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                                                                                1 
AtMAD2          (1) MASKTAAAKDIITLHGSAAIVSEFFCYAANSILYNRAVYPEESFVKVKKYGLPMLLIEDE 
ZmMAD2          (1) MA-SRSASKDIITLRGSAAIVSEFFGYAANSILYNRAVYPEESFSKVKKYGLTMLLTQDE 
HsMAD2          (1) MA-LQLSREQGITLRGSAEIVAEFFSFGINSILYQRGIYPSETFTRVQKYGLTLLVTTDL 
mMAD2           (1) MA-QQLAREQGITLRGSAEIVAEFFSFGINSILYQRGIYPSETFTRVQKYGLTLLTTTDP 
XMAD2           (1) MA-GQLTR-EGITLKGSAEIVSEFFFCGINSILYQRGIYPSETFTRIQKYGLTLLVSTDP 
ScMAD2          (1) -------MSQSISLKGSTRTVTEFFEYSINSILYQRGVYPAEDFVTVKKYDLTLLKTHDD 
 
                                                                                1 
AtMAD2         (61) SVKSFMSNLTSQISEWLEAGKLQRVVLVIMSKATGEVLERWNFRIETDNEVVDKGVSREK 
ZmMAD2         (60) GVKNFIASLTSQLSEWLEAGKLQRIVLVIMSKATSEVLERWNFNIVTDAEVVEKGAIKEK 
HsMAD2         (60) ELIKYLNNVVEQLKDWLYKCSVQKLVVVISNIESGEVLERWQFDIECDKTAKDDSAPREK 
mMAD2          (60) ELIKYLNNVVEQLKEWLYKCSVQKLVVVISNIESGEVLERWQFDIECDKTAKEEGVRREK 
XMAD2          (59) ALKEYLNKVTDQLKDWLYKCQVQKLVVVITSIDSNEILERWQFDIECDKTVKDGIVR-EK 
ScMAD2         (54) ELKDYIRKILLQVHRWLLGGKCNQLVLCIVDKDEGEVVERWSFNVQHISGN-SNGQDDVV 
 
                                         HORMA domain                           1 
AtMAD2        (121) SDKEIMREIQAIMRQVASSVTYLPCLDET--CVFDVLAYTDTDVAVPFTWIESDPKLIAN 
ZmMAD2        (120) SDKEIMREIQAIMRQIASCITYLPCLDEP--CVFDVLAYTDTDVDAPGTWVESDAKLIDN 
HsMAD2        (120) SQKAIQDEIRSVIRQITATVTFLPLLEVS--CSFDLLIYTDKDLVVPEKWEESGPQFITN 
mMAD2         (120) SQKAIQDEIRSVIRQITATVTFLPLLEVS--CSFDLLIYTDKDLVVPEKWEESGPQFITN 
XMAD2         (118) SQKVIQEEIRSVIRQITATVTFLPLLETA--CAFDLLIYTDKDLEVPEKWEESGPQFVSN 
ScMAD2        (113) DLNTTQSQIRALIRQITSSVTFLPELTKEGGYTFTVLAYTDADAKVPLEWADSNSKEIPD 
 
                                            1                                     
AtMAD2        (179) PQMVKLHGFDTKIHKVDTLVSYKNDEWDEEE (209)                        
ZmMAD2        (178) PQMVKLHSFDTKIHKVDTLVSYKKDEWDEEE (208)                        
HsMAD2        (178) SEEVRLRSFTTTIHKVNSMVAYKIPVND--- (205)                        
mMAD2         (178) CEEVRLRSFTTTIHKVNSMVAYKTPVND--- (205)                        
XMAD2         (176) SEEVRLRSFTTTIHKVNSMVAYKKIDTF--- (203)                        
ScMAD2        (173) GEVVQFKTFSTNDHKVGAQVSYKY------- (196)                        

 

 
 
 
Figure S3. Sequence comparison of MAD2-related proteins. (A) Domain organisation of 

Arabidopsis thaliana AtMAD2 and human HsMAD2. (B) Alignment of the MAD2-related 

proteins from A. thaliana (AtMAD2, At3g25980), Zea mays (ZmMAD2, Q9XFH3), mouse 

(mMAD2, Q5HZH8), human (HsMAD2, AAC50781), Xenopus larvei (XMAD2, 

AAB41527) and Saccharomyces cerevisiae (ScMAD2, P40958). The HORMA domain 

(PF02301) is underlined. Identical amino acid residues are colored. 
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