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Figure S1. Number of /oci and number of genomes in every exclusion threshold level for the
141 complete genomes that created the cgMLST scheme. The number of /oci found in 95%, 99%.
99.5% and 100% of genomes are shown. The straight line represents the threshold that defined the
maximum loss of /oci by genomes.
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Figure S2. Number of /oci and number of genomes in every exclusion threshold level for the
2184 validation genomes and 130 genomes that defined the cgMLST scheme. The number of /oci
found in 95%, 99% 99.5% and 100% of genomes are shown. The straight line represents the
threshold that defined the maximum loss of /oci by genomes.
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Figure S3. Minimum-spanning tree based on c¢gMLST allelic profiles of 40 P. aeruginosa
isolates LES-146 evaluated by Williams et al., 2012 (NCBI Bioproject PRJEB6642). Each circle
represents an allelic profile based on sequence analysis of 2,653 cgMLST target genes. The numbers
on the connecting lines illustrate the number of target genes with differing alleles. The two lineages
found both by Williams et al., 2015 and also by cgMLST distinguished by the colors of the circles.
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Figure S4. Minimum-spanning tree based on cgMLST allelic profiles of 48 P. aeruginosa ST146
isolates. Each circle represents an allelic profile based on sequence analysis of 2,653 cgMLST target
genes. The numbers on the connecting lines illustrate the number of target genes with differing
alleles. Isolates with a difference <8 target genes had their branches collapsed. The colors represent
the different isolates according to the bioproject or country of origin. The 40 LES isolates in dark
blue (NCBI Bioproject PRJEB6642) were evaluated by Williams et al., 2015.
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Figure S5. Minimum-spanning tree based on c¢gMLST allelic profiles of 167 P. aeruginosa
isolates ST274 evaluated by Caballero et al., 2015. Each circle represents an allelic profile based
on sequence analysis of 2,653 cgMLST target genes. The numbers on the connecting lines illustrate
the number of target genes with differing alleles. Isolates with a difference <2 had their branches
collapsed. The two clades found by Diaz Caballero et al., 2015 are distinguished by the colors of the
circles.



Supplementary Material

Country

[l Canada [168]

[] United States [14]
7649C0S_05

[ Denmark [4]
[] unknown [4]
[l France [2]
AZPAE15G72_DE_04 [] Germany [2]
CCF @p_un f W Brazil (1)
BWHPSAG20_US_1 TCC3330_un_un 30 [ china(1]

9 y}@usgs [ spain [1]

354 @ _97
’/EEAEl‘d_ES_Oa
44
AZPAE14@B1-ER_10
- ‘3‘9W5.0 55 '
) 68\231’PP7(O_US_un
37 .

AZPA%JS_(N 113
22 oy

1
23 99 . emvTogus 16
ATCCBAAZ](D{_US_QS/S)G
7470 S 12 167
AR4583un_un AZPAEIZGY1_CH_10
AZPAE15@B3_FR_1171g5dys o5

33

70%&90“’132 —o

Figure S6. Minimum-spanning tree based on c¢gMLST allelic profiles of 197 P. aeruginosa
ST274 isolates. Each circle represents an allelic profile based on sequence analysis of 2,653
cgMLST target genes. The numbers on the connecting lines illustrate the numbers of target genes
with differing alleles. Isolates with a difference <10 alleles had their branches collapsed. The colors
of the circles distinguish isolates according to the country of isolation. The 167 P. aeruginosa
isolates ST274 evaluated by Diaz Caballero et al., 2015 are represented in the dark blue central circle.
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Figure S7. Minimum-spanning tree based on cgMLST allelic profiles of 4 isolates associated local
outbreak of extended-spectrum B-lactamase SHV2a-producing P. aeruginosa ST235 evaluated by
Royer et al., 2019 (NCBI Bioproject PRIJEB32170). Each circle represents an allelic profile based on
sequence analysis of 2,653 cgMLST target genes. The numbers on the connecting lines illustrate the
numbers of target genes with differing alleles. The four isolates analyzed by cgMLST are
distinguished by the colors of the circles.



