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The investigation of the birth of methicillin-resistant Staphylococcus aureus
(MRSA) by using genome-wide phylogenetic analysis.

TSUBAKISHITA, SAE

2,900,000

MRSA

MRSA MRSA

MRSA
MRSA

Methicillin-resistant Staphylococcus (S.) aureus (MRSA) is one of the most
important multidrug-resistant pathogen of human and animals. The investigation of the birth of MRSA may
contribute to more effective control measures for MRSA. In this study, to elucidate the birth of MRSA, we
focus on the animal-borne staphylococci, which harbor the origin of the methicillin-resistant gene and

its homologues, and performed the whole-genome sequencing and phylogenetic analysis of them. The results
suggest the mobile genetic element encoding methicillin-resistance was composed on the chromosome of the

animal-borne staphylococci before the element horizontally transferred to the chromosome of S. aureus.

MRSA whole-genome sequencing
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