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Identification of functions related to oral bacteria colonization
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In this study, we found that drastic compositional shifts in oral microbiota
occurred by the age of 2 years and %acterial diversity and overall bacterial composition reached
levels comparable to those in adults. We also found bacterial strains that belonged to same species
but showed quite different behavior in these period. These results may be helpful for elucidation of
colonization mechanism of oral bacteria and preventing the development of various diseases
associated with oral microbiota throughout life.
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