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SNP 5ty SR
SNP ID 7 S o . . . A T
(E7i) L o SR e
4R R 4R
rs10724885 A264V deleterious 0.01 probably damaging 0.999 neutral 1 neutral 8
rs10724885 A264G tolerated 0.07 possibly damaging  0.952 neutral 2 neutral 9

rs737767425 Q216P tolerated 0.12 possibly damaging  0.555 non-neutral 2 disease 3

rs735132824 L193R deleterious  0.00 probably damaging 1.000 non-neutral 2 disease 5

15737569945 E181G tolerated 0.32 possibly damaging  0.606 neutral 1 neutral 2
rs732849555 V179G deleterious  0.00 probably damaging 0.995 non-neutral 1 disease 7
rs736221253 DI173E tolerated 0.15 benign 0.002 neutral 5 neutral 7

15736973777 E170G deleterious  0.03 probably damaging 0.999 non—neutral 0 disease 1
15733584535 V157G deleterious  0.00 benign 0.315 neutral 0 neutral 3
15733959122 T143P tolerated 0.10 possibly damaging  0.558 neutral 0 neutral 4
rs741479432 L135R  deleterious  0.00 possibly damaging 0.852 non-neutral 0 disease 3

1s740923743  VO4G  deleterious  0.01 possibly damaging 0.938 neutral 1 neutral 2

E:SIFT: 434 >0.05, T AR 2,434 <0.05, 8 F (R TH %) 435 4MK, L VL SNP 8 & G 454
R BT 49 7T Ak K ; Polyphen—2: probably damaging (#A T 641 %) , possibly damaging (7T #64R F) , be—
nign( BPEAY) ;SNAP: 7T SE M35 40 =0, 1E B 038 45 R A 2L ; PhD—SNP: TR 45 R 4 “disease” & A %1% & K &
STHE B, TR 45 & 4 “neutral” R %L 6 R E ARG T 5 %l b Pk,
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SNP ID TR 5
A i figZ8 b (Keal/mol) A i 821k (Keal/mol)

1310724885 A264V -0.11 -0.43
rs10724885 A264G ~1.44 -1.84
15737767425 0216P -1.55 -1.13
15735132824 L193R -0.55 -2.13
15737569945 E181G -1.25 -1.53
15732849555 V179G -2.90 -1.28
15736221253 D173E -0.22 -0.70
15736973777 E170G -1.28 -1.53
15733584535 V157G -1.89 -1.70
15733959122 T143P -0.55 -1.48
15741479432 L135R -0.89 -1.58
15740923743 V4G -1.89 -2.11
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B 0.76 0.76 0.76 0.76 0.38
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