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Search for naturally-deribved prebiotic factors that inhibit oral colonization
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Kawada-Matsuo, Miki

3,400,000

(S2)

Staphylococcus epidermidis (Se) Streptococcus mutans (Sm)

Se
Sm
Sm

As a result of verifying the antibacterial activity against Sa in this
study, three strains including a new antibacterial agent of Staphylococcus epidermidis (Se) isolated
from the skin and multiple strains of Streptococcus mutans (Sm) isolated from the oral cavity were
listed as candidates. Genome analysis of Se revealed that the factor having an antibacterial effect

is the bacteriocin, an antibacterial substance produced by bacteria. In Sm, it was created a
phylogenetic tree based on the data obtained from genome analysis, compared the distribution of each
bacteriocin and serotype, and comprehensively verified the antibacterial activity against each
bacterium. It was suggested that it affects the microbiome formation (submission of paper).
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