Name
GMAGLS2
AtAP1
AAG
AtSOC1
AtANR1
AP
AtAP3
AtAGL1Z
AtAGL14
AtAGLLS
AtAGLLE
AtAGLL7
AtAGL1S
AAGL21
AtAGL23
AtAGLE2
0sMADS20
OsMADS23
0sMADS25
OsMADS26
0sMADS27
OsMADS62
OsMADS78
OsMADS7S
GmNMHCS
GMNMH7
GmSEPL
GMAGL1
GmAGL11
GmAG15
GmMADS4
GmSVPL
OsMADS87
GmAGLS

GMAGL27

pvalue
3.39e-20
1.13e-105
5.10e-108
3.15¢-96
1.55e-134
2.06e-61
1.51e-60
3.09-81
2.62e-96
2.79¢-79
2.83e-126
3.46e-121
8.65¢-73
1.65e-129
4.86e-33
1.15e-32
6.69-77
3.51e-105
4.92e-111
8.87e-76
3.70e-137
1.60e-40
4.81e-39
2.88e-38
1.66e-187
1.80e-64
1.40e-111
5.74e-104
1.29e-115
1.63e-83
1.23¢-58
1.5%-77
2.10e-20
1.21e-166

2.96e-23

GmMADS28  1.21e-166

Gmsoct

1.51e-96

GmMADS11  2.37e-200

GMMADS12  1.97e-191
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Motif Symbol Motif Consensus

1. BB VMGRGKIEIKRIENKTNRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSS

2. [ HRQLMGEDLGGLSIKELQNLENQLETSLKRVRSKKTQLLTEZIEELQKKE

3. m GKLYEFASSSMKSTI

4 HE EAKFWQREAASLRQQLQYLQE

5. I NLIHQENLELYKKVEIIHKENAELQKKVY

6. W ERYNKAKEEEHQLLN

7. R QSSKQEYLKLKAKIELLZRS

8. M EARSTNEENVASNPSYKVRNGYDLHAPISLQLSQPQPQY

9. I 2AEDMGYGRHPGQPQGHALFQPLECEPTLQIGYHPDPVSVVTEGPSMNNYM

10. O LQEENKILRKKIEE

Figure S1. Conserved motif analysis of plant MADS proteins.
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