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INTRODUCTION

 In prostate cancer, BRAF mutations are a rare but clinically
significant finding.

 BRAF activating mutations may affect tumor growth and
could be exploited as a therapeutic target.

« BRAF p. V60OE is the most common and well described hot
spot mutation, however, other activating BRAF mutations
are less well studied.

 In the current study, we evaluate the landscape of BRAF
pathogenic/likely pathogenic (P/LP) variations from real-
world data of prostate cancer patients via tissue and ctDNA
assays.
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SUMMARY

* This study presents the first large-scale genomic characterization of BRAF mutations in patients with prostate cancer using both tissue and ctDNA

NGS analysis.

 Among 8,468 patients from prostate cancer patients, K601E was the most frequently altered BRAF mutation followed by G4669A, v600E, L597R,
D594N and D594G.

* This finding could have implications for anti-BRAF therapeutic development.

RESULTS

Table 1. Cohort Characteristics
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