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The mechanism of spread of epidemic clones of antimicrobial resistant bacteria
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Acinetobacter baumannii is one of the most serious antimicrobial resistant
bacteria, and the epidemic clones have acquired antimicrobial resistance genes. In this study, we
collected A. baumannii clinical isolates in the world, and performed comparative genomic analysis of

the isolates and functional analysis of the type VI secretion system (T6SS). Some
multidrug-resistant epidemic clones of A. baumannii utilized T6SS to compete neighbour bacteria
depending on bactericidal activities of effecter proteins secreted via T6SS, and seemed to have
accumulated useful genes, such as antimicrobial resistant genes and virulence-associated genes, on
their genomes and plasmids. We identified enzymatic activities of several T6SS effecter proteins,
and elucidated the effect of T6SS on bacterial conjugation of antimicrobial resistance plasmids
among A. baumannii.
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