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Supplementary Figure S1. Pulsed-field gel electrophoresis (PFGE) profiles of the ESBL-producing E.
coli isolates recovered from the faecal samples of healthy humans
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Supplementary Figure S$2. Phylogenomic tree based on genome sequences in the TYGS tree
inferred with FastME 2.1.6.1 from Genome BLAST Distance Phylogeny approach (GBDP). The
branch lengths are scaled in terms of GBDP distance formula d5. The numbers above branches are
GBDP pseudo-bootstrap support values>50% from 100 replications. The tree was rooted at the

midpoint



