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Supplementary Figure 1: Temporal signal in the maximum likelihood phylogeny. 
Grey dots, isolates not within the MDR lineage; red dots, isolates within the MDR lineage. 
Grey line, linear regression of all isolates in tree; red line, linear regression of only isolates within 
the MDR lineage. Values reported are the correlation coefficients for these regressions.
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Supplementary Figure 3: Presence of SGI backbone genes in each S. Kentucky ST198 isolate, with an estimate of overall IS26 copy number. 
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Supplementary Figure 4: Additional SGI1 examples. 
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Supplementary Figure 10: Heatmap of virulence gene content in all S. Kentucky ST198 isolates. 
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