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Supplementary figures

Supplementary Figure S1. Time distribution of Klebsiella pneumoniae isolates carrying
blaoxa-4s-ike genes, Lithuania, 2022-2023 (n=308)

A. Time distribution by whole genome sequencing status
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B. Time distribution by three major clusters
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ST: sequence type.

Isolates were selected in a stepwise manner including at least one isolate per involved hospital followed by
selection of further isolates for time coverage and proportionate to the total number of isolates per hospital.



Supplementary Figure S2. Sample type distribution of Klebsiella pneumoniae isolates
carrying blaoxa-sg in Cluster 1-3, Lithuania, 20222023 (n =95)
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ST: sequence type.



