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Fundamental research to establish a risk diagnostic method for highly
multidrug-resistant Staphylococcus aureus of oral origin.
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The aim of this study was to verify that endogenous genetic variation
affects the drug susceptibility of Staphylococcus aureus, and genomic analysis of approximately 100
isolates of S. aureus showed a common polymorphism in the graRS, dlt and mprF genes, which affected
the susceptibility of positive charges to antimicrobial substances, and that this polymorphism was
not necessarily consistent with ST classification (Under review). On the other hand, we found four
bacteriocins, bacterial-derived antimicrobial factors that were found to be effective against
drug-resistant S. aureus. Two of these bacteriocins were from the genus Staphylococcus, which was
isolated from humans in the process of isolating S. aureus in the above project, suggesting that
some indigenous bacteria are responsible for the elimination of drug-resistant S. aureus.
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FIG2 Open reading frame ({ORF) map of mukFEG and JctFEG loci and susceptibility to nukacin 1SK-1 (5w I5K-1) and nukacin KSE&50 {5 KSE650) in each group.
(A) ORF map of mukFEG and IctFEG in representative strains of each type (left and middle) and number of resistant strains (no inhibition zone) of each type
obtained by the direct method (right). (B) Distribution of zones of inhibition obtained with all strains of each type by the direct method. Sw ISK-1, susceptibility
against 5. warneri 1SK-1; S KSE650, susceptibility against 5. epidermidis KSE650.
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