


Supplementary File caption 

Figure Sup 1 Weighted gene co-expression network analysis; representation of the 25 modules of co-expressed genes in liver tissue and their correlation coefficient with explanatory variable (sex, rearing environment and river of origin) and p-values into bracket.

Figures Sup 2 Percentage of methylation for each CpGs for Hatchery and wild bord fish for the 10 genes for which gene expression was associated with median methylation within gene body. Red rectangle highlight CpGs identified as CpG traffic light. 

Figures Sup 3 Gene expression for Hatchery and wild born fish for the 10 genes for which gene expression was associated with median methylation within gene body.

Figures Sup 4 Models (GLMs) of the gene expression and the gene median methylation for all hatchery and wild born fish for the 10 genes for which gene expression was associated with median methylation within gene body.

Figures Sup 5 Models (GLMs) of the gene expression and the individual CpG TL methylation for all hatchery and wild born fish for the 5 genes for which gene expression was associated with median methylation within gene body, containing at least 1 CpGTL.

Figures Sup 6 Percentage of methylation for each CpGs for Hatchery and wild bord fish for the 16 genes within the darkorange genes analysis for which gene expression was associated with median methylation within gene body. Red rectangle highlight CpGs identified as CpG traffic light. 

Figures Sup 7 Gene expression for Hatchery and wild born fish for the 16 genes within the darkorange genes analysis for which gene expression was associated with median methylation within gene body.

Figures Sup 8 Models (GLMs) of the gene expression and the gene median methylation for all hatchery and wild born fish for the 16 genes within the darkorange genes analysis for which gene expression was associated with median methylation within gene body.

Figures Sup 9 Models (GLMs) of the gene expression and the individual CpGTL methylation for all hatchery and wild born fish for 7 genes within the darkorange genes analysis for which gene expression was associated with median methylation within gene body, containing at least 1 CpG TL.
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