Genome-wide genetic structure and differentially selected
regions among Landrace, Erhualian, and Meishan pigs using

specific-locus amplified fragment sequencing

Zhen Li!, Shengjuan Weil, Hejun Li?, Keliang Wu?, Zhaowei Cai4, Dongfeng Li*, Wei
Weil, Qifa Lit, Jie Chen?, Honglin Liu' & Lifan Zhang?



70000 -+
% 60000 -
3
L 4
= 50000
—
® 40000 -
o]
2 30000 -
£
3
Z 20000 -
10000 -
O -
B I A = T T B T T T R T
(&] (&) (&) (&) (&) Q (&) (@] o = = = = = = = = = Q o
(W] Q Q (@) Q (W) (@) Q (W)
Chromosome
m516,733 SLAF tags m461,261 SLAF tags

Supplementary Figure S1. Distributions of SLAF tags on different chromosomes
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Supplementary Figure S2. Distributions of SNPs on different chromosomes
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Supplementary Figure S3. Linkage disequilibrium analysis in different pig breeds
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Supplementary Figure S4. Gene diversity and heterozygosity analysis in different
pig breeds



