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The approach using plant-derived lactic acid bacteria in order to improve the
dysbiosis in inflammatory bowel disease

Higashikawa, Fumiko
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In this study, we examined the characteristics of the human gut microbiome
in healthy individuals and patients with ulcerative colitis (UC), aiming at the application of
plant-derived lactic acid bacteria for UC treatment. As a result, we found differences in
cytotoxicity and the induction of cytokine expression between the gut microbiome of the patients
under and not under medication. Since the microbiome without prescription significantly reduces
intestinal cell line viability, therapeutic drugs may normalize the gut microbiome in UC patients.
In addition, the gut microbiome of UC patients without medication may induce normal gut microbiome
into dysbiosis.
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IBD: inflammatory bowel disease
UC: ulcerativecolitis

CD: Crohn’sdisease
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