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Variants Gene Case* Control* p-value Effect_size OR(2.50%,97.50%) a
Ptv GJB2 0.05 0.03 1.85e-07 0.42 1.52(1.30,1.79)
Mis GJB2 1.35 1.25 1.19e-12 0.11 1.12(1.09,1.16)
Mis IL23R 1.94 1.99 5.29e-11 -0.21 0.81(0.76,0.86) J
10.04 Mis ZNF816 1.11 1.18 3.77e-06 -0.07 0.94(0.91,0.96)
Mis CARD14 1.76 1.79 4.59e-06 -0.08 0.92(0.89,0.95)
Mis ERAP1 3.12 3.27 4.96e-06 -0.03 0.97(0.95,0.98)
Mis LCE3A 0.02 0.01 1.27e-05 0.58 1.79(1.38,2.33)
- * unit: average number of variants per sample
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Figure S11. Quantile-quantile plot of discovery results for protein-truncating, missense and
synonymous variants in 9,434 cases and 9,434 controls. Genes passing target-wide significance
(Bonferroni correction: P<0.05/1320) are displayed in the table, along with their P values, effect
size, odds ratios and 95% confidence intervals.



