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Supplementary Figure S1. Figures a and b show the principal component analysis of three populations: Landrace pigs, Bama Xiang pigs, and F1 generation hybrids.
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Supplementary Figure S2. Q-Q chart of main economic traits. In sequence, they are body length Q-Q chart, height Q-Q chart, ad100kgage Q-Q chart, ad100kgbf Q-Q chart, ad100kgLMA Q-Q chart, ad100kgLMP Q-Q chart (a-f).
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Supplementary Figure S3. a: Calculate the inbred line numbers of different populations. b: Nucleotide diversity of different populations. c: ADMIXTURE analysis revealed the genetic structures of the three population, with colors reflecting different pig ancestors
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Supplementary Figure S4. Selective scanning analysis of extreme populations. In sequence, they were body length Fst analysis, height Fst analysis, ad100kgage Fst analysis, ad100kgLMA Fst analysis, and ad100kgLMP Fst analysis (a-e).
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Supplementary Figure S5. Figure a: Body length corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr7. Figure b: Body length corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr9. Figure c: Body height corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr6. Figure d: Body height corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr7. Figure e: Body height corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr8. Figure f: ad100kgage corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr8. Figure g: ad100kgage corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr16. Figure h: ad100kgBF corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr5. Figure i: ad100kgBF corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr7. Figure j: ad100kgLMA corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr3. Figure k: ad100kgLMA corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr7. Figure l: ad100kgLMA corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr14. Figure m: ad100kgLMA corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr17. Figure n: ad100kgLMP corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr8. Figure o: ad100kgLMP corresponding to the linkage disequilibrium level within ±500 kb of the candidate top-SNP on Chr12.
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Supplementary Figure S6. Analysis of the locus conditions most significantly associated with correcting 100kg backfat thickness on chromosome 12.



[image: ]
Supplementary Figure S7. body length enrichment analysis, height enrichment analysis, ad100kgage enrichment analysis, ad100kgLMA enrichment analysis, and ad100kgLMP enrichment analysis (a-e) in sequence.
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