* 80 * 100 * 120

CpCRC S—TRSVPQT-—HCPDLQLGFQSQGLYSDYMKGQSSSSSSSSTSSQLET— 93
AtCRC f T-—TTPPQG———HVS-LTEQMQSEGG-SDYKKGSSSSSSSSTSSDQPPS— -1 102
CpFIL S——SSAFSVDHLPSSD! N— RALJALPTPNQENFS———HSFESPPHTLLEQI PNPAP—SELEDQSN—— S : 103
AtYABBY1 : SPSSAVCSPDHFSPSDE [N-—'RSY|ILPASNQLQLQLGPHSYENP-QDILEELRDAPSNMNMMMVNQH-—————PTMN : 114
AtYABBY3 : SSSAPAFPPDHFSSTD!

SURALIILPSVSNLGHSFLPPPPPPPPPNLLEEMRSGGQNINMNMMMSHHASAHHPNEH @ 123

CpYABS-1 : ACVDAAS— LSWQEMQTPTEISPDYRLDLGSSSKCN-RVAMLTSV- 93
CpYAB5-2 : SCIGATS— LSWQETQTPTETSPDYRMNTASSSKCN-KVAMQAS— 92
AtYABBYS : ANSVMAT E : 89
CpYAB2 GSLEQA———FPLQGFQHQNYHCQDKGSDFGSSSKSN-KILMLDST: 91
AtYABBY2 : IN-—IGVS|EHQTSAPPTHQDEQPHRQHT TSLVTRKDCASSSRSTNNLSENT : 96
AtINO HY [N-L/KASFTPLHLLASLSHEDETGKEEVAATDGVEEEAWKVNQEKENSPTTL — : 113
220 * 240 *
CpCRC ISKELS—VSFAHENE: 2 172
AtCRC GHNMIHGLGFGEKK 1 181
CpFIL —QAVKKTSYRQQEG-DEVLIKDGEFS——TANMGITPY— : 211
AtYABBY1 THEG " VPDN-——QPVKKTNMPQQEGEDNMVMKEGEYAPAAANVGVTPY— 1229
AtYABBY3 : THEG \MADH-——PPTKKANVRAQEGEDGMMGREGEY G—SAANVGVAHN— 1240
CpYAB5-1 THEG ‘MLE-————ANNQPKEDEGPEKHLI TNAATYNN-— 1 184
CpYAB5-2 : THEG \MLE———— TNNQAKLDEGPEKCLMTKAAVENK— - 183
AtYABBY5 : THEG MLE SNKQAKTA : 164
CpYAB2 THEG 'STE- GSNQVRIGESLAGEGAQKTPGEY— : 181
AtYABBY2 : ~DREAPRMPP I {32l THEG “KLD————~GNKKG--KQLDQSVAGQKSNGY Y~ 1 184
AtINO T —SDNEDEDVSRVYQVVN {ZgaiieX (AHNKRAASDQCFCEEDNNATEPCNVFEDHEESNNGERERKAQRHSIWGKSPFE @ 231

Figure S1. Sequence alignment of YABBY protems in C praecox and A. thaliana.
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Table S1 Protein identity analysis by clustalx

Note: Accession numbers details see in section “Sequence alignment and phylogenetic analysis”.



