©
2017 2019

Study on dysbiosis of intestinal flora caused by bacteriophage
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An efficient and convenient method of recovering phage from feces was
devised in this study, and the genomic sequence of the novel bacteriophage was determined. Gut
microbiota and phageome of patients with ulcerative colitis (UC) given antibiotic combination
therapy were compared between both before and after treatment using metagenomic analysis. Comparison

of the metagenomic data suggested that major population of several bacteria showed a negative
correlation between before treatment in the active stage and remission after treatment. In addition,
it is suggested that the composition of the phageome between active and remission stages in each
patient was drastically changed and there was no similarity between active and remission stages of
all patients. Li%uid phage infection assay was performed against feces of a healthy person with
extracted phage from feces of patients with UC in active stages, however, proliferation of phage
extracted from feces of UC patients was not confirmed.
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