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Figure S3. Genomic locations of pathway SNPs for each pathway.

The x-axis indicates genomic position on each chromosome in megabases (Mb) and the y-axis indicates each pathway tested, with each
point representing a SNP in a given pathway. Points are vertically jittered to better display regions with many SNPs. Pathways are
grouped into broad categories of metabolism (amino acid, core, specialized, and protein).



