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[bookmark: _GoBack]Fig. S10 Genome-wide association study of Asp (A), His (B), Leu (C), Cys (D), and Met (E) content. The first section of each panel shows the Manhattan plot of traits. The negative log10-transformed P-values from the genome-wide scan are plotted against position on each of the 10 chromosomes. Red horizontal dashed line indicates the genome-wide significance threshold. Second part exhibits the 0.1-Mb region on each side of the peak SNP and its position is indicated by a vertical red line with red triangle. The bottom of each panel shows the annotated genes of the 200-kb region. Significant SNP that surpassed the threshold is indicated by red plots and peak SNP is indicated by purple plots. The dotted lines with arrows represent the traits related to the peak SNP. Gene is indicated by black boxes. If the significant SNP was located in the gene, the gene name is highlighted in red bold font and the coding region of the gene was indicated by black vertical lines.
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