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Whole Genome Sequencing of Periodontal Patho?enic Strains and Integrated
Analysis of Human Genetic Factors: Single-Cell and Exome Analysis
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This study aimed to identify periodontitis-specific bacteria by comparin?
the genetic differences between periodontitis patients and healthy individuals through single-cell
genome analysis of microorganisms. 16S rRNA analysis revealed a high frequency of the red complex in
periodontitis patients. Among the 384 SAGs obtained with next-generation sequencing, many
low-quality data were found in the samples from healthy individuals. Additional analysis focusing on
periodontitis patients yielded high-quality draft genomes. ccSAG analysis, which integrates SAGs

derived from the same strain, was also conducted. The results will be reported in a forthcoming
paper .
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