Supplementary Material 4: Chinook mass deviation model figures
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Description: Bayesian multi-level model results from Chinook mass deviation models. Raw data (points)
are presented in left panels and model results are presented in right panels (heavy black line indicates
the posterior distribution of the hyperdistribution mean). Lines in left panels represent 1000 random
draws from the posterior distributions of the stock-specific intercepts and slopes. Slope coefficient for

the right panel is relative to a 2 SD increase in pathogen load.
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