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Supplementary Figure S1: Midpoint rooted maximum-likelihood phylogeny of S. capitis isolates and
results of urease activity and maltose fermentation tests

Midpoint rooted maximum-likelihood phylogeny of 56 Swedish S. capitis isolates and the NRCS-A
prototype strain CRO1, including results of urease activity and maltose fermentation tests. White blocks
represent negative test and black blocks represent positive test. Setting was not available for reference
isolates r2 and r3, and urease activity and maltose fermentation tests was not performed on reference
strain CRO1, as only sequence data was available.
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