	Protein model
	Template and sequence identity
	SWISS model Ramachandran favoured region
	QMEAN Score
	MolProbity Score
	ERRAT Score
	TM Score
	RMSD value

	Wt
	A0A7J8HSN4.1.A (95.27%)
	87.2%
	0.97
	0.76
	92.8571
	--
	--

	R69C
	A0A7J8HSN4.1.A (94.59%)
	87.2%
	0.97
	0.76
	92.1429
	1.00000
	0.01

	F76L
	A0A7J8HSN4.1.A (94.59%)
	87.2%
	0.97
	0.76
	92.8571
	1.00000
	0.00

	V170F
	A0A7J8HSN4.1.A (94.59%)
	87.2%
	0.97
	0.76
	92.8571
	1.00000
	0.00

	E173D
	A0A7J8HSN4.1.A (94.59%)
	87.2%
	0.97
	0.64
	92.8571
	1.00000
	0.01

	L201V
	A0A7J8HSN4.1.A (94.59%)
	87.2%
	0.97
	0.76
	92.8571
	1.00000
	0.00

	R205P
	A0A7J8HSN4.1.A (95.27%)
	87.1%
	0.97
	0.76
	92.8571
	0.99995
	0.03

	H208L
	A0A7J8HSN4.1.A (95.27%)
	87.2%
	0.97
	0.76
	92.8571
	1.00000
	0.00




