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GRMZM2G418294 1 -- ML HGPAHS ASPAM-------A AAAAGGG-----------------------L QPL VVTL NCL E DPS L E QDAL S GAAAVE HAPL S AL S AG--- RVE AAAAVL L PS L AF L PRAAQRRL RP 85
LOC_Os10g38900 1 -- ML HGPAHS PP PAA-------A AVAVAGGGG---------------------GE PL VVTL NCL E DPS ME QE VL AGAAAVE HAPL S AL S S G--- RVE AAAAVL L TS L AF L PRAAQRRL RP 87
GRMZM2G476107 1 -- MAHS PAPS G----------------G GGGG--------------------- PL PL L VS L NCL DDL S L E QE GL AGVAAVE HVPL S AVACG--- RI E AAS AVL L PS L AF L PRAAQRRL RP 78
AT1G01510 1 -- MS KI RS S ATMPHR-------- DQPS P------------------------- ASPHVVTL NCI E DCAL E QDS L AGVAGVE YVPL S RI ADG--- KI E S ATAVL L HS L AYL PRAAQRRL RP 82
Eucgr.D02321 1 -- MAGS S S L AVVPRQ-------- ADPS -------------------------- S L PL VVAL NCI E DCS L E QDS L AGVAS VE HVPL S RL AS SDR-T I DS AS AVL L HS L AF L PRAAQRRL RP 83
Potri.002G163200 1 MS ATNNRS S TTMS LH-----HLTT NPPPPQQN---------------------- L PL VVTL NCI E DCAI E QDS L S GVAS I E HVPL S RL S GG--- KI E S AAAVL L HS L AYL PRAAQRRL RP 90
SapurV1A.0099s0360 1 MS AMNNRS L TTL PHH-----HRNT NPPPPQQN----------------------P PL VVTL NCI E DCAFE QDS L S GVAL I E HVPL S CL S DG--- KI E S AAAVL L HS L AYL PRAAQRRL RP 90
Potri.014G089400 1 MS ATTTRS L ATMS HR-----RNT NTPPPPQQQQ-------------QQQQQQQR L PL VVTL NCI E DF AI E QDS L S GVAL I E HVPL GRL S DG--- KI E S AAAVL L HS L AYL PRAAQRRL RP 99
In|BAC58021 1 MS MKKRE NQS S S S S RSPAPMELP NNPTL E KQK---------------------- MPL VVTL NCI E DTAFE QDCL AGI VL VDHVPL S RL AE A--- RI E S AS AVL L HS L AF L PRAAQRRL RP 95
Mp|BAC81145 1 -- MGKGVTMPPE AS S GRVDGGRVAE RNPGS RQIGKMRSDGTVRKSKGYEPLSMG L PL VVAL NCMDDCRAE AE AL E GVAVVE HVGL AQVGE G--- KI E AAVAVL VQS L AYL PRAAQRRL QP 115
Mm|Np_001185788 1 -- MGS S HL L NKGL PL G------- VRPPI MNGP------------------- MHPRPL VAL L DGR- DCTVE MPI L KDVATVAF CDAQS TQE I HE KVL NE AVGAL MYHTI TL TRE DL E KF KA 91
Hs|AAC62822 1 -- MGS S HL L NKGL PL G------- VRPPI MNGP------------------- L HPRPL VAL L DGR- DCTVE MPI L KDVATVAF CDAQS TQE I HE KVL NE AVGAL MYHTI TL TRE DL E KF KA 91
XI|NP_001079151 1 -- MGS S HL L NKGL PL G------- I RPPI MNGP------------------- MHPRPL VAL L DGR- DCTVE MPI L KDVATVAF CDAQS TQE I HE KVL NE AVGAL MYHTI TL TRE DL E KF KA 91
Dm|BAA25287 1 -- MDKNL MMPKRS RI D------- VKGNFANGP------------------- L QARPL VAL L DGR- DCS I E MPI L KDVATVAF CDAQS TS E I HE KVL NE AVGAL MWHTI I L TKE DL E KF KA 91
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GRMZM2G418294 86 WQL L L CL GS PDRAADTAAAAE L GL - RL VHVDANRADE VADTVMAL F L GL L RRTHL L S RHAS S -SS PTAGWL GS VQPL CRGMRRCRGL VL GI VGVNAAARCL ATRS L AF RMS VL YF DPL YE 203
LOC_Os10g38900 88 WQL I L CL GS PDRAADAAVAAE L GL - RL VHVDANRAE E VADTVMAL F L GL L RRTHL L S RHAS S YSA PPAGWL GS VQPL CRGMRRCRGL VL GI VGVNAAARCL ATRS L AF S MS VL YF DPL HE 206
GRMZM2G476107 79 WQL L L CL GS ADRAADAAAAADL GL - RL VHVDANRAE E VADTVMAL I L GL L RRTHL L S CHAS S --V PAAGWL GS VQPMCRGMRRCRGL VL GI I GRS AAARCL ATRS L AF RMS VL YF DPRYV 195
AT1G01510 83 HQL I L CL GS ADRAVDS TL AADL GL - RL VHVDTS RAE E I ADTVMAL I L GL L RRTHL L S RHAL S ---- AS GWL GS L QPL CRGMRRCRGMVL GI VGRS VS ARYL AS RS L AF KMS VL YF D- VPE 196
Eucgr.D02321 84 YQL VL CL GS ADRS VDS AL AAE L GL - RL VHVDTS RAE E I ADTVMAL VL S L L RRTHL L ARHAL S ---- AS GWL GS VQPL CRGMRRCRGL VL GI I GRS S S AKS L ATRGL AF KMS VL YF D- VVD 197
Potri.002G163200 91 YQL I L CL GS ADRAVDS AL AADL GL - RL VHVDNS RAE E I ADTVMAL F L GL L RRTHL L S RHTL S ---- AS GWL GS VQPL CRGMRRCRGL VL GI VGRS AS AKS L ATRS L AF KI S VL YF D- VHE 204
SapurV1A.0099s0360 91 YQL I L CL GS TDRAVDS AL AADL GL - RL VHVDTS RAE E I ADTVMAL F L GL L RRTHL L S RHTL S ---- AS GWL GS VQPL CRGMRRCRGL VL GI VGRS AS ARS L ATRS L AF KMS VL YF D- VHE 204
Potri.014G089400 100 YQL I L CL GS ADRAVDS AL AADL GL - RL VHVDTS RAE E I ADTVMAL F L GL L RRTHL L S RHAL S ---- AS GWL GS L QPL CRGMRRCRGL VL GI VGRS AS ARS L ATRS L AF KMS VL YF D- VHE 213
In|BAC58021 96 WQL I L CL GS S DRAVDS AL AADL GL TRL VHVDCS RAE E VADTVMAL I L GL L RRTHL L S RHAL S ---- AS GWL GS VQPL CRGMRRCRGL VL GI I GRS AS ARS L AS RS L AF KMS VL YF D- I QE 210
Mp|BAC81145 116 WQL I L S L GCADKAVDS GL AS DL GL - QL L HVDS GRS E E VADTAMAL I L GL L RRTPAL AAQAGA---- S AGWL GAL PAACRGMRRCRGQVL GI I GTS AS ACAL ATRCL S F KMRVI YL DTEE E 230
Mm|Np_001185788 92 L RI I VRI GS GF DNI DI KS AGDL GI - AVCNVPAAS VE E TADS TL CHI L NL YRRTTWL HQAL RE -- GTRVQS VE QI RE VAS GAARI RGE TL GI I GL GRVGQAVAL RAKAF GF NVL F YD---- 204
Hs|AAC62822 92 L RI I VRI GS GF DNI DI KS AGDL GI - AVCNVPAAS VE E TADS TL CHI L NL YRRATWL HQAL RE -- GTRVQS VE QI RE VAS GAARI RGE TL GI I GL GRVGQAVAL RAKAF GF NVL F YD---- 204
XI|NP_001079151 92 L RI I VRI GS GF DNI DI KS AGDL GI - AVCNVPAAS VE E TADS TMCHI L NL YRRTTWL HQAL RE -- GTRVQS VE QI RE VAS GAARI RGE TL GI I GL GRVGQAVAL RAKTF GF NVF F YD---- 204
Dm|BAA25287 92 L RI I VRI GS GTDNI DVKAAGE L GI - AVCNVPGYGVE E VADTTMCL I L NL YRRTYWL ANMVRE -- GKKFTGP E QVRE AAHGCARI RGDTL GL VGL GRI GS AVAL RAKAF GF NVI F YD---- 204
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GRMZM2G418294 204 VT GKVKRPS I VF PS AARRMDTL NDL L AAS DL VS L HCAL TNDTTHI L NAE RL QHI KPG---------- AF I VNTGS CQL I DDCAL KQL L I DGTI AGCAL DGAE -- GPQWTE AWVRE MPNVL 311
LOC_Os10g38900 207 ANGKTKRPS I L F PS AARRMDTL NDL L TAS DL VS L HCAL TNDTTHI L NAE RL QHI KPG---------- AF I VNTGS CQL I DDCAL KQL L I DGTI AGCAL DGAE -- GPQWME AWVRE MPNVL 314
GRMZM2G476107 196 AS GKTKRPS I VF PS AARRMDTL NDL L AAS DL I S L HCGL TNE TMHI L NADCL QHI KPG---------- AF I VNTGS CQL I DDCAL KQL L I DGTI AGCAL DGAE -- GPQWME AWVRE MPNVL 303
AT1G01510 197 GDE E RI RPS R- F PRAARRMDTL NDL L AAS DVI S L HCAL TNDTVQI L NAE CL QHI KPG---------- AF L VNTGS CQL L DDCAVKQL L I DGTI AGCAL DGAE -- GPQWME AWVKE MPNVL 303
Eucgr.D02321 198 ANGKVI RPS I S F PPS ARRME TL NDL L AAS DI VS L HCAL TNE TI QI L NAE CL QHI KPG---------- AF L VNTGS CQL L DDCVVKQML I DGS L AGCAL DGAE -- GPQWME AWVRE MPNVL 305
Potri.002G163200 205 GPGI L S RS S I AF PS AARRMDTL NDL L AAS DL I S L HCAL TNE TVQI I S AE CL QHI KPG---------- AF L VNTGS S QL L DDCAL KQL L I DGTL AGCAL DGAE -- GPQWME AWVKE MPNVL 312
SapurV1A.0099s0360 205 GAGI L S RS S I AF PS AARRMDTL NDL L AAS DL I S L HCAL TNE TVQI I S AE CL QHI KPG---------- AF L VNTGS S QL L DDCAL KQL L I DGTL AGCAL DGAE -- GPQWME AWVKE MPNVL 312
Potri.014G089400 214 GPGKL TRS S I TF PL AARRMDTL NDL L AAS DL I S L HCAL TNE TVQI I NE E CL QHI KPGILLSLLILRR AF L VNTGS S QL L DDCAL KQL L I DGTL AGCAL DGAE -- GPQWME AWVKE MPNVL 331
In|BAC58021 211 GNGKVS QTAI RF PTAARRMDTL NDL L AAS DVI S L HCAL TNE TVQI I NADCL QHI KPG---------- AF L VNTGS CQL L DDCAVKQL L I DGTL AGCAL DGAE -- GPQWME AWVKE MPNVL 318
Mp|BAC81145 231 RDGD- RRHRRAF PPL VKKS E NL KE L L S L S DVVS L HCPL TNE TVQI I NAE TI KYI KPG---------- AL L VNTS S S HL L DDCAL KE AL I E GTL AGCAL DGVE -- GPQWL E AWVRE MPNVL 337
Mm|Np_001185788 204 --- PYL S DGI E RAL GL QRVS TL QDL L F HS DCVTL HCGL NE HNHHL I NDF TVKQMRQG---------- AF L VNTARGGL VDE KAL AQAL KE GRI RGAAL DVHE S E PF S F S QGPL KDAPNL I 311
Hs|AAC62822 204 --- PYL S DGVE RAL GL QRVS TL QDL L F HS DCVTL HCGL NE HNHHL I NDF TVKQMRQG---------- AF L VNTARGGL VDE KAL AQAL KE GRI RGAAL DVHE S E PF S F S QGPL KDAPNL I 311
XI|NP_001079151 204 --- PYL S DGI E RAL GL QRVS TL QDL L F HS DCVTL HCGL NE HNHHL I NDF TI KQMRQG---------- AF L VNTARGGL VDE KAL AQAL KE GRI RGAAL DVHE S E PF S F TQGPL KDAPNL I 311
Dm|BAA25287 204 --- PYL PDGI DKS L GL TRVYTL QDL L F QS DCVS L HCTL NE HNHHL I NE F TI KQMRPG---------- AF L VNTARGGL VDDE TL AL AL KQGRI RAAAL DVHE NE PY---N GAL KDAPNL I 308
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GRMZM2G418294 312 I L PRS ADYS E E VWME I RE KAI AI L QS F L YDGVVPNNVI S DE DE E I S E MGCDDDQL DKQGKE HPL QI CDGE QQTE E S QL TAE YDKRRAI S QPE E P---- QAS AQS QS --- I GS RS E GRRS R 424
LOC_Os10g38900 315 I L PRS ADYS E E VWI E I RE KAL AI L QS F F YDGVVPNNAL S DDE E E I TE AGCE DDQL AKQAKE Q--- VCDGGQQTDE S QL TL E CDKRRAI S HS E E P---- QAS GQS QNREN VVP RS E GRRS R 427
GRMZM2G476107 304 I L PRS ADYS E E VWME I RE KAI TML QS F F F DGVL PS S AI S DE DE E I S E AKNE DDYL GPQAKDS QS QI F DT-- E I DE S HI TL E S E KKRAI S HHKE P---- QAS GKS VN--- I GS RS E GRRS R 414
AT1G01510 304 I L PRS ADYS E E VWME I RE KAI S I L HS F F L DGVI PS NTVS DE E VE E S E AS E E E E QSPS K-H E KL AI VE S TS RQQGE S TL TS TE I VRRE AS E L KE S L S PGQ-QH VS QN--- TAVKPE GRRS R 418
Eucgr.D02321 306 I L PRS ADYS E E VWME I RE KAI S ML QTYF F DGI VPKDTVS DE E E E E NE I ADE NQKF DS RDKE S VPQVS S VAQVTDI I QL S RE S TQKVGTS QL VE S PDHNQGS GL S QN--- TVARPE ARRGR 422
Potri.002G163200 313 I L PRS ADYS E E VWME I RDKAI S I L QS F F L DGTVPKNAVS DE E E E E S E I GE E S DQF HRQDKE S TL QDS VVE QL TDDVQVTL E S YHKKVI S QS I E S TS KAQVS GMS QN--- MATRTE GRRNR 429
SapurV1A.0099s0360 313 I L PRS ADYS E E VWME I RDKAI S I L QS F F F DGI VPKNAVS DE E -- E S E I GE E S DHF QRQDKE S I PQDS AVE QL TDDVQATPE S YHKKVI S QS I E S TS KAQGS GMS QS --- MATRAE GRRS R 427
Potri.014G089400 332 I L PRS ADYS E E VWME I RE KAI S I L QS F F F DGI VPKNAVS DE E GE E S E I GDE S E QF HRQDKE S TL QDS VGE QL TDDI QL TPE TS RKKVS GQS I E S TS QAQGS GMS QN--- TTTRS DE RRS R 448
In|BAC58021 319 I L PRS ADYS E E VWME I RE KAI S ML QAF F L DGVI PKDS I S DE E E E E S E I TYGNE E CNI RDNQS VMQGPVGE RYTE DVNL I AE S S QTKI MS E S RE PPV QPQGS VL S QN--- VS E RS E VKRS R 435
Mp|BAC81145 338 I L PKS ADYS E E VWAE I RAKAVS VL RS F L L E GVVPANAAS DDE DS QRDS LWQDDRQE KI DKE GI TRI KDGE QRS GE S QTAQDFR HKQMYF QS QDQRVHS QE VDL S HGLVQRDS RNNHVKG- 456
Mm|Np_001185788 312 CTPHAAWYS E QAS I E MRE E AARE I R- RAI TGRI PDS L KNCVNKDHL TAATHWAS MDPAVVHPE L NGAAYRYPPGVVS VAPTGI PAAVE GI VPS AMS L S HGL PPVAH-------- PPHAPS 422
Hs|AAC62822 312 CTPHAAWYS E QAS I E MRE E AARE I R- RAI TGRI PDS L KNCVNKDHL TAATHWAS MDPAVVHPE L NGAAYRYPPGVVGVAPTGI PAAVE GI VPS AMS L S HGL PPVAH-------- PPHAPS 422
XI|NP_001079151 312 CTPHAAWYS E QAS I E MRE E AARE I R- RAI TGRI PDS L KNCVNKDHL TAATHWAS MDPGVVHPE L NGGAYRYPQGVVS VAPAGL PAAVE GI VPS AMS L S HAHPAVAH-------- PPHAPS 422
Dm|BAA25287 309 CTPHAAF F S DAS ATE L RE MAATE I R- RAI VGNI PDVL RNCVNKE YFMRTP--------------------------------- PAAAAGGVAAAVYPEGK L QMI S N-------- QE K--- 383
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GRMZM2G418294 425 S GKKGKKRPARRRS QQKMDE L S -T VE GGS NYS S RRDDD-------- NQVL S S S S RF AS PE DS KNKQKS S VE S PME --- I I S E N-- KL PVGL GRR-- PPE KL KE GF VI AL KTRDNS GF YVS 528
LOC_Os10g38900 428 S GKKGKKRPARRKS QQKRDE L LST L E GGS NYS S RMDDDTV--T S GKDQVL S S S S RF AS PE DCKTKL RS SAE F PME --- I I S E N-- KL TAGL S I K-- PL E RL KDGF VVAL RTRDNS GF HVA 538
GRMZM2G476107 415 S GKKGKKRPAHRRPQQKPDDL S -A VE S DS NYS S RRDDDTA-- MS S RDQVVS S S S RF AS PE DPKYKHKS LS E S PME --- I TS E K-- KVPVL L S RK--YP DKL KDGF I VAL RARDNS GYHVA 524
AT1G01510 419 S GKKAKKRHS QQKYMQKTDGSS ---G L NE E S TS RR- DDI A-- MS DTE E VL S S S S RCAS PE DS RS R- KTPL E VMQE --- S S PNQL VMS S KKFI GK-- S S E L L KDGYVVAL YAKDL S GL HVS 526
Eucgr.D02321 423 AGKKAKKRHGRQKLGQKF DDPS ---S L GKE S AS NRE DDTA-- MS GTDQVL S S S S RF AS PDDS RS R- KMPL DS MQD--- S TPS QPHKS I RNL S GR-- PGDL L KDGYVVAL YAKDHPAL HVS 531
Potri.002G163200 430 L GKKAKKRHGHQKS QQKS DDPS --- QL E KE I TS HQE DDTA-- MS GTDQVL S S GS RF AS PE DS RS R- KTPI E L TQD---P TS GQL S RS GKKL S GK-- S DKL L KDGHI I AL YARDHS AL HVS 538
SapurV1A.0099s0360 428 L GKKAKKRHGHQKS QQKS NDPS --- QL E KE I TS L QE DDTA-- MS GTDQVL S S GS RF AS PE DS RS R- KTPI E I MQD---P TS GQL S RS GKKL S GK-- S DKL L KDGHI I AL YARDHS AL HVS 536
Potri.014G089400 449 S GKKAKKRHGRQKPRQKS DNPS --- QL E KE S TS HQE DDTA-- MS GS DQVS S -- S RF AS PE DS RS R- KTPI E L MQE --- S S S GQL S RS GKRL S GK-- S DE L L KDGHI I AL YARDRPAL HVS 555
In|BAC58021 436 S GKKAKKRHARQKS QQKVDE HL--- KF E KE S TS QNDDGAA-- L S GTDQVL S S S PRF S S PE DVRS R- KTPI E F I QE --- S S S E KL L KS NMDL S RK-- S GE L L KDGYI I AL YARHHPAL HVS 544
Mp|BAC81145 457 S GKKGKKRAGRRKAQQQPSGT S IAS E RDATWL TL QRE DRGNGTS S KDAVVNS NS RF GS PE E S KI KRE TDGTL GVE TIVE S S QE VQKVAVKGTNQGAAL DYL KE GQI VAL RARADGGYYVA 576
Mm|Np_001185788 423 PGQTVKPE ADRDHTS DQL ------------------------------------------------------------------------------------------------------ 440
Hs|AAC62822 423 PGQTVKPE ADRDHAS DQL ------------------------------------------------------------------------------------------------------ 440
XI|NP_001079151 423 PGQTI KPE ADRDHPS DQL ------------------------------------------------------------------------------------------------------ 440
Dm|BAA25287 383 ------------------------------------------------------------------------------------------------------------------------ 383
Clustal Consensus                                                                                                                         

610 620 630 640 650 660 670 680 690 700 710
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . .

GRMZM2G418294 529 RE RVTGGG- WYL DVI PNATKRDPAAQF L VTF RNKDTMGL RS F VAGGKL L QANNKME F VF AS HS F DVCE S WML E GCL S E YCKL VNRKNAMAVL GVYI E VL GAPS E - DGVVRWL D------ 639
LOC_Os10g38900 539 RE RVAGVG- WYL DVVS KATKRDPAAQF L I TF RNKDTMGL RS F VAGGKL L QVNKTME L VF AS YS F DVWE S WTL E GS L L DCCKL VNRKI PS VVL E VYI E I L AAVS E E DGVTRWL D------ 650
GRMZM2G476107 525 RQRVVGGGGWI L DVVS NATNRDPAAQF L VTF KNKDTMGL RS F VAGGKL L QI NRKME F VF AS HS F DVWE S WML DGS L L E GSKL I NCRNPS AVL DI CI E I L AAPS E E DGVTRWL DSPRWGL 643
AT1G01510 527 RQRTKNGG- WF L DTL S NVS KRDPAAQF I I AYRNKDTVGL RS F AAGGKL L QI NRRME F VF AS HS F DVWE S WS L E GS L DE - CRL VNCRNS S AVL DVRVE I L AMVGDD- GI TRWI D------ 636
Eucgr.D02321 532 RQRVKGGG- WF L DTI S NVTKRDPAAQF L VVL RGKE TI GL RS F AAGGKL L QI NRRME F VF AS HS F DVWE S WTL E GS L DE - CKL VNCRNS QAVL E VRVE I L AVVGDDDGI TRWI D------ 642
Potri.002G163200 539 RQRVKGGG- WF L DAMS NVTKRDPAAQF L VVF RS KDTI GL RS F AAGGKL L QI NRRTE F VF AS HS F DVWE S WML E GS L E E - CRL VNCRNPL AVL E VRI E I L AAVGE D- GVS RWL D------ 648
SapurV1A.0099s0360 537 RQRVKGGG- WF L DAMPNVTKRDPATQF L VVF RS KDTI GL RS F AAGGKL L QI NRRME F VF AS HS F DVWE S WML E GS L E E - CRL VNCRNPL AVL DVRVE I L AAVGE D- GVS RWL D------ 646
Potri.014G089400 556 RQRAKGGG- WF L DAL S NVTKRDPAAQF L VVF RNKDTI GL RS F AAGGKL L QI NRRME F VF TS HS F DVWE S WML E GS L DE - CRL VNCRNPL AI L DARVE I L AAI AE DDGVTRWL D------ 666
In|BAC58021 545 RQRVQGGG- WF L DS MS NI TKRDPAAQF L VVYRS KDTI GL RS F TAGGKL L QI NRRME F VF AS HS F DVWE S WTF E GS L E E - CRL VNCRNPL AI L DVRI E VL AAI GE D- GI TRWL D------ 654
Mp|BAC81145 577 RQKGPGRG- WRL DTMVDVTCRDPRAQF L VVVRNRDRI GL RS L AAGGKL L QANKKL E L VF VNHTF DVWE S WI VE GS TL E DCTL TNS KFRGVS L DVS I E I L AAVGE E DGVVRWL S------ 688
Mm|Np_001185788 440 ----------------------------------------------------------------------------------------------------------------------- 440
Hs|AAC62822 440 ----------------------------------------------------------------------------------------------------------------------- 440
XI|NP_001079151 440 ----------------------------------------------------------------------------------------------------------------------- 440
Dm|BAA25287 383 ----------------------------------------------------------------------------------------------------------------------- 383
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