LOC_0s01g08320.1/11667.m00781/1-208
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Consensus

. 10 . 2 . 30 . 40 . 50 . 60 . 70 . 80 . 20 . 0
MSVETERSSTESS - - - - AASGLDFEDTALTLR-LPGS-
MAWRRGF GRE EEDAAAAGESGLELCLG-LPAY -
MSPPLELDYIGLS- - - - ---PPPPPPSSSSAAAARADDVDLKGTELRLG-LPGS -
MEECKGGGMSPSS - - - - - -SMDSSTHPALSTTSSAATARRDLSTDLRLG-LSLS-
MSPPLEPHDYIGL - - - - SAAAASPTPSSSSCSSSPNPGGEARGPRLTLRLG-LPGS------------------- ESPEREV
MEEGSNKREGLPP - - - - QLLDL | PDEKEWKLREAL GLGRSRNAGFDGEEDKKLDLKLG-LPGF - - - IEDDEAETLRDYRLQQESPSLSL
MGEASESMKKISR- - - - GRL GGSWMGEPSDHHRHGDEQEEEEKTLELSLG-LPGG-
MECMA - - - ------STEESLPASSSMDSCSGELPTT
L= I Y I B T APPNSGHLVVDELSSSSSSGG-
MRGGVAGPTAGEP - - - - PGTEAEAEEVEESSAGDDEELELG-LSLG-
MSVETERSSTESS - - - - - - - - - - - - oo m oo oo oo oo oo oo o oo AASGLDFEDTALTLR-LPGS-
---------- EDGEEERSLELSLA-LPGY -
-PPVPAAADAAADNDLKGTELRLG-LPGS -
-LLHL IPDGREWKVKEADGEGSRNTNLDADEDKELELKLG-LPGV -QQEERAADSREK | QQQQRESSSEPS
AASPASSSSSCCASTPVAEVVGAHLALRLG-LPGS---------------- ESPARAEAEA
----PSPSPATATAAGSELDLLNS-APGS -
---------- PAAAAALATELRLG-LPGT -

MSPPLELDYIGLS- - - -
MEEEFKDKGLPPT - - - -
MPPPLEARDYIGL - - - -
MELELGLRLALPS- - - -
MAPPQERDY IGLS - - - -

MSTSSGADSSPPV - - - -
MASSSSLRSTSCL - - - -
MKSSSVAPRLKQE -

---SGLDYDDTALTLA-LPGS-
ASAAETDADNLCLRLG-PPGS -
- - -RQDDCKFQEGDVNSLELRLG-1SSD

NLKATELRLG-LPGT -
LAFEATELRLG-LPGG-
LGFDETELRLG-LPGA-
- -AADSL IKATELRLG-LPGT -
DVDVGTELRLG-LPGG-
AES IDAELRLG-LPGS -
---GDDGVELTELTLG-PPGA -
- -ENDLNLKATELRLG-LPGT -
VCMSTVSMEDNVLMSSEDSSSPDEGELELGLG-LSLG-
TRPTSS-VPNF -
----------------- DDDL - - - -VSTM-
-HKSHKASEDKKLELRLG-PPGE
—————————— ESDLNLKATELRLG-LPGS-
TMKGLDLNSYVSEPKGLLGSGQL QL GQY SWF -
EAEASSYPVEAELELG-LSLG-
RDLNLDATELRLG-LPGT -
----ESSNYPSVSSKSSLSQLKKDLSTDLRLG-LSIS-
TERTDLNYKETELCLG-LPGA -
————————————————— ASGFLLN-PPAL -
- -ERHLNLKATELRLG-LPGS -
---RDLNLEATELRLG-LPGT -
SEVSSMENTSGTDT INISTTASKGLNLKATELRLG-LPGS -
---------------------------- DLNYKETELCLG-LPGA -

MEGGVAY - -
MQGGFL GGGSGGS - - - -

MELQLGLSLPTYN- - - - F | ENFDLNNGGFEPKDQML GSKPWI -
MSS | PKEHDY IGL - - - - SETPSMEK | SDKLSSSSSTLSTEEN INSNSNSNSNSTNTSLNLKETELRLG-LPGY -
= TKMGFEETELRLG-LPGN - - =« ==« = e mcmmmmmmmaeoeo
MSPPLLGVVEEEGHSNVTLLASPASAESACLNGLELKERNYMGL SDCSSVDSSAVSAASDERKTSLNLKATELRLG-LPGS - QSPERNHEL SLLSSALLDEKPFFPL
e e LGLEITELRLG-LPGS - - - -n-mmmmmmmmamaemaeono-
MEENTRCFNMTSE - - - - HKSQKASEEKKLELRLG-PPGE -
MEGCL GLL GGGGS - - - - SGASTNKSTLSKVEV | EAEASSYPVEAELELGLG-LSLG-
= TKMRFEETELRLG-LPGN-
MTS | MGAET ADTYSMINYEETELRLG-LPGG-
MEGCSKNVEACPR - = - =« = = === e s mmmmmoemem oo oo LLDL | PKEREWL GKREDERSSSEEKKLELRL G- PPGE -
MYS | PKEHDY IGL - - - - - - SETPSMEN | SEKL SSSSTSSSTLSTEEKNNSSSSNSNNNNKNNNTSLNMKETELRLG-LPGS - - - -QSPERKPTVPAAGVSLVGKD I D
MEGCSKNVEACPQ- - - - LLDL | PKEREW. GKGEDERSSSEDRKLELRL G- PPGE - -DWSLKSTSNRERR
MTS | MGAE PEKYSMINFEETELRLG-LPGG-

MEGGVAY - - - -ENDLNLKETELRLG-LPGT -
----- LGLEITELRLG-PPGS -
ESDAANVSFKETELTLG-LPGE -
----- TMKGLDLNSYVSEPKELLGSGQLHLGSYSWF
---ESSRYPSVSGESSFPHVKRDLSTDLRLG-LGIS
----LGLEITELRLG-PPGS
- -NGLNLKDTELRLG-LPGA -
-VNELNLKDTELCLG-LPGR-
VNLKETELRLG-LPGT -
-DELVNLKATELRLG-LPGT -
-SNNLGLEITELRLG-LPGD-
---GLALEITELRLG-LPGD-

MEL QL GLGL PSEK - - -
MGRGAASSSSSSF - - -
MAQP - - - -

MIGQL - - - - MNLKATELCLG-LPGG-
MSYRLLSVDKDEL - - - - - --------ommoo o VTSPCLKERNYLGLSDCSSVDSST IPNVVGKSNLNFKATELRLG-LPESQSPERETDFGLLSPRTPDEKLLFPLL
MSPEEELQSNVSV - - - - - ASSSPTSNCISRNTLGGLKEHNYLGLSDCSSVGSSTLSPLAEDDKAT ISLKATELTLG-LPGS-QSPARDTELNLLSPAKLDEKPFFPL
MNGLQEVCSSSGS - - - - ---VMIGLPAEEDENAAHSSEDSSCPDESVSETELDLALG-LSIG-
MEGGSASGSASAL - - - - SNDENLVVSCEDSSSP IGNELELG-LTLS-
MRGVSELE - VGKSNLPAESELELGLG-LSLG-
MITELEM- ---GKGESELELGLG-LSLG

ETELCLG-LPGG-
GDLGGTELTLA-LPGT -
INFEATELRLG-LPGG-
LNLRETELCLG-LPGG-
LLDLMIPQERRNWFHDEKNSVFKTEEKKLELKLG-PPGE -
———————————————————— GLGLEITELRLG-LPGR-
MGRGRSSSSSSIE- - - - - - oo m oo m oo SSSKSNPFGASSSTRNLSTDLRLG-LSFG-
MEGCPRNRE I GPK - - - - LLDL IPQGRKWYQEDKNNTDQEKKLELRLG-PPGG -
MSVSVAAEHDY IG- - - - LSEFPTMEATTMSDKTKTRDNNNGLNFKATELRLG-LPGS -
---------------- KRLELRLA-PPCH -

HKSSKLGFNFDLNKHCA - | EGA -
MGRGRSSSSSSIE-------------mmm i m e e e e e e SSCKSNPFGVSSSNTRNLSTDLRLG-LSFG-

MEVSNSCSSFSSS- - - - - -SVDSTKPSPSESSVNLSLSLT-FPST
MDPNTPA - - -FKGS
MNSF - - - - - -EPQS
MYCSDPPHPLHLV - - - - ASDKQQKDHKL | L SWKKPTMDSDPLGVFPNS -

MEGELGLSSSSSS----- - S-SP-S-EIS----- SLKLS+YLSL+L+S+SSSSSSSS+SS+AESSLNLKETELRLGSLPGS-QS+ER+E++LLLPAAL+SESPE+PL
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LOC_0s1240900.1]11686.m04059/1-198
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PoptrlAA3.6/1-192
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PoptrlAA28.1/1-239
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PoptrlAA29.2/1-233
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Consensus

1o, 20 130, 140 150 160 70, 180 19 200 210
- - - -LAAAAAPDPDRKRSSPSSSDAADA - - ADNSSPLAAAA - - -
--------- FSSSSSSKPSEGSTAAPAFAL - RSNGTNASKPSGAAA - - -
IAAAAATATTLELLPAKGAKRVFPDEAALTPPT - AAAGKGKAAREGEEVGAEEE - - -
---------- TSSSSSLLQAAAAAAAADDS IP - -
VAAGLTLGPLPPTTTKAASKRAFPDSSPRHGA - - - = = === === o oo oo oo
SFFPKHSKTTSSTTTTTGAKRGF | DTVEDKTEGYNDQKQQARAGCGKEL AVEEMI - - -
GWRAACRDKGTTTKHS | AAAAAADDDDGDKSSMLSLGYSTLVSHSQGK - -
TAPAQSTASSGCRPPATAAKRRSL I STDLRLG-
------ GSGSAPVSASSAGKRGFREAFQETL - - - -
- - -SKKQQQQQHAPCR | LTARDL QPAAAL SPDSSVSSSS - - -
------------ SSSSSSSSSSSSSSSPSEPD
---------- FSSSGLQGNTSTAADGAKGNDG
PDRSPPAATLDLLPAAKGAKRGFSDEARPL PASAAAAAAA - -
IGCFPTHSKPTTS | GTTGAKRGFFA | VGATLEGYNQSHRDTEECGKEL TL GDE
VVVDAALTLGPAPPPRGGAKRGFVDSL DRSEGRRAA
----------------- CRKRGFEEAL GGF
GGGTDAAPLTLELLPKGGAKRGFADA | VGGPA - - -

SSGSVAAAAACQDKAAPAAA - - -
AAVSERKKGCCPPPPPPHGA - - -
ANKNKGSPEEEEAHPPPATG- - -

PATPARNRP
- - - -NNALASNNNG

LLFDDGSCCNTSDDDC
PAAAAAAGGKRAEGPTATTS - - -
RKRASATDDDPDNRLGSTAT - - -

GKGKKAAAGEEDEDAEEEDK - - -
NMAGERKKGCCPSPPCSAAA - - -
ATAGDDERGVREEEEEEKGL - - -
KTDDDNDDGNGRGGDGDSDG- - -
GQRREAAGGKAAAAAAEAEE - - -

SSSSSSTADPERKRAAHADHADA - - -
-SITTTTTTGGADPAAKRSL GAKRSLEST - - -

DSMASGT GT SAAGDEHDDDT -

LAARQGKAALEQAHQRPNEC -

----EEEAAPPPSTPRAGSKRALAGEPDQAK |
- - -GGDGDAAAAAARSSSGKRGFAET I DLKLKLEPAAAAVDDDDDKEEAAADDRE - - -
GELAARSSGKRGFAET IDLKLKLQPAAPAAVSG
ADDLPSTPRGKKRAAAAEDNNAN - - - - - - - - - oo oo oo oo
- - - -GGGAAEAAAKAAKRGFEET IDLKLKLPTAGMEEAA
GGGDGVAAKKRRSASSTVKSEAS
-SCTNEEQAVSGARNNKRPLPETREERGA - - -
SGFKDFGQRSSQQYARILTAKDLPSKVSSSSCCSSTTSSSSST

KKVDIVGADNDDASPPAAAAAGGMKRSPSQSSVVTAAAD
EEGAQEDKEDADAAAAAADEKMSMKRSASQSSVVTAEPD
AAAADDDEHDAVEAA - - - - - - - - - - - - - - - - - - -
AGKAEAPAAEKAKRPAEAAA - - -
GTACCGGAGARDVED- - -

KGKSDPRHDDQET - - -
L SRANATAGTKRAADSVSAS - - -
MAKP I TFPGFEDDDVVSTMI - - -

- ISLVYKTNPTTHGAKRVL EHTVGAKPS -
-DEPEKPSTTPSVRSNKRASPE | SEE
STNANDKKRSF | DAFEESSGNEDGPQTLP -
SGGRGGGGGGKGKANARGERGR
-ATKQSEKQTPNSNLAKSNKRSLPDMNEEPAGS - -
----------------- TSQQENPST
-VGAKNEVETPNKATGKRGFAETVDLKLNL QAKEGVMD -
—————————— HSTYYQPREDDGI IDLGLS
- - - -DEPEKPSTTPSVRSNKRASPE | SEES
-ATEQLEKQTPNSNVTKSNKRSLPDMNEDSAG- - -
L GFSLNNNNSKDKSFVSGARRGF SVA | HGGSANW F SGNAG -
- - - -VGVKNEVETPNKATGKRGFAETVDLKLNLQAKEGVMD -
--------- SCEDGNYLDNKRSFEVAFEKN I KDASQELP - - = = ===« c o cmomoo s LLLMSGQPNDEDDMNGEKKI----------------SRS
TNNTNGYPLRPLKNLVSGTKRGFSDA | VGSSGKWF SGSNGSEVDLGKGA | LFSPR - - GDNGNSQKSCVAGPAKKDDVAQSPKPVQEK | SQVAAANE
--------- GGGAEGEMVRKRGF SETVDLKLKLS - = - = =« =« =-c-cocamaouocooooo---_ . SKESGADPNHEKTSSLQREK- - - -
HPSNDGHYSSTQKNVVSGNKRVF SDAMDEF SESKFL SNSEVNAML SPRPSPNMGL KPGML ENL GVQQAKVKE | VAPKAGQERPHAANE - -
----------- DDGHKNDKKRVFSEVSGEANS - - - - = = = = = =« = & = o oo oo oo oo oo
TTHGAKRVL QHPVGAKTSEGNWFTDTNVKQCKKFSCYQEEAEKVFSSPWL SSSLHSSSFHREAKKEL QKPKPSFLQCSKVEEL QYPDKMACSTPASASFSVTTDGAN
--------------- SGGGGKGKANAWGECGR - - « = = = == == === «=nceooeoeoeooooooo- |[LTAKDFPSVRAADSVSHEG- - -----------------
- - - -GGGGTEGGEFARKRGFSETVDLKLN- - - L SSKEGGI DPNHEKTQREKN - - -
- -ASNGNDGEAAKGNGKRGF SETVDLKLNL - - STKETGKDGSDQEKVVMKEK - - -
----------- DWSLKNTSNRERHESQLNSFG YFTNGNQQTHKFPSSAENSH - - = = = = = =« =« = o oo oo
TNNTNAYSL I PVKNLVSGAKRVFSDA | DGSTGKW F SGGDNGNPQKSRYV - AGPAKKDVAQSPKPVQEKNS - - - - QVAAANE
ERHKSQLL SFGYFTNGNQQTHKFPSSAENSHVWFNKKQQGKVPPSYLNFPSSSTPPTATATQQSLP - - VMDKESSQPCCTKVVVEL PQCAEKKAFSTPAPANTAVPN
----- | GNGNDGEVAKSNGKRGF SETVDLKLN - = = = = == === o oo oo meooooooo oo L STKESGKGGDEEKVMKEKT - - - - = = = - - - - -

- -GCTNEKGVSGARNNKRPFPETREEGGA - - - NGKSDAQHDDQETASAPNTY - - -
ENGPKNEKKRVFSEL SGEANS - - -
- - - -SRGLAL | EKTSGKRGFLETVDLNLGRSSN
----- -STNDNDKKRSF | DASEESSRNEDVPRTLP
----- TSRQDNPST
------- ENGPKNEKKRVFSEL SGEANS -
-QEEQQLEL SCVRSNNKRKNNDSTEES
- -TEK I KEEQEVSCVKSNNKRL FEETRDEEES - -
- -DNVCEAKERVSCCNNNNKRVL STDTEKE I E - -
EETVSCGKSNKRVLPEATEKEIE - -
IVVSGES | SGKKRASPEVE I DLK - -
- -NYSE I SVCGSSKKKKRVL SDMMT
- -AEAVESPAKSAVGSKRGFSETVDLMLNL - -
PSKDNGSATTGHKNVVSGNKRGFADTWDEF SGVKGSVRPGGG I NMML S - -
LPSKDE I CSSSQKNNASGNKRGF SDTMDQF AEAKSSVYTEKNW.
T RRKVRSSLSSSSSS - -
L GRKGYRDCRVYADD - - -
AWKERGR | LTAKDFPSVGSKRSAESSSHQGAS - - -
rrrrrrr GGTAAK | GKSGGGGAWGERGR - - -
- -TETVESPAKSGVGNKRGFSETVDLKLNLQSNKQ- - - -
- - -PTNASEGPKKFGNKRRFLETVDLKLG- - -
- - - -NHGGEMAGKNNGKRGF SETVDLKLNL - -
DTVAPVTGNKRGFSETVDLKLNLNNEPANKEGS
EDDDESMI RHMKKEPKDKS I LSLA
DVAEKMMKKRAFTEMNMTSSG- - -
------------ TSSGTQYFNGGYGYS
----- DEEDHSA I KKKNTE | RN I KKETEDKSFH
RVDSRFLALNKSSCPVSGAKRVFSDA | NDSNKWFSPG- - - -
QF TSNNNINGSKQKSSTKETSFLS - - - === === =mom-o-
ASCLGTEKLRFEATFGLGNVEENCYMPKQR
SSSGQYYN-

--EGYWFTDTDEKQYKRAA - -
SRSKGSSSVSSNVENGERDS - - -
LLVWNNQPNDEDDFPKDLDN - - -
ILTAKDFPSVRAADSVSHEG- - -
SRENSSTVSSNDKKSHDQET - - -

LNENIKNITSKDKNHLPAVT - - -
LRTLKPEAYHPSGHLVGLEG- - -
RSKGSSSLSSNVENSEGDDA - - -
RRESSSVSSNDKKSHEQET - - - -
SDPNFSLRGANSGKEGFPHSSKPVVQENKSQVDGANTNG
LNENIKNIASKDKNHLPADT - - - - - - - - - - ----- -~

VDSDHNKYSGESETDVPNTA - - -
LLVWNNQPNEEDDPPKDLDN - -

- - -SSSRKTET- - -
- -STGKTETAS- - -

SSALDTENENSVVSSVEDES - - -
QSNKEGSVDLKNVSAVPKEK - - -
PKVKDVSKS | QEERSHAKGG- - -
MFPEAAATQSVTKKDVPQNI - - -
LTRESGTKRSADSSPAAASN - - -
SSSSSSSSSLSRASVIAGIK- - -

LLTAKDFPSVGSKRAADSAS - -

GHVDLNTNGAPKEKTFLKDP - - -
EAHENNY I SSM- - -
SSTAMDSVSKVDLENMKEKYV - - -
TTHDVVTFDSKEKSACPKDP - - -
GKYFSPSSTKTTSHK - - -
SNSDQCESGVVSSGGDAEKYV - - -

CFNGNHFSPSNKTTSVPHIS
STTATGDVGSGSGPRTSVVKDGKSTTFTKPAVPVKEKKS

-SKFHTYYSQTKKGGGV IDLGLS -
- ---QDSLQRRFHQDNSTTQQ-

TA++DGEAL+SESS+KSGNKRGFSETVDLSLSL+SASGSE+++++K++ -AS++ -P------------- LSTASGSPGSEDEKPVEAEAA+S+K++S+P+SVVAAAAT
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LOC 0s01g48450.1/11667.m04699/1-272
LOC_0s01953880.1/11667.m05292/1-262
LOC_0s02913520.1]11668.m01248_altSplice/1-308
LOC_0s02g49160.1/11668.m04779/1-206
LOC_0s02956120.1/11668.m05537/1-183
LOC_0s02g57250.1/11668.m05658/1-282
LOC 0s05008570.1/11682.m00824altSplice/1-213
LOC_0s0509480.1|11682.m00921/1-229
LOC_0s05914180.1]11682.m01308/1-258
LOC_0s05044810.1/11682.m04283/1-328
LOC_0s05048590.1/11682.m04652/1-282
LOC_0s06g07040.1/11680.m00651/1-184
LOC 0s06022870.1/11680.m02247/1-267
LOC_0s06g24850.1|11680.m02452/1-150
LOC_0s06939590.1/11680.m03858/1-194
LOC_0s07g08460.1/11673.m00782_altSplice/1-220
LOC_0s08g01780.1/11674.m00085/1-247
LOC 0s11g11410.1/11687.m01091/1-144
LOC 0s11911420.1/11687.m01092/1-163
LOC_0s11911430.1/11687.m01093/1-172
LOC_0s1240900.1/11686.m04059/1-198
LOC_0s12940890.1/11686.m04058/1-278
LOC_0s03g43400.1/11669.m04312/1-234
LOC_0s03g43410.1/11669.m04313/1-227
LOC 0s03g53150.1/11669.m05378_altSplice/1-237
LOC_0s03g58350.1/11669.m05916/1-198
LOC_0s09935870.1/11681.m03177/1-141

PoptrlAA3.6/1-192
PoptrlAA11/1-290
PoptrlAA33.1/1-149
PoptrlAA33.2/1-117
PoptrlAA28.1/1-239
PoptrlAA3.4/1-199
PoptrlAA29.2/1-233
PoptrlAA12.2/1-258
PoptrlAA3.2/1-203
PoptrlAA20.2/1-175
PoptrlAA7.2/1-248
PoptrlAA34/1-194
PoptrlAA3.3/1-199
PoptrlAA3.1/1-201
PoptrlAA27.1/1-307
PoptrlAA7.1/1-267
PoptrlAA29.1/1-229
PoptrlAA27.2/1-349
PoptrlAA16.4/1-237
PoptrlAA9/1-366
PoptrlAA19.3/1-184
PoptrlAA28.2/1-332
PoptrlAA12.1/1-276
PoptrlAA16.3/1-229
PoptrlAA16.1/1-250
PoptrlAA26.2/1-249
PoptrlAA27.3/1-335
PoptrlAA26.1/1-338
PoptrlAA16.2/1-246
PoptrlAA3.5/1-207
PoptrlAA19.2/1-189
PoptrlAA15/1-220
PoptrlAA29.3/1-233
PoptrlAA20.1/1-174
PoptrlAA19.1/1-189
IAA1/1-168
IAA2/1-174
IAA3/1-189
IAA4/1-186
IAA5/1-163
IAAB/1-189
IAAT/1-243
IAA8/1-321
IAA9/1-338
IAA10/1-261
IAA11/1-246
IAA12/1-173
IAA13/1-246
IAA14/1-228
IAA15/1-179
IAA16/1-236
IAAL17/1-229
IAA18/1-267
IAA19/1-197
IAA20/1-175
IAA26/1-269
IAA27/1-305
IAA28/1-175
IAA29/1-251
IAA30/1-172
IAA31/1-158
IAA32/1-143
IAA33/1-171
IAA34/1-185

Consensus

220 230 20 250 %0 20, 280 20 00 310

. . .
-DAPPAPKARVVGWPPVR- - - - - - - SFRKNALA - - -AKFVKVAVDGAPYLRKVDLEAYSGYDQLL

------- AAPVVGWPPVR-=- - - - - - -SFRRNLAS - - SSSSSSKQAPPPPSSSPQNGDKASKDGGAEK - -GMFVK I NMDGVP | GRKVDLAAYGGYAQL S
APPQPAAKAQVVGWPP IR~ - - - - - - SYRKNTMA - ----TNQIKSNKEDVDAKQGQG- - - -FLYVKVSMDGAPYLRKVDLKTYKNYKDMS
- -STPRNSQVHADWPP I K- - - - - - - PFLRSALQ- KASAAGGGGARRRR - - - -TLFVKVYMEGVP IGRKLDLLLLDGYDSLL
- - -PPAAKAQVVGWPPVR- - - - - - - NYRKNTLA - ASASKGKGEDKGTAEGG - -PLYVKVSMDGAPYLRKVDLKMYSSYEDLS
QTQGRGAAAPVVGWPP IR - - - - - - - SFRRNLAS - SSSSKHSPEPQNDNANAKVTLTCKK - -NPLVKINMDGIPIGRKIDLAAYNSYDGLS
CFQTRSPSTPVVGWPPVR TFRRNLAT - SSKASLELQNGKKAAKAEE I KR - -APFIKINMDGVP | GRKIDLNAFDSYEKLS
--LTLSSVVHIDGNNP - STPRSSLT - -TATVTADRGGGGGGHGRRR SLFVKVYMEGVP | GRKLDLLPLDGYKGLV
- - - -RRRKKTVVGWPPVS SARRACGG - -ANYVKVKKEGDA | GRKVDLALHSSYDELA
ASGHPHSSFGVVGWPPIR- - - - - - - QFRMNSLF - - - -NQAKENTSETDTKKTATNESDVQKDKEEGEKKGRYV - -AGWKVNMDGEV | GRKVDLNAHRSYKTLA
-ESPPSPKARVVGWPPVR- - - - - - - AFRKNALA - ALAAASSSK - -AKFVKVAVDGAPYLRKVDLEAYRGYDQLL
-FKASRPAAPVVGWPPVR- - - - - - - SFRRNLAS - -ARFVKVNMDGVP | GRKVDLAAHGGYGELS
APQAPAAKAQVVGWPPIR- - - - - - - SYRKNTMA - -FLYVKVSMDGAPYLRKVDLKTYKNYKDLS
NPQGRGAIPPVVGWPPIR- - - - - - - SFRRNLTN - -RPLVKINMDGIPIGRKVDLQIYDSYQKLS
AGAPRAAKAQVVGWPPVR - - - - - - - SYRKNTLA - -CCYVKVSMDGAPYLRKVDLKTYSSYEDLS
- -EMGNKRRKLVGWPPVK - - - - - - - CLHRRRDG:- - - - - - - - - - - - - m s oo oo m oo m o m e GCG- - - -GGYVKVKMEGLA | GRKLDLS ILGSYAELL
KAQAPAAKAQVVGWPP IR - - - - - - - SYRKNTMA - -MSQPALKGKDDGEAKQAPASG- - - -CLYVKVSMDGAPYLRKVDLKMYKNYKELS
- -NRAASSAQLVGWPPVR=- - - - - - - TFRKNLST - ----PKPADADDLMNKMKPCSDEGHGSRDAAQERRPSS - -TMFVKVNLEGYAVGRK IDLKAHRSYDSLS
- -KPPSPKARAVGWPPVR - - - - - - - AYRRNALR - -AKLVKVAVDGAPYLRKVDLAAHAGYAPLL
- - -AAPAKAQVVGWPPVR=- - - - - - - AYRRNTFH - QAAAAAAATKKGGDEKQKQQQQGG - -GLYVKVSMDGAPYLRKVDLKMCKGYRELR
RENRAASSAQLVGWPPVR - AFRKNLST - - -PKPADADDL MNKVKLCSDEGHGSRCAAQERRSSS -TMFVKVNLEGYAVGRKIDLKAHRSYDSLS
- ----AADETTAPPPR- - -SAAAATEASRTL -NMFAKVHMDGYKVGRK INLRAHRNYDSLR

- - - -PEVKPAGLSPSR- .- - .- - - -FVKVFMHGEPFERKINLAIHNNYDSLS
- -NASAEPVVKPGLSPSR- - --------------mmmmo o - - -FVKVFMHGEPFGRKINLALHNNYDSLS
-KPAAAAKAQVVGWPPVR - - - - - - - SYRKSCLQ--------- -GLFVKVSMDGAPYLRKIDLKVYKGYRELR
PEKPRAPKAQVVGWPPVR - - - - - - - SYRKNILA--------- -AAFVKVSMDGAPYLRKVDLKMYKSYLELS
PDKPRAPKAQVVGWPPVR - - - - - - - SFRKNVLA- - - - - e e et et et m ettt e e s - - -AALVKVSMDGAPYLRKIDVAMYKSYPELS
- - -PPVAKAQVVGWPPVR=- - - - - - - SYRKSCFQQQSAAASKSKAAVSSCNNKDEP I TKNAAPAPAASSAAAANG- - - -GSLVKVSMDGAPYLRKIDLRMYKGYRELR
AEKPPAPKAQAVGWPPVR - -VQSVKSKKEEEADKQQQQPAANASGSNS - -SAFVKVSMDGAPYLRKVDLKMYNSYKDLS

-GLYVKVSMDGAPYLRKVDLRMYGGYRELR
-AYFVKVSMDGTPYLRKVDVAAYGDYLELV
-GMYVKVSMDGAPYLRKIDLKVYKGYPELL
- - -SLFVKVNMDGTL | GRKVDLNAHGCYETLA
VALEGRS ICQRISLHKHESYHSLA
VVLEGRS ICQRISLHKHASYHSLA
-SSTPKLVSESRNKPPKEGSSLKPDSFRN DLFVKINMEGVP I GRKINLNAYDSYEKLS
- - -APPAKAQVVGWPPIR- - -----SYRKNCLQ---=--------- oo m oo PKKNDQVDGA - - - -GMYVKVSVDGAPYLRK IDLKVYKSYPELL
SNKSDGESDWIVGWPP [ K- - - - - - - -FKKKKLS--------------- RQSSRALE INRAVDNGYEDCQARTSK - - - - YMY | KVKMEGVG I ARK | DVSLHHSFPTLK
--GSPTAGSQVVGWPPIR~- - - - - - - AYRMNSLVNQAKAARAEEDKGI| GEKD I SKDNLKKK I CNGNKTSAPSNEKGH - -LGFVKVNMDGI P I GRKVDLNAHACYETLA
---APPIKAQVVGWPP IR AKKLEAEAA- - - -GLYVKVSMDGAPYLRKIDLKVYKGYPELL
----- PSDQQL SDWPP | K SEENECSSA----TFFVKVYMEGIPIGRKLNLLAHDGYHDL |

-GASPASKVQVVGWPPVG
-SARRARRGRKNGHPPPS

- - -SSSSSTAAAAKGKGGGETDQGRKNKGG -

DPAKPPAKAQVVGWPPVR QKNASEEGEKASTGGSS - -AAFVKVCMDGAPYLRKVDLKMYRSYQELS
——————— YGDL MDWPRAN SY I RFTPQDCDEEAEGVQSKDR - -WAYVKVNMDGV | VGRK | CMLDHGGYSSLA
----PPAKAQVVGWPPIR- - - - - - - SYRKNCLQ- - - - - -PKKNDRVDGA - -GMYVKVSVDGAPYLRKIDLKVYRSYPELL
- - -APPTKTQVVGWPPIR- - - - - - - SYRKNCLQ- - ----cemem i e mm e e e e e et c e e ARKLEAEAA- - - -GLYVKVSMDGAPYLRKIDLKVYKGYPELL
HGAAPASKAQVVGWPP IR- - - - - - - SFRKNTMA - - - - - - - - o oo oo e o - SHL SKNDDGAEVKSGSG- - - -CLYVKVSMDGAPYLRKVDLKTFGSYMELS
DPAKPPAKAQVVGWPPVR - - - - - - - SYRKNVLAQKNASEEGFRAQVVGWPPLRSYRKNVLTQKNASEEGDKASTGGSSAAFVKVCMDGAPYLRKVDLKMYKSYQELS

I NKDDEEENQVVGWPP | K
NSSAPAAKAQVVGWPP IR
DPAKPPAKAQVVGWPPVR
NSSAPAPKAQVVGWPP IK -

- - -HQHQAGHVVNSTRMATAGNYEYGTGSN - -
————————————— SSLVKNNEDVEGKSGYG- -

-SKYVKVKMEGVA ITRKIDLRLYNSYQTLT
-CLYVKVSMDGAPYLRKVDLKTYSNYLELS
-ATFVKVSMDGAPYLRKVDLKMYKTYQELS
-ALF IKVSMDGAPYLRKVDLRNYSAYQELS

DDRKVQTKSQVVGWPPVC- - - - - - - NERDRHHETS - - - -KI1YVKVSMDGAPFLRK I DLGMHKEYSDLV
SCHKRCALATVVGWPP IR~ - - - - - - SSTSKMVSELPNKTSEEGSSLKPDSFRN- - - -DLFVKINMEGVP I GRKINLNAYDSYEKLS
- -GSPTAGSQVVGWPPIR- - - - - - - AYRMNSLVSQAKAARAEEEKG| GEKDKSKENL KKK I CNGNKTNATGNEKGH - -LGFVKVNMDGVP | GRKVDLNAHACYETLA
DPAKPPAKAQVVGWPPVR ----VQKSSTDQESTDKVPGGN - - - -ATFVKVSMDGAPYLRKVDLKMYKTYHELS

DPAKPPSKAQVVGWPP IR
- - -VXTAPGPVVGWPP IR
NSSAPAAKTQVVGWPP IR
SSQKRIAPGPVVGWPP IR
DPAKPPAKAQVVGWPP IR
FDMHATCRVQIVGWPP IR
DGRKTQTTSQVVGWPPVC
- -KPPAAKAQVVGWPPVR
SNKSDGESDGIVGWPP I K -

- -VQKNSNDEGEKASSSGTTGT - -AAFVKVSMDGAPYLRKVDLKLYKSYRELS
SSGSYSKPTVESQNKPVETCKK - - - -GLFVKINMEGVP | GRKVDLKAYDTYEKLS
SSLAKNNEDVDGKSGYG- - - -YLYVKVSMDGAPYLRKVDLKTYGNYLELS
SSGSNSKPTFESQNKPAGTCKK - -GLFVKINMEGVP | GRKVDLKAYDSYEKLS
VQKNSNDNGEKSGSSGTG - -VAFVKVSMDGAPYLRKVDLKLYKSYQELS
- - - -PKKAEDEAAA - -GMYVKVSMDGAPYLRKIDLKVYKGYPELL
-K1YVKVSMDGAPFLRKVDLGMHKEYSDLV
-CKYVKVAVDGAPYLRKVDLEMYNSYQQL L
-SMY | KVKMEGVGIARKIDVSVYRCFPTLK
-TLFVKVYMEGI QI GRKLNLLAHDGYHDL |
K1YVKVSMDGAPFLRKVDLGMHKEYSDLV
-VSYVKVSMDGAPYLRKIDLKMYKNYPELL
-VSYVKVSMDGAPYLRKIDLKTYKNYPELL
-Gl YVKVSMDGAPYLRKIDLSCYKGYSELL
-GNYVKVSMDGAPYLRKIDLTMYKQYPELM
-SSYVKVSVDGAAFLRKIDLEMYKCYQDLA
- IGYVKVSMDGVPYMRK I DLGSSNSY INLV
-AGLVKVSMDGAPYLRKVDLKMYKSYQDLS
-VLFVKVSMDGAPYLRKVDLRTYTSYQQLS

- - -RQNSRVLEVNRAVDNGCEDCQARSSN
e cPSPGKAVT - - o c o e e e SEENECCSS
- - - -SYRKKNSF - - - -NEKDSHETS

DGRKTQTTSQVVGWPPVC -
- -APPPAKTQIVGWPPVR
---TPPTKTQIVGWPPVR
- - -SPPRKAQIVGWPPVR
----- PPKAQIVGWPPVR
- -CEPAKKSQVVGWPPVC
---LPVVKSQAVGWPPVC
DPSKPPAKAQVVGWPPVR
LNNAPAAKAQVVGWPP IR

QQKTSSGAEEASSEKAGNFGGGAAG -
SSTSKNTDEVDGKPGLG -

SSSPPAAKAQIVGWPPVR - - - - - - -SYRKNTLA- - - - - - - - - - oo oo oo oo o TTCKNSDEVDGRPGSG - -ALFVKVSMDGAPYLRKVDLRSYTNYGELS
----- ATRQVAVGWPPLR- - -----TYRINSLVNQAKSLATEGGLSSGIQKETTKSVVVAAKNDDACF | KSSRT - -SMLVKVTMDGV | | GRKVDLNALDSYAALE
ADSMAATSGQVVGWPPIR- - - - - - - TYRMNSMV - - - - - - - - - - NQAKASATEDPNLE | SQAVNKNRSDSTKMRN - -SMFVKVTMDGI P | GRKIDLNAHKCYESLS
----PPRSSQVVGWPPIG- - - - - - - LHRMNSLYV - - -NNQAMKAARAEEGDGEKKVVKNDELKDVSMKVNPKVQG- - - -LGFVKVNMDGVG | GRKVDMRAHSSYENLA
AGSSPPRSSQVVGWPP I G- ----SHRMNSLV - -------- NNQATKSAREEEEAGKKKVKDDEPKDVTKKVNGKVQVGF | KVNMDGVA | GRKVDLNAHSSYENLA
- -SKPPAKAQVVGWPPVR NQKSGEAEEAMSSGGGT - - - -VAFVKVSMDGAPYLRKVDLKMYTSYKDLS
----- VTNDQLVGWPPVA S e e -s--- oo ------------KYVKVALDGAAYLRKVDLGMYDCYGQLF
- -VKPPAKAQVVGWPPVR GQKPTTGDATEGNDKTSGSSGATSSASACAT - -VAYVKVSMDGAPYLRKIDLKLYKTYQDLS
- -AKPPAKAQVVGWPPVR - - - - - - -SYRKNVMV - - - - - - - - - oo oo m e oo s SCQKSSGGPEA - -AAFVKVSMDGAPYLRKIDLRMYKSYDELS
----RTAPGPVVGWPPVR - -GSSSKLGNDSTTSNGVTLKNQKCDAAAKTTEPKRQG - -GMFVK INMYGVP | GRKVDLSAHNSYEQLS

-NDSPAAKSQVVGWPPVC- - - - - - -SYRKKNSC - - - - - - - - - oo o oo m o e e oo m e e KEASTTKVG- -LGYVKVSMDGVPYLRKMDLGSSQGYDDLA
----------- VAAPAVE - -EEEEENECNSVG- -SFYVKVNMEGVP | GRK I DLMSLNGYRDL |
- -QKRTAPGPVVGWPPVR=- - - - - - -SFRKNLAS - - - - - - - - - - TSSSKLGNESSHGGQINKSDDGEKQVETKKE - - - -GMFVK I NMDGVP | GRKVDLNAYNSYEQLS
SATAPASKAQVVGWPP IR- - -----SFRKNSMA- - - - - - - -----------o SSQSQKPGNNSETEEAEAKSGPEQPCLYVKVSMEGAPYLRKIDLKTYKSYLELS
- -NNRVEVAPVVGWPPVR- - - - - - -SSRRNLTA- - -----------ommmommm oo QLKEEMKKKESDEEK - - - -ELYVKINMEGVP I GRKVNLSAYNNYQQLS
VYDDEEENSEVVGWPPVKTCMIKYGSYHHRH I RNHHHCPYHHRGRRI TAMNNN I SNPTTATVGSSSSSSISSRS - - - - SMYVKVKMDGVA | ARKVD I KLFNSYESLT
- - - - -GGDNHEYDGVG - -EEEEQNECNSVG- - - -SFYVKVNMEGVP | GRK IDLLSLNGYHDL |

SPQREARQDWPP I K -
---YGEL | DWSQPS -
PRDTTTPF | PKPASK -

- - -GRRLLRRGDDT SLFVKVYMEGVP | GRKLDLCVFSGYESLL
------SEDTGHQRLAQGYYNNEGESRGK -YAYVKVNLDGLVVGRKVCLVDQGAYATLA
------SGAAGRSFQGFGLNVEDDLVSSV -VPPVTVVLEGRS ICQRISLDKHGSYQSLA

.................................. WGYVKVTMDGL VVGRKVCVLDHGSYSTLA

----YNSITQLK
- - - -NHNNSNSS

DPA+PAAKAQVVGWPPVR- - - - - - - SYRKNTLANQAKAAS++KAQASSTQNSSS+SPNK+SKN+EEKKGESGSGGH - -AL+VKVSMDGAPYLRKVDLKAYKSYEELS



LOC_0s01908320.1/11667.m00781/1-208
LOC_0s01909450.1/11667.m00901_altSplice/1-237
LOC_0s01913030.1/11667.m01279/1-267
LOC_0s01918360.1/11667.m01799/1-204
LOC 0s01g48450.1/11667.m04699/1-272
LOC_0s01953880.1/11667.m05292/1-262
LOC_0s02913520.1]11668.m01248_altSplice/1-308
LOC_0s02g49160.1/11668.m04779/1-206
LOC_0s02956120.1/11668.m05537/1-183
LOC_0s02g57250.1/11668.m05658/1-282
LOC 0s05008570.1/11682.m00824altSplice/1-213
LOC_0s0509480.1|11682.m00921/1-229
LOC_0s05914180.1]11682.m01308/1-258
LOC_0s05044810.1/11682.m04283/1-328
LOC_0s05048590.1/11682.m04652/1-282
LOC_0s06g07040.1/11680.m00651/1-184
LOC 0s06022870.1/11680.m02247/1-267
LOC_0s06g24850.1|11680.m02452/1-150
LOC_0s06939590.1/11680.m03858/1-194
LOC_0s07g08460.1/11673.m00782_altSplice/1-220
LOC_0s08g01780.1/11674.m00085/1-247
LOC 0s11g11410.1/11687.m01091/1-144
LOC 0s11911420.1/11687.m01092/1-163
LOC_0s11911430.1/11687.m01093/1-172
LOC_0s1240900.1/11686.m04059/1-198
LOC_0s12940890.1/11686.m04058/1-278
LOC_0s03g43400.1/11669.m04312/1-234
LOC_0s03g43410.1/11669.m04313/1-227
LOC 0s03g53150.1/11669.m05378_altSplice/1-237
LOC_0s03g58350.1/11669.m05916/1-198
LOC_0s09935870.1/11681.m03177/1-141

PoptrlAA3.6/1-192
PoptrlAA11/1-290
PoptrlAA33.1/1-149
PoptrlAA33.2/1-117
PoptrlAA28.1/1-239
PoptrlAA3.4/1-199
PoptrlAA29.2/1-233
PoptrlAA12.2/1-258
PoptrlAA3.2/1-203
PoptrlAA20.2/1-175
PoptrlAA7.2/1-248
PoptrlAA34/1-194
PoptrlAA3.3/1-199
PoptrlAA3.1/1-201
PoptrlAA27.1/1-307
PoptrlAA7.1/1-267
PoptrlAA29.1/1-229
PoptrlAA27.2/1-349
PoptrlAA16.4/1-237
PoptrlAA9/1-366
PoptrlAA19.3/1-184
PoptrlAA28.2/1-332
PoptrlAA12.1/1-276
PoptrlAA16.3/1-229
PoptrlAA16.1/1-250
PoptrlAA26.2/1-249
PoptrlAA27.3/1-335
PoptrlAA26.1/1-338
PoptrlAA16.2/1-246
PoptrlAA3.5/1-207
PoptrlAA19.2/1-189
PoptrlAA15/1-220
PoptrlAA29.3/1-233
PoptrlAA20.1/1-174
PoptrlAA19.1/1-189
IAA1/1-168
IAA2/1-174
IAA3/1-189
IAA4/1-186
IAA5/1-163
IAAB/1-189
IAAT/1-243
IAA8/1-321
IAA9/1-338
IAA10/1-261
IAA11/1-246
IAA12/1-173
IAA13/1-246
IAA14/1-228
IAA15/1-179
IAA16/1-236
IAAL17/1-229
IAA18/1-267
IAA19/1-197
IAA20/1-175
IAA26/1-269
IAA27/1-305
IAA28/1-175
IAA29/1-251
IAA30/1-172
IAA31/1-158
IAA32/1-143
IAA33/1-171
IAA34/1-185

Consensus

3 40 30 %0 30, 8 30 400 40, 420
RALQDKFFSHFTIPID- -GRKVAGKFADDERKL VDAV -NGTEYVPTYEDKDGDWML VGDVPWKMFVET CQRL RLMKSSEAVNLAPRAAQX - - - - - - - - - -
AAVDKLFRGLLAAQSA- - - - - - - AADGEADAAAAGEM- - - - - - - VGGGEYTLVYEDDEGDRMLVGDVPWQMF | ATAKRLRVLKSSDLPPPSVSLPPTNHHDQSKX - -
LGLEKMF | GFSTGKEG- AENQKDGEYVLTYEDKDGDWML VGDVPWEMF TDSCRRLR | MKGSDA | GLGCSQLRLVPLFVPKLX -
IKLCHMFKTP I TYADV - -MECHQQVP - - - - - - - GQKAAHVLTYEDQDGDWMMYGDVPWEL FLSSVKKLR I ARMDKCX - - = = = = = === === ===~
MAL EKMFSCF I TGQSG - -L RKSSNRDRL TNGSKADAL -QDQEYVLTYEDKDADWML VGDL PWDLFTT | CRKLK | MRGSDAAG | APRS | EQSGQSRX - - - -
SAVKQLFHGFL QARCRX = = = = = = = = = = = = = = = == = === == ===
LAVDKL FRGLLAAQRD - PLTAGAKDCQQEDVA I SGLL - - - - - - - DGTGEYTLVYEDYEGDKVLVGDVPWGMFVSSVKRLRVLKTSDLSSSVSTSFHLSS ITSNSV IS
ARLASMFRAS I TYHHC HRQFAVVGMK - - - - - - - TNKVHHVL TYEDQEGDWMMAGDVPWEL FL TSVKRLR | ARADDKYCYSCX
ATLARMFPTNDHQGEK - GDAAGPVVTYEDGDGDWML VGDVPWDDFARSVKRLK ILGX - - - = - === -~ -~~~

LALELMFTKPSIGLCA - SHNTNSLKLL - ------ DNSAEYQLTYEDRDGDWML VGDVPWEMFVSSVKRLRIMRTSDANGL GQRYQG I HRT I ASTRGR
AALQDKFFSHFT I RKL - GNEEMKLVDAV - - - - - - - - SGNEYVPTYEDKDGDWML VGDVPWKMFVETCQRLRLMKSSEAVNLAPRSAX - - - - - - - - - - -
AAVDRLFRGLLAAQRDPTMATAAAAAAAGESCTGEEEA I AGLLDGGSGEYTLVYEDDEGDQMLVGDVPWNMF | AAARRLRVLRSSDLNAST | RAGSRKRAAAEX - - -
TALEKMF IGFTTGKDG- - - - - - - - - ===~~~ - LSES------- RKDGEYVLTYEDKDGDWMLVGDVPWEMFANSCRRLRIMKGSDA | GLAPRAVDKSKNRNX - - - -
SAVEELFRGFLEAQKD-LSCAESGEQGAEDKIFSGLL - - - - - - - DGTGVYTLVYEDNDGDRMLAGD | PWKVFVSTVKRLRVMRRSELPHDMI GADPVKX - - - - - - - -
LALEKMFSCF ITGRSS - -SHKTSKRDRLTDGSRADAL - - - - - - - - KDQEYVLTYEDKDADWML VGDLPWDLFTTSCRKLR I MRGSDAAGMAPRSLEQTGQNKX - - - -
DTLHLMFPSTNQEDGH - - - - - - ----------mmmm oo o DRRRRHPYAVTYEDGEGDWMQVGDVPWEAFAKSVKRLKILVX - - -----cmmmmmmmoo oo
LALEKMFSCFTVGHGE - - SNGKSGRDGL SDCRLMDLK - - - - - - - - NGTELVLTYEDKDEDWML VGDVPWRMFTDSCRRLR I MKGSDAVGLAPRATDKSKNRNX - - - -
QALQSMFHGFLSDGIA - TRDNELQRME - - - - - - EGSKKRYVLVYEDNEGDRMLVGDVPWEYVCLLX - - ------------mmmmmm o

RALHGMFASCLAVRGG -
EALDLLFTKCFSATAS -
QALQSMFHGFLSDGIA

- - -GGGDGEGTKLVDLV - - - ----- TGAEYVPTYEDKDGDWML VGDVPWKMFVESCKR I RLMKSSEAVNL SPRRSSRX -
SDGQFAIAYEDKDGDLMLVGDVPWEMF | SSCKKLRIMKGSEARX - - - - - - - - - -
-EGSKKRYVLVYEDNEGDRMLVGDVPWELF I ASVKRLY | AQDPRVHAKLRX

TRDNEL QQME - - - -

RVLTKMTHNFFCPADY SSTNKGEEDC- - - - - - - AKSDEF IFLYEDFEGDRMLVGDVPWELFLASAKRLY | AKNPAPRNKEHAE | AKRKETEDA I DN
FTLKRLGNNYSMSPFE ----LEGFVNNEEDGA I DNDFDLLYDDMNGVRYLLGEVPWEVFTITVKRIY |VPAEQQNESEYQEEEEDNAAAAATAD
FTLKKLGNNYSMSPFE - LEGLVNKEEDGA IDSDFDLL YDDMDGVRYFLGDVPWEVFTTTVKKIY |VPAEQQNENDYQEEEEDNAAAAATAD
EALEAMFLCFSGGAAA - VNPSDFAVTYEDKDGDLMLVGDVPFEMF | STCKRLRIMKGSEARGLGATRGX - - - - - = - - - - -

KALEKMFSSFT I GNCG -
MAFQNMFTSFT | GKCG -

-SHGVNGMNESK I ADLL - - - - - - - - NGSEYVPTYEDKDGDWML VGDVPWEMFVESCKRLRIMKGSEA | GLAPRAMEKCKNRSX - - - -
SHQQLKESNKL - - - - - - - RDDLEYVPTYEDKDGDWML VGDVPWEMFVESCKRLRIMKGSEA | GLAPRAVEKCKSX - - - - - -

EALEAMFVCFSGAADG - ANPSEFAITYQDKDGDLMLVGDVPFDMFTSTCKKLRIMKRSEATGLGSPRQMK I X - - - - - - - -
LALQKMFGTFTATGNN - -NGSDAVTTYEDKDGDWML VGDVPWQMFVESCKRLR I MKGSEA | GLAPRAKDKYKNKSX - - - -
DALDALFGCFSADASA - -SAAHFAVAYEDKDGDLMLAGDVPWDMF | SSCKKLRIMRGSEARX - - = = - - - - === - oo oo - -

EALNDMFYCST | GLMD -
KALENMFKLT I GEYSE -

GYGEWEHAVVYEDGDGDWML VGDVPWEMFVSSCKRMRVMRACEARGL SSNAX - - - -
KGSEYAPTYEDKDGDWML | GDVPWDMFLSSCKKLR I IKGSEATG

QALENMFLRTTTTLNMARLSTPEHK I MIDAKRHSQLL - - - - - - - GGSSEFVLTYEDKDGDWML VGDVPWGMF | SSVKRLR I MRMSEAT GL GK
KALRQMFVDGAGSDSG- - -QNTSSASDSVSDLDLDLS - - - - - - - NATPGHL IAYED I ENDLLLAGDLNWQDFVRVAKRIRILPAKGNSRKATGGTAYV - -
KALRQMFVDGGSDSGG- - -STASSASESVSDHDLDLT - - - - - - - NAVPGHL IAYED I|ESDLLLAGDLNWKDFVRVAKRIRILPAKGNSRK

VA IDELFRGLLAARRE -TADPRNDKKVKEANANAGSV - - - - SGSGEYTLVYEDNEGDRILVGDVPWHMFVSTAKRLRVLKSTE I STPQRAFTFKL
KALENMFKLTIGEYSE--=--------------- NEGY - ------- NGSEFAPTYEDKDGDWML VGDVPWDMF | SSCKRLR I MKGSEARGL GC
ENSSNYRLTYQDREGDWLLAEDVPWRNFLGTVQLLKLMRRSS - - - - - - - - - - - - oooo
DGLSEFLLTYEDKEGDWML VGDVPWGMFLNSVKRLRIMRTSEANGLAPRFQDRNEKQRIKPV -

QALEEMFFRSATT INS -

KALEEMFKSKVGEYSE-----------------REGY-------- NGSEHVPTYEDKDGDWML VGDVPWDMF | NSCKRLR I MKESEARGL GCAV

QTLDQMFNTS I LWPEM- HSGQCHVLTYEDKEGDWL. | VGDVPWEMFLPSVRRLKITRADSL - - - ---------
DALAKMFSSFTMGNYG- - - -AQGMIDFMNESKLMDLL - - - - - - - - NSSEYVPSYEDKDGDWML VGDVPWEMFVNSCKRLR I MKGSEA | GLAPRAMEKCKSRT - - - - -
LQLEDMFGRQSASGLR - QAGSEFCLFYKDREENWRTVGDVPWKEFVESVKRLRIARKSEPLLPYSPAFS - ----------
KALEDMFKLT I GEYSE - -NGSDFAPTYEDKDGDWML VGDVPWDMF | STCKRLR I MKGSEARGL GC
EVVEEMFKFKVGEYSE - -NGSEYVPTYEDKDGDWML VGDVPWEMF | NSCKRLR I MKESEARGL GCAV

SALEKMFSCFT I GQCG- - SHVVPGQDGL SESRLMDL L -HGSEYVLTYEDKDNDWML VGDVPWKMFTDSCRRLRIMKGSEA | GLAPRAMEKCKSRN - - - - -
DALAKMFSSFTMGNYG- - - -AQGMI DFMNESKLMDL L -NSSEYVPSYEDKDGDWML VGDVPWEMFVDSCKRLRIMKGSEA | GLAPRAMEKCKSRT - - - - -

KSL I SMFAKCKNLEKD
SALEKMFSCFT I GQCG- - SHGLRGQDGLTESRLKD I L
DALGKMFSSFT IGNCG- - - -SHGLKDFLNESKL IDLL - - - - -

- -AARYSLTYQDKDGDWL. | AGDVPWQTFMESVQRLKIVRNAG- - - - - - - - - - - ------o-- -
-HGSEYVLTYEDKDGDWML VGDVPWDMFTNSCRRLR I MKGSEA | GLAPRAMEKCKNRN - - - - -
-NGTDYVPTYEDKDGDWML VGDVPWDMFVESCKRLR I MKGTEATGLAPRAMEKCKNRSYK - - -
SALEKMFSCFT I GQYG- - SHGAPGREML SESKLKDLL - - - - HGSEYVLTYEDKDGDWML VGDVPWEMF | ETCKRLRIMKSSDA | GLAPRAMEKCKNRN - - - - -
VALERLFGCYGIGKAL - - - - - - --- oo oo oo oo oo - - -KDEYVP | YEDKDGDWML VGDVPWEMFFESCKRLR I MKSSEAKGFGL QPRGALKGI SKDERH
VA IDELFRGFLAAQRE - -TCDPMGENKMDEAKENCSV - - - - - - - SGSREYTLVYEDNEGDRILVGDVPWHMFVSTAKRLRVLKSTEKVSVGINKQEKTPPSCAVELG
QALEEMFFRSTTTINS------- | GGQKPLSKFSKLL - ------ DGSSEFVLTYEDKEGDWML VGDVPWGMFLTSVKRLRIMRTSEANGLAPRLQDRNEKQRSKPV -
DALGKMFSSFT I GNCG- -SHGMKDFLNESKL IDLL -NGTDYVPTYEDKDGDWML VGDVPWDMFVESCKRLRIMKGTEATGLGNEYTA - - - - - - ---- -
DALGKMFSSFT I GNCG - -SQGTKDFMNESKL IDLL -NSSEYVPTYEDKDGDWML VGDVPWGMFVDSCKRLR I MKGSEA | GLAPRAVEKCKNRS - - - - -

IAVDELFRGLLAAQRD -SSSNGIMDKQEEAKAITGVL - - - - - - - DGSGEYTLVYEDNEGDMMLVGDVPWHMFVSTVKRLRVLKSSEVSALSRE - - - - - ---------
SALEKMFGCFT I GQCG- - SHGLAARDGLTESCLKDLH- - - ----- - GSEYVLTFEDKDGDWML VGDVPWDMFTDSCRRLRIMKGSEA | GLAPRAMEKCKNRN - - - - -
TAVDELFRGLLAAQRD-SSCNGIMNKQEGEKAIMGVL - - - - - - - DGSGEYKLVYEDNEGDRMLVGDVPWHMFVSTVKRLRVLKSSEVSALNLGSSKHEKVPV - - - - -
DALGKMFSSFTIGNCG- - - -SQGMKDFMNESKL IDLL - - ------ NGSDYVPTYEDKDGDWML VGDVPWEMFVDSCKRLR I MKGSEA | GLAPRAVEKCKNR| - - - - -
KALENMFKLTIGEYSE-----------------REGY-------- KGSEYAPTYEDKDGDWML VGDVPWDMFLSSCKKLRIMKGSEAIGLGCGA - - - - - - - - - - - - -

VALEKLFGCFGIGKAL - KDTDDCEYVP | YEDKDGDWML VGDVPWEMF | ESCKRLR I MKRSEAKGF GL QPRGAL QQGN I SKDD
NALQDMFSCFSFT IRN - NNGVEYVPTYEDKDGDWMML GDVPWKMFVESCKRLRLMKSSEATGFAPRTPSKCSSSS - - - - -
HTLLDMF - - -GICQ ENSSNYRLTYQDREGDWL.LAEDVPWRNFLGSVQRLKLMRSSN
QTLDEMFNTS I LWPEM - -HSGKCHVLTYEDKEGDW. | VGDVPWEVFLPSVRRLK I TRADSL
VALEKLFGCFGIGKAL KDTDDCEYVP | YEDKDGDWML VGDVPWEMF | ESCKRLR I MKRSEAKGF GL QPRGAL QQGN | SKDD
KALENMFKFTVGEYSE-----------------REGY-------- KGSGFVPTYEDKDGDWML VGDVPWDMFSSSCQKLRIMKGSEAPTAL - - - - - - ----------
KALENMFKVMIGEYCE - -KGSGFVPTYEDKDGDWML VGDVPWDMFSSSCKRLR I MKGSDAPALDSSL
KALEVMFKFSVGEYFE - -KGSDFVPTYEDKDGDWML | GDVPWEMF | CTCKRLR I MKGSEAKGL GCGV
KSLENMFKFSVGEYFE-----------------REGY-------- KGSDFVPTYEDKDGDWML VGDVPWEMFVSSCKRLR I MKGSEVKGL GCGGL - - - -
SALQILFGCY INFDDT - LKESECVP | YEDKDGDWML AGDVPWEMFLGSCKRLRIMKRSCNRG- - - - - -----
TVLENLFGCLGIGVAK - EGKKCEY | | | YEDKDRDWMLVGDVPWQMFKESCKRLRIVKRSDATGFGLQQD - - - - --------
DALAKMFSSFTMGNYG - -AQGMIDFMNESKLMNLL - - --=---- NSSEYVPSYEDKDGDWML VGDVPWEMFVESCKRLR I MKGSEAVGLAPRAMEKYCKNRS - - - -
SALEKMFSCFTLGQCG- -LHGAQGRERMSE | KLKDL L -HGSEFVLTYEDKDGDWML VGDVPWE I FTETCQKLK I MKGSDS | GLAPGAVEKSKNKERYV - - -
SALEKMFTTFTLGQCG- - SNGAAGKDML SETKLKDLL -NGKDYVLTYEDKDGDWML VGDVPWEMF | DVCKKLK I MKGCDA | GLAAAPRAMEKSKMRA - - -
KTLDLMFFQIPSPVTR- - -SNTQGYKT IKETCTSKLL
NTLEEMFLKPKLGSRT - - - - - - LETDGHMETPVKILP
QTLEEMFFGMT GLY CF - - - = - - - - - - m m o o o o o e o o o e o o o e e oo

QTLEDMFFRTNPGTVG ----LTSQFTKPLRLL - - - - DGSSEFVLTYEDKEGDWML VGDVPWRMF | NSVKRLRVMKTSEANGL AARNQEPNERQRKQPV -
DALAKMFSSFTMGSYG- - - -AQGMI DFMNESKVMDLL - - - - - - - - NSSEYVPSYEDKDGDWML VGDVPWPMFVESCKRLRIMKGSEA | GLAPRAMEKFKNRS - - - - -
TALENMFQGI ITICRV - -RKGEFVATYEDKDGDLMLVGDVPWMMFVESCKRMRLMKTGDAIGL - - - - - - - - - --------
NALSKMFSSFTIGNYG- -PQGMKDFMNESKL IDLL -NGSDYVPTYEDKDGDWML VGDVPWEMFVDSCKRIRIMKGSEA | GLAPRALEKCKNRS - - - - -
NALSNMFSSFTMGKHG- - -GEEGMI DFMNERKLMDLV - - - - - - - - NSWDYVPSYEDKDGDWML VGDVPWPMFVDTCKRLRLMKGSDA | GLAPRAMEKCKSRA - - - - -
FTVDKLFRGLLAAQRD- - - - - - FPSSIEDEKPITGLL - ------ DGNGEYTLTYEDNEGDKMLVGDVPWQMFVSSVKRLRV IKTSE I SSALTYGNGKQEKMRR - - - -
FALDKLFGFRGIGVAL - KDGDNCEYVT | YEDKDGDWML AGDVPWGMFLESCKRLR I MKRSDATGFGLQPRGVDE - - - - - - - -
RTLDFMFNAS | LWAEE - NEKSHVLTYADKEGDWMMVGDVPWEMFLSTVRRLKISRANYHY - - - - - - - - - - - oo o

FVVDKLFRGLLAAQRD- - - - - - I SDGQGEEKP I IGLL - - - - - - - DGKGEFTLTYEDNEGDKMLVGDVPWQMFVSSVKRLRV IKSSE | SSALTFGCSKQEKMMH - - - -
SALEKMFSCFT I GQFG- - SHGGCGRDGLNESRLTDLL - - ------ RGSEYVVTYEDKDSDWML VGDVPWEMF | CSCKKLR I MKSSEA | GLAPRVMEKCRSRN - - - - -
HAVDQLFSKKDSWDLN - ---RQYTLVYEDTEGDKVLVGDVPWEMFVSTVKRLHVLKTSHAFSLSPRKHGKE -

NSL ITMFTEYEDCDRE -
TTLDYMFNAS | LWAEE -
ENLSHMFDTS | I CGNR

--DTNYTFTFQGKEGDW.LRGDVTWK | FAESVHR IS | IRDRPCAYTRCLF
CSEKSHVLTYADKEGDWMMVGDVPWEMFLSSVRRLK I SRAYHY
-DRKHHVLTYEDKDGDWMMVGD | PWDMFLETVRRLK I TRPERY - - -

LQLNDME - - - o e oo oo o amaaiioiaaiaiacasaaaasaaeia-anans DRVG:----cnvcuccouanaans IEVVPD- - - -----
SALRQMFVDGADSTDD NA | PGHL | AYEDMENDL L LAGDL TWKDFVRVAKR I R1LPVKGNTRQVKRNE - - -
HQL EDMFGMQSVSGLR - QMESEFCLVYRDEEGLWRNAGDVPWNEF | ESVERLR | TRRNDAVLPF

KALEKMFSCFT I GQCG-+SHGQGGKD++NESKLMDLLVN-EE+DDNGSEYVLTYEDKDGDWML VGDVPWEMFVSSCKRLRIMKGSEA | GLAPRAMEKCKNR+XKP+D



LOC_0s01g08320.1]11667.m00781/1-208 -
LOC_0s01909450.1|11667.m00901_altSplice/1-237
LOC_0s01g13030.1|]11667.m01279/1-267
LOC_0s01918360.1|11667.m01799/1-204
LOC_0s01g48450.1|11667.m04699/1-272
LOC_0s01g53880.1|]11667.m05292/1-262
LOC_0s02g13520.1|11668.m01248_altSplice/1-308
LOC_0s02g49160.1|11668.m04779/1-206
LOC_0s02956120.1|11668.m05537/1-183
LOC_0s02957250.1|11668.m05658/1-282
LOC_0s05g08570.1|11682.m00824_altSplice/1-213
LOC_0s05g09480.1|]11682.m00921/1-229
LOC_0s05g14180.1|11682.m01308/1-258
LOC_0s05g44810.1|11682.m04283/1-328
LOC_0s05948590.1|11682.m04652/1-282
LOC_0s06g07040.1|11680.m00651/1-184
LOC_0s06g22870.1|11680.m02247/1-267
LOC_0s06924850.1|11680.m02452/1-150
LOC_0s06g39590.1|11680.m03858/1-194
LOC_0s07g08460.1|11673.m00782_altSplice/1-220
LOC_0s08g01780.1|]11674.m00085/1-247
LOC_0s11911410.1|11687.m01091/1-144
LOC_0s11g11420.1|11687.m01092/1-163 EDVDGNHWWRNHLWSVGP I LQX - - -
LOC_0s119g11430.1|11687.m01093/1-172 EDGDGAAADDGVAAAADDVDDVAGYTSNDDPSFDX
LOC_0s12g40900.1|11686.m04059/1-198
LOC_0s12g40890.1|11686.m04058/1-278
LOC_0s03g43400.1|11669.m04312/1-234
LOC_0s03943410.1|11669.m04313/1-227
LOC_0s03g53150.1|11669.m05378_altSplice/1-237
LOC_0s03g58350.1|]11669.m05916/1-198
LOC_0s09g35870.1|11681.m03177/1-141
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IAA1/1-168
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IAA13/1-246

IAA14/1-228

IAA15/1-179
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IAAL17/1-229
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IAA19/1-197

IAA20/1-175

IAA26/1-269

IAA27/1-305
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