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Figure S1. Core-genome maximum-likelihood phylogenetic tree constructed with all KPC-ST307-Kp isolates (ST307-K. pneumoniae NCTN00000000 was used as the reference genome). 
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Figure S2. a) Core-genome maximum-likelihood phylogenetic tree constructed with the hybrid genome assemblies of the environmental KPC-92-Kp (used as the reference genome) and the clinical KPC-3- and KPC-92-Kp isolates from patients 4 and 6. b) Matrix table with the number of SNPs or INDELs for each pairwise comparison. The threshold number of SNPs defined for K. pneumoniae to be genetically related is ≤18 SNPs.
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Figure S3. Reconstruction of the plasmid carrying blaKPC-3 or blaKPC-92 that was detected in the environmental KPC-92-Kp and the clinical KPC-3- and KPC-92-Kp isolates from patients 4 and 6. The pKpQIL-307 plasmid (accession number KY271403) previously described by Villa et al [5] was used as the reference plasmid. 
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Figure S4. Reconstruction of the plasmid carrying blaCTX-M-15 that was detected in the environmental KPC-92-Kp and the clinical KPC-3- and KPC-92-Kp isolates from patients 4 and 6. The pKPN3-307_typeA plasmid (accession number KY271404) previously described by Villa et al [5] was used as the reference plasmid.
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