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S1 Fig: Violin plot showing the distribution of phylogenetic distances within genomic clusters. The 22 genomic clusters with ten or more genomes are labeled with their numeric identifier, while the 10 clusters with five to nine genomes are grouped together as “Other”. The major clonal complexes (CC) and number of isolates in each cluster is written above the numeric identifier. The genomes in cluster 16 had sequence types that were not assigned to any clonal complex (labeled ‘none’), and the major clonal complex was not applicable (“N/A”) to the ‘other’ category because it comprised multiple clusters. Substitutions per site between pairs of genomes were calculated as the sum of branch lengths separating the two genomes on a recombination-corrected maximum likelihood phylogenetic tree that was inferred for each cluster. Phylogenetic trees were not inferred for the 62 genomic clusters with four or fewer genomes in them (including 43 singleton ‘clusters’). 
image1.png
Substitutions per site between genomes

0.0016 A

0.0014 4

0.0012 4

0.0010 A

0.0008 A

0.0006 -

0.0004 ~

0.0002 4

0.0000

Isolates
Major CC

uzs‘ 1016 ‘771 ‘ 710 ‘ 454 ‘ 284 ‘ 144 ‘ 136 ‘ 105 ‘ 102 ‘ 87 ‘ 78 81 62 ‘ 39 21

cc11 | cea1/aa| cc23 | cc269 | cc32 | cc213| cc2z | cco3 | cci67 | ceasl [cc1157| ce3s | ccie2 | cceo | cc17a

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
1 2 3 45 6 7 8 9 1011 12 13 14 15 16 17 18 19 20 21 22

21 14 14 12 12 10
none | cc18 | cc178 | cc3s |ccas2a| cc198 | cc282

Genomic cluster

67
N/A

Other-




