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obtained from MAB within one year upon request, pending approval from the University of Michigan Institutional Review Board. The remaining data generated in
this study are provided in the Supplementary Information/Source Data file.

We originally calculated the ORs (>1.95) that 400 patients (100 cases and 3 controls are matched for each case, N=100, M=3) can detect with
80% power and 5% type I error (alpha), using the Matched Case-Control test. Case definition and consolidation led to an N = 85, and matching
feasibility led to a 1:2, rather than a 1:3 matching scheme.

The only data exclusions were WGS samples that did not correspond to members of the Klebsiella pneumoniae species complex, which is the
focal point of analyses in this manuscript. Of the original 340 WGS samples, 10 were excluded.

WGS findings were reproduced in a second, geographically independent cohort of patients colonized by a member of the Klebsiella
pneumoniae species complex. All experimental replicates shown represent at least 3 biological replicates.

Randomization is not relevant to this study, as "cases" were defined as patients colonized by a member of the Klebsiella pneumoniae species
complex that acquired a subsequent infection with that colonizing isolate. "Controls" were defined as patients colonized by a member of the
Klebsiella pneumoniae species complex that remained asymptomatic and were matched 2:1 to cases based on clinical variables. Clinical
covariates were selected based on a previous study (https://doi.org/10.1128/mSphere.00132-21) and controlled for using Inverse Probability
Treatment Weighting.

Blinding was not possible in this study, as WGS sample selection was based on determination of infection following extensive chart review and
corresponding matching based on clinical variables.




