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Role of gut microbiota for small intestinal ulcer diseases

Nakada, Ayako
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To identify pathogenesis of small intestinal ulcer, we analyzed human small
intestinal mucosal microbiota. In 16srRNA analyses, mean number of reads was 22027 (std 35447) and
suggested high number of bacteria. In Beta analyses, proteobacteria was significantly identified in
human small intestinal mucosa. These results suggested that dysbiosis was associated with human

small intestinal diseases. i i i
In addition, we developed a small intestinal ulcer disease mouse model. To develop the model, we

used wild type mise that were administrated intraperitoneal or oral 90mg/kg diclofenac. In
Immunohistochemical analyses demonstrated that these mucosal ulcers were occurred by apoptosis.
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Green : Cleaved-Casp3
Blue : DAPI
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