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Figure S3.1.1 – Inbreeding coefficients (F) from four probability-based estimators – TrioML (Wang 2007), DyadML (Milligan 2003), Ritland (Ritland 1996), and LynchRd (Lynch & Ritland 1999) – versus true level of inbreeding obtained from simulations implemented in Coancestry (Wang 2011). Simulations were parameterized using empirical allele frequencies from 1100 unlinked loci (panels a-d) and all 6805 study loci (panels e-h). The results indicate that all 6805 study loci conferred higher precision than the LD-pruned data set.
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Figure S3.1.2 – Plots of return timing versus inbreeding coefficient estimated from 6,805 loci for males (top row) and females (bottom row) in the integrated (left column) and segregated (right column) hatchery lines. The solid lines represent the predicted relationship between phenotype and inbreeding coefficient for each generation based on the best fit model (Table 3.3). The shaded regions represent the 95% confidence intervals, and the black points are empirical data. Note that model predictions for the F4 generation may lack precision due to low sample sizes.





[image: ]Figure S3.1.3 – Plots of fork length versus inbreeding coefficient estimated from 6,805 loci for males (top row) and females (bottom row) in the integrated (left column) and segregated (right column) hatchery lines. The solid lines represent the predicted relationship between phenotype and inbreeding coefficient for each generation based on the best fit model (Table 3.3). The shaded regions represent the 95% confidence intervals, and the black points are empirical data. Note that model predictions for the F4 generation may lack precision due to low sample sizes.
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Figure S3.1.4 – Plots of weight versus inbreeding coefficient estimated from 6,805 loci for males (top row) and females (bottom row) in the integrated (left column) and segregated (right column) hatchery lines. The solid lines represent the predicted relationship between phenotype and inbreeding coefficient for each generation based on the best fit model (Table 3.3). The shaded regions represent the 95% confidence intervals, and the black points are empirical data. Note that model predictions for the F4 generation may lack precision due to low sample sizes.
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Figure S3.1.5 – Plots of daily growth coefficient (DGC) versus inbreeding coefficient estimated from 6,805 loci for males (top row) and females (bottom row) in the integrated (left column) and segregated (right column) hatchery lines. The solid lines represent the predicted relationship between phenotype and inbreeding coefficient for each generation based on the best fit model (Table 3.3). The shaded regions represent the 95% confidence intervals, and the black points are empirical data. Note that model predictions for the F4 generation may lack precision due to low sample sizes.
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Figure S3.1.6 – Plot of individuals from the wild founders (P1 Founders, black) and four generations of the integrated (INT, blue colors) and segregated (SEG, red colors) hatchery lines along the first and second discriminant functions from a discriminant analysis of principal components (DAPC). 








[bookmark: _GoBack][image: ]Figure S3.1.7 – Histogram of individual observed heterozygosity for the 452 individuals in the final data set. Heterozygosity for individuals from the F4 generation ranged from 0.21-0.34 and had a median value of 0.23; these values were similar in other generations. Contaminated individuals would be expected to have unusually high observed heterozygosity, likely greater than the largest observed value here (H=0.35). Therefore, the final data set contains no or very few contaminated individuals. 
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