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Supplementary File 1. List of tumor types for cohort #1 (curated cBioPortal data sets)
and cohort #2 (GENIE v13).

Supplementary File 2. Count of all BRAF alterations (point mutations,

deletions/amplifications and structural variants) in cohort #1 and cohort #2.

Supplementary File 3. Association analysis outcomes of clinical parameters and
molecular features in CRC patients carrying BRAF point mutations.

Supplementary File 4. Association analysis outcomes of clinical parameters and

molecular features in NSCLC patients carrying BRAF somatic mutations.

Supplementary File 5. Differentially expressed genes between CRC “BRAF-altered”
vs “BRAF-unaltered”.

Supplementary Figure 1. Analysis of mutational concurrence in PTC, ATC and
melanoma. Mutation incidence diagrams in A) PTC, B) ATC, and C) melanoma,
considering two different cohorts. In each box, the red color intensity is proportional

to the mutation frequency of the gene.



