
At4g08850    1 --IIYILVPIIGAIIILSVCAGIFICFRKRTKQIE-----------------------------------------------------EHTDSESGGETLSIFSFDG---------------- 
AT4g00340    1 ---IIILCSVVGSISVLGFTLLVPLILLKRSRKRK-----------------------------------------------------KTRKQDEDG--FAVLNLK----------------- 
At3g17420    1 -IIVIALFAAFIVILV---LSVWLSFRKKSKRSNATTLP--VTQSPRFTEEIKEIS--------------VDHGSSNNNGTSYQTLDEKFVEDIENGDKFSGSLEKKPLVGSHLPP------- 
At3g59110    1 MWVLICLVVGTFVVLVFCILSLWIAFRRKSRRSSHKLLP--FSQIPRVAKDIRVDDRVGFQNHNENLSITNADKSSDRNSGKMMSYLGRTKSSDNDSISQCSSVHHHERACSSHSGEDGSFGA 
At4g01330    1 -WVVIGILLGSLIVIALFFLSLCLTSRRRNRKPRHADFASAAVATPPISKEIQEIVR-----------------PPAQDHCHPTQPVAAEIQVDIGKTEHRVVFSDRVSSGESRGTVS----- 
At1g01540    1 -WVVIGILLGSLIVIALFLLSLCLTSRRKNRKPR-ADFASAAIATPPISKEIKEIV-------------------PAQN-----QSVPAEIQVDIGKIEHRVVFSDRVSSGESRGTASA---- 
At5g18610    1 --------------------------------------------------------MSGCLPCFGSSAKDAASKDSVKKELSAKDGSVTQSHHISLDKSKSRRGPEQKKELTAPKEGP----- 
At5g46560    1 --------------------------------------------------------MGNCWCRFEPLNHRVSAN---AKSESPKEQSPTVEDKHIKEVQKLPSNPKEVEDLRRD--------- 
At4g35600    1 --------------------------------------------------------------MGACISFFSSSSPSKTGLHSHATTNNHSNGTEFSSTTGATTNSSVGQQSQFSDISTGIIS- 
At3g09830    1 ------------------------------------------------------MKCFLFSGGDKRGEQKTPISVSLTSIFSDREINRSGSEFNSRDVSGTSTESSMGRKNSYPPVST----- 
At5g38560    1 ----IVAIGVIVGLVFLSLFVMGVWFTRK-RKRKDPGTF-----------------------------------------VGYTMPPSAYSSPQGSDVVLFNSRSSAPPKMRSHSGSDYMYA- 
At4g02010    1 ---LILIFSIAAGVLILAIITVLVICSRALREEKAP------------------------------------------------DPHKEAVKPRNLDAGSFGGSLPHPASTR----------- 
At3g58690    1 ----------AALVAIVVLACLALSSLFVAFSYYCY--------------------------------------------------------IRNKEKGDCQKVQDVTENGLQ---------- 
At4g22130    1 ----------------------------------------------------------------------------------------------MKNGSISRIRSPITAS------------- 
At3g14350    1 -----AGGVAGIVISLIVVTAVIAFFLIKRKRSKRSSSTDIEKTDNNINQPIILASNDFHQENKSVQNPPLVETKKLDTSLSMNLRPPPSERHKSFDDDDSTMRKPIVAKKAAVVVPS----- 
At5g54380    1 -----IIGSLVGAVTLILLIAVCCYCCLVASRKQRSTSP----------------------------------------------------QEGGNGHP-WLPLPLYGLSQTLTKSTASHKS- 
At3g46290    1 ----LIVGSAIGSLLAVVFLG-SCFVLYKKRKRG----------------------------------------------------------QDGHSKT-WMPFSING-------TSMGSKY- 
At3g51550    1 ---AIIAGAASGAVVLALIIGFCVFGAYRRRKRGDY-------------------------------------------------------QPASDATSGWLPLSLYGNSHS---AGSAKTN- 
At5g24010    1 --VWIVVGSVLGGFVFLSLFFLSVLCLCRRKNNK----------------------------------------------------------TRSSESTGWTPLRRFR--------GSSNSR- 
At2g37050    1 ---GVIIGASVGAFVLLIATIISCIVMCKSKKNNKL-------------------------------------------------------GKTSAELT-NRPLPIQR--------------- 
At3g19300    1 ---VPTIGIAVTVFALVMVVVLIVLIQRKKRELDDS-------------------------------------------------------KSIACNLTRTSPSPRPR--------------- 
At5g65700    1 ---LLVLGLLVCSIAFAVVAIIKARSLKK------------------------------------------------------------ASESRAWRLT------------------------ 
At3g53380    1 ------IAGVVTAGAFFLALFAGALFWVYSKKFKR---------------------------------------------------------VERSDSFASEIIKAPKEFS------------ 
At4g21380    1 -------IIGSSIGVSVLLLLSFIIFFLWKRKQKRSILI---------------------------------------------ETPIVDHQLRSRDLLMNEVVISSRRHISRENNTDDLEL- 
At4g33430    1 ---GYSATGAIAGGVAAGAALLFAAPALAFAWWRRR--------------------------------------------------KPQEFFFDVPAEEDPEVHLGQLKRFS----------- 
At1g71830    1 ----------IAGGVAAGAALLFAAPAIAFAWWRRR--------------------------------------------------KPLDIFFDVPAEEDPEVHLGQLKRFS----------- 
At2g48010    1 -------VLVSSFSVLLVASVLVITAWFWYCRRKKSKLL---------------------------------------------KPRDTSLEAGTQSRLDSMSESTTLVKFS----------- 
At2g01820    1 -----IIVPVVGGVVGALCLVGLGVCLYAKKRKRPARVQ-------------------------------------------SPSSNMVIHPHHSGDNDDIKLTVAASSLNSGGGSDSYSHSG 
At1g55610    1 -VATAVIAGIAFSFMCFVMLVMALYRVRKVQKKEQKREK------------------------------------------------YIESLPTSGSCSWKLSSVPEPLSIN----------- 
At3g13380    1 -IATGMSAGIVFSFMCIVMLIMALYRARKVQKKEKQREK------------------------------------------------YIESLPTSGSSSWKLSSVHEPLSIN----------- 
At5g58150    1 -IGLGLAISMAFLLIGLLLILVALR-VRRKSRTWATKLA------------------------------------------------INNTEPNSPDQHDSTTDIKQATQIP----------- 
At3g28450    1 ----IIIAAGVFGAAASMLLAFGIWWYYHLKWTRRRRSG------------------------------------------------LTEVGVSG-----LAQRLRSHKLTQ----------- 
At3g54030    1 --------------------------------------------------------------------MGARCSKFSFCLFPSHFKSASVLESPDIENGGK---------------------- 
At5g59010    1 --------------------------------------------------------------------MGPRCSKLSLCWWPTHLKSTHN-EASDLDNGTD---------------------- 
At4g35230    1 --------------------------------------------------------------------MGCCQSLFSGDNPLGKDGVQPQPLSQNNHGGATTADNGGSGGASGVGGGGGGG-- 
At3g02880    1 ---GAIVGIVIGCVVGLLLLLLILFCLCRKRKKEEN--VPSRNVEAP---------------------------------VAAATSSAAIPKET----VVVVPPAKATGS--ES--------- 
At5g16590    1 --AGAIVGIVIGCFVLLLVLFLIVFCLCRKKKKEQV--VQSRSIEA----------------------------------APVPTSSAAVAKESNGPPAVVANGASENGVSKNP--------- 
At3g17840    1 -----IAGIVIGCVVGLSLIVMILMVLFRKKGNERTRAIDLATIKHHE--------------------------------VEIPGEKAAVEAPENRSYVNEYSPSAVKAVEVNS--------- 
At5g58300    1 ------IPIAAGGAALLLLITVI-ILCCCIKKKDKREDS-IVKVKT---------------------------------------------LTEKA------KQEFG--SGVQ---------- 
At3g08680    1 ---GAIVGIAVGGSVLLFIILAI-ITLCCAKKRDGGQDS-TAVPKAK------------------------------------------PGRSDNK------AEEFG--SGVQ---------- 
At2g26730    1 ----AIVAIIVASALVALLLLAL-LLFLCLRKRRGSNEARTKQPKPAG--------------------------------VATRNVDLPPGASSSK------EEVTGTSSGMGG--------- 
At5g53320    1 ----VVLGIALSVCFAILALLAI-LLVIIIHNREEQRRSSKDKPSK---------------------------------------------RRKDS------DPNVG---------------- 
At2g36570    1 GIKPGIIAAVIGGCVAVIVLVSFGFAFCCGRLDRNGERSKSGSVETG-------------------------------------FVGGGEGKRRSS------YGEGG-ESDATS--------- 
At3g51740    1 -ILIAIGALLAILLLLCCILLCCLIKKRAALKQKDGKDKTSEKTVSA---------------------------------------------------------GVAGTASAGG--------- 
At3g24660    1 -----VAGLVIGLMSGAVVVASLLIGYLQNKKRKSSIE--SEDDLEE---------------------------------------------------------GDEEDEIGEK--------- 
At5g10020    1 --IAIIVASVGAAIMILFVLFAYHRTQLKDFHGRNRFTDQATTRDTKFGRSSRPSLFN---------------------(+60aa)RKSSSGGSPLSSSPRFSDQP-VMLDVYS--------- 
At2g27060    1 --AALIIGLVVGTALLALVCVMFHFMLRKQHDEEKSDVTGEKSIVPKTEPSSSNVIAA---------------------(+60aa)SSQVSSSTPSLPKIQNSPDNPTSRQT----------- 
At1g25320    1 ---TAIVAIVVCDFIGICIVGFLFSCCYLKICARRNSVDEEGYVLEK--------------------------------------------EGKEKK-GSFCFRRDGSESPSSE--------- 
At2g01210    1 ----AVIAIVLCDVFGICLVGLLFTYCYSKFCACNR---ENQFGVEK--------------------------------------------ESKKRASECLCFRKDESETPS-E--------- 
At5g67200    1 ------LGFTAGLASLIVLGLCLVVFSLVIKKRNDDGIYEPNPKGEASLS-------------------------------QQQQSQNQTPRTRAVPVLNSDTESQKREKEVQFQETEQRIP- 
At4g22730    1 ---VALISSVITVTITLIGAGILTFFRYRRRKQKISNTP------------------------------------------EFSEGRLSTDQQKEFRASPLVSLAYTKEWDPLGDSRNGAEFS 
At2g16250    1 ----AAVGGGVAFILLFVILPIILVLCMRHRRRAAQRGN--------------------------------------------------NDRPKPAGEASQQPPKGAQTFDLSR--------- 
At5g13290    1 ---VIVISIVSGILTGLVSALVLAFLVR--------------------------------------------------------SIVKFMKQTPILKGPVVFSPKITPKSLHAALSNG----- 
 
 



At4g08850   53 -------------------------------KVRYQEIIKATGEFDPKYLIGTGGH---GKVYKAKLPN-----------AIMAVKKLNETTDSS----I 
AT4g00340   49 -------------------------------VFSFKELQSATNGFSDK--VGHGGF---GAVFKGTLPGSS---------TFVAVKRLERP--------- 
At3g17420   97 -------STPSTTAPSPLLGLPEVSHIGWGHWFTLRDLQLATNHFSKESIIGDGGY---GVVYHGTLTNK----------TPVAVKKLLN---------- 
At3g59110  146 AWRQNSLSQGGLVTASPLVGLPEISHLGWGHWFTLRDLQLATNRFAAENVIGEGGY---GVVYKGRLING----------NDVAVKKLLN---------- 
At4g01330  101 --------ETASYSGSGCVG-PEVSHLGWGRWYTLRELEAATNGLCEENVIGEGGY---GIVYSGILTDG----------TKVAVKNLLN---------- 
At1g01540   94 -------SETASYSGSGNCG-PEVSHLGWGRWYTLRELEAATNGLCEENVIGEGGY---GIVYRGILTDG----------TKVAVKNLLN---------- 
At5g18610   63 ------------------------TAHIAAQTFTFRELAAATKNFRPECLLGEGGF---GRVYKGRLETTG---------QIVAVKQLDR---------N 
At5g46560   56 ------------------------SAANPLIAFTYEELKNITSNFRQDRVLGGGGF---GSVYKGFIKEDLGDQEVPEP-LPVAVKVHDGD--------N 
At4g35600   61 -------------------DSGKLLESPNLKVYNFLDLKTATKNFKPDSMLGQGGF---GKVYRGWVDATTLAPSRVGSGMIVAIKRLNS---------E 
At3g09830   65 -------------------------RASNLREFSITDLKSATKNFSRSVMIGEGGF---GCVFRGTVRN--LEDSSVK--IEVAVKQLGK---------R 
At5g38560   77 -------------------SSDSGMVSNQRSWFSYDELSQVTSGFSEKNLLGEGGF---GCVYKGVLSDG----------REVAVKQLKI---------G 
At4g02010   62 -------------------------------FLSYEELKEATSNFESASILGEGGF---GKVYRGILADG----------TAVAIKKLTS---------G 
At3g58690   60 -------------------------------IFTFKQLHSATGGFSKSNVVGNGGF---GLVYRGVLNDG----------RKVAIKLMDH---------A 
At4g22130   17 -------------------------------QYTVSSLQVATNSFSQENIIGEGSL---GRVYRAEFPNG----------KIMAIKKIDNA--------A 
At3g14350  114 ----------------------------NVNTYTVSDLQVATNSFSVDNLLGEGTF---GRVYRAQFEDG----------KVLAVKKIDSS--------A 
At5g54380   65 ----------------ATASCISLASTHLGRCFMFQEIMDATNKFDESSLLGVGGF---GRVYKGTLEDG----------TKVAVKRGNPRS-------- 
At3g46290   52 ----------------SNGTTLTSITTNANYRIPFAAVKDATNNFDESRNIGVGGF---GKVYKGELNDG----------TKVAVKRGNPKS-------- 
At3g51550   62 ----------------TTGSYASSLPSNLCRHFSFAEIKAATKNFDESRVLGVGGF---GKVYRGEIDGGT---------TKVAIKRGNPMS-------- 
At5g24010   55 ----------------TTERTVSSSGYHTLR-ISFAELQSGTNNFDRSLVIGVGGF---GMVFRGSLKDN----------TKVAVKRGSPGS-------- 
At2g37050   50 -----------------VSSTLSEAHGDAAHCFTLYEIEEATKKFEKR--IGSGGF---GIVYYGKTREG----------KEIAVKVLANNS-------- 
At3g19300   51 -------------------SMIHEGNSFGFRKFSYKEIRKATE--DFNAVIGRGGF---GTVYKAEFSNG----------LVAAVKKMNKSS-------- 
At5g65700   37 --------------------------AFQRLDFTCDDVLDSLK--EDN-IIGKGGA---GIVYKGVMPNG----------DLVAVKRLAAMSR------- 
At3g53380   49 ----------------------------------YKELKAGTKNFNESRIIGHGAF---GVVYRGILPET----------GDIVAVKRCSH--------- 
At4g21380   71 ------------------------------PLMEFEEVAMATNNFSNANKLGQGGF---GIVYKGKLLD-----------GQEMAVKRLSK--------- 
At4g33430   60 ----------------------------------LRELQVATDSFSNKNILGRGGF---GKVYKGRLADG----------TLVAVKRLKEE--------- 
At1g71830   53 ----------------------------------LRELQVASDGFSNKNILGRGGF---GKVYKGRLADG----------TLIAVKRLKEE--------- 
At2g48010   61 ----------------------------------FDEIKKATNNFSRHNIIGRGGY---GNVFKGALPDG----------TQVAFKRFKN---------- 
At2g01820   76 -----------------SAASDIHVVEAGNLVISIQVLRNVTNNFSEENILGRGGF---GTVYKGELHDG----------TKIAVKRMESS--------V 
At1g55610   64 ----------------------VATFEKPLRKLTFAHLLEATNGFSAETMVGSGGF---GEVYKAQLRDG----------SVVAIKKLIRITG------- 
At3g13380   64 ----------------------VATFEKPLRKLTFAHLLEATNGFSADSMIGSGGF---GDVYKAKLADG----------SVVAIKKLIQVTG------- 
At5g58150   63 ----------------------VVMIDKPLMKMTLADLKAATFNFDRGTMLWEGKS---GPTYGAVLPGG----------FRAALKVIPSGTT------- 
At3g28450   56 ----------------------VSLFQKPLVKVKLGDLMAATNNFNSENIIVSTRT---GTTYKALLPDG----------SALAVKHLSTCK-------- 
At3g54030   34 -------------------------VWPTFKEFKLEQLKSATGGFSSDNIVSEHGEKAPNVVYRGRLDDG----------RLIAVKRFNRLAWA------ 
At5g59010   33 -------------------------DLPSFTEFSFDQLRAATCGFSTDSIVSEHGVKAPNVVYKGRLEDD----------RWIAVKRFNRSAWP------ 
At4g35230   54 -------------------------GIPSFSEFSFADLKAATNNFSSDNIVSESGEKAPNLVYKGRLQNR----------RWIAVKKFTKMAWP------ 
At3g02880   71 ---------------------GAVNKDLTFFVKSFGEFDLDGLLKASAEVLGKGTV---GSSYKASFEHG----------LVVAVKRLRDVV-------- 
At5g16590   77 ---------------------AAVSKDLTFFVKSFGEFDLDGLLKASAEVLGKGTF---GSSYKASFDHG----------LVVAVKRLRDVV-------- 
At3g17840   78 ---------------------SGMKK-LVFFGNATKVFDLEDLLRASAEVLGKGTF---GTAYKAVLDAV----------TLVAVKRLKDVT-------- 
At5g58300   53 ---------------------EPEKNKLVFFNGCSYNFDLEDLLRASAEVLGKGSY---GTAYKAVLEES----------TTVVVKRLKEVA-------- 
At3g08680   59 ---------------------EAEKNKLVFFEGSSYNFDLEDLLRASAEVLGKGSY---GTTYKAILEEG----------TTVVVKRLKEVA-------- 
At2g26730   72 ---------------------ETERNKLVFTEGGVYSFDLEDLLRASAEVLGKGSV---GTSYKAVLEEG----------TTVVVKRLKDVM-------- 
At5g53320   52 ----------------------EGDNKIVFFEGKNLVFDLEDLLRASAEVLGKGPF---GTTYKVDLEDS----------ATIVVKRIKEVS-------- 
At2g36570  101 ---------------------ATDRSRLVFFE-RRKQFELDDLLKASAEMLGKGSL---GTVYKAVLDDGS---------TTVAVKRLKDANP------- 
At3g51740   57 ---------------------EMG-GKLVHFD-GPFVFTADDLLCATAEIMGKSTY---GTAYKATLEDG----------NEVAVKRLREKTT------- 
At3g24660   51 ---------------------EGGEGKLVVFQ-GGENLTLDDVLNATGQVMEKTSY---GTVYKAKLSDG----------GNIALRLLREGTC------- 
At5g10020  144 ---------------------PDRLAGELFFLDVSLKLTAEELSRAPAEVLGRSSH---GTLYKATLDNG----------HMLTVKWLRVGLV------- 
At2g27060  143 ---------------------SMRLDGNLYIFDSSLKLTAEELSRAPAEAIGRSCH---GTLYRAVLNSD----------SVLAVKWLREGTA------- 
At1g25320   67 ---------------------NLEPQQDLVLLDKHIALDLDELLKASAFVLGKGGN---GIVYKVVLEDG----------LTVAVRRLGEGGS------- 
At2g01210   63 ---------------------NVE-HCDIVPLDAQVAFNLEELLKASAFVLGKSGI---GIVYKVVLENG----------LTLAVRRLGEGGS------- 
At5g67200   86 ---------------------NSGNLVFCGESRSQGMYTMEQLMRASAELLGRGSV---GITYKAVLDNQ----------LIVTVKRLDAAKT------- 
At4g22730   79 -------------------QEPHLFVVNSSFRFNLEDIESATQCFSEANLLSRNSF---TSVFKGVLRDG----------SPVAIRSINISSCK------ 
At2g16250   61 ----------------------------LGNAFSYEQLLQATEEFNDANLIKRGHS---GNLFRGFLENG----------IPVVIKKIDVRE-------- 
At5g13290   87 -----------------------------------------------IQLLGSDLN---GKYYKMVLDNG----------LVVAVKRLGSLEGVGSPESS 
 
 
 
 
 
 
 



At4g08850  104 SNPSTKQEFLNEIRALTEIR-HRNVVKLFGFCSHR------RNTFLVYEYMERGSLRKVLEND----D-EAKKLDWGKRINVVKGVAHALSYMHHDR--- 
AT4g00340   95 --GSGESEFRAEVCTIGNIQ-HVNLVRLRGFCSEN------LHRLLVYDYMPQGSLSSYLSR-----T-SPKLLSWETRFRIALGTAKGIAYLHEGC--- 
At3g17420  167 NPGQADKDFRVEVEAIGHVR-HKNLVRLLGYCVEG------THRMLVYEYMNNGNLEQWLHGDMI----HKGHLTWEARIKVLVGTAKALAYLHEAI--- 
At3g59110  223 NLGQAEKEFRVEVEAIGHVR-HKNLVRLLGYCIEG------VNRMLVYEYVNSGNLEQWLHGAMG----KQSTLTWEARMKILVGTAQALAYLHEAI--- 
At4g01330  169 NRGQAEKEFRVEVEAIGRVR-HKNLVRLLGYCVEG------AYRMLVYDYVDNGNLEQWIHGDVG----DKSPLTWDIRMNIILCMAKGLAYLHEGL--- 
At1g01540  163 NRGQAEKEFKVEVEVIGRVR-HKNLVRLLGYCVEG------AYRMLVYDFVDNGNLEQWIHGDVG----DVSPLTWDIRMNIILGMAKGLAYLHEGL--- 
At5g18610  118 GLQGNRE-FLVEVLMLSLLH-HPNLVNLIGYCAD--GDQ----RLLVYEYMPLGSLEDHLHDLPP----DKEPLDWSTRMTIAAGAAKGLEYLHDKA--- 
At5g46560  120 SFQGHRE-WLAEVIFLGQLS-HPNLVKLIGYCCE--DNH----RVLIYEYMARGSVENNLFSR------VLLPLSWAIRMKIAFGAAKGLAFLHEAK--- 
At4g35600  130 SVQGFAE-WRSEVNFLGMLS-HRNLVKLLGYCRE--DKE----LLLVYEFMPKGSLESHLFRR-------NDPFPWDLRIKIVIGAARGLAFLHS-L--- 
At3g09830  124 GLQGHKE-WVTEVNFLGIVE-HTNLVKLLGYCAE--DDERGIQRLLVYEYMPNRSVEFHLSPRS------LTVLTWDLRLRIAQDAARGLTYLHEEM--- 
At5g38560  136 GSQGERE-FKAEVEIISRVH-HRHLVTLVGYCIS--EQH----RLLVYDYVPNNTLHYHLHAP---GR-P--VMTWETRVRVAAGAARGIAYLHEDC--- 
At4g02010  109 GPQGDKE-FQVEIDMLSRLH-HRNLVKLVGYYSSRDSSQ----HLLCYELVPNGSLEAWLHGP---LG-LNCPLDWDTRMKIALDAARGLAYLHEDS--- 
At3g58690  107 GKQGEEE-FKMEVELLSRLR-SPYLLALLGYCSD--NSH----KLLVYEFMANGGLQEHLYLPNRSGS-VPPRLDWETRMRIAVEAAKGLEYLHEQV--- 
At4g22130   65 LSLQEEDNFLEAVSNMSRLR-HPNIVPLAGYCTEH-GQR-----LLVYEYVGNGNLDDTLHTNDD----RSMNLTWNARVKVALGTAKALEYLHEVC--- 
At3g14350  165 LPTDTADDFTEIVSKIAHLD-HENVTKLDGYCSEH-GQH-----LVVYEFHRNGSLHDFLHLAEE----ESKPLIWNPRVKIALGTARALEYLHEVC--- 
At5g54380  128 --EQGMAEFRTEIEMLSKLR-HRHLVSLIGYCDER------SEMILVYEYMANGPLRSHLYGAD------LPPLSWKQRLEICIGAARGLHYLHTGA--- 
At3g46290  115 --QQGLAEFRTEIEMLSQFR-HRHLVSLIGYCDEN------NEMILIYEYMENGTVKSHLYGSG------LPSLTWKQRLEICIGAARGLHYLHTGD--- 
At3g51550  126 --EQGVHEFQTEIEMLSKLR-HRHLVSLIGYCEEN------CEMILVYDYMAHGTMREHLYKTQ------NPSLPWKQRLEICIGAARGLHYLHTGA--- 
At5g24010  117 --RQGLPEFLSEITILSKIR-HRHLVSLVGYCEEQ------SEMILVYEYMDKGPLKSHLYGST------NPPLSWKQRLEVCIGAARGLHYLHTGS--- 
At2g37050  110 --YQGKREFANEVTLLSRIH-HRNLVQFLGYCQEE------GKNMLVYEFMHNGTLKEHLYGVVP----RDRRISWIKRLEIAEDAARGIEYLHTGC--- 
At3g19300  109 --EQAEDEFCREIELLARLH-HRHLVALKGFCNKK------NERFLVYEYMENGSLKDHLHSTE------KSPLSWESRMKIAIDVANALEYLHFYC--- 
At5g65700   88 -GSSHDHGFNAEIQTLGRIR-HRHIVRLLGFCSNH------ETNLLVYEYMPNGSLGEVLHGKK------GGHLHWDTRYKIALEAAKGLCYLHHDC--- 
At3g53380   93 SSQDKKNEFLSELSIIGSLR-HRNLVRLQGWCHEKG------EILLVYDLMPNGSLDKALFE-SR------FTLPWDHRKKILLGVASALAYLHREC--- 
At4g21380  118 TSVQGTDEFKNEVKLIARLQ-HINLVRLLACCVDAG------EKMLIYEYLENLSLDSHLFD-KSR----NSKLNWQMRFDIINGIARGLLYLHQDS--- 
At4g33430  104 RTPGGELQFQTEVEMISMAV-HRNLLRLRGFCMTPT------ERLLVYPYMANGSVASCLRERPPS----QLPLAWSIRQQIALGSARGLSYLHDHC--- 
At1g71830   97 RTPGGELQFQTEVEMISMAV-HRNLLRLRGFCMTPT------ERLLVYPYMANGSVASCLRERPPS----QPPLDWPTRKRIALGSARGLSYLHDHC--- 
At2g48010  104 CSAGGDANFAHEVEVIASIR-HVNLLALRGYCTATTPYEG-HQRIIVCDLVSNGSLHDHLFG--DL----EAQLAWPLRQRIALGMARGLAYLHYGA--- 
At2g01820  138 VSDKGLTEFKSEITVLTKMR-HRHLVALLGYCLDG------NERLLVYEYMPQGTLSQHLFHWKEE---GRKPLDWTRRLAIALDVARGVEYLHTLA--- 
At1g55610  122 ---QGDREFMAEMETIGKIK-HRNLVPLLGYCKVG------EERLLVYEYMKWGSLETVLHEKSS-KK-GGIYLNWAARKKIAIGAARGLAFLHHSC--- 
At3g13380  122 ---QGDREFMAEMETIGKIK-HRNLVPLLGYCKIG------EERLLVYEYMKYGSLETVLHEKT--KK-GGIFLDWSARKKIAIGAARGLAFLHHSC--- 
At5g58150  121 ---LTDTEVSIAFERLARIN-HPNLFPLCGYCIAT------EQRIAIYEDLDMVNLQSLLHNNG------DDSAPWRLRHKIALGTARALAFLHHGC--- 
At3g28450  113 ---LGEREFRYEMNQLWELR-HSNLAPLLGFCVVE------EEKFLVYKYMSNGTLHSLLDSNR-------GELDWSTRFRIGLGAARGLAWLHHGC--- 
At3g54030   93 ----DHRQFLDEAKAVGSLR-SDRLANLIGCCFEG------EERLLVAEFMPHETLAKHLFHWEN------NPMKWAMRLRVALCLAQALEYCSNKG--- 
At5g59010   92 ----DTRQFLEEAKAVGQLR-NERLANLIGFCCEG------DERLLVAEFMPFETLSKHLFHWDS------QPMKWSMRLRVALYLAQALEYCSSKG--- 
At4g35230  113 ----EPKQFAEEAWGVGKLR-HNRLANLIGYCCDG------DERLLVAEFMPNDTLAKHLFHWEN------QTIEWAMRLRVGYYIAEALDYCSTEG--- 
At3g02880  129 ---VPEKEFRERLHVLGSMS-HANLVTLIAYYFS------RDEKLLVFEYMSKGSLSAILHGNKGN---GRTPLNWETRAGIALGAARAISYLHSRD--- 
At5g16590  135 ---VPEKEFREKLQVLGSIS-HANLVTLIAYYFS------RDEKLVVFEYMSRGSLSALLHGNKGS---GRSPLNWETRANIALGAARAISYLHSRD--- 
At3g17840  135 ---MADREFKEKIEVVGAMD-HENLVPLRAYYYS------GDEKLLVYDFMPMGSLSALLHGNKGA---GRPPLNWEVRSGIALGAARGLDYLHSQD--- 
At5g58300  111 ---AGKREFEQQMEIISRVGNHPSVVPLRAYYYS------KDEKLMVCDYYPAGNLSSLLHGNRGS---EKTPLDWDSRVKITLSAAKGIAHLHAAG--- 
At3g08680  117 ---AGKREFEQQMEAVGRISPHVNVAPLRAYYFS------KDEKLLVYDYYQGGNFSMLLHGNNEG---GRAALDWETRLRICLEAARGISHIHSAS--- 
At2g26730  130 ---ASKKEFETQMEVVGKIK-HPNVIPLRAYYYS------KDEKLLVFDFMPTGSLSALLHGSRGS---GRTPLDWDNRMRIAITAARGLAHLHVS---- 
At5g53320  109 ---VPQREFEQQIENIGSIK-HENVATLRGYFYS------KDEKLVVYDYYEHGSLSTLLHGQKGLR--DRKRLEWETRLNMVYGTARGVAHIHSQS--- 
At2g36570  160 ---CPRKEFEQYMEIIGRLK-HQNVVKLRAYYYA------KEEKLLVYEYLPNGSLHSLLHGNRGP---GRIPLDWTTRISLMLGAARGLAKIHDEYS-- 
At3g51740  114 ---KGVKEFEGEVTALGKIR-HQNLLALRAYYLGP-----KGEKLLVFDYMSKGSLSAFLHARGP-----ETLIPWETRMKIAKGISRGLAHLHS----- 
At3g24660  109 ---KDRSSCLPVIRQLGRIR-HENLVPLRAFYQGK-----RGEKLLIYDYLPNISLHDLLHESKPR----KPALNWARRHKIALGIARGLAYLHTGQ--- 
At5g10020  203 ---RHKKDFAREAKKIGSLK-HPNIVPLRAYYWGPR----EQERLLLSDYLRGESLAMHLYETTPR---RYSPMSFSQRLKVAVEVAQCLLYLHD----- 
At2g27060  202 ---KGKKEFAREIKKLGNIN-HPNLVSLQAYYWGPK----EHEKLIISRYMDAPCLAFYLQEAGQL---NLPPLLLENRLKITLDIASCLSYLHNG---- 
At1g25320  126 ---QRCKEFQTEVEAIGKLR-HPNIVSLKAYYWS------VEEKLLIYDYIPNGSLTNALHGNPGMV--SFKPLSWGVRLKIMRGISRGLVYLHEFS--- 
At2g01210  121 ---QRFKEFQTEVEAIGKLK-HPNIASLRAYYWS------VDEKLLIYDYVSNGNLATALHGKPGMM--TIAPLTWSERLRIMKGIATGLVYLHEFS--- 
At5g67200  145 -AVTSEEAFENHMEIVGGLR-HTNLVPIRSYFQSN------GERLIIYDYHPNGSLFNLIHGSRSS---RAKPLHWTSCLKIAEDVAQGLYYIHQTS--- 
At4g22730  141 ---NEEVEFMNGLKLLSSLS-HENLVKLRGFCCSR----GRGECFLIYDFASKGKLSNFLDLQERE---TNLVLAWSARISIIKGIAKGIAYLHGSDQQK 
At2g16250  112 ---GKSEGYISELELFSKAG-HQRLVPFLGHCLEN-----ESQKFLVYKFMRHGDLASSLFRKSENEGDGLKSLDWITRLKIALGAAEGLSYLHHECS-- 
At5g13290  161 SSKSVKRRLQKELELLAGLR-HRNLMSLRAYVRES------DEFSLVYDYMPNGSLEDVMNKVRTK----EVELGWEIRLRVAVGIVKGLQYLHFSC--- 



At4g08850  189 SPAIVHRDISSGNILLG-EDYEAKISDFGTAKLL-KPDSS-----------------------------NWSAVAGTYGYVAPELAYAMK--VTEKCDVY 
AT4g00340  177 RDCIIHCDIKPENILLD-SDYNAKVSDFGLAKLL-GRDFSR----------------------------VLATMRGTWGYVAPEWISGLP--ITTKADVY 
At3g17420  253 EPKVVHRDIKSSNILMD-DNFDAKLSDFGLAKLL-GADSNY----------------------------VSTRVMGTFGYVAPEYANSGL--LNEKSDVY 
At3g59110  309 EPKVVHRDIKASNILID-DDFNAKLSDFGLAKLL-DSGESH----------------------------ITTRVMGTFGYVAPEYANTGL--LNEKSDIY 
At4g01330  255 EPKVVHRDIKSSNILLD-RQWNAKVSDFGLAKLL-FSESSY----------------------------VTTRVMGTFGYVAPEYACTGM--LTEKSDIY 
At1g01540  249 EPKVVHRDIKSSNILLD-RQWNAKVSDFGLAKLL-GSESSY----------------------------VTTRVMGTFGYVAPEYACTGM--LNEKSDIY 
At5g18610  203 NPPVIYRDLKSSNILLG-DGYHPKLSDFGLAKLG-PVGDKT---------------------------HVSTRVMGTYGYCAPEYAMTGQ--LTLKSDVY 
At5g46560  203 KP-VIYRDFKTSNILLD-MDYNAKLSDFGLAKDG-PVGDKS---------------------------HVSTRIMGTYGYAAPEYIMTGH--LTPGSDVY 
At4g35600  211 QREVIYRDFKASNILLD-SNYDAKLSDFGLAKLG-PADEKS---------------------------HVTTRIMGTYGYAAPEYMATGH--LYVKSDVF 
At3g09830  211 EFQIIFRDFKSSNILLD-EDWKAKLSDFGLARLG-PSEGLT---------------------------HVSTDVVGTMGYAAPEYIQTGR--LTSKSDVW 
At5g38560  219 HPRIIHRDIKSSNILLD-NSFEALVADFGLAKIA-QELDLNT--------------------------HVSTRVMGTFGYMAPEYATSGK--LSEKADVY 
At4g02010  196 QPSVIHRDFKASNILLE-NNFNAKVADFGLAKQA-PEGRGN---------------------------HLSTRVMGTFGYVAPEYAMTGH--LLVKSDVY 
At3g58690  195 SPPVIHRDFKSSNILLD-RNFNAKVSDFGLAKVG-SDKAGG---------------------------HVSTRVLGTQGYVAPEYALTGH--LTTKSDVY 
At4g22130  151 LPSIVHRNFKSANILLD-EELNPHLSDSGLAALT-PNTERQ----------------------------VSTQVVGSFGYSAPEFALSGI--YTVKSDVY 
At3g14350  251 SPSIVHKNIKSANILLD-SELNPHLSDSGLASFL-PTANEL----------------------------LNQNDE---GYSAPETSMSGQ--YSLKSDVY 
At5g54380  210 SQSIIHRDVKTTNILLD-ENLVAKVADFGLSKT--GPSLDQT--------------------------HVSTAVKGSFGYLDPEYFRRQQ--LTEKSDVY 
At3g46290  197 SKPVIHRDVKSANILLD-ENFMAKVADFGLSKT--GPELDQT--------------------------HVSTAVKGSFGYLDPEYFRRQQ--LTDKSDVY 
At3g51550  208 KHTIIHRDVKTTNILLD-EKWVAKVSDFGLSKT--GPTLDHT--------------------------HVSTVVKGSFGYLDPEYFRRQQ--LTEKSDVY 
At5g24010  199 SQGIIHRDIKSTNILLD-NNYVAKVADFGLSRS--GPCIDET--------------------------HVSTGVKGSFGYLDPEYFRRQQ--LTDKSDVY 
At2g37050  194 VPAIIHRDLKTSNILLD-KHMRAKVSDFGLSKF--AVDG-TS--------------------------HVSSIVRGTVGYLDPEYYISQQ--LTEKSDVY 
At3g19300  191 DPPLCHRDIKSSNILLD-EHFVAKLADFGLAHASRDGSICFE--------------------------PVNTDIRGTPGYVDPEYVVTHE--LTEKSDVY 
At5g65700  171 SPLIVHRDVKSNNILLD-SNFEAHVADFGLAKFLQDS--GTS--------------------------ECMSAIAGSYGYIAPEYAYTLK--VDEKSDVY 
At3g53380  176 ENQVIHRDVKSSNIMLD-ESFNAKLGDFGLARQIEHDKSPE-----------------------------ATVAAGTMGYLAPEYLLTGR--ASEKTDVF 
At4g21380  203 RFRIIHRDLKASNILLD-KYMTPKISDFGMARIFGRDETEAN----------------------------TRKVVGTYGYMSPEYAMDGI--FSMKSDVF 
At4g33430  190 DPKIIHRDVKAANILLD-EEFEAVVGDFGLARLMD-YKDTHV----------------------------TTAVRGTIGHIAPEYLSTGK--SSEKTDVF 
At1g71830  183 DPKIIHRDVKAANILLD-EEFEAVVGDFGLAKLMD-YKDTHV----------------------------TTAVRGTIGHIAPEYLSTGK--SSEKTDVF 
At2g48010  193 QPSIIHRDIKASNILLD-ERFEAKVADFGLAKFNP-EGMTHM----------------------------STRVAGTMGYVAPEYALYGQ--LTEKSDVY 
At2g01820  225 HQSFIHRDLKPSNILLG-DDMRAKVSDFGLVRLA---PDGKY--------------------------SIETRVAGTFGYLAPEYAVTGR--VTTKVDIF 
At1g55610  207 IPHIIHRDMKSSNVLLD-EDFEARVSDFGMARLVSALDTHLS--------------------------VSTL--AGTPGYVPPEYYQSFR--CTAKGDVY 
At3g13380  206 IPHIIHRDMKSSNVLLD-QDFVARVSDFGMARLVSALDTHLS--------------------------VSTL--AGTPGYVPPEYYQSFR--CTAKGDVY 
At5g58150  202 IPPMVHGEVKAATILLD-SSQEPRLADFGLVKLLDEQFPGS---------------------------------ESLDGYTPPEQERNAS--PTLESDVY 
At3g28450  193 RPPILHQNICSSVILID-EDFDARIIDSGLARLMVPSDNNES--------------------------SFMTGDLGEFGYVAPEYSTTML--ASLKGDVY 
At3g54030  173 RA--LYHDLNAYRVLFD-KDGNPRLSCFGLMKNS----------------------------------RDGKSYSTNLAFTPPEYLRTGR--VTPESVVF 
At5g59010  172 RA--LYHDLNAYRILFD-QDGNPRLSCFGLMKNS----------------------------------RDGKSYSTNLAFTPPEYLRTGR--VIPESVVY 
At4g35230  193 RP--LYHDLNAYRVLFD-EDGDPRLSCFGLMKNS----------------------------------RDGKSYSTNLAYTPPEYLRNGR--VTPESVTY 
At3g02880  213 -GTTSHGNIKSSNILLS-DSYEAKVSDYGLAPIISSTS----------------------------------APNRIDGYRAPEITDARK--ISQKADVY 
At5g16590  219 -ATTSHGNIKSSNILLS-ESFEAKVSDYCLAPMISPTS----------------------------------TPNRIDGYRAPEVTDARK--ISQKADVY 
At3g17840  219 -PLSSHGNVKSSNILLT-NSHDARVSDFGLAQLVSASST---------------------------------TPNRATGYRAPEVTDPRR--VSQKADVY 
At5g58300  196 GPKFSHGNIKSSNVIMK-QESDACISDFGLTPLMAVP-I---------------------------------APMRGAGYRAPEVMETRK--HTHKSDVY 
At3g08680  202 GAKLLHGNIKSPNVLLT-QELHVCVSDFGIAPLMSHHTL---------------------------------IPSRSLGYRAPEAIETRK--HTQKSDVY 
At2g26730  213 -AKLVHGNIKASNILLH-PNQDTCVSDYGLNQLFSNS-S---------------------------------PPNRLAGYHAPEVLETRK--VTFKSDVY 
At5g53320  194 GGKLVHGNIKSSNIFLN-GKGYGCISGTGMATLMHSL------------------------------------PRHAVGYRAPEITDTRK--GTQPSDVY 
At2g36570  245 ISKIPHGNIKSSNVLLD-RNGVALIADFGLSLLLNPV-H---------------------------------AIARLGGYRAPEQSEIKR--LSQKADVY 
At3g51740  195 NENMIHENLTASNILLD-EQTNAHIADYGLSRLMTAAAAT-----------------------------NVIATAGTLGYRAPEFSKIKN--ASAKTDVY 
At3g24660  193 EVPIIHGNIRSKNVLVD-DFFFARLTEFGLDKIMVQAVAD-----------------------------EIVSQAKSDGYKAPELHKMKK--CNPRSDVY 
At5g10020  287 -RAMPHGNLKPTNIILSSPDNTVRITDYCVHRLMTPSGVA-----------------------------EQILNMSALGYSAPELSSASKPIPTLKSDVY 
At2g27060  287 -EAIPHGNLKSTNVLLKPPELTAHLTDYSLHRLITPEATS-----------------------------EQVLNAAALGYCPPEFASSSKPYPSLKSDVY 
At1g25320  211 PKKYVHGSLKLSNILLG-QDMEPHISDFGLMHLSSIAG----TLES----TTVDRPSNK-------TASSIGSSANLSSFYLAPEATKATVKPSQKWDVY 
At2g01210  206 PKKYVHGDLKPSNILIG-QDMEPKISDFGLARLANIAGGSSPTIQSNRIIQTDQQPQERQQHHHKSVSSEFTAHSSSGSYYQAPETLK-MVKPSQKWDVY 
At5g67200  231 -SALVHGNLKSTNILLG-QDFEACLTDYCLSVLTDSSSASPD-------------------------------DPDSSSYKAPEIRKSSR-RPTSKCDVY 
At4g22730  230 KPTIVHRNISVEKILLD-EQFNPLIADSGLHNLLADDMVFS-----------------------------ALKTSAAMGYLAPEYVTTGK--FTEKTDIF 
At2g16250  201 -PPLVHRDVQASSILLD-DKFEVRLGSLSEAYAQGDAYQSRISRLLR---------------------LPQIYHLRLTDRHLIGLFFSGVTNAICSYDVY 
At5g13290  247 ETQILHYNLKPTNVMLD-SEFEPRLADCGLAKIMPSS------------------------------------HTAVSCYSAPESSQSNR---------- 
 



At4g08850  256 SFGVLTLEVIKG----------------------------------EHPGDLVSTLSSSPPDATLSLKSISDHRLPEPT-PEIKEEVLEILKVALLCLHS 
AT4g00340  245 SFGMTLLELIGGRRNVIVNSDTLGE-------------------KETEPEKWFFPPWAAREIIQGNVDSVVDSRLNG---EYNTEEVTRMATVAIWCIQD 
At3g17420  321 SYGVVLLEAITGRYPVDYARPK----------------------EEVHMVEWLKLMVQ-----QKQFEEVVDKELEI---KPTTSELKRALLTALRCVDP 
At3g59110  377 SFGVLLLETITGRDPVDYERPA----------------------NEVNLVEWLKMMVG-----TRRAEEVVDSRIEP---PPATRALKRALLVALRCVDP 
At4g01330  323 SFGILIMEIITGRNPVDYSRPQ----------------------GEVNLVEWLKTMVG-----NRRSEEVVDPKIPE---PPTSKALKRVLLVALRCVDP 
At1g01540  317 SFGILIMEIITGRNPVDYSRPQ----------------------GETNLVDWLKSMVG-----NRRSEEVVDPKIPE---PPSSKALKRVLLVALRCVDP 
At5g18610  272 SFGVVFLELITGRKAIDNARAP----------------------GEHNLVAWARPLFK----DRRKFPKMADPSLQG---RYPMRGLYQALAVAAMCLQE 
At5g46560  271 SFGVVLLELLTGRKSLDKSRPT----------------------REQNLIDWALPLLK----EKKKVLNIVDPKMNC---EYPVKAVQKAAMLAYHCLNR 
At4g35600  280 AFGVVLLEIMTGLTAHNTKRPR----------------------GQESLVDWLRPELS----NKHRVKQIMDKGIKG---QYTTKVATEMARITLSCIEP 
At3g09830  280 GYGVFLYELITGRRPVDRNRPK----------------------GEQKLLEWVRPYLS----DTRKFKLILDPRLEG---KYPIKSVQKLAVVANRCLVR 
At5g38560  289 SYGVILLELITGRKPVDTSQPL----------------------GDESLVEWARPLLGQ-AIENEEFDELVDPRLGK---NFIPGEMFRMVEAAAACVRH 
At4g02010  265 SYGVVLLELLTGRKPVDMSQPS----------------------GQENLVTWTRPVLR----DKDRLEELVDSRLEG---KYPKEDFIRVCTIAAACVAP 
At3g58690  264 SYGVVLLELLTGRVPVDMKRAT----------------------GEGVLVSWALPQLA----DRDKVVDIMDPTLEG---QYSTKEVVQVAAIAAMCVQA 
At4g22130  219 TFGVVMLELLTGRKPLDSSRTR----------------------AEQSLVRWATPQLH----DIDALSKMVDPSLNG---MYPAKSLSRFADIIALCIQP 
At3g14350  316 SFGVVMLELLTGRKPFDSTRSR----------------------SEQSLVRWATPQLH----DIDALGKMVDPALKG---LYPVKSLSRFADVIALCVQP 
At5g54380  279 SFGVVLMEVLCCRPALN---------------------------PVLPREQVNIAEWAMAWQKKGLLDQIMDSNLTG---KVNPASLKKFGETAEKCLAE 
At3g46290  266 SFGVVLFEVLCARPVID---------------------------PTLPREMVNLAEWAMKWQKKGQLDQIIDQSLRG---NIRPDSLRKFAETGEKCLAD 
At3g51550  277 SFGVVLFEALCARPALN---------------------------PTLAKEQVSLAEWAPYCYKKGMLDQIVDPYLKG---KITPECFKKFAETAMKCVLD 
At5g24010  268 SFGVVLFEVLCARPAVD---------------------------PLLVREQVNLAEWAIEWQRKGMLDQIVDPNIAD---EIKPCSLKKFAETAEKCCAD 
At2g37050  262 SFGVILLELMSGQEAISN--------------------------ESFGVNCRNIVQWAKMHIDNGDIRGIIDPALAED--DYSLQSMWKIAEKALLCVKP 
At3g19300  262 SYGVVLLEIITGKRAVDE-----------------------------GRNLVELSQPLLVS-ESRRID-LVDPRIKD---CIDGEQLETVVAVVRWCTEK 
At5g65700  240 SFGVVLLELVTGRKPVGE--------------------------FGDGVDIVQWVRKMTDSNKDSVLK-VLDPRLS----SIPIHEVTHVFYVAMLCVEE 
At3g53380  244 SYGAVVLEVVSGRRPIEKDLNVQRH-------------------NVGVNPNLVEWVWG--LYKEGKVSAAADSRLEG---KFDEGEMWRVLVVGLACSHP 
At4g21380  272 SFGVLLLEIISSKR------NKGFY-------------------NSDRDLNLLGCVWR--NWKEGKGLEIIDPIITDSSSTFRQHEILRCIQIGLLCVQE 
At4g33430  258 GYGIMLLELITGQR----AFDLARL-------------------ANDDDVMLLDWVKG--LLKEKKLEMLVDPDLQG---NYTEAEVEQLIQVALLCTQS 
At1g71830  251 GYGIMLLELITGQR----AFDLARL-------------------ANDDDVMLLDWVKG--LLKEKKLEMLVDPDLQT---NYEERELEQVIQVALLCTQG 
At2g48010  261 SFGVVLLELLSRRK----AIVTD---------------------EEGQPVSVADWAWS--LVREGQTLDVVEDGMPE---KGPPEVLEKYVLIAVLCSHP 
At2g01820  293 SLGVILMELITGRKALDETQPE----------------------DSVHLVTWFRRVAAS--KDENAFKNAIDPNISLD--DDTVASIEKVWELAGHCCAR 
At1g55610  276 SYGVILLELLSGKKPIDPGEFG----------------------EDNNLVGWAKQLYR-----EKRGAEILDPELVT--DKSGDVELFHYLKIASQCLDD 
At3g13380  275 SYGVILLELLSGKKPIDPEEFG----------------------EDNNLVGWAKQLYR-----EKRGAEILDPELVT--DKSGDVELLHYLKIASQCLDD 
At5g58150  266 SFGVVLLELVSGKKPE------------------------------GDLVNWVRGLVR-----QGQGLRAIDPTMQE--TVP-EDEIAEAVKIGYLCTAD 
At3g28450  264 GLGVVLLELATGLKAVGGE--G----------------------FKGSLVDWVKQLES-----SGRIAETFDENIR---GKGHDEEISKFVEIALNCVSS 
At3g54030  234 SFGTVLLDLMSGKHIPPSHALDLIRGKNCAMLMDSALEGHFSNEDGTELVRLATRCLQYEARERPNVKSLVTSLVTLQKESDVASYVLMGIPHETEAEEE 
At5g59010  233 SFGTLLLDLLSGKHIPPSHALDLIRGKNFLMLMDSCLDGHFSNDDGTDLVRLASRCLQYEARERPNVKSLVSSLAPLQKETDIPSHVLMGIPHGAASPKE 
At4g35230  254 SFGTVLLDLLSGKHIPPSHALDMIRGKNIILLMDSHLEGKFSTEEATVVVELASQCLQYEPRERPNTKDLVATLAPLQTKSDVPSYVMLGIKKQEEAPST 
At3g02880  275 SFGVLILELLTGKSPTHQQLN----------------------EEGVDLPRWVQSVTEQQTPSDVLDPELTRYQPEG------NENIIRLLKIGMSCTAQ 
At5g16590  281 SFGVLILELLTGKSPTHQQLH----------------------EEGVDLPRWVSSITEQQSPSDVFDPELTRYQSDS------NENMIRLLNIGISCTTQ 
At3g17840  282 SFGVVLLELLTGKAPSNSVMN----------------------EEGMDLARWVHSVAREEWRNEVFDSELMSIETVVS----VEEEMAEMLQLGIDCTEQ 
At5g58300  259 SFGVLILEMLTGKSPVQSPS----------------------RDDMVDLPRWVQSVVREEWTSEVFDIELMRFQN-------IEEEMVQMLQIAMACVAQ 
At3g08680  266 SFGVLLLEMLTGKAAGKTTG----------------------HEEVVDLPKWVQSVVREEWTGEVFDVELIKQQHN------VEEEMVQMLQIAMACVSK 
At2g26730  275 SFGVLLLELLTGKSPNQASL----------------------GEEGIDLPRWVLSVVREEWTAEVFDVELMRYHN-------IEEEMVQLLQIAMACVST 
At5g53320  255 SFGILIFEVLTGKS------------------------------EVANLVRWVNSVVREEWTGEVFDEELLRCTQ-------VEEEMVEMLQVGMVCTAR 
At2g36570  308 SFGVLLLEVLTGKAPSIFPSPSRPRSAASV-------AVEEEEEAVVDLPKWVRSVVKEEWTAEVFDPELLRYKN-------IEEEMVAMLHIGLACVVP 
At3g51740  263 SLGIIILELLTGKSPGEP-TNG------------------------MDLPQWVASIVKEEWTNEVFDLELMRETQS------VGDELLNTLKLALHCVDP 
At3g24660  261 AFGILLLEILMGKKPGKSGRNGN---------------------EFVDLPSLVKAAVLEETTMEVFDLEAMKGIRSP-----MEEGLVHALKLAMGCCAP 
At5g10020  357 AFGVILMELLTRRSAGDIISGQ---------------------TGAVDLTDWVRLCDQEGRRMDCIDRDIAGGEEFSK----G---MEDALAVAIRCILS 
At2g27060  357 AFGVILLELLTGKVSGDIVCSD---------------------PGVVELTEWVLLLVGQNRATECFDPSIVGSQGSRN----PFGVLTDVLQVALSCISP 
At1g25320  295 SFGVILLEMITGRLPIVFVGKS-----------------------EMEIVKWIQMCIDEK-KEMSDILDPYLVPNDTE----IEEEVIAVLKIAMACVST 
At2g01210  304 SYGIILLELIAGRSPAVEVGTS-----------------------EMDLVRWVQVCIEEK-KPLCDVLDPCLAP-EAE----TEDEIVAVLKIAISCVNS 
At5g67200  297 SFGVLIFELLTGKNASRHPFMAP-----------------------HDMLDWVRAMREEEEGTE-------------------DNRLGMMTETACLCRVT 
At4g22730  298 AFGVIILQILSG----------------------------------KLMLTSSLRNAAENGEHNGFIDEDLREEFDK-------PEATAMARIGISCTQE 
At2g16250  278 CFGKVLLELVTGKLGISSPD------------------------NALAKEYMEEALPYISTNEKELVTKILDPSLMVD--EDLLEEVWAMAIIAKSCLNP 
At5g13290  300 -----------------------------------------------------------------------------------QKRHIQLWDDIGCSFNR 



At4g08850  321 DPQARPTMLSISTAFS 
AT4g00340  323 NEEIRPAMGTVVKMLEGVVEVTVPPPPKLIQALVSGDSYRGVSGTSCSEGHGCSDLNTGLSSPGSRSSFGRPSP 
At3g17420  391 DADKRPKMSQVARMLESDEYPVMPREERRRRRNQNAETHRESTDTNKDNDITTDAKI 
At3g59110  447 EAQKRPKMSQVVRMLESDEHPFREERRNRKSRTASMEIVETTEESADTSKGPGHSENTTKPEKTHV 
At4g01330  393 DANKRPKMGHIIHMLEAEDLFYRDVSLIIVLMNI 
At1g01540  387 DANKRPKMGHIIHMLEAEDLLYRDERRTTRDHGSRERQETAVVAAGSESGESGSRHHQQKQR 
At5g18610  343 QAATRPLIGDVVTALTYLASQTFDPNAPSGQNSRSGSGPPFIRTRDDRRSLGDGSSLDSPAETRSRLGSPATHKNSPDYRRRDMVREVNAGSEGGSETGGGSGRKWGLSDLEGQESQRGSPASVGRSSRGT(+40aa) 
At5g46560  342 NPKARPLMRDIVDSLEPLQATEEEALLVPPVQKAVITIIDEMPKNGLKKVEELKKVEEVKKVIEDAC 
At4g35600  351 DPKNRPHMKEVVEVLEHIQGLNVVPNRSSTKQAVANSSRSSPHHYRYKAGALGAERKRATPGRFGSVEK 
At3g09830  351 NSKARPKMSEVLEMVNKIVEASSGNGSPQLVPLNSVKASRDARGKNNGGGGEGGWFGKLWNPKTIRAC 
At5g38560  363 SAAKRPKMSQVVRALDTLEEATDITNGMRPGQSQVFDSRQQSAQIRMFQRMAFGSQDYSSDFFDRSQSHSSWGSRDQSRFVP 
At4g02010  336 EASQRPTMGEVVQSLKMVQRVVEYQDPVLNTSNKARPNRRQSSATFESEVTSSMFSSGPYSGLSAFDHENITRTTVFSEDLHEGR 
At3g58690  335 EADYRPLMADVVQSLVPLVRNRRSASKLSGCSSSFSLARSPNSPGKASIGSQ 
At4g22130  290 EPEFRPPMSEVVQQLVRLVQRASVVKRRSSDDTGFSYRTPEHEHVDISF 
At3g14350  387 EPEFRPPMSEVVQALVVLVQRANMSKRTVGVGSGSSGVNDYM 
At5g54380  349 YGVDRPSMGDVLWNLEYALQLEETSSALMEPDDNSTNHIPGIPMAPMEPFDNSMSIIDRGGVNSGTGTDDDAEDATTSAVFSQLVHPRGR 
At3g46290  336 YGVDRPSMGDVLWNLEYALQLQEAVIDGEPEDNSTNMIGELPPQINNFSQGDTSVNVPGTAGRFEESSIDDLSGVSMSKVFSQLVKSEGR 
At3g51550  347 QGIERPSMGDVLWNLEFALQLQESAEENGKGVCGDMDMDEIKYDDGNCKGKNDKSSDVYEGNVTDSRSSGIDMSIGGRSLASEDSDGLTPSAVFSQIMNPKGR 
At5g24010  338 YGVDRPTIGDVLWNLEHVLQLQESGPLNIPEEDYGDVTDPRTARQGLSNGSNIERDYGDGTSGIISSTQVFSQLMTNAGR 
At2g37050  334 HGNMRPSMSEVQKDIQDAIRIEKEALAARGGISDEFSRSSAHSSSLNMGMLDLAGSQSYVSIDESVLQPTAR 
At3g19300  328 EGVARPSIKQVLRLLYESCDPLHLGLAMAVEENKGRSLRGDSGFQSGDIRGLASSSSTTSRSHCSRSFLLETGSPHSPPNGLSF 
At5g65700  309 QAVERPTMREVVQILTEIPKLPPSKDQPMTESAPESELSPKSGVQSPPDLLNL 
At3g53380  320 DPAFRPTMRSVVQMLIGEADVPVVPKSRPTMSFSTSHLLLSLQDTLSDCNTVALNSSRSSSWSVPEHNVIIRSDDDHLV 
At4g21380  345 RAEDRPTMSLVILMLGSESTTIPQPKAPGYCLERSLLDTDSSSSKQRDDESWTVNQITVSVLDAR 
At4g33430  330 SPMERPKMSEVVRMLEGDGLAEKWDEWQKVEVLRQEVELSSHPTSDWILDSTDNLHAMELSGPR 
At1g71830  323 SPMERPKMSEVVRMLEGDGLAEKWDEWQKVEILREEIDLSPNPNSDWILDSTYNLHAVELSGPR 
At2g48010  331 QLHARPTMDQVVKMLESNEFTVIAIPQRPIPLVACREEIDRSVSSSSGSGKLTSPTGYQAFSFGGDGPSGNTNTT 
At2g01820  367 EPYQRPDMAHIVNVLSSLTVQWKPTETDPDDVYGIDYDMPLPQVLKKWQAFEGLSQTADDSGSSSSAYGSKDNTQTSIPTRPSGFADSFTSVDGR 
At1g55610  347 RPFKRPTMIQLMAMFKEM-KADTEEDESLDEFSLKETPLVEESRDKEP 
At3g13380  346 RPFKRPTMIQVMTMFKELVQVDTE-NDSLDEFLLKETPLVEESRDKEP 
At5g58150  328 LPWKRPTMQQVVGLLKDISPNY 
At3g28450  332 RPKERWSMFQAYQSLKAIAEKQGYSFSEQDDDFPLIFDTQENEKV 
At3g54030  334 SPLSLTPFGDACLRVDLTAIQEILSKIGYKDDEGIANELSFQMWTNQMQESLNSKKQGDLAFRSKDFTTAVDCYTQFIDGGTMVSPTVHARRCLSYLMNDNAQEALTDALQAQVVSPDWPTALYLQAACLFKLGMEA(+20aa) 
At5g59010  333 T-TSLTPLGDACSRHDLTAIHEILEKVGYKDDEGVANELSFQVWTDQIQETLNSKKQGDAAFKGKDFVTAVECYTQFIEDGTMVSPTVFARRCLCYLMSNMPQEALGDAMQAQVVSPEWPTAFYLQAAALFSLGMDKD(+20aa) 
At4g35230  354 PQRPLSPLGEACSRMDLTAIHQILVMTHYRDDEG-TNELSFQEWTQQMKDMLDARKRGDQSFREKDFKTAIDCYSQFIDVGTMVSPTVFGRRSLCYLLCDQPDAALRDAMQAQCVYPDWPTAFYMQSVALAKLNM(+25aa) 
At3g02880  347 FPDSRPSMAEVTRLIEEVSHSSGSPNPVSD 
At5g16590  353 YPDSRPTMPEVTRLIEEVSRSPASPGPLSD 
At3g17840  356 HPDKRPVMVEVVRRIQELRQSGADRVG 
At5g58300  330 VPEVRPTMDDVVRMIEEIRVSDSETTRPSSDDNSKPKDSNVQV 
At3g08680  338 HPDSRPSMEEVVNMMEEIRPSGSGPGSGNRASSPEMIRSSDSPV 
At2g26730  346 VPDQRPVMQEVLRMIEDVNRSET-TDDGLRQSSDDPSKGSEGQTPPGESRTPPRSVTP 
At5g53320  318 LPEKRPNMIEVVRMVEEIRPEKLASGYRSEVSTGATTTPIGSLSGSPYIL 
At2g36570  394 QPEKRPTMAEVVKMVEEIRVEQSPVGEDFDESRNSMSPSLATTDG 
At3g51740  332 SPAARPEANQVVEQLEEIRPETEVETETTPFGSGGEGGKDLGSNEE 
At3g24660  335 VTTVRPSMEEVVKQLEENRPRNRSALYSPTETRSDAETPF 
At5g10020  429 VNE-RPNIRQVLDHLTSISA 
At2g27060  432 APE-RPDMKLVSQELSRIVLKRTAI 
At1g25320  367 SPEKRPPMKHIADALTQICLQ 
At2g01210  375 SPEKRPTMRHVSDTLDRLPVAGD 
At5g67200  355 SPEQRPTMRQVIKMIQEIKESVMAEENDPFR 
At4g22730  357 IPNNRPNIETLLENINCMKSE 
At2g16250  352 KPTRRPLMRHIVNALENPLKVVREDTNSGSGSSRLRTNSSRGSWNAAIFGSWRQSASDVTAVQAGATTSGGGGGGGGNGLRNSGSQGSSGRNNNNNGNSSSSRRRQSSEIVPEPAAYGVVEDNL 
At5g13290  317 KRPDPPVLRRVCKRR 
 
 
 
 
 



 

Legend: 
 
S denotes an unambiguously assigned phosphorylation site; 
ST denotes a phosphorylation site on one of two neighbouring S or T residues; 
S denotes a phosphorylation site in one of several related proteins that generate the same tryptic 

peptide. 


