Analysis of the genetic structure and selection signatures 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]

Supplementary Material 2: Table S1. Potential candidate regions detected by Fst (Xiangyang Black VS Western pig breeds). Table S2. Potential candidate regions detected by θπ ratio (Xiangyang Black VS Western pig breeds). Table S3. Potential candidate regions detected by XP-EHH (Xiangyang Black VS Western pig breeds). Table S4. Candidate regions identified by more than two methods. Table S5. Gene annotation of candidate regions. Table S6. GO terms enriched (p < 0.05) based on candidate genes. Table S7. KEGG pathway enriched (p < 0.05) based on candidate genes.
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