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Supplementary Figure S1. Number of SNPs shared across the European Atlantic salmon farmed
population and four wild populations sourced from different Norwegian rivers (A) Aardeslva (B)
Eidselva (C) Flekke (D) Gloppenelva (E) Sulsdagen (F) Vorma. Despite farmed populations having higher
number of individuals per pool (22-24) and higher sequencing coverage (22X) compared to wild

populations (20 individuals per pools and 16X coverage), they present lower number of private SNP.
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Supplementary Figure S2. Genomic relationships across Atlantic salmon pooled samples by PCA. (A)

PC1 and PC2 for all pools in Dataset 1. PC1 explains 1.59% and PC2 1.13% of total variability. (B) PC1

and PC3 for the same pools. PC3 explains 0.93% of total variability.
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Supplementary Figure S3. Distribution of heterozygosity values (H,, left hand side panels) and their Z-
transformations (ZH,, right hand side panels) for either farmed fish (top panels) or wild Atlantic salmon
(bottom panels) in Dataset 1. Genome windows (150 kb) were excluded that contained less than 20
SNP, leaving 29,614 windows in farmed fish and 29,688 windows in wild fish. ZHp <=3 is the threshold

used to identify potential selective sweeps p-val <= 0.001.
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