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The alteration of gut microbiome during treatment of pouchitis in patients with
ulcerative colitis.
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The alpha diversity of gut microbiota was decreasing when the pouchitis
developed, however those alteration of diversity was recovered from treatment. We found that the
Lactospiraceae and Bifidobateriaceaea has decreased according to development of pouchitis. The short

chain fatty acids and free fatty acids has also decreased with bowel inflammation. Lactospiraceae
Bifidobateriaceae and Fusobacteriaceae could be candidate for associated microbiota with development
of pouchitis in patients with ulcerative colitis.
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