Table S7. Analysis of known mutations in MADS proteins

	MADS
	Residues
	Overlap with IMSS
	Referencea

	AGL15-AGL15
	118 - 152
	118-123
	[1]

	OsMADS1, OsMADS14, OsMADS15
	K-domain and region before K
	N/A
	[2]

	OsMADS1
	Arg24
	N/A
	[3]

	SOC1
	Glu34, Gly113
	-
	[4]

	SEP1 (interaction with PI)
	K143
	-
	[5]

	PI (interaction with SEP1)
	E125
	-
	[5]

	SEP3 (interaction with PI)
	R146
	-
	[5]

	AP1 – AG
	MADS and I domain
	agrees with motifs
	[6]

	AP3 – PI
	I and K domain
	no motifs for AP3
	[6]

	ABS (interaction with SEP3)
	Distal part of K-domain
	no motifs for ABS
	[7]

	AP3-PI
	Proximal part of K-domain
	PI: 100-107, 109-116
	[8]

	OsMADS6 
	109-137
	N/A
	[9]

	Antirrhinum DEF - GLO
	K93 deletion, F49 insertion
	N/A
	[10]

	SQUA-SQUA
	MADS/I only cannot dimerize with MADS/I/K
	N/A
	

	SQUA-PLE
	MADS/I can dimerize with MADS/I/K
	N/A
	[11]

	AP1 / CAL
	Distinct residues of AP1 needed for recovery of floral meristem identity
	AP1: 151-158
	[12]

	CAL
	Cal-4: E131K
	126-133
	[13]
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