Table S8. Previous computational studies that revealed residues that are under functional constraint
	MADS
	Residues
	Computational approach
	Referencea

	FLC
	42, 56, 59, 154
	Analysis of positive selection
	[1]

	SVP
	16, 144
	Analysis of positive selection
	[1]

	Petunia MADS
	Regions in several proteins
	Window analysis to identify regions with rate differences
	[2]

	PI
	100N, 142A
	Analysis of substitution rates
	[3]

	AP3
	148R, 162C, 130E, 191K
	Analysis of substitution rates
	[3]
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