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Additional file 2:Fig. S2. The Manhattan and Q-Q plots for 9 fatty acid metabolic traits. Each dot in this figure corresponds to an SNP within the data set. In each Manhattan plot, the dot color indicates the chromosome on which the SNP is located, the dot position indicates the -log10-transformed P value of the SNP, the number below represents the chromosome number, the length of the figure above the number represents the length of the chromosome, and the color represents the number of SNPs on the chromosome. The solid and dashed lines represent genome-wide significance (-log10(P) > 5.72) threshold and chromosome-wide suggestive threshold (-log10(P) > 4.42), respectively. For each Q-Q plot, the x-axis represents the expected -log10-transformed P value, the y-axis shows the observed -log10-transformed P value, and the red line is the diagonal line.

