
 
 
 
 
 
Figure S5. Alignment using the CLUSTAL X program of wheat ARF proteins corresponding to the probe sets Ta7431.1.S1 (TA76217), Ta13246.1.S1 
(TA76218), and Ta2593.2.S1 (TA54498) with rice and Arabidopsis proteins from the plnTFDB (Riano-Pachon et. al. 2007) showing the highest BLAST scores. 
The upper group of proteins correspond to members of subgroup Class III and the lower group to subclass Ia (Wang et. al. 2007). Shading is based on amino acid 
identities and properties. 



Ta7431.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Ta13246.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Os10g33940 MVISRTLVVRGFDELWETIRPVLVSSDGPASMSKNGLLLVVSEEFWIGKVWWVSGDRIWGLEMKEVGEVEEVRCLDPQLWHACAGGMVQMPAPRSRVYYFAQGHAEHADGGGGAAAAAAELGPRALPPLVLCRVEGVQFLADRDSDEVYAKIRLAPVAPGEAEFRE-----PDELCPLGAAGDAAEPSPEKPTSFAKTLT
Os06g47150 -------------------------------------------------------MITFVDSAAKERERESDKCLDPQLWHACAGGMVQMPPVSSKVYYFPQGHAEHAQGHGP-----VEFPGGRVPALVLCRVAGVRFMADPDTDEVFAKIRLVPVRANEQGYAG-----DADDG--IGAAAAAAAQEEKPASFAKTLT
Os04g43910 ------------------------------------------------------------MELAGPTEGDGGGSVDSQLWAACAGSMSSVPPVGAAVYYFPQGHAEQAS-------AAVDLSSARVPPLVPCRVVAVRFMADAESDEVFAKIRLVPLRPGDAVV-------DVGEAAAAEARREEENSRPRPTSFAKTLT
Os02g41800 ---------------------------------------------------------MITFADLAEPAPGAERCVDRQLWLACAGGMCTVPPVGAAVYYFPQGHAEHALGL-----AAPELSAARVPALVPCRVASVRYMADPDTDEVFARIRLVPLRAAEDG--------DVEEDGAAAG---EEHEKP--ASFAKTLT
At4g30080 -----------------------------------------------------------MINVMNPMKGGTEKGLDPQLWHACAGGMVRMPPMNSKVFYFPQGHAENAY-------DCVDFGNLPIPPMVLCRVLAIKYMADAESDEVFAKLRLIPLK-DDEYVDH-----EYGDGED---SNGFESNSEKTPSFAKTLT
At2g28350 --------------------------------------------------------------------MEQEKSLDPQLWHACAGSMVQIPSLNSTVFYFAQGHTEHAH-------APPDFHAPRVPPLILCRVVSVKFLADAETDEVFAKITLLPLPGNDLDLEN-----DAVLGLTPPSSDGNGNGKEKPASFAKTLT
Os02g35140 ----------------------------------------------------MAGSVVAAAAAAGGGTGSSCDALYRELWHACAGPLVTVPRQGELVYYFPQGHMEQLEASTDQQLDQH-LPLFNLPSKILCKVVNVELRAETDSDEVYAQIMLQPEADQNE--------------LTSPKPEPHEPEKCNVHSFCKTLT
Os04g36054 ------------------------------------------------------MAAAMEMAANPGGSGTCSDALFRELWHACAGPLVTVPKRGERVYYFPQGHMEQLEASTNQQLDQY-LPMFNLPSKILCSVVNVELRAEADSDEVYAQIMLQPEADQSE--------------LTSLDPELQDLEKCTAHSFCKTLT
At1g59750 --------------------------------------------------------MAASNHSSGKPGGVLSDALCRELWHACAGPLVTLPREGERVYYFPEGHMEQLEASMHQGLEQQ-MPSFNLPSKILCKVINIQRRAEPETDEVYAQITLLPELDQSE--------------PTSPDAPVQEPEKCTVHSFCKTLT
Os11g32110 -------------------------------------MATAEVGGGGGEGDAAAAAVARAGGGGGGGGGGGEDALFTELWSACAGPLVTVPRVGEKVFYFPQGHIEQVEASTNQVGEQR-MQLYNLPWKILCEVMNVELKAEPDTDEVYAQLTLLPESKQQEDNGS--------TEEEVPSAPAAGHVRPRVHSFCKTLT
Os12g29520 -------------------------------------MAAAAT---------AAASPVEGLTGGGGGGGGGVDGLFVELWRACAGPLVTVPAVGERVFYLPQGHIEQVEASTNQVAEQQGAPLYNLPWKIPCKVMNVELKAEPDTDEVYAQLTLLPE-KQQDGNGSGNGNVSKDKVEEEEVVPPAATERPRVHSFCKTLT
At5g62000 -----------------MASSEVSMKGNRGGDNFSSSGFSDPKETRNVSVAGEGQKSNSTRSAAAERALDPEAALYRELWHACAGPLVTVPRQDDRVFYFPQGHIEQVEASTNQAAEQQ-MPLYDLPSKLLCRVINVDLKAEADTDEVYAQITLLPEANQDE-----------NAIEKEAPLP--PPPRFQVHSFCKTLT
Os01g70270 ------------------------------------------------------MPPAAMAPPPPPQGSSTGDPLYDELWHACAGPLVTVPRVGDLVFYFPQGHIEQVEASMNQVADSQ-MRLYDLPSKLLCRVLNVELKAEQDTDEVYAQVMLMPEPEQNE-----------MAVEKTTPTSGPVQARPPVRSFCKTLT
Ta2593.2  ---------------------------------------------------------MPPAAMAPPQAPSAGDPLYDELWHACAGPLVTVPRVGDLVFYFPQGHIEQVEASMNQVAGNQ-MRLYDLPSKLLCRVINVELKAEADTDEVYAQVMLMPEPEQNE-----------MAVDKSTSTTGATPPRPAVRSFCKTLT

Ta7431.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Ta13246.1 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Os10g33940 QSDANNGGGFSVPRYCAETIFPKLDYRADPPVQTVLAKDVHGVVWKFRHIYRGTPRRHLLTTGWSTFVNQKKLVAGDSIVFLRTRHGELCVGIRRAKRMACGGMECMSGW------NAPGYGGGGFSAFLKEEESKLMK--GHGGGGYMKGKGKVRMADVVEAASLASSGQPFEVAYYPRASTPDFVVKAASVQAAMRIQ
Os06g47150 QSDANNGGGFSVPRYCAETIFPRLDYSADPPVQTVLAKDVHGVVWKFRHIYRGTPRRHLLTTGWSTFVNQKKLVAGDSIVFMRTENGDLCVGIRRAKKGGVGGPEFLPPPPPPPPTPAAGGNYGGFSMFLRGDDDGNK----MAAAARGKVRARVRPEEVVEAANLAVSGQPFEVVYYPRASTPEFCVKAGAVRAAMRTQ
Os04g43910 QSDANNGGGFSVPRFCAETIFPELDYSSEPPVQSVCAKDVHGVEWTFRHIYRGTPRRHLLTTGWSPFVNKKQLTAGDSIVFMRDEGGNIHVGLRRAKRGFCSIGGDDE----SLSSIPGWDQYRGLMRRNATAT---------ATGGRTPPKGKVPPENVLTAATRATTGQPFEVLYYPRASTPEFCVRAAAVRTAMAVQ
Os02g41800 QSDANNGGGFSVPRYCAETIFPRLDYAADPPVQTVVAKDVHGVAWNFRHIYRGTPRRHLLTTGWSTFVNQKKLVAGDSIVFLRGDGGDLHVGIRRAKRGFCGGGGGAEEA-----SLPGWDQYGGLMRGNASPC------------AAAKGRGKVRAEDLVEAARLANGGQPFEVVYYPRASTPEFCVRAAAVRAAMRVQ
At4g30080 QSDANNGGGFSVPRYCAETIFPRLDYNAEPPVQTILAKDVHGDVWKFRHIYRGTPRRHLLTTGWSNFVNQKKLVAGDSIVFMRAENGDLCVGIRRAKRGGIGNGPEY---SAGWNPIGGSCGYSSLLREDESNS------LRRSNCSLADRKGKVTAESVIEAATLAISGRPFEVVYYPRASTSEFCVKALDARAAMRIP
At2g28350 QSDANNGGGFSVPRYCAETIFPRLDYSAEPPVQTVIAKDIHGETWKFRHIYRGTPRRHLLTTGWSTFVNQKKLIAGDSIVFLRSESGDLCVGIRRAKRGGLGSNAGSD------NPYPGFSGFLRDDESTTTTSKLMMMKRNGNNDGNAAATGRVRVEAVAEAVARAACGQAFEVVYYPRASTPEFCVKAADVRSAMRIR
Os02g35140 ASDTSTHGGFSVLRRHAEECLPPLDMTQNPPWQELVARDLHGNEWHFRHIFRGQPRRHLLTTGWSVFVSSKRLVAGDAFIFLRGENGELRVGVRRLMRQLNNMPSSVISSHSMHLGVLAT------------------------------------------ASHAISTGTLFSVFYKPRTSQSEFVVSANKYLEAKNSK
Os04g36054 ASDTSTHGGFSVLRRHAEECLPQLDMSQNPPCQELVAKDLHGTEWHFRHIFRGQPRRHLLTTGWSVFVSSKRLVAGDAFIFLRGESGELRVGVRRLMRQVNNMPSSVISSHSMHLGVLAT------------------------------------------ASHAISTGTLFSVFYKPRTSRSEFVVSVNKYLEAKKQN
At1g59750 ASDTSTHGGFSVLRRHADDCLPPLDMSQQPPWQELVATDLHNSEWHFRHIFRGQPRRHLLTTGWSVFVSSKKLVAGDAFIFLRGENEELRVGVRRHMRQQTNIPSSVISSHSMHIGVLAT------------------------------------------AAHAITTGTIFSVFYKPRTSRSEFIVSVNRYLEAKTQK
Os11g32110 ASDTSTHGGFSVLRRHADECLPPLDMSRQPPTQELVAKDLHGVEWRFRHIFRGQPRRHLLQSGWSVFVSAKRLVAGDAFIFLRGENGELRVGVRRAMRQQTNVPSSVISSHSMHLGVLAT------------------------------------------AWHAVNTGTMFTVYYKPRTSPAEFVVPYDRYMESLKQN
Os12g29520 ASDTSTHGGFSVLRRHADECLPPLDMSQHPPTQELVAKDLHGVEWRFRHIFRGQPRRHLLQSGWSVFVSAKRLVAGDAFIFLRGENGELRVGVRRAMRQQANIPSSVISSHSMHLGVLAT------------------------------------------AWHAVNTGTMFTVYYKPRTSPSEFVVPRDLYKESLKRN
At5g62000 ASDTSTHGGFSVLRRHADECLPPLDMSRQPPTQELVAKDLHANEWRFRHIFRGQPRRHLLQSGWSVFVSSKRLVAGDAFIFLRGENGELRVGVRRAMRQQGNVPSSVISSHSMHLGVLAT------------------------------------------AWHAISTGTMFTVYYKPRTSPSEFIVPFDQYMESVKNN
Os01g70270 ASDTSTHGGFSVLRRHADECLPPLDMTQSPPTQELVAKDLHSMDWRFRHIFRGQPRRHLLQSGWSVFVSSKRLVAGDAFIFLRGENGELRVGVRRAMRQLSNVPSSVISSQSMHLGVLAT------------------------------------------AWHAINTKSMFTVYYKPRTSPSEFIIPYDQYMESVKNN
Ta2593.2  ASDTSTHGGFSVLRRHADECLPPLDMTQSPPTQELVAKDLHGMDWRFRHIFRGQPRRHLLQSGWSVFVSSKRLVAGDAFIFLRGESGELRVGVRRAMRQLSNVPSSVISSHSMHLGVLAT------------------------------------------AWHAINTKSMFTVYYKPRTSPSEFIIPYDQYMESVKNN

Ta7431.1 ----------------------------------------------------------------------------------------------------------------------------------------------------------------FGLPLIDHQLNKLHLGLFHGGGFNRL--DALTPSSRIPKG
Ta13246.1 ------------------------------------------------------------------------------HLGPFSPPRKKLRVPQHPDFPLDG----------------HLFNPIFHGNPLGPSNSPLCCYSDNN-SPAGIQGARH---AQFGLPLTDHQLNKLHLGLFHGGGFNRL--DALTPSSRISKG
Os10g33940 WCSGMRFKMAFETEDSSRISWFMGTISSVQ---VADPNRWPNSPWRLLQVTWDEPDLLQNVKCVSPWLVELVSSIPPIHLGPFSSPRKKLRVPPHPDFPFEG----------------HLLNPIFHGNPLGPSNSPLCCYPDT--APAGIQGARH---AQFGLPLTDHQLNKLHLGLLHSGSFNRL--DAITPPSRISKG
Os06g47150 WFAGMRFKMAFETEDSSRISWFMGTVSAVQ---VADPIRWPNSPWRLLQVSWDEPDLLQNVKRVSPWLVELVSNMPAIHLAPFSPPRKKLCVPLYPELPIDG----------------QFPTPMFHGNPLARGVGPMCYFPDG--TPAGIQGARH---AQFGISLSDLHLNKLQSSLSPHG-LHQL--DHGMQP-RIAAG
Os04g43910 WCPGMRFKMAFETEDSSRISWFMGTVAGVQ---ASDPVRWPQSPWRLLQVTWDEPELLQNVKRVCPWLVELVSSMPNLHLPSFSPPRKKPRNPPYAELPLEG----------QIFTGPVFPPNPMAHDHHHHHGFPFLPFPDSSAQPAGIQGARH---AQFASPFPEFHIGNLQPNLMLYAGIRLPPADRAAPAPRPPRI
Os02g41800 WCPGMRFKMAFETEDSSRISWFMGTVASVQ---VADPIRWPQSPWRLLQVTWDEPDLLQNVKRVSPWLVELVSSMPAINLSSFSPPRKKPRILAYPEFPFEG---------QLLNPAFPPNPLAHGHHHYHHNHPSFFPFPDV-SAPAGIQGARH---AQFGPSLSDLHLTHLQS-SLMYPGLRRP--DHVGPTSIPP-P
At4g30080 WCSGMRFKMAFETEDSSRISWFMGTVSAVN---VSDPIRWPNSPWRLLQVAWDEPDLLQNVKRVNPWLVELVSNVHPIPLTSFSPPRKKMRLPQHPDYNNLINSIPVPSFPSNPLIRSSPLSSV----------------LDNV--PVGLQGARHNAHQYYGLSSSDLHHYYLNRPPPPPPPSSLQL--------SPSLG
At2g28350 WCSGMRFKMAFETEDSSRISWFMGTVSAVQ---VADPIRWPNSPWRLLQVAWDEPDLLQNVKRVSPWLVELVSNMPTIHLSPFSP-RKKIRIPQPFEFPFHGTKFPIFSPGFANNGGGESMCYLS---------------NDNNNAPAGIQGARQ-AQQLFGSPSPSLLSDLNLSSYTGNNKLHSPAMFLSSFNPRHHHY
Os02g35140 ISVGMRFKMRFEGDEAPER-RFSGTIIGVG---SMSTSPWANSDWRSLKVQWDEPSVVPRPDRVSPWELEPLAV-SNSQPSPQPPARNKRARPPASNSIAPELP---PVFGLWKSSAES----------------------------------------TQGFSFSGLQRTQELYPSSPNPIFSTSLNVGFSTKNEPSAL
Os04g36054 LSVGMRFKMRFEGDEAPER-RFSGTIIGIGSVPAMSKSPWADSDWKSLKVQWDEPSAIVRPDRVSPWELEPLDA-SNPQP-PQPPLRNKRARPPASPSVVAELP---PSFGLWKPPSEA----------------------------------------AQTLSFSEPQRAREIFPSIPASIFSASSHVEFNSKNEPSIL
At1g59750 LSVGMRFKMRFEGEEAPEK-RFSGTIVGVQ---ENKSSVWHDSEWRSLKVQWDEPSSVFRPERVSPWELEPLVANSTPSSQPQPPQRNKRPRPPGLPSPATGPSGPVTPDGVWKSPADT-------------------------------------------------------PSSVPLFSPPAKAATFGHGGNKSFGV
Os11g32110 YSIGMRFKMRFEGEEAPEQ-RFTGTIVGMG---DSDPAGWPESKWRSLKVRWDEASSIPRPERVSPWQIEPAVSPPPVNPLPVPRTKRLRPNATALPADSSAIAKEAATKVVVESEPNG----TQRTFQTQENATPKSG-FGNSSELES-AQKSIMRPSGFDREKNNTP-IQWKLGSDGRMQMSKPE-SYSEMLSGFQPP
Os12g29520 HSIGMRFKMTFEGEEAAEQ-RFTGTIVGVG---DSDPSGWADSKWRSLKVRWDEAASVPRPDRVSPWQIEPANSPSPVNPLPAPRTKRARPNVLASSPDLSAVNKEVASKVMANSQQNG----LPRAFHSQENMNLRSR-FGDSNELNT-SQKLTMWSSGSNQEKNNVS-VQRELGSQSWMQMRRPD-GSSEILSGFQPL
At5g62000 YSIGMRFKMRFEGEEAPEQ-RFTGTIVGIE---ESDPTRWPKSKWRSLKVRWDETSSIPRPDRVSPWKVEPALAPPALSPVPMPRPKRPRSNIAPSSPDSSMLTREGTTKANMDPLPAS---GLSRVLQGQEYSTLRTK-HTESVECDAPENS-VVWQSSADDDKVDVVSGSRRYGSENWMSSARHEPTYTDLLSGFGTN
Os01g70270 YSVGMRFRMRFEGEEAPEQ-RFTGTIIGSE---NLDP-VWPESSWRSLKVRWDEPSTIPRPDRVSPWKIEPASSPP-VNPLPLSRVKRPRPNAPPASPESPILTKEAATKVDTDPAQAQ-RSQNSTVLQGQEQMTLRSN-LTESNDSDVTAHKPMMWSPSPNAAKAHPLTFQQRPPMDNWMQLGRRETDFKDVRSGSQSF
Ta2593.2  YSIGMRFRMRFEGEEAPEQ-RFTGTIVGSE---NLDQ-LWPESNWRSLKVRWDEPSTIPRPDRVSPWKIEPASSPP-VNPLPLSRVKRPRPNVPPVSPESSVLTKEGATKIDMDSAQAQQRNQNNMVLQGQEHMTLRTNNLTASNESDATVQKPMMWSPSPNIGKNHASAFQQRPSMDNWMQLGR-----CDASSGAQSF

Ta7431.1 FVLSSAPAHDSVSCLLTIGT-----------------------------------------------------------------------------------------------------PQSTEKSVDRK-TPHIMLFGKAILTEQQMTS--------SGSRETLSSG----ATGNSSPISTGLKAGNAS-----DGS
Ta13246.1 FVLSSAPAHDSVSCLLTIGT-----------------------------------------------------------------------------------------------------PQSTEKSVDRK-TPHIMLFGKAILTEQQMTS--------SGSRETLSSG----ATGNSSPISTALKAGNAS-----DGS
Os10g33940 FVVSSAPAHDNISCLLSIST-----------------------------------------------------------------------------------------------------PQVAEKSDDRKTTPHIMLFGKAIFTEQQITS--------SGSTETLSPG----VTGNSSPNGNAHKTGNAS-----DGS
Os06g47150 LIIGHPAARDDISCLLTIGS-----------------------------------------------------------------------------------------------------PQNNKKSDGKKAPAQLMLFGKPILTEQQISLGD------AASVDVKKSS----SDGNAENTVNKSNSDVSSPRSNQNGT
Os04g43910 IISTDLTIGSPGKPDDAACS-----------------------------------------------------------------------------------------------------PSSGGKKIDDTKPRGFLLFGQAILTEEQIKNGN-------SDGRPASPN---WDAEKAPNTSEGSDSGVTQ----GSPT
Os02g41800 RISTDLTMGSS----PPARA-----------------------------------------------------------------------------------------------------LSMGAKKPDDAKPPGLMLFGQRILTERQMSLSG------TTSPAATGNSSLNWNTEKG--ASEGSGSGVIQ----NSPT
At4g30080 LRNIDTKNEKGFCFLTMGTTPCN---------------------------------------------------------------------------------------------------------DTKSKKSHIVLFGKLILPEEQLSEKG------STDTANIEKT----QISSGGSNQNGVAG---------REF
At2g28350 QARDSENSNNISCSLTMGNPAM---------------------------------------------------------------------------------------------------VQDKKKSVGSVKTHQFVLFGQPILTEQQVMNR----------KRFLEEE----AEAE---EEKGLVA---------RGL
Os02g35140 SNKHFYWPMRETRANSYSASI----------------------------------------------------------------------------------------------------SKVPSEKKQEPSSAGCRLFGIEISSAVEAT----SPLAAVSG-VGQDQP-----------AASVDAESDQLSQPSHANK
Os04g36054 SN-QFYWSMRDSKTDSFSAST----------------------------------------------------------------------------------------------------NKTRVERKQEPTTMGCRLFGIEISSAVEEA----LPAATVSG-VGYDQT-----------VLSVDVDSDQISQPSNGNK
At1g59750 SIGSAFWPTNADSAAESFASAF---------------------------------------------------------------------------------------------------NNESTEKKQ-TNGNVCRLFGFELVENVNVDEC--FSAASVSGAVAVDQP-----------VPSNEFDSGQQSEPLNINQ
Os11g32110 KDVQIPQGFCSLPEQITAGHSNFWHTVNAQYQDQQSNHNMFPSSWSFMPPNTRLGLNKQNYSMIQEAGVLSQRPGNTKFGNGVYAALPGRGTEQYSGGWFGHMMPNSHMDDTQPRLIKPKPLVVAHGDVQKAKGASCKLFGIHLDSPAKSEP-LKSPSSVVYDGTPQTPGATEWRRPDVTEVEKCSDPSKAMKPLDTPQP
Os12g29520 KDTRNP--LSSFPSQISGNRSNTWNTINVHYPDQNANHNMYPGTWSLMPPNTGFGVNQQNYLMTPDITLPQRSLNAKFGGNGAFTSLRAHGIDQRSSGWLGHIEPSSHIDDASSSLIKPQPLVIDH-NVQKAKGSSCMLFGISLDSPAKPEL-LISPPSVAFDGKLQQ---------DALEEDECSDPSKTVKPLDGAQH
At5g62000 IDPSHGQRIP-FYDHSSSPSMPAKRILSDSEGKFDYLANQWQMIHSGLSLKLHESPKVPAATDASLQGRCNVKYSEYPVLNGLSTENAGGNWPIRPRALNYYEEVVNAQAQAQAREQVTKQPFTIQEETAKSREGNCRLFGIPLTNNMNGTDSTMSQRNNLNDAAG-------LTQIASPKVQDLSDQSKGSKSTNDHRE
Os01g70270 GDSPG------FFMQNFDEA--PNRLTSFKNQFQDQGSARHFSDPYYYVSPQPSLTVESSTQMHTDSK---ELHFWNGQSTVYGNSRDRPQNFRFEQNSSSWLNQSFARP-EQPRVIRPHASIAPVELE-KTEGSGFKIFGFKVDTTNAPNNHLSSPMAATHEPMLQTPS--SLNQLQPVQTDCIPEVSVSTAGTATENE
Ta2593.2  GDSQG------FFMQTFDEA--PNRHGSFKNQFQDHSSARHFSDPYTKMQTEAN-----------------EFHFWNSQSTVYGNPRDQSQGFRFEEHPSNWLRQQQLSPVEQPRVIRPHASIAPVDLEKTREGSGFKIFGFKVDTTSAPSNHLSSTTAAIHEPVLQTQASASLTQLQHAHADCIPELSVSTAG-TTENE

Ta7431.1 GSS---ICIG--FSSQGHEASDLGLEAGHCKVFMESEDVGRTIDLSVFGSYDELYGRLADMFGIE-KEEIIS---HLRYRDTAGAVMHTGGLPFSDFMKVARRLTIISGEKG-GLAKPLIECMVQRV------------------------------
Ta13246.1 GSS---ICIG--FSSQGHEASDLGLEAGHCKVFMESEDVGRTIDLSVFGSYDELYGRLADMFGIE-KEEIIS---HLRYRDTAGAVMHTGGLPFSDFMKVARRLTIISGEKG-GLAKPLIECMVQRV------------------------------
Os10g33940 GSS---ICIG--FSSQGHEASDLGLEAGHCKVFMESEDVGRTIDLSVFGSYEELYGRLADMFGIE-KEEIIN---HLHFRDAAGVVKHPGEVPFSDFMKAARRLTIIAGDRE-RIERPLIECLVEQA------------------------------
Os06g47150 TDN---LSCGGVPLCQDNKVLDVGLETGHCKVFMQSEDVGRTLDLSVVGSYEELYRRLADMFGIE-KAELMS---HVFYRDAAGALKHTGDEPFSEFTKTARRLNILTDTSGDNLAR----------------------------------------
Os04g43910 KNTTPSWSLPYFGGNNISRASEYELNPGQCKVFVESETVGRSLDLSALSSFEELYACLSDMFSIG-SDELRS---HLVYRSPAGEVKHAGDEPFCAFVKSARKLRILTDAGSDNLGD----------------------------------------
Os02g41800 DNTS-SERLQWFREN--STVSELGLEPGQCKVFIESDTVGRNLDLSSLASFEQLYGRLSEMFCID-SAELRS---RVLYRGATGEVRHAGDEPFSEFIKLARRLTILTDAGSDNLGS----------------------------------------
At4g30080 SSSDEGS------PCSKKVHDASGLETGHCKVFMESDDVGRTLDLSVLGSYEELSRKLSDMFGIK-KSEMLS---SVLYRDASGAIKYAGNEPFSEFLKTARRLTILTEQGSESVVV----------------------------------------
At2g28350 TWN----------------YSLQGLETGHCKVFMESEDVGRTLDLSVIGSYQELYRKLAEMFHIEERSDLLT---HVVYRDANGVIKRIGDEPFSDFMKATKRLTIKMDIGGDNVRKTWITGIRTGENGIDASTKTGPLSIFA--------------
Os02g35140 SDAPAASSEP------SPHETQSRQVRSCTKVIMQGMAVGRAVDLTRLHGYDDLRCKLEEMFDIQGELSASLKKWKVVYTDDEDDMMLVGDDPWPEFCSMVKRIYIYTYEEAKQLTPKSKLPIIGDAIKPNPNKQSPESDMPHSDLDSTAPVTDKDC
Os04g36054 SDAPGTSSER------SPLESQSRQVRSCTKVIMQGMAVGRAVDLTKLNGYGDLRSKLEEMFDIQGDLCPTLKRWQVVYTDDEDDMMLVGDDPWDEFCSMVKRIYIYSYEEAKLLAPKSKLPVIGDTIKLSSMNSSHES----VDLDNHASVTNRDC
At1g59750 SDIPSGSGDPEKSSLRSPQESQSRQIRSCTKVHMQGSAVGRAIDLTRSECYEDLFKKLEEMFDIKGELLESTKKWQVVYTDDEDDMMMVGDDPWNEFCGMVRKIFIYTPEEVKKLSPKNKLAVN-ARMQLKADAEENGN----TEGRSSSMAGSR--
Os11g32110 DSVPEK-PSSQQASRNMSCKSQGVSTRSCKKVHKQGIALGRSVDLTKFNGYEELIAELDDMFDFNGELKGPKKEWMVVYTDNEGDMMLVGDDPWIEFCDMVHKIFIYTREEVQRMNPGTLNSRSEDSHANSMERGSVGREMRGCLSTSSLNSENC--
Os12g29520 DSAREKHQSCPDGTKNIQSKQQNGSSRSCKKVHKQGIALGRSIDLTKFTCYDELIAELDQMFDFNGELNSSSKNWMVVYTDNEGDMMLVGDDPWNEFCNMVHKIFIYTREEVQKMNPGALNSRSEDSRSTSVERGLVGEGLQGGLSTPSLNSENC--
At5g62000 QGRPFQTNNPHP----KDAQTKTNSSRSCTKVHKQGIALGRSVDLSKFQNYEELVAELDRLFEFNGELMAPKKDWLIVYTDEENDMMLVGDDPWQEFCCMVRKIFIYTKEEVRKMNPGTLSCRSEEEAVVGEGSDAKDAKSASNPSLSSAGNS----
Os01g70270 KSGQQAQQSSKDVQ----SKTQVASTRSCTKVHKQGVALGRSVDLSKFSNYDELKAELDKMFEFDGELVSSNKNWQIVYTDNEGDMMLVGDDPWEEFCSIVRKIYIYTKEEVQKMNSKSNAPRKDDSS-----ENEKGHLPMPNKSDN---------
Ta2593.2  KSIQQTPHSSKDVQ----SKSHGASTRSCTKVHKQGVALGRSVDLSKFGDYDELTAELDRMFEFDGELMSSNKDWQIVYTDPEGDMMLVGDDPWEEFCNIVRKIFIYTKEEVQKMNSKSSAPRKEEGSGDADGANEKAHLATSSHLDN---------

 


