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	Method Name
	Predicted ΔΔG (Kcal/mol)
	Outcome
	Reference

	SDM
	0.54
	Stabilizing
	(Pandurangan, et al., 2017)

	mCSM
	-0.705
	[bookmark: OLE_LINK7][bookmark: OLE_LINK8]Destabilizing
	(Pires et al., 2013)

	DUET
	-0.324
	[bookmark: OLE_LINK9][bookmark: OLE_LINK10]Destabilizing
	(Pires et al., 2014)

	DynaMut
	-0.151
	Destabilizing
	(Rodrigues, et al., 2018)

	INPS-MD(sequence only)
	-0.733
	Destabilizing
	(Savojardo et al., 2016)

	INPS-MD(With modelled structrue)
	-0.975
	[bookmark: OLE_LINK13][bookmark: OLE_LINK14][bookmark: OLE_LINK17]Destabilizing
	(Savojardo et al., 2016)

	MAESTROweb
	-0.305
	Destabilizing
	(Laimer, et al., 2016)
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