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INTRODUCTION

The BRAF V600 mutations are a key molecular marker for metastatic melanoma and the most common somatic point mutation in this cancer. Detecting BRAF mutations in blood has prognostic and predictive value, helping monitor responses to
BRAF-targeted therapy and immunotherapy. Since BRAF mutations remain in circulation during melanoma progression and correlate with tumor burden, analyzing BRAF mutations in circulating-free DNA (cfDNA) is increasingly important.

Objective: This non-interventional study aimed to evaluate the concordance among various methods for assessing BRAF p.V600 mutations in cfDNA in a cohort of BRAF-mutated melanoma patients from 12 Spanish hospitals.
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