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Determination of the colonization, pathogenesis, and_antimicrobial resistance
mechanisms in a zoonotic pathogen, Streptococcus canis strains
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Recently, deep-close contact between humans and dogs/cats has been
established, since many people have their own dogs/cats at their home. Therefore, the people always
have risk for zoonosis.

The purpose of this investigation was to determine the colonization, pathogenesis, and
antimicrobial resistance mechanisms in a zoonotic pathogen, Streptococcus canis strains.

The S. canis strains possessed the colonization, pathogenesis, and antimicrobial resistance
mechanisms that were similar to those in other beta-hemolytic streptococci (e.g., S. pyogenes). We
need to perform the future analyses of colonization, pathogenesis, and antimicrobial resistance
mechanisms.
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