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Currently, various infection control measures are being taken at healthcare

settings. However, MRSA, ESBLs, Clostridioides difficile, and carbapenemase-producing enterobacteria
(CRE) have been observed.

The gut microbiome is critical in providing resistance against colonization by exogenous
microorganisms. These are microorganisms that can carry bacteria in the intestinal tract, and it is
difficult to evaluate and eradicate them by conventional bacterial culture. It is becoming clear
that the human Microbiome is closely associated with healthy life expectancy by genome analysis. In
this study, we searched for drug-resistant bacterial control in gut microbiota at the genomic level
and evaluated its inhibitory effect on pathogenic microorganisms.
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