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Appendix 2 Figure 1. Number of CP-CRE sequences from isolates collected from humans (blue line)
and companion animals (bars) in the Pathogen Detection database during 2016—-2023. Bars for
companion animal-origin CP-CRE sequences are shaded to depict whether isolates belonged to One
Health clusters. Data for 2024 are not shown because no companion animal sequences were uploaded in

One Health clusters during January 1-February 23, 2024.
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Appendix 2 Figure 2. Frequency distributions of cgMLST allele differences between human-human,
human-animal, and animal-animal pairs within E. coli, K. pneumoniae, and E. cloacae One Health
clusters. cgMLST pairwise allele differences (x-axes) are plotted relative to the frequency of each
comparison (y- axes). Allele range differences were calculated within each of the eleven clusters

separately but were plotted together for each bacterial species. Overlapping frequencies are depicted in
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Appendix 2 Figure 3. Phylogenetic cgMLST tree of E. coli ST167. The inner ring depicts the host

species; the outer ring shows the region of patient residence. Distinct clusters within the sequence type

are labeled and depicted by shading.
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E. coli ST162
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Appendix 2 Figure 4. Phylogenetic cgMLST tree of E. coli ST162. The left band depicts the host species;

the right band shows the region of patient residence. Distinct clusters within the sequence type are
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Appendix 2 Figure 5. Phylogenetic cgMLST tree of E. coli ST361. The left band depicts the host species;

labeled and depicted by shading.
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the right band shows the region of patient residence.
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Appendix 2 Figure 6. Phylogenetic cgMLST tree of E. coli ST410. The left band depicts the host species;

the right band shows the region of patient residence.

K. pneumoniae ST11

Tree scale: 0.1 ——

—
Host Species Patient Region ]
O Human O Mid-Atlantic
Bl Dog [ Northeast
Bl Cat

Appendix 2 Figure 7. Phylogenetic cgMLST tree of K. pneumoniae ST11. The left band depicts the host

species; the right band shows the region of patient residence.
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