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Figure S3:
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Figure S3. Distribution of sequence type groups (large lettering, above) and isolate composition of human-
pathogenic groups (small lettering, below) across multiple food animal sources for different cgMLST
thresholds. The total number of groups for each food source is shown to the left of the “/”” and the number
of groups that contain human pathogenic isolates are on the right. Isolate-level composition of human
pathogenic groups below are displayed in the order of “a/b/c/d/e” corresponding to the number of isolates
from a) beef cattle, b) dairy cattle, ¢) chicken, d) swine and €) human.
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