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The metagenome analysis of salivary microflora in Japanese children with Early
Childhood Caries and reassessment of causative bacteria and risk factors
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i We analyzed the salivary flora of children with Early Childhood Caries to
reassess the causative bacteria and risk factors of Early Childhood Caries. Streptococcus mutans was not

detected from two caries affected children, and Lactic acid bacteria such as the genus Lactococcus,
Enterococcus, Lactbacillus, Bifidobacterium and Pediococcus were not detected in caries non affected and

caries affected children. As the results of metagenome analysis of salivary microflora, the average
detection ratio of the genus Streptococcus, Abiotrophia, Neisseria, Veillonella, Rothia, Lautropia,
Actinomyces, Prevotella, Gemalla and Porphyromonas in caries active children would differ from that of

caries free children.
In the microorganism community analysis, it was suggested that the composition of salivary bacterial

flora would be changed by having caries or not.
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