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Additional file 2:
Figure S1. Circus plot showing distribution of SNPs on the duck genome. The inner histogram plot presents the frequency of SNPs in 1Mb windows along the genome. The outer tracks display the candidate genes associated with significant SNPs.
Figure S2. Quantile-quantile (QQ) plot for feeding behavior traits. (A) daily feed intake; (B), number of meals per day; (C), meal feed intake; (D), meal duration per time; (E), total feeding time.
Figure S3. Principal component analysis of Pekin ducks.
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