Table S1. The number of mutations in different data sets. 
	Dataset
	# of complexes
	# of mutations

	Prempdi
	49
	219

	Mcsm
	38
	331

	Mcsm.DNA
	33
	264

	Sampdi
	13
	105

	P.O.M
	16
	105

	P.O.S
	11
	77

	P.D.M
	33
	114

	P.D.S
	43
	142

	P.D.S.I
	32
	77


‘Prempdi’ is the training set used for parameterizing PremPDI model. ‘Mcsm’ and ‘Sampdi’ are the training sets used for constructing mCSM-NA and SAMPDI model, respectively. ‘Mcsm.DNA’ is the set of mutations for protein-DNA complexes. ‘P.O.M’ or ‘P.O.S’ is the set of overlapped mutations between ‘Prempdi’ and ‘Mcsm’ or ‘Sampdi’. ‘P.D.M’ or ‘P.D.S’ indicates the mutations included in the ‘Prempdi’ but not in the ‘Mcsm’ or ‘Sampdi’ dataset. ‘P.D.S.I’ is the interfacial mutations.
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