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The metagenome analysis of salivary microflora in Japanese children with Early
Childhood Caries and new caries prevention
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Dental caries is one of the most common chronic infectious disease and

utans streptococci are well known as prime causative organisms of human dental caries. The oral
flora where had caries risk were well analyzed by using 16S rRNA gene probe and so on, and the
dental caries associated bacteria were proposed. However, the metagenome sequencing analysis has not
yet been employed in children with early childhood caries. The metagenome-sequencing analysis of
oral flora is considered important for the prevention of dental caries.
The aim of this study is to indicate the dental caries associated bacteria and/or the phenomenon in
salivary flora of children with early childhood caries by microorganism community analysis using
metagenome-sequencing. In the microorganism community analysis, the composition of salivary
bacterial flora in caries active children would differ from that of caries free children.
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