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Study on the Structural Changes of Intestinal Flora in 30 Colon Cancer Patients with Moisture
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ABSTRACT Objective To observe the difference of intestinal flora between colon cancer patients with
moisture and heat accumulation syndrome ( MHAS ) and the healthy population. Methods The fecal samples
of 30 colon cancer patients with MHAS were selected as an observation group, and 13 samples from the healthy
subjects were selected as the control group. The total bacterial DNA was extracted from the two groups and
analyzed by 16S rDNA sequencing. Results Compared with the control group, the abundance of Bacteroidetes,
Actinomycetes, Proteobacteria, Bacteroides, Escherichial Shigella in the intestinal flora of the observation
group increased significantly ( £<0.01) . The contents of Bifidobacterium and Collinsella were significantly higher
in stage I patients than in stage Il patients (P<0.05) .
associated with structural disorder of intestinal flora. Higher relativities existed in increased relative abundance of

Conclusions Colon cancer patients with MHAS were

Escherichiacoli and decreased relative abundance of Bifidobacterium.
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