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Large scale genome analysis of Serratia marcescence to understand its
pathogenicity and antimicrobial resistance
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Serratia marcescens

Serratia marcescens is an important nosocomial pathogen causing various
opportunistic infections, such as urinary tract infections, bacteremia and sometimes even hospital
outbreaks. In this study, we performed a large-scale genome analysis of S. marcescens and closely
related species. Our analysis revealed their phylogenetic relationships and complex global
population structure, comprising 14 clades, which were defined based on whole-genome average
nucleotide identity. These data provide an important genomic basis for reconsidering the

classification of this group of bacteria and reveal novel insights into their evolution, biology and
differential importance in clinical settings.
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