Supplementary Material
Figure S1. The geographical map of the sampling sites. Adapted from Feulner et al. 2015.

Table S1. Accession numbers of transcriptome and genome samples.
Table S2. List of gene eCNVs showing VCT and parameter estimates from linear mixed effect models between gene copy number and gene expression (in two tissue types separately).
Table S3. List of genes and the eSNPs showing associations between SNPs and gene expression (in two tissue types separately) and FCT values.
Table S4. List of genes with significant PCT in either of the two tissues.

Supplementary Information. R scripts for eCNV and VCT analyses.
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