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With the approval of our hospital®s ethics committee, we conducted a study
on FFPE tissue samples from 14 cases of cervical cancer. 16s rRNA microbiome analysis using
extracted tumor DNA was performed, and it was possible to identify and analyze the composition ratio

of the bacterial species that make up the tissue flora of all 14 cases. However, since this study
was aimed at general clinical use, FFPE tissue samples were used. In this case, the paraffin part
without tissue was analyzed as a control, and although significant bacteria could be identified by
subtracting the resulting bacterial flora, stable results were not obtained. This was thought to be
due to differences in the bacteria enclosed with each case and the lack of aseptic processing.
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