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Core genome: 2,150 gene families Accessory genome: 1,992 gene familiesA
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Supplementary figure S1: (A) Pangenome matrix from PIRATE visualised in phandango. Blue blocks 
represent shared gene families between isolates. (B) Alternative visualisation of the same maximum likelihood 
phylogeny of our 86 isolates. Isolates are coloured by their predicted clonal lineage origins; hospital-, 
community-, livestock-, and undeterimed lineages are coloured in blue, grey, green and black, respectively. 
(C) Accessory genome clustering of isolates with PopPunk groups isolates similarly to their position in the 
core genome phylogeny.   
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Supplementary figure S2: (A) The same maximum likelihood phylogeny of our 86 isolates as Figure 1 is
visualised in phandango alongside output from Gubbins. Red lines represent areas of putative recombination
events that are common in multiple isolates, and blue areas are those identified only in a single isolate. The 
effective rate of recombination (r/m) for each isolate, grouped by infection outcome ("cured" / "not cured") is
summarised (B). Each circle represents an isolate and the average rate is designated by a black line. The
effective rate of recombintaion (r/m) is measured by the frequency at which recombination (r) occurs relative 
to mutation (m).   
  


