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Research Summary

The study aimed at identifying salivary microbiota in caries-free
Chinese preschool children using high-throughput sequencing.

1.5 phyla and 13 genera were the most dominant.
2.The core salivary microbiome comprised 9 genera.
3.Microbial diversity and community structure were similar

between male and female subjects.
4.Functional prediction revealed that the most abundant genes

were related to amino acid transport and metabolism.
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Innovation points

e Reveal the identity, composition, and structural characteristics
of microorganisms in the saliva of caries-free primary dentition
of preschool children.

e Lay a foundation for future research into the relationship
between oral microecology and health or disease in children.

Figure 4
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