
           

           

LeAP3    : 

PFDEF    : 

NtDEF    : 

PhAP3    : 

AmDEF    : 

MtNMH7   : 

AtAP3    : 

MtTM6    : 

PhTM6    : 

LeTM6    : 

PFTM6    : 

VpTM6-1  : 

VpTM6-2  : 

OsMADS16 : 

           

                                                                                                         

         *         *         *         *         *         *         *         *         *         *     

MARGKIQIKKIENQTNRQVTYSKRRNGLFKKANELTVLCDAKVSIVMISSTGKLHEFISPSIT--TKQLFDLYQKTIG-VDIWTTHYEKMQEQLRKLKDVNRNLR

MARGKIQIKKIENQTNRQVTYSKRRNGLFKKANELTVLCDAKVSIVMISSTGKLHEYISPSIS--TKQLFDLYQKTVG-ADLWNSHYEKMQEQLRKLKDVNRNLQ

MARGKIQIKRIENQTNRQVTYSKRRNGLFKKANELTVLCDAKVSIIMISSTGKLHEFISPSVT--TKQLFDLYQKTVG-VDLWNSHYEKMQEQLRKLKDVNRNLR

MARGKIQIKRIENQTNRQVTYSKRRNGLFKKANELTVLCDAKVSIIMISSTGKLHEFISPSIT--TKQLFDLYQKTVG-VDLWNSHYEKMQEQLRKLKEVNRNLR

MARGKIQIKRIENQTNRQVTYSKRRNGLFKKAHELSVLCDAKVSIIMISSTQKLHEYISPTTA--TKQLFDQYQKAVG-VDLWSSHYEKMQEHLKKLNEVNRNLR

MARGKIQIKRIENTTNRQVTYSKRRNGLFKKANELTVLCDAKVSIIMFSSTGKLHEYISPSAS--TKQFFDQYQMTVG-IDLWNSHYENMQENLKKLKDVNRNLR

MARGKIQIKRIENQTNRQVTYSKRRNGLFKKAHELTVLCDARVSIIMFSSSNKLHEYISPNTT--TKEIVDLYQTISD-VDVWATQYERMQETKRKLLETNRNLR

MGRGKIEIKLIENPTNRQVTYSKRRNGIFKKAHELSVLCDAKVSLIMFSKNNKMHEYITPGLS--TKKIIDQYQKTLGDIDLWRSHYEKMLENLKKLKDINHKLR

MGRGKIEIKKIENSTNRQVTYSKRRNGLFKKAKELTVLCDAKICLIMLSSTRKFHEYTSPNTT--TKKMIDLYQRTLG-VDIWNKHYEKMQENLNRLKDINNKLR

----------------------------------------------MLSSTRKYHEYTSPNTT--TKKMIDQYQSALG-VDIWSIHYEKMQENLKRLKEINNKLR

MGRGKIEIKKIENSTNRQVTYSKRRNGIFKKVKELTVLCDAKISIIMLSSTRKYHEYTSPNTT--IKMMIDQYQSTLG-VDIWSTHYEKMQENLRRLKEINNKLR

MGRGKIEIKKIENPTNRQVTYSKRRNGIFKKAQELTVLCDAKVSLIMFSSTGKFHEYISPSTS--TKKIFDQYQKALG-VDLWQTHYERMQENLRKLKEINNKLR

MGRGKIEIKMIENPTNRQVTYSKRRNGIFKKAQELTVLCDAKVSLIMFSNTGKFHEYISPATSYVTKMIFDQYQKALG-VDLWQAHYERMQENLRKLKEINNKLR

MGRGKIEIKRIKNATNRQVTYSKRRTGIMKKARELTVLCDAQVAIIMFSSTGKYHEFCSPSTD--IKGIFDRYQQAIG-TSLWIEQYENMQRTLSHLKDINRNLR
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KEIRQRMGES---LNDLNYEQLEELMENVDNSLKLIRERKFKVIGNQIETYRKKVRNVEEINRNLLLEFDARQE-DPYGGLVEHDG--DYNSMLGFPTG-GPRIL

KEIRQRMGES---LNDLNYEQLGELMENVDDSLKLIRERKYKVIGNQIETYKKKVRNVEEIHRNLLLEFDARQD-DPYGGLVEQEGADHYNSVLGFPNGAGARIL

REIRQRMGES---LNDLNYEQLEELNENVDNSLKLIRERKYKVIGNQIDTYKKKVRNVEEIHRNLLLEFDARQE-DPYG-LVEQEG--DYNSVLGFPNG-GPRIL

KEIRQRMGES---LNDLNYEQLEELMENVDNSLKLIRERKYKVIGNQIETFKKKVRNVEEIHRNLLLEFDARQE-DPYG-LVEQEG--DYNSVLGFPNG-GHRIL

REIRQRMGES---LNDLGYEQIVNLIEDMDNSLKLIRERKYKVISNQIDTSKKKVRNVEEIPRNLVLEFDARRE-DPHFGLVDNEG--DYNSVLGFPNG-GPRII

KEIRQRMGEC---LNDLSMEELRLLEDEMDKAAKAIRERKYKVITNQIDTQRKKFNNEREVHNRLLRDLDARAE-DPRFEMMDNGG--EYESVIGFSN-LGPRMF

TQIKQRLGEC---LDELDIQELRRLEDEMENTFKLVRERKFKSLGNQIETTKKKNKSQQDIQKNLIHELELRAE-DPHYGLVDNGG--DYDSVLGYQIE-GSRAY

RQIRHRIGEGGMELDDLSFQQLRSLEEDMNSSIAKIRERKFHVIKTRTDTCRKKVRSLEQMNGNLLLELEKCVI-HPQF-LFHDEG--DEESAVALANG-ASTLY

REIRQRTGE---DMSGLNLQELCHLQGNVSDSLAEIRERKYHVIKTQTDTCRKRVRNLEEQHGSLVHDLEAKSE-DPTYGVVENEG--HFNSAMAFANG-VHNLY

REIRQRTGE---DMSGLNLQELCHLQENITESVAEIRERKYHVIKNQTDTCKKKARNLEEQNGTLVLDLEAKCE-DPKYGVVENEG--HYHSAVAFANG-VHNLY

REIRQRTGE---DMSGLNLQELCHLQENISEAVAEIRERKYHVIQNQTGTFKKKVKNLEQQHGNLVLGLEAKCEEDSKYGVVENEG--QYNSAVAFANG-VHNLY

REIRQRIGE---DLDDLAINELQELEQNMDASLNVVRERRYHVIKTQTETCKKKVRNLEERHGNLLLDFEAKLE-DPHFGLVDNEG--FYDAAVAHANG-ASNLY

REIRQRIGE---DLDDLAINELQELEQNMDASLNVVRERKYHVIKTQTETYKKKVRNLEERHGNLLLDFEAKLE-DPHFGLVDDEG--VYDAALALANG-ASNLY

TEIRQRMGE---DLDGLEFDELRGLEQNVDAALKEVRHRKYHVISTQTETYKKKVKHSYEAYKTLQQELGLCEE--PAW-FVDNTG--GGWDGGAGAGA-AADMF
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DLRLQPNN-NYHN---HLHSGGD---S-DITTFALG-

ALRLQPNN-HHHHHHHHLHSGGGG--S-DITTFALA-

ALRLQPN--HQPN--HHLHSGGG---S-DITTFALA-

ALRLQPNH-HQPNHHHHLHSGGG---S-DITTFALLE

ALRLPTN--HHPT----LHSGGG---S-DLTTFALLE

ALSLQPT---HPN----PHNGGASAAS-DLTTYPLLF

ALRFHQNH-HHYYPNHGLHAPSA---S-DIITFHLLE

AFCQHHS---HLNLP--HHHGEEG----YKNDDLRLG

AFRLQTL---HPNLQ--NGGG-------FGSRDLRLA

AFRLQPL---HPNLQ--NEGG-------FGSRDLRLS

AFRLQAS---HPNLQ--NEVG-------FGSRDLRLS

AFRLHHNQHHHPDHE--LHHG-GG----FACHELRLP

AFRLHH----HPDHD--LHHG-RG----FACHELRLP

AFRVVPS---QPNLHG-MAYG--------GNHDLRLG
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MGRGKIEIKRIENTNNRQVTYSKRRNGIIKKAKEITVLCEAKVSLIIFASSGKMHEYCSPSTTISDMLDGYQKASGRRLWDAKHGNLSNEIDRIKKENDSMQV

MGRGKIEIKRIENSSNRQVTYSKRRNGILKKAKEISILCEARVSVIIFATSGKMHEFSS--TPLVDILDQYHKLTGRRLWDAKHENLDNEINRVKKDNDNMQI

MGRGKIEIKRIENSNNRLVTYSKRRNGIIKKAKEITVLCDAKVSLIIFGTSGKMHEYCSPSTTLSDILDGYQKTSGRRLWDAKHENLSNEIDRIKKENDSMQV

MGRGKIEIKRIENSSNRQVTYSKRRNGILKKAKEISVLCDARVSVIIFASSGKMHEFSS--TSLVDILDQYHKLTGRRLWDAKHENLDNEINKVKKDNDNMQI

MGRGKIEIKRIENSSNRQVTYSKRRNGILKKAKEISVLCDARVSVIIFASSGKMHEFSS--TSLVDILDQYHKLTGRRLLDAKHENLDNEINKVKKDNDNMQI

MGRGKIEIKRIENSSNRQVTYSKRRNGIIKKAKEITVLCDAKVSLIIFGNSGKMHEYCSPSTTLPDMLDGYQKTSGRRLWDAKHENLSNEIDRIKKENDNMQV

MGRGKIEIKRIENSSNRQVTYSKRKNGILKKAKEISVLCDAQVSLILFGASGKMHEYISPSTTLIDILDRYQRASGKTLWDAKHENLSNEIDRIKKENDSMQI

MGRGKIEIKRIENSSNRQVTYSKRKSGILKKAKEINVLCDAQVSTIIIAPSGKMHEYISPSTTLIDMLERYHKASGKRLWDAKHENLKNEIEKLKKENEDMQI

MGRGKIEIKRIENSSNRQVTYSKRRNGIMKKAKEISVLCDAHVSVIIFASSGKMHEFCSPSTTLVDMLDHYHKLSGKRLWDPKHEHLDNEINRVKKENDSMQI

MGRGKIEIKRIENANNRVVTFSKRRNGLVKKAKEITVLCDAKVALIIFASNGKMIDYCCPSMDLGAMLDQYQKLSGKKLWDAKHENLSNEIDRIKKENDSLQL

MGRGKIEIKRIENSSNRQVTYSKRRNGIIKKAKEITVLCDAQVSLVIFASSGKMHEYCSPSTSLVELLDKYHKQSGKRLWDAKHENLSNEIDRVKKENDSMQI

MGRGKIEIKRIENSTNRQVTFSKRRSGILKKAREISVLCDAEVGVVIFSSAGKLYDYCSPKTSLSRILEKYQTNSGKILWDEKHKSLSAEIDRIKKENDNMQI
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      *         *         *         *         *         *         *         *         *         *      

KLRHLKGEDINQLTHKELIIMEEALQNGLSSISAKQSEILRMVRKNDQIXEEENKQLQYALHQKEMGAIGGSGNMRGIHEEVYHQR-ER---DYEY-QMPFGL

ELRHLKGEDISSLNYRELMLIEDALENGLTSIRDKQNEYMRMMRKKTQIMEEEQDQLNCQLRQLEIASMN--RNMG-EIGEVFEQRGEN--HDYQ---MPFAF

KLRHLKGEDINSLNHKELMVMEEALQNGLSSISAKQSEILRMVRKNDQILEEEHKQLQYIFHQKGMAAMG--GNMRGIHEEVYHQR-ER---DYEY-QMPFSL

ELRHLKGEDITSLNHRELMMLEDALDNGLTSIRNKQNDLLRMMRKKTQSMEEEQDQLNWQLRQLEIASMN--RNMG-EIGEVFHQR-EN---EYQT-QMPFAF

ELRHLKGEDITSLNHRELMILEDALENGLTSIRNKQNEVLRMMRKKTQSMEEEQDQLNCQLRQLEIATMN--RNMG-EIGEVFQQR-EN--HDYQN-HMPFAF

KLRHLKGEDINSLNHKELMVLEEGLTNGLSSISAKQSEILRMVRKNDQILEEEHKQLQYALHQKEMAAMG--GNMR-MIEEVYHQR-DR---DYEYQQMPFAL

DLRHLKGEDITSLNYKELMALEESLENGLTGVRDKKMEVHRMFKRNGKILEDENKELNFLLQQHMAL-EG-------V-GNMHGQWI----------------

QLRHLKGKDINTLNYKKLMSLEDVLENGLLTVRHKQMEVYKMVKRNDKILKEENRELNFILQQQQGYGSG-------R-WEINGL------------------

ELRHLKGEDITTLNYKELMVLEDALENGTSALKNKQMEFVRMMRKHNEMVEEENQSLQFKLRQMHLDPMN--DNVM-ESQAVYDHHHHQNIADYEA-QMPFAF

ELRHLKGEDIQSLNLKNLMAVEHAIEHGLDKVRDHQMEILISKRRNEKMMAEEQRQLTFQLQQQEMAIAS-------NARGMMMRDHDG---------Q-FGY

ELSHLKGKDITSLHHKELMAIEEALETGLTGVRNKQMEYHRMMEKNGKMLEDETKRLSFILQQQELALEE---NAR-DMENAYHQQRAR---EYNS-QMPFAF

ELRHLKGEDLNSLQPKELIMIEEALDNGIVNVNDKLMDHWERHVRTDKMLEDENKLLAFKLHQQDIALSG-------SMRDLELGYHPD--RDFAA-QMPITF
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Figure S1. Multiple sequence alignment of B-class MADS-box genes.
a AP3-lineage. b PI-lineage. Gaps are introduced for proper alignment. The M, I, K, and C domains of each 
MADS-domain protein are indicated.


