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Type 2 diabetes mellitus as a periodontitis-related systemic disease and
analysis of its pathogenesis mechanism
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Porphyromonas gingivalis, a Gram-negative anaerobes, is important pathogen
associated with chronic periodontitis. And this bacterium is closely related to systemic diseases,
such as type 2 diabetes mellitus. We previously demonstrated more direct involvement, as P.
gingivalis dipeptidyl-peptidase (DPP)4 was shown to degrade incretin peptides, resulting in
elevation and prolongation of postprandial hyperglycemia in a mouse model. In this study, we
assessed whether other DPPs could degrade incretins as same as DPP4. P. gingivalis DPP7 has more
potent hydrolyzing activity toward incretins and other gastrointestinal peptides than DPP4. In
addition, intravenous administration of DPP7 in mice decreased serum levels of active GLP-1 and
blood glucose levels. DPP7 was also shown to hydrolyze insulin. In summary, P. gingivalis is
important pathogen associated with type 2 diabetes mellitus.
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dipeptidyl-peptidase 7 to degrade bioactive peptides
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