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Supplementary Figure 1: Distribution of filtering metrics used to filter target probe variants,

distributions were determined through GATK VariantsToTable and visualised in R
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Supplementary Figure 2: Flow chart showing the methods used to determine the 25
candidate SNPs from both the target capture and DArTseq data, including the number of

significant SNPs identified from each method

Supplementary Figure 3: Interaction of all GO terms and genes, determined using GOnet

with genes in orange circles and GO terms in blue rectangles



