A Genome-Wide Association Study Identifies Genetic Variants Associated with Mathematics Ability
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Supplementary Figure S1 Summary of study design
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Supplementary Figure S2. Manhattan plot of –log10 (P values) of Liangshan population and Dongming population from the additive model after adjustment for sex, age and nominal significant principal components in GWAS. 13082 and 11170 SNPs had P value <0.01 in Liangshan and Dongming population respectively.
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Supplementary Figure S3. Quantile-Quantile plots for the two discovery populations, Liangshan (the left panel) and Dongming (the right panel).
