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Supplementary Figure S1: Selenium pathway genetic analysis flowchart

1040 tagging SNPs successfully analysed (of 1264) in 154 Selenium (Se) Pathway
genes (< 20% missing data) in 1420 colorectal (CRC) cases and 1421 controls

Multivariable unconditional
logistic regression

144 SNPs in 63 genes associated with an altered CRC risk (P<0.05)*

(*note before multiple testing corrections)

21 SNPs in 12 of 24 19 SNPs in 8 of 17 other Se 104 SNPs in 43 of 113 wider Similar range of risk
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Significant after multiple testing by Benjamini-Hochberg (Pg,<0.05) and P-values

adjusted for correlated tests (P,-r<0.1)

Wider Pathway: SNPS in SMAD3, SMAD?Z,

Only TXNRD1 (rs11111979) in . 3 .
Selenoprotein Genes (borderline; Py, = 0.1) SR hAgES fgtqur}? tgﬁfzc g,%s)’ 2. lse:
/ 14




