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Background

« Complete tumor resection after primary surgery is the most important
predictor of prognosis in patients with high-grade serous ovarian cancer
(HGSOC)

« Postoperative residual disease is classified by the physician at the end of
surgery, an objective marker for tumor residual is not available so far

Methods and Study Schema

How to evaluate minimal residual _ _ _
i i _ High ctDNA detection rates pre- and post-operatively
disease in ovarian cancer after surgery B

96% (n = 45/47) of pts preoperatively
89% (n = 39/44) of pts at d10

 Significantly higher ctDNA levels at d10 in pts with residual disease

« Comparable ctDNA levels pre- and postoperatively in pts with tumor
residuals =>17% decrease in median ctDNA levels from 3.92% to 3.25% VAF

98% decrease in median ctDNA levels between preoperatively and d10
in pts with complete resection >median ctDNA levels 3.40% and 0.07% VAF

Circulating tumor DNA is a promising
approach '

Objective: To assess the association between ctDNA levels pre and post
surgery and macroscopic residual disease evaluation by the surgeon
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follow up

Wilcoxon, p = 4.6e-06
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Table 1. Patient characteristics
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multiple plasma timepoints for ctDNA
identification
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