Analysis of the genetic structure and selection signature of Xiangyang Black pigs using whole-genome resequencing data
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Figure.S1 Genome-wide distribution of detected SNPs on 19 chromosomes for the Xiangyang Black pigs.
[image: Figure.S1]

Figure.S2 ADMIXTURE analysis with presumed ancestral groups (K=2 to 5)[image: Figure S2]
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