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Bacterial flora analysis and its pathological significance in liver metastases
of colorectal cancer using metagenomics analysis.

Mori, Haruki
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The detection of bacteria in primary colorectal cancer and metastatic liver
tumors and their effects were analyzed. DNA was extracted from 16 frozen specimens (5 fecal samples,
5 primary tumors, and 7 liver metastases), and amplicon analysis of 16S rRNA V3V4 region was
performed using LEfSe. The analysis using LEfSe showed that Fusobacteria and Eubacterium were
predominant in primary foci, Firmicutes, Clostrida, and bacteroidia in feces, and sphingomonadaceae
and Rhizobailes in liver metastases. The experiment suggested that Lachnospiraceae may affect the
proliferation of colon cancer cells.
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