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S2 Fig: Relationship of phylogenetic distance to other genome distance metrics. The scatter plots on the left (A, C, E) show the full range of distances within genomic clusters and the Spearman rank correlation (rs), while the scatter plots on the right (B, D, F) are limited to closely related isolate pairs, up to a phylogenetic distance of 10-4 subs/site. The distance metrics include SNP distances identified with 25bp k-mer (A, B), SNP distances identified with a 251bp k-mer (C,D), and cgMLST allele distances (E,F). 
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