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Elucidation of the pathogenicity and formation process of bacterial network
triggered periodontal diseases
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A comprehensive analysis of the periodontal microbiome based on bacterial
RNA revealed the differences in bacterial composition and functional activities of the microbiome
according to the progression of periodontal disease. Especially in gingivitis, the co-occurrence
bacterial network structure was more complex than in periodontitis. Furthermore, the dysbiotic
microbiome did not necessarily recover to a healthy state even when clinical symptoms improved with
periodontal treatment. This may support the fact that periodontitis is a disease with a high risk of

recurrence.
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