Table S3. Features considered in model selection
	Features

	Amino acid substitution indexes and statistical protein contact potentials from AAindex database (http://www.genome.jp/aaindex/) 

	Van der Waals interaction energy 

	Electrostatic interaction energy 

	Polar solvation energy

	Solvent accessible surface area

	Energy terms from FoldX 

	Van der Waals repulsive energy 

	The length of protein, mutated chain and nucleic acid

	Number of hydrogen bonds 

	Number of Salt-bridge 

	Classification of residue types

	Configurational entropy of mutated residue 

	Hydrophobicity of mutated residue

	Conservation score of the mutated site 

	Location of the mutated site

	Secondary structure elements 
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