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Figure S1. Phylogenetic analysis of K.pne ST258/512. The presence of the mutation in mgrB conferring colistin resistance in K. pne 
clone ST258/512.



Figure S2. The distribution of K.pne sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S3. The distribution of K.mic sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S4. The distribution of K.var sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S5. The distribution of K.orn sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S6. The distribution of K.oxy sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S7. The distribution of K.gri sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S8. The distribution of K.aer sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S9. The distribution of K.pla sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S10. The distribution of K.qpq sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S11. The distribution of K.qps sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S12. The distribution of K.pas sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S13. The distribution of K.ter sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S14. The distribution of K.spa sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S15. The distribution of K.hua sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S16. The distribution of K.qte sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S17. The distribution of K.qva sequence clusters according to source. The rows represent PopPunk SCs, and the columns 
represent sources delimited according to source categories. The number of positive samples are shown for each SC from each source and a 
blank cell indicates zero positive samples. The red shading shows the relative enrichment of each SC from each source, given the overall 
prevalence from that source, and assuming a null whereby all SCs would be equally likely to be observed from any given source. The dark 
red and blue borders show those categories where the number of samples is significantly higher or lower than expected, respectively, as 
determined by a permutation test. The bar plot to the right shows the number of samples from each SC.



Figure S18. Phylogenetic analysis of K.pne isolates. Human (red) and cow (green) isolates of K.pne are non-randomly distributed across 
the phylogenetic tree.



Figure S19. K.gri SC1 isolates. Most isolates are associated with invertebrates, and the only isolate from a hospital outpatient is ringed in 
the tree.




