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Effect Benign Likely benign VOUS Likely pathogenic Pathogenic Not Classified Total
frameshift 0 0 0 0 0 41 41
nonsynonymous 31 0 0 1 1 19 52
stopgain 0 0 0 0 0 2 2
synonymous 31 18 0 0 0 0 49
Not specified 3 19 0 0 0 31
Total 74 37 0 1 1 62 175
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BRAF This gene encodes a protein belonging to the raf/mil family of serine/threonine protein kinases. This protein plays a role in re
the MAP kinase/ERKs signaling pathway which affects cell division, differentiation, and secretion.

Mutations in this gene are iated with cardi i a disease ch ized by heart defects, mental
retardation and a distinctive facial appearance. Mutations in this gene have also been associated with various cancers, including
non-Hodgkin lymphoma, colorectal cancer, it thyroid i non-small cell lung carcinoma, and
of lung. A which is located on chromosome X, has been identified for this gene. An important paralg
gene is FPGT-TNNI3K.
Interpretation

Tafinlar, a BRAF inhibitor, is approved to treat patients with melanoma whose tumors express the BRAF V600E gene mutation. M

aMEK inhibitor, is approved to treat patients whose tumors express the BRAF V600E or V600K gene mutations. Approximately h:
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