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Molecular profiling of the residual tumor of ovarian cancer after neoadjuvant
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We performed comprehensive methylation microarray analysis in 30 high-grade
serous ovarian cancer samples and identified candidate genes which could affect treatment response.
For validation, we performed mutation and methylation analysis in an additional 45 samples and
identifed LRCOL1 methylation as a prognostic marker (p= 0.0028). Accompanying with this research, we

also focused on BRCA1 methylation and established new method for the evaluation of BRCAl
methylation level. As a result, BRCALl methylation was an indepenedent prognostic factor in patients

with high-grade serousovarian cancer.
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