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Table S1. List of Klebsiella pneumoniae ST11-KL105 genomes deposited on NCBI public databases 

used for phylogenetic analysis. 

 



 

 

Figure S1. Projection of FT-IR spectra from outbreak K. pneumoniae isolates (grey dots) in the in-house partial-least squares 

discriminant model (PLSDA) discriminating 25 K-types. 
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Figure S2. SNP matrix obtained from core-genome DNA comparison between K. pneumoniae ST11 KL105 genomes sup-

porting phylogenetic tree. 
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