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Fig.S1 DNA sequence (CDS) comparison of the maize ZmGAox gene family. Genomic DNA sequences were visualized using Jalview software, where darker blue areas indicate higher sequence similarity. “Consensus” shows the most common bases at each position in all aligned sequences. “Occupancy” indicates the frequency of occurrence of the most common base at each position.
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ZmGA200x1

TGAACGGETTGEEGECAGCHBCHTcGECcceTcABBMEC TEcETCCGEECAEAGEAAGAAGECGAGCABCGGCGTEEICACEccGCMGilc ACGACECEEEcGTGGAGGCMBCGEECCGAGACGACGAAGGCGCCEEG 137

ZmGA200x1-86CCTETCGCETGEGCEBCTTCTTECAGETCCAABCACBEATCGACGECCAGETGCTGEGCCGACGCGCACCGETGCGTGGACGCCHTCTTEACCATGEECCTCCCGGAGHAGCGEGTGECEGCEAGEAGCTTEACEGE 137
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ZmGA200x1

GCGEGTEGCETGEGCEECGTETTECAGETGGAABCACGEETGGGCGECECGETGCTCGCCGAGGCCTACCGETGTTGCGACGCCTTTTACGCGETCCEECTCGCGGACAABCGACCACGEGCCAGCAGCTTCACGEG 137
GGCGGTGGCETGEGCEEGTTETTECAGETGCGGGEACBEETGGACGCEGCGETGGGECGCGCCGCGCTEGACGGCEEICAGCGACTTCTTIECGGETGCEGCTGGCTGAGAABCCTETCCGEACGAGCGCGCACGCEGA 137
TGGCGCCGABAGECGEECTTETTEGTEETCGGGEEACGEETGCC/CGCAGAGACCGTGGCGCECG -CECEGAGGCGCAGCGAGCGTTCTTEEICGETGCEGGCAGAGCGGAABGARBIGCTCGETACGAGTCGGAGCACAC 136
EGCEGTEGCETGEGCEEGTTETTECAGETGCGGGEACBEETGGACGCEGCGETGGGECGCGCCGCGCTEGALGGCEECAGEGACTTCTTECGGETGCEGETCGCCEAGAABCCTGTCCGEACGAGEGCGCABGCEEA 137
GCTGGCCECEGCETGEBECTGETTECGEETGCGGEEACGEEETGCCCTCEGTGETCCTEGGCAGAGATGAGECCGC -CGTGCGCGCGCTCTTEBA -LcTCECCGACGACGCCAAGABIGGCAGEGGETACGTCGCECCEAG 135
CGTGGCGACETGECECEEATHETTTCAGGTGCAACGCACGEEGTCGGGAGCGACGTGAGCGGCEGGATETEGGALIGTGEGEGCGGCGCTCTTEGAGETGCEECTGGCGEAGCGEGGEGCCGGETACGECACCAGETTCAA 137
CGTGGCCACETGECCEECTTCTTTCAGGTGAAACCACGEGTTCGGGAGCGACGTGAGCGGCGGGATGTGGACGTGEGCGCAGCGCTTCTTEGAGETGCEGCTGGCCGAGCGAGGEGCCGGETACGGCACCAGETTEAA 137
CGAAGCCEGTETGECTEECTTETTECGCETCCAABCACGEETGCCGGEACACCTCATGGCGCGCG-CGTCGAGCTGTEGTCEGCTRTCTTEGCGETGCEGGACGACGACHMEGGETCCGABCGETCECCGCGGGCTA - 135
BCGETTEECEGCAGGEECGTGTTTCTECTCCGGEEACBEETGCCCCGEGAAGTGGCEGCGCEGTGCCGAGGAGCAGETCGCGCGCCTGTTEETGETCCEEGCTCCTEGACAABGGE/CACEGEGGEAGGCCGCCECTGEC 137
GCcCGGCGECEGCEGCEECGCGTITECTECTCGGGEEACBEETCCCCGEEGGACETGCTEGCGCEGCGTGGAGGAL/CGGATCGCEACCATGTTEGCGETGCEGGCCGACGACAABACE/CTGEGEGGETCECCGCCCATETC 137
GTCGCAGGTETGEGCEECTHETTECGEBCCGAABCACBEETGGCGCCAGGCECCGCCGCACGGCTGGACGCEGCCEEICAGGACGHTCTTEGCGETGGEGE/CGCACAACAABCGEACTCGEGGCTECCGCAGEATEEG 137
GTGCGACGCEGCETGEBECTTTITECAGETGCGGGEACBEETGAGCCGEGCGLTGTTEGAGCEGGCTGCGECGGAGCAGGCGEGGCTGTTC/EBG -BTGEEETTCGAAACCAABGABIGGCTCECGETEGGGGCGCECCEAC 136
GGCGGCGATETGEGCEEGTTETTEAAGGTCCAABCACGEETGGE/CGEGGCCACCATGGACAGGGCCEAGTCLIGAGEECGTCAGGTMCTICGCGEEAGGEGEAGGCGEACAABGALGT TEGEGGCAGCAAGCGGATEEG 137
GTGCGCCECEGCEGCEECTTETTECAGETGCAACBCACGEETGECGCAGGAGETCCTEGAGGAGATGCCCGGGAGCAGGCGEGCCTGTTC/EBC -BTGEEETTCGAGACCAABGABGACTCEICGETGGGGCACECCGAC 136
GGCECGECTETGEGEEECTTCTTEAAGGCCCAABCACGEEETGCCGCEGCGGGTGTCCGCCCEGCTGEACGCEGCCAEGTCGGCGTHCTIEGECGEGCCECGCTCCGETGAABCABGCTGGTGGCAGECGGAACATTEG 137
CGCGGCGETETGEGCGECTTCTTCAAGGTGGGGEEACGEGETGCCGCCGCACETCCTEGCGCGCCTCGAGGCCGCCGCGGCCGCGTTCTTEGCGETCCEGCAGCGGGAGAABGGEGTTCGEGCCAGCAAGCGGATTGG 137
CGCCGCCGTETGEGCGECTTCTTCAAGGTCCAACCACGEGETGCCAGCGGGCGTCGTGGACCGGCTGGAGGCCGAGGCCGTCAGGTTCTTEGCGTCGCEGCAGGCGGCCAABGGEGCTCGEGGGAACAGGCGCATEGG 137
©GClGC -GETETGECGEBECTTETTEAGEECGGAABCACGEETGCCGGCGCGCGTGGCCGACGCGCTGGAGGCCCGCGCGATGGECCTTCTTEGCGETGCECGCGCAGGAGAABCGE -CTGGEGGEAGCAAGAGCATCGG 135
GGCGGCGCTETGEGCEEGTTETTECIGEETGGGGEEACBEEETGCCGGCCAGAETCGTE-CGCECCGCGAGGCCGCGGCGGCEGGGTTCTTEGCGEGGCEEEAGGGCGAGAABGCEIGCTCGEGGAAGCAAGCGCATCGG 136
GGCGGCGATETGEGCEECTTETTEAABGTCCAABCACGEETGCCCGCEGCCACCATEGEACGTGGCCGAGTCCGAGGECGTCGGCTTCTITEGCGEAGGEGCAGGCCGACAABGARGTTCGEGGEAGCAAGCGGATEGG 137
-ATIBCATGCTTTGATTGTGGT TGEICEACCCAGCGAGGATGACGGGACABGGGAGCCTTGGACACCGAGGCGTTNGCCGTCGAGGGEGAGGAGGAGGTACTGTGTTECECCGAGEGGGCTGGCGGE 123
ETccEeETCcEcc@TcEECTTEMTECABETGCAABBMCEEETGCCGCAGGT TETGCTEGACGAGCTGCCCAGGCGCAGGCCGGCGTCTHCEBC -BcGeecTTCcCAACTCMABGGEIGGAGABCGETEGGGCACGCCEAC 136
GGCGGCGCTETGEGCEEGTTETTECGEETGGGGECACGEETGCCGGECGAGCTCGTG-CGCECCGC/EGAGGCLEGCGECGGCCGGGTTCTTCGCGEGGCEECAGGGCEAGAABGCEGCTCGEGGCAGCAAGCGCATECGG 136
GGAAAGCETGGCETCCBGCGEICGEAGETGATGABGGEATETCCCGCGEGAAGGCGAAGTAGCAGAGCAGAGECTCTECGCCGCCTGGCMGBECGCCARCEGGTGCCGCAC/ECCEGCCCAGACGAGCAGCGTGCTGEC 137
GTclEcAGETETGEGCEECTRMETTE clcEBicccAACBMEBIEETGCCGCEEGGCECCGCCGCGCEGCTGEACGCEGCCECCAGGACGTTMCMTEGCCETECEECCGCcCEACARECCEGCTCCEGGETECCGTAGEATEGG 137

GGCGGCGGTCTGCGCGGCTTCTTCCAGGTGCAACCACGGGTGCCGGEGGTGETCGTGGCGCGGGT GGAGGCCGGCGCGGCCGC+TTCTTCGCGCTGCCGCTGGCGGACAAGGGEGCTCGCGGCAGCAGGCGCATCGE

GCGGG-GEATGGAGCEBCCACGEGGTECCEMCCAACABGAGEGTEGCCCCGTGAGCGTETCETAGEGCCHBCTEECACCECGOlAGTECECATGATEGAGTCEBTTCCCCTEEAABCEEccTcEcacccBccaaccTeCE 273

ZmGA200x1-8ECGGTTEGCGTCEAAGCTECCCTAGGAGETCTCETTEGACGCCAGAGGACCECCGCCTCGGEGAGETETACEGCTCGCTACTECTGAGATGAGCCGEETETCECTEGAGATEEAGGHIGGGGAGAGCBCCCETACCEEC 274
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ZmGA200x1

CCGETTECACETGETGCCTGCCGTAGGAGETGTCCTTEGGCGACGGAGGACTGCCACATGGGEGGAGGTBTACCAGGAGTACTBCGECGATGACGCGTCTEGCGCTGGACACBBAGGTGCGECAGCCEGCCETGCGCEE 274
CCGGTTCECGTCCAABCTCCCETAGGAGETGTCCTTEGACGGCACAAGATTAGCCABTGGGEGCGGETBTACCAGAGGTACTBCGEAGATGAAGGAGCTETCGCTGACBATEEAGETGAGCTGAGCBGCTETACCGEG 274
CAAGAACAGGGACTGGAAGGAGGACGACGTGCCGCGETTCGATACCCCAGGTACCGEBGCTTCAGTTTCCGCAGAGAGGEIGTBGAGCGAAAGCGATGGAAGAGCTGGCGAABCTGETCTGATCECGBCCGECGGCTEC 273
CCGGTTCECGGCCAAGBCTCCCETAGGAGETGTCGTTEGACGGEACAGGATTAGCCAATGGGETGGETETACCAGAGGTACTBCGEAGATGAAGGAGETIBTCGCTGACGATEBBAGETGAGCTGAGCBGCTETACCGEE 274
CCCGACECCGCTETACGABGCETTEGGGCTCGACGCEGCCTTTTCTCGACGCGCCCAACATCAGGGABACCETCAAGGE/CACGCATGCACGATGTGATCETTGGCGTCCGCBAGETGGCETCTAGEGCATC -GAGGC 271
CCAGGCCEGACGCCGTEBCTCTGETGCGACCTGAAGCTECGAGCEGCCTGAGGETGGCCACCGEGTACGCCGEGGCGAGCCAGCGCATGGAGGTCATGGABGCEGCECTEGABECCETATCCCCECTBCTGGGAGCTEC 274
CCAGGCCGACGACGTGCTCTGETGCGACCTCAAGCTECCAGCCGCCTCAGGBTGGCCACCAGBGTACGCCACGGCGAGCCACEGCATEGAGGTCATGGABGCGGCGCTEGGABGBCCETATCCCCACTBCTGGGAGCTEC 274
-CGE/GCGBCCGGEGCACTCGGCGAAGAACGAGTACCTCCAGCCAATTCAGAGCAGTEG - - AGGAGTGCTACACCAAGBCTCCCGABGEBCTGCTCGTGEABGAGGTCCTEGGABTGCATCTCCCGCCTACACGCGACCEC 269
ACTCCGETTCTCCAABCTCATGTCEGAGTACACGTTTGCGGEGCTCCGCTGCGACGTGATGGAGEABTACGACAGAGAGTIBAGEGTGGCAGBCTGCTCGACCTCTTCATEEBCEETCTCACCGACHAGCGGAGCGEE 274
CTCCTTETTCTCCAAGTGCATGTCCGAGTACACETTETGCGGECGACCAGCTGTGATGTGATGGAGGABT TCCACAAGCACTBCGECEGACAAGCTGCTEGAGCTGTTCATEECGETCTCACCGACBAGCEGAGCGEE 274
CTTCAACGACGCCGGGGAGCTEGACCTGEMCCACGCEGACACTGTCGCGCTGCAATGTGGTGAACGABTATGTGGGAGEGTBAGECATGTGAGATCCTEGACCTGCTCGABBGGETCTCAAGGACCTTACAGGCTCC 274
GGCEACGCTECGECACCTCTCGTCGBAGTCCACGTEGACTTEGAGCTCCTGGGACGTGGTGCAGGABGTGGCGGACGEGTBTCECCAAGACCGTGGCEBGTEGCGCTEGGEBAGCETGCCA-CGACHGC -CG-TTCCG 270
GCTCAATEACATGGGETGECTEGACCTCETCGCCGTECCCTCCACCGCGTTG - AGCGCGCTEAACGABTACGTCGCEGECTBCGECEGCGCETGTGETEGAGGCGATGGABEGCETATTECGGACBCTACTCCATEG 273
€GCGACGCCGCGECAGBCTGTCCTCCEAGTICCACGTEGACTTCGACCACCCGGGATETGACTCGGBABGTGGCGGGCGEGTBTCEECGGCACBCTGGCECGCGTCCTEGABBCCETNGTCEGCGGCHGCACGCTTCCG 273
TGCEAACGACGTCGGCGAGCTGGACCTCETGCACGCBGACGCGETCGCGETETGTAGCAGTGAACGABTACGTGGACGCATBCGECETGCCGEGTCETEGACCTCCTCGABBGCETCTCEGGGGACCTTACCGCTTCC 274
CGCCAACGATCTCGGCTGGGTEGACCTCCTTGCCGTEGTGEGGEGTCCTGTTGTGCTETGCTGGACGABTACGTGGCEGCGTBAGACCTGCACGGTGCTECAGCTGATECABBGEETCTCEACGATETTACCGGCTEG 274
GCGCAATGACATGGGGETGGCTCGACCTCCTCGCCCTECCGTCATCCTCGCTG-GACGCGGTGAACCABTACGTGGCCTECTBAGECEACGTCGGTGCTEGAGGCGGTGGABBGGETGTGEGCGCCCBCTACGGCATEG 273
CGCCAACGACGTEGGETGGCTGGACCTCCTGTCEGTEGCTECEECCTCGCTG-GCGECATTGGAGGABTACACGGCEGCGTBAGTGCGGGCGEGTGCTEBGAGCTGATAGABBGGETGTGGAGCGTECTCEGCGATGE 271
CGGCAACGACCTCGGCTGGGTEGACCTCCTCGGTGGEGCGTCCGGGGCCGETGGGACCTTCTGGACGABTACACGGTGGEGTBCGEEETGCGCGGTGCTEGAGCTGATEGABBGGETATCEGCCEGTBCTGGCGGCTEG 273
CCTCAATGACATGGGETGGCTCGACCTCCTCGCEGTECCATCCGCCGCGTTE - AGCECGCTEAACGABTACGTCGCGGECTBCGECEGCGCGCGTGCTEGAGGCGATGGABBGCETATCECGGACBCTACTCGATEG 273
GCCGCACCACGCGTCCTTGGCCGGCEGCGCGAAGAARCGGCACGGACGACCAAGAABCCGAAGCGCTBCACGCGTCCACCCBGCEEGCCGGGECTGGABAGGTCGACGGGCACGECAAGEGAGGAGBGACGAGCAGEE 260
CGCEACGCTGGAGCABCTCTCGTCCGAGTACCACATEGGTAACGAAGACCCEGCTAGTGGTCGAGEABGTGTCGACGGCGIBTCGCGCAGCGECTGGCBEGEATCCTCECEBBAGETNGCECEAAGACEGE -CG-GTGET 271
CGGCAACGACCTEGGCTGEGTEGACCTCEMCGGEGTEGCGTCETTTGCCGTEGGGCCTTCTEGACGABTACACGGTGGEGTBECGECETGCGCGGTGETEGAGCTGATECABECGETATCECCEGGTBCTGGAGGCTEE 273
TCCCGCGEGLGCGACETCGCGECGCECCGNGGAGCABGATGTCEGCTCCATGAG-GCEBCC - -CGGGCTCGGGBCACCGCGGTAGCCCGCAGGAACCCGTCGCEGCTCCGCEGTABGABGCTGEGCCGGEGCACGCGTCEE 271
CTTCAACGACGCEGGGGAGCTCGACCTGEMCCACGCEIGACGCGETCGCGATETAATETGETEAACEABTACGTGGCAGCEATBAGECATGTGAGATICETEGACCTETTACABGCEETMCTCEAGGACCTTACAAGETCC 274

CCCAACGACGCCGGGCTGCTCGACGACCTCG+CGTCGACGCCGCCGC+CTGGGACGTGGTGGAGGAGTACGCGGAGGCGTGCGGCGG+GG+GGTGCTGGAGCTGCTGGAGGGGCTGTCGCGGACGCTACGGGCTGG

TcCAGEBGCTECAGABEAGT AGC clEicic e ABTcBccBroeTEccTe@cccaaBcaarcBaceccaccAcBTcEBT TeEAETEGCCETCGTCGTEGTCEGMGTAGCGCARMBGABETCTCETTEGGCAGETTEGALETGA 410

ZmGA200x1-8 TTCTTECEGAGTC AMIGCGC CT MG T ACTACEEGCEGTECEAGCGEECETTEGALGCTCBECACGEEECCEEMTTGCBACCCGACGTCGCHGACCANCCTCCACCAGGACGACGTGCGCEBBCCEBCHGCATACCBACE 411
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ZmGA200x1

TTCTTECGACTCATGCGECTGAACCACTACCCGGEGTECCGGCAGCCECACCABGCTGBEGACGEGCCCBEAECGGBACCCGACETCGCTGARGCTGCTGCACCAGGACGABGTGGGCEBEGCABGTGCGCGCEBGCE 411
TTCTTECCGCTCATGCGGTGCAACTACTACECGCECTECCCGETGCCEGAGCALBGCTGBECACGGGCCCBEALTGCBACCCCACEGCGCTGABCATCCTCCTGCAGGACGABGTCGGCEEGGABGTICCTEGTGBACE 411
TTCTTEGACGTCATCCGGCTGAACCACTACEETCETTECCCGAGCCCCGACCGECCTCBECGTGGGGCGBEACAACBALGCCGGCGCEICTGABCATCCTGTACCAGGRCGABEGTCGGGBEGGACGTCCGECGETCCE 410
TTCTTEECGGTCATECGGTGCAACTACTACECGCECTECCCGEAGCCEBGAGCABGCTGBECACGEGECCBEALTGCBACCCCACEGCGCTCABCATCCTCCTGCAGGACGABGTGGGEEECGABGTGCTEGTGBACE 411
TCGTTEGCCGAGTTCCGCATCAACAGGTACALTALACECG-GEGACGETCEG-ECTCCBECCTGCAGACCEACACGBALTCEGGCTTCCTCABCGTGCTCCATGAGGRCGAGETCGGCBEC/CABGTCCTGGACEGGC 406
CTTGGEGTCGTGATEACEGTGAALTGETACECGCECTECCEGCAGCCEGAGCABGCTGBEGATGCCGCCEBEACTCCBAGTACGGCCTCCTCARGTTCGICCTGCAGGACCABGTCGAGBBGCABGTCTTGCACECCE 411
GTCGTEGTCGTGATGACGGTGAALTGCTACCCGGEGTECCCGCAGCCTGAGCABGCTGBEGATGCCETCBEACTCCBACTACGGCCTCTTICALGTTCGICCTGCAGGACCABGTCGAGBBCCABGTCATGCACBACE 411
TTCGABTTCTTGGCEGGCEGTTGCGETACTTEEEGCEGA - - -COEAGGABGAGGAA - - -CBBCATCABCGCBEACGAGBALGGEAACTGCATCABCTICGTCATCCAGGACGGEETCGGGBECCABGTCCTCAACBACGE 400
ATCCGEGACGCGARGEAccCABMTECTGTEEEECAGCTETECGEAACCEGAGCGECATCBEGCTCACGGCBEACACCBALTEGGEGCTTCATCARGCTCATCATGCAGAGECCEGTGCCEEEGCABCTGCTCCGECGCE 411
ATCGCEGACECCATGCATCTCARETGGTACCCGAGGTBCCCGGACCCECCECGEGCTGBEGCTCATEGCBEACACCBACTCGGEGCTTCTTICABCTTCGIGATGCAGAGECTEGTGCCCEBBGCABCTCTTCCGECACE 411
GCTGAGCGACTCCTGCGEATARACCACTACCETCEACCATGCECAGTECAGGTEAGTCBBATTCGEGGABEACTCABACICCGCABATCCTTAGCTTGETCCGATCAARCGATGTTGACGECCAGGTGCTTCTCAGCE 411
GGGTGECACCACCTGCGECTCAATCGGTACECGCECTBCCCETCEEGECCAA-ECTTCBEGCTGGTGCCCEACACCBABAGCGACTTCCTGARBGGTGCTGTCCCAGGRAECAGETCGGGBECCABCTCATEAC -BGAC 405
AGCGGECGACTGTTCCGCGTGAABCACTACEECGCECTECCCCECECTECAGGGEAC -GBBCTTCGECGABEACACCBAC/CCECABATCATCTECGTGCTCCGCTCCARCGCEACCTCEBECCABATCGCGCTEBACE 409
GGGTGEGACGTCCTECGECTGAALCGGTACCEGGEGTECCCCACTCCCCAGG-ECTTGBECCTGGTCCCBEACACCBACAGCGACTTCCTCARBCGTGCTCTGCCAGGAECAGETCGGCEECCABCTCATGAA -BGGE 408
GCCGTECGACTCCTCAGGATCAACCACTACEECALBGTCCAGCECEGCEGCEGTETGTCBEGTTCGGECGABEACACCBACCCGCABATCCTCAGECTGETCCGCGCCARCGABGTGGACBECCABGTGCTECTEBGCA 411
CTGGAGCGACTGCTEAGGGTGAACCACTACCCGCEAGCGGEGEAGACBAGE -GETGCGBEGTTCGGCGABEACACCBACCCGCAGATCATCTRCGICCTCCGCTCCARCGABGCGTCCBECGABATCACGCTCEG -G 409
GCGGABCGACTGTTCCGGATCAACCACTACEETCECTEBCCCGC TGETECAGCCGTGCCBECTTCGGCGABEACACGBALCCGCAGCTGGTGTECGIGCTGCGCTCCARCGGEACGCCCBECCABCTGGCGCTCEGCE 410
GGGCGGCGACTGGTECGGGTGAACCACTACEEGCECTECCCGCTGCTECCGCGEGTCGEEGTTCGGGGABEACACGBAL/CCGCAGATCEATCTECGIGCTCTGGTCCARE/CGEACTGCGBECCABATCAAGCTCEG -G 407
GCGCGECGACTGCTGCGGGTGAACCACTACEEGCEGCEGCCGECGCTCAMC -CETCCGBEGTTCGGEGABEACACCBACCCGCAGATCATCTEGGIGCTCCGCGCCARCGGEACCTCEBECCABATCGCGCTCEG -G 408
ACCGGECGACTGTICCGCGTCAACBCACTACEEIGCECTECCCCECGCTECAGGCEGCCGEECTTCGECGABEACACCGACICCGCAGATCATCTECGIGCTCCGCTCCARCGGEACGTCCBECCABGTCGCGCTCBACE 410
TGGTCGCGGLCGAGEACGACCATTATATATATATATTECCAAGAGAABCAGAGEAA-CAAGCGGAACAGBTGGAGGAGTGCGGAGCTCGTGTEACCGCTGGTGACTGGAGCTECTCGABTGGTBGTGGCGAACBAAG 396
cGGTGECACCTCClleCEaCTGAREICCCTABGIBIGCECTECGEEEGEEGECCAGGTCTACBIBGCTeTECCCABMETCCERABAGCGACTTCCTGAGCAACTCCACCAGGHIBIGCEETCGGEEECCHBCTCGTCAA -BGAC 407
GCGCGECGACTGCNGCGGGTGAALCACTACCEGCEGCEGECGECGCTEANCTCETCCGEEGTTCEGCGABEACACCEAC/CCECABATCATCTEGCGIGCTCCGCGCCARCGCEACGTCCBECGABGTCGCECTEEG -G 409
GTCCGECGTCGCGCEECBGTACTCRGE - CETCBEGAGGGGETCECCEAGEGG - - -BCACGEGCGCETGRTGCTGETGCTGGGCETCGCBCAGGGCGACGTGGAR -GCBIGACCCABTTGACGTCGCEGA - BCGA 396
AcceABCGACTCCicAGE AT CHACT ACTMBIEIIT ACAGCATGCACAGTECAAGTEAGTCEBEATTICGGGGAGEIAT TCABREcCGcAGATTCMTAGE THcCMTCCAGCAARTGABGTCCACGEICCABGTGCTTCTEBCCE 411

=545 S o Aty EX VEolSscacas GTaS SX 5 oooacS
GTCGGCCGACTATGCGGTGAACCACTACCCGECGTGECCEGCGCCGCAGHGCOCTGGGOTTGGGCGEGCACACGGACCCGCAGTTCCTCACCGTGCTCCECCAGAACGACGTCGHCGGCCAGGTCETOCTCGECG

BocaBTCcccETEETECc cCEBcclccTEMEEcAcBcTcAAGARBIBCE -TccaTee - ABcG -BTcceccTe@EcceTcacBcccBcBTCEATCGTGCCECACCCEBETCGCACGCGCCEcGECBICCGGTGCAGAG 543

ZmGA200x1-8 BcBc TECAflcCcGGEcBACGEC TTCGIEETCECEACACTTHcATEECGCTC TCCHABIEGECEETACAAGEBE TecCTCEAECEBCcBcCceTCETCHABAGECGCGTCHBCAAGIEGCTCGCEMTETTECTTCTGGCGCA 547
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BcBcBcGETcCGEGCEBEACCECTICGTGETEECEACACCTTCGCCBCEGCTCACCGABBGEGCETCACACCABETGCCTEEACCECECCGTEGTGACEGGEGGCGECECCGGTEGCTCGCETTETTCCTGTTGGCGCE 547
BcBcCcCCETCcCGEECABGCEECATGGTEATEECEACACCTTCATEGCECTGTCCHACGGGCEETACAAGABETGCCTEEACCECECECTEGTGRABCGGCGGCAGEBGCAATEGCTGGCETTETTCCTACTGGCTCA 547
ETEGEGCCETCAGECCCBACTECTTCATEATEEGCEACCTCATCCABETGTGGAGCAACGACAGBTACGAGABEGCGCABCACCEGETGTCGGTGRABTCGGCGAGGEGTTCTECATGCCETACTTCTTAAAGAGCAT 546
BclBcCceCETcEiceccEBEGCEECATGGTEATEECEACACCTICATBECGCTGTCGAACGBGGAGETACAAGABETGCCTEEACCECECGCTEGTGRABCAGCGGCGGEGCGGTEGCTGGCENTETTCCTACTGGCTCA 547
ETTCBCCETGGACGCGBGCTRCTHTCTCETAGCEACGTCGGCACBECETGCAGCAACBGGAGECTGCACAABGTGAABCACCEGETGCGETGCGTEGCACCCGTGBCATCTECATCGCEATGITECTG-GATCGGT 541
ETBGCCCETCGACECGBEGATECTICGTEETEGCEACCACCHAGABATCTACAGCAACBGGCGETACAAGABEGTGC TECACCEGETGCGCETGMABTCGACGCGGEBCATCTEGGTGGCGHCGTTCECAAGAAGGCGE 547
BTBGCCCATCGACCCGEBGATECTICGTEETCECEACCACCTAGABATCTACAGCAACGGGCEGETACAAGABEGCGCTEEACCEGETGCACGTGRABTCEACGCGGEBCATCTECGTGGCGTCGTTCECAAGAAGGCGE 547
ETEGBCGECGCABGAGBGEAGCATCATECETCECEACGTCATACABETECTGAGTAACAACAAGBCTCAAGABEGCGACEEACCEGETGGTGAGGRAGCCCGTGCACACTCGTTCGTGTTEITETTCAAAGAGGGTTC 536
ETEGGCGETcCceCceBeCEEcCICATEETCECEACCTGTTCCABEBTGCTCACGAACBGCCECTTCCGEGABE/CCTATCEACCECECCGTCOTARGECGAGAGCECEBEATCTECGTGCCETACTTICCTGCCAGG-AT 546
ETEGBCGETGCCECCEBEGCEECTICGTEETCECEACCTCTTCCACATCCTCACCAABBGCCEETTCCACABEGTGTACEACCECECCGTCGTGRABCGGGACCTCEBGATCTEGCTCGGETAETTCCTGCCCGGCCC 547
ETBEGBAGETGCCACCATCAGEGTICTTTETCETEATCTCCTCCABBCCTTCACAAATEGEAABGTGATARBEGTCCGECACABGGETAATTGCARGETCCAGCAGGEGCTGTEAACGATETACTTCGCCTACAGGAT 547
CTBGBCCETCcAAGCCCBACCECCICATEETEECEATCTGTITCABGCCTGGAGCAABAACCTBTACAAGABCGTGGABCACAAGEBTGGTEGCCAABGCEGCGGCEECTTCTEGGCCGCETACTTECTGGCCATTTC 541
BTEGBECCETCEcCCGCBACGECTICTTCETTECEABTCGTTGCABETECTGACCAACBCGAGET TCAGGABEGTGAABCACCIEGETGGTGACCAABAGECTCAAGBAGTTTIECTTCATETACTTCGCCAAGACGGE 545
ATBGBCCETCAAGCCECEGCALICCICGTEETECGEACCTCTTCCABGCEGTGGAGCAACAACAGATACAAGABEGTGGABCACAAGETGATGACGRABGCCAGGACGEBCTACTECGTCGCETACTTITCTGGCTATTTC 544
BTEGBAGETCECEGCCETCCEECTICTTEATCETEACGCCCTTCABGCCCTGACAAACBGECECETTGGTGABEATCCGEEACABGETGATGGCCAGEACCACCCGGEGCTGTECACCATETACTTGGCCTACGGACA 547
ETEGBECCETGCCCACCBAATECTICTTCETCEGCEACGCGTTGCABETECTGACCAACBGGGCEETTCCGEGABEIGTGCGEEACCEGETGATGGTGAGEAGECGCGCGGEGGTGTECGTGATETTETTCGGTCAGAATCG 545
ATBGBCCETGCCTEGCBACEECTICTTCETCECEACTCGCTGCABETCCTGACGAATEGGAGECTGAAARBTGTGCGEEACCEGETGGTGGCCMABAGECCTGAAGEGGTGTECATGATETACTTCGCCCGCATCG - 545
BTEGBECCETGCCCCCEBAATECCICTTCETCEAGACTCGCTGCABETTCTGACGAABGGGCEETTAAGEGABEGTGAABCACCEGETGGTGGCCGGEGCCGGCGEGGEGCTGTECGTGATETACTTCGGCCAGCCGCC 543
BTBEGBECCETCCCEGCEBEACEECTICTTCETCECEACACTICTGCABETETTGACGAACGGGAGET TCAGGABEGTGAGEEACAGGETGCTCGTGHACAGCGAGAAGEGGTGTECATGGTETTETTCGGCGAGAAAAG 544
ETEeGcCcETceCcCclccBACGEC THCTTICETTECEACTCGTTNGCABGTGCTGACCAACGGGAGETTCGAGABEGTGAABCACCEGETGGTGACCAABAGECTCAAGEGGTTRECTTCATETACTTCGCCAAGATGGC 546
CCBCBTTATATAGGAGBACGGACGGGGEECEEGEGECCEACGE -BECCATACGARACGAGCCECGAGGGABEGAACAABGTTAG- - a79
BTECECCETcAACCECBCCoE0CHCATCOTEECEREC TeCfocABECaTcOACCAACEBACC BT ACCCCABEGTCGABCRBICECETEATEGC clcBccEACcACEBETFCiBccc ool TEMIECTCOAACTTOC 543
ETEGECCETCCCEGCEEBEACCECTHCTTECETCECEACACCCTGCABETGTTGACGAACGGEAGCET TCAGGABEGTGAGECACAGGETGGTEGGTGRABAGCGAGAAGEGGTGTECATGATENTETTICGGCGAGACAAG 545
BcCcABTABCCCGEETGCGCEEG- - -CTTETEECECECCGGCCAGC/BCEGCCCGCGCEAGCGCBAAGAGECEBEIGCGCABAGEGCCEBCEGGCACCGTGETTCGCGCGAGCTCCEGGCACGECGETGECAGCTCCCCGA 529
EeTceAceTficccecacTcAcBeTRIETRTETCETEACC TEcMicCABEe T TTAKC ARETECEAABCTCGTABBTGTCCGEEMEABCETAATTGC ABGETCEAGC AGGEGCTCMECACAATETACTRCGCCTACAGAAT 547
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