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Abstract: It was to screen disease-associated single nucleotide polymorphisms SNPs of hRFT2 gene, 395 useful SNPs were
retrieved and screened from SNP databases, including 30 synonymous SNPs sSNPs and 31 non-synonymous SNPs nsSNPs . The
possible effects of nsSNPs-caused amino acid substitutions AASs were predicted using SIFT, SNPs3D and PolyPhen-2 methods. 5 nsSNPs

rs11477762, rs146302587, rs146492942, rs76947760 and rs145431028 were extremely damaging to hRFT2, in which rs76947760 and
rs145431028 were proved by clinical studies. Another 3 nsSNPs  rs148387972, rs140391358 and rs3746802 might also be intolerable to
hRFT2
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SNP ¢
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rs146302587 c.37G>C p.G13R 2 0.00 -2.83 1.00 +
rs148387972 ¢.58A>C p.120L 2 0.11 -0.06 0.972 +
rs144337813 c.194G>A p.R65Q 2 0.37 143 0.141
1s149622425 €.203G>C p.C68S 2 0.60 1.85 0.004 -
rs35655964 €.222C>G p.174M 2 0.01 155 0.427 +
rs142064992 ¢.250G>A p.v84l 2 0.13 0.96 0.010 -
rs140391358 €.328G>T p.V110F 2 0.05 0.04 0.989 +
rs142157418 €.395G>A p.R132Q 2 0.49 113 0.275 -
rs146492942 €.448C>T p.L150F 2 0.00 -0.33 0.571 +
rs112034541 €.499G>A p.V167I 2 0.26 161 0.816 +
rs139629967 ¢511G>A p.E171K 2 0.00 1.47 0.055 +
rs6054614 ¢.521A>G p.D174G 2 0.72 1.06 0.000 -
rs150702278 ¢.548G>A p.R183K 2 1.00 0.000 -
rs113864305 ¢.551A>G p.E184G 2 0.45 0.000 -
rs143511669 c.676C>T p.L226F 3 0.16 2.40 0.159 -
rs146925273 ¢.706G>A p.V236M 3 0.06 0.39 0.001 -
rs148832841 €.733C>A p.P245T 3 0.14 0.92 0.880 +
rs150159842 c.787C>T p.H263Y 3 0.28 0.65 0.128 +
1s3746804 ¢.800C>T p.P267L 3 0.02 2.01 0.000 +
rs111912321 ¢.803G>A p.R268Q 3 0.43 231 0.011
rs3746803 c.833C>T p.T278M 3 0.09 2.78 0.551 +
1s142265627 C.865G>A p.E289K 3 0.06 0.33 0.701 +
rs3746802 ¢.907A>G p.1303V 3 0.17 -0.55 0.999 +
rs145194879 €.928G>A p.vV310l 3 0.29 131 1.000 +
rs139542858 ¢.1009G>A p.A337T 3 0.04 0.26 0.563 +
1s76947760 ¢.1048T>A p.L350M 3 0.06 -0.74 0.794 +
rs148181353 ¢.1102G>A p.V368M 4 0.08 1.78 0.009 -
rs143033168 ¢.1175A>C p.H392P 4 0.21 -0.17 0.666 +
rs145431028 ¢.1371C>G p.F457L 5 0.00 -1.90 1.000 +
rs140360713 ¢.1381G>T p.D461Y 5 0.07 137 1.000 +
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c 050 =050 d + - +
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