Figure 2. Admixture clustering of the three coho salmon population for K = 11.

Each vertical line represent an animal and the black vertical lines were used to separate different populations.
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Figure 3. Distribution of number of runs of homozygosity (ROH) for each chromosome in three coho salmon populations.
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Figure 4. Average runs of homozygosity (ROH) length and standard error bars for each chromosome in three coho salmon populations.
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Figure 5. Relationship between the number of runs of homozygosity (ROH) and total length of ROH (Mb) per individual from each

population.
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Figure 6. Distribution of inbreeding coefficients estimated using runs of homozygosity (ROH) for each chromosome in three coho

salmon populations. Standard error bars were computed among individuals from the same population.
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Figure 7. Scatterplots (lower panel) and Pearson correlations (upper panel) of genomic inbreeding coefficients using runs of

homozygosity (ROH) for different ROH length, based on excess of homozygosity (FHom), genomic relationship matrix (Ferm) and

pedigree-based relationship matrix (Feep) for POP A.
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Figure 8. Scatterplots (lower panel) and Pearson correlations (upper panel) of genomic inbreeding coefficients using runs of
homozygosity (ROH) for different ROH length, based on excess of homozygosity (FHom), genomic relationship matrix (Ferm) and

pedigree-based relationship matrix (Feep) for POP B.
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Figure 9. Scatterplots (lower panel) and Pearson correlations (upper panel) of genomic inbreeding coefficients using runs of

homozygosity (ROH) for different ROH length, based on excess of homozygosity (FHom), genomic relationship matrix (Ferm) and

pedigree-based relationship matrix (Feep) for POP C.
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Figure S1. Runs of homozygosity patterns for all chromosome (Okisl to Okis30) in three coho salmon population.

Each row represents one individual and each bar a ROH segment.
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