
 

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. 


