Table S2b: Clades resolved across the gene tree and respective posterior probability across the sweet potato chlorotic fleck virus (SPCFV) and sweet potato chlorotic stunt virus (SPCSV) Only clades with posterior probability of above 0.7 were the only clades considered.
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	Clade I
	Triple block 1
	Triple block 2
	Triple block 3
	RdRP
	Coat protein
	Nucleic acid binding
	
	
	

	SPCFV
	Clade I
	0.92
	0.95
	0.89
	0.99
	1
	0.89
	
	
	

	
	Clade II
	0.99
	0.90
	0.72
	-
	0.72
	0.79
	
	
	

	
	Clade III
	0.83
	0.65
	0.62
	0.88
	0.98
	-
	
	
	

	
	
	
	
	
	
	
	
	
	
	

	
	Clades
	HSP70
	Coat
Protein
	mcp
	P28
	P60
	P7
	P8
	RdRP
	Rnase3

	SPCSV (RNA1&RNA2)
	Clade I
	-
	0.99
	0.99
	1
	0.7769
	0.62
	1
	0.99
	1

	
	Clade II
	0.99
	0.77
	0.85
	0.77
	-
	1
	1
	-
	0.96

	
	Clade III
	0.81
	
	-
	-
	1
	-
	-
	0.98
	0.78

	
	Clade IV
	-
	
	
	-
	-
	-
	-
	0.99
	-








