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Figure 3: Violin plot showing the differences in the mean and variance of grain cadmium
concentration with alternative marker allele groups coded as AA and BB for the top three
significant markers associated with vQTL on (A) chromosome 2A and (B) chromosome 2B.
The mean of marker genotypes AA and BB are connected by red dotted line.
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Figure 4: Epistatic interaction between single nucleotide polymorphisms on 5A (mvQTL) and
2B (vQTL) chromosomes. AA and BB represent the alternate genotypes at the particular
SNP. Large difference in grain cadmium concentrations at BB genotype compared to no
difference at AA genotype indicates the presence of interaction.
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