAC
Os7g03250                         ------------------------------------------------GCGGCGCAGCCGGCGATGGCGCTGAGCCTGGACAACACCTCCAGCTTCTACTACGGCGGAGGCGGCGCCGCC
Os3g12950                         ------------------------------------------------TGTGGCAATGGCAGTGGC------------------------------------------------CATGAC
Os3g07940                         ------------------------------------------------GTCAGCTACAGCAACAAAAGCAGCAGCAACCTGTACGGCAGCAGCAGCAGCAGCAGCTGCGGCCACGCCGAC
'At1g72570 '                      ------------------------------------------------AACTCTCATCAAACCGAGTATCCTATAAACCATAACCAAACCAATGTCAACTGCACCACTGTGGTTAACAGG
'At5g57390 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g17430 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g51190 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g20840 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g10510 '                      ------------------------------------------------GACTCTTCTTCTATCGTTCGTTACTCCGACAACAGTCAAACCGACACACAAGACTCTTCC---CTCACTCAA
'At5g65510 '                      ------------------------------------------------GATTCC------TTTGTCCGTTACTCTGATAAC---CAAACAGAGACCCAAGACTCTTCTTCTCTCACTCCA
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------



Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          CCCGCCTCGCCCTCGCAGCCCGCGGCCACCGCGCTCCCATGCCATAGACGCCACCCAGCTGATCGGTCGACCTCGCTCGGACGCGGCACGGCGAGCGAGGCGGGCATACCTGCGTTTCAT
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ---------------------------------------------------------------------------------------ATGACGGTTAAT---------------------
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ---------------------------------------------------------------------------------------------------GGT------------------
'gi|5081555_Petunia '             ---------------------------------------------------------------CAAAGAAGAGAAATCAATATTGATGAATCCGAAGAAGGT------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ---------------------------------------------------------------------------------------------------CAGCGGCCACGTGGCGAGGAA
'gi|13173164_Pisum '              ---------------------------------------------------------------------------------------------------AAGAGA---AAAGACCAAGAG
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ---------------------------------------------------------------------------------------------------CAAACACAA------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              CGGAGTTCCGAGGAGACTGAATCTGTTTGTGTTGAAGCGGCCGCGGCCACGGTCACTCATATTCAAAGCAATAACGAAACAAGACGTAGGGCGCCATTTCGGTCTGAGATGACCGAGTCT
'gi|46395276_Pinus_PtAP2L1 '      GAACCTCAGGTTGTGGTACCCATGGAGGCTGAT---------CAGGGGAATTTGTGTTTAGGAAATGGTAATTTTCGCGATGAGAACGTCTCGGGTTCGAGTTCGAGTTCG---------
'gi|11181610_Picea_abies '        GAGCCACAGGTTGTTGTGCCCATGGAGGCAGCTTGTTCAGCTGAAGGAAATCTGTCTGTAGGAAATGCTAATTTTCGCGATGAGAACGTCTCGGGTTCGAGTTCCAGTTCATCGGTGGCG
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ---------------------------------------------------------------------------------------------------TCGACACACAACGAA------
'At3g54990 '                      ---------------------------------------------------------------------------------------------------TCTTCTTATAACGAA------
'At5g60120 '                      ---------------------------------------------------------------------------------------------------TCGACCGAGTCTACTCAG---
'At2g28550 '                      ---------------------------------------------------------------------------------------------------TCCGCCGGGAATCGA------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ---------------------------------------------------------------------------------------------------GATGAAGAAGAATTACAATTC
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 601       611       621       631       641       651       661       671       681       691       701       711       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------



Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          AATGAAGGCTATTATTCTATGCATTGTCATGGCATGTATCAAGAATCATTATTAGATGAAACAAAACCAACTCAAATT---TCACATTGTGATGCCCAAATGACTGCAGTGTCTGGAAAT
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------GATGGAATACCAGGG---
'At4g37750_AINTEGUMENTA '         CATGAGCCCAACACGACTACAAACTTTCAAGAGTTCTTTAGCTTCCCT------------------------------------------CAAACCAGAAACCATGAGGAAGAAACTAGA
'gi46395274__Pinus_PtANTL1 '      ------------------------------------------------------------------------------------------------------GATTGTAGCCTTCAGCTT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ------------------------------------------------------------------------------------------------CGCACCACCACGATTTACAACACC
'gi|21069053_Brassica '           ------------------------------------------------------------------------------------------------CGCACCACCACGATTTACAACACC
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ---------------------------------------------------------------------------------------------CTCAATATAATGGGCACTAACGAAATA
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        ---------------------ATGCAGGTGCAGCAGGAGACGGCCGCCGCG------------------------------GCGGCGGGGCACGGCCGTGGAGGCAGCTCGTCGGTCGTT
Os2g40070                         ---------------AACTCGTTCGTCTCCGAGCAAGATCATCACGCGGCGGGGGGCTTCCTCTTCTCCGGCGTCCCGATGGCCAGCAGCACCAACAGCAACAGCGGGAGCAACACTATG
Os6g44750                         ---------------------------------------------------GATCAGCTCAGCTGCGGCGAGCTTGGTAGCATCGCCGCCGGG---------------------------
Os1g67410                         CAGTTCGCCGACTCCGTCATGGTGGCCACCTCCTCGCCCGTCGTCGCCCACGACGGCGTCAGCGGCGGCGGCATGGTGAGCGCCGCCGCCGCCGCGGCGGCCAGTGGCAACGGCGGCATT
Os3g56050                         CAGGGA---CACGCCCAGGACGGCGGCGCCGTCGGTGGCGACCCGCACCACGGCGGCGGCGGC------TTCCTGCAG---TGCGCTGTCATCCCCGGCGCCGGCGCCGGCCACGACGCG
Os7g03250                         GCCGCCGGGCACGGCCAACACGGCTACCTCCAGGCGTGCGACCTGTACGGCGGC---------------------------------------CCGGCCGCGCCGTCGCTCGTGACCGCC
Os3g12950                         CCGGCCACCTACTATAGCCAGGGCCAAGAA------------------------------------------------------GCAGAGGATGCAAGCAGGGCGGCCTACCAGCACCAC
Os3g07940                         CAGATCAAATACCATCATGTCCATGACGTCCAAGCTTTCTCGACGCCGTACTTCTACGGCCATGGCGGCAGCGGCGTTGGCATCGACATCAACATGAATGCGCCACCGGCAGGCTGCACA
'At1g72570 '                      TTAAACCCACCCGGTTACCTTCTCCACGACCAAACCGTAGTTACACCACATTACCCGAACCTAGATCCGAAC------------------CTTAGCAATGATTATGGAGGTTTTGAGAGG
'At5g57390 '                      ------------------------------------------------------------------------------------------------------GTTTCACCCAGCGATGCC
'At5g17430 '                      ------------------------------------------------------------------------------------------------CGCACCACCACGATTTACAATACC
'At1g51190 '                      ---------------------------------------------------------------------------------------------------GTGAGCAAATCGGGGGATCAT
'At3g20840 '                      ---------------------------------------------------------------------------------------------------GTGAGCAAACCGGACGAAAAC
'At5g10510 '                      ATCTACGATCCACGTCAC------------------------------CACCATAACCAAACCGGCTTTTACTCCGATCACCAC------------GATTTCAAAACCATGGCCGGTTTT
'At5g65510 '                      TTCTACGATCCACGTCACCGC---------------------ACCGTTGCCGAAGGAGTTACAGGGTTCTTCTCTGATCATCATCAGCCA------GATTTCAAGACGATAAACTCGGGA
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          TTGCGAGTTCCCGGCGCGCGGGCCTCGGATCGGAGGACGGAGATGGTGCTGGATCTCAATGTCGAGTCTCCGGCCGACTCCGGCACGTCCAGCTCGTCCGTGCTCAAC------------
'gi|18476518_Hordeum '            ------------------------------------------ATGGTGCTGGATCTCAATGTCGAGTCTCCGGCCGACTCCGGCACGTCCAGCTCGTCCGTGCTCAAC------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------ACTTCGGCTGCCTCAGAGATTAAT---------------------------------ACACATAGTAAAGGCGAGCAGGACACCTGCATTACGCAT
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------TGTTCTTCACCGATAGAGTTTGAAGGCGATGATGAGAAAGGTAAACGGGTC---------GGATCCGTTTCGAATTCAAGTTCATCAGCTGTAGCTGTT---GATGAT
'gi|5081555_Petunia '             ------------TGTTCTTCACATATTGAACTAGAACCCGATGATGAAAAGGGTAAACGAGTC---------GGATCTTTTTCGACTTCAAGTTCATCCGCAATAGCTATA---GATGAA
'LEtuc02_10_21.11399_Lycopersic ' ------------------CAGACAATGGAGTATGAATCCGATGAAGGTATAACGGTTAGATCG---------GAATCAAATTCAATTTCATCCGCTCTACTTGTTGTAGAA---GACGGT
'gi|28894444_Antirrhinum_LIPLES ' ---------------------------CAAATTAGAACATTCGACGATTTATCATCAGAGGGC---------AGAAGGGTCGATTACTCGAGCTCATCTGCTGTTGTAATC---GAAGAT
'gi|28894442_Antirrhinum_LIPLES ' ---------------------------CAGAGAAAACCCGAGGAACCGGAGGGCAAATGGGTC---------GGATCCGTGTCGAATTCAAGCTCATCGGCGGTGGTTGTC---GAGGAT
'gi|21717332_Malus '              TCTGAAGGCTGCTCCTCCCAGAAGACCTCCGCCGACGGAGACGAGGAAAAGAGGAAACGGGTC---------GGATCCGTGTCCAATTCAAGCTCGTCGGCGGTGGTCATCGAGGAGGAC
'gi|13173164_Pisum '              TCAGAAGGATGTTCTTCTCCCAAAACATCATTAGACGGAGATGAAGATAAAGCAAAAAGGGTCGGTGTTGGGGGATCTGTTTCAAATTCTAGCTCTTCTGCTATCGTAATCGAAGAAGAT
'At5g67180 '                      ---------------------------CATCACGAAGAATCCGACAGTAGAGGGAATCCGGTC---------GGACACGTGTCAAACGGGATGAGTCAATCTGCAACGTGG---------
'At4g36920_APETALA2 '             ------------AGAGAAGAAGAATCTGAAGAGTTTTGTTATTCTTCACCAAGTAAACGGGTT---------GGATCTTTCTCTAATTCAAGCTCTTCAGCTGTTGTTATCGAAGATGGA
Os7g39110                         ------------------------------------------------------------------------------ATGGCGGCAACCTTCTACGGCGTCGGCAGCATTGCACTCGCC
Os6g43220                         ------------------------------------------------------------------------------ATGGCGGCAACCTTCTACGGCGTCGGCAGCATTGCACTCGCC
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              GGAACCTCCATCTCATCTGTAGTGAACTCTATCGCCTGTAATGAAAATATCAATTCCCTTGAACACGAGGCCTCCAGCAAGGCTGTGGAATTAGATGGCGATGTTCTCTCGTCAAATTCC
'gi|46395276_Pinus_PtAP2L1 '      ---------------------------------------------AGTGCAGCTTGTGCGTCTGAACTGGCAGAGATGGATGCAAGATCTTCGCAGGAGACTGGCAATGGCAATGGCCCG
'gi|11181610_Picea_abies '        ATTGCCAATACTGCGATGTCTGTTGATTGTGAGGAGCACTCCATGAGCCGTGCTTGTCCGTCTGAACAGGCGGAGATGAATGCAAGATCTTCACAGGAG------AATGGCAATGGCCTG
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ---------------------------GATGAAGATTGCAAAGTACCAACTTCCATCTTCATTCAAGAAGAAGATTCCATTAATCCCTCAAACGACAACTTGTCT---------------
'At3g54990 '                      ---------------------------GATCAAGATCGGAAAGTACCATTAATGATCTCAACCACCGGTGAAGAAGAATCTAACTCATCTTCCTCCTCCACAACAGACTCTGCAGCG---
'At5g60120 '                      ------------------------AACGAACGAGATTCGATTACTGTTAAAGGGGTTTCTTTGAATCAGATGGATGAATCGGTGACGTCGAACTCTTCTGTTGTTAATGCTGAAGCTTCT
'At2g28550 '                      ------------------------GTGGAAGAGTCCGGTACATCGACGTCGTCAGTTATCAATGCCGATGGAGACGAAGACTCTTGCTCTACTCGAGCTTTCACT---------------



'gi|5360996_Hyacinthus '          ---------------------------ATGGGGGATCCCGTCACCTTCCAGTTCTTTCCTGTCGGTGAGCCGGAGGAGGAGGAGAGCCCTGGTGGTGAGTCTACCGTCGCCGCCGGA---
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             GATAAT------------CATAATAATTCTACAGAAACATCAAATAATTCTTCATCAATTATTAATAACATTGAAACAACAACAACTAGTTCAACTTGTGATGATCATGAATACATTTCA
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ---------------------------------------------------------ATGTGTGGAGGAGCTATAATATCCGATTTCATTCCACCGCCGAGGTCTCGCCGTGTTACTAGC
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 721       731       741       751       761       771       781       791       801       811       821       831       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------------------------------------ATGTTCATCGCCGTCGAAGTTTCTCCGGTAATGGAAGACATCACACGGCAGAGCAAA
Os9g25600                         ---------------------------------------------------------------------------------------------ATGGCGAAGCCTCGCAAGAAC------
Os6g05340                         ------------------------------------------------------------ATGGAGACGTACGGTTTGGTGAAGGATGAGCTGCTTCACGGCATCGGAGGAGGGCAGGGG
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          GAACTGAAAAGTTGGGGG------CATTATGCT---------------------ATTGACCAACATATAAATGAAACTTGTAGTAGTATGGTTGGTGCAGGTGGTGGTGGAGGTACT---
'ltu01_5ms4_a11_Liriodendron '    ---CTGAAGAGCTGGGTAGCCAGGCATTACAGT---------------------GCTGACCATGCAACGGGTGAGAAGATGGGTGAACGTTTGGATGGTGAAGGAGGTGGG---------
'At4g37750_AINTEGUMENTA '         AATTACGGGAATGACCCTAGTTTGACACATGGA---------------------GGGTCTTTTAATGTAGGGGTATATGGGGAATTTCAACAGTCACTGAGCTTATCCATGAGCCCTGGG
'gi46395274__Pinus_PtANTL1 '      CCGCCAGGGTCGGGAATGGTGGGCTTATCGGCA---------------------CTCAAGACGTGGTTGAGACAGAACCCATCTAATGCGGATCATCATAAGGTTGTTCCTTCGGGGTCT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           AACGAAAACGTTGGAGATGGAAGTGGAAGTGGC---------------------TGTTATGGAGGAGGAGACGGTGGTGGTGGCTCACTAGGACTTTCGATGATAAAGACATGGCTGAGA
'gi|21069053_Brassica '           AACGAAAACGTTGGAGATATCGATGGAAGTGGG---------------------TGTTATGGAGGAGGAGACGGTGGTGGTGGCTCACTAGGACTTTCGATGATAAAGACATGGCTGAGA
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ACTTCACAGAGTGAGTTATCTCTTACAAACCAA------------------------------------GCTTTCGTAGAGGGAAAC---------------------------------
'At2g41710 '                      ------------------------------------------------------ATGGCGTCGGTGTCGTCGTCGGATCAAGGACCTAAGACAGAAGCAGGATGTAGCGGCGGAGGAGGA
'At1g79700 '                      ---------------------------------------------------------------------------------------------ATGGCAAAAGTCTCTGGGAGGAGCAAG
Os8g34360                         ---------------------------------------------------------------------------------------------ATGGCCAAGCGACGCAGCAACGGCGAG
Os12g03290                        ---------------------------------------------------------------ATGGCGAAGAGATCGTCTCCTGATCCTGCATCATCTTCTCCATCTGCATCATCCTCG
Os12g03290_1                      ---------------------------------------------------------------ATGGCGAAGAGATCGTCTCCTGATCCTGCATCATCTTCTCCATCTGCATCATCCTCG
'At3g54320 '                      ---------------------------------------------------------------ATGAAGAAGCGCTTAACCACTTCCACTTGTTCTTCTTCTCCATCTTCCTCTGTTTCT
Os1g59780                         ------------------------------------------------------ATGGTCTCCATGAGGAAGAAGAAGAAGGCCTTTGCTGTTGCAGCTGCAACCACCTTGCTTTCCCCT
Os11g19060                        GGGCTGTCCATGATCAAGAACTGGCTACGCAGC------------------------CAGCCGCCGCCCGCGGTGGTTGGGGGAGAAGACGCTATGATGGCGCTCGCGGTGTCGACGTCG
Os2g40070                         GAGCTCTCCATGATCAAGACCTGGCTCCGGAACAACGGCCAGGTGCCCGCCGGCCACCAGCCGCAGCAGCAGCAGCCGGCGGCCGCGGCCGCCGCCGCGCAGCAGCAGGCGCACGAGGCG
Os6g44750                         ---------------------TTCTTGCGCCGG------------------------TACCCAGCGCCTGAGAACGCCGGCGGGGTGACCATCGCAATG---------------------
Os1g67410                         GGCCTGTCCATGATCAAGAACTGGCTCCGGAGC------------------------CAGCCGGCGCCGCAGCCGGCGCAGGCGCTGTCTCTGTCCATGAACATGGCGGGGACGACGACG
Os3g56050                         GCGCTGGTGCACGACCAGTCCGCCGCGGCAGTG---------------------GCGGCCGGCTGGGCGGCGATGCACGGCGGCGGCTACGACATCGCCAACGCCGCCGCCGACGACGTC
Os7g03250                         GCCGACGAGGAGGCGGCCGCGGCCGCGGCCGCC---------------------ATGGCGAGCTGGGTGGCCGCGCGCGGCGCCGCCACCGCGTACGCCACGGGCGCCGCCGACGCGAAC
Os3g12950                         CAGCTAGTCCCCTACAACTACCAGCCATTGACG---------------------GAAGCAGAGATGCTGCAAGAGGCCGCAGCGGCGCCAATGGAGGACGCAATGGCGGCGGCCAAGAAC
Os3g07940                         GGCGTCCTGCCGGACCACCGACCACCTCCGCCG---------------------CAGCAAGACCATATCTTCCTGCCTCCCCATGGCCAGTACTTCCTGGGCCCACCGAACCCAATGGCG
'At1g72570 '                      GTCGGTTCGGTCTCGGTTTTCAAATCTTGGTTA---------------------GAGCAAGGCACTCCAGCATTCCCACTCTCGAGTCATTACGTTACTGAAGAGGCTGGTACGAGCAAT



'At5g57390 '                      ACGGCGGTTCTTTCCGTATACCCCGGCGGTCCT---------------------AAACTTGAGAACTTCCTCGGCGGAGGAGCCTCAACGACGACAACAAGACCAATGCAACAAGTGCAA
'At5g17430 '                      AACGAGACCGTTGTAGATGGAAATGGCGAT------------------------TGTGGAGGAGGAGACGGTGGTGGTGGCGGCTCACTAGGCCTTTCGATGATAAAAACATGGCTGAGT
'At1g51190 '                      CACACCGATCACAACCTCGTACCTTATAACGACATTCATCAA------------ACCAACGCCTCCGACTACTACTTTCAAACCAATAGCTTGTTACCTACAGTCGTCACT---------
'At3g20840 '                      CAATCCAACCAC---CTAGTAGCTTACAACGAC------------------------------TCAGACTACTACTTCCATACCAATAGCTTGATGCCTAGCGTCCAATCAAACGATGTC
'At5g10510 '                      CAATCCGCTTTCTCTACTAACTCCGGTTCAGAG------------------------GTCGATGACTCTGCTTCTATCGGAAGGACTCATCTTGCTGGAGACTATTTGGGACACGTGGTT
'At5g65510 '                      CCAGAAATCTTCGATGACTCAACAACTTCC------------------------------------------AACATCGGTGGTACTCATCTCTCC------------AGTCACGTGGTG
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ---------------------------------------------------------TCCGCGGACGCCGCCGGCGCCTTCCGGTTCGGCCTGCTCGGGAGCCCCGATGACGACGACTGC
'gi|18476518_Hordeum '            ---------------------------------------------------------TCCGCGGACGCCGCCGGCGCCTTCCGGTTCGGCCTGCTCGGGAGCCCCGATGACGACGACTGC
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      CAGTTTTCTGTGGTTAATCGTGCCCCA---------------------------------------------------------------------------------------------
Os4g55560                         ---------------GCCGAGGCCGCGCCGCCGCCGCTGTCGCCGTCCGCCGACGACTCCGGC---------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ATATCTGAAGAGGAATTAGATGGAGAAAGAGGGAAGAAAAAGAGAGGT------------------------AAAATTTTCGGCTTCTCTATGGTGGGTCTGGGTAAC------------
'gi|5081555_Petunia '             ATTTCAGAAGAAGAA---GATGGAGAAAAAGGAAAGAAAAAAAGAAGTTCT---------------CCTAGTAAACTTTTCGGCTTTTCAATGGTCGGTCCGGGA---------------
'LEtuc02_10_21.11399_Lycopersic ' AATTCATCAGAAGAA---GACGGTGAAAAAGGTAAAAAAAAGAAAAGTAATAATACA---------CCAGGTAAAATATTCGGATTTTCGATTAAAGACCACAAT---------------
'gi|28894444_Antirrhinum_LIPLES ' GGTAATTCTGAAGAAGAATTAGATGCTGCTGGTAAGAAAAGGAACAGCAGC---------------------AAGATATTTGGGTTCTCTGTCCACAGTTGCTGCGATCATGACACGTGT
'gi|28894442_Antirrhinum_LIPLES ' GGTTCCGAAGAGGAAGACGCGGAGAAGTGTGGCATAAAGAGG---AGTAGC---------------------AAAATCTTTGGTTTTTCTGTGGCTCACAACGACGATGATGAGGACGAG
'gi|21717332_Malus '              GGATCAGACCAAGAGGAAGATCAGGACGACGGGCCCACCAAGCTGGCCAAGAAGCAAGGAGGAGGTGGGGGAAAGATATTCGGGTTCTCCGTGGCCCACGAGGAGTCCATGGAT------
'gi|13173164_Pisum '              TCAGAAGAAGATAACAACAACAACAACAACAGAAGCATGGTAAAGAAAAAAAACAGC---------------AAGATATTTGGTTTCTCTGTGACACAAGAACAAGAGCAAGAACAAGAA
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             TCCGATGACGATGAACTTAACCGGGTCAGA------------------------------------------------------------------------------------------
Os7g39110                         ATGCACGAGGACGATGAGGAGGAAGGGTCTGGGAGGGTCTTTGGGTTCGCCGCCGGCGATCTTGTCCGGCCGGCGGTCGTCACCCAGCAGTTGTTCCCGATGACGGCG------------
Os6g43220                         ATGCACGAGGACGATGAGGAGGAAGGGTCTGGGAGGGTCTTTGGG---------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ACACAAGTCCCTCGGTCAAATGAAGGAAATCACAAAATCTTTGGGTTTTCACTCAAAATCGAGACCCAAAACCTGACATCCCGTGGAAATTTATTAAATGTCAAGGCAAATGACGAACAG
'gi|46395276_Pinus_PtAP2L1 '      GGATCTGAAGCCCGGGTTCAAACTGGTAAGCTCTTCGGCTTCTCATTCAGTAACATTACGAAAGGCAATTGCGCGGAGTTGAGTAAAGGGGTTAGCAATGGAGGAGGA------------
'gi|11181610_Picea_abies '        GGATCTGAAGCCCAAGTTCAAACTGGTAAGCTATTCGGGTTTTCATTCAGTAATATTGTGAAAGGCAATTGCACGGAGGCGAGTAGTGGGGTTAGCAATGGAAGA---------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------TTGATTACATTTGGAATCCTTAAACGAAACGTCGAAATCCTTCCTCCTCCCCCTCCTCCTCCT---------------------------------
'At3g54990 '                      ---------------AGAGATGCTTTCATCGCTTTTGGAATTCTCAAACGCGACGATGACCTTGTTCCTCCTCCTCCTCCTCCTCCTCATAAAGAAACAGGAGATCTC------------
'At5g60120 '                      AGCTGTATAGATGGTGAAGATGAGTTGTGCTCTACACGAACGGTCAAGTTTCAATTTGAGATACTGAAAGGAGGAGGAGAAGAAGAAGAAGAAGATGATGATGAAAGAAGT---------
'At2g28550 '                      ---------------------------CTCAGTTTCGATATTTTAAAAGTCGGAAGTAGTAGCGGCGGAGACGAAAGCCCCGCCGCTTCAGCTTCCGTTACTAAAGAG------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             TATTCTAATAATGAATATAATAATAATTCATTTGTTGATTTTCTAAAAACTGATAAT---------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ---------------------------------------------------------------------------------------------GGCGAGAACGACGTCGGCGCCGACGAC
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ---------------------------------------------------------------------CCGAAAGGTTTGGTGAGGATGGTTGAGAAA---------------------
'gi|18348070_Physcomitrella '     ------------------------------------------AGAAGTAATCGGGGTCGGAGATTTGTAATCCAGGGTTGTGTGATTGTGTTTGAATTGGGAAGGGGGTGGAAGGGATTT
'A2_gi30680919_DREB2A_At5g05410 ' ---------------------------ATGGCAGTTTATGATCAGAGTGGAGATAGAAACAGAACACAAATTGATACATCGAGGAAAAGGAAATCTAGAAGTAGAGGTGACGGTACTACT
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' GAGTTTATTTGGCCGGATCTGAAGAAGAATTTGAAAGGATCGAAGAAAAGCTCGAAGAATCGTTCGAATTTCTTCGATTTTGACGCTGAGTTCGAAGCTGATTTCCAAGGTTTCAAAGAT
'gi|18351137_Physcomitrella '     ---------------------------------TGTCAAAGTCAATTGGCAGTCATGGTGAGGTGGTCAATACTTGAATCTCCAAAGTATGTTGTTACAGACGTGCCTCGGCCAAGCGGT
'B4_gi42562554_RAP2.6_At1g43160 ' ---------------------------------------------------------------------ATGGTGTCTATGCTGACTAATGTTGTCTCTGGTGAGACCGAACCCTCGGCA
'A1_gi18416558_DREB1A_At4g25480 ' ---------------------------------------------------------------------------------------------------------------------ATG
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------



'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------ATGGACCCTTTAGCTTCCCAACAT
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ---------------------ATGGAGACAGAGAAGAAAGTTTCTCTCCCAAGAATCTTACGAATCTCTGTTACTGATCCTTACGCAACAGATTCGTCAAGCGACGAAGAAGAAGAAGTT

[                                 841       851       861       871       881       891       901       911       921       931       941       951       ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      AAAACTTCGGTTGAGAATGAAACCGGCGATGATCAGTCA------------GCAACATCAGTAGTCCTTAAAGCT------------AAACGCAAA------------------------
Os9g25600                         ------TCCACCACTACCAACACCAGCAGCAGCGGTGTCGCCGCCGCCGCCGCCGCGGCGGCGGTG---AAGCCG------------AAGCGCACG------------------------
Os6g05340                         CGCCTGTACTGCGAGGTTAAGCCGACAGCAGCGCCGGCGGTGATCACAGCTGCCGGTGGCGGCGCT---AAGAGCGTGAAGAGAAGGAAGAGAGAGCCATCGGCGGCGGCG---------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------GGGACCTTCATGGCGAGGGGA------------------------AGAAGAAAA------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ------TCTGGTTCTGGTGGTGGTACAGTTGGTGGTAATGATTTACAGTCT---TTGAGCTTGTCTATGAATCCTGGTTCTCAGTCTAGCTGTGTTACTCCA------------------
'ltu01_5ms4_a11_Liriodendron '    ------CCAGGGTCTATTGGTGGTGCAATGGGGTATGGTGATTTGCAGTCC---TTGAGCTTGTCTATGAGCCCTGGTTCTCAATCTAGCTGTGTCACAGCTGCCGCA------------
'At4g37750_AINTEGUMENTA '         TCACAATCTAGCTGCATCACTGGCTCTCACCACCACCAACAAAACCAAAACCAAAACCACCAAAGCCAAAACCACCAGCAGATCTCTGAAGCTCTTGTGGAGACAAGC------------
'gi46395274__Pinus_PtANTL1 '      GGCAGTCCGGGGAAATCGAACCTGGGTGGTGGATTGGGGGATTTTCAGTCT---CTTACACTTTCAATGAGCCCGGGGTCTCAGAACAGCTCGGCTATTATTTCTCAG------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           AATCAACCCGTGGATAATGTTGATAATCAAGAAAATGGCAATGCTGCAAAAGGCCTGTCCCTCTCAATGAACTCATCTACTTCTTGT---------------------------------
'gi|21069053_Brassica '           AATCAACCCGTGGATAATGTTGATAATCAAGAAAATGGCAATGGTGCAAAAGGCCTGTCCCTCTCAATGAACTCATCTACTTCTTGT---------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------TGTCAAAGATTACCTTCGGATAAT------------------------------------------TCTATTATAGTGCCTCCACCATCAACT---------------
'At2g41710 '                      GGAGAGAGCTCGGAGACAGTGGCGGCGAGTGATCAGATGTTGTTGTATAGAGGTTTTAAGAAGGCGAAGAAGGAGAGAGGTTGTACAGCTAAGGAGCGTATTAGTAAAATGCCT------
'At1g79700 '                      AAAACAATCGTTGACGATGAAATCAGCGATAAAACAGCGTCTGCGTCTGAGTCTGCGTCCATTGCCTTAACATCC------------AAACGCAAA------------------------
Os8g34360                         ACCGCCGCCGCGAGCAGCGACGACTCTAGCTCCGGCGTCTGCGGCGGCGGCGGCGGCGGTGAGGTTGAGCCGAGGCGGCGGCAG---AAGCGGCCG------------------------
Os12g03290                        CCGTCGTCTCCTTCCTCCTCTTCCTCCGAGGATTCCTCTTCGCCCATGTCGATGCCCTGCAAGAGGAGGGCGAGGCCGAGGACGGAGAAGAGCACCGGCAAGGCCAAG------------
Os12g03290_1                      CCGTCGTCTCCTTCCTCCTCTTCCTCCGAGGATTCCTCTTCGCCCATGTCGATGCCCTGCAAGAGGAGGGCGAGGCCGAGGACGGAGAAGAGCACCGGCAAGGCCAAG------------
'At3g54320 '                      TCTTCTACTACTACTTCCTCTCCT---ATTCAGTCGGAGGCTCCA---------------------------AGGCCTAAACGAGCCAAAAGGGCTAAGAAATCTTCT------------
Os1g59780                         CCTCGGTCCTCCTCCTCCTCCTCCTCCACGGCGTCCTCCTGCATTGTGCCG---------------CCGCGCACTGAGAGCGGCAAGAAGAAGAGTAAGCACAGGAAG------------
Os11g19060                        GCGTCGCCGCCGGTGGACGCGACGGTGCCGGCCTGC---ATTTCGCCGGATGGGATGGGG------------------------TCGAAGGCGGCCGAC---------------------
Os2g40070                         GCGGAGATGAGCACCGACGCGAGCGCGAGCAGCTTCGGGTGCTCCTCCGACGCGATGGGGAGGAGTAACAACGGCGGCGCGGTCTCGGCGGCGGCCGGCGGGACGAGCTCGCAGAGCCTG
Os6g44750                         ------------------------------------------------------------------------------------------------------------------------
Os1g67410                         GCGCAGGGCGGCGGCGCCATGGCGCTCCTCGCCGGCGCAGGGGAGCGAGGCCGGACGACGCCCGCGTCAGAGAGCCTGTCCACGTCGGCGCACGGAGCGACGACGGCGACGATGGCTGGT
Os3g56050                         TGCGCCGCC------GGCCCCATCATCCCCACCGGCGGCCACCTGCAC---CCTCTCACCCTGTCCATGAGCTCGGCCGGGTCCCAGTCCAGCTGCGTCACCGTGCAG------------
Os7g03250                         GCCGCCGAGAACGTCCTCCCCTCCGCCACCGCCGCGCAGCACCTGCACCACCCGCTCGCCCTGTCCATGAGCTCC---GGCTCCCTCTCCAGCTGCATCACC------------------
Os3g12950                         TTCCTCGTCACCAGCTACGGCGCCTGCTACGGCAACCAGGAGATGCCGCAGCCGCTCAGCCTCTCCATGAGCCCAGGGTCCCAGTCCAGCAGCTGCGTCAGTGCAGCTCCCCAGCAGCAT
Os3g07940                         CCGGCGCCGATGTACAACGCCGGCGGCGGCGGCGGCGGCGTCGTCGACGGATCCATGTCGATCTCCGGCATCAAGTCGTGGCTCCGGCAGGCAATGTACGTGCCGGAA------------
'At1g72570 '                      AATATTAGTCATTTTAGTAACGAAGAGACTGGTTATAACACCAATGGCTCAATGCTATCATTGGCTTTGAGCCATGGGGCTTGTTCTGATTTGATCAACGAATCGAAT------------
'At5g57390 '                      TCTCTTGGCGGCGTTGTCTTCTCTTCCGACCTACAGCCACCGCTTCATCCTCCGTCCGCCGCCGAGATCTACGACTCTGAGCTCAAGTCAATAGCCGCTAGCTTCCTAGGA---------
'At5g17430 '                      AATCATTCGGTTGCTAATGCTAATCATCAAGACAATGGTAACGGTGCACGAGGCTTGTCCCTCTCTATGAATTCATCTACTAGT------------------------------------
'At1g51190 '                      ------------TGTGCCTCTAATGCTCCTAATAAT---------TATGAGCTTCAAGAGAGTGCACACAATTTGCAATCTCTCACTCTCTCTATGGGAAGTACTGGAGCT---------
'At3g20840 '                      GTTGTAGCAGCTTGTGACTCCAATACTCCTAACAACAGTAGCTATCATGAGCTTCAAGAGAGTGCTCACAATCTACAGTCACTTACTTTGTCCATGGGGACCACC---------------
'At5g10510 '                      GAATCTTCTGGT---CCGGAGCTAGGGTTTCACGGTGGATCTACC---------GGAGCTTTGTCACTTGGTGTTAACGTCAATAACAATACTAATCACCGGAATGATAATGAT------
'At5g65510 '                      GAGTCATCAACGACGGCGAAGTTAGGGTTTAACGGTGATTGCACCACCACCGGAGGAGTTTTGTCTCTAGGGGTTAACAACACATCA---------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          TCCGGCGAGCTGGCGCCGGCCGCCGCGTCCGGG---------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            TCCGGCGAGCTGGCGCCGGCCGCCGCGTCCGGG---------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------GACTCTGCTTCTTCGCTGCCACTTGAAGAAATTCGCGGTCCTGTGAACCAGTTTTCCCGCTCG---------------------------------------------
Os4g55560                         ---------GCCTCCTCGTCCTCGGCCGCCGCCGTCGTCGAGATACCCGACGACGCCGACGACGACTCGGCCGCTGTGGTT---------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ---------------GGCGATGAAGAACAGCCGGTGACCCGACAGTTTTTTCCGGTTGATGAGTCGGAAATGGGTGGTGTT---------------------------------------
'gi|5081555_Petunia '             ------------------GACTTAGAGCAACCGATAACGAGACAATTCTTTCCAGTTGATGAGGCTGAAGCTGAAACAGGT---------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------TTGGAATCGCCGGTAGTTACCCGGCAATTTTTTCCGGTAGAT------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ACT------------TGCTCTTCATCGTCGCCGGTGACGAGGCAGTTCTTTCCGGTGGAGGACACC------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ACG------------GGCAATATCTCGTCGCCGGTGACACGTCAGTTTTTTCCGGCGGGTGAGTCGCCG---------------------------------------------------
'gi|21717332_Malus '              ---------------AGTGATCCGCCCGCGACCGTCACCAGACAGTTCTTTCCGGTAGAGCTAGACTATTCCTCCTCCTCTAATCTTGACGTAATGGGGCCCGCAGAGGGCGGCGGTAGC
'gi|13173164_Pisum '              GAAGAAGAATCTTTAGACAGTGAAAATTTTCCTGTGACGAGAAATTTCTTTCCCATGGATCAAGAAGCTGAAAACATGGTTGTAGCATCTAGTGGCGGA---------------------
'At5g67180 '                      ---------------CTACCGTTTGTGCTTCCGGTGACCAGGAATTTCTTTCCGGCTCAA------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------CCCAATAACCCACTTGTCACCCATCAGTTCTTCCCTGAGATGGATTCTAACGGCGGT---------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------



'gi|11181612_Picea '              CAA---------------AAGGATCCCGCCTGCGTTACACGGCATTTTTTCCCTCTTCATAACGGGCAGCCTTCTGAAGTCCTGATG---------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------TCAGGTTGTGGTACGAACAGTGTGACACGCCAGTTTTTCCCAGCTGGTCAGGAGTTCGATTCTCAGGTGATGATCCCG------------------------------
'gi|11181610_Picea_abies '        ------------TCAGGATGT---ACGAATAGAGTGACACGCCAGTTTTTCCCCCATGGTCGGGAGTTCGAGTCTCAGGTGATGATTCCC------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------CCTCCTCCTCCTCCTTCGGAAAAT------------------------------------------------
'At3g54990 '                      ---------------------------------------------TTTCCGGTGGTGGCTGATGCTCGTCGGAATATA------------------------------------------
'At5g60120 '                      ------------------------GCTGTGATGATGACTAAGGAGTTTTTTCCTGTTGCTAAAGGCATGAACTTTATG------------------------------------------
'At2g28550 '                      ---------------------------------------------TTTTTTCCGGTGAGTGGAGACTGTGGACATCTACGAGATGTT---------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------AATGATCAGTTTTTAGATTCTAAGGAATTGTTTCCGTTGAGTAACGGTGGAGAAATGGCGGCGCCGGTGAAT------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    GACGAGGAGGAGGCCACTCCCTCGCCTCCACCTCCGCCGACGCGGCACTACCACCAGCACCTGCTGCAGCCGCAACAACTCGTCACCCAAGAGCTGTTCCCCGCCGCGGCCACCGCCGGC
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ---------------------------ATGGATTCTAGTTGCATAGACGAGATAAGTTCCTCCACT------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ---------------------------ATGGAATCGAGTAGCGTTGATGAGAGTACTACAAGTACA------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ---------------------------ATGATAGCTTCA---------GAGAGTACCAAGAGCTGG------------------------------------------------------
'A4_gi7212005AC023628 '           ---------------------------ATGAAGCTATCATCA------CCACCAGTTACCAACAAC------------------------------------------------------
'gi|19789524_Physcomitrella '     ---------GTAGTGGTGTCGTCTTTGCGTGTCAAGCGAGGA------GGCAATCTCTTGGCGCCA------------------------------------------------------
'gi|18348070_Physcomitrella '     TGCTTTACAATTATGGTAGACAGGAATAGGACCCAGAGAGGT------GCGTTGAGCGTCATGACA------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' GTGGCTGAGAGATTAAAGAGATGGAAAGAGTATAACGAGACCGTAGAAGAAGTTTCT---------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------ATGGAAAGAGAACAAGAAGAGTCTACG---------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' GATTCGTCTATCGATTGCGATGATGATTTCGACGTCGGTGAT------GTTTTCGCCGATGTGAAACCATTCGTTTTCACTTCGACTCCAAAACCCGCCGTCTCC---------------
'gi|18351137_Physcomitrella '     GGCAATTTGGAGAAGTTGGATCAAGCAGGGAAAGTGGGCGAC------GGAAGTAGTCATCAGCAA------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' TCTGCGACATGGACGATGGGTCATAAG---------AGAGAAAGAGAAGAGTTTTCTTTGCCTCCTCAA---------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' AACTCATTTTCTGCTTTTTCTGAAATGTTTGGCTCCGATTAC------GAGTCTTCGGTTTCCTCA------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------ATGGCCAAGATGGGCTTG------AAACCCGACCCGGCTACT------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   CAACACAACCATCTGGAAGATAATAACCAAACCCTAACCCAT------AATAATCCTCAATCCGAT------------------------------------------------------
'A6_gi2281632_RAP2.4 '            CTTCCTCCGACGCATCACAACAACAACAACTCTTTCTCGAAT------CTTCTCAGCCCAAAGCCG------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ---------------------ATGAGGAGAGGAAGAGGCTCT------TCCGCCGTCGCCGGACCT------------------------------------------------------
'B5_gi42566428_AF080120 '         GATTTTGATGCATTATCTACAAAACGACGTCGTGTTAAGAAG------TACGTGAAGGAAGTGGTGCTTGATTCG---------------------------------------------

[                                 961       971       981       991       1001      1011      1021      1031      1041      1051      1061      1071      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------------------------------------------------------------------------------------------CGC
Os9g25600                         ---------------------------------------------------------------------------------------------------------------------CGG
Os6g05340                         ---------------------------------------------------------------------------------------ATGTCGGCTGTGACAGTGGCCGGCAATGGCAAA
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ---------------------------------AGACAAATTTCTCCTAATGAGCTGGAATGTGTTGCCATTGAAACAAAGAAAAGG---------GCTTCTGGAAAAGTTGTTCAAAAA
'ltu01_5ms4_a11_Liriodendron '    ---------------------------------CAGCAGCTATCACATGGTGGGGCTGATTTTGTGGCCATGGATACAAAGAAGAGA---------GGGGGTGGGAAGGTGGGCCAGAAG
'At4g37750_AINTEGUMENTA '         ------------------------------------------GTTGGGTTTGAGACGACGACAATGGCGGCTGCGAAGAAGAAGAGGGGACAAGAGGATGTTGTAGTTGTTGGTCAGAAA
'gi46395274__Pinus_PtANTL1 '      ------------------------------------------CCAACCATCATCGATCAGTGTACTCCGGTTGAAACCAAAAAGAGA---------GGCGCAGGAAAAGCGGGCACCAAG
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------TCTGACAACAAA
'gi|21069051_Brassica '           ---------------------------------------------------------GATAACAACAACGACAGCAATAACAACGTTGTTGCCCAAGGGAAGACTATTGATGATAGCGTT
'gi|21069053_Brassica '           ---------------------------------------------------------GATAACAACAACTACAGCAGTAACAACCTTGTTGCCCAAGGGAAGACTATTGATGATAGCGTT
'gi|18346002_Physcomitrella '     ---------------------------------------------------------------------------TCTGACAACAAAGAT------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------GATGTTGTAGTTCCTGCAAGTAGTAGCTCTGGAAACGACCCA------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ---------------------------------------------------------------------------------------------------------------------CGT
Os8g34360                         ---------------------------------------------------------------------------------------------------------------------CGG
Os12g03290                        ------------------------------------------------------------------------AGGCCCAAGAAG---------------GAGAGCAAGGAGGTGGCTGAT
Os12g03290_1                      ------------------------------------------------------------------------AGGCCCAAGAAG---------------GAGAGCAAGGAGGTGGCTGAT
'At3g54320 '                      ---------------------------------------------------------------------------------------CCTTCTGGTGATAAATCTCATAACCCGACAAGC
Os1g59780                         ---------------------------------------------------------------------------------------AGGGCCAAGGATGGCACCGGCGGTGACGACGAC



Os11g19060                        ---------------------------------------------------GGCGGCGGCGCGGCCGAGGCGGCGGCGGCGGCGGCGGCG------------CAGAGGATGAAGGCGGCC
Os2g40070                         GCGCTCTCGATGAGCACGGGCTCGCACTCGCACCTGCCTATCGTCGTCGCCGGCGGCGGGAACGCCAGCGGCGGAGCGGCCGAGAGCACATCGTCGGAGAACAAGCGGGCCAGCGGCGCC
Os6g44750                         ---------------------------------------------------------------------------------GCGACCGACGCGGCGGCGGAGCTGGCCGATCCGGCGAGG
Os1g67410                         GGTCGCAAGGAGATTAACGAGGAAGGCAGCGGCAGCGCCGGCGCCGTGGTTGCCGTCGGCTCGGAGTCAGGCGGCAGCGGCGCCGTGGTGGAGGCCGGCGCGGCGGCGGCGGCGGCGAGG
Os3g56050                         ---------------------------------------GCCGCCGCCGCCGGCGAGCCGTACATGGCCATGGACGCCGTGAGCAAGAAGCGCGGCGGCGCGGACCGCGCCGGGCAGAAG
Os7g03250                         ---------------------------------------GCCGGCGAGTACGGCATGGCGGCCGTGGCAGCCGCCGACGGTGGCCGCAAGCGCGGCGGCGCCGGCGGCGGCGGGCAGAAG
Os3g12950                         CAGCAGATGGCGGTGGTCGCTGCAGCTGCTGCTGCTGGTGATGGCCAGGGAAGCAACAGTAATGACGGTGGCGAGCAGCGTGTCGGGAAGAAGAGGGGCACCGGGAAAGGGGGCCAAAAG
Os3g07940                         ------------------------------------------------CGGTCAGCGGCGGCGCTGTCGCTCTCCGTGCCGGCCGCTCCCCCGAGCGAGGCGCCGCTGCCGCCGGCGGCG
'At1g72570 '                      ---------------------------------------------GTATCCGCACGGGTCGAAGAACCGGTTAAGGTAGATGAGAAGCGGAAGAGATTGGTTGTTAAACCTCAGGTAAAG
'At5g57390 '                      ------------------------------------------AACTACTCCGGTGGACACTCGTCGGAGGTCTCTAGCGTACATAAACAACAACCGAATCCTCTAGCTGTCTCAGAGGCT
'At5g17430 '                      ---------------------------------------------------------GATAGCAACAACTACAACAACAATGATGATGTCGTCCAAGAGAAGACTATTGTTGATGTCGTA
'At1g51190 '                      ---------------------------------------------------GCCGCTGCAGAAGTCGCCACTGTGAAAGCCTCGCCGGCTGAGACTAGTGCCGATAATAGTAGCAGCACT
'At3g20840 '                      ------------------------------------------------------GCTGGTAATAATGTTGTAGACAAAGCTTCACCATCCGAGACCACCGGGGATAACGCTAGC------
'At5g10510 '                      ------------------------------------AATCATTACCGAGGCAATAACAATGGTGAGAGAATCAACAACAACAACAACAATGACAACGAGAAGACAGATTCTGAGAAGGAG
'At5g65510 '                      ------------------------------------GATCAACCTTTGAGCTGTAACAATGGCGAGAGAGGTGGAAACAGTAAC------------------------------AAGAAG
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------ATGCCGATGCCGGCGGCGGCTGGGGAGGGGCCGTGGCCGCGCCGCGCGGCGGAT
'Barley1_18652_Hordeum '          ---------------TTCGTGACGAGGCAGCTGTTCCCCGCGCCGCCGCCCGCGCCCGGGGTCATGATGGGGCAGGCGCCGGCGCCTCCGCCCACGGCGCCGGTGTGGCAACCTCGGCGC
'gi|18476518_Hordeum '            ---------------TTCGTGACGAGGCAGCTGTTCCCCGCGCCGCCGCCCGCGCCCGGGGTCATGATGGGGCAGGCGCCGGCGCCTCCGCCCACGGCGCCGGTGTGGCAACCTCGGCGC
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ---------------CTTTGGGGTGATCATCTCGCGTCTTCTCAAACGGATTCCTCTGGGACGCCAAATCCG------------------------------------------------
Os4g55560                         ------------GTCGTCACGCGCCAGTTCTTCCCTCCGGCCGTCCCGGGCGGCGGCGGCGACCCCGCCCCCGGGAACGCGCGCGCCGGGTGGCTCCGCCTGGCCGGAGCCGCCCCGCCG
'LEtuc02_10_21.9228_Lycopersico ' ------GCTGCTGAAAATGGATGCCCGAATTTTCCCAGAGCTCACTGGGTTGGAGTTAAATTTTACCAAACGGAGACACTTGGCAACACGGGATTG---------------------GCC
'gi|5081555_Petunia '             ------GTTGTAACTAATGGATCCCTGAATTTTCCAAGAGCTCATTGGGTTGGTGTTAAATTTTACCAAAATGAGCCACTTGGCATCACCGGTGTG---------------------GTT
'LEtuc02_10_21.11399_Lycopersic ' ---------------AACGAGTCTACCAATTTTCCAAGGGCACAATGGGCTGGAATTAAATTTTGTGAATCGGAACCGCCACTTGTCAATGGATTA---------------------GTG
'gi|28894444_Antirrhinum_LIPLES ' ---------------GCACCTGATAATTTCCCAAGAGCGGCTCACTGGGTTGGGGTTAAGTTTTGCCCAAACGACAACGGT------------------------------------TTG
'gi|28894442_Antirrhinum_LIPLES ' ------GAGATTATGTTGGGAGGTGGGGGACCACCCAGGGCGCACTGGGTCGGAGTTAAGTTCTGCCAGTCTGACCCA---------------------------------------AAC
'gi|21717332_Malus '              ATCCCACCACCTCCTTCTACATCGTCGTCGTTTCCCCGAGCCCACTGGGTTGGGGTCAATTTCGGGCAGTCGGATTCGGGC---------AGCCCC---------------------GGA
'gi|13173164_Pisum '              ---AATGGAACATCTTCTTGTTCTTCTACTTTTCCTCGTGCTCATTGGGTAGGTGTGAAATTTTGTCAATCAGAAACACTTGGA---------------------------------AGT
'At5g67180 '                      ------------------------AGCATGGAACCGGGAGTTCGTTGGTCCGGTTTCAATAGTGTCGGTAAGTCGGATCCAAGC---------------------------------GGA
'At4g36920_APETALA2 '             ---------------GGTGTTGCTTCTGGCTTTCCTCGGGCTCACTGGTTTGGTGTTAAGTTTTGTCAGTCGGATCTAGCCACCGGATCGTCCGCGGGTAAAGCT------------ACC
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ---CCAACGGAATGTACTGGTGGAAATCCGTTTACAGAATCACATTGGACAACAGTAACTTCCCGTCTACCAGAGAGTACAGAA------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------GGGCGACCTCAGCTCCCCAGGGCTCATTGGGTGGGGCTTACATTTCGTCAAGCGGAGTCATTCAGA------------------------------------
'gi|11181610_Picea_abies '        ------------------GGGCGACCTCAGCTCCCAAGGGCTCATTGGGTGGGGCTTACATTTCGTCAAGCGGAGTCATTCAGA------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ---------------------GAACTCTCCGGCCCCGGAAATGAGTGGTTGGATCTTTCGTCGATGCAAAGAAATAAACAAGAAACG---------------------------------
'At3g54990 '                      ---------------------GAATTCTCCGTGGAAGACAGTCACTGGTTGAATCTTTCTTCTTTACAAAGAAATACACAGAAA------------------------------------
'At5g60120 '                      ---------------------GATTCGAGCGCTCAAAGTTCAAGGAGCACCGTTGATATTTCCTTCCAGAGGGGGAAACAAGGTGGAGACTTTATAGGTAGCGGGAGCGGTGGT---GGC
'At2g28550 '                      ---------------------GAAGGATCATCAAGCTCTAGAAACTGGATAGATCTTTCTTTTGACCGTATTGGTGACGGAGAAACGAAATTGGTAACTCCG------------------
'gi|5360996_Hyacinthus '          ---------------------------GGAGCGCCGCGGGGCCACTGGGCGGAGGTGAAGTTTGTTGAGAAGGAGGCGGAC---------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------GTGTATGGTAATTACGGTGGTACAATGGAGCAGAGGATTATTATTCCAGTACAGCAACAGCAACAGCAACAG------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    GGTCCGCCGCCGATGTCCGTGCCGCAGCATTGGGCCGAGCTCGGCTTCTTCCGCCCCGCGGCGCCGCCTCCGGACATGAGGATCCTGCAGATGCAGCAGCAGCAGCTGCAGGTGCACGCG
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------TCAGAATCTTTC------TCCGCC---ACCACCGCCAAGAAGCTCTCTCCTCCTCCCGCGGCGGCGTTACGCCTCTACCGGATG
'RAV1_gi42562037_At1g13260 '      ------------------------------------GGTTCCATCTGTGAAACCCCGGCGATAACTCCGGCGAAAAAGTCGTCGGTAGGT---------------AACTTATACAGG---
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------GAAGCTAGCGCAGTCAGACAAGAGAATGAAGAAGAGAAGAAGAAA---------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------GAACCAACCGCCACCGCTTCTGCCGTT---------AAATCTTGCGGCGGA---------------------------------



'gi|19789524_Physcomitrella '     ---------------------------------------------CTGAAGAGGAATGTGTCCAGCATTGCTAAGAAATCCTCA------------------------------------
'gi|18348070_Physcomitrella '     ---------------------------------------------GGTGCACCTCATTATCTGTGTCTGGTGAAGAAGCATCAGCAA---------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ---------------------------------------ACCAAGAAGAGGAAAGTACCTGCGAAAGGGTCGAAGAAGGGT---------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------ATGAGAAAG---------------------------------------AGAAGG
'B2_gi30695605_RAP2.12_At1g5391 ' ---------------------------------------------GCCGCTGCGGAAGGTTCAGTTTTTGGTAAGAAAGTTACTGGCTTGGAT---------------------------
'gi|18351137_Physcomitrella '     ------------------GAATCTAGTGAGGCCGGGCCATTAGTGACTCAACAAGTACTAGCCCCGCCTCCAAAGAAA------------------------------------CGA---
'B4_gi42562554_RAP2.6_At1g43160 ' ---------------------------------------------CCATTGATTACCGGTTCAGCTGTGACTAAA---------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ---------------------------------GGCGGTGATTATATTCCGACGCTTGCGAGCAGCTGCCCCAAGAAA------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------TCCACCACCGACTCATCAACTTCCTCCGCTCAACGCAAA---------------------------------------CGCAAA
'A6_gi2281632_RAP2.4 '            ---------------------------------------------------TTACTGATGAAGCAATCTGGAGTCGCTGGATCTTGT---------------------TTCGCTTACGGT
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------GTGGTTTCTGATAAAGAGAAGCCGATGAAGAAGAAGAGAAAGAAG---------------------------CGCGTT

[                                 1081      1091      1101      1111      1121      1131      1141      1151      1161      1171      1181      1191      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      CGATCGCAACCA---------------------------CGA---------GACGCTCCACCCCAACGTAGCTCCGTCCATAGAGGCGTCACAAGGCATCGATGGACTGGAAGGTACGAA
Os9g25600                         AAGAGCGTCCCC---------------------------CGC---------GAGTCCCCCTCCCAGCGCAGCTCCGTCTACCGCGGCGTCACCCGGCACCGGTGGACGGGGCGGTTCGAG
Os6g05340                         GAGGCCGGCGGT---------------------------AGC---------AATGCGGCTAACAAGAGAAGCTCAAGGTTTAGGGGTGTGAGCAGGCACCGTTGGACAGGCAGATTTGAG
'wmi01_10ms3_e03_Welwitschia '    GCTTTGGATGGA---------------------------TCT---------CAAAATCCC---CTGAGGACTTCAAAGTTCAAAGGAGTTACCAGGCACAGAATAACAGGCCGGTTTGAG
'nad03_15ms1_h07_Nuphar '         CAGCCTATGCAT---------------------------AGGAAGTCCATTGACACCTTTGGACAGAGAACATCTCAGTATAGAGGGGTTACAAGACACAGATGGACTGGTAGATATGAA
'gi|38492172_Nicotiana '          CAACCTGTTCAT---------------------------AGGAAATCTATTGATACATTTGGTCAGAGAACTTCTCAGTATAGAGGTGTCACTAGGCATAGGTGGACAGGTAGGTATGAG
'ltu01_5ms4_a11_Liriodendron '    CAGCCAGTTCAT---------------------------AGGAAGTCCATTGATACATTTGGGCAGAGAACATCACAGTATAGAGGTGTTACAAGGCATAGGTGGACTGGTAGATATGAA
'At4g37750_AINTEGUMENTA '         CAGATTGTTCAT---------------------------AGAAAATCTATCGATACTTTTGGACAACGAACTTCTCAATACCGAGGCGTTACAAGACATAGATGGACTGGTAGATATGAA
'gi46395274__Pinus_PtANTL1 '      GAACCCGTTCCT---------------------------CGCAAGTCAATTGACACTTTCGGCCAACGGACTTCTCAGTACCGCGGTGTGACTAGGCATCGCTGGACGGGACGTTATGAA
'gi|18356869_Physcomitrella '     GATCCGTCCCCC---------------------------CGCAAGTCCATCGATACCTTCGGCCAGAGAACATCTGTGTACAGAGGCGTCACTAGGCATCGTTGGACTGGACGGTACGAG
'gi|21069051_Brassica '           GAAGCTACACCG---------------------------AAGAAAACTATTGAGAGTTTTGGACAGAGGACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGAAGATATGAG
'gi|21069053_Brassica '           GAAGCTACACCG---------------------------AAGAAAACTATTGAGAGTTTTGGACAGAGGACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGAAGATATGAG
'gi|18346002_Physcomitrella '     ---CCGTCCCCC---------------------------CGCAAGTCCATCGATACCTTCGGCCAGAGAACATCTGTGTACAGAGGCGTCACTAGGCATCGTTGGACTGGACGGTACGAG
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------GTGAAGAAGGCGCTTTATAAGTTTGGTCAAAGAACTTCAAATTATCGTGGAGTGACTAGACATAGATGGACTGGGAAATTTGAA
'At2g41710 '                      ------------------------------------------------CCGTGCACTGCTGGGAAAAGGAGTTCCATATACCGGGGAGTCACCAGACATAGATGGACAGGTCGTTATGAA
'At1g79700 '                      AAGTCGCCGCCT------------------------------CGA------AACGCTCCTCTTCAACGCAGCTCCCCTTACAGAGGCGTCACA------AGATGGACTGGGAGATACGAA
Os8g34360                         AGGAGCGCCCCG------------------------------CGG------GATTGCCCCTCCCAGCGCAGCTCCGCGTTCCGCGGCGTCACACGGCACCGGTGGACGGGGCGGTTCGAG
Os12g03290                        CCTTCTTCCAAT------------------------------------GGCGGCGGCGGCGGCAAGAGGAGTTCTATCTACAGGGGAGTCACCAGGCATCGGTGGACTGGCAGATTTGAG
Os12g03290_1                      CCTTCTTCCAAT------------------------------------GGCGGCGGCGGCGGCAAGAGGAGTTCTATCTACAGGGGAGTCACCAGGCATCGGTGGACTGGCAGATTTGAG
'At3g54320 '                      CCTGCTTCTACC---------------------------------------------------CGACGCAGCTCTATCTACAGAGGAGTCACTAGACATAGATGGACTGGGAGATTCGAG
Os1g59780                         GACGCCGCCGTT------------------------------------GCTGCTGCGCCGAGGAAGGGATCCTCCATCTACAAGGGCGTGGCAAGGCACAGGGGTTCAGGGAAGTACGAG
Os11g19060                        ATGGAC------------------------------------------------ACGTTCGGGCAGCGGACGTCCATCTACCGGGGTGTCACCAAGCACAGGTGGACAGGAAGGTATGAA
Os2g40070                         ATGGATTCGCCGGGCGGTGGCGCGATAGAGGCCGTGCCGAGGAAGTCCATCGACACGTTCGGGCAAAGGACCTCGATATATCGAGGTGTAACAAGGCATAGATGGACAGGGCGATATGAG
Os6g44750                         AGGACC------------------------------------------GCCGAGACGTTCGGGCAACGGACGTCCATCTACCGTGGTGTCACTAGGCACCGGTGGACGGGGAGGTACGAG
Os1g67410                         AAGTCC------------------------------------------GTCGACACGTTCGGCCAGAGAACATCGATCTACCGCGGCGTGACAAGGCATAGATGGACAGGGAGGTATGAG
Os3g56050                         CAGCCGGTGCAC---------------------------CGCAAGTCCATTGACACGTTCGGCCAGAGGACGTCGCAGTACAGAGGCGTCACCAGGCATAGGTGGACTGGGAGATATGAG
Os7g03250                         CAGCCGGTGCACCAC------------------------CGCAAGTCCATCGACACGTTCGGTCAGAGGACGTCGCAGTACAGAGGCGTCACCAGGCATAGGTGGACTGGGCGATATGAG
Os3g12950                         CAGCCTGTTCAC---------------------------CGGAAGTCCATTGACACGTTTGGGCAGAGGACATCGCAGTATAGGGGCGTCACCAGGCACAGGTGGACTGGAAGATATGAA
Os3g07940                         ATGCCGGTGGTC---------------------------CGCAAGCCCGCTCAGACGTTCGGGCAGAGGACGTCACAGTTCCGTGGCGTCACCAGACATAGATGGACTGGAAGATACGAG
'At1g72570 '                      GAATCCGTTCCT---------------------------CGGAAGTCGGTTGATAGTTATGGACAAAGAACTTCTCAGTATCGTGGAGTTACAAGGCATAGATGGACAGGGAGATATGAA
'At5g57390 '                      TCGCCTACTCCG---------------------------AAGAAGAACGTAGAGAGTTTTGGACAACGTACCTCGATTTATAGAGGAGTCACAAGACATAGATGGACTGGAAGATACGAA
'At5g17430 '                      GAAACTACACCG---------------------------AAGAAAACTATTGAGAGTTTTGGACAAAGGACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGTAGATACGAG
'At1g51190 '                      ACCAACACAAGTGGAGGAGCCATCGTTGAGGCTACACCGAGACGGACTTTGGAAACTTTTGGACAACGAACCTCTATCTATCGTGGAGTTACAAGACATAGATGGACCGGTAGATATGAA
'At3g20840 '                      ---GGTGGAGCACTAGCCGTTGTTGAGACGGCCACGCCAAGACGTGCATTGGACACTTTCGGACAACGAACCTCGATCTATCGTGGTGTCACAAGACATCGATGGACTGGTCGATATGAG
'At5g10510 '                      AAGGCTGTTGTGGCTGTGGAAACATCAGATTGTTCTAATAAGAAGATTGCTGATACGTTTGGTCAAAGGACTTCGATTTACAGAGGTGTTACTCGACATAGATGGACGGGAAGATATGAA
'At5g65510 '                      AAAACAGTTTCTAAGAAGGAAACATCAGATGATTCAAAGAAGAAGATTGTCGAAACATTGGGACAAAGAACTTCAATTTATCGTGGAGTCACCCGACATAGATGGACTGGAAGATACGAA
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         CTCGGGGTGGCGCAGAGCCAGAGGTCCCCCGCCGGCGGGAAGAAGAGCCGCCGCGGCCCGAGGTCTCGGAGCTCCCAGTACAGGGGCGTCACCTTCTACAGGAGGACCGGGCGATGGGAG
'Barley1_18652_Hordeum '          GCCGAGGAGCTGGTCGTGGCGCAGCGGGTGGCCCCCAAGAAGAAGACGCGGCGGGGGCCGAGGTCGCGCAGCTCGCAGTACCGGGGCGTCACCTTCTACCGCAGGACCGGCCGCTGGGAG
'gi|18476518_Hordeum '            GCCGAGGAGCTGGTCGTGGCGCAGCGGGTGGCCCCCAAGAAGAAGACGCGGCGGGGGCCGAGGTCGCGCAGCTCGCAGTACCGGGGCGTCACCTTCTACCGCAGGACCGGCCGCTGGGAG
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ---------------------------------------GCACGAGGTAGGCGTGGTCCTCGGTCAAGAAGTTCTCAATATCGTGGAGTGACCTTTTACAGGAGGACTGGGCGATGGGAG
'gi|46395278_Pinus_PtAP2L2 '      ---------------CCGACGGTTCCCATCCAACCAGTAAAGAAGAGCAGACGGGGGCCAAGATCAAGAAGTTCTCAATACCGTGGCGTGACATTCTACAGACGCACAGGTCGATGGGAA
Os4g55560                         GTCGCTGCAACGGGGCCGGCGGCGTCGGCGGCGGTGTCCAAGAAGAGCCGGCGCGGGCCGCGGTCGCGCAGCTCGCAGTACCGCGGCGTCACGTTCTACCGCCGCACCGGGCGATGGGAA
'LEtuc02_10_21.9228_Lycopersico ' AGGCCTGTAGATATGGTTCAGCAGCAACAGCAGCCTATTAAGAAGAGCCGCCGTGGGACAAGGTCTAGAAGCTCACAGTACCGTGGGGTTACCTTCTACCGGAGAACTGGGCCGTGGGAA
'gi|5081555_Petunia '             GATGTAACTCAACAGCAGCAGCAACAACAACAACCTATGAAAAAAAGCCGTCGTGGACCAAGGTCTAGAAGTTCACAATATCGTGGAGTTACCTTTTACCGGAGAACTGGCCGGTGGGAA
'LEtuc02_10_21.11399_Lycopersic ' GGGAACAAAATTGACGTGTTGCAACAACAG---CCAATTAAAAAAAGCCGTCGTGGACCACGTTCAAGAAGTTCACAGTACCGTGGTGTTACCTTTTACCGGAGGACTGGCCGGTGGGAA



'gi|28894444_Antirrhinum_LIPLES ' GGCAAAGCTGCTATTGCTGCTGACGTGGCGCAACCGATGAAGAAGAGCCGACGTGGGCCCCGCTCGAGAAGCTCGCAGTATCGAGGCGTCACGTTTTACCGGCGAACCGGCCGTTGGGAA
'gi|28894442_Antirrhinum_LIPLES ' GGTGCCGTTTTGGGAAAGGCCGTGGCGGCGCATCCGCTCAAGAAGAGCCGTCGAGGACCGAGGTCGCGAAGCTCGCAGTATCGGGGCGTCACGTTTTACCGCCGAACTGGCCGCTGGGAG
'gi|21717332_Malus '              AATCCGCCGCCCGCCGGGGAGGCCTCCCACCAGCCCATGAAGAAGAGCCGGCGTGGGCCCCGCTCCAGGAACTCCCAGTACCGGGGTGTTACGTTTTACCGGAGGACTGGCCGTTGGGAG
'gi|13173164_Pisum '              GGAAAATCAATGGAAGTTTCATCATCTTCGCAACCTATGAAGAAGAGTCGTAGAGGACCAAGGTCAAGAAGTTCACAGTATAGAGGAGTTACTTTTTACAGAAGAACAGGTCGATGGGAA
'At5g67180 '                      TCGGGTCGACCAGAAGAGCCGGAGATATCACCGCCGATAAAGAAGAGCCGACGTGGTCCTCGCTCACGTAGCTCTCAGTATCGAGGAGTTACGTTTTACCGACGAACCGGAAGATGGGAG
'At4g36920_APETALA2 '             AACGTTGCCGCTGCCGTAGTGGAGCCGGCACAGCCGTTGAAAAAGAGTCGGCGTGGACCAAGATCAAGAAGTTCTCAGTATAGAGGTGTTACGTTTTACCGGCGTACCGGAAGATGGGAA
Os7g39110                         ------------------------------------------------------------------------------------GCGGCGGTCTTCGTCGTTTTTGTAGTGCTGCTTTTT
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ---CCTCGGAAAAAGCAGGCGGAAAATAACAAGCCTATCAAGAAAAGTAGACGAGGACCGCGATCCAGAAGCTCGCAGTATCGTGGGGTGACATTCTACAGGCGTACTGGACGTTGGGAA
'gi|46395276_Pinus_PtAP2L1 '      ------TCACCAACGCCGAAGGAGAGTGCGCAGCCCATCAAGAAGAGCAGGCGCGGCCCACGCTCTAGGAGTTCACAGTATCGTGGTGTTACATTCTACAGGCGCACTGGAAGATGGGAA
'gi|11181610_Picea_abies '        ------TCACCAACGCCAAAGGAGGCTACGCAGCCCATCAAGAAGAGCAGGCGCGGCCCACGTTCTAGGAGTTCACAGTATCGTGGTGTTACATTCTACAGGCGCACTGGAAGATGGGAA
'GMtuc03_04_25.877_Glycine '      ------------------------------CCTCATGTGAGGAAAAATAGGAGAGGACCAAGGTCTCGCAGCTCGCAGTACCGGGGTGTCACCTTCTACCGCAGGACTGGTAGATGGGAG
'GMtuc03_04_25.876_Glycine '      ---------------------------------------------------------------------------------------------GTTTTTGCTTTTATTGGA---------
'At2g39250 '                      ---------------------------TTGGTGATGAAGAAAAAAAGTCGACGTGGCCCAAGATCAAGAAGCTCTCATTATCGTGGCGTTACCTTTTACCGTCGAACCGGCCGTTGGGAA
'At3g54990 '                      ---------------------------------ATGGTGAAGAAGAGCAGAAGAGGACCAAGGTCTCGTAGCTCCCAATATCGTGGCGTCACTTTTTACCGTCGCACCGGTCGTTGGGAA
'At5g60120 '                      GATGCTTCACGGGTGATGCAGCCACCATCACAGCCGGTGAAGAAAAGCAGGAGAGGTCCTAGGTCTAAGAGTTCTCAGTATAGAGGCGTCACTTTCTATCGGAGGACAGGCAGATGGGAA
'At2g28550 '                      ------GTTCCGACTCCGGCTCCGGTTCCGGCTCAGGTTAAAAAGAGTCGGAGAGGACCAAGGTCTAGAAGTTCACAGTATAGAGGAGTTACTTTTTATAGAAGAACTGGTCGATGGGAG
'gi|5360996_Hyacinthus '          ------------------------GTGTCGCCGGCGATCAAGAAGAGCCGGCGGGGGCCGAGGTCTAGGAGCTCGCAGTACAGGGGAGTGACTTTCTACAGGAGGACTGGGAGATGGGAG
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ---------------------------CAACAGCAAGTGAAGAAAAGTAGAAGAGGACCGAGGTCAAAGAGTTCACAATATCGGGGTGTTACTTTTTATCGTCGCACTGGTCGTTGGGAA
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    CAGCCCCCGCCGCCGCCGCCGGCCCAGCCGCCGGTGGCCAAGAAGAGCCGCCGCGGCCCGCGCTCCCGCAGCTCGCAGTACCGCGGCGTGACCTTCTACCGCCGCACCGGCCGCTGGGAA
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      GGAAGCGGCGGGAGCAGCGTCGTGTTGGATCCCGAGAACGGCCTAGAGACGGAGTCACGAAAGCTACCATCTTCAAAATACAAAGGTGTTGTTCCTCAG---CCTAACGGAAGATGGGGA
'RAV1_gi42562037_At1g13260 '      ATGGGAAGCGGATCAAGCGTTGTGTTAGATTCAGAGAACGGCGTAGAAGCTGAATCTAGGAAGCTTCCGTCGTCAAAATACAAAGGTGTGGTGCCACAA---CCAAACGGAAGATGGGGA
'A4_gi30690008_TINY_At5g25810 '   ---------------------------------------CCGGTTAAAGATTCCGGTAAGCAT---------CCGGTTTATCGGGGTGTCCGAAAGAGG---AACTGGGGAAAATGGGTG
'A4_gi7212005AC023628 '           ------------------------GGAGGTAAAGAA---ACCAGCTCATCGACCACGAGGCAT---------CCAGTGTACCACGGAGTTCGCAAACGC---CGATGGGGAAAATGGGTT
'gi|19789524_Physcomitrella '     ---------------------------------------ACGCCAAAGAGTGGGAAACCGGTAGGGAGCCCCAAAGTGTACAAAGGAGTGCGCATGCGG---ACTTGGGGGAAGTGGGTG
'gi|18348070_Physcomitrella '     ------------------TTCTCTTTGAAAAGGGAAGAG------AACCTT------------GCGAGTCCGAAG---TATAGAGGAGTTCGCATGCGG---CAATGGGGAAAATGGGTT
'A2_gi30680919_DREB2A_At5g05410 ' ---------TGTATGAAAGGTAAAGGAGGACCAGAGAATAGCCGA---------------------------TGTAGTTTCAGAGGAGTTAGGCAAAGG---ATTTGGGGTAAATGGGTT
'A5_gi42562576_RAP2.1_At1g46768 ' CAGCCACCTCAA---------------------GAAGAAGTGCCTAACCACGTGGCTACAAGG---------AAGCCGTACAGAGGGATACGGAGGAGG---AAGTGGGGCAAGTGGGTG
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------GGGGACGCTGAGAAATCTGCAAATAGGAAGAGGAAG------------AATCAGTACCGAGGGATTAGGCAACGT---CCTTGGGGAAAATGGGCT
'gi|18351137_Physcomitrella '     ---------------------------------------------------------------------------AGATACCGCGGAGTGAGACAGCGG---CCCTGGGGGAAATGGGCG
'B4_gi42562554_RAP2.6_At1g43160 ' ---------------------------GAATGTGAAAGCTCAATGTCCTTGGAGAGGCCA------------AAAAAATATAGAGGAGTAAGGCAACGA---CCATGGGGAAAATGGGCG
'A1_gi18416558_DREB1A_At4g25480 ' ---------CCGGCGGGTCGTAAGAAGTTTCGTGAGACTCGTCAC---------------------------CCAATATACAGAGGAGTTCGTCGGAGA---AACTCCGGTAAGTGGGTT
'B1_gi2281634_RAP2.5 '            ------ACTAACCAGACCCACAATAATGCCAAGGAG------------------------------------ATTCGTTACAGAGGCGTTAGGAAGCGT---CCTTGGGGCCGTTATGCC
'A3_gi18405311_ABI4_At2g40220 '   GGCAAAGGTGGTCCGGACAACTCCAAG---------------------------------------------TTCCGTTACCGTGGCGTTCGACAAAGA---AGCTGGGGCAAATGGGTC
'A6_gi2281632_RAP2.4 '            TCAGGTGTTCCTTCGAAGCCGACG------------------------------------------------AAGCTTTACAGAGGTGTGAGGCAACGT---CACTGGGGAAAATGGGTG
'B1_gi42562651_AtERF3_At1g50640 ' ACCGTCGTTGCCGCCATCAACGGATCTGTAAAAGAA------------------------------------ATCAGATTCAGAGGCGTAAGGAAGAGA---CCTTGGGGACGATTCGCA
'B5_gi42566428_AF080120 '         GTTACTGTTCCAGTGGTTGTTACGACGGCGACG---------------------------------------AGGAAGTTTCGTGGAGTGAGGCAAAGA---CCGTGGGGAAAATGGGCG

[                                 1201      1211      1221      1231      1241      1251      1261      1271      1281      1291      1301      1311      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      GCACATTTGTGGGATAAGAATAGTTGGAACGAAACTCAGACCAAGAAA---GGAAGACAAGTATATTTAGGGGCATATGACGAGGAAGATGCAGCAGCACGTGCCTACGACTTAGCAGCA
Os9g25600                         GCGCACCTGTGGGACAAGAACAGCTGGAACGAGTCCCAGAACAAGAAG---GGCAAGCAAGTTTACCTCGGGGCGTATGACGACGAGGAGGCAGCGGCGAGGGCGTACGATCTGGCGGCA
Os6g05340                         GCACACCTGTGGGACAAAGGGACATGGAACCCAACGCAGAAGAAGAAA---GGGAAACAAGTTTATCTCGGGGCGTACAACGAGGAAGATGCGGCAGCGAGAGCTTACGATCTGGCGGCG
'wmi01_10ms3_e03_Welwitschia '    GCTCATCTGTGGGACAAGGGTGGTTGGAAT---------ACTAACCTT---GGAAAAAAAGTCTACTTAGGGGCTTATGATGATGAAAAGGCTGCAGCAAGAGCTCATGATTTGGCCGCA
'nad03_15ms1_h07_Nuphar '         GCCCATCTTTGGGACAATAGCTGTAAGAAGGAAGGGCAAACCAGAAAA---GGAAGACAAGTCTATCTGGGTGGCTATGACATGGAAGAGAAAGCAGCTAGGGCTTATGACTTAGCAGCA
'gi|38492172_Nicotiana '          GCGCATTTGTGGGATAATAGTTGCAAGAAGGAAGGGCAGACTAGAAAA---GGAAGGCAAGTTTATCTTGGGGGCTATGATATGGAAGAGAAAGCTGCAAGAGCATATGATTTAGCTGCA
'ltu01_5ms4_a11_Liriodendron '    GCCCATCTATGGGACAACAGCTGCAAAAAGGGAAGACAGACTAGAAAA---GGAAGGCAAGTGTATTTGGGGGGGTATGAT---------------------------------------
'At4g37750_AINTEGUMENTA '         GCTCATCTATGGGACAATAGTTTCAAGAAGGAAGGTCACAGTAGAAAA---GGAAGACAAGTTTATCTGGGAGGTTATGATATGGAGGAGAAAGCTGCTCGAGCATATGATCTTGCTGCA
'gi46395274__Pinus_PtANTL1 '      GCGCACTTGTGGGACAACAGTTGCAGAAAGGAAGGGCAAACTCGCAAA---GGGAGACAAGTTTATTTGGGAGGTTATGACAAAGAAGAAAAAGCAGCAAGGGCATATGATTTGGCAGCT
'gi|18356869_Physcomitrella '     GCACATCTGTGGGACAATACTTGTAGAAAGGAAGGTCAAACTCGCAAA---GGTCGACAAGTATACTTAGGAGGATATGATAAAGAAGACAAGGCAGCCAGAGCCTATGACTTGGCAGCG
'gi|21069051_Brassica '           GCACATTTATGGGATAATAGTTGTAAAAGAGAAGGCCAAACGCGCAAA---GGAAGACAAGTTTATTTGGGAGGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTATGATTTAGCCGCA
'gi|21069053_Brassica '           GCACATTTATGGGATAATAGTTGTAAACGAGAAGGCCAAACGCGCAAA---GGAAGACAAGTTTATTTGGGAGGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTATGATTTAGCCGCA



'gi|18346002_Physcomitrella '     GCACATCTGTGGGACAATACTTGTAGAAAGGAAGGTCAAACTCGCAAA---GGTCGACAAGTATACTTAGGAGGATATGATAAAGAAGACAAGGCAGCCAGAGCCTATGACTTGGCAGCG
'eca01_6cs1_a05_eca01_13cs2_a02 ' GCACATCTTTGGGATAATACTACCGTCAGTGAAAACCGGAAACGGAAA---GGAAAACAAGTATATTTAGGTGGATATGAGACTGAAGAGAAAGCAGCAGTGTCATACGATCTTGCAGCT
'At2g41710 '                      GCTCACCTTTGGGATAAGAGTACCTGGAACCAAAACCAGAACAAGAAG---GGAAAACAAGTTTATCTAGGAGCATATGATGATGAAGAGGCTGCTGCTAGAGCTTACGACCTTGCTGCC
'At1g79700 '                      GCGCATTTGTGGGATAAGAACAGCTGGAACGATACACAGACCAAGAAA---GGACGTCAA---------GGGGCTTACGACGAAGAAGAAGCAGCAGCACGTGCCTACGACTTAGCAGCA
Os8g34360                         GCGCATCTCTGGGACAAGAACACCTGGAACGAGTCGCAGAGCAAGAAG---GGCAGACAA---------GGGGCTTACGACGGCGAGGAAGCGGCGGCGCGCGCCTACGACCTCGCCGCA
Os12g03290                        GCCCATCTGTGGGACAAGAATTGCTCCACTTCACTTCAGAACAAGAAGAAAGGGAGGCAA---------GGGGCTTATGATAGTGAGGAAGCAGCTGCTCGTGCATATGACCTTGCAGCT
Os12g03290_1                      GCCCATCTGTGGGCCAAGAATTGCTCCCCTTCTCTTCAGACCAAGAAGAAAGGGAGGCAA---------GGGGCTTATGATAGTGAGGAAGCAGCTGCTCGTGCATATGACCTTGCAGCT
'At3g54320 '                      GCTCATCTTTGGGACAAAAGCTCTTGGAATTCGATTCAGAACAAGAAA---GGCAAACAA---------GGAGCATATGACAGTGAAGAAGCAGCAGCACATACGTACGATCTGGCTGCT
Os1g59780                         GCGCACCTGTGGGACAAGCAAGGCTGGAACCCAAACCAGACAAGGAAGAGAGGCAGGCAA---------GGAGCTTATGACACAGAGGAGGCTGCAGCTCGCACTTATGATCTTGCGGCA
Os11g19060                        GCCCATCTTTGGGATAACAGCTGCAGAAGAGAAGGTCAGACTCGCAAA---GGCAGACAA---------GGAGGATATGATAAGGAAGAAAAAGCTGCTAGGGCTTATGATTTGGCTGCC
Os2g40070                         GCTCATCTCTGGGATAATAGCTGTAGAAGAGAAGGGCAGAGTCGCAAG---GGTAGGCAA---------GGTGGCTATGACAAGGAGGATAAAGCAGCGAGAGCTTATGATTTGGCAGCT
Os6g44750                         GCGCACCTGTGGGACAATAGCTGCCGCCGGGAAGGCCAAAGCCGCAAA---GGCCGCCAA---------GGAGGTTATGATAAGGAGGAGAAGGCCGCAAGAGCTTACGACCTCGCCGCC
Os1g67410                         GCTCATCTTTGGGACAACAGCTGCAGAAGAGAGGGCCAAACTCGCAAG---GGTCGTCAA---------GGTGGTTATGACAAAGAGGAAAAAGCTGCTAGAGCTTATGATTTGGCTGCT
Os3g56050                         GCACACCTCTGGGACAACAGCTGCAAGAAGGAAGGCCAGACCAGAAAA---GGACGCCAA---------GGTGGGTATGACATGGAGGAGAAGGCTGCCAGGGCGTATGATCTTGCTGCG
Os7g03250                         GCGCACCTGTGGGACAACAGCTGCAAGAAGGAAGGCCAGACCAGGAAA---GGGAGGCAA---------GGTGGGTATGACATGGAGGAGAAAGCGGCGAGAGCGTATGACCTGGCGGCG
Os3g12950                         GCCCACCTCTGGGATAACAGTTGCAAAAAGGATGGACAGACAAGGAAG---GGAAGGCAA---------GGTGGTTATGACACTGAAGATAAAGCTGCGAGGGCTTATGATCTGGCTGCG
Os3g07940                         GCTCACTTGTGGGACAACACTTGCAGGAAGGAAGGCCAGACCAGGAAA---GGAAGGCAA---------GGTGGCTATGACAAGGAGGAGAAGGCTGCAAGGGCTTATGATTTGGCAGCA
'At1g72570 '                      GCTCACTTATGGGATAATAGCTGTAAGAAGGAGGGACAGACAAGGAGA---GGAAGACAAGCTAAAATAGGAGGGTATGATGAGGAGGAGAAAGCAGCGAGGGCATATGATTTAGCGGCT
'At5g57390 '                      GCTCATCTATGGGATAATAGTTGCCGAAGAGAAGGCCAAAGCAGAAAA---GGAAGACAA---------GGTGGTTATGATAAGGAAGATAAAGCAGCTAGAGCTTACGACCTTGCAGCT
'At5g17430 '                      GCACATTTATGGGACAATAGTTGCAAAAGAGAAGGCCAGACTCGCAAA---GGAAGACAA---------GGAGGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTACGATTTAGCCGCA
'At1g51190 '                      GCTCATCTTTGGGATAATAGCTGTAGAAGAGAAGGACAATCAAGGAAA---GGAAGACAA---------GGTGGGTATGACAAAGAAGAGAAAGCAGCCAGAGCATATGATCTAGCTGCA
'At3g20840 '                      GCTCATCTATGGGATAATAGTTGTAGAAGGGAAGGCCAGTCTAGGAAA---GGAAGACAA---------GGTGGATATGACAAAGAAGATAAAGCAGCAAGATCATATGATCTAGCTGCA
'At5g10510 '                      GCACATCTATGGGATAATAGCTGTAGGAGAGAAGGTCAGGCCAGGAAG---GGACGTCAA---------GGTGGATATGACAAAGAAGATAAGGCAGCTCGAGCTTACGATTTAGCAGCT
'At5g65510 '                      GCGCATCTATGGGATAACAGCTGTAGGAGGGAAGGTCAAGCCAGAAAA---GGACGTCAA---------GGTGGATATGACAAGGAAGATAGAGCAGCTAGAGCCTATGACTTGGCAGCT
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         TCGCACATCTGGGAC------------------------------TGC---GGGAAGCAGGTGTACCTGGGTGGTTTCGATACAGCTCATGCCGCAGCGAGGGCCTATGATCGCGCGGCG
'Barley1_18652_Hordeum '          TCGCACATCTGGGAT------------------------------TGC---GGGAAGCAGGTCTACTTGGGTGGTTTCGACACCGCGCACGCGGCCGCAAGGGCCTACGATCGCGCGGCG
'gi|18476518_Hordeum '            TCGCACATCTGGGAT------------------------------TGC---GGGAAGCAGGTCTACTTGGGTGGTTTCGACACCGCGCACGCGGCCGCAAGGGCCTACGATCGCGCGGCG
'TAtuc03_04_26.7877_Triticum '    ---------------------------------------------------------------------GGTGGTTTCGACACTGCGCACGCGGCCGCAAGGGCCTACGATCGCGCGGCG
'atr01_4ms1_d10_Amborella '       TCACATATCTGGGAC------------------------------TGT---GGGAAGCAAGTCTACCTAGGAGGGTTTGACACTGCACATGCTGCTGCCAGGGCCTATGATCGAGCTGCA
'gi|46395278_Pinus_PtAP2L2 '      TCCCATATCTGGGAC------------------------------TGT---GGAAAACAAGTTTATCTGGGTGGATTCGACACGGCTCATGCAGCTGCCAGGGCATACGATAGGGCGGCC
Os4g55560                         TCGCACATATGGGAT------------------------------TGT---GGCAAGCAGGTCTATTTGGGCGGATTTGACACTGCTCATGCGGCGGCTCGGGCGTACGATCGGGCGGCG
'LEtuc02_10_21.9228_Lycopersico ' TCTCATATATGG------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             TCTCACATATGGGAT------------------------------TGT---GGAAAACAAGTTTATCTAGGTGGATTTGACACGGCACATGCAGCAGCTCGGGCATATGATAGGGCAGCT
'LEtuc02_10_21.11399_Lycopersic ' TCTCATATATGGGAT------------------------------TGT---GGGAAACAAGTGTATTTAGGTGGATTTGATACAGCACATGCAGCAGCTCGTGCATATGATAGGGCAGCA
'gi|28894444_Antirrhinum_LIPLES ' TCACATATATGGGAT------------------------------TGT---GGAAAACAGGTTTATTTAGGTGGATTTGACACAGCACATGCTGCAGCACGGGCGTACGATAGGGCTGCA
'gi|28894442_Antirrhinum_LIPLES ' TCGCACATATGGGAT------------------------------TGT---GGGAAGCAAGTTTACTTAGGTGGATTTGACACAGCACATGCGGCAGCACGTGCATATGATAGGGCAGCA
'gi|21717332_Malus '              TCTCATATTTGGGAT------------------------------TGT---GGGAAGCAAGTTTATCTTGGTGGATTTGACACAGCGCATGCAGCTGCTCGGGCGTACGACAGGGCGGCG
'gi|13173164_Pisum '              TCTCATATATGGGAT------------------------------TGT---GGAAAACAAGTGTATCTGGGTGGATTTGACACAGCACATGCAGCTGCTCGTGCATATGATAGAGCAGCT
'At5g67180 '                      TCACATATTTGGGAC------------------------------TGT---GGGAAGCAAGTGTACTTAGGTGGATTTGACACTGCACATGCTGCTGCTCGAGCCTATGATCGAGCGGCG
'At4g36920_APETALA2 '             TCTCATATTTGGGAC------------------------------TGT---GGGAAACAAGTTTACTTAGGTGGATTTGACACTGCTCATGCAGCAGCTCGAGCATATGATAGAGCTGCT
Os7g39110                         GTCCCCGTTTGGGAT------------------------------TGT---GGGAAGCAGGTGTACTTGGGTGGATTCGATACGGCACAGGCTGCTGCAAGGGCTTATGACCAGGCTGCA
Os6g43220                         ------------GAT------------------------------TGT---GGGAAGCAGGTGTACTTGGGTGGATTCGATACGGCACAGGCTGCTGCAAGGGCTTATGACCAGGCTGCA
'gi|2098818_Zea_mays '            ------------GAC------------------------------TGT---GGGAAACAGGTGTACTTGGGTGGATTCGACACGGCGCAGGCCGCTGCGAGGGCCTACGACCAAGCCGCG
'gi|11181612_Picea '              TCACACATATGGGAT------------------------------TGT---GGAAAACAAGTCTATCTGGGTGGATTTGATACTGCTCATGCTGCTGCTAGAGCGTACGACAGGGCAGCT
'gi|46395276_Pinus_PtAP2L1 '      TCTCACATATGGGAT------------------------------TGT---GGGAAACAGGTCTATCTTGGTGGATTTGACACTGCCCATGCAGCTGCAAGGGCATATGATAGGGCAGCT
'gi|11181610_Picea_abies '        TCTCACATATGGGAT------------------------------TGT---GGGAAACAGGTCTATCTTGGTGGATTTGACACTGCCCATGCAGCTGCAAGGGCATATGACAGGGCAGCC
'GMtuc03_04_25.877_Glycine '      TCTCATATTTGGGAT------------------------------TGT---GGGAAGCAGGTCTATTTGGGTGGATTTGACACTGCTCAAGCTGCTGCAAGAGCATATGATAGGGCTGCA
'GMtuc03_04_25.876_Glycine '      ------TGCAGGGAT------------------------------TGT---GGGAAGCAGGTTTATTTGGGTGGATTTGACACTGCTCAAGCTGCTGCAAGAGCATATGATAGGGCTGCT
'At2g39250 '                      TCTCATATTTGGGAC------------------------------TGT---GGAAAACAAGTTTATTTGGGTGGTTTCGACACAGCCTACACAGCCGCAAGAGCGTACGACCGAGCTGCT
'At3g54990 '                      TCTCATATTTGGGAT------------------------------TGT---GGAAAGCAAGTTTATTTGGGCGGGTTTGATACTGCTTACGCAGCAGCAAGGGCTTACGACCGAGCTGCT
'At5g60120 '                      TCGCATATCTGGGAT------------------------------TGC---GGTAAACAAGTTTATTTAGGTGGATTTGATACTGCCCATGCTGCAGCTAGGGCGTATGATCGAGCTGCT
'At2g28550 '                      TCACATATTTGGGAT------------------------------TGT---GGGAAACAAGTTTATTTAGGTGGTTTCGACACTGCTCATGCTGCAGCTAGAGCTTATGATCGAGCTGCT
'gi|5360996_Hyacinthus '          TCGCATATTTGGGAT------------------------------TGC---GGCAAACAGGTCTATTTGGGAGGATTTGACACTGCTCATGCTGCTGCAAGAGCTTACGATCGAGCTGCG
'pam01_2ms1_c06_Persea '          ------------------------------------------------------AAGCAGGTGTATTTGGGTGGATTCGACACTGCTCATGCCGCAGCACGGGCATATGATCGAGCTGCA
'gi|5081557_Petunia '             TCTCACATCTGGGAT------------------------------TGT---GGAAAACAAGTTTATCTAGGGGGATTTGATACTGCACATGCTGCTGCTAGGGCGTATGATCGTGCTGCG
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ---CGTTTTTTTATT------------------------------AGA---TTGGTATTGGGCATTGTAGGTGGATTTGACACCGCTCATATTGCTGCTAGGGCCTATGATCGAGCTGCT
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------



'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    TCCCATATCTGGGAT------------------------------TGC---GGCAAGCAGGTGTACTTGGGTGGATTTGACACTGCACATGCTGCTGCAAGGGCGTACGATCGAGCGGCG
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      GCTCAGATCTACGAG------------------------------AAG---CACCAACGAGTATGGCTCGGGACTTTCAACGAGCAAGAAGAAGCTGCTCGTTCCTACGACATCGCAGCT
'RAV1_gi42562037_At1g13260 '      GCTCAGATTTACGAG------------------------------AAA---CACCAGCGCGTGTGGCTCGGGACATTCAACGAAGAAGACGAAGCCGCTCGTGCCTACGACGTCGCGGTT
'A4_gi30690008_TINY_At5g25810 '   TCCGAGATACGTGAACCTAGG------------------------AAA---AAATCCCGAATATGGCTAGGAACGTTTCCTTCCCCGGAGATGGCGGCGCGTGCACACGACGTAGCCGCT
'A4_gi7212005AC023628 '           TCTGAGATCAGAGAGCCCCGG------------------------AAA---AAGTCTCGGATTTGGCTCGGATCTTTTCCGGTGCCGGAGATGGCTGCTAAGGCCTACGACGTGGCAGCG
'gi|19789524_Physcomitrella '     TCGGAAATTCGAGAGCCGAAC------------------------AAG---AGGTCACGAATCTGGTTGGGCTCATTCCCCACTGCAGAAATGGCAGCCAAAGCGTACGATGCCGCTGCG
'gi|18348070_Physcomitrella '     TCTGAGATTAGGGAGCCGAAC------------------------AAG---AGGTCGAGGATTTGGTTAGGGTCATTTCCGACTGCGGAGATGGCAGCGCGGGCGTATGATATTGCCATG
'A2_gi30680919_DREB2A_At5g05410 ' GCTGAGATCAGAGAGCCTAAT------------------------CGA---GGTAGCAGGCTTTGGCTTGGTACTTTCCCTACTGCTCAAGAAGCTGCTTCTGCTTATGATGAGGCTGCT
'A5_gi42562576_RAP2.1_At1g46768 ' GCTGAGATTCGTGAGCCTAAC------------------------AAA---CGCTCACGGCTTTGGCTTGGCTCTTACACAACCGATATCGCCGCCGCTAGAGCCTACGACGTGGCCGTC
'B2_gi30695605_RAP2.12_At1g5391 ' GCTGAGATACGTGATCCAAGG------------------------GAA---GGTGCTAGAATCTGGCTTGGAACGTTCAAGACAGCTGAGGAAGCTGCTAGAGCTTACGATGCTGCAGCG
'gi|18351137_Physcomitrella '     GCGGAGATTCGTGATCCTCAG------------------------AAA---GCAGCACGAGTATGGCTAGGGACCTTCGACACAGCTGAACAAGCAGCAATGGCTTACGACACTGCCGCA
'B4_gi42562554_RAP2.6_At1g43160 ' GCGGAGATTCGAGACCCACAC------------------------AAG---GCGACACGTGTATGGCTTGGGACATTCGAGACAGCCGAGGCCGCCGCAAGAGCCTATGATGCGGCAGCA
'A1_gi18416558_DREB1A_At4g25480 ' TGTGAGGTTAGAGAACCAAAC------------------------AAG---AAAACAAGGATTTGGCTCGGAACATTTCAAACCGCTGAGATGGCAGCTCGAGCTCACGACGTTGCCGCT
'B1_gi2281634_RAP2.5 '            GCCGAGATCCGAGATCCGGGC------------------------AAG---AAAACCCGCGTCTGGCTTGGCACTTTCGATACGGCTGAAGAGGCGGCGCGTGCTTACGATACGGCGGCG
'A3_gi18405311_ABI4_At2g40220 '   GCCGAGATCCGAGAGCCACGT------------------------AAG---CGCACTCGCAAGTGGCTTGGTACTTTCGCAACCGCCGAAGACGCCGCACGTGCCTACGACCGGGCTGCC
'A6_gi2281632_RAP2.4 '            GCTGAGATCCGTTTGCCGAGA------------------------AAT---CGGACTCGTCTCTGGCTTGGGACTTTTGACACGGCGGAGGAAGCTGCGTTGGCCTATGATAAGGCGGCG
'B1_gi42562651_AtERF3_At1g50640 ' GCTGAGATCCGTGATCCATGG------------------------AAA---AAAGCTCGTGTTTGGTTAGGTACTTTCGATTCCGCCGAAGAAGCTGCTCGCGCTTACGACTCCGCCGCT
'B5_gi42566428_AF080120 '         GCGGAGATTAGAGATCCGAGT------------------------AGA---CGTGTTAGGGTTTGGTTAGGTACTTTTGACACGGCGGAGGAAGCTGCCATTGTTTACGATAACGCAGCT

[                                 1321      1331      1341      1351      1361      1371      1381      1391      1401      1411      1421      1431      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      TTGAAATATTGGGGACGAGAC------ACCATCTTGAACTTCCCTTTGTGTAATTATGAAGAAGACATCAAAGAAATGGAAAGCCAGTCAAAGGAAGAGTATATTGGATCTTTGAGAAGA
Os9g25600                         TTGAAGTACTGGGGACCCGAC------ACCATCCTCAACTTCCCGTTGTCTGCATATGAAGGTGAGTTGAAAGAAATGGAGGGGCAATCAAGGGAAGAGTATATTGGATCCCTAAGGAGG
Os6g05340                         CTCAAGTACTGGGGACCTACC------ACCTACACAAACTTCCCTGTCGCTGACTATGAAAAAGAGCTGAAACTGATGCAGGGTGTATCCAAGGAGGAGTACCTAGCCTCAATAAGAAGG
'wmi01_10ms3_e03_Welwitschia '    CTCAAATTCTGGGGCTCATCCGGA---GCAATTCTTAATTTCCCTCTTCATAGTTACAAAAAGGAATTGGCTGAGATGGAGGGTTTTTCTAAGGAAGAATTCCTAGCCTGGCTCAGAAGA
'nad03_15ms1_h07_Nuphar '         CTCAAATATTGGGGGCTGTCT------ACTCACATCAATTTTCCATTGAGCAATTACCAGGAAGAACTTGAAGGGATGAAGAACATGAGCAGACAAGAGTATGTTGCTCACTTAAGGAGG
'gi|38492172_Nicotiana '          CTAAAGTATTGGGGACCTTCA------ACTCACATTAACTTTCCGTTAGAGAACTACCAGAAAGAGCTTGAGGATATGAAGAATATGACCCGGCAAGAATATGTTGCACACTTAAGAAGG
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         CTCAAGTACTGGGGTCCCTCT------ACTCACACCAATTTCTCTGCGGAGAATTATCAGAAAGAGATTGAAGACATGAAGAACATGACTAGACAAGAATATGTTGCACATTTGAGAAGG
'gi46395274__Pinus_PtANTL1 '      CTTAAGTATTGGGGACCATCA------ACACACATCAACTTTCCGCTGGAAACATATGAGAAAGAAATCGAGGAAATGAAAAACATGACCAGGCAAGAGTATGTGGCAAATTTAAGGAGG
'gi|18356869_Physcomitrella '     CTCAAATATTGGGGTGTCAGC------ACCACCATCAACTTCACGCTTGATACATACGAACAAGAGCTGGAGGAGATGAAGAACATGTCTCGGCAGGAGTATGTTGCCTCGTTGAGAAGG
'gi|21069051_Brassica '           CTCAAGTATTGGGGAACCACC------ACTACTACTAACTTCCCCATGAGCGAATATGAAAAAGAGGTAGAAGAGATGAAGCACATGACAAGGCAAGAGTATGTTGCCTCACTGCGCAGG
'gi|21069053_Brassica '           CTCAAGTATTGGGGAACCACC------ACTACTACTAACTTCCCCATGAGCGAATATGAGAAAGAGATAGAAGAGATGAAGCACATGACAAGGCAAGAGTATGTTGCCTCACTTCGCAGG
'gi|18346002_Physcomitrella '     CTCAAATATTGGGGTGTCAGC------ACCACCATCAACTTCACGCTTGATACATACGAACAAGAGCTGGAGGAGATGAAGAACATGTCTCGGCAGGAGTATGTTGCCTCGTTGAGAAGG
'eca01_6cs1_a05_eca01_13cs2_a02 ' CTGAAATTTTGGGGTACAGGAGCGCATAATAAAATAAACTTCCCCATTTCCAAGTATGAAAAAGAAATTGAGGAAATGAAGGACATGTCACGGGAAGAATACGTTAATGCTCTTAGAAGG
'At2g41710 '                      TTAAAATATTGGGGTCCTGGG------ACACTTATAAATTTTCCGGTGACTGATTATACCAGGGATTTAGAAGAAATGCAAAATCTCTCAAGGGAAGAATACCTTGCATCTTTACGTAGA
'At1g79700 '                      TTGAAGTACTGGGGACGAGAC------ACACTCTTGAACTTCCCTTTGCCGAGTTATGACGAAGACGTCAAAGAAATGGAAGGCCAATCCAAGGAAGAGTATATTGGATCATTGAGAAGA
Os8g34360                         TTGAAGTACTGGGGCCACGAC------ACCGTCCTCAACTTCCCTCTGTCAACATATGACGAGGAATTGAAGGAAATGGAGGGGCAGTCCAGGGAAGAGTACATCGGATCGCTCCGGAGG
Os12g03290                        CTTAAGTACTGGGGTCCTGAG------ACAGTGCTCAATTTCCCACTGGAGGAATATGAGAAGGAGAGGTCGGAGATGGAGGGTGTGTCGAGGGAGGAGTACCTGGCCTCCCTCCGCCGC
Os12g03290_1                      CTTAAGTACTGGGGTCCTGAG------ACAGTGCTCAATTTCCCACTGGAGGAATATGAGAAGGAGAGGTCGGAGATGGAGGGTGTGTCGAGGGAGGAGTACCTGGCCTCCCTCCGCCGC
'At3g54320 '                      CTCAAGTACTGGGGACCCGAC------ACCATCTTGAATTTTCCGGCAGAGACGTACACAAAGGAATTGGAAGAAATGCAGAGAGTGACAAAGGAAGAATATTTGGCTTCTCTCCGCCGC
Os1g59780                         CTCAAGATCTGGGGCTCAGAC------CATGTCCTAAACTTCCCGATTGACACGTACAGGAAGGAGCTTGAGAGGATGCAGCGAATGACAAGGGAGGAGTACCTGGCTACTCTGAGGCGC
Os11g19060                        CTTAAATACTGGGGCACTACA------ACGACGACGAATTTTCCGGTAAGCAACTACGAAAAAGAGTTGGATGAAATGAAGCACATGAATAGGCAGGAATTTGTTGCATCCCTTAGAAGA
Os2g40070                         CTGAAGTATTGGGGCACAACA------ACAACAACAAATTTCCCAATAAGTAACTATGAAAAAGAGCTAGATGAAATGAAACATATGACCAGGCAGGAGTATATTGCATACCTAAGAAGG
Os6g44750                         CTAAAGTACTGGGGTCCAACC------ACCACGACGAACTTCCCTGTTGCCAACTACGAGACGGAGCTGGAGGAGATGAAGTCCATGACGCGGCAGGAGTTCATCGCGTCGCTGCGCAGG
Os1g67410                         CTCAAATACTGGGGCCCGACG------ACGACGACAAATTTTCCGGTAAATAACTATGAAAAGGAGCTGGAGGAGATGAAGCACATGACAAGGCAGGAGTTCGTAGCCTCTTTGAGAAGG
Os3g56050                         CTCAAGTACTGGGGCCCTTCC------ACGCACATCAACTTCCCGTTGGAGGACTACCAGGAGGAGCTGGAGGAGATGAAGAACATGAGCAGGCAGGAGTATGTGGCTCACCTCAGAAGG
Os7g03250                         CTCAAGTATTGGGGCCCTTCC------ACACACATCAACTTCCCGCTGGAGGACTACCAGGAGGAGCTGGAGGAGATGAAGAACATGACAAGGCAGGAGTATGTGGCTCACTTAAGGAGG
Os3g12950                         CTGAAATACTGGGGGCTATCT------ACGCATATAAATTTCCCGTTAGAAAACTACCGAGATGAGATCGAGGAGATGGAAAGGATGACAAGGCAAGAATATGTTGCGCACTTGAGAAGG
Os3g07940                         CTCAAGTACTGGGGTCCAACA------ACTCACATAAATTTTCCATTGAGCACTTATGAGAAGGAGCTGGAGGAGATGAAGCACATGACAAGGCAGGAGTTCATTGCCCACTTAAGAAGG
'At1g72570 '                      CTGAAGTATTGGGGTCCTACC------ACTCACTTAAATTTCCCTTTGAGTAATTACGAAAAGGAGATCGAGGAACTCAATAACATGAATCGGCAAGAATTTGTTGCCATGTTGAGGAGG
'At5g57390 '                      CTTAAGTATTGGGGTCCTACA------ACTACGACTAATTTCCCGATATCAAATTACGAATCTGAACTTGAAGAAATGAAACACATGACTCGACAAGAGTTCGTTGCTTCTTTAAGACGG
'At5g17430 '                      CTAAAGTATTGGGGAACCACC------ACTACTACTAACTTCCCCTTGAGTGAATATGAGAAAGAGGTAGAAGAGATGAAGCACATGACGAGGCAAGAGTATGTTGCCTCTCTGCGCAGG
'At1g51190 '                      CTTAAATATTGGGGTCCCTCT------ACTACTACCAACTTTCCGATAACTAACTACGAGAAGGAAGTAGAGGAGATGAAAAACATGACGAGACAAGAGTTTGTGGCTTCTATAAGAAGG
'At3g20840 '                      CTTAAGTACTGGGGTCCTTCA------ACTACTACTAATTTCCCCATTACAAACTACGAGAAAGAAGTAGAGGAAATGAAGCACATGACGAGACAAGAGTTCGTGGCTGCCATTAGAAGG
'At5g10510 '                      CTGAAATACTGGAATGCTACT------GCTACCACCAATTTCCCTATTACGAATTACTCGAAAGAAGTGGAGGAAATGAAGCACATGACCAAGCAAGAGTTCATTGCCTCCCTCAGGAGG
'At5g65510 '                      TTAAAATACTGGGGTTCTACT------GCTACTACAAATTTTCCGGTCTCGAGTTATTCAAAAGAACTTGAGGAAATGAATCACATGACCAAGCAAGAGTTTATTGCATCTCTTAGGAGG
'ltu01_16ms3_h06_Liriodendron '   ---------------------------------------------------------------GATCTTGAAGAGATGCGAATGGTCTCAAGAGAAGACTACCTTGCATCTCTCAGAAGA
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ATCAAGTTCAGAGGCCTCGAC------GCGGATATCAACTTTAATCTGAATGACTATGAGGACGACTTGAAGCAGATGCGCAATTGGACCAAGGAGGAGTTTGTGCACATACTTCGGCGC



'Barley1_18652_Hordeum '          ATCAAGTTCCGGGGGCTGGAG------GCCGACATCAACTTCAATCTGAGCGACTACGAGGAGGATTTGAAGCAGATGAGGAACTGGACCAAGGAGGAGTTCGTGCATATCCTCCGCCGC
'gi|18476518_Hordeum '            ATCAAGTTCCGGGGGCTGGAG------GCCGACATCAACTTCAATCTGAGCGACTACGAGGAGGATTTGAAGCAGATGAGGAACTGGACCAAGGAGGAGTTCGTGCATATCCTCCGCCGC
'TAtuc03_04_26.7877_Triticum '    ATCAAGTTCCGGGGGCTGGAG------GCCGACATCAACTTCAATCTGAGCGACTACGAGGAGGATTTGAAGCAGATGAGGAACTGGACCAAGGAGGAGTTCGTGCACATCCTCCGCCGC
'atr01_4ms1_d10_Amborella '       ATCAAGTTCAGAGGAGTGGAC------GCCGATATCAATTTCAGCCTTGCTGACTATGAAGAAGATCTCAAGCAGATGAGAAATTTAACAAAGGAAGAATTTGTCCACATTCTCCGTCGC
'gi|46395278_Pinus_PtAP2L2 '      ATCAAGTTCAGGGGTCAAGAT------GCTGATATAAACTTTAATCTCTCTGACTACGAGGACGACCTCAAACAGCTGAACAACCTCACGAAAGAAGAATTCGTGCATATACTTCGTCGT
Os4g55560                         ATCAAGTTCCGCGGCGTGGAG------GCCGACATCAATTTCAGCTTGGAGGATTACGAGGATGACCTGAAGCAGATGAGCAACCTGACCAAGGAGGAGTTCGTCCACGTGCTCCGGCGG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ATCAAGTTCCGGGGAGTTGAG------GCTGACATAAATTTTAATTTAGAAGATTATGAGGGTGACTTGAAACAGATGACGAATTTAACAAAGGAAGAATTTGTGCATGTGCTACGAAGA
'LEtuc02_10_21.11399_Lycopersic ' ATCAAATTCCGGGGAGCGGAG------GCGGACATAAACTTTACCTCGAAAGATTATGAAGATGACTTAAAACAGATGAGCAATTTAACCAAAGAAGAATTTGTGCATGTACTAAGGAGA
'gi|28894444_Antirrhinum_LIPLES ' ATTAAGTTCCGAGGAGTTGAA------GCAGACATAAACTTTAGCTTGGAAGATTATGAAGACGACTTAAAACAGATGAGCAATTTAACTAAGGAGGAATTTGTGCATGTACTAAGGCGA
'gi|28894442_Antirrhinum_LIPLES ' ATTAAGTTCCGGGGAGTGGAA------GCTGATATAAACTTTAGTTTAGAAGATTATGAAGAAGACTTAAAACAGATGAGAAATCTAACAAAGGAAGAGTTTGTGCATGTACTGAGGAGA
'gi|21717332_Malus '              ATCGAGTTCCGGGGAGTGGAG------GCGGACATAAATTTTAGCATAGAGGATTATGAAGAAGACTTGAAGCAGATGAGGAATTTAACGAAGGAGGAATTTGTGCATGTACTTCGCCGA
'gi|13173164_Pisum '              ATTAAGTTTAGAGGAGTTGAA------GCAGACATAAACTTCAACATAGAAGATTATGAAGAAGACTTGAAGCAGATGAGTAATTTGACAAAGGAAGAGTTCGTACATGTACTTCGTCGA
'At5g67180 '                      ATTAAATTCAGAGGTGTAGAT------GCAGATATTAATTTCGACATTGAAGACTACCTTGACGATTTGAAACAGATGGGAAATTTGACAAAGGAAGAGTTTATGCATGTACTTAGAAGG
'At4g36920_APETALA2 '             ATTAAATTCCGTGGAGTAGAA------GCGGATATCAATTTCAACATCGACGATTATGATGATGACTTGAAACAGATGACTAATTTAACCAAGGAAGAGTTCGTACACGTACTTCGCCGA
Os7g39110                         ATCAAGTTCCGTGGAGTGGAG------GCAGACATCAACTTCACCCTGGATGACTACAAGGAGGACATAAAGAAGATGAACAACTTCAGCAAGGAGGAGTTCGTTCAGGTTCTCCGGCGA
Os6g43220                         ATCAAGTTCCGTGGAGTGGAG------GCAGACATCAACTTCACCCTGGATGACTACAAGGAGGACATAAAGAAGATGAACAACTTCAGCAAGGAGGAGTTCGTTCAGGTTCTCCGGCGA
'gi|2098818_Zea_mays '            ATCAAGTTCCGCGGCCTGAAC------GCGGACATCAACTTCACCCTGGACGACTACAAGGACGAGATGAAGAAGATGAAGGACTTGAGCAAGGAGGAGTTCGTGCTGGTGCTCCGGCGG
'gi|11181612_Picea '              ATCAAGTTTCGAGGAGTGGAC------GCTGATATAAATTTTACTCTCACCGACTATCAAGAAGATCTGGACCAGACGAGCAAGCTCTCTAAAGAAGAGTTTGTGCATATTCTTCGTCGT
'gi|46395276_Pinus_PtAP2L1 '      ATCAAATTCAGAGGTGTAGAT------GCCGATATTAACTTTAACATTGATGATTATGAAGAGGATGTGAAGCAGATGAATAAACTCACAAAGGAAGAATTTGTTCATGTCCTTCGTCGT
'gi|11181610_Picea_abies '        ATCAAATTCAGAGGTGTAGAT------GCTGATATAAATTTTAACATTGATGATTATGAAGACGATGTGAAGCAGATGAGTAAACTCACGAAGGAAGAATTTGTTCATGTCCTTCGTCGT
'GMtuc03_04_25.877_Glycine '      ATAAAGTTTCGTGGAGTAGAG------GCTGATATAAACTTTAGTTTAAGTGATTATGAGGAGGATTTGAAGCAGATGAGAGGTTTGAGTAAGGAAGAGTTTGTGCTCTTACTTCGTCGA
'GMtuc03_04_25.876_Glycine '      ATAAAGTTTCGTGGAGTAGAT------GCTGATATAAACTTTAGTTTGAGTGATTATGAGGAGGATTTGAAGCAGATGAGAAATTTGAGTAAGGAAGAGTTTGTGCTCTTACTTCGTCGA
'At2g39250 '                      ATCAGATTCCGGGGACTCCAA------GCAGATATCAACTTTATCGTGGATGATTACAAACAAGACATTGAAAAGATGAAGAATTTAAGCAAAGAAGAGTTTGTGCAATCTCTTAGACGA
'At3g54990 '                      ATCAAATTCCGTGGTCTCGAT------GCAGACATCAATTTCGTCGTGGATGATTATAGGCATGACATCGATAAGATGAAGAATTTAAATAAGGTGGAGTTCGTGCAAACACTTAGGCGA
'At5g60120 '                      GTCAAATTCCGGGGTCTGGAA------GCTGACATCAATTTCGTTATTGGCGATTATGAAGAGGATCTCAAGCAGATGGCGAATCTTTCCAAAGAGGAAGTTGTGCAAGTACTTCGGCGA
'At2g28550 '                      ATTAAATTTAGAGGTGTTGAT------GCTGATATCAACTTTACTCTTGGTGATTATGAGGAAGATATGAAACAGGTACAAAACTTGAGTAAGGAAGAGTTTGTGCATATACTGCGTAGA
'gi|5360996_Hyacinthus '          ATTAAGTTTCGAGGGGTTGAT------GCTGATATCAATTTCAATCTCAGTGATTATAATGAGGATCTGAAGCAGATGATGAACTTAGCCAAAGAGGAGTTTGTTCACATCCTTCGAAGG
'pam01_2ms1_c06_Persea '          ATCAAGTTCAGAGGAGTTGAT------GCGGACATTAATTTCAACCTTACGGATTATGAAGACGATATGAAACAGATGAAGAATCTGACGAAGGAAGAATTTGTGCACATTCTTCGTCGG
'gi|5081557_Petunia '             ATTAAATTTAGAGGACTTGAT------GCAGATATTAATTTCAATGTCAGTGATTATCAGGATGATCTAAAGCAGATGACGAACTTTACTAAGGAAGAGTTTGTGCATATACTTCGACGT
'GMtuc03_04_25.28779_Glycine '    ---------------------------TGCGATATCAATTTTGATCTCGTTGATTATGAGGAGGATCTAAAACAGATGAAGAATCTTTCAAAGCAGGAGTTCGTGCACATACTTCGCCGC
'GMtuc02_10_21.14413_Glycine '    ATTAAGTTCAGGGGACTTGAT------GCTGACATCAATTTTAATCTCGTTGATTATGAGGAGGATCTAAAACAGATGAAGAATCTTTCAAAGCAGGAGTTCGTGCAC---CTCCGCCGC
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ATCAAGTTCCGTGGCGTCGAC------GCCGACATAAACTTCAACCTCAGCGACTACGAGGACGACATGAAGCAGATGAAGGGCCTGTCCAAGGAGGAGTTCGTGCACGTGCTGCGGCGG
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      TGTAGATTCCGTGGCCGCGAC------GCCGTCGTCAACTTCAAG---------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      CACAGGTTCCGTCGCCGTGAC------GCCGTCACAAATTTCAAA---------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   CTTAGCATCAAAGGAGCCTCC------GCTATACTCAATTTCCCT---------------------------------------------------------------------------
'A4_gi7212005AC023628 '           TTTTGTCTAAAAGGTAGAAAA------GCTCAGCTGAATTTCCCT---------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     GTGTGCTTGCGCGGACGATCC------GTGAAGCTGAACTTCCCC---------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     GTTTGTTTGAGAGGTCCCTCT------GCTGTCCTGAATTTCCCC---------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' AAAGCTATGTATGGTCCTTTG------GCTCGTCTTAATTTCCCT---------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' TTCTACCTCCGTGGCCCCTCC------GCACGTCTCAACTTCCCT---------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' CGGAGAATCCGTGGATCTAAA------GCTAAGGTGAATTTCCCT---------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ATCAGATTCAGAGGGTTAAGA------GCGAAGCTCAATTTCCCC---------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' CTTCGCTTTAGAGGAAGCAAA------GCAAAGCTTAATTTCCCC---------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' TTAGCCCTTCGTGGCCGATCA------GCCTGTCTCAATTTCGCT---------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            CGTGATTTTCGTGGTGCTAAG------GCTAAGACCAATTTCCCA---------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   GTTTACCTATACGGGTCACGT------GCTCAGCTCAACTTAACC---------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            TACAAGCTGCGCGGCGATTTC------GCCCGGCTTAACTTCCCT---------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' CGTAACCTCCGTGGTCCTAAA------GCCAAAACTAATTTCCCC---------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ATTCAGCTACGTGGTCCTAAC------GCAGAGCTTAACTTCCCT---------------------------------------------------------------------------

[                                 1441      1451      1461      1471      1481      1491      1501      1511      1521      1531      1541      1551      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      AAAAGTAGTGGGTTTTCACGAGGTGTATCAAAATACAGAGGCGTTGCAAAGCATCACCACAATGGGAGATGGGAAGCTCGAATCGGAAGAGTGTTTGGCAATAAATATTTATACCTTGGA
Os9g25600                         AAAAGCAGTGGGTTCTCAAGAGGAGTATCGAAGTACCGAGGCGTTGCAAGACACCATCACAATGGGAGATGGGAGGCCCGGATTGGCCGTGTTTTTGGCAACAAGTACCTCTATCTCGGT
Os6g05340                         AAGAGCAATGGCTTCTCTCGTGGAGTTTCCAAGTACAGAGGCGTTGCACGGCACCACCACAACGGCAGGTGGGAGGCCCGGATCGGCAGGGTGTTCGGCAACAAGTACCTCTACCTGGGC



'wmi01_10ms3_e03_Welwitschia '    AATAGCAGTGGCTTTTCAAGAGGAGTTTCCAAATACAGAGGAGTTGCTCGGCATCACCAAAATGGAAGATGGGAAGCCAGACTGGGGAAAGTTCTGGGCAACAAGTATCTCTATCTTGGA
'nad03_15ms1_h07_Nuphar '         AAAAGTAGTGGGTTTTCAAGAGGCGCATCTATGTATAGAGGTGTAACAAGGCATCATCAACATGGGAGGTGGCAAGCTAGGATTGGTAGAGTAGCTGGAAACAAAGACCTTTATCTTGGG
'gi|38492172_Nicotiana '          AAAAGTAGTGGATTCTCAAGAGGTGCTTCAATGTATAGAGGAGTGACAAGGCACCATCAGCATGGAAGATGGCAGGCAAGAATTGGAAGAGTTGCAGGGAACAAAGATCTCTATCTTGGG
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         AAGAGCAGTGGTTTCTCTAGGGGTGCTTCCATCTATAGAGGAGTCACAAGACATCACCAGCATGGAAGGTGGCAAGCACGGATTGGTAGAGTCGCTGGAAACAAAGATCTCTACCTTGGA
'gi46395274__Pinus_PtANTL1 '      AAAAGCAGTGGTTTCTCTCGAGGGGCTTCTGTGTACCGTGGTGTTACAAGGCATCATCAGCATGGGAGGTGGCAAGCACGCATTGGGAGGGTAGCGGGCAACAAGGATCTATACCTTGGG
'gi|18356869_Physcomitrella '     AAAAGCAGTGGCTTTTCGAGAGGAGCATCCATGTATCGAGGGGTGACGAGACACCATCAGCATGGGAGATGGCAAGCACGCATTGGGCGAGTTGCGGGAAACAAGGACCTGTACCTGGGC
'gi|21069051_Brassica '           AAAAGTAGTGGTTTCTCTCGTGGTGCATCGATTTATCGTGGAGTAACAAGACATCACCAACATGGAAGATGGCAAGCTAGGATAGGAAGAGTCGCCGGTAACAAAGACCTCTACTTGGGA
'gi|21069053_Brassica '           AAAAGTAGTGGTTTCTCTCGTGGTGCATCGATTTATCGTGGAGTAACAAGACATCACCAACATGGAAGATGGCAAGCTAGGATAGGAAGAGTCGCCGGTAACAAAGACCTCTACTTGGGA
'gi|18346002_Physcomitrella '     AAAAGCAGTGGCTTTTCGAGAGGAGCATCCATGTATCGAGGGGTGACGAGACACCATCAGCATGGGAGATGGCAAGCACGCATTGGGCGAGTTGCGGGAAACAAGGACCTGTACCTGGGC
'eca01_6cs1_a05_eca01_13cs2_a02 ' AAAAGCATTTGCTTTGCCAGAGGGAATTCAATTTACAGAGGAGTGACAAGACAACACGAAGGGCGTAGATGGCAAGCTCGAATTGG?AAGGGTGGCGGTGGTAGAGATATCTATCTTGGA
'At2g41710 '                      AAAAGCAGCGGTTTCTCTAGGGGAATAGCGAAATATCGTGGACTTCAA---------------AGCCGATGGGACGCATCAGCCAGTCGTATGCCTGGACCTGAATACTTCAGTAACATT
'At1g79700 '                      AAAAGTAGTGGATTTTCTCGCGGTGTATCAAAATACAGAGGCGTTGCAAGGCATCACCATAATGGGAGATGGGAAGCTAGAATTGGAAGGGTGTTTGGTAATAAATATCTATATCTTGGA
Os8g34360                         AAGAGCAGTGGCTTCTCAAGAGGGGTGTCCAAGTACAGAGGAGTTGCAAGGCATCATCACAACGGCAAATGGGAGGCTCGGATTGGGCGTGTGTTCGGCAACAAATACCTCTACCTAGGT
Os12g03290                        CGGAGCAGCGGTTTCTCCAGGGGTGTCTCCAAGTACAGAGGCGTTGCCAGGCATCACCACAATGGGCGGTGGGAGGCACGGATAGGGCGGGTCCTGGGGAACAAGTACCTCTACCTGGGT
Os12g03290_1                      CGGAGCAGCGGTTTCTCCAGGGGTGTCTCCAAGTACAGAGGCGTTGCCAGG---------------------------------------------------------------------
'At3g54320 '                      CAGAGCAGTGGTTTCTCCAGAGGCGTCTCTAAATATCGCGGCGTCGCTAGGCATCACCACAACGGAAGATGGGAGGCTCGGATCGGAAGAGTGTTTGGGAACAAGTACTTGTACCTCGGC
Os1g59780                         AAGAGCAGTGGCTTCTCCAGGGGTGTCTCCAAGTACAGGGGAGTGGCAAAGCATCACCACAACGGCCGGTGGGAGGCCAGGATAGGCCGAGCTGTAGGCAAGAAATACCTCTACCTGGGA
Os11g19060                        AAAAGCAGTGGATTTTCACGTGGTGCTTCCATATATCGTGGTGTTACAAGACACCATCAGCATGGAAGGTGGCAAGCAAGGATAGGACGGGTGGCAGGAAACAAGGATCTGTATTTGGGC
Os2g40070                         AATAGCAGTGGATTTTCTCGTGGTGCATCGAAATATCGTGGTGTAACCAGGCACCATCAGCATGGGAGATGGCAAGCAAGGATAGGGAGGGTTGCAGGAAACAAGGACCTCTACTTAGGC
Os6g44750                         AAGAGCAGCGGCTTCTCAAGAGGGGCTTCCATCTACAGAGGAGTAACAAGACATCATCAGCACGGCCGGTGGCAAGCGAGGATCGGCAGGGTGGCCGGAAACAAGGACCTGTACTTGGGC
Os1g67410                         AAGAGCAGTGGTTTCTCCAGAGGTGCATCCATTTACCGTGGAGTAACTAGGCATCACCAGCATGGGAGATGGCAAGCAAGGATAGGAAGAGTTGCAGGGAACAAGGACCTCTACTTGGGC
Os3g56050                         AAAAGCAGTGGCTTCTCGCGTGGCGCTTCGATCTACCGTGGAGTCACCAGGCATCATCAGCACGGGAGATGGCAGGCGCGAATCGGCCGCGTCTCGGGCAACAAGGACCTTTACTTGGGG
Os7g03250                         AAAAGTAGCGGTTTCTCACGGGGAGCTTCCATGTACCGTGGTGTCACAAGGCATCATCAGCACGGACGGTGGCAGGCACGCATCGGCCGAGTCTCCGGCAACAAGGACCTCTACCTCGGC
Os3g12950                         AGAAGCAGCGGGTTCTCTCGCGGTGCTTCCATCTACCGGGGAGTAACAAGGCATCACCAGCATGGAAGATGGCAAGCTCGGATTGGCAGGGTTGCTGGCAACAAGGACTTGTATCTCGGC
Os3g07940                         ---------------------------------------------------CATCACCAGCACGGGAGATGGCAGGCAAGGATTGGAAGGGTCGCAGGGAACAAGGACCTGTATCTCGGC
'At1g72570 '                      AATAGCAGCGGGTTTTCGAGGGGAGCTTCCGTGTATAGAGGAGTTACAAGGCATCATCAACATGGAAGGTGGCAAGCCAGAATTGGAAGAGTTGCTGGAAACAAGGACTTGTACCTTGGA
'At5g57390 '                      AAAAGCAGTGGATTCTCTAGGGGTGCCTCCATGTACAGAGGCGTCACTAGACATCATCAGCATGGTCGATGGCAGGCACGAATTGGAAGAGTTGCAGGCAACAAAGACCTTTATCTTGGC
'At5g17430 '                      AAAAGTAGTGGTTTCTCTCGTGGTGCATCGATTTATCGAGGAGTAACAAGGCATCACCAACATGGAAGGTGGCAAGCTAGGATCGGAAGAGTCGCCGGTAACAAAGACCTCTACTTGGGA
'At1g51190 '                      AAAAGTAGCGGATTCTCGCGTGGTGCATCCATGTATCGTGGAGTAACAAGGCATCATCAACATGGAAGATGGCAAGCAAGGATCGGCCGAGTTGCTGGAAACAAAGATCTCTACTTGGGA
'At3g20840 '                      AAAAGTAGTGGATTTTCGAGAGGCGCTTCGATGTATCGAGGAGTTACAAGGCATCACCAACATGGAAGATGGCAAGCAAGGATCGGCCGAGTCGCCGGAAACAAAGACCTCTACTTGGGA
'At5g10510 '                      AAGAGTAGCGGTTTCTCTAGAGGAGCTTCGATATACCGAGGTGTTACAAGGCATCATCAACAAGGACGTTGGCAAGCAAGGATTGGCCGAGTTGCTGGGAACAAAGATCTTTACCTTGGA
'At5g65510 '                      AAAAGTAGCGGTTTTTCGAGAGGAGCTTCAATATATAGAGGTGTCACAAGGCATCATCAACAAGGTCGCTGGCAAGCAAGAATCGGCCGTGTCGCAGGAAACAAAGATCTTTACCTCGGA
'ltu01_16ms3_h06_Liriodendron '   AAAAGTAGTGGTTTCTCAAGAGGGTTCTCCAAATATCGTGGAATTTCCAGACCATCACAAAGTAGTCGATGGGACACATCCCTAGGTCGAATGCTTGGGAATGAGTACTTTAATAGCATA
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         CAAAGCACAGGATTTGCAAGGGGGAGCTCAAAGTACCGGGGTGTGACA---CTGCACAAGTGTGGCCGGTGGGAAGCTCGGATGGGCCAGCTGCTCGGCAAGAAGTACATCTATCTAGGA
'Barley1_18652_Hordeum '          CAGAGCACCGGGTTCGCCAGGGGGAGCTCGAAGTACCGCGGCGTCACG---CTCCACAAGTGCGGCCGCTGGGAGGCAAGGATGGGCCAACTGCTCGGCAAGAAGTACATATATCTTGGG
'gi|18476518_Hordeum '            CAGAGCACCGGGTTCGCCAGGGGGAGCTCGAAGTACCGCGGCGTCACG---CTCCACAAGTGCGGCCGCTGGGAGGCAAGGATGGGCCAACTGCTCGGCAAGAAGTACATATATCTTGGG
'TAtuc03_04_26.7877_Triticum '    CAGAGCACGGGGTTCGCCAGGGGGAGCTCCAAGTACCGCGGCGTCACG---CTCCACAAGTGCGGCCGCTGGGAGGCAAGGATGGGCCAGCTGCTCGGCAAGAAGTACATATATCTGGGC
'atr01_4ms1_d10_Amborella '       CAAAGCACTGGTTTCTCGAGAGGGAGCTCCAAATATAGAGGTGTGACA---CTTCACAAATGTGGGCGTTGGGAAGCCCGTATGGGGCAATACCTTGGTAAAAAGTACATCTATCTCGGT
'gi|46395278_Pinus_PtAP2L2 '      CAAAGCAATGGTTTCTCTCGAGGAAGCTCCAAGTATAGAGGCGTCACA---CTGCACAAGTGCGGCCGATGGGAAGCCAGGATGGGACAATTTCTCGGGAAAAAGTATATTTACTTGGGC
Os4g55560                         CAGAGCACGGGGTTCCCCCGGGGAAGCTCCAAGTACAGGGGCGTGACG---CTCCACAAGTGCGGGAGATGGGAGGCTCGGATGGGCCAATTCCTCGGCAAGAAATACGTATACTTGGGG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             CAAAGTACTGGTTTTCCAAGAGGAAGTTCCAAGTATAGGGGGGTTACT---TTGCACAAATGTGGTAGATGGGAAGCTAGAATGGGACAGTTCTTAGGCAAAAAGTACGTTTATTTGGGC
'LEtuc02_10_21.11399_Lycopersic ' CAAAGTACTGGTTTTCCAAGAGGAAGTTCCAAGTATAGAGGAGTCACT---TTGCATAAATGTGGTAGATGGGAAGCTAGAATGGGACAATTCTTAGGCAAAAAGTATGTTTATTTAGGC
'gi|28894444_Antirrhinum_LIPLES ' CAAAGTACTGGTTTTCCAAGAGGGAGTTCAAAGTATAGAGGTGTTACT---TTGCACAAATGTGGTAGATGGGAAGCTAGAATGGGCCAGTTTTTAGGCAAAAAGTATGTTTATTTGGGT
'gi|28894442_Antirrhinum_LIPLES ' CAAAGTACTGGATTTCCACGAGGGAGTTCAAAGTATAGAGGTGTTACT---TTGCATAAATGTGGAAGATGGGAAGCCAGGATGGGCCAGTTTTTAGGCAAAAAGTATGTTTATTTGGGT
'gi|21717332_Malus '              CAAAGCACCGGGTTCCCGAGAGGGAGCTCTAAATATAGAGGGGTCACC---TTGCACAAGTGTGGCAGATGGGAGGCCAGGATGGGCCAATTTTTAGGCAAAACATACGTTTATCTGGGA
'gi|13173164_Pisum '              CAAAGCACTGGTTTTCCTCGAGGAAGTTCTAAATATAGAGGTGTTACA---TTGCACAAATGTGGAAGATGGGAAGCTAGAATGGGTCAATTTTTAGGAAAAAAATATGTTTATCTGGGC
'At5g67180 '                      CAAAGCACTGGGTTTCCAAGAGGCAGTTCTAAATACAGAGGTGTTACT---TTGCACAAATGTGGAAGATGGGAGTCACGTTTGGGTCAATTCCTCAACAAAAAGTACGTTTATTTGGGT
'At4g36920_APETALA2 '             CAAAGCACAGGCTTCCCTCGAGGAAGTTCGAAGTATAGAGGTGTCACT---TTGCATAAGTGTGGTCGTTGGGAAGCTCGAATGGGTCAATTCTTAGGCAAAAAGTATGTTTATTTGGGT
Os7g39110                         CAGGGCGCCGGCTTCGTCAGGGGGAGCTCGCGGTTCAGAGGTGTCACC---CTGCACAAGTGCGGCAAATGGGAGGCCAGGATCGGCCAGCTCATGGGCAAGAAGTACGTGTACCTTGGC
Os6g43220                         CAGGGCGCCGGCTTCGTCAGGGGGAGCTCGCGGTTCAGAGGTGTCACC---CTGCACAAGTGCGGCAAATGGGAGGCCAGGATCGGCCAGCTCATGGGCAAGAAGTACGTGTACCTTGGC
'gi|2098818_Zea_mays '            CAGGGCGCCGGCTTCGTCAGGGGCAGCTCCAGGTTCCGGGGAGTCACC---CAGCACAAGTGCGGCAAGTGGGAGGCCAGGATCGGCCAGCTCATGGGCAAGAAGTATGTGTACCTGGGC
'gi|11181612_Picea '              CAAAGCACTGGTTTCTCTCGTGGAAGTTCCAAGTATAGAGGCGTGACT---CTGCATAAGTGTGGGCGATGGGAAGCCAGAATGGGCCAATTCCTCGGGAAAAAGTACATATATTTGGGA
'gi|46395276_Pinus_PtAP2L1 '      CAAAGTACTGGATTTCCCAGAGGAAGTTCTAAGTTTAGAGGTGTGACC---TTGCACAAGTGTGGCAGGTGGGAAGCCAGAATGGGACAATTTCTTGGAAAAAAGTATGTGTACTTGGGT
'gi|11181610_Picea_abies '        CAAAGTACCGGATTTCCCAGAGGAAGTTCTAAGTTTAGAGGTGTGACC---TTGCACAAATGTGGCAGATGGGAAGCTAGAATGGGACAATTTCTGGGAAAAAAGTATGTGTACTTGGGT
'GMtuc03_04_25.877_Glycine '      CAAATCAATGGAAGCTCGAGA---AGTTCAACATACAAAGGTGCATTA---GCCCTTCGCAAAGATGCTCAAGGAGAACCACGA------------------------------------
'GMtuc03_04_25.876_Glycine '      CAAATAAATGGAATCTCTAGGAGAAGTTCAACATACAGAGGTGCATTA---GCCCTTCGCAAAGATGCTCAAGGAGAACCACGA------------------------------------
'At2g39250 '                      GCGAGTGCAAGCTTAGCAAGAGGAGGTTCTAAATACAAAAACACCCAT---ATGAGA---------------------------------------------------------------
'At3g54990 '                      GAGAGTGCGAGTTTCGGAAGAGGAAGTTCCAAATACAAAGGCTTGGCT---CTTCAAAAATGC---------------------------------------------------------
'At5g60120 '                      CAGAGCTCTGGTTTCTCAAGGAATAATTCTAGATATCAAGGAGTTGCT---TTGCAAAAGATTGGCGGGTGGGGAGCT---CAA------------------------------------
'At2g28550 '                      CAGAGCACGGGGTTTTCGCGGGGGAGTTCGAAGTATCGAGGGGTTACG---TTACACAAATGTGGTAGATGGGAAGCT---AGG------------------------------------
'gi|5360996_Hyacinthus '          CAGAGCACTGGGTTTTCGAGGGGCAGCTCGAAATATCGAGGGGTGACT---CTCCACAAGTGCGGCCACTGGGAAGCTAGGATGGGCCAATTCCTTGGC---------------------



'pam01_2ms1_c06_Persea '          CAAAGCACTGGATTCTCTAGGGGAAGTTCAAAATATAGAGGTGTTACG---CTCCACAAATGTGGTCGATGGGAAGCTCGCATGGGTCAGCTCCTTGGCAAGAAGTATATTTATCTTGGA
'gi|5081557_Petunia '             CAAAGCACTGGATTCTCTAGAGGAAGTTCCCAATACAGGGGAGTCACA---TTGCACAAATGTGGACGATGGGAATCTCGGATGGGGCAGTTTCTTGGAAAGAAGTATATCTATCTTGGA
'GMtuc03_04_25.28779_Glycine '    CACAGTACCGGTTTCTCAAGGGGCAGTTCGAAATACCGGGGAGTGACA---CTTCACAAATGTGGCCGTTGGGAAGCTCGAATGGGACAATTCCTTGGCAAGAAG---------------
'GMtuc02_10_21.14413_Glycine '    CACAGTACCGGTTTCTCAAGGGGCAGTTCGAAATACCGGGGAGTGACA---CTTCACAAATGTGGCCGTTGGGAAGCTCGAATGGGACAATTCCTTGGCAAGAAGTATATATATCTTGGG
'MTtuc03_04_26.7790_Medicago '    ---------------------------------------------------------------------TGTCTTGAATTTATTACACTTAAATTATCAAAGCTCATTAAGAGTCTAACG
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------TCAACCAACCGG
'nad03_31ms3_d04_Nuphar '         ---------------------------------------------------------------------------------------------------------------------GGT
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------CGTCAC---CCTGCACAATGCGGCCGGTGGGAGGCGCGCATGGGCCAGTTCCTCGGCAAGAAG---------------
'TAtuc03_04_26.3852_Triticum '    CAGAGCACCGGCTTCTCGCGGGGCAGCTCCAAGTACAGAGGCGTAACC---CTGCACAAGTGCGGCCGGTGGGAGGCGCGCATGGGCCAGTTCCTCGGCAAGAAGTACATATATCTTGGG
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------GCACGAGGATATCTTGGG
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 1561      1571      1581      1591      1601      1611      1621      1631      1641      1651      1661      1671      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ACTTACGCGACGCAAGAAGAAGCAGCTATAGCGTACGATATCGCAGCTATCGAGTACCGTGGACTCAACGCCGTTACTAACTTCGACATCAGCCGTTATCTGAAACTCCCGGTG------
Os9g25600                         ACTTACGCGACGCAGGAGGAGGCGGCAATGGCGTACGACATGGCGGCCATCGAGTATCGGGGCCTGAACGCCGTCACCAACTTCGACCTCAGCCGGTACATCAAGTGGCTCCGG------
Os6g05340                         ACCTACTCCACCCAGGAGGAGGCCGCCCGCGCCTACGACATCGCCGCCATCGAGTACCGCGGCATCAACGCCGTCACCAACTTCGATCTCAGCACCTACATCCGCTGGCTCAAGCCCCCC
'wmi01_10ms3_e03_Welwitschia '    ACTTTTGATACTCAGGAAGAAGCTGCN---------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ACCTTTAGTACTCAGGAGGGAGCAGCTGAAGCATACGACGTTGCTGCAATCAAATTCCGAGGGTTGAATGCTGTGACCAACTTTGACATAACCAGATAT---------------------
'gi|38492172_Nicotiana '          ACTTTCAGCACACAAGAAGAAGCTGCAGAAGCATATGATGTTGCTGCAATCAAATTCAGAGGTGTAAATGCTGTCACAAACTTTGACATATCGCGATACGACGTGGAGAAAATCATGGCT
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ACTTTTGGAACCCAAGAAGAAGCTGCAGAAGCTTACGATGTAGCAGCAATTAAGTTCCGTGGCACAAATGCTGTGACTAACTTTGATATCACGAGGTACGATGTTGATCGTATCATGTCT
'gi46395274__Pinus_PtANTL1 '      ACATTCAGTACCCAGGAGGAGGCTGCAGAGGCCTATGATATTGCAGCCATCAAATTCCGAGGAATTAGTGCAGTGACAAATTTTGATATCAGCAAATATGATGTCCAACGGATATGTTCT
'gi|18356869_Physcomitrella '     ACTTACAGCACTCAAGAGGAAGCAGCGGAGGCCTACGACATAGCTGCCATAAAATATCGTGGAATTAATGCCGTCACAAACTTTCATATCTCTCGTTAC---------------------
'gi|21069051_Brassica '           ACTTTTGGCACACAAGAAGAAGCTGCAGAGGCATACGACATTGCGGCCATCAAATTCAGAGGATTAACCGCAGTGACTAACTTCGACATGAACAGATACAACGTTAAAGCAATCCTCGAA
'gi|21069053_Brassica '           ACTTTTGGCACACAAGAAGAAGCTGCAGAGGCATACGACATTGCGGCCATCAAATTCAGAGGATTAACCGCAGTGACTAACTTCGACATGAACAGATACAACGTTAAAGCAATCCTCGAA
'gi|18346002_Physcomitrella '     ACTTACAGCACTCAAGAGGAAGCAGCGGAGGCCTACGACATAGCTGCCATAAAATATCGTGGAATTAATGCCGTCACAAACTTTCATATCTCTCGTTACCTA------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ACATATGATACN------------------------------------------------------------------------------------------------------------
'At2g41710 '                      CATTACGGGGCAGGTGATGATCGTGGAACAGAAGGTGACTTTCTAGGTAGCTTTTGTCTGGAAAGAAAGATTGATCTAACAGGATACATAAAGTGGTGGGGAGCCAACAAGAACCGTCAA
'At1g79700 '                      ACATACGCCACGCAAGAAGAAGCAGCAATCGCCTACGACATCGCGGCAATAGAGTACCGTGGACTTAACGCCGTTACCAATTTCGACGTCAGCCGTTATCTAAAC---------------
Os8g34360                         ACTTATGCAACACAAGAGGAGGCGGCCGTGGCGTACGACATCGCGGCGATCGAGCACCGCGGCCTCAACGCCGTCACCAACTTCGACATCAATCTCTACATCAGGTGGTACCACGGCTCT
Os12g03290                        ACTTTCGATACTCAAGAGGAGGCAGCCAAGGCCTATGATCTTGCTGCAATCGAATACCGAGGTGCCAATGCGGTAACCAACTTCGACATCAGCTGCTACCTGGACCAGCCACAGTTACTG
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ACCTATAGTACGTTATCTCCTTTCCCTTTTTTCTTC------------------------------------------------------------------------------------
Os1g59780                         ACATTCGATACCCAGGAGGAGGCAGCCACGGCCTACGACCTGGCGGCGATACAGCTCCGCGGCCGCAGCGCGGTCACCAACTTCGACGCCAGCTGCTACACCTACACGGACCACCTGCCG
Os11g19060                        ACATTTGGCACCCAAGAGGAAGCTGCAGAGGCATATGATATCGCTGCAATCAAATTCCGTGGTCTCAATGCTGTGACAAACTTTGACATGAGCCGGTACGATGTCAAGAGCATCATTGAA
Os2g40070                         ACCTTCAGCACCGAGGAGGAGGCGGCGGAGGCGTACGACATCGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTTGACATGAGCCGCTACGACGTCAAGAGCATCCTGGAG
Os6g44750                         ACTTTCAGCACGCAGGAGGAGGCTGCCGAGGCGTACGACATTGCCGCTATCAAGTTCAGGGGGCTCAACGCCGTCACCAACTTCGACATGAGCCGCTACGACGTCGACAGCATCCTCAAC
Os1g67410                         ACCTTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACATCGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATGAGCCGCTACGACGTCAAGAGCATCCTCGAC
Os3g56050                         ACATTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACGTGGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATCACGAGGTACGACGTGGACAAGATCCTGGAG
Os7g03250                         ACTTTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACGTGGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATCACCCGCTACGACGTCGACAAGATCATGGCC
Os3g12950                         ACTTTCAGCACTCAAGAAGAAGCAGCAGAGGCATACGACATTGCTGCCATCAAGTTCCGTGGCCTGAACGCGGTGACGAACTTTGACATCACAAGGTACGACGTGGACAAGATCATGGAG
Os3g07940                         ACCTTCAGCACGCAGGAGGAAGCGGCGGAGGCGTACGACATAGCGGCGATCAAGTTCCGCGGCCTGAACGCCGTGACCAACTTCGACATCAGCAAGTACGACGTGAAGCGCATCTGCTCC
'At1g72570 '                      ACATTTAGCACGCAAGAAGAAGCAGCGGAGGCGTACGATATCGCGGCAATTAAATTCAGAGGCCTAAACGCTGTAACCAATTTCGATATAAATAGATATGACGTGAAGAGGATATGTTCA
'At5g57390 '                      ACATTTAGCACTCAAGAGGAAGCTGCAGAAGCTTATGATATAGCAGCGATCAAATTCCGCGGTCTAAATGCAGTCACCAATTTCGACATCAGTCGATATGATGTCAAATCAATTGCTAGC



'At5g17430 '                      ACTTTCGGCACACAGGAAGAGGCTGCTGAGGCTTATGACATTGCAGCCATTAAATTCAGAGGATTAAGCGCAGTGACTAACTTCGACATGAACAGATACAATGTTAAAGCAATCCTCGAG
'At1g51190 '                      ACATTCAGCACGGAGGAAGAAGCAGCAGAAGCTTATGACATAGCTGCGATAAAGTTTCGAGGTCTAAACGCGGTTACAAACTTTGAGATAAATCGGTATGATGTGAAAGCCATCCTGGAG
'At3g20840 '                      ACTTTTAGCACTGAGGAAGAAGCAGCAGAAGCTTACGATATAGCTGCAATAAAGTTTAGAGGACTTAATGCAGTGACCAACTTCGAGATCAACCGGTACGACGTGAAAGCCATTCTAGAG
'At5g10510 '                      ACCTTTGCAACGGAAGAGGAAGCAGCTGAAGCGTATGACATAGCAGCAATCAAATTCAGAGGAATAAACGCTGTAACTAACTTTGAGATGAACCGTTACGACGTTGAAGCCATCATGAAG
'At5g65510 '                      ACCTTTGCAACCGAAGAGGAAGCAGCAGAGGCTTATGACATTGCAGCCATAAAGTTCAGAGGAATCAACGCAGTAACTAACTTTGAGATGAACAGGTATGACATTGAAGCTGTCATGAAT
'ltu01_16ms3_h06_Liriodendron '   CACTGTAGTACAAGTGAGGACACAGCAACTGAAAGCGAATATGCAAGCGGATTTTGCCTTGAGAGAAAGATTGATCTAACAAATTACATCAGATGGTGGGGTCACAATAAGATCCGTCGC
'ZMtuc03_08_11.12253_Zea '        ---------------------TTCTGTAGAGCGTATGATAGGGCAGCCATTCGCTTCAATGGACCGGATGCTGTTAGGAACTTTGATTCTGTTTCCTAT---GATGGAGATGTCCCACTT
'ZMtuc02_12_23.7359_Zea '         ---------TGCTTGTTGCAATTTGGTAGGGCTTATGACAGGGCTGCCCTTCGCTTCAATGGGAGGGAAGCTGTTACTAACTTTGAGCCTAGCTCCTACAATGCAGGAGATAATAACCTG
Os7g13170                         TTGTTTGACAGTGAAATTGAGGCTGCAAGAGCATATGACCGGGCAGCTATCCGCTTCAATGGAAGGGAAGCTGTTACTAATTTTGATCCTAGTTCTTAT------GATGGAGAT---GTT
'Barley1_18652_Hordeum '          CTGTTCGACAGCGAAGTTGAAGCTGCAAGAGCGTACGACAGGGCGGCGATTCGCTTCAATGGGAGAGATGCTGTGACTAACTTTGATAGTAGCTCCTAC------AATGGAGATGCTACA
'gi|18476518_Hordeum '            CTGTTCGACAGCGAAGTTGAAGCTGCAAGAGCGTACGACAGGGCGGCGATTCGCTTCAATGGGAGAGATGCTGTGACTAACTTTGATAGTAGCTCCTAC------AATGGAGATGCTACA
'TAtuc03_04_26.7877_Triticum '    CTCTTTGACAGCGAAGTTGAAGCTGCAAGGGCGTACGACAGGGCGGCGATTCGCTTCAATGGGAGGGAAGCTGTGACTAACTTTGAGAGCAGCTCCTAC------AATGGGGATGCTCCA
'atr01_4ms1_d10_Amborella '       TTGTTTGACACTGAAGTCGAAGCTGCAAGGGCATATGATAAGGCAGCGATCAGGTACAATGGAAGGGAGGCTATCACTAATTTCGAGCTTAGTTTGTATGAGGGAGAAATAATTGGAGAT
'gi|46395278_Pinus_PtAP2L2 '      TTATTTGACTATGAAATAGAAGCTGCAAGGGCCTATGACCAGGCAGCTATCAGGTGCAATGGAAGGGAGGCAGTCACCAATTTTGATCCTAGCGTATATCAGAATGATCTTCTTACAGAA
Os4g55560                         CTGTTCGACACCGAGGAGGAAGCTGCCAGGGCGTACGACCGCGCTGCCATCAAGTGCAATGGCAAGGATGCGGTGACGAACTTCGATCCAAGCATTTACGCCGGGGAGTTCGAGCCGCCG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             CTCTTTGATACTGAGGTTGAAGCTGCCAGGGCTTATGATAAAGCTGCCATCAAGTGTAATGGGAAGGATGCAGTTACTAACTTTGATCCTAGCATTTACGAAAATGAGCTAAACTCAACT
'LEtuc02_10_21.11399_Lycopersic ' CTATTTGATACTGAAGTTGAAGCTGCCAGAGCTTATGATAAAGCTGCTATCAAGTGTAATGGAAAAGATGCAGTTACCAACTTTGATCGTAGCATTTATGAAAATGAACTTAACTCAACC
'gi|28894444_Antirrhinum_LIPLES ' CTATTTGATACTGAAAATGAAGCTGCCAGGGCCTATGATAAAGCCGCCATCAAATGTAATGGAAAGGAAGCTGTTACTAATTTTGATCCTAGCATTTATGAAGATGAATTCAAAACAGCT
'gi|28894442_Antirrhinum_LIPLES ' CTTTTTGATACTGAAGTTGAAGCTGCCAGGGCTTATGATAAAGCCGCCATCAAATGCAATGGAAAGGAAGCTGTGACCAATTTTGATCCCAGCATTTATGAAGAAGAACTCAAAGCAGCA
'gi|21717332_Malus '              TTGTTTGACACTGAGGTTGACGCTGCAAGGGCTTATGACAAAGCAGCAATCAAGTGTAATGGCAAAGAAGCTGTCACAAACTTTGATCCCAGCATCTACGATAACGAACTCAACTCCTCT
'gi|13173164_Pisum '              TTGTTTGACACAGAGGTTGAAGCTGCAAGGGCTTATGACAAAGCAGCTATAAAATGCAATGGAAAAGAGGCTGTAACTAATTTTGAACCAAGCATCTATGATAGTGAGCTTAATACTGCA
'At5g67180 '                      CTCTTTGATACCGAGATTGAAGCTGCTAGAGCTTATGATAAAGCGGCAATAAAGTGTAATGGGAAAGACGCTGTTACCAATTTTGACCCTAAAGTATACGAGGAAGAAGAAGATCTTAGC
'At4g36920_APETALA2 '             TTGTTCGACACCGAGGTCGAAGCTGCTAGAGCTTACGATAAAGCTGCAATCAAATGTAACGGCAAAGACGCCGTGACCAACTTTGATCCGAGTATTTACGATGAGGAACTCAATGCCGAG
Os7g39110                         CTGTATGACACGGAGATGGAGGCTGCCAAGGCTTATGACAAAGCGGCGATCAAGTGCTGTGGCAAGGAGGCTGTGACCAACTTTGACACCCAAGCGTACGAGGACGAGCTCAACCTGCAA
Os6g43220                         CTGTATGACACGGAGATGGAGGCTGCCAAGGCTTATGACAAAGCGGCGATCAAGTGCTGTGGCAAGGAGGCTGTGACCAACTTTGACACCCAAGCGTACGAGGACGAGCTCAACCTGCAA
'gi|2098818_Zea_mays '            CTGTATGACACAGAGACGGAGGCTGCCCAGGCATATGACAAGGCTGCCATCAAGTGCTACGGCAAGGAGGCGGTGACCAACTTCGATGCCCAGAGCTACGACAAGGAGCTC---------
'gi|11181612_Picea '              TTATTTGACAGCGAAGAGGATGCTGCAAGGGCATATGATAAGGCAGCTATCAGGTGCAATGGAAAGGACGCAGTCACGAACTTTGATCCTAGCTCATATGAAAATGAGATTCTTGAAGAA
'gi|46395276_Pinus_PtAP2L1 '      TTATTTGACAACGAAGTGGAAGCTGCAAGGGCATATGACAAGGCTGCAATTAGATGCAATGGGAGGGAGGCAGTTACCAACTTTAGCCCTGAGCTATATGAAAGTGAATTAGCCCTTACA
'gi|11181610_Picea_abies '        TTATTCGACAACGAAGTGGAAGCTGCAAGGGCATATGACAAGGCTGCAATTAGATGCAATGGGAAGGAAGCAGTTACCAACTTTAGCCCTGAGCTATATGAAAGTGAATTAGCCCTTACA
'GMtuc03_04_25.877_Glycine '      ------AAGGCACCATTTATTGGCAAGACATTTTATCCCAACTCATCCATCAAGTGTGATGATGGAAAAGTGGACGCAAGTTTTAAGCCCTGTTCCTATAAGGGAGAAATAATTGCGAAT
'GMtuc03_04_25.876_Glycine '      ------ATGGGACCATTTGTTGGCATGACATGTTATCCTAAGCCATCCATCAATTGTGATGATGGAAAAGCGGAGGCAAGTTTTAAGCCCTGTTCCTATAAGGGAGAAATAATTGTGAAT
'At2g39250 '                      ---------------------------------------------------------------AATGATCACATCCATCTCTTCCAAAACAGCAGCAGCAAAATGCAA------------
'At3g54990 '                      ------------------------------------------------ACCCAATTCAAAACTCATGATCAGATTCATCTCTTCCAAAACAGGTACCATTTTGTTAGACACGTAATCTTT
'At5g60120 '                      ------ATGGAGCAGCTTCATGGAAACATGGGTTGTGACAAGGCAGCCGTACAATGGAAGGGAAGGGAAGCTGCTTCCTTAATTGAGCCTCATGCATCCCGAATGATTCCCGAGCTAATG
'At2g28550 '                      ------ATGGGGCAGTTTCTTGGTAAAAAGGCTTATGACAAGGCTGCAATCAACACTAATGGTAGAGAAGCAGTCACGAACTTCGAGATGAGTTCATACCAAAATGAGATTAACTCTGAG
'gi|5360996_Hyacinthus '          ------------------------AAAAAGGCTTATGACAAAGCGGCTATCAAGAGCAGTGGAAGGGAAGCTGTAACCAATTTTGAGCCAAGTTCTTATGAACGGGAAGTGCTCACTGAG
'pam01_2ms1_c06_Persea '          CTATTCGACAGTGAAATTGAAGCTGCAAGGGCTTACGATAAAGCAGCCCTCCAATGCAATGGAAGGGAAGCGGTTACCAACTTTGAACCAAGTACATACGAAGGAGAAATAATATCTGAA
'gi|5081557_Petunia '             CTGTTTGACAGTGAGATAGAAGCTGCAAGAGCGTATTACAAGGCTGCAATAAAATGCAATGGAAGGGAGGCAGTCACCAATTTTGAGCTAAGTACGTATGAAGGGGAATTGAGTACTGAG
'GMtuc03_04_25.28779_Glycine '    ------------------------------GCTTATGACAAGGCAGCTATCAAGTGCAATAGAAGAGAGGCTGTCACTAACTTTGAGCCAAGTATATATGAGAGCGAGATGAAACCTGAA
'GMtuc02_10_21.14413_Glycine '    CTATTCGACAGCGAAGTAGAAGCTGCAAGGGCTTATGACAAGGCAGCTATCAAGTGCAATAGAAGAGAGGCTGTCACTAACTTTGAGCCAAGTACATATGAGAGCGAGATGAAACCCGAA
'MTtuc03_04_26.7790_Medicago '    CAATACGTTTCTCTCTTTCCGGAAATCAAGGCTTATGACAAAGCAGCTCTAAAATGCAATGGAAGAGAGGCTGTGACTAACTTCGAGCCAAGTACATATGAAAATGAGATGAAACCGGGA
'STtuc02_10_23.1438_Solanum '     ------------------CTGCAAATTAGGGCTTACGATAAAGCGGCAATTAAAACTAGCGGAAGGGAGGCTGTTACCAACTTTGAGCCAAGTACCTATGAAGGGGAAACAATGTCTTTA
'STtuc021023.12365_Solanum '      TATCTCCCTTTTTATTTTATGCAAATTAGGGCGTATGATAAGGCTGCGATCAAATGTAATGGAAGGGAGGCTGTTACCAATTTCGAGCCAAGTACATATGAAGGGGAAACAAACTCTAAC
'nad03_31ms3_d04_Nuphar '         CTCTTTGACAATGAAATAGAAGCTGCAAGAGCTTATGATAAGGCTGCCATAAAATGCAATGGAAGGGATGCTGTTACAAATTTTGAACCTAGCTCTTACGAAGGAGAACTTTTTGCTGAA
'Barley1_08369_Hordeum '          ---------------------------------TACGACAAGGCGGCGATCAAATGCAATGGTAGAGAGGCCGTGACGAACTTCGAGCCGAGCACCTATGATGCGGAGCTGCTCAATGAA
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------GCACGAGGCAATGGTAGAGAGGCCGTGACGAACTTCGAGCCGAGCACCTATGATGCGGAGCTGCTCAATGAA
'TAtuc03_04_26.3851_Triticum '    ------------------------------GCTTACGACAAGGCGGCGATCAAATGCAACGGTAGAGAGGCCGTGACGAACTTCGAGCCGAGCACCTATGATGCGGAGCTGCTCAATGAA
'TAtuc03_04_26.3852_Triticum '    CTATTCGACAATGAAGTAGAGGCTGCAAGGGCTTACGACAAGGCGGCGATCAAATGCAACGGTAGAGAAGCCGTGACGAACTTCGAGCCGAGCACCTATGATGCGGAGCTGCTCAATGAA
'SBtuc02_10_21.6764_Sorghum '     CTATTCGACAGCGAAGTAGAGGCTGCAAGGGCTTACGATAAGGCCGCAATCAAATGCAATGGTAGAGAGGCCGTGACGAATTTCGAGCCAAGCACATATGATGGGGAGCTGCTGACTGAA
'SPtuc02_10_22.3366_Solanum '     ---------------------------------------------------------------------------ACGAATTTCGAGCCAAGCACATATGATGGGGAGCTGCTGACTGAA
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------



'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 1681      1691      1701      1711      1721      1731      1741      1751      1761      1771      1781      1791      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------------------------------------------------------------------------------------CCGGAGAAC
Os9g25600                         ---------CCCGGCGCCGACGGCGCGGGCGCTCCCCAGAAT---------CCTCACCCCATGCTGGGTGCTCTGTCGGCGCAGGATCTCCCGGCGATCGACCTCGACGCCATGGCGTCG
Os6g05340                         TCCTCCTCCTCCGCCGCCGGCACGCCCCACCACCACGGCGGT------------------------------------GGCATGGTCGTCGGCGCCGACCGCGTGCTCGCCCCGGCGCAG
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          AGTAATACACTTCCTGCTGGAGAATTAGCTAGGAGAAACAAAGAAAGAGAGCCAATTGAATACAATCTCAGTGATCACAAGAATGAAGAAGCATGTGTTCAAAATGACAACAACAACAAC
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         AGTAACACACTCTTGTCTGGAGAGTTAGCGCGAAGGAACAACAACAGCATTGTCGTCAGGAATACTGAAGACCAAACCGCTCTAAATGCTGTTGTGGAAGGTGGTTCCAACAAAGAAGTC
'gi46395274__Pinus_PtANTL1 '      AGTAGCACATTGATTGCTGGAGATTTAGCCAAGCGCAACAAAGAAATTGAACAATCCAGCGAGCCCAGTGGGGACAGCCCACTTCAGATCGAAGCAGCAGCCCCTCTCCAGATCGAAGCA
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           AGCCCTAGTCTTCCTATTGGTAGCGCCGCAAAACGTCTCAAGGAGGCTAACCGTCCGGTTCCAAGTATGATGATGATCAGTAATAACGTTTCAGAGAGTGAGAATAGTGCTAGCGGTTGG
'gi|21069053_Brassica '           AGCCCTAGTCTTCCTATTGGTAGCGCCGCAAAACGTCTCAAGGAGGCTAACCGTCCGGTTCCAAGTATGATGATGATCAGTAATAACGTTTCAGAGAGTGAGAATAATGCTAGCGGTTGG
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      CCAGAATCTTCATCAAAAGCATCAGAGGATGCAAAC------GTCGAAGATGCTGGTACTGAGCTTAAAACACTGGAACACACATCCCATGCAACAGAACCATACAAGGCGCCAAACCTT
'At1g79700 '                      ---------------------------------------------------------------------------------------------------------------CCTAACGCC
Os8g34360                         TGCCGCTCCAGCAGCGCCGCCGCCGCCACCACCATCGAAGACGATGATTTCGCCGAAGCCATCGCCGCCGCGTTGCAAGGCGTCGACGAGCAGCCGTCGTCGTCGCCGGCGACGACGCGC
Os12g03290                        GCACAGCTGCAACAGGAACCACAGTTATTGGCACAACTGCAACAAGAGCCACAGGTGGTG------------CCAGCATTACATGAAGAGCCTCAAGATGATGACCGAAGTGAGAATGCA
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         CCGCCGCCGCCGCCGCAGCCACCGTCCGTCTGCAAGACCGAGCCGGAGCTGGAGCCG---------------CCGCAGCCGGCGGCGCCTCCAGGCTCGGAGTCACTTCTCCGGCCCAAG
Os11g19060                        AGCAGCAATCTCCCAATTGGTACTGGAACCACCCGGCGATTGAAGGACTCCTCTGATCACACTGATAAT---------GTCATGGACATCAATGTCAATACCGAACCCAATAATGTGGTA
Os2g40070                         AGCAGCACGCTGCCGGTGGGC---GGCGCGGCGAGGCGGCTGAAGGAGGCGGCGGACCACGCGGAGGCGGCCGGCGCCACCATCTGGCGCGCCGCCGACATGGACGGCGCCGGCGTCATC
Os6g44750                         ---AGCGACCTGCCGGTCGGC---------------------------------------------------------------------------------GGCGGAGCCGCCACGCGC
Os1g67410                         AGCGCTGCCCTCCCCGTCGGCACCGCCGCCAAGCGCCTCAAGGACGCCGAGGCCGCCGCCGCCTACGAC---------GTCGGCCGCATCGCCTCGCACCTCGGCGGCGACGGCGCCTAC
Os3g56050                         AGCAGCACGCTCCTCCCGGGGGAGCTGGCGCGGCGCAAGGGTAAGGTCGGCGACGGCGGCGGCGCGGCGGCGGTCGCCGACGCCGCGGCCGCCTTGGTGCAGGCCGGGAACGTGGCGGAG
Os7g03250                         AGCAACACCCTCCTCCCCGCCGACCTCGCCCGCCGCAACGCCGCCACCACCACCTCCAAGGACGACCACTCCGCCGCCGGCGCCGGC---GCCATTGTCTCGGTGCACTCCGCCGCCGAC
Os3g12950                         AGCAGCTCGCTGCTGCCTGGTGAGGCAGCGCGTAAGGTGAAGGCGATCGAGGCAGCGCCGGACCATGTGCCAATAGGCCGCGAGCTCGGTGCGACCGAGGAAGCGAGCGCTGCTACTGTC
Os3g07940                         AGCACCCACCTCATCGGCGGCGACCTCGCGTGCCGCCGCTCCCCGACGCGCATGCTACCACCGGACGCTCCGGCCGGCGCCGCCGGCGTCGACGTCGTCGTGGCGCCGGGCGACCACCAG
'At1g72570 '                      AGCTCAACGATTGTTGATAGCGACCAGGCCAAACATTCTCCCACCAGCTCTGGCGCCGGCCAC---------------------------------------------------------
'At5g57390 '                      TGTAATCTCCCTGTGGGTGGACTAATGCCTAAACCTTCTCCAGCAACCGCAGCGGCTGACAAAACCGTTGATCTTTCTCCATCCGACTCTCCATCTCTAACCACACCGTCCCTCACGTTC
'At5g17430 '                      AGCCCGAGTCTACCTATTGGTAGTTCTGCGAAACGTCTCAAGGACGTTAATAATCCGGTTCCA---GCTATGATGATTAGTAATAACGTTTCAGAGAGTGCAAATAATGTTAGCGGTTGG
'At1g51190 '                      AGCAACACACTTCCTATAGGAGGTGGTGCGGCTAAACGGCTCAAAGAAGCTCAAGCTCTAGAATCATCAAGAAAACGAGAG---GAAATGATAGCCCTCGGATCAAATTTCCATCAATAT
'At3g20840 '                      AGTAGCACTCTTCCCATCGGAGGAGGCGCAGCTAAACGGCTCAAAGAAGCTCAAGCTCTTGAGTCTTCAAGGAAACGCGAGGCGGAGATGATAGCCCTTGGTTCAAGTTTC---CAGTAC
'At5g10510 '                      AGTGCACTTCCCATCGGTGGTGCAGCTAAACGT---------CTTAAGCTCTCTTTGGAAGCTGCTGCTTCATCAGAGCAGAAACCAATCCTCGGTCATCATCAACTTCACCATTTCCAG
'At5g65510 '                      AGTTCTTTACCTGTAGGAGGAGCAGCTGCGAAACGCCACAAACTCAAACTCGCTCTTGAATCTCCTTCTTCATCATCCTCT------------------------------------GAC
'ltu01_16ms3_h06_Liriodendron '   GCAGAAACTGCAACTAATCCTCAGGAAGAATCACATGGTATTTCAGAATACGTCGGCGGGGAACTAAAGACACTGGAATGGCCTATCCAGCATACTGAACCA------------------
'ZMtuc03_08_11.12253_Zea '        CCACCTGCAATTGAGAAAGATGTGGTTGATGGAGACATCCTTGATCTGAATTTGAGGATTTCACAACCTAACGTGCATGATCTCAGAAGT------------------------------
'ZMtuc02_12_23.7359_Zea '         CGTGACACCGAAACCGAGGCAATTGATGATGGTGATGCCATTGATTTGGATTTGCGGATTTCACAGCCTAATGTGCAAGACCCCAAAAGG------------------------------
Os7g13170                         CTACCTGAAACCGACAATGAAGTGGTTGATGGAGACATCATTGACTTAAATCTGAGAATTTCACAGCCTAACGTTCATGAGCTGAAAAGT------------------------------
'Barley1_18652_Hordeum '          CCTGACGTCGAAAATGAGGCAATTGTTGATGCTGATGCTCTTGACTTGGATCTAAGGATGTCGCAACCTACCGCGCACGATCCCAAGAGG------------------------------
'gi|18476518_Hordeum '            CCTGACGTCGAAAATGAGGCAATTGTTGATGCTGATGCTCTTGACTTGGATCTAAGGATGTCGCAACCTACCGCGCACGATCCCAAGAGG------------------------------
'TAtuc03_04_26.7877_Triticum '    CCCGACGCCGAAAATGAGGCAATTGTTGATGCTGATGCTCTTGACTTGGATCTGCGGATGTCGCAACCCACCGCGCACGATCCCAAGAGG------------------------------
'atr01_4ms1_d10_Amborella '       GGG---------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      GGTATT---GAT---CAAAATCTGGATCTCAGCCTTGGCATTTCTGCACCAACTTTACCTGACACTACGGTTTCACGAGATAATAAGATAGGAGGGTCAAAGGTGAAAACTAGCACAAAC
Os4g55560                         GCAGCG---GCC---ACGGGTGATGCCGCCGAGCACAACCTGGACCTCTCGCTTGGGAGCTCGGCGGGCTCCAAGAGGGACAACGTTGACGGTGGCGGG---------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             GAA------TCT---ACAGACAGTGGGGCAGATCACAATCTCGACTTAAGTTTGGGTGGTTCAAGCTCAAAGAAAAACAAT------------------------AGAGAATTTGGGGAT
'LEtuc02_10_21.11399_Lycopersic ' GAA------TGT---ACTGATAATGCAACGGACCACAATCTTGACTTAAGCTTAGGAGGTTCAAGC---------------------------------------CAAGAAATGGGGGAC
'gi|28894444_Antirrhinum_LIPLES ' GAG------TCT---TCCAAAAGTGAAGGGGATCACAATCTAGACCTAAGTTTGGGCAACTCATCGGCATCAAAGTCTAGT------------------------GGTCGGGAACGA---
'gi|28894442_Antirrhinum_LIPLES ' GCAGAG---CCT---TCCAACAAGGCAGCTGATCATGATTTGGACCTGAGTTTGGGTAAC---TCGGCATCAAAATCGAGC------------------------GGGCAAAGGCCCGGG
'gi|21717332_Malus '              GAATCA---TCG---GGTGTTATTGCTGCGGATCACAATCTCGATTTGAGTTTGGGTAGCACAAACTCAAAGAAAAACAATCAAGCATTAGGGAATGATCATCATAGCCAAAATGTTGCA
'gi|13173164_Pisum '              GAA------CCA---GCAAGTAGTGGAAGTGATCACAATTTGGATTTAAGTTTGGGAAATTCAAGTTCAAAGCACATGAATAAC---------ACTCAATCATTTGGGAATAACACATCA
'At5g67180 '                      TCA------------GAGACGACGAGGAACGGTCATAATCTTGGTCTAAGTCTAGGAGAATCATCATCTGAAGAGTTTAGA---------------------------------------
'At4g36920_APETALA2 '             TCATCAGGGAAT---CCTACTACTCCACAAGATCACAACCTCGATTTGAGCTTGGGAAATTCGGCTAATTCGAAGCATAAAAGT---------------------CAAGATATGCGGCTC
Os7g39110                         TCTTGGGATAGC------------------GAGCTTGATCTTGAGCTCAGCCTCGGGTGC------------------------------------------------------------
Os6g43220                         TCTTGGGATAGC------------------GAGCTTGATCTTGAGCTCAGCCTCGGGTGC------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              GGAAGAGAGAGTCAGACTTCTACAGGTTTTGACCAGAATTTGGACCTTAGCCTCGGGATTGGTCATGTTACAACGCAATTGAAGATAAGCCCTTCATACAAATCTAGGGTAGAAGAAGAC



'gi|46395276_Pinus_PtAP2L1 '      GAGGAG---------------AAAGGTCGAGATCCAGATCTGGATCTTAGTCTTGGTAATTCAACTCCAAAAGAAGGCTCTTTGGTTTCA------------------------------
'gi|11181610_Picea_abies '        GAGGAC---------------AAAGGTCATGATCCAGATCTGGATCTTAGTCTTGGTAATTCAGTTCCAAAAGATGGCTCTTTGGTCTCA------------------------------
'GMtuc03_04_25.877_Glycine '      TCGAGCATGGCAGGCACTAGCCATAATCTTGATTTGAGCCTAGGAATTTCTCCATCTTCTAAAAGATTGAAGAATGACTATAGTGGAGGGTATTCC------------------------
'GMtuc03_04_25.876_Glycine '      TCCAACATGACAGGCACTTGCCATAATCTTGATTTGAGCCTAGGAATTTCTCCGTCTTCT------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      TTAAGCTCGACCTCAACTTGGGAATCTCTCTTTCAC------------------------------------------------------------------------------------
'At2g28550 '                      AGCAATAACTCTGAGATTGACCTCAACTTGGGAATCTCTTTATCGACCGGTAATGCGCCAAAGCAAAATGGGAGGCTCTTTCACTTCCCTTCTAAT------------------------
'gi|5360996_Hyacinthus '          GCAGATAGTGATGCCATTGGCCATGACATCGATCTGAACTTGAGGATATCTCAACCGAATGTTAGCAGTCCAAAGAGGCGTGATAAT---------------------------------
'pam01_2ms1_c06_Persea '          GCTGATACATCAGGCACTGCCAGCAATCTTGATTTGAATTTGGGGATTTCTCCCCCTTCTGTACCTGCTGGTGATGAATATGACAACTCTGTGGATTACAAT------------------
'gi|5081557_Petunia '             GCTGATAATGGAGGTGCAAGCCACAATCTTGATCTGAACTTGGGAATAGCCTCCTCTTCTATA---GCTGATGACCAGCATGACAACACCTGCCTAATTGGGAAT---------------
'GMtuc03_04_25.28779_Glycine '    GCTATTAATGAAGGTGGCAGTCACGACCTTGACCTCAATCTGGGCATAGCAACCCCAGGACAT------GGTCCCAAAGAAAATAGGGGCCATCTTCAGTTC------------------
'GMtuc02_10_21.14413_Glycine '    GCTATTAATGAAGGTGGCAGTCACGACCTTGACCTCAGTCTGGGCATAGCGACCCCAGGACAT------GGTCCCAAAGAAAACAGGGGGCATCTTCAGTTC------------------
'MTtuc03_04_26.7790_Medicago '    GCTATTAATGAAGGTGGCAGTCACAATCTTGACCTTAATTTGGGCATGGCGACTCCAGGACAT------GAACCCAAAGAAAACAAAGGATATTGTCAATTT------------------
'STtuc02_10_23.1438_Solanum '     CCACAGAGTGAAGGTAGCCAACATGATCTTGATCTGAACTTGAGGATATCAACCACT------------TCTTCAAAGGAAAATGATAGGTTGGGAGGTTCT------------------
'STtuc021023.12365_Solanum '      CCTCAGAGTGAAGGTAGCCAACAGGATCTTGATCTAAACTTGGGGATCGCGACTTCT------------TCTCCGAAGGAAATTGAAAGGTCTTCGAGTTTC------------------
'nad03_31ms3_d04_Nuphar '         GGCGATGGTGGTGGCACTACCCACAATCTCGATCTCAATTTGGGTATTTCTCCGCCTGTTTGTTCTCATGCTTCTAAAGTCGACAGCAATTCTGCTGCCTTA------------------
'Barley1_08369_Hordeum '          GCTGCTGCTGAAGGCGCTGATGTCGACCTCAACTTGAGCATATCTCAACCAACTTCACAAAGT---------CCCAAAAGGGATAAGAGCACCCTTGGCCTG------------------
'HVtuc02_11_10.2029_Hordeum '     GCTGCTGCTGAAGGCGCTGATGTCGACCTCAACTTGAGCATATCTCAACCAACTTCACAAAGT---------CCCAAAAGGGATAAGAGCACCCTTGGCCTG------------------
'TAtuc03_04_26.3851_Triticum '    GTTGCTGCTGAAGGCGCAGATGTCGACCTCAACTTGAGCATATCTCAACCAACTTCACAAAGT---------CCCAAAAGGGATAAGAGCAGCCTTGGCCTG------------------
'TAtuc03_04_26.3852_Triticum '    GTTGCTGCTGAAGGCGCAGATGTCGACCTCAACTTGAGCATATCTCAACCAACTTCACAAAGT---------CCCAAAAGGGATAAGAGCAGCCTTGGCCTG------------------
'SBtuc02_10_21.6764_Sorghum '     GTTAGCACTGAAGTTGCTGAAGTTGATCTGAACTTGAGCATATCTCAACCGGCATCTCAGAGC---------CCCAAAAGAGATAAGAGCTGCCTAGGCCTG------------------
'SPtuc02_10_22.3366_Solanum '     GTTAGCACTGAAGTTGCTGAAGTTGATCTGAACTTGAGCATATCTCAACCGGCATCTCAGAGC---------CCCAAAAGAGATAAGAGCTGC?TAGGCCTG------------------
'RAV2_gi30697755_At1g68840 '      ------AACGTTCTGGAAGACGGCGAT---TTAGCTTTTCTTGAAGCTCACTCAAAGGCCGAGATCGTCGACATGTTGAGAAAACACACTTACGCCGACGAGCTTGAACAGAACAATAAA
'RAV1_gi42562037_At1g13260 '      ------GACGTGAAGATGGACGAAGACGAGGTCGATTTCTTGAATTCTCATTCGAAATCTGAGATCGTTGATATGTTGAGGAAACATACTTATAACGAAGAGTTAGAGCAGAGTAAACGG
'A4_gi30690008_TINY_At5g25810 '   ---------------GACCTAGCCGGCTCTTTCCCACGCCCTAGCTCGCTTAGCCCTCGAGACATCCAGGTCGCGGCTCTCAAAGCCGCACACATGGAGACCTCACAGTCTTTTTCTTCT
'A4_gi7212005AC023628 '           ---------------GAAGAAATCGAGGATCTACCTCGACCGTCCACGTGTACTCCCAGAGATATCCAAGTCGCAGCGGCCAAAGCAGCCAACGCCGTGAAGATCATCAAAATGGGAGAT
'gi|19789524_Physcomitrella '     ---------------------------------------------------------------------------------------GACAGCCCTCCTCGATGCGCAGCCCGTTGCAAT
'gi|18348070_Physcomitrella '     ---------------------------------------------------------------------------------------GATTCTCCTCCT---------------------
'A2_gi30680919_DREB2A_At5g05410 ' CGGTCTGATGCGTCTGAGGTTACGAGTACCTCAAGTCAGTCTGAGGTGTGTACTGTTGAGACTCCTGGTTGTGTTCATGTGAAAACAGAGGATCCAGATTGTGAATCTAAACCCTTCTCC
'A5_gi42562576_RAP2.1_At1g46768 ' ---------------------------------------GATCTTCTCTTGCAAGAAGAGGACCATCTCTCAGCCGCCACCACCGCTGACATGCCCGCAGCTCTTATAAGGGAAAAAGCG
'B2_gi30695605_RAP2.12_At1g5391 ' ------GAAGAAAACATGAAGGCTAATTCTCAGAAACGCTCTGTGAAGGCTAATCTTCAGAAACCAGTGGCTAAACCTAACCCTAACCCAAGTCCAGCTTTGGTTCAGAACTCGAACATC
'gi|18351137_Physcomitrella '     ------------------------GACGGACTT---ATATCT---------------------CCC---------------------------GCCTCTTTGGCAGTAGGTATCGCCACT
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------GAAAATGTTGGAACTCAGACGATTCAACGAAATTCTCATTTCTTGCAAAACTCTATGCAACCTTCTCTGACATACATCGATCAATGTCCAACTCTA
'A1_gi18416558_DREB1A_At4g25480 ' ---------------GACTCGGCTTGGAGACTCCGAATCCCGGAATCAACTTGCGCTAAGGACATCCAAAAGGCGGCGGCTGAAGCTGCGTTGGCGTTTCAGGATGAGATGTGTGATGCG
'B1_gi2281634_RAP2.5 '            ---------ACTTTTCTCGAGCTGAGTGACCAGAAGGTCCCTACCGGTTTCGCGCGTAGCCCTAGCCAGAGCAGCACGCTCGACTGTGCTTCTCCTCCGACGTTAGTTGTGCCTTCAGCG
'A3_gi18405311_ABI4_At2g40220 '   ---CCTTCGTCTCCTTCCTCCGTCTCTTCCTCTTCCTCCTCCGTCTCCGCCGCTTCTTCTCCTTCCACCTCCTCTTCCTCCACTCAAACCCTAAGACCTCTCCTCCCTCGCCCCGCCGCC
'A6_gi2281632_RAP2.4 '            ------------AACCTACGTCATAACGGATTTCACATCGGAGGCGATTTCGGTGAATATAAACCTCTTCACTCCTCAGTCGACGCTAAGCTTGAAGCTATTTGTAAAAGCATGGCGGAG
'B1_gi42562651_AtERF3_At1g50640 ' ------------------ATCGATTCTTCTTCTCCTCCTCCTCCTAATCTCCGATTTAATCAGATTCGTAATCAAAATCAAAACCAAGTCGATCCGTTTATGGACCACCGGTTATTCACC
'B5_gi42566428_AF080120 '         ---CCTCCTCCGGTGACGGAGAATGTTGAAGAAGCTTCGACGGAGGTGAAAGGAGTTTCGGATTTTATCATTGGCGGTGGAGAATGTCTTCGTTCGCCGGTTTCTGTTCTCGAATCTCCG

[                                 1801      1811      1821      1831      1841      1851      1861      1871      1881      1891      1901      1911      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      CCTATCGATACCGCGAATAATCTCCTCGAGAGTCCGCATTCTGATCTTAGCCCATTTATAAAACCTAACCACGAGTCTGACTTA------------------------------------
Os9g25600                         TCGTTCCAGCACGACGGCCATGGCGCCGCGGCGGCGGCGGCACAGCTGATCCCGGCAAGACATTCGCTCGGCCACACGCCGACA------------------------------------
Os6g05340                         AGCTACCCGATCAGCGCCGCCGCCGACGACGACGTGGCCGGCTGCTGGCGGCCGTTGCCGTCGCCG------TCGTCGTCGACG------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          AATGGGAATAATGTCACAGATTGGAAAATGGTGTCATATCAATCCTCAAATCCTTCTCTAGGAAATTATAGAAACCCAACTTTTTCCATGGCA---------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         AGTACTCCCGAGAGACTCTTGAGTTTTCCGGCGATTTTCGCGTTGCCTCAAGTTAATCAAAAGATGTTCGGATCAAATATGGGC------------------------------------
'gi46395274__Pinus_PtANTL1 '      GCTCATAATTCTCAGTCCAGGTCTCACAATGACAACGCCAAGGATGGGAACAATAGCACTAGTAACGATAGTCATCATAATAATAATGTTGTTGGGTCTATGAGT---------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           CAAAACGCTGCGGTTCAGCATCATCAGGGAGTAGATTTGAGCTTATTGCACCAACATCAAGAGAGGTACAATGGTTATTATTACAATGGAGGAAACTTG---------------------
'gi|21069053_Brassica '           CAAAACGCTGCGGTTCAGCATCATCAGGGAGTAGATTTGAGCTTATTGCAGCAACATCAAGAGAGGTACAATGGTTATTATTACAATGGAGGAAACTTG---------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      GGCGTCCTTTGTGGAACTCAGAGAAAAGAAAAAGAAATATCATCACCATCAAGCTCTTCTGCTTTAAGCATCTTGTCTCAGTCGCCTGCCTTCAAGAGCCTAAGCTGCAATAATGAA---
'At1g79700 '                      GCCGCGGATAAAGCCGAT---------------------TCCGATTCTAAGCCCATTCGAAGCCCT------------------------------------------------------
Os8g34360                         CAGCTGCAAACCGCGGACGACGACGACGACGACCTCGTGGCGCAGCTCCCGCCCCAGCTGAGGCCGCTGGCTCGCGCGGCGTCC------------------------------------
Os12g03290                        GTCCAAGAGCTCAGTTCCAGTGAAGCAAATACATCAAGTGACAACAATGAGCCACTTGCAGCCGATGACAGCGCCGAATGCATG------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ATGGAGCCCTGCGACGACTGGGAGCCGCCGGCGATTTGCCCGTCGCTCCGTGACGCGGACGACGCGGACCACGCCATCGCCGAG------------------------------------
Os11g19060                        TCATCCCACTTCACCAATGGGGTTGGCAACTATGGTTCG------CAGCATTATGGTTACAATGGATGGTCGCCAATTAGCATGCAG---------CCGATCCCCTCGCAGTACGCCAAC



Os2g40070                         TCCGGCCTGGCCGACGTCGGGATGGGCGCCTACGCCGCCTCGTACCACCACCACCACCACCACGGCTGGCCGACCATCGCGTTCCAGCAGCCGCCGCCGCTCGCCGTGCACTACCCGTAC
Os6g44750                         GCCTCTAAGTTCCCCTCTGAC---------------------------------CCATCGCTGCCGCTGCCGTCGCCTGCCATGCCACCG------------------------------
Os1g67410                         GCCGCGCATTACGGCCACCACCACCACTCGGCCGCCGCC---------GCCTGGCCGACCATCGCGTTCCAGGCGGCGGCGGCGCCGCCGCCGCACGCCGCCGGGCTTTACCACCCGTAC
Os3g56050                         TGGAAGATGGCCACCGCCGCCGCGCTGCCAGCGGCGGCGAGAACGGAGCAGCAGCAGCAGCATGGGCACGGCGGCCACCAACAC------------------------------------
Os7g03250                         ATCGCCGTCGCCGACACCCTCTGGAAGGCCACCACTGCCCCGAGGCAGCAGCAGCAGCACCACGACGACGTCGTGCTGTCCGGC------------------------------------
Os3g12950                         ACGGGC---------ACCGACTGGAGAATGGTGCTCCATGGATCACAGCAGCAGCAAGCTGCAGCGTGCACCGAAGCAACGGCAGATCTTCAGAAGGGCTTCATGGGTGACGCGCACTCG
Os3g07940                         CAGATCAGCGCCGGTGGCGGCGGCGCGTCCGACAACTCGGACACCGCCTCCGACGGCCACCGCGGCGCGCACCTGCTGCACGGC---------------------------------CTG
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      AATGTGGCAACACCGGTCAATGACCATGGAGGAACTTTTTACCACACTGGTATACCAATCAAACCAGACCCGGCTGATCATTATTGGTCCAAC---ATCTTTGGATTCCAGGCA------
'At5g17430 '                      CAAAACACTGCGTTTCAGCATCATCAGGGAATGGATTTGAGCTTATTGCAGCAACAGCAGGAGAGGTACGTTGGT------------------TATTACAATGGAGGAAACTTG------
'At1g51190 '                      GGTGCAGCGAGCGGCTCGAGCTCTGTTGCTTCCAGCTCTAGGCTTCAGCTTCAACCTTACCCTCTAAGCATTCAACAACCTTTTGAGCATCTTCATCATCATCAGCCTTTACTTACTCTA
'At3g20840 '                      GGTGGTGGCTCGAGCACAGGCTCTGGCTCCACCTCATCAAGACTTCAGCTTCAACCTTACCCTCTAAGCATTCAACAACCATTAGAGCCTTTTCTATCTCTTCAGAACAATGACATCTCT
'At5g10510 '                      CAACAACAACAACAACAACAGCTTCAGCTTCAGTCATCTCCTAATCACAGTAGCATTAACTTCGCTCTCTGTCCTAATTCAGCAGTTCAG------------------------------
'At5g65510 '                      CATAACCTCCAACAACAACAGTTGCTTCCGTCCTCTTCTCCCTCGGAT---------------------------------------CAA------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ATCGTTGTCGAACCCGACTGGAAGAAAGCTCGTTGTGCCATTTCTACGCCGGAAGATGCAAGTCAGCAGACTCAATTGGAAGCACCGTTCTCATATGGGCAATTGGGCCCGTACACTGGA
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             AATAGAGGTCAAAATCCTTCCTCAATGCAATTCGATGTTGATTGGAGGCATAACGGGTTAAGGCCTGAGAAG------CAAACTGCACCAGTTGATATGGATGCT------CGACGAAGA
'LEtuc02_10_21.11399_Lycopersic ' AATAGGGGTCAAAATTCTTCATCTAATTTGCAATTGGATGGCCATTGGGGC---------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ---GACAATCATTCTTCGTCGTCGATGCAATTGGAGGCTGATTGGAGA------CAATGGAAGCCTGAGCAA------CAATTGACCTCAAACAACGTCGGTAACCCTGGG---AAACAA
'gi|28894442_Antirrhinum_LIPLES ' TTTGTAGACCAGCCTTCTTCGTCAATGACATTTGAAGTTGATTGGAGACGCCACGGATTGAAGCCTGAGAAC---------CACATGACTTCGACCGACATTGATAATCCCCGGAGAAGA
'gi|21717332_Malus '              ATGGAACACCAGCATTCTGTCTCGATGCAACTTGATGCCAATTGGAGGAGTCAAGGACTTCGGCCTAAGCTTAACATACAACGAGATCGATCAAGAGACGACATTGATGCTCAGAGAAGA
'gi|13173164_Pisum '              AATGTTGCAAATCATGATCAATCTAATTGGCAGAATGGGGGGAACATAAACAAGCCTAAGCTTGTGAATATTTTACCAAAACCATATAATAGACCAAACAACATGGAACCATATGGAAGA
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             AGGATGAACCAACAACAACAAGATTCTCTCCACTCTAATGAAGTTCTTGGATTAGGT---------------------------------------------------------------
Os7g39110                         ------------------TCCGGTGGCGAACGGGCCGCCGGCGAGGTCCTCCACTCTGCACCAAGC------------------------------------------------------
Os6g43220                         ------------------TCCGGTGGCGAACGGGCCGCCGGCGAGGTCCTCCACTCTGCACCAAGC------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              AGTCAACTGAATCGAATTGAAGCTGTAACCTATTCAAACCTTTCACAGGATTCAAAGATTTTGTCATGTCTCACATCTAAAGGGGCCGAGAACGCTGTACCAGAGTTTCAGTCGTTGCCT
'gi|46395276_Pinus_PtAP2L1 '      ------------------------------------AAGGACAACACCGATGGTTCAATGAGACCGGAGTCTGATTTAAGCACTTTGTCTGAAGCTAATTGGAAGACA------------
'gi|11181610_Picea_abies '        ------------------------------------AAGGACAATAACGATGGCCCAATGAGATCAGAGTCTGATTTATGCACTTTGTCTGAACCTGATTGGAAGACATCCTGC------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------TTTGGA------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      CGGCAG---------------------------------------------------TTGTTTCTCTCCGTCGACGCTAACGGAAAACGTAAC---------------------------
'RAV1_gi42562037_At1g13260 '      CGTCGTAATGGTAACGGAAAC------------------------------------ATGACTAGGACGTTGTTAACGTCGGGGTTGAGTAAT---------------------------
'A4_gi30690008_TINY_At5g25810 '   TCTTCTTCTTTAACG------------------------------------------TTTTCATCTTCACAGTCTTCTTCTTCGCTAGAGTCT---------------------------
'A4_gi7212005AC023628 '           GATGACGTGGCAGGA------------------------------------------------ATAGACGACGGAGATGATTTCTGGGAAGGC---------------------------
'gi|19789524_Physcomitrella '     TCGCCGCGCGAA---------------------------GTC---------------CAAGCGGCAGCGACCGCAGCCGCCGTGGCATGC------------------------------



'gi|18348070_Physcomitrella '     ---------------------------------------------------------CAATCTGTT------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' GGTGGAGTGGAGCCGATGTATTGTCTGGAGAAT------GGTGCGGAAGAGATGAAGAGAGGTGTTAAAGCGGATAAGCATTGGCTGAGCGAGTTTGAACATAAC---------------
'A5_gi42562576_RAP2.1_At1g46768 ' GCGGAGGTCGGC------------------------------------------------------GCCAGAGTCGACGCTCTTCTAGCTTCT---------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' TCCTTTGAAAATATGTGTTTCATGGAGGAGAAACACCAAGTGAGCAACAACAACAACAACCAGTTTGGGATGACAAACTCCGTTGATGCTGGATGTAATGGG------------------
'gi|18351137_Physcomitrella '     GCTTCGCAACCGGAG---------------------------------------------------------TCTTCACCT---------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' TTATCTTACTCTCGA---------------------------------------------TGTATGGAGCAACAACAACCATTAGTAGGC------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ACGACGGATCATGGC------------------------------------------------TTCGACATGGAGGAGACGTTGGTGGAGGCT---------------------------
'B1_gi2281634_RAP2.5 '            ACGGCTGGGAAT---------------------------GTTCCCCCGCAGCTCGAGCTTAGTCTCGGCGGAGGAGGCGGCGGCTCGTGTTAT---------------------------
'A3_gi18405311_ABI4_At2g40220 '   GCCACCGTAGGAGGAGGAGCCAACTTTGGTCCGTACGGTATCCCTTTTAACAACAACATCTTCCTTAATGGTGGGACCTCTATGTTATGCCCTAGTTATGGTTTT---------------
'A6_gi2281632_RAP2.4 '            ACTCAGAAACAGGACAAATCG------------------ACGAAATCATCGAAGAAACGTGAGAAGAAGGTTTCGTCGCCAGATCTATCGGAGAAAGTG---------------------
'B1_gi42562651_AtERF3_At1g50640 ' GACCATCAACAACAGTTCCCG------------------------ATTGTTAACCGGCCTACTAGTAGCAGCATGAGCAGCACCGTTGAATCGTTTAGC---------------------
'B5_gi42566428_AF080120 '         TTCTCCGGCGAGTCTACTGCGGTTAAAGAGGAGTTTGTCGGTGTATCGACGGCGGAGATTGTGGTTAAAAAGGAGCCGTCTTTTAACGGTTCAGAT------------------------

[                                 1921      1931      1941      1951      1961      1971      1981      1991      2001      2011      2021      2031      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------------------------TCACAGAGTCAATCTTCGTCAGAGGACAACGATGATCGGAAAACAAAGCTCTTGAAGTCGTCACCTTTA
Os9g25600                         ---------------------------------------------------ACGTCGGCGCTCAGCCTGCTGCTGCAGTCGCCCAAGTTCAAGGAGATGATCGAGCGGACGTCGGCGGCG
Os6g05340                         ---------------------------------------------------ACCACGGCGCTCAGCCTGCTGCTCCGGTCGTCGATGTTCCAGGAGCTCGTGGCGCGGCAGCCCGTCGTG
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ------------------------------------------TTACAAGATCTAATCGGTATTGATTTGATGAATTCAAGCAACCATCCAATTCTTGATGATCAACAA------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ------------------------------------------------------------------------------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      ------------------------------------------GATAAAATTGCTCAAGATTGGCAGCTTATGGATTCCAATTCCGAGCAAGACCAACACAAGGTGTTC------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ------------------------------------------TCTTCGGAGAGTGCTAGGGCTTGTTTCAAACAAGAGGATGATCAACACCATTTCTTGAGCAACACG------------
'gi|21069053_Brassica '           ------------------------------------------TCTTCGGAGAGTGCTAGGGCTTGTTTCAAACAAGAGGATGATCAACACCATTTCTTGAGCAACACG------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------AACGATGAGAATGCAAACCGTAACATCATCAATATGGAGAAGAATAACGGCAAGGCAATAGAGAAACCAGTTGTGAGT
'At1g79700 '                      ---------------------------------------------------AGTCGCGAGCCCGAATCGTCGGATGATAACAAATCTCCGAAA---------------------------
Os8g34360                         ---------------------------------------------------ACCTCCCCGATCGGACTGCTGCTGCGGTCGCCCAAGTTCAAGGAGATCATCGAGCAGGCGGCGGCCGCG
Os12g03290                        ---------------------------------------------------AATGAACCCCTTCCAATTGTTGATGGCATTGAAGAAAGCCTCTGGAGCCCTTGCTTGGATTATGAATTG
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ---------------------------------------------------ATCCTGCCGGCGCTCTGCATGGACCGCGCCGACTTCGAGGCCAGGTACCCTGCCCGCCGCGCCCGCGAC
Os11g19060                        GGCCAGCCC---------------AGGGCATGGTTGAAACAAGAGCAGGACAGCTCTGTGGTTACAGCGGCGCAGAACCTGCACAATCTACATCATTTTAGTTCC---------------
Os2g40070                         GGCCAGGCGCCGGCGGCGCCGTCGCGCGGGTGGTGCAAGCCCGAGCAGGACGCCGCCGTCGCTGCCGCCGCGCACAGCCTCCAGGACCTCCAGCAGCTGCACCTCGGC------------
Os6g44750                         ---------------------------------------TCGGAGAAGGACTACTGGTCCCTCCTTGCCCTGCAC------------TACCACCACCACCAGCAG---------------
Os1g67410                         GCGCAGCCGCTG------------CGTGGGTGGTGCAAGCAGGAGCAGGACCACGCCGTGATCGCGGCGGCGCACAGCCTGCAGGATCTCCACCACCTCAACCTCGGCGCCGCCGCCGCC
Os3g56050                         ------------------------CATGACCTCCTGCCGAGCGACGCCTTCTCGGTGCTGCAGGACATCGTGTCGACCGTGGACGCGGCGGGCGCGCCGCCGCGC---------------
Os7g03250                         ------------------------GCCGAC---------CAGGCCGCATTCTCCGTCCTCCACGACCTCGTCGCCGTCGACGCCGCGGCGGCGCACCAGCAGCAGCAG------------
Os3g12950                         GCT---------------------------------------CTCCACGGCATTGTCGGGTTCGACGTCGAGTCGGCGGCAGCTGACGAGATCGATGTCCCGGGAGGG------------
Os3g07940                         CAG---------------------------------------TACGCGCACGCCATGAAGTTCGAGGCCGGCGAGAGCAGCGGCGGCGGCGGCGGAGACGGCGCCACC------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ------------------------------------------AACCCGAAAGCAGAAATGCGACCATTAGCAAACTTTGGGTCGGATCTTCATAACCCTTCTCCTGGT------------
'At5g17430 '                      ------------------------------------------TCTACCGAGAGTACTAGGGTTTGTTTCAAACAAGAGGAGGAACAACAACACTTCTTGAGAAACTCG------------
'At1g51190 '                      CAGAACAACAACGATATCTCTCAGTATCATGATTCCTTT---------AGTTACATTCAGACGCAGCTTCATCTTCACCAACAACAAACCAACAATTACTTGCAG------TCTTCTAGT
'At3g20840 '                      CATTACAACAACAACAATGCTCACGATTCCTCCTCTTTTAATCACCATAGCTATATCCAGACACAACTTCATCTCCAC---CAACAGACCAACAATTACTTGCAGCAACAGTCGAGCCAG
'At5g10510 '                      ------------------------------------------TCTCAACAGATCATTCCTTGTGGAATCCCTTTTGAAGCAGCTGCTCTTTACCACCACCACCAACAA------------
'At5g65510 '                      ------------------------------------------AACCCTAACTCAATCCCATGTGGCATTCCATTTGAGCCTTCAGTTCTCTATTACCAC---------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------GATGGTACCCTGACTGGTTTTGGATTAAGTTGTAATTCTCCTGAAGCTTCAAGCTCCATTGTTTCTCAGCCAATGGGC
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------GACAATACCTTAGCTGGCCTCCAGCCAACATGTGATTCCCCTGAATCTTCAAATACGATGGCTTCTCAGCCAATGAGC
Os7g13170                         ------------------------------------------GATGGTACCCTAACTGGGTTCCAGTTGAATTGTGATTCTCCTGAAGCTTCAAGTTCTGTTGTTACTCAGCCAATAAGT
'Barley1_18652_Hordeum '          ------------------------------------------GACAACATCATCGCCGGCCTTCAGTTAACTTTTGATTCCCCTGAGTCGTCAACCACAATGGTCTCCTCTCAGCCAATG
'gi|18476518_Hordeum '            ------------------------------------------GACAACATCATCGCCGGCCTTCAGTTAACTTTTGATTCCCCTGAGTCGTCAACCACAATGGTCTCCTCTCAGCCAATG
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------GACAACATCATCGCCGGCCTTCAGTTAACTTTTGATTCCCCTGAATCGTCAACCACAATGATCTCTTCTCAGCCAATG
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------GATGGAGCAGGTGGAGGTACACTCTTCTCT
'gi|46395278_Pinus_PtAP2L2 '      TTGCAGGATAGAGAGACCTTTTCCAGCCAAGGGAAGCAAACGCCAATTACATTTTTGCCCCGGTATCAAGTTCATCATCCAAATTCGGAGAAGATCCAAGTCAATGGCACCTTGAATCAT
Os4g55560                         ------------------------------------------------------------------------------GACGACGAGATCACCGGCGGCGGTGGCGGTGGCACGGGCTCC
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             GATAATGGGTACAATGAATCAGAAACGTTGCAG---------TTATTGAGCAAAACGCACCTACATTCTCCAGTCTCTTTGAAGCATAATAATAGTCATCAATTACAACGGTTTGGCCAA
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ---TACGGATACAACGAGACGGAGACCTTG------------CAACTTCTAAGCCAAACACATCTCCACTCTCCT------CTGAAAGTGAACAACGAAATGCACAGATTTGGACAATTG



'gi|28894442_Antirrhinum_LIPLES ' GATAATGGTTATAGTGAAACAGAAACTTTG------------CAGCTCTTAAGCCAAACACATCTTAATTCTCCCGGCATGTTGAAGGCTAACGACGAAAGGCACAGATTTGGACAACTG
'gi|21717332_Malus '              ---GACGGGTACTCGGAGAGTGAAGCCATG------------CAGCTTCTACTCCGAACAAACCTTCAATCTCAAGCCCCAGCTGAAGTACATAAATATGGG---CAGTTCAACAGGAGG
'gi|13173164_Pisum '              ---GATTTGCATGGAGAGAATGAAGCACTG------------AGAATGCTAAGTCAAACTCATCTTCAATCTTCGTCGCCAAACGGTATTCATCGATACGGG------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              CGTGGTCATGCTGTATATTGGAATTCTCAG------------ACGCTGCAAGTTCCAGACGCCATGAAACACAAACAATCTCACACGAGGGAGGATAATGCTTATGAGCAAACTGCAATA
'gi|46395276_Pinus_PtAP2L1 '      ---------------------------------------------------------------------------------------------------TTGACTCAGCCAACGGTTCCA
'gi|11181610_Picea_abies '        ---------------------------------------------------------------------------------------------------CTGATTAAGCCTACGGTTCCA
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ---------------------------------------------------------------------------------ACTTATGAAACTCAGCGTGGAGTTAGCTTGAGGATAGAT
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------CCAGTTGGCGTCCAGTTCCATTTGGGCTCCTTCGAA
'pam01_2ms1_c06_Persea '          ---------------------------------------------------------------------------------------------------TTCAGATGCAGC------CCA
'gi|5081557_Petunia '             ---------------------------------------------------------------------------------------------TCTGAATTCCAATGTGCCTCAATTGGT
'GMtuc03_04_25.28779_Glycine '    ------------------------------------------CAGTCCATCCCT------TACAACATGCATCCCGGAAGAAGTTCAAGGATGGAGACTAATGTTAATTCGGTTATTGGT
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------CAGTCCATCCCT------TACAACATGCATCCTGGAAGAAGTTCAATGATGGAGACTAATATTAATTCCGTTATTGGT
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------CAGACCGTCCCTTCT---TACAACATGCATCCTGGAAGGAATTTAAAGATGGAGACTAATGTTAATTCAGTTATTGGT
'STtuc02_10_23.1438_Solanum '     ------------------------------------------CGCTATCATCCT------TATGATATGCAAGACGCAACCAAACCTAAGATGGATAAACCTGGTTCAGTAATAGTTGGA
'STtuc021023.12365_Solanum '      ------------------------------------------CAGTATCATCCT------TATGATATGCAAGAAGCAACAAAATCACAGATGGACAAATCTGGTTCACCGATTGTTGGT
'nad03_31ms3_d04_Nuphar '         ------------------------------------------CGTTTGCAATGTGGCAATTTCGAGTCGCCTGAGTTTAAGAAACCAAGGATGGAGACGGCTTCTCATACGGCATCGGCC
'Barley1_08369_Hordeum '          ------------------------------------------CAGCTCCACCATGGATCATATGAAGGCTCTGAACTAAAGAGACCAAAGGTCGATGCCCCCCCTGAGATGGTCGCAATC
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------CAGCTCCACCATGGATCATATGAAGGCTCTGAACTAAAGAGACCAAAGGTCGATGCCCCCCCTGAGATGGTCGCAATC
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------CAACTCCACCATGGATCATATGAAGGCTCTGAACTAAAGAGACCAAAGGTCGATGCTCCCCCTGAGATGGTCGCAATC
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------CAACTCCACCATGGATCATATGAAGGCTCTGAACTAAAGAGACCAAAGGTCGATGCTCCCCCTGAGATGGTCGCAATC
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------CAGCTCCACCATGGATCATTTGAGGGCTCCGAATCGAAAAAAACAAAGATTGATACTCCCTCTGAGCTGTCGGGCCAC
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------CAGCTCCACCATGGATCATTTGAGGGCTCCGAATCGAAAAAAACAAAGATTGATACTCCCTCTGAGCTGTCGGGCCAC
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------TATTGGAGTGATATTCTG
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------TTCCCTCAACAACAACAACAACAAAATCAGATGGTCCAGATGGGACAATTCCAACACCAACAGTATCAGAAT
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 2041      2051      2061      2071      2081      2091      2101      2111      2121      2131      2141      2151      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      GTGGCAGAGGAGGTAATCGGACCATCGACGCCACCTGAGATTGCTCCGCCT---------------------------------------------------------------------
Os9g25600                         GAGACCACCACCACCAGCAGCACAACCACCTCCTCCTCG---TCCCCGTCG---------------------------------------------CCGCCGCAG------------GCG
Os6g05340                         GAAGGCGACGACGGACAGTTGGCGGTGGTGTCGGGCGACGACGCCGACGCCGAC------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ---------------AACAAGATTGGTAACCATTTTTCAAATGCTTCATCTTTGGTTACCAGCCTTGGCAGTTCAAGAGAAGCAAGTCCTGATAAAAGTGCAGCCTCT------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ---------------------------GGAAATATGAGTCCTTGGACATCAAACCCTAAT------------------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      ---------------AATAATTGGGTGGTGGAGAACGAGGATCGAAAGCCAGACCAATCGTTTATTGAATCACTTCAGTTGGGACCCCATTCTCATTCTGCAGTTCTCCATGATTTGATT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ---------------CAGAGCCTCATGACTAATATCGATCATCAAAGTTCTGTTTCGGATGATTCGGTTACTGTTTGTGGAAATGTTGTTGGTTATGGTGGTTATCAAGGATTTGCAGCC
'gi|21069053_Brassica '           ---------------CAGAGCCTCATGACTAATATCGATCATCAAAGTTCTGTTTCAGATGATTCGGTTACTGTTTGTGGAAATGTTGTTGGTTATGGTGGTTATCAAGGATTTGCAGCC
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------



'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      CATGGAGTTGCTTTAGGCGGTGCTGCTGCTTTGTCTCTTCAGAAAAGCATGTACCCACTTACCTCTCTCTTAACGGCTCCATTGCTCACCAACTACAATACATTGGATCCT---------
'At1g79700 '                      ---TCAGAGGAAGTAATCGAACCATCTACATCGCCGGAAGTGATTCCAACT---------------------------------------------------------------------
Os8g34360                         GCGGCGTCGTCCTCTGGTAGCAGCAGTAGCAGCAGCACAGACTCACCTTCTTCTTCGTCGTCGTCATCGCTGTCGCCGTCGCCATTGCCATCGCCGCCGCCGCAGCAGCAGCCAACCGTA
Os12g03290                        GATACAATGCCTGGGGCTTACTTCAGCAACTCGATGAATTTCAGTGAATGGTTCAATGATGAGGCATTCGAAGGCGGCATGGAGTACCTATTTGAAGGGTGCTCCAGTATAACTGAAGGC
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         GCCGCCGCCGACGGCTGGTCGACGTCGTCGGACGACGTCGCCGCCGCCTCCGTCGACGATGACGTGCTGCGTAGC------------CTGCCAGACGACGTGGGCTTCGTCGACGACGTC
Os11g19060                        ---------------TTGGGCTACACCCACAACTTCTTCCAGCAATCTGATGTTCCAGACGTCACAGGTTTCGTTGATGCGCCTTCGAGGTCCAGTGACTCATACTCCTTCAGGTACAAT
Os2g40070                         ---------------AGCGCCGCCGCCCACAACTTCTTCCAGGCGTCGTCGAGCTCGACGGTCTACAAC------------------------------------------------GGC
Os6g44750                         ------------------CAGCAGCAGCAGCAGCAGTTTCCTGCTTCTGCATTTGAC------ACCTACGGCTGCTCCTCCGGCGTGAACGTGGACTTCACAATGGGGACTAGCAGCCAC
Os1g67410                         GCGCATGACTTCTTCTCGCAGGCGATGCAGCAGCAGCACGGCCTCGGCAGCATCGACAACGCGTCGCTCGAGCACAGCACCGGCTCCAACTCCGTCGTCTACAACGGCGACAATGGCGGC
Os3g56050                         ------------------GCGCCGCACATGTCGATGGCGGCGACGAGC---------------CTGGGCAACTCCCGGGAGCAGAGCCCTGACAGGGGCGTCGGC---------GGCGGC
Os7g03250                         ---------------CAGCAGCAGCACATGTCCATGTCGGCGGCGTCGTCGCTGGTGACGAGCCTGAGCAACTCGCGCGAGGGGAGCCCCGACCGCGGCGGCGGC---------------
Os3g12950                         ---------------AAGATCAGTGGCATCAACTTCTCGAACTCGTCTTCGCTGGTGACTAGCCTGAGCAACTCGAGGGAGGGGAGCCCTGAGAGGCTTGGCCTCGCC------------
Os3g07940                         ---------------ACCAACTGGATGGCCGCCGCCGCCGCCGCGGCGCGC---------------------------------------------------------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ---------------TATGCTATAATGCCGGTAATGCAGGAAGGTGAAAACAACTTTGGTGGTAGTTTTGTTGGGTCTGATGGGTATAACAATCATTCCGCTGCATCGAAC---------
'At5g17430 '                      ---------------CCGAGTCACATGACTAATGTTGATCATCATAGCTCGACCTCTGATGATTCTGTTACCGTTTGTGGAAATGTTGTTAGTTATGGTGGTTATCAAGGATTCGCAATC
'At1g51190 '                      CACACTTCACAGCTCTACAATGCTTATCTTCAGAGTAACCCTGGTCTGCTTCATGGATTTGTCTCT------------GATAATAACAACACTTCAGGG---------------------
'At3g20840 '                      AACTCTCAGCAGCTCTACAATGCGTATCTTCATAGCAATCCGGCTCTGCTTCATGGACTTGTCTCTACCTCTATCGTTGACAACAATAATAACAATGGAGGCTCTAGTGGGAGCTACAAC
'At5g10510 '                      ------------CAACAGCAACACCAACAGCAGCAGCAGCAACAGAACTTCTTCCAGCATTTTCCGGCGAATGCAGCTTCTGACTCGACCGGGTCTAACAACAACTCC------------
'At5g65510 '                      ------------------------------------------CAGAACTTCTTTCAGCATTATCCTTTG------GTCTCTGACTCTACA------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------CCCCAGTGGCCTGTCCATCCTCACAGCAGATCGATGCGGCCC---CAGCATCCACATCTGTATGCATCTCCTTGTCCAGGCTTCTTTGTGAACCTCAGGGAGGCGCCT
'ZMtuc02_12_23.7359_Zea '         TCA------TCATCCCCTTGGCCCGGGTATCACCAAAACCCAGCAGTGTCATTT---CACCATCAGCGCTTGTACTCGTCAGCTTGTCATGGCTTCTTTCCGAAC---CACCAGGTCCAG
Os7g13170                         ------------CCTCAGTGGCCTGTGCTTCCTCAGGGCACATCGATGTCC------CAGCATCCACATTTATATGCATCTCCTTGTCCGGGCTTCTTTGTGAACCTCAGGGAAGTACCT
'Barley1_18652_Hordeum '          AGC---TCATCGTCCCAGTGGCCTGTTCAT------------------------------------------------------------GGCTTCTACCCCAACGTACAGGTGCAGGTG
'gi|18476518_Hordeum '            AGC---TCATCGTCCCAGTGGCCTGTGCATCAACATGGCACAGCAGTACCACCTCAGCAGCACCAGCGTTTGTACCCATCTGCTTGTCATGGCTTCTACCCCAACGTACAGGTGCAGGTG
'TAtuc03_04_26.7877_Triticum '    AGCTCATCTTCGTCCCAGTGGCCTGTGCATCAACATGGCACGGCAGTAGCACCTCAGCAGCACCAGCGTTTGTACCCATCTGCTTGTCATGGCTTCTACCCGAACGTACAGGTGCAGGTG
'atr01_4ms1_d10_Amborella '       TCTTTATCGGTATCTTTCTGT---------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      AATCCAATGAGGCTTCTTCCCAACCCTAAAGATGACAGCATACACCTTACGCTGGAACAACAGGGCCTATGGAGCAGAGTTTGTCCTCCGTCCTTTGCTAATTACAAGCTATACAGCCCC
Os4g55560                         GACCAGCGCGTCCCTATGGCGTTCGACCTTGACTGG---CAAACGGCGGCGGCGAGGAGCACCAAAGCTAAGTTCTTGAGCAATGGTGATCCGGGGACAGCGGGAGGCCTGTCACTGACG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             TATATGAGACCTGGTGAATCCCATATGATTCAAATGTTTCCACCACAATTCGGCTCATCAAATTATCAGATTCAATTTCCAAGCGGCAGCAATGGAGGTCGAATTGGAGCTACAAATGTA
'LEtuc02_10_21.11399_Lycopersic ' ---------------------------------------CACCAAGGGTCATCAAGGCATAATAATAAGGTTCAGACTCCGAGCAGCAACAATGTAGGCCAAATTGGTGGAACAAGTAAT
'gi|28894444_Antirrhinum_LIPLES ' GGAAAAGCAAACGAACCCCAAATGCTCCAAATGTACAGCAAGCCATATGCCCCACAAAATTACCATCAAATTCATCATCATCATCAACAACAACAATTTCAAGGTGGTGGAGGCAGCAGC
'gi|28894442_Antirrhinum_LIPLES ' GGGAAAACACACGAACCCCACATGATCCAAATGTTCAACACACCATTCACCTCGCAGAATTATCATCAAATATATCACAAT---------------TTTCCAGCTGCTGGCGCAAGTGTT
'gi|21717332_Malus '              CTTACTGCTGGAGACATTCAAATGTCTCACAATTTCCCACCAAATTTCAACTCACCAAATTATCATCATATTCAGTTTCCGAGCAGCAGCGAAGGAGGCGGCCGCATTGGCAGTGATCTT
'gi|13173164_Pisum '              ------TCCCTTTCGAGATCAACCACAAATGTTCACAGTTTTGCACATACTAATCATCAACCACCAAATTTTCATTTTCCTAGCAGCAGCTACGGAGGCCGAGTTGGAAGCGATCTATCG
'At5g67180 '                      ------------------------------------CTCAAGTCTGATATTGCAAGCATAAGAAGTAGGATTAGAGATGAGGAGAGATTATTAGGGAGCGATCTATCGCTAGCAATGATG
'At4g36920_APETALA2 '             ---------------------------------CAAACCGGAATGCTTAACCATACTCCCAATTCAAACCACCAATTTCCGGGCAGCAGCAACATTGGTAGCGGAGGCGGATTCTCACTG
Os7g39110                         ------------------------------------------------AACCAGAGGACGAGCCTGACGTTCATGCTGCCG---------------------------------------
Os6g43220                         ------------------------------------------------AACCAGAGGACGAGCCTGACGTTCATGCTGCCGGAGGAGGAGGAGATGACC---------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              TCAGGGAGCCAATTATATCCTGACCATCTCAGTAACTGTAAGAGATTGAACATGGAGGGTTTGAAAGAGCAAAGCTTGGGAGTGCCTTCATCAACTGTATCTTTTTGGCCTATGAAACAA
'gi|46395276_Pinus_PtAP2L1 '      AGCCTAATGGATGGATTAAATCAAAGCGCCCAAAGCTTGTCATGTGAAGTACCCTCTTTACAAAGGTATCAACAACCAGCGGGGTCATGTGAAGTACCCTCTTTGCAAAGGTATCAACAA
'gi|11181610_Picea_abies '        AACCTTTTGGATGGATTAAATCAAAGCGCCCAAAGTTTGTCATGTGAAGTTCCCTCTTTACAAAGGTATCAACAA---------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      AACGAATACATGGGAAAGCCGGTGAATACACCTCTTCCTTATGGATCCTCGGATCATCGCCTTTACTGGAACGGAGCATGCCCGAGTTATAATAATCCCGCCGAGGGAAGAGCAACAGAA
'gi|5360996_Hyacinthus '          TCGTCTGACGCCAAGAAAGCTATGATTGACACCCATTCATCAATTTTGGTTGGTCAGCCCCATACGGCGGCAATGACATCCGAGGCTTCTCGAGTATGGTCTGCCCTTTATCCTGGATTC
'pam01_2ms1_c06_Persea '          TTTACAGCACTTGCCAGGACTGAAAACCCTGCTTCAGTTGCAATGGGTCAGCTTCATAGCTTGACAGGGGCACCTGAGCACCCACCTGCATGGAATGGTCTTTACCCTGGCTTCTCTCCC
'gi|5081557_Petunia '             TTGCCTGAATATCGTGGAGCCATGAACTCTCCTTGTACCACAATGGGAAGTAAAATGCCTCATGGC------------CGTCACCTGCTCTGGAATGGAGTAAATACCAGTGTCTTTCCC
'GMtuc03_04_25.28779_Glycine '    GATCCTTCTTTGAAAAGGCTGGTT---GTAACTGAAGAGCGTCCTTCTGTATAT------------TCCACTTTCTTTCCCAAT------------------------------------
'GMtuc02_10_21.14413_Glycine '    GATCCTTCTTTGAAAAGACTGGTT---GTAACTGAAGAGCGTCCTTCTGTGTGGAATGCCGCATATTCCACTTTCTTTCCCAAT------------------------------------
'MTtuc03_04_26.7790_Medicago '    GACCCGTCTTTGAAAAAGCTGGTT---GTAACTGAACAGCGTCCTCCCATGTGGAATGCCACGTTTTCTAGTTTCTTTCCCAATCAG---------------------------------
'STtuc02_10_23.1438_Solanum '     AGTTCACATCTCAAGGGACTACCA---ATGATGTCCCAACAAGCTCAATTGTGGACTGGAATCTATTCTAATTTCTCTTCCAGCTTT---------------------------------
'STtuc021023.12365_Solanum '      AGTTCACATTACAAGGCATTACCTGCAGTGACATCTGAACAAGCTCACTTGTGGAATGGAGTATATTCCAATTTAATTCCCAACTAT---------------------------------
'nad03_31ms3_d04_Nuphar '         GCTCATCATCCTTTTGGTTTGCCA------TCAGACCAACCCTTGCCTCTCTGGACTGGATTTCGTCCTAACTTCCCCAACTACCAGGTTGGTGGACTTTGCGCGGAAAGGGTGATGATG
'Barley1_08369_Hordeum '          CCTCATCGGTACCCCGTTCTGACC------------GAGCATCCACCAATCTGGCATGGCCAATCATATCCCCTCTTCTTAAATAATGAG------------------------------
'HVtuc02_11_10.2029_Hordeum '     CCTCATCGGTACCCCGTTCTGACC------------GAGCATCCACCAATCTGGCATGGCCAATCATATCCCCTCTTCTTAAATAATGAG------------------------------



'TAtuc03_04_26.3851_Triticum '    CCTCATCGATACCCCCTTCTGACC------------GAGCATCCACCAATCTGGCATGGCCAATCATATCCCCTCTTTTTAAATAATGAG------------------------------
'TAtuc03_04_26.3852_Triticum '    CCTCATCGATATCCCCTTCTGACC------------GAGCATCCACCAATCTGGCATGGCCAATCATATCCCCTCTTTTTAAATAATGAG------------------------------
'SBtuc02_10_21.6764_Sorghum '     CCTCATCGGTTCCCTCTTATGACT------------GAGCATCCACCGGCCTGGCCTGCTCAATCTCACCCCTTCTTCACAAATCATGAGAGT---------------------------
'SPtuc02_10_22.3366_Solanum '     CCTCATCGGTTCCCTCTTATGACT------------GAGCATCCACCGGCCTGGCCTGCTCAATCTCACCCCTTCTTCACAAATCATGAGAGT---------------------------
'RAV2_gi30697755_At1g68840 '      ---------------------------------------------GGATCGAGTACTACTCAAAACGACAAAGTT---------------------------------------------
'RAV1_gi42562037_At1g13260 '      ---------------------------------------------GATGGTGTTTCTACGACGGGG------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------CTCGTGTCTTCCTCCGCGACCGGCTCCGAGGAGCTAGGG---------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ---------------------------------------------------ATTCCATCTGCAACCGCTCTG------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' AAAGAGAAAGAGAAACAGAAGGAGCAAGGGATTGTAGAAACCTGTCAGCAACAACAGCAGGATTCGCTATCTGTTGCAGACTATGGTTGGCCCAATGATGTGGATCAGAGTCACTTGGAT
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------GCCGCTCCTTCGATGGCTCACTCC------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------TATCAGTATTTCAGCTCTGACCAGGGTAGTAATTCTTTCGATTGTTCGGAGTTTGGT------------------------TGG
'gi|18351137_Physcomitrella '     ---------------------------------------------ACCTCAATCCCTGTAACCACCCTTTCC------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ---------------------------------------------ATGTTGCAGCCAACAGAAGAG------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ---------------------------------------------------ATTTACACGGCGGAACAGAGC------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------CAGATCCCGATGTCGCGTCCTGTCTACTTTTTGGACCTGATGGGGATCGGTAACGTAGGTCGTGGT------
'A3_gi18405311_ABI4_At2g40220 '   CTTCATTCTAATACTAACAATAACAAGATTTCTGACATCGAGCTCACTGATGTTCCGGTAACTAATTCGACTTCGTTTCATCATGAGGTGGCGTTAGGGCAGGAACAAGGAGGAAGTGGG
'A6_gi2281632_RAP2.4 '            ---------------------------------AAGGCGGAGGAGAATTCGGTTTCGATCGGTGGATCTCCA------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ---------------------------------------------GGACCCAGACCTACGACGATGAAACCGGCCACGACGAAGAGA---------------------------------
'B5_gi42566428_AF080120 '         ---------------------------------------------TTCTCGGCGCCGTTGTTCTCGGACGACGAC---------------------------------------------

[                                 2161      2171      2181      2191      2201      2211      2221      2231      2241      2251      2261      2271      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ---------------------------------------------------------------------------------------------------CGTCGGAGCTTCCCGGAAGAT
Os9g25600                         ACCAAGGACGAC---------------------------------------------------------------------------GGCGCCTCGCCGCAGTGCAGCTTCCCGGAGGAC
Os6g05340                         ------------------------------------------------------------------------------------------GCCGACTCCGACGTGAAGGAGCCGCCGCCG
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ---------------------------------------------------------TTAGTCTTTGCAAAGCCAACAAATGTCAATGCATGTATTCCCTCTGCT---------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ------------------------------------------------------------------------------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      GGGTTGGATTCATCTACAGCAGCAGAT---------TCTGATCAGTCCAATAACGAGGAAACTAGTCGTTTGCTCACTGATATCTCTGGTGGTAACAATTCTCTTCTCACAATGAGCAAT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           CCGGTT------------------------------------AACTGCGATGCCTACGCTGCTAGTGAGTTTGATTATAACGCAAGAAACCATTATTACTTTGCTCAG---------CAG
'gi|21069053_Brassica '           CCGGTT------------------------------------AACTGCGATGCCTACGCTGCTAGTGAGTTTGACTATAACGCAAGAAACCATTATTACTTTGCTCAG---------CAG
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ---------------------------------------------------------------------------------------------------CGCCGGAGCTTCCCCGACGAT
Os8g34360                         CCGAAGGACGACCAGTACAACGTCGAC---------------------------------------------------ATGTCGTCGGTGGCGGCGGCGAGGTGCAGCTTCCCGGACGAC
Os12g03290                        GGCAACAGCATGGATAACTCAGGTATG---------------------------------------------------GCAGAATACAATTTGTTTGAGGAATGCAATATGTTGGAGAAG
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         GAGAGCTTCCTGGACGCGCCCGGC------------------------------------------------------------------------CCGGCCGCCGCCGCCGCCGCCGCC
Os11g19060                        GGAACAAATGGCTTTCATGGTCTCCCG------------------------GGTGGAATCAGCTATGCTATGCCGGTTGCGACAGCGGTGGACCAAGGT---CAGGGCATCCATGGCTAT
Os2g40070                         GGCGGCGGCGGGTACCAGGGCCTCGGTGGCAACGCCTTCTTGATGCCGGCGAGCACCGTCGTGGCCGACCAGGGGCACAGCAGCACGGCCACCAACCATGGAAACACCTGCAGCTACGGC
Os6g44750                         AGCGGCAGCAACAGCAACAGCAGCAGC------------------------AGCAGCGCCATATGGGGCACAGCCGCCGGCGCAGCGATGGGGAGGCAGCAAAACGGCGGCAGCAGCAAC
Os1g67410                         GGAGGCGGCGGCTACATCATGGCGCCG------------------------ATGAGCGCCGTGTCGGCCACGGCCACCGCGGTGGCGAGCAGCCACGATCACGGCGGCGACGGCGGGAAG
Os3g56050                         GGCGGCGGCGGCGTCCTCGCCACGCTGTTCGCCAAG---------CCCGCGGCGGCGTCGAAGCTGTACAGCCCGGTGCCGCTGAACACCTGGGCCTCGCCCTCGCCGGCGGAACAACGT
Os7g03250                         ---------------CTCTCCATGCTCTTCGCCAAG---------CCGTCGCCCGCCGTGGCGGCGTCGGCGCAGCAGCAGGCGTCGACCAAGCTCATGGCGGCGCCGCTGCCGCTCGGC
Os3g12950                         ---------------------------------------------------------ATGCTCTACGCCAAGCATCATCCCACCGCCGTCAGCCTCGCCGCCATGAACCCCTGGATGCCG
Os3g07940                         ------------------------------------------------------------------------------------------------------------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ---------------------------------------------CCGGTCTCAGCAATTCCGCTGTCCTCGACAACTACAATGAGTAACGGTAACGAAGGGTATGGTGGAAACATAAAC
'At5g17430 '                      CCTGTTGGAACATCGGTT------------------------AATTACGATCCCTTTACTGCTGCTGAGATTGCTTACAACGCAAGAAATCATTATTACTATGCTCAGCATCAGCAACAA
'At1g51190 '                      ------------------------------------------------------TTTCTTGGAAACAATGGGATTGGTATTGGGTCAAGCTCTACCGTTGGATCATCGGCTGAGGAAGAG
'At3g20840 '                      ACTGCAGCA---------------------------------------------TTTCTTGGGAACCACGGTATTGGTATTGGGTCCAGCTCGACTGTTGGATCG------ACCGAGGAG
'At5g10510 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g65510 '                      ------------------------------------------------------------------------------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ATGCAGGAAGAGGAGAACCGGTCCGAGCCGGCGTGT------------------CCCCAGCCGTTCCCC---TCCTGGGCATGGCAAACGCAGGGCTCCCGT---------GCCCCAGTT
'ZMtuc02_12_23.7359_Zea '         GAAAGGCCGGTGGAGCGAAGGCCTGAG---CTGGGC------------------GCCCAGCCATTCCCC---TCATGGGCATGGCAAGCGCAGGGCTCC------------CCTCACGTG
Os7g13170                         ---------ATGGAGAAAAGACCTGAG---TTGGGT------------------CCCCAGTCGTTCCCTACTTCGTGGTCATGGCAAATGCAGGGCTCC---------------CCTTTG
'Barley1_18652_Hordeum '          CAGGAGAGGCCCTTGGAGCCAAGGCCCCCTGAG---------------------CCGTCCTCCTTCCCC---GGCTGGGGGTGGCACGCGCAGGCCGTGCCGCCGGGCTCCTCCCACTCG



'gi|18476518_Hordeum '            CAGGAGAGGCCCTTGGAGCCAAGGCCCCCTGAG---------------------CCGTCCTCCTTCCCC---GGCTGGGGGTGGCACGCGCAGGCCGTGCCGCCGGGCTCCTCCCACTCG
'TAtuc03_04_26.7877_Triticum '    CAGGAGAGGCCCATGGAGGCAAGGCCCCCTGAGCAG------------------CCGTCGTCCTTCCCC---GGCTGGGGGTGGCAAGCGCAAGCCATGCCGCCGGGCTCCTCCCACTCG
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      AACGGTGGATTGCAAGGACAAGGAGGCAGTGGCCTCTCCTCTCCACTCTCTTCTTCCATTGAACATCAATCAAGTTGGCCTTGGAAACTTTATACTAATGGGTCATCTGCTTCAATGTTG
Os4g55560                         ATCGGCGCAGGCATGGCCGGGCACTGGCCTCCCCAG------------------CAGCAGCAGGGGTGGGGCAACGCCGGCGGCATGAGCTGGCCGCTGCCGCCGCACCCGCCGCCGCCG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             GGAGATTTA---------------------------------------------------------TCGCTCTCGAGCAGCAATGCTTCTTCACAATGGCAATCCAATTTACCTCCTCAA
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------TTTCAAAATAATTATGAG
'gi|28894444_Antirrhinum_LIPLES ' AGTAGTACTAATGTTGTTATAAATGGAAAAAGTGTT------------------GGAGGAGTAGGAGAAGCATCATCTGTATCAAGAAATGAACAGCAATGGCAAATGAATTATCATCAT
'gi|28894442_Antirrhinum_LIPLES ' AGTGGCAGC------------------AGAAATGTC------------------AATGGAGGAGAATTTAATAATTACGTAGCAAGAAATGAACAGCAATGGCAAATGAATCATCATCAG
'gi|21717332_Malus '              TCACTGTCA---------------------------------------------------------------ACGAGCGACCACCAACAACAATGGCAATCCGCAACTCCGACCTCCAAT
'gi|13173164_Pisum '              TTATCAACA---------------------------------------------------------------AACAATCATCAGCAACAACAACAACAATGGCAACCAGGATCACATTAT
'At5g67180 '                      ACGACGACT------------------------------------------------------------------------GTCAGATCGGAAAAGCAGCAATCGGACGGTGGAGGAAAT
'At4g36920_APETALA2 '             TTTCCGGCG---------------------------------------------------------------------GCTGAGAACCACCGGTTTGATGGTCGGGCCTCGACGAACCAA
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ---------------------------------------------------------------------------GCCTGCCACCGTCAGAGGAGCATCTGGGCTAGGCCTTCCTTGGCT
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              CAATCAGGATGGACTTGGCAACTG------------------------------------------------------------CATGCTAGCGGACCAACTACTCCAGTATTCACCACC
'gi|46395276_Pinus_PtAP2L1 '      CCACCAGGATGGGTTTGGCAACTG------------------------------------------------------------CCTACAAATAGGCCAGCTCCT------CCCTCTCCC
'gi|11181610_Picea_abies '        TCACCAGGATGGGTTTGGCAACTG------------------------------------------------------------CCTACAAATAGGCCAGCTGCTCCCCATCCCCCTCCC
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      AAGAGAAGTGAAGCTGAAGGGATGATGAGTAACTGG------------------GGATGGCAGAGACCGGGGCAAACAAGCGCCGTGAGACCGCAGCCACCGGGACCACAACCACCACCA
'gi|5360996_Hyacinthus '          TATCCCCCTATTGAGCTACGAGCCAAAGACAAGATG---------TCTATGGTCGGTTCAGCAGCCCTACCAAATTGGACATGGCAATTGCAC------------GGGCCAATGCCATCG
'pam01_2ms1_c06_Persea '          AATTTGAAGGAAAGAGCAGTAGAGAGGGCTGAACTC------------------CATCCCCCACCTCTCCCCAACTGGGCATGGCAACTCCAA------------GGCTCTACAGCAATG
'gi|5081557_Petunia '             ACATTTAAGGGAACAGCAATAGGG---AAGGGTATG------------------GAAGTTGATTCCGCACCAAATTGGACGTGGCAAGACCAAAATCTTTATGGTGGGAGTTCTTCAGTG
'GMtuc03_04_25.28779_Glycine '    CTGGAAAGAGCAGAGAGAATGGGCATAGATCCTTCA------------------AAAGGAGTTCCAAAC------TGGGCGTGGCAGACAAATGGCCAGGTTAATGCCACC---CCAGTA
'GMtuc02_10_21.14413_Glycine '    CTGGAAAGAGCAGAGAGAATGGGCACAGATCCTTCA------------------AAAGGAGTCCCAAACCCCAACTGGGCGTGGCAAACACATGGCCAGGTTACTGACACC---CCAGTA
'MTtuc03_04_26.7790_Medicago '    CAGGAAAGGGCAGAGAGAATTGGCATTGATCCTTCA------------------AAAGGACACCCCAAC------TGGGGGTGGCAAGGGCATAATCAAGGCACTGTTTCC---CCAGTA
'STtuc02_10_23.1438_Solanum '     GAGGGAAGAGCATATGACAAGAGAAAGGATACAGTT------------------TCATCACAAGGACCTCCAAATTGGGCATTGCAAATGGCCAGTCAGGTTGATACGACCAACCCATTG
'STtuc021023.12365_Solanum '      GAGGAAAGAGTATCCGGGAAGAGAATAGACGTAGGT------------------ACCTCCCACGGACACCCAAACTGGGCAATGCAAATGCATAGTCAGGTCGGAACAACG---CCAATG
'nad03_31ms3_d04_Nuphar '         ACCGAGGAAGCCACGTCTGCTGCGAACAACTGTATA------------------CAGCAATCGCCCATGTCAGGATGGGGCTGGCCAGCCACCACATCTCCCGTGCCGGCA---CCACTC
'Barley1_08369_Hordeum '          GATGCAGCCAGAGATCATAGCAGGAGGCCAGAGGTG------------------GCCACAGGGGGTGTTCCAACCTGGGCATGGAGGGTGAGCCACCCTCCTCCA---ACACAACCCATG
'HVtuc02_11_10.2029_Hordeum '     GATGCAGCCAGAGATCATAGCAGGAGGCCAGAGGTG------------------GCCACAGGGGGTGTTCCAACCTGGGCATGGAGGGTGAGCCACCCTCCTCCA---ACACAACCCATG
'TAtuc03_04_26.3851_Triticum '    GAAGCAGCCAGAGATCATAGCAGGAGGCCAGAGGTG------------------GCCACAGGGGCTGTTCCAACCTGGGCATGGAGGGTGAGCCACCCTCCTCCA---ACACAACCCATG
'TAtuc03_04_26.3852_Triticum '    GAAGCAGCCAGAGATCATAGCAGGAGGCCAGAGGTG------------------GCCACAGGGGCTGTTCCAACCTGGGCATGGAGGGTGAGCCACCCTCCTCCA---ACACAACCCATG
'SBtuc02_10_21.6764_Sorghum '     ACATCATCGAGAGACCTTAACAGGAGGCCTGAG---------------------------GGGGGTGCTCCTAGCTGGGCATGGAAGGTGACAGCAGCTCCTCCTCACACCCTGCCATTG
'SPtuc02_10_22.3366_Solanum '     ACATCATCGAGAGACCTTAACAGGAGGCCTGAG---------------------------GGGGGTGCTCCTAGCTGGGCATGGAAGGTGACAGCAGCTCCTCCTCACACCCTGCCATTG
'RAV2_gi30697755_At1g68840 '      ------TTAAAGACGCGTGAAGTTCTTTTCGAGAAGGCTGTTACACCTAGCGACGTTGGG---------------------AAGCTAAACCGTCTCGTGATACCTAAACAACACGCCGAG
'RAV1_gi42562037_At1g13260 '      ------TTTAGATCGGCGGAGGCACTGTTTGAGAAAGCGGTAACGCCAAGCGACGTTGGG---------------------AAGCTAAACCGTTTGGTTATACCGAAACATCACGCAGAG
'A4_gi30690008_TINY_At5g25810 '   ------GAGATTGTAGAGCTCCCAAGTTTGGGATCGAGCTATGATGGTTTGACTCAGCTAGGT------------------------AACGAGTTTATATTCTCTGACTCCGCAGACTTA
'A4_gi7212005AC023628 '           ------------ATTGAGCTGCCTGAGCTTATGATGAGTGGAGGTGGGTGGTCGCCG------------------------------GAGCCTTTTGTTGCCGGAGATGATGCCACG---
'gi|19789524_Physcomitrella '     ---------------ACCGTGGCCAATTTCCAATCTCCCGCTCAGACATTGGAGAGC------------------------------AGTCCACTTCACTCATCGCCTTCGTCTTCC---
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' TCTTCAGACATGTTTGATGTCGATGAGCTTCTACGTGACCTAAATGGCGACGATGTGTTTGCAGGCTTAAATCAGGACCGGTACCCGGGGAACAGTGTTGCCAACGGTTCATACAGGCCC
'A5_gi42562576_RAP2.1_At1g46768 ' ---------------ACTCCGCCGGTAATAAAACCCGACTTGAATCAAATACCCGAA---------------------------------------------------TCCGGAGATATA
'B2_gi30695605_RAP2.12_At1g5391 ' AGCGATCAAGCTCCGATAACTCCCGACATCTCTTCTGCGGTTATCAACAACAACAACTCAGCTCTGTTCTTTGAGGAAGCCAATCCAGCTAAGAAGCTCAAGTCTATGGATTTCGAGACA
'gi|18351137_Physcomitrella '     ---------------ACGTCCACTTCGTTCCTCTCACAATCATCCGGCCGTAGC------------------------------ATCCAATCA---------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ---------------GAAAATCACTTTTTCGAAAAACCATGGACCGAATATGATCAATACAAT---------------------------------------TACTCCTCTTTTGGT---
'A1_gi18416558_DREB1A_At4g25480 ' ---------------GAAAATGCGTTTTATATGCACGATGAGGCGATGTTTGAGATGCCG---------------------------------AGTTTGTTGGCTAATATGGCAGAAGGG
'B1_gi2281634_RAP2.5 '            ---CAGCCTCCTCCTGTGACATCGGCGTTTAGATCGCCGGTGGTGCATGTTGCGACG---------------------------------AAGATGGCTTGTGGTGCCCAAAGCGACTCT
'A3_gi18405311_ABI4_At2g40220 '   TGTAATAATAATAGTTCGATGGAGGATTTGAACTCTCTAGCTGGTTCGGTGGGTTCGAGTCTATCAATAACTCATCCACCGCCGTTGGTTGATCCGGTATGTTCTATGGGTCTGGATCCG
'A6_gi2281632_RAP2.4 '            ---------------CCGGTGACGGAGTTTGAAGAGTCCACCGCTGGATCTTCGCCG---------------------------TTGTCGGACTTGACGTTCGCTGACCCGGAGGAGCCG
'B1_gi42562651_AtERF3_At1g50640 ' ---------TATCCTAGAACTCCACCGGTTGTTCCGGAGGATTGTCACAGCGATTGCGATTCG------------------------TCGTCGTCTGTAATCGACGACGACGACGATATC
'B5_gi42566428_AF080120 '         ---------GTTTTTGGTTTCTCGACGTCGATGAGTGAAAGTTTCGGCGGCGATTTATTTGGA------------------------GATAATCTTTTTGCGGATATGAGTTTTGGATCC

[                                 2281      2291      2301      2311      2321      2331      2341      2351      2361      2371      2381      2391      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ATCCAGACGTATTTCGGGTGTCAAAACTCC------------GGCAAGTTAACGGCGGAGGAAGATGATGTTATCTTCGGTGATTTAGATTCTTTCCTTACGCCTGATTTCTACAGCGAG
Os9g25600                         ATCCAGACCTACTTCGGCTGCGCCGCCGAGGACGGCGCCGCCGGCGCGGGATACGCCGACGTGGACGGCCTGTTCTTCGGCGACCTCGCCGCGTACGCGTCGCCGGCGTTCCACTTCGAG
Os6g05340                         GAGAGCGAGTACGGCGAAGTGTTCGCCAGCGACGAGGCGGCGGCGGCGGCGGCGTACGGGTGCTCCATGTACGAGCTGGACGACAGCTTCGCCCTCATCGATGACTCGGTGTGGAACTGC
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------



'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ------------------------------------------------------------------CAACTGAGGCCAATTCCAGTTTCCATTTCTCACCTACCAGTCTTTGCTGCTTTG
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ---------------------------------------------------------------GCTGAGCTTAAGACCGTCGCTCTTACTTTGCCTCAGATGCCGGTTTTCGCTGCTTGG
'gi46395274__Pinus_PtANTL1 '      GCATCTAATACAGGCCCTGTGGAGAGCCCTGTAAATTCTGCTAGCGAGAATGAAGAGGGCCACCATCGCAAAATCCCGGTCTATGACAATATGATGCCAGCAGGAGAATTCCCCCAAGCC
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           CAGCAGACCCAGCAGTCGCCAGGTGGAGATTTTCCCGCGGCAATGACGAATAATGTTGGCTCTAATATGTATTACCATGGGGAAGGTGGTGGAGAAGTTGCTCCAACATTTACAGTTTGG
'gi|21069053_Brassica '           CAGCAGACCCAGCATTCGCCAGGAGGAGATTTTCCCGCGGCAATGACGAATAATGTTGGCTCTAATATGTATTACCATGGGGAAGGTGGTGGAGAAGTTGCTCCAACATTTACAGTTTGG
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ---------------------------------------------CTTGCAGACCCTATTCTCTGGACA---------------------------------------CCATTTCTTCCT
'At1g79700 '                      ATCCAGACGTATTTTGGGTGTCAAGATTCC------------GGCAAGTTAGCGACTGAGGAAGAC---GTAATATTCGATTGTTTCAATTCTTATATAAATCCTGGCTTCTATAACGAG
Os8g34360                         GTGCAGACGTACTTCGGGCTGGACGACGAC------------GGCTTCGGGTACCCGGAGGTGGACACGTTCTTGTTCGGGGATTTGGGCGCGTACGCGGCGCCCATGTTTCAGTTCGAG
Os12g03290                        GACATTTCAGATTTTTTAGACAAGGACATTTCAGACTTTTTAGACAAGGACATTTCAATTTCAGATAGGGAGCGAATATCTCCTCAAGCAAACAATATCTCCTGCCCTCAAAAAATGATC
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         GCGATGCCAGACGACGTGGAACGCGCGGTGCAGCGCGCGCCTTCTGCCGCGTCTCGTCGGGCCAACGCCGCGGCGGTCTCCTACGCGATCAGCTCGTTGGCGTCCGGGCGCTGGTGG---
Os11g19060                        GGAGAAGATGGT---GTGGCAGGCATTGACACCACACATGACCTGTATGGCAGCCGTAAT---GTGTACTACCTTTCCGAGGGTTCGCTTCTTGCCGATGTCGAAAAAGAAGGCGACTAT
Os2g40070                         AACGAGGAGCAGGGGAAGCTCATCGGGTACGACGCCATGGCGATGGCGAGCGGCGCCGCCGGCGGCGGGTACCAGCTGTCGCAGGGCTCG---GCGTCGACGGTGAGCATCGCGAGGGCG
Os6g44750                         AAGCAGAGCAACAGCTACTCCGGTAACAACATTCCTTATGCTGCTGCAGCAGCTATGACTTCTGGA---TCAGCACTCTACGGGGGCTCCACCGGTAGCAACGGGACATGGGTGGCGAGT
Os1g67410                         CAGGTGCAGATGGGGTACGACAGCTACCTCGTCGGCGCAGACGCCTACGGCGGCGGCGGCGCCGGGAGGATGCCATCCTGGGCGATGACGCCGGCGTCGGCGCCGGCCGCCACGAGCAGC
Os3g56050                         GTTGGTTTTGCAAAGCCGAACTCACTGTGGTGGTGTTTATCATCTCAAAGTAAATTGAAAGCACATTCTCGATCGAACGGCGGCCGTAAACCCTCCAGAGGTTCGGAGAAAAATCCTCCG
Os7g03250                         ------------------------------------------TCCTGGGTCTCCTCGCCGCCGGCGTCTGCCAGGCCGCCCGCCGTCTCCATCGCCCACATGCCCCTCTTCGCCGCCTGG
Os3g12950                         ---------------------------------------------ATGCCGGCGCCGGCCGCAGCTCACGTGATGAGGCCGCCGAGTGCCATTGCTCATCTCCCTGTTTTTGCAGCCTGG
Os3g07940                         ---------------------------------------------------------------CCGGTCGCCGGCATCCCGACCACCGTGCACCACCAGCTCCCGGTGTTCGCGCTGTGG
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ------------------------------------TGGATTAATAACAACATTTCAAGTTCTTACCAAACTGCAAAATCAAATCTCTCTGTTTTGCACACACCGGTTTTTGGGTTGGAA
'At5g17430 '                      CAGCAGATTCAGCAGTCGCCGGGAGGAGATTTTCCGGTGGCGATTTCGAATAACCATAGCTCTAACATGTACTTTCACGGGGAAGGTGGTGGAGAAGGGGCTCCAACGTTTTCAGTTTGG
'At1g51190 '                      TTTCCAGCCGTGAAAGTCGATTACGATATGCCTCCTTCCGGTGGAGCTACAGGGTATGGAGGATGGAATAGTGGAGAGTCTGCTCAAGGATCGAATCCAGGAGGTGTTTTCACGATGTGG
'At3g20840 '                      TTTCCAACCGTTAAAACAGATTACGATATGCCTTCCAGTGATGGAACCGGAGGGTATAGTGGTTGGACCAGT---GAGTCTGTTCAGGGGTCAAACCCTGGTGGTGTTTTCACTATGTGG
'At5g10510 '                      ---------------------------------------------------------------AACGTTCAGGGAACAATGGGACTTATGGCACCAAATCCGGCTGAGTTCTTCCTCTGG
'At5g65510 '                      ------------------------------------------------------------------ATTCAAGCTCCTATG---------------AACCAAGCTGAGTTTTTCTTGTGG
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        CTCCCTGCC---------------ACCACTGCAGCATCATCAGGATTCTCTACCGCCGCTGCCACCGGCGTGGACGCGGCCACAGCCGGCCACAGCGTGCCGCCGCCGTCTGGTAGCCTC
'ZMtuc02_12_23.7359_Zea '         CCGTTGCAC---------------CACTCTGCAGCATCATCAGGATTCTCTACCGCCGCCGGG---------------------GCCAACGGCGGCATGCCCCTGCCGTCTCACCCGCCG
Os7g13170                         CCATTACTC---------------CCTACTGCAGCATCATCAGGATTCTCTACGGGCACCGTC------------------------GCCGACGCCGCCCGCTCGCCTTCCTCCCGCCCC
'Barley1_18652_Hordeum '          CCGTTGCTT---------------TATGCTGCAGCATCATCAGGATTCTCTACCGCCGCCGGC---------------------------GCGAACCCCGCCCCGCCCGCCGTCGTACCC
'gi|18476518_Hordeum '            CCGTTGCTT---------------TATGCTGCAGCATCATCAGGATTCTCTACCGCCGCCGGC---------------------------GCGAACCCCGCCCCGCCCGCCGTCGTACCC
'TAtuc03_04_26.7877_Triticum '    CCGTTGCTT---------------TACGCTGCAGCATCATCAGGATTTTCTACCGCCGCCGCCGGC------------------------GCGAACCTCGCCCCGCCGCCGCCGTACCCG
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      ---------------------------GCAGCAGCATCATCAGGATTCTCACCCCAAGCTCAAATTACTGTAGCTCATCCTTCAGATTGGCTCCACAAGTTACAAGGTGCTCAGTCTATG
Os4g55560                         CCGACCAAC---------------GCCGCGGCCGCCGCAACCGCTACAGCAGCTGCAGCATCATCACGATTCCCTCCCTACATTGCGACGCAAGCCTCAACCTGGCTGCAGAAGAACGGG
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ATATTTGCA---------------GCTGCTGCAGCATCATCAGGATTCTCCCAGCAGATAGTAAGACCTCAAAATTGG---------------------------TCATCCGAAAATGGC
'LEtuc02_10_21.11399_Lycopersic ' ATAATTGCA---------------ACTGCTGCAGCATCATCAGGATTCCCCCAGCAGATAATAAGGACTCAAAAT---------------------------------------AATGGC
'gi|28894444_Antirrhinum_LIPLES ' CAGTTTGCT---------------------GCAGCATCATCAGGATTCCCTCAGGCGCAGGCACAGATAATAAAA------CCCCAAAAC------TGGCTGCAGATCAAGAAAAATGGG
'gi|28894442_Antirrhinum_LIPLES ' TTATTTGCT---------------AGTGCTGCAGCATCATCAGGATTCCCACACGCGCCGCCTTTACTTAGTAGTTCTCGACCACGTGAC------TGGCCT---CTGCAGAAAAATGGG
'gi|21717332_Malus '              TTATTTGCA---------------ACCGCTGCAGCATCATCAGGATTCCCACCACAACTTAGACCGTTGCCCACGCAAAAC------------------AGCTGGCTGCAGAAAAATGGG
'gi|13173164_Pisum '              TTATCATCT---------------GCTGCTGCAGCATCATCAGGATTCCCACCTCAAATAAGAACACCCTCTTCACAA---------------------ACTTGGCTGCACAAAAATGGC
'At5g67180 '                      CGAGTGGTG---------------GGAATGGCAGCATCATCAGGATTCTCTCCTCAACCTTCCCCTTACCGCATTCCT------------------------------------CGCACC
'At4g36920_APETALA2 '             GTGTTGACA---------------AATGCTGCAGCATCATCAGGATTCTCTCCTCATCATCACAATCAGATTTTTAATTCTACTTCTACTCCTCATCAAAATTGGCTGCAGACAAATGGC
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         CCGGCGATG---------------CCGGACGGCGGCGCGGTCATCCGCCCTGATCAGCATCAGCATCACCCCAGTAGCCGGAACATGCTCCTGATGTGGTGTTCCTACATTGATCTTCCT
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              AAT------------------------AGATCCCCTGCATCAGGATTCTCACCCCAAATCCATACAGCGTTCGTTCCTTCAACACATGGGTGTCACAAAATGGGAGTGCATTGGGCAGCG
'gi|46395276_Pinus_PtAP2L1 '      ATGATTGAA------------------AGTGCAGCATCATCAGGATTCTCACCCCAAATA------TTTTCTTCAACAACTAGTCCTTCTTCAGAATGGCTGCAGAAAAGGGGGTTTCAT
'gi|11181610_Picea_abies '        ATGATTGAA------------------AGTGCAGCATCATCAGGATTCTCACCCCAAATA------TATTCTTCAACAACTAGTCCTTCTCCAGAATGGCTGCAGAAAAGGGGATTTCAT
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      TTGTTCTCA---------------GTTGCAGCAGCATCATCAGGATTCTCACATTTCCGGCCACAACCTCCCAATGACAATGCAACACGTGGTTACTTTTATCCACACCCT---------
'gi|5360996_Hyacinthus '          CCGATGTTC------------------ACTGCAGCATCATCAGGATTCGCCACCACCCATGCCACATCCTCCATTACCCCCCCTGCCAGCCATCATCTTCAGTTCCCTCCACCACCCAAC
'pam01_2ms1_c06_Persea '          CCATTGTTC---------------CCTTCTGCAGCATCATCAGGATTCTCCACCACAACTGCAACA------------------------ACAGCTGCCTTCCCGCCCCTGCATCCACAA



'gi|5081557_Petunia '             CCACTCTTC---------------TCTACTGCAGCATCATCAGGATTCGCTAATTCAACTACAGCTGATGTTCATCAACATTACTTTTCTACTGGACCATTACCTTACCATCATTCACCA
'GMtuc03_04_25.28779_Glycine '    CCACCGTTC---------------TCTACTGCAGCATCATCAGGATTCTCAATTTCAGCTACTTTTCCATCAACTGCCATCTTTCCAACAAAATCCATGAACCCAATTCCCCAGAGCTTC
'GMtuc02_10_21.14413_Glycine '    CCACCGTTC---------------TCTACTGCAGCATCATCAGGATTCTCAATTTCAGCCACTTTTCCATCAACTGCCATCTTTCCAACAAAATCCATCAACTCAGTTCCCCATAGCCTC
'MTtuc03_04_26.7790_Medicago '    CCACAATTC---------------TCTTCTGCAGCATCATCAGGATTCTCCATTTCAGCTACCTTTCCACCAAATGCAATCTTTCAAACACAACCAATCAACTCAATTCCCCAGTCACTC
'STtuc02_10_23.1438_Solanum '     ACAATGTTC---------------TGCACGGCAGCATCATCAGGATTCTTCATTCCATCTACTACTTCTATCACTTCATCAGCATCTGCATTAGCAACTTCAACAAATGCCTCACAGTGC
'STtuc021023.12365_Solanum '      TCAATGTTC---------------TCTGCTGCAGCATCATCAGGATTCTCAACTCCGGCTACCACT---------GCTTCGGCCTCTCAAATGTCT------------------------
'nad03_31ms3_d04_Nuphar '         ------TTC---------CCGTCGTCTGCTGCAGCATCATCAGGATTCTCAACCCAAACCCCACAACCTATTGCCGCATCTGCTTTTCCTCTCCCTACCAACCTGCGCTTTTCATTCCCA
'Barley1_08369_Hordeum '          CCACTCTTC---TCGTCGTCATCGTCCGCTGCAGCATCATCAGGATTCTCCAAAACAGCCGCGGCAGCTGCCCCCGCCGCCCCATCGGCCTCATTCCGGTTCGACCCGATGGCTCCATCA
'HVtuc02_11_10.2029_Hordeum '     CCACTCTTC---TCGTCGTCATCGTCCGCTGCAGCATCATCAGGATTCTCCAAAACAGCCGCGGCAGCTGCCCCCGCCGCCCCATCGGCCTCATTCCGGTTCGACCCGATGGCTCCATCA
'TAtuc03_04_26.3851_Triticum '    CCACTCTTC---TCGTCGTCATCGTCCGCTGCAGCATCATCAGGATTCTCCAAAACCGCCGCGGCAGCTGCCCCCGGCGCCCCATCGGCCTCATTCCGGTTCGACCCGATGGCGCCATCA
'TAtuc03_04_26.3852_Triticum '    CCACTCTTC---TCGTCGTCATCGTCCGCTGCAGCATCATCAGGATTCTCCAAAACCGCCGCGGCAGCTGCCCCCGGCGCCCCATCGGCCTCATTCCGGTTCGACCCGATGGCGCCATCA
'SBtuc02_10_21.6764_Sorghum '     CCGCTGTTCTCTTCGTCATCGTCATCCGCTGCAGCATCATCAGGATTCTCCAATACCGCCACGACAGCTGCC---------CCATCGGCCTCCCTCCGGTTCGATGCACCGCCATCGTCG
'SPtuc02_10_22.3366_Solanum '     CCGCTGTTCTCTTCGTCATCGTCATCCGCTGCAGCATCATCAGGATTCTCCAATACCGCCACGACAGCTGCC---------CCATCGGCCTCCCTCCGGTTCGATGCACCGCCATCGTCG
'RAV2_gi30697755_At1g68840 '      AAACACTTTCCGTTACCGTCACCGTCACCGGCAGTGACTAAAGGAGTTTTGATCAACTTCGAAGACGTTAACGGTAAAGTGTGGAGGTTCCGTTACTCATACTGGAACAGTAGTCAAAGT
'RAV1_gi42562037_At1g13260 '      AAACATTTTCCGTTACCGTCA---AGTAACGTTTCCGTGAAAGGAGTGTTGTTGAACTTTGAGGACGTTAACGGGAAAGTGTGGAGGTTCCGTTACTCGTATTGGAACAGT---------
'A4_gi30690008_TINY_At5g25810 '   ---------------TGGCCTTATCCACCGCAATGGTCAGAAGGTGATTACCAAATGATTCCTGCCTCGTTATCACAAGATTGGGATCTTCAAGGACTGTATAATTAT------------
'A4_gi7212005AC023628 '           ------------------------------TGGCTTGTCGACGGAGACTTGTATCAGTATCAGTTCATGGCGTGTCTG------------------------------------------
'gi|19789524_Physcomitrella '     ------------GACATGAGCTCT------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' GAGAGTCAACAAAGTGGTTTTGATCCGCTACAAAGCCTCAACTACGGAATACCTCCGTTTCAGCTCGAGGGAAAGGATGGTAATGGATTCTTCGACGACTTGAGTTACTTGGATCTGGAG
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' CCTTACAACAACACTGAATGGGACGCTTCACTGGATTTCCTCAACGAAGATGCTGTAACGACTCAGGACAATGGTGCAAACCCTATGGACCTATGGAGTATTGATGAAATTCATTCCATG
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------ATGCTTTTGCCGCTTCCGTCCGTACAGTGGAATCATAATCATGAAGTCGACGGCGATGATGACGACGTATCGTTATGGAGTTAT------------------------------
'B1_gi2281634_RAP2.5 '            ---------------GATTCGTCATCGGTCGTTGATTTCGAAGGTGGGATGGAGAAGAGATCTCAGACTGTTAGATCTAGATCT------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   GGTTATATGGTTGGAGATGGATCTTCGACCATTTGGCCTTTTGGAGGAGAAGAAGAATATAGTCATAATTGGGGGAGTATTTGGGATTTTATTGATCCCATCTTGGGGGAATTCTAT---
'A6_gi2281632_RAP2.4 '            ---------------CCGCAGTGGAACGAGACG------TTCTCGTTGGAGAAGTATCCGTCGTACGAGATCGATTGGGATTCGATTCTAGCT---------------------------
'B1_gi42562651_AtERF3_At1g50640 ' GCATCGTCTTCACGGCGACGGAATCCGCCG---------TTTCAATTCGATCTTAATTTTCCACCGTTGGATTGTGTTGACTTGTTCAATGGCGCTGATGATCTTCACTGTACCGATCTA
'B5_gi42566428_AF080120 '         GGGTTTGGATTCGGGTCTGGGTCTGGA------------TTCTCCAGCTGGCACGTTGAGGACCATTTTCAAGATATTGGGGATTTATTCGGGTCGGATCCTGTCTTAACTGTT------

[                                 2401      2411      2421      2431      2441      2451      2461      2471      2481      2491      2501      2511      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      TTAAATGATTGC------------------------------------------------------------------------------------------------------------
Os9g25600                         CTGGACTTG---------------------------------------------------------------------------------------------------------------
Os6g05340                         TTGATC------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          AATGAT------------------------------------------------------------------------------------------------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         GCTGATTCT---------------------------------------------------------------------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      TTGTTCTTCTCATCCCCGCAGCAAGCTTCGAAGCTCGTGAAATATGAGAATGGCAGTACCACTCTCAGTCCATGGATGATTCCACCAAATACAGTACCACCACTACAATCAAGGCCCAAT
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           AACGACAAT---------------------------------------------------------------------------------------------------------------
'gi|21069053_Brassica '           AACGACAAT---------------------------------------------------------------------------------------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      TCAGGATCCTCTCTTACTTCAGAGGTGACAAAGACAGAGACCAGCTGTTCC---------------------------------------------------------------------
'At1g79700 '                      TTTGATTATGGACCT---------------------------------------------------------------------------------------------------------
Os8g34360                         CTCGACGTC---------------------------------------------------------------------------------------------------------------
Os12g03290                        AGTGTGTGCAAC------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        GGCCAATCTGTGGGGGGCAACAGCTGGGTTTTGCCGACACCG------------------------------------------------------------------------------
Os2g40070                         AACGGCTACTCGGCCAACTGGAGCTCGCCTTTCAATGGCGCCATGGGA------------------------------------------------------------------------
Os6g44750                         AACACGAGCACGGCTCCCCACTTCTACAACTATTTGTTTGGGATGGAG------------------------------------------------------------------------
Os1g67410                         AGCGACATGACCGGAGTCTGCCATGGCGCACAGCTCTTCAGCGTCTGGAACGACACA---------------------------------------------------------------
Os3g56050                         AACCCCTGCATGACCTTCTCAGCTTCTCTCGATCGGACGAATGAATTTGAAGATGCGACTTTGCATGTAGATGTAATACTATTGAAAGTGCATTTGGTGTACACGTTAGGTGTGTCATCG
Os7g03250                         ACCGACGCC---------------------------------------------------------------------------------------------------------------
Os3g12950                         ACAGATGCT---------------------------------------------------------------------------------------------------------------
Os3g07940                         AACGAC------------------------------------------------------------------------------------------------------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g17430 '                      AACGACACT---------------------------------------------------------------------------------------------------------------



'At1g51190 '                      AATGAA------------------------------------------------------------------------------------------------------------------
'At3g20840 '                      AATGAG------------------------------------------------------------------------------------------------------------------
'At5g10510 '                      CCTAATCAGTCTTAC---------------------------------------------------------------------------------------------------------
'At5g65510 '                      CCTAACCAGTCTTAC---------------------------------------------------------------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        CGGCAGTTCTCGGGCTACCACCAGCTCCGCTTCCCCCCAACCGCC---------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         GCGCAGTTCCCGACTACTACAAACCCGTTCTTCTTCCCC---------------------------------------------------------------------------------
Os7g13170                         CATCCATTTCCCGGCCACCACCAGTTCTACTTCCCCCCGACCGCC---------------------------------------------------------------------------
'Barley1_18652_Hordeum '          CGACCATCACCACCGCTTCTACTCCCCCGCCCGCCGGACAAC------------------------------------------------------------------------------
'gi|18476518_Hordeum '            CGACCATCACCACCGCTTCTACTCCCCCGCCCGCCGGACAAC------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    GACCACCACCGG---TTCTACTTCCCCCGCCCGCCGGACAAC------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      GGTACTACTCAGCTTTCAGCTCCTAAGTCTGCATCTCAGAGACAGAATTTACATAGCATTCAAGCCAGCTTAAGTGGACAAGTCTTGGGTTTGGGCTTAAATTTATCAACGAAATCAAAA
Os4g55560                         TTCCATTCCCTGACCCGGCCCACC------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             TTCCATCACTTTCTTATGAGACCCTCA---------------------------------------------------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' TTCCATCATTATTTTATGAGACCT------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ATCCACCCAAGTACTCTCATGAGACCC---------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' TTCCATTCATCTTATAATATAAGGCCCTCA------------------------------------------------------------------------------------------
'gi|21717332_Malus '              TTCCACACTCTCGCCAGACGC---------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              TTCCACACACTCATGAGACCCTCT------------------------------------------------------------------------------------------------
'At5g67180 '                      TTCCACTTCTCTCGTCCC------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             TTCCAACCTCCTCTCATGAGACCTTCT---------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         GAGATCACGGGCCCTGAG------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              CAGTCGACTGATCCATGCATGGTACAAACCCCGAGCCCGCATCTGGCAACTCGTCTGACCAGTGGACCTGATTCCGGCGACCATCCGGTGGGTTTAACTCTTGATTTGCCAGGCAAGAAG
'gi|46395276_Pinus_PtAP2L1 '      TTCTTGTTCCAGCCTGCATTAATGCAGACCAAGAATATTTTGCATTCAACCACTGCACCAGCTTTGATTAACACTTATGGG------------------------AAAAAAACCGGTGAC
'gi|11181610_Picea_abies '        TTCTTGTTCCAGCCTGCATTAATGCAGACAAAGAATATTTTGCATTCACCAACAGCACCAGCTTTGATTAACACTTACGGG------------------------AAAAAACCCAGTGAC
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ACCAACTACTATTCCAGG------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------AGTAATGGCCATTTTCCTACCTACTGTTACAGG---------------------------------------------------------------------------------
'gi|5081557_Petunia '             TCACTTGCCAATATGAACTTTGCACAATATTACTGCAGAAGC------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    TGTTTCACTTCA---CACAGCACACCAGGTAGCAATGCACCT---CAATTCTATTACGAGGTCAAGTCCTCGCAGGCACCATCCCAGCCTCTATCTTGTAATACAAGTATAAATGGTAGC
'GMtuc02_10_21.14413_Glycine '    TGTTTCACTTCA---CCCAGCACACCAGGTAGCAACGCACCT---CAATTCTATAACTATTACGAG------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    TGTTTCACT---------------CCTGGTAGCAATGCATCATCTCAATACTATTACCAGGTTAAGTCCTCACAGGCACCACCA------------------------------------
'STtuc02_10_23.1438_Solanum '     TTTTATCAGATCAACCCCCGCCTACCACCTCCA---------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         TCATCT------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          TCGTCGTCAAGCAACCAACACCACCACCACCACCCCCGC---------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     TCGTCGTCAAGCAACCAACACCACCACCACCACCCCCGC---------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    TCATCGTCAAGCAACCAACACCACCACCAC---CCCCGC---------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    TCATCGTCAAGCAACCAACACCANCAC---------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     TCATCGAGC---------CATCATCATCGCCGC---------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     TCATCGAGC---------CAT---------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      TACGTGTTGACCAAGGGA------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' AAC---------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ATTGGAGGAGTCTTC---------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------



'B1_gi42562651_AtERF3_At1g50640 ' CGTCTC------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 2521      2531      2541      2551      2561      2571      2581      2591      2601      2611      2621      2631      ]
[                                 |         |         |         |         |         |         |         |         |         |         |         |         ]
'At1g16060 '                      ------------------------------------------------------------------------------------------------------------------------
Os9g25600                         ------------------------------------------------------------------------------------------------------------------------
Os6g05340                         ------------------------------------------------------------------------------------------------------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------------------------------------------------------------------------------------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'gi|38492172_Nicotiana '          ------------------------------------------------------------------------------------------------------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------------------------------------------------------------------------------------------------------
'At4g37750_AINTEGUMENTA '         ------------------------------------------------------------------------------------------------------------------------
'gi46395274__Pinus_PtANTL1 '      CTCTCTGTGGGGCATTTGCCCATGTTTGCATTATGGAATGAA------------------------------------------------------------------------------
'gi|18356869_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|21069051_Brassica '           ------------------------------------------------------------------------------------------------------------------------
'gi|21069053_Brassica '           ------------------------------------------------------------------------------------------------------------------------
'gi|18346002_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------------------------------------------------------------------------------------------------------
'At2g41710 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g79700 '                      ------------------------------------------------------------------------------------------------------------------------
Os8g34360                         ------------------------------------------------------------------------------------------------------------------------
Os12g03290                        ------------------------------------------------------------------------------------------------------------------------
Os12g03290_1                      ------------------------------------------------------------------------------------------------------------------------
'At3g54320 '                      ------------------------------------------------------------------------------------------------------------------------
Os1g59780                         ------------------------------------------------------------------------------------------------------------------------
Os11g19060                        ------------------------------------------------------------------------------------------------------------------------
Os2g40070                         ------------------------------------------------------------------------------------------------------------------------
Os6g44750                         ------------------------------------------------------------------------------------------------------------------------
Os1g67410                         ------------------------------------------------------------------------------------------------------------------------
Os3g56050                         GTCGCCGCCTCGCCGCGCGTCACAGAGGACGTCGCCCTCTCATGTGTTTTCCTACACTACTCTCTGACTTGGGAACTCATTCCCTCCGCACAGCCATCCTTTGTGAGATACGTCCAGCCA
Os7g03250                         ------------------------------------------------------------------------------------------------------------------------
Os3g12950                         ------------------------------------------------------------------------------------------------------------------------
Os3g07940                         ------------------------------------------------------------------------------------------------------------------------
'At1g72570 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g57390 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g17430 '                      ------------------------------------------------------------------------------------------------------------------------
'At1g51190 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g20840 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g10510 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g65510 '                      ------------------------------------------------------------------------------------------------------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------------------------------------------------------------------------------------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------------------------------------------------------------------------------------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------------------------------------------------------------------------------------------------------
Os7g13170                         ------------------------------------------------------------------------------------------------------------------------
'Barley1_18652_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'gi|18476518_Hordeum '            ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'atr01_4ms1_d10_Amborella '       ------------------------------------------------------------------------------------------------------------------------
'gi|46395278_Pinus_PtAP2L2 '      GCTGAACTGTGCTCTTCCAAAGATACAGTTCGTTCGAAGTCCTTGAAAGGAGTGGTTGGAGATGGTCGTTCATTCGGGGTTAAAGACCGC------------------------------
Os4g55560                         ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------------------------------------------------------------------------------------------------------
'gi|5081555_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------------------------------------------------------------------------------------------------------
'gi|21717332_Malus '              ------------------------------------------------------------------------------------------------------------------------
'gi|13173164_Pisum '              ------------------------------------------------------------------------------------------------------------------------
'At5g67180 '                      ------------------------------------------------------------------------------------------------------------------------
'At4g36920_APETALA2 '             ------------------------------------------------------------------------------------------------------------------------
Os7g39110                         ------------------------------------------------------------------------------------------------------------------------
Os6g43220                         ------------------------------------------------------------------------------------------------------------------------
'gi|2098818_Zea_mays '            ------------------------------------------------------------------------------------------------------------------------
'gi|11181612_Picea '              ATAAAACGTTCAAGCGTCCAAAGAGACAAAGTAGAT------------------------------------------------------------------------------------
'gi|46395276_Pinus_PtAP2L1 '      CACTCATTGAACTTGTCTCTAGGT------------------------------------------------------------------------------------------------



'gi|11181610_Picea_abies '        CACTCATTGAACTTGTCACTAGGT------------------------------------------------------------------------------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------------------------------------------------------------------------------------------------------
'At2g39250 '                      ------------------------------------------------------------------------------------------------------------------------
'At3g54990 '                      ------------------------------------------------------------------------------------------------------------------------
'At5g60120 '                      ------------------------------------------------------------------------------------------------------------------------
'At2g28550 '                      ------------------------------------------------------------------------------------------------------------------------
'gi|5360996_Hyacinthus '          ------------------------------------------------------------------------------------------------------------------------
'pam01_2ms1_c06_Persea '          ------------------------------------------------------------------------------------------------------------------------
'gi|5081557_Petunia '             ------------------------------------------------------------------------------------------------------------------------
'GMtuc03_04_25.28779_Glycine '    CCACCACACAAGTTC---------------------------------------------------------------------------------------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------------------------------------------------------------------------------------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------------------------------------------------------------------------------------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'STtuc021023.12365_Solanum '      ------------------------------------------------------------------------------------------------------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------------------------------------------------------------------------------------------------------
'Barley1_08369_Hordeum '          ------------------------------------------------------------------------------------------------------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------------------------------------------------------------------------------------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------------------------------------------------------------------------------------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------------------------------------------------------------------------------------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------------------------------------------------------------------------------------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------------------------------------------------------------------------------------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------------------------------------------------------------------------------------------------------
'A4_gi7212005AC023628 '           ------------------------------------------------------------------------------------------------------------------------
'gi|19789524_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'gi|18348070_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'A2_gi30680919_DREB2A_At5g05410 ' ------------------------------------------------------------------------------------------------------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------------------------------------------------------------------------------------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------------------------------------------------------------------------------------------------------
'gi|18351137_Physcomitrella '     ------------------------------------------------------------------------------------------------------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------------------------------------------------------------------------------------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------------------------------------------------------------------------------------------------------
'B1_gi2281634_RAP2.5 '            ------------------------------------------------------------------------------------------------------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------------------------------------------------------------------------------------------------------
'A6_gi2281632_RAP2.4 '            ------------------------------------------------------------------------------------------------------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------------------------------------------------------------------------------------------------------
'B5_gi42566428_AF080120 '         ------------------------------------------------------------------------------------------------------------------------

[                                 2641      2651      2661    ]
[                                 |         |         |    ]
'At1g16060 '                      ------------------------
Os9g25600                         ------------------------
Os6g05340                         ------------------------
'wmi01_10ms3_e03_Welwitschia '    ------------------------
'nad03_15ms1_h07_Nuphar '         ------------------------
'gi|38492172_Nicotiana '          ------------------------
'ltu01_5ms4_a11_Liriodendron '    ------------------------
'At4g37750_AINTEGUMENTA '         ------------------------
'gi46395274__Pinus_PtANTL1 '      ------------------------
'gi|18356869_Physcomitrella '     ------------------------
'gi|21069051_Brassica '           ------------------------
'gi|21069053_Brassica '           ------------------------
'gi|18346002_Physcomitrella '     ------------------------
'eca01_6cs1_a05_eca01_13cs2_a02 ' ------------------------
'At2g41710 '                      ------------------------
'At1g79700 '                      ------------------------
Os8g34360                         ------------------------
Os12g03290                        ------------------------
Os12g03290_1                      ------------------------
'At3g54320 '                      ------------------------
Os1g59780                         ------------------------
Os11g19060                        ------------------------
Os2g40070                         ------------------------



Os6g44750                         ------------------------
Os1g67410                         ------------------------
Os3g56050                         TCTTCTGAGTGCAAATTGACGGAT
Os7g03250                         ------------------------
Os3g12950                         ------------------------
Os3g07940                         ------------------------
'At1g72570 '                      ------------------------
'At5g57390 '                      ------------------------
'At5g17430 '                      ------------------------
'At1g51190 '                      ------------------------
'At3g20840 '                      ------------------------
'At5g10510 '                      ------------------------
'At5g65510 '                      ------------------------
'ltu01_16ms3_h06_Liriodendron '   ------------------------
'ZMtuc03_08_11.12253_Zea '        ------------------------
'ZMtuc02_12_23.7359_Zea '         ------------------------
Os7g13170                         ------------------------
'Barley1_18652_Hordeum '          ------------------------
'gi|18476518_Hordeum '            ------------------------
'TAtuc03_04_26.7877_Triticum '    ------------------------
'atr01_4ms1_d10_Amborella '       ------------------------
'gi|46395278_Pinus_PtAP2L2 '      ------------------------
Os4g55560                         ------------------------
'LEtuc02_10_21.9228_Lycopersico ' ------------------------
'gi|5081555_Petunia '             ------------------------
'LEtuc02_10_21.11399_Lycopersic ' ------------------------
'gi|28894444_Antirrhinum_LIPLES ' ------------------------
'gi|28894442_Antirrhinum_LIPLES ' ------------------------
'gi|21717332_Malus '              ------------------------
'gi|13173164_Pisum '              ------------------------
'At5g67180 '                      ------------------------
'At4g36920_APETALA2 '             ------------------------
Os7g39110                         ------------------------
Os6g43220                         ------------------------
'gi|2098818_Zea_mays '            ------------------------
'gi|11181612_Picea '              ------------------------
'gi|46395276_Pinus_PtAP2L1 '      ------------------------
'gi|11181610_Picea_abies '        ------------------------
'GMtuc03_04_25.877_Glycine '      ------------------------
'GMtuc03_04_25.876_Glycine '      ------------------------
'At2g39250 '                      ------------------------
'At3g54990 '                      ------------------------
'At5g60120 '                      ------------------------
'At2g28550 '                      ------------------------
'gi|5360996_Hyacinthus '          ------------------------
'pam01_2ms1_c06_Persea '          ------------------------
'gi|5081557_Petunia '             ------------------------
'GMtuc03_04_25.28779_Glycine '    ------------------------
'GMtuc02_10_21.14413_Glycine '    ------------------------
'MTtuc03_04_26.7790_Medicago '    ------------------------
'STtuc02_10_23.1438_Solanum '     ------------------------
'STtuc021023.12365_Solanum '      ------------------------
'nad03_31ms3_d04_Nuphar '         ------------------------
'Barley1_08369_Hordeum '          ------------------------
'HVtuc02_11_10.2029_Hordeum '     ------------------------
'TAtuc03_04_26.3851_Triticum '    ------------------------
'TAtuc03_04_26.3852_Triticum '    ------------------------
'SBtuc02_10_21.6764_Sorghum '     ------------------------
'SPtuc02_10_22.3366_Solanum '     ------------------------
'RAV2_gi30697755_At1g68840 '      ------------------------
'RAV1_gi42562037_At1g13260 '      ------------------------
'A4_gi30690008_TINY_At5g25810 '   ------------------------
'A4_gi7212005AC023628 '           ------------------------
'gi|19789524_Physcomitrella '     ------------------------
'gi|18348070_Physcomitrella '     ------------------------



'A2_gi30680919_DREB2A_At5g05410 ' ------------------------
'A5_gi42562576_RAP2.1_At1g46768 ' ------------------------
'B2_gi30695605_RAP2.12_At1g5391 ' ------------------------
'gi|18351137_Physcomitrella '     ------------------------
'B4_gi42562554_RAP2.6_At1g43160 ' ------------------------
'A1_gi18416558_DREB1A_At4g25480 ' ------------------------
'B1_gi2281634_RAP2.5 '            ------------------------
'A3_gi18405311_ABI4_At2g40220 '   ------------------------
'A6_gi2281632_RAP2.4 '            ------------------------
'B1_gi42562651_AtERF3_At1g50640 ' ------------------------
'B5_gi42566428_AF080120 '         ------------------------

;
End;


