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Appendix 1 Figure. Dissemination of OXA-48-producing UPEC ST127 in the Netherlands. A) Whole-
genome multilocus sequence typing (wgMLST)-based minimum-spanning tree (MST) of 799
carbapenemase-producing Escherichia coli isolates, showing a genetic cluster (>2 isolates varying by
<25 wgMLST alleles) of OXA-48 producing uropathogenic E. coli sequence type (ST) 127 in relation to
other sequenced E. coli isolates from the Dutch CPE surveillance among isolates from urine, blood, and
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previously reported OXA—-producing E.coli ST38 cluster (7). Genetic relationship between the isolates is
indicated by wgMLST allelic differences, and each circle represents an isolate. Yellow, isolated from
urine; red, isolated from blood. The MST was based on an in-house E. coli wgMLST scheme described
previously (2). B) Number of isolates of this cluster, which were sent to the National Institute for Public
Health and the Environment (RIVM) per year. C) E. coli ST127 chromosome and variable chromosomal
region of =148-kb indicating blaOXA-48 insertion, depicted in red. Numbers on the chromosome are in
Megabase units, numbers in the red insert indicate number of chromosomes out of 10 complete
assemblies with specific genetic make-up. Gene names are indicated. D) Geographic distribution of the
isolates among 8/12 provinces.in the Netherlands. E) Characteristics of E. coli ST127 cluster isolates.
Putative uropathogenicity factors (PUFs), genes according to AMRfinder, and phenotypic susceptibility
(as tested according to the European Committee on Antimicrobial Susceptibility Testing) of the isolates.
F) number of PUFs in comparison with other E. coli isolates from the Netherlands (nonurine, urine, and
previous reported OXA-244 producing E. coli ST38 cluster). G) Representative image of f-hemolysis on
tryptic soy blood agar when the hlyA-a gene in E. coli ST127 is present (right panel) and when the hlyA-a

gene is absent (left panel).
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