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Have the drug-resistant bacteria that caused the large-scale nosocomial outbreak
brought epidemic spread in the region?

Kawahara, Ryuji
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We determinated whether carbapenem-resistant Escherichia coli and Klebsiella
pneumoniae carrying the IMP-6 gene, which are widely isolated in Osaka Prefecture, were associated
with the huge outbreak at a hospital in Osaka, and whether plasmids containing the IMP-6 gene were
involved as a factor in their spread. Comparison of the strains by PFGE and the full sequence of
plasmids suggested that there was an association between the outbreak cases and the strains that
spread in the region. In addition, one similar strain was detected in retail meat, and also related
with the strains. Although the details of how these strains spread throughout the region are not

known, it is suggested that the outbreak case contributed to the spread of drug-resistant bacteria
in the region.
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