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Analysis on the genetic characteristics and virulence factors of hypervirulent Klebs
iella pneumonia isolates from clinical samples
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I explored the epidemiology and pathogenesis of hypervirulent Klebsiella pneumonia
infection. K. pneumoniae isolates of capsular genotype K1 and K2 and isolates carrying rmpA gene, which h
ave been identified as hypervirulent strains in other countries, were not rare among clinical isolates in
Japan. Despite isolation from different geographic regions, K1 isolates in Japan showed high genetic relat
edness. The proportion of the hyﬁervirulent strains mentioned above in K. pneumoniae isolates recovered fr
om blood was similar to that of hypervirulent strains in clinical isolates form various body sites. | perf
ormed experiment of Balb/c mouse model of infection with K1 strains isolated in Japan and established the
model of infection accompanying the formation of liver abscess similar to the infection in human caused by
these strains.
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