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Elucidation of colonization mechanism of an international high-risk pathogenic
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In this study, using fluoroquinolone-resistant E. coli ST131 as a model, we
clarified the mode of transmission and establishment of AMR infection, which is a problem in the "
nosocomial™ setting, from an "extra-hospital (community)" approach, in order to provide scientific
knowledge that will contribute to next-generation (hospital-community integrated) AMR control
measures that will fundamentally solve the international AMR problem for which the current AMR
control measures have been unrewarding. To achieve this objective, we conducted a detailed analysis
of ST131 transmission status, modes of transmission, and mechanisms of establishment (identification

of establishment factors). This research project identified the molecular epidemiological
characteristics of ST131 and factors that are likely to be involved in its in vivo establishment and
survival, and led to the elucidation of a new mode of ST131 circulation and establishment mechanism
in the community.
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