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Supplementary figure S1
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Fig S2 Regional plot of SNP(s) without LD cluster in hg19 1000gEUR
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Fig S3: Quantile-Quantile plots of GWAS P-values in (a) female and (b) male datasets
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Fig S4(a) Regional LD plot of the signigicant SNPs in the discovery series
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Fig S4(b) Regional plot of the suggestive SNPs in the discovery series
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Fig S4(b) Regional plot of the suggestive SNPs in the discovery series
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Fig S4(b) Regional plot of the suggestive SNPs in the discovery series
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Fig S4(b) Regional plot of the suggestive SNPs in the discovery series
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Fig S4(b) Regional plot of the suggestive SNPs in the discovery series
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SAMDS5 expression in IARC RCC dataset
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