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Figure S2. Maximum likelihood phylogenetic tree constructed from WGS data and heat map for the
distribution of antibiotic resistance genes of 24 S. epidermidis isolates. The phylogenetic tree is annotated
with the isolate’s number and sequence type (ST). Colored boxes illustrates the distribution of antibiotic
resistance genes as shown in the image key on the left hand side. Absent genes are shown in white boxes.
ATCC 12228 is used as reference strain in this phylogenetic tree (GenBank accession number: AE015929).



