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Preselecting markers based on fixation index scores improved the power of genomic evaluations in a combined Yorkshire pig population
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Table S1. The number of selected variants with different fixation index (Fst) score categories
	Selected SNPs1 based on Fst scores
	The number of SNPs

	
	80K2
	WGS3

	All SNPs
	56 463
	18 976 288

	< 0.05
	39 108
	13 939 371

	[0.05, 0.15]
	13 610
	4 213 361

	[0.15, 0.25]
	3 009
	689 303

	[0.05, 0.25]
	16 619
	4 902 664

	> 0.05
	17 355
	5 025 029


1SNPs: single nucleotide polymorphisms.

2 80K: 80k SNP panel. 

3 WGS: imputed whole-genome sequence data.

Figure S1. Principal component analysis between LM and XD Yorkshire pig population using the 80K chip and imputed whole-genome sequencing (WGS) data.
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Figure S2. Genome-wide distribution of selection signatures detected by fixation index (Fst) statistics across all autosomes in Yorkshire pig populations using the 80K chip or imputed whole-genome sequencing (WGS) data.
[image: image2.png]Imputed WGS data

80k chip data

80 90 +0 20 00
sonsnels | S
30 90 0

SOlSIels 154

Chromosome

Chromosome




Figure S3. The genomic relationship among animals between reference and validation set  in a combined Yorkshire pig population including LM and XD population
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