Table 1. Candidate modifier genes within the chromosome VIII QTL interval and their coding variants across the four parental strains. The table lists the 17 candidate genes identified within a ±40 kb window surrounding the INM1 marker and prioritized based on nonsynonymous variants, relative to the S288C reference genome, that distinguished the copper-susceptible NA strain from the other SRGP-4X parental backgrounds. These included variants present exclusively in NA, as well as variants present in one or more of the other parental strains but absent in NA. For each amino acid substitution, the corresponding residue in the SA, WA, WE, NA, and S288c strains is shown. SIFT scores are included as complementary information to estimate the potential functional impact of each substitution.

Table 1: Genomic variants identified in candidate genes within the chromosome VIII QTL interval. The table lists the systematic gene ID, gene name, amino acid position, the amino acid residue identified in each parental strain (SA, NA, WE, WA) and the S288c reference genome, the type of variant, and the SIFT functional prediction.

