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Comprehensive genetic analysis of inflamed gingival tissues with

ligature-induced periodontitis showing rapid periodontal tissue destruction revealed enhanced innate

immune response and increased cellular response to stress. The expression of S100A8 and S100A9,
which are damage-associated molecular patterns (DAMPs), and MMP9 and cathepsin K, which are related
to bone resorption, were significantly increased in ligated gingival tissues. In addition, increased
expression of S100A8 and S100A9 was observed in ligature-induced periodontitis, and eventually
their expression was infiltrated into connective tissue. Experiments using an oral-derived human
epithelial cell line (Ca9-22) showed that S100A8 and S100A9 were involved in the expression of
cathepsin K. This study elucidated a part of the rapid destruction of periodontal tissues by DAMPs.
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RNA sequencing for ligature induced periodontitis in mice revealed important role of S100A8 and 2019
S100A9 for periodontal destruction
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