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	UMOD variant
	Provean
	Mutation assessor
	Polyphen2

	
	score
	FI score
	Hum Div

	C135G
	-5.622
	4.665
	1

	
	deleterious
	high
	probably damaging

	A247P
	-3.285
	3.3
	1

	
	deleterious
	medium
	probably damaging

	P173R
	-6.575
	3.65
	1

	
	deleterious
	high
	probably damaging

	C306S
	-7.58
	3.32
	1

	
	deleterious
	medium
	probably damaging

	C120S
	-4.689
	4.105
	1

	
	deleterious
	high
	probably damaging

	W373C
	-6.968
	2.375
	1

	
	deleterious
	medium
	probably damaging

	C94F
	-4.035
	4.575
	1

	
	deleterious
	high
	probably damaging

	L352Q
	-4.411
	2.775
	1

	
	deleterious
	medium
	probably damaging

	C282Y
	-8.044
	3.85
	1

	
	deleterious
	high
	probably damaging

	C317G
	-9.638
	3.34
	1

	
	deleterious
	medium
	probably damaging



