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Modeling of the healthy oral microbiome using the synergistic analysis by omics
and anaerobic culture methods
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This stud% has revealed the followings. (1) Veillonella species were
identified as a majority of healthy human oral microbiome. (2) The distribution and frequency of
oral Veillonella at species level was clarified including the establishment of novel species. (3)
The genetical metabolic pathways in all oral Veillonella spp. were identified by the complete or
draft genome analysis. (4) It was first report that oral Veillonella could utilize the fructose as
one of energy sources besides the lactate.

The results of this study showed that oral Veillonella species could be realized to apply as a
majority for the model of the human healthy oral microbiome.
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