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NGS-based analysis of the true causative bacteria of gynecological infections as
a basis for new therapeutic strategies.
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Fifty-six specimens were collected from 44 patients with gynecological
infections. 42 specimens were submitted to 16SrRNA-based bacterial flora analysis using NGS. By
disease, 24 specimens were from infected lymphocysts, 9 specimens were from pyometra, and 9
specimens were from intra-abdominal abscess. Due to the COVID19 pandemic, the number of patients did

not reach the expected number in this period. We plan to analyze 30 cases in total and to report,
as for infected lymphocysts. Blood culture specimens from patients with lymphedema-based cellulitis
have been stored. Group B streptococci are the most common causative organisms, and we plan to
investigate the characteristics of these organisms. The distribution of causative organisms in
pyometra associated with cervical cancer has not been reported so far. We plan to add more cases and
analyze them.
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