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Comprehensive genomic analysis of cervical cancer for investigating the
predictors of radiotherapy efficacy

Maemoto, Hitoshi

3,400,000

2020 9 2022 6
23
DNA 23 18
MAP3K1 65% 32 2 73.4% 2
95.5%
MAP3K1
MAP3K1
MAP3K1
4

The uterine cervical cancer tissue was obtained by punch biopsy before
starting cancer treatment from 23 patients who had received definitive radiotherapy at the
University of the Ryukyus Hospital between September 2020 and June 2022, and DNA samples were
extracted from these cancer tissue. These DNA samples were then analyzed using a next-generation
sequencer. Some genetic alteration were confirmed in 18 of the 23 patients, with MAP3K1 alteration
(65%) being detected frequently. The median follow up was 32 months, with the 2-year
progression-free survival rate of 73.4% and the 2-year overall survival rate of 95.5%. No genetic
alterations that could be prognostic predictors after radiotherapy were identified in this study. We

are currently preparing to publish the results.
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The uterine cervical cancer tissue was obtained by punch biopsy before starting cancer
treatment from 23 patients who had received definitive radiotherapy at the University of the
Ryukyus Hospital between September 2020 and June 2022, and DNA samples were extracted
from these cancer tissue. These DNA samples were then analyzed using a next-generation
sequencer. Some genetic alteration were confirmed in 18 of the 23 patients, with MAP3K1
alteration (65%) being detected frequently. The median follow up was 32 months, with the
2-year progression-free survival rate of 73.4% and the 2-year overall survival rate of 95.5%.



No genetic alterations that could be prognostic predictors after radiotherapy were identified

in this study. We are currently preparing to publish the results.






