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DNA barcording analysis on oral mircorbiome in ancient dental calculus Japanese
skeltal remain
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In the planned research, | successfully analyzed oral microbiome of ancient
human population of Japan (Jomon people) using DNA meta-barcording technique with Next generation
sequencer (MiSeq, Illumina). 1 used ancient remain of dental calculus from Jomon people in Kyoto
University. The material contained representative oral pathogenic species such as porphyromonas spp.

which indicates the possible infection of periodontal diseases. In addition to the human data, to

explore the diversity of pathogenic oral microbial species of closely related primates species such
as Chimpanzees (Pan troglodytes) and Lesser slow loris (Nycticebus pygmaeus) and found new species
of oral pathogenic species.
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