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Legends for Supplemental Table

Table 1S. Sequence homology-based prediction of both damaging and tolerated coding nsSNPs in IL8 gene using SIFT and

PROVEAN.

Supplemental Table S1

SNP rsID Codons  Substitution ~ SNP Type SIFT prediction PROVEAN prediction
Prediction Score  Prediction Score
rs572157399 ATG-gTG *1V Nonsynonymous Not scored N/A N/A N/A
rs202071309 AAG-AcG KA4T Nonsynonymous Damaging 0 Neutral -2.4
rs563959935 CTG-CaG L5Q Nonsynonymous Damaging 0.01 Deleterious -3.14
rs200602609 GCC-tCC  A6S Nonsynonymous Tolerated 0.42 Neutral -0.8
rs202202182 GCT-GaT A8D Nonsynonymous Damaging 0 Deleterious -3.66
rs564043731 CTC-tTC  L9F Nonsynonymous Tolerated 0.39 Neutral -2.35
rs200254616 CTG-CaG L14Q Nonsynonymous Damaging 0 Deleterious -4.63
rs763622469 GAA-GAc E21D Nonsynonymous Damaging 0 Neutral -1.47
rs751273843 GGT-aGT G22S Nonsynonymous Tolerated 0.1 Neutral -1.54
rs767339386 CCA-aCA P26T Nonsynonymous Tolerated 1 Neutral -0.25
rs199855020 AGT-cGT S28R Nonsynonymous Damaging 0.04 Neutral -1.13
rs755727808 AAA-tAA  K30* Nonsynonymous N/A N/A N/A N/A
rs138567132 GAA-GcA E31A Nonsynonymous Tolerated 0.07 Deleterious -4.96
rs188378669 GAA-tAA E31* Nonsynonymous N/A N/A N/A N/A
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