Supplementary table 3: Validatory functional significance analysis of known missense SNPs
	Variant
	SIFT class
	SIFT
	PolyPhen class
	Poly Phen
	CADD class
	CADD
	REVEL class
	REVEL
	Meta LR class
	Meta LR
	MA class
	MA
	PROVEAN class
	PROVEAN

	rs80357286
	Tolerated
	1.0
	Benign
	0.001
	Benign
	7.68
	Benign
	0.421
	Likely benign
	0.4007
	-
	-
	Neutral
	-0.3

	rs35777875
	Tolerated
	0.54
	Benign
	0.156
	Benign
	22.5
	Benign
	0.1007
	Tolerated
	0.39
	Low
	0.24
	Neutral
	-0.42

	rs121918214
	Deleterious
	0
	Damaging
	0.999
	Deleterious
	33
	Deleterious
	0.936
	Deleterious
	0.9
	Medium
	0.666
	Damaging
	-3.24

	rs35777875
	Tolerated
	0.16
	Benign
	0.011
	Benign
	22
	Benign
	0.039
	Tolerated
	0.023
	Low
	0.24
	Neutral
	-0.42

	rs1064793282
	Deleterious
	0
	Damaging
	0.905
	Deleterious
	32
	Deleterious
	0.94
	Deleterious
	0.994
	Medium
	0.844
	Damaging
	-10.07

	rs121908840
	Deleterious
	0
	Damaging
	1
	Deleterious
	33
	Deleterious
	0.98
	Deleterious
	0.9947
	Medium
	0.844
	Damaging
	-4.56

	rs80357049
	Deleterious
	0.04
	Benign
	0.272
	Benign
	21
	Benign
	0
	Tolerated
	0.17
	Neutral
	0.033
	Damaging
	-2.92

	rs80357147
	Tolerated
	0.09
	Benign
	0.001
	Benign
	9.793
	Benign
	0.4
	Tolerated
	0.27
	Low
	0.23
	Neutral
	-0.1

	rs80357183
	Deleterious
	0
	Benign
	0.001
	Benign
	10..58
	Benign
	0.553
	Tolerated
	0.37
	Neutral
	0.0448
	Neutral
	-1.23

	rs113993967
	Deleterious
	0
	Pathogenic
	0.905
	Deleterious
	31
	Deleterious
	0.95
	Deleterious
	0.99
	Medium
	0.82
	Damaging
	-6.33

	rs121908841
	Deleterious
	0
	Pathogenic
	1
	Deleterious
	33
	Deleterious
	0.94
	Deleterious
	0.99874
	Medium
	0.835
	Damaging
	-3.66



