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ABSTRACT
BRAF is a serine/threonine-specific protein kinase that regulates the MAPK/ERK
signaling pathway, and mutations in the BRAF gene are considered oncogenic drivers
in diverse types of cancer. Based on the signaling mechanism, oncogenic BRAF
mutations can be assigned to three different classes: class 1 mutations constitutively
activate the kinase domain and lead to RAS-independent signaling, class 2 mutations
induce artificial dimerization of BRAF and RAS-independent signaling and class 3
mutations display reduced or abolished kinase function and require upstream signals.
Despite the importance of BRAF mutations in cancer, the clinical associations,
genetic interactions and therapeutic implications of non-V600 BRAF mutations have
not been explored comprehensively yet. In this study, the author analyzed publically
available data from the AACR Project GENIE to further understand clinical
associations and genetic interactions of oncogenic BRAF mutations. The analyses
identified 93 recurrent BRAF mutations, out of which 50 could be assigned to a
functional class based on literature review. The author could show that the frequency
of BRAF mutations varies across cancer types and subtypes, and that the BRAF
mutation classes are unequally distributed across cancer types and subtypes. Using
permutation testing-based co-occurrence analyses, the author defined the genetic
interactions of BRAF mutations in multiple cancer types and revealed unexplored
genetic interactions that might define clinically relevant subgroups. With non-small
cell lung cancer as example, the author further showed that the genetic interactions
are BRAF mutation class-specific. The presented analyses explore the properties of
oncogenic BRAF mutations and will help to further delineate the complex role of
BRAF in cancer.
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INTRODUCTION
The BRAF gene encodes a serine/threonine-specific protein kinase that regulates the
MAPK/ERK signaling pathway and affects cell division, differentiation, and secretion.
The BRAF protein is composed of three conserved regions (CR1-3) that are characteristic
for the Raf family protein kinases: CR1 contains the Ras-GTP-binding domain, CR2 is a
flexible serine-rich linker and CR3 contains the catalytic protein kinase domain (Daum
et al., 1994). Binding of Ras-GTP to B-Raf induces a conformational change that leads to
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autophosphorylation and activation of the kinase domain (Cutler et al., 1998; Cook &
Cook, 2021).

Mutations in BRAF gene are found in diverse types of cancer including melanoma,
colorectal adenocarcinoma, non-small-cell lung cancer, papillary thyroid carcinoma and
hairy cell leukemia and are considered oncogenic drivers (Davies et al., 2002; Paik et al.,
2011; Cardarella et al., 2013; Holderfield et al., 2014). In hairy cell leukemia the BRAF
Val600Glu (V600E) mutation is found in nearly all cases at diagnosis and considered as the
causal genetic event (Tiacci et al., 2011). In other types of cancer, the frequency of BRAF
mutations ranges from 80% in malignant melanoma to 1–5% in lung adenocarcinoma and
colorectal cancer.

Based on the molecular mechanism, a classification of BRAF mutations identified in
cancer samples has been proposed (Dankner et al., 2018): class 1 mutations mimic the
phosphorylation of the activation loop and thereby lead to aberrant activation of the kinase
domain. BRAF molecules with class 1 mutations can signal as monomers and independent
of upstream RAS. The most frequently observed class 1 mutation is V600E, but also other
mutations at the same amino acid position namely V600M, V600R, V600K and V600D are
considered class 1 mutations. Class 2 mutations lead to artificial dimerization of BRAF and
activation of the kinase domain. Similar to class 1 mutations, class 2 mutations signal
independent of RAS, however, they activate BRAF significantly weaker than class 1
mutations. The most frequent class 2 mutations are located at amino acid position 469, 597
and 601. Also, BRAF fusions that have been identified in different types of cancer at low
frequencies promote dimerization and signal similar to BRAF with class 2 point mutations
(Jones et al., 2008; Ross et al., 2016). In contrast to class 1 and 2 mutations, class 3
mutations have low or absent kinase activity and require upstream RAS signaling to realize
their oncogenic potential (Wan et al., 2004; Heidorn et al., 2010; Yao et al., 2015).

The high prevalence of BRAF mutations in cancer has spurred interest in the
development of specific BRAF inhibitors: Vemurafenib was the first BRAF inhibitor
approved for the treatment of metastasized melanoma harboring BRAF V600E mutations
in 2011 (Bollag et al., 2010; Chapman et al., 2011). However, single agent treatment of
melanoma patients with vemurafenib led to rapid development of resistance. Treatment
strategies combining BRAF and MEK inhibitors can delay the development of resistance.
In the following years additional BRAF inhibitors including dabrafenib and encorafenib
have been developed and introduced into the clinic.

At present, BRAF inhibitors have been approved for the treatment of various types of
cancer harboring BRAF class 1 mutations: For patients with advanced melanoma the
BRAF and MEK inhibitor combinations dabrafenib/trametinib (Flaherty et al., 2012;
Robert et al., 2015), encorafenib/binimetinib (Dummer et al., 2018) and vemurafenib/
cobimetinib (Ascierto et al., 2016) can be employed. More recently it was demonstrated
that the addition of the immune checkpoint inhibitor atezolizumab to vemurafenib and
cobimetinib can improve the progression free survival of melanoma patients with BRAF
V600E mutations (Sullivan et al., 2019; Gutzmer et al., 2020).

In colorectal cancer the combination of the BRAF inhibitor encorafenib with the EGFR
monoclonal antibody cetuximab has shown promising results and was approved for the
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treatment of patients with BRAF V600E mutations (Tabernero et al., 2021).
The combination of dabrafenib and trametinib has also been approved for the treatment of
non-small cell lung cancer with BRAF V600 mutations (Planchard et al., 2016, 2017).
In addition, the BRAF inhibitor vemurafenib has been approved for the treatment of
patients with Erdheim-Chester disease with BRAF V600 mutations and the combination of
dabrafenib and trametinib is approved for treatment of anaplastic thyroid cancer with
BRAF V600E mutations.

To date, there has been no regulatory approval for a targeted therapy in patients with
non-V600 mutations. Different clinical trials have tried to explore treatment strategies for
patients with non-V600 BRAF mutations with varying degrees of success (Kotani et al.,
2020). In the case of BRAF class 2 mutations, multiple smaller clinical trials and case
reports suggest that MEK inhibition might be an active treatment strategy (Dagogo-Jack,
2020).

Clinical evidence for patients with inactivating class 3 BRAF mutations is still largely
missing: It has been suggested that tumors with class 3 BRAF mutations are sensitive to the
inhibition of activated RAS (Yao et al., 2017). There is also preclinical evidence
demonstrating activity of pan-RAF and CRAF inhibitors in tumors with class 2 and
inactivating class 3 mutations (Smalley et al., 2009; Kordes et al., 2016;Hoefflin et al., 2018).
Currently, multiple clinical trials are testing the efficacy of RAF inhibitors alone or in
combination with MEK inhibitors in patients with inactivating BRAF mutations.

Recent large scale tumor sequencing efforts have greatly expanded the knowledge about
genetic alterations in cancer. The AACR Project GENIE is an international data-sharing
effort for clinical-grade, high-throughput sequencing (NGS) data. The data is collected at
18 cancer centers in the United States and Europe (Sweeney et al., 2017). In this study, the
author surveyed oncogenic BRAF mutations across cancer types using data from the
AACR Project GENIE. The presented analyses highlight that different oncogenic BRAF
mutations are associated with distinct clinical features and genetic interactions.

MATERIALS AND METHODS
Data
For the analyses of clinical associations and genetic interactions of oncogenic BRAF
mutations the AACR Project GENIE 11.0 public data set containing gene panel sequencing
data from over 136,000 cancer samples from over 121,000 patients was downloaded from
Sage Bionetworks Synapse (Synapse ID: syn26706564, DOI: https://doi.org/10.7303/
syn26706564).

Statistical analysis
All analyses were performed using the R software environment for statistical computing
and graphics. Visualizations were created using the ggplot2 and ggpubr packages for the
R software environment. All source code and data are available as supplemental data
(Data S1).
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Identification of reoccurring BRAF mutations and classification of
BRAF mutations
BRAF mutations were defined as reoccurring if they were found in ≥5 samples in the
AACR Project GENIE dataset. The author attempted to assign all reoccurring BRAF
mutations to their respective BRAF mutation class based on an extensive literature review
(Yao et al., 2017; Dankner et al., 2018; Schirripa et al., 2019; Lokhandwala et al., 2019; Lin
et al., 2019; Johnson et al., 2019; Yaeger et al., 2019; Lei et al., 2020; Owsley et al., 2021;
Sahin & Klostergaard, 2021). Reoccurring BRAF mutations not previously described in the
reviewed literature where marked as unknown significance (?).

Frequency of BRAF mutations across cancer types
For calculation of BRAF mutation and BRAF mutation class frequencies across cancer
types only samples with reoccurring BRAF mutations were counted. When multiple BRAF
mutations were identified in one sample only the mutation with the highest clinical
significance was considered. The clinical significance was defined as class 1 > class 2 > class
3 > unknown significance.

Co-mutation analyses
For co-mutation analyses a permutation test was employed: initially samples were filtered
according to cancer type and BRAF mutation class and samples with reoccurring BRAF
mutations were labeled. For each investigated subset the absolute and relative frequencies
of co-mutation of BRAF with other genes were calculated (observed absolute and relative
frequency). Next the sample labels were randomly permutated and co-mutation
frequencies were calculated. To generate a robust null hypothesis, random permutation
was performed one million times for each investigated subset. Left and right p values were
calculated for each gene by counting the permutations with co-mutation frequency lower
or higher than the observed absolute frequency.

In the figures observed relative frequency and expected relative frequency were
visualized as scatter plot. Only genes with an absolute difference between observed and
expected relative frequency ≥2% and a p value corrected for multiple hypothesis testing
≤0.001 are shown.

RESULTS
Overview of oncogenic BRAF alleles
Recent large scale tumor sequencing efforts have greatly expanded the knowledge about
genetic alterations in cancer. To investigate clinical associations and genetic interactions of
oncogenic BRAF alleles, the AACR Project GENIE 11.0 public dataset containing gene
panel sequencing data from over 136,000 cancer samples from over 121,000 patients was
downloaded.

Initially, a list of all BRAF alleles in the dataset was compiled. On the protein level, 914
unique BRAF mutations were identified. The BRAF V600E mutation was the most
frequently occurring mutation which was detected in 3,905 cancer samples. A total of 93
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BRAF mutations could be identified in ≥5 samples and were considered reoccurring
mutations (Figs. 1A and 1B). A total of 821 mutations were detected in less than five
samples and out of these 585 mutations could be identified in only one sample (Fig. 1A).
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Figure 1 Reoccurring BRAF mutations. (A) Sample count for all identified BRAF mutations in the
AACR Project GENIE dataset. (B) Frequency and class of all reoccurring BRAF mutations. (C) Count of
distinct mutations assigned to the indicated mutation classes. (D) Count of samples with BRAF muta-
tions assigned to the indicated mutation classes. Full-size DOI: 10.7717/peerj.14126/fig-1
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Next the author conducted an extensive literature review to assign the identified BRAF
mutations to their respective functional classes: six mutations (0.66%) at the amino acid
position 600 were considered class 1 mutations. These mutations included V600E as well
as V600D, V600M, V600R and V600K. A total of 41 mutations (4.49%) were considered
class 2 mutations and included among others mutations at amino acid position 469, 601,
597 and 464. 26 mutations (2.84%) were considered class 3 mutations. Mutations at amino
acid position 594 and 466 were the most frequently occurring class 3 mutations in the
AACR Project Genie dataset. In total, 50 (53.76%) of 93 reoccurring mutations could be
assigned to a functional class based on the literature review. A large fraction (841, 92.01%)
of the BRAF variants in the dataset has not been studied in detail and could not be assigned
to a specific class (Fig. 1C). However, these variants of unknown significance were
observed at a lower frequency and were only present in 21% (1,581) of the samples with
BRAF mutations (Fig. 1D).

Relative frequency of BRAF mutations and BRAF mutation classes
across cancer types
Next, the author investigated relative frequency of BRAF mutations in the different cancer
types. For these analyses only reoccurring BRAF mutations identified in ≥5 samples were
considered. The relative frequency of BRAF mutations varied greatly across the different
cancer types (Fig. 2A): in thyroid cancer 39.53% (742/1,877) of the samples contained a
reoccurring BRAF mutation, in melanoma 32.91% (1,809/5,496) of the samples contained
a BRAF mutation, in colorectal cancer 10.38% (1,337/12,880) contained a BRAF mutation
and in NSCLC 4.4% (850/19,319) contained a BRAF mutation. In other cancer types such
as pancreatic cancer, prostate cancer and breast cancer, BRAF mutations were only found
at low relative frequencies (1.62%, 1.54% and 0.63%, respectively). The relative frequency
of BRAF mutations also varies among different cancer subtypes (Fig. 2B).

Next, the author asked if BRAF mutation classes are equally represented in different
cancer types. To this end, we plotted the relative frequency of the different BRAF mutation
classes for all cancer types in the project GENIE dataset (Fig. 3). These data clearly
demonstrated that BRAF mutation classes are not equally distributed across cancer types
but show a distinct cancer-type specific distribution. In thyroid cancer, almost all identified
BRAF mutations could be assigned to class 1. Also, in melanoma and colorectal cancer, the
majority of BRAF mutations could be assigned to class 1. In non-small cell lung cancer,
class 1, 2 and 3 BRAF mutations were found in a similar frequency. Notably, in prostate
cancer, a majority of the BRAF mutations could be assigned to class 2. In small cell lung
cancer and cervical cancer no BRAF class 1 mutation could be identified, but the overall
BRAF mutation frequencies in these cancer types were low (13 and 10, respectively).

Association of BRAF variant class and mutant allele fraction
The mutant allele fraction (MAF) of genetic variants in bulk tumor sequencing data is a
complex parameter reflecting tumor cell content, clonal architecture of the tumor and
ploidy of the tumor genome. Oncogenic drivers generally show higher mutant allele
fractions compared to passenger mutations. The author set out to investigate the mutant

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 6/18

http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


allele fraction of BRAF variants assigned to class 1, 2 and 3 as well as variants that could be
not assigned to a specific variant class based on literature mining. The data revealed that
BRAF variants assigned to class 1 showed the highest median MAF across all samples in
the dataset (Fig 4A). Class 2 variant displayed a significantly lower MAF than class 1
variants. Class 3 variants and reoccurring variants of unknown significance showed an
even lower MAF.

These observations, however, might be partially attributed to the difference of mutant
allele frequencies across cancer types. For example, in the case of non-small cell lung
cancer, the median MAF was significantly lower for class 1 variants compared to class 2
variants (Fig. 4B).
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Figure 2 Frequency of BRAF mutations in different cancer types and subtypes. (A) Frequency of
BRAF mutations in cancer types included in the Project GENIE dataset. (B) Frequency of BRAF
mutations in subtypes of thyroid cancer, melanoma, colorectal cancer and non-small cell lung cancer.

Full-size DOI: 10.7717/peerj.14126/fig-2
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Genetic interactions of BRAF mutations are cancer type-specific
To investigate genetic interactions of oncogenic BRAF, variants the author performed a
co-mutation analysis. The dataset was filtered for the indicated cancer types and random
permutation was performed to generate a null hypothesis. Based on the null hypothesis,
the expected frequency and expected relative frequency of co-occurrence of mutations in
BRAF with mutations in other genes was calculated. The employed approach can account
for the heterogeneous cancer samples and sequencing approaches included in the dataset.
To account for the biological differences between cancer types, the analysis was performed
separately for non-small cell lung cancer, melanoma, colorectal cancer and thyroid cancer.

In the thyroid cancer samples BRAF mutations co-occurred less frequently than
expected with mutations in NRAS, HRAS, RET, PTEN, NF1 and KRAS. In contrast,
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Figure 3 Distribution of BRAFmutation classes across cancer types and subtypes. (A) Distribution of
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lung cancer. Full-size DOI: 10.7717/peerj.14126/fig-3

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 8/18

http://dx.doi.org/10.7717/peerj.14126/fig-3
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


mutations in BRAF and PIK3CA co-occurred more frequently than expected (Fig. 5A).
In melanoma samples, NRAS mutations co-occurred much less frequently with BRAF
mutations than expected. Also, mutations in GNA11, GNAQ, KIT, SF3B1, NF1 and TP53
were found less frequently in BRAF-mutated samples than expected. In contrast, PTEN
was found slightly more frequently than expected in BRAF-mutated samples (Fig. 5B).
In colorectal cancer samples, the author observed a trend towards mutual exclusivity for
BRAF and KRAS mutations. Also, APC and TP53 mutations were found less frequently in
BRAF-mutated samples than expected. In contrast, the author observed an enrichment of
mutations in ARID1A, CREBBP, FAT1 KMT2A, KMT2D, NOTCH3, PTEN and RNF43
in BRAF-mutated samples (Fig. 5C). Non-small cell lung cancer samples with BRAF
variants were less likely than expected to carry also alterations in EGFR and KRAS. The
author also observed a similar trend for TP53. In contrast, variants in BRAF and ATR,
FAT1, KEAP1, SETBP1, SETD2 and STK11 did more frequently co-occur than expected.

The BRAF variant class defines genetic interactions
Next, the author wanted to investigate if the BRAF variant classes define the genetic
interactions. To avoid interference by cancer type-specific mutations, only the non-small
lung cancer samples in the GENIE dataset were used for these analyses. The null
hypothesis was generated by randomly permutating variant class labels, and relative
expected and observed co-mutation frequencies were plotted for each variant class (Figs.
6A–6C).

The conducted analyses revealed that the genetic interactions of mutant BRAF alleles
are highly dependent on the variant class: BRAF class 1 mutations co-occured significantly
more frequently than expected with AKT1 and SETD2 mutations. In contrast, BRAF class
1 mutations were found less frequently than expected in samples with EGFR, ERBB4,
KEAP1, KRAS, STK11 and TP53 mutations (Fig. 6A). BRAF class 2 mutations co-occured
more frequently than expected with ATR, EPHA3, NRAS, STK11 and WHSC1 mutations.
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Figure 4 Mutant allele fraction of BRAF mutations. (A) Mutant allele fraction of BRAF mutations in
all samples in the dataset. (B) Mutant allele fraction of BRAF mutations in non−small cell lung cancer
samples. Full-size DOI: 10.7717/peerj.14126/fig-4
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In contrast, the author observed that EGFR and KRAS mutations are found less frequently
than expected in samples with BRAF class 2 mutations (Fig. 6B). For, BRAF class 3
mutations, the author found a strong association with KEAP and STK11 mutations. As in
the case of BRAF class 1 and 2 mutations, KRAS and EGFR were co-mutated less
frequently than expected in samples with BRAF class 3 mutations (Fig. 6C). The
author also created a heatmap displaying the ratio of observed relative frequency/expected
relative frequency for all BRAF mutation classes to highlight the mutation class-specific
genetic interactions (Fig. 6D).

DISCUSSION
BRAF mutations are frequently found in cancer and considered oncogenic drivers. In this
study, the author analyzed publically available data from the AACR Project GENIE to
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further understand clinical associations and genetic interactions of oncogenic BRAF
alleles.

Initially, the author defined a subset of BRAF mutations that were found in ≥5 samples
in the AACR Project GENIE dataset. 53.76% of these reoccurring mutations were
previously reported in the literature and could be assigned to a functional mutation class.
However, a large fraction of the identified BRAF mutations (92.01%) remained variants of
unknown significance, highlighting the urgent need for further functional investigations.
Notably, these variants of unknown significance accounted only for a small fraction of the
samples (21%).

Next, the frequencies of BRAF mutations across cancer types were determined.
The frequencies were similar to previously reported frequencies from other cohorts, with
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minor deviations (Holderfield et al., 2014). However, due to the large number of samples
and the diverse cancer types included in the AACR Project GENIE dataset, the author was
also able to report BRAF mutation frequencies for rarer cancer types and subtypes.

The author also showed that the ratio of class 1, 2 and 3 variants varies across cancer
types and subtypes and might reflect the oncogenic signaling in these cancer types.
In prostate cancer, BRAF mutations occur at a relatively low frequency (1.54%) and
previous studies have suggested that BRAF mutations in prostate cancer might be
targetable (Santos et al., 2020). Notably, a majority of the BRAF mutations identified in
prostate cancer could be assigned to class 2. Unfortunately, the clinical annotations in the
project GENIE dataset were not sufficient to further clinically define this interesting
subgroup of prostate cancer cases.

In cancer types with low frequencies of BRAF mutations such as leukemia, breast
cancer, myeloproliferative neoplasms, head and neck cancer and esophagogastric cancer
the author found high proportions of BRAF variants of unknown significance. The author
speculates that these variants of unknown significance in these cancer types are passenger
mutations and that the frequency of oncogenic and potentially targetable BRAF alterations
in this cancer types is very low.

The author also attempted to correlate BRAF mutations class with mutant allele
fraction, however the results from these analyses might be biased and were not consistent
across cancer types.

Relying on the AACR Project GENIE dataset, the author was able to systematically
investigate genetic interactions of oncogenic BRAF alleles in multiple cancer types.
The analysis identified several interesting interactions, some of which have not been
previously mentioned in literature. For all investigated cancer types, the author observed
that mutations in upstream components of the MAPK/ERK signaling pathway, namely
EGFR and RAS family proteins, co-occur much less frequently than expected with
oncogenic mutations in BRAF. These finding had been previously reported in multiple
studies (Sensi et al., 2006; Li et al., 2014).

For thyroid cancer the author found an interaction between BRAF and PIK3CA
mutations which has been previously reported (Charles et al., 2014). For colorectal cancer,
the author overserved co-occurrence of oncogenic BRAF mutations with mutations in the
ubiquitin ligase RNF43. Recent papers have implicated oncogenic mutations in BRAF and
RNF43 in the serrated neoplasia pathway of right-sided colorectal cancer (Eto et al., 2018;
Matsumoto et al., 2020). The author also observed that in colorectal cancer samples,
KMT2D mutations co-occur more frequently than expected with BRAF mutations. The
author could not find a report that describes this co-occurrence in clinical samples
however a recent mouse study demonstrated that KMT2D functions as tumor suppressor
in BRAF V600E mutant melanomas (Maitituoheti et al., 2020).

Finally, the author investigated if the genetic interactions of BRAF alleles depend on the
mutation class. For this analysis, only non-small cell lung cancer samples were used
because this subgroup showed a balanced distribution of BRAF class 1, 2 and 3 mutations.
This analysis confirmed that the BRAF mutation classes exhibit different genetic
interactions that might reflect their signaling mechanisms. Interestingly, the author found,
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that in NSCLC BRAF class 1 mutations co-occur with alterations in SETD2. This
interaction had been already described before in a study focusing on non-small cell lung
cancer (Sheikine et al., 2018). The author also observed an interaction of BRAF class 2 and
3 mutations with ATR, hinting to a possible connection of oncogenic BRAF and DNA
damage response and replication stress signaling.

Taken together, the author employed publically available data from the AACR Project
GENIE to explore the complex role of BRAF in cancer. The author believes that the
presented analyses and data will be a valuable resource for researchers and clinicians
focusing on BRAF biology and precision oncology.

CONCLUSIONS
BRAF mutations are frequently found in cancer and considered oncogenic drivers. In this
study, the author used data from the AACR Project GENIE to investigate clinical
associations and genetic interactions of oncogenic BRAF alleles. The analyses demonstrate
that the frequency of BRAF mutations greatly varies across cancer types and subtypes.
Also, the distribution of BRAF mutations classes is highly unequal across cancer types and
subtypes. Because of the large number of samples in the AACR Project GENIE dataset, the
author was also able to systematically assess mutational co-occurrence of BRAF mutations
with mutations in other genes in multiple cancer types. These analyses allowed to identify
several interesting molecular subgroups (e.g., colorectal cancer with BRAF and RNF43
mutations), however, the limited clinical annotations in the dataset did not allow to further
clinically define these subgroups. The author believes that the presented analyses and data
will be a valuable resource for researchers and clinicians focusing on BRAF biology and
precision oncology.

ACKNOWLEDGEMENTS
The author would like to acknowledge the American Association for Cancer Research and
its financial and material support in the development of the AACR Project GENIE registry,
as well as members of the consortium for their commitment to data sharing.
Interpretations are the responsibility of the study author.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
The author received no funding for this work.

Competing Interests
The author declares that they have no competing interests.

Author Contributions
� Sebastian A. Wagner conceived and designed the experiments, performed the
experiments, analyzed the data, prepared figures and/or tables, authored or reviewed
drafts of the article, and approved the final draft.

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 13/18

http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


Data Availability
The following information was supplied regarding data availability:

All source code and data tables are available in the Supplemental Files.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.14126#supplemental-information.

REFERENCES
Ascierto PA, McArthur GA, Dréno B, Atkinson V, Liszkay G, Di Giacomo AM, Mandalà M,

Demidov L, Stroyakovskiy D, Thomas L, de la Cruz-Merino L, Dutriaux C, Garbe C, Yan Y,
Wongchenko M, Chang I, Hsu JJ, Koralek DO, Rooney I, Ribas A, Larkin J. 2016.
Cobimetinib combined with vemurafenib in advanced BRAF(V600)-mutant melanoma
(coBRIM): updated efficacy results from a randomised, double-blind, phase 3 trial. The Lancet
Oncology 17(9):1248–1260 DOI 10.1016/S1470-2045(16)30122-X.

Bollag G, Hirth P, Tsai J, Zhang J, Ibrahim PN, Cho H, SpevakW, Zhang C, Zhang Y, Habets G,
Burton EA, Wong B, Tsang G, West BL, Powell B, Shellooe R, Marimuthu A, Nguyen H,
Zhang KYJ, Artis DR, Schlessinger J, Su F, Higgins B, Iyer R, Dandrea K, Koehler A,
StummM, Lin PS, Lee RJ, Grippo J, Puzanov I, Kim KB, Ribas A, McArthur GA, Sosman JA,
Chapman PB, Flaherty KT, Xu X, Nathanson KL, Nolop K. 2010. Clinical efficacy of a RAF
inhibitor needs broad target blockade in BRAF-mutant melanoma. Nature 467(7315):596–599
DOI 10.1038/nature09454.

Cardarella S, Ogino A, Nishino M, Butaney M, Shen J, Lydon C, Yeap BY, Sholl LM,
Johnson BE, Jänne PA. 2013. Clinical, pathologic, and biologic features associated with BRAF
mutations in non-small cell lung cancer. Clinical Cancer Research 19(16):4532–4540
DOI 10.1158/1078-0432.CCR-13-0657.

Chapman PB, Hauschild A, Robert C, Haanen JB, Ascierto P, Larkin J, Dummer R, Garbe C,
Testori A, Maio M, Hogg D, Lorigan P, Lebbe C, Jouary T, Schadendorf D, Ribas A,
O’Day SJ, Sosman JA, Kirkwood JM, Eggermont AMM, Dreno B, Nolop K, Li J, Nelson B,
Hou J, Lee RJ, Flaherty KT, McArthur GA. 2011. Improved survival with vemurafenib in
melanoma with BRAF V600E mutation. New England Journal of Medicine 364(26):2507–2516
DOI 10.1056/NEJMoa1103782.

Charles RP, Silva J, Iezza G, Phillips WA, McMahon M. 2014. Activating BRAF and PIK3CA
mutations cooperate to promote anaplastic thyroid carcinogenesis. Molecular Cancer Research
12(7):979–986 DOI 10.1158/1541-7786.MCR-14-0158-T.

Cook FA, Cook SJ. 2021. Inhibition of RAF dimers: it takes two to tango. Biochemical Society
Transactions 49(1):237–251 DOI 10.1042/BST20200485.

Cutler RE, Stephens RM, Saracino MR, Morrison DK. 1998. Autoregulation of the Raf-1 serine/
threonine kinase. Proceedings of the National Academy of Sciences of the United States of America
95(16):9214–9219 DOI 10.1073/pnas.95.16.9214.

Dagogo-Jack I. 2020. Durable response to dabrafenib combined with trametinib in a patient with
NSCLC harboring a BRAF G469A mutation. Journal of Thoracic Oncology 15(10):e174–e176
DOI 10.1016/j.jtho.2020.07.007.

Dankner M, Rose AAN, Rajkumar S, Siegel PM, Watson IR. 2018. Classifying BRAF alterations
in cancer: new rational therapeutic strategies for actionable mutations. Oncogene
37(24):3183–3199 DOI 10.1038/s41388-018-0171-x.

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 14/18

http://dx.doi.org/10.7717/peerj.14126#supplemental-information
http://dx.doi.org/10.7717/peerj.14126#supplemental-information
http://dx.doi.org/10.7717/peerj.14126#supplemental-information
http://dx.doi.org/10.1016/S1470-2045(16)30122-X
http://dx.doi.org/10.1038/nature09454
http://dx.doi.org/10.1158/1078-0432.CCR-13-0657
http://dx.doi.org/10.1056/NEJMoa1103782
http://dx.doi.org/10.1158/1541-7786.MCR-14-0158-T
http://dx.doi.org/10.1042/BST20200485
http://dx.doi.org/10.1073/pnas.95.16.9214
http://dx.doi.org/10.1016/j.jtho.2020.07.007
http://dx.doi.org/10.1038/s41388-018-0171-x
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


Daum G, Eisenmann-Tappe I, Fries HW, Troppmair J, Rapp UR. 1994. The ins and outs of Raf
kinases. Trends in Biochemical Sciences 19(11):474–480 DOI 10.1016/0968-0004(94)90133-3.

Davies H, Bignell GR, Cox C, Stephens P, Edkins S, Clegg S, Teague J, Woffendin H,
Garnett MJ, Bottomley W, Davis N, Dicks E, Ewing R, Floyd Y, Gray K, Hall S, Hawes R,
Hughes J, Kosmidou V, Menzies A, Mould C, Parker A, Stevens C, Watt S, Hooper S,
Jayatilake H, Gusterson BA, Cooper C, Shipley J, Hargrave D, Pritchard-Jones K,
Maitland N, Chenevix-Trench G, Riggins GJ, Bigner DD, Palmieri G, Cossu A, Flanagan A,
Nicholson A, Ho JWC, Leung SY, Yuen ST, Weber BL, Seigler HF, Darrow TL, Paterson H,
Wooster R, Stratton MR, Futreal PA. 2002. Mutations of the BRAF gene in human cancer.
Nature 417(6892):949–954 DOI 10.1038/nature00766.

Dummer R, Ascierto PA, Gogas HJ, Arance A, Mandala M, Liszkay G, Garbe C, Schadendorf D,
Krajsova I, Gutzmer R, Chiarion Sileni V, Dutriaux C, de Groot JWB, Yamazaki N,
Loquai C, Moutouh-de Parseval LA, Pickard MD, Sandor V, Robert C, Flaherty KT. 2018.
Overall survival in patients with BRAF-mutant melanoma receiving encorafenib plus
binimetinib versus vemurafenib or encorafenib (COLUMBUS): a multicentre, open-label,
randomised, phase 3 trial. The Lancet Oncology 19(10):1315–1327
DOI 10.1016/S1470-2045(18)30497-2.

Eto T, Miyake K, Nosho K, Ohmuraya M, Imamura Y, Arima K, Kanno S, Fu L, Kiyozumi Y,
Izumi D, Sugihara H, Hiyoshi Y, Miyamoto Y, Sawayama H, Iwatsuki M, Baba Y, Yoshida N,
Furukawa T, Araki K, Baba H, Ishimoto T. 2018. Impact of loss-of-function mutations at the
RNF43 locus on colorectal cancer development and progression. The Journal of Pathology
245(4):445–455 DOI 10.1002/path.5098.

Flaherty KT, Infante JR, Daud A, Gonzalez R, Kefford RF, Sosman J, Hamid O, Schuchter L,
Cebon J, Ibrahim N, Kudchadkar R, Burris HA, Falchook G, Algazi A, Lewis K, Long GV,
Puzanov I, Lebowitz P, Singh A, Little S, Sun P, Allred A, Ouellet D, Kim KB, Patel K,
Weber J. 2012. Combined BRAF andMEK inhibition in melanoma with BRAF V600 mutations.
New England Journal of Medicine 367(18):1694–1703 DOI 10.1056/NEJMoa1210093.

Gutzmer R, Stroyakovskiy D, Gogas H, Robert C, Lewis K, Protsenko S, Pereira RP, Eigentler T,
Rutkowski P, Demidov L, Manikhas GM, Yan Y, Huang KC, Uyei A, McNally V,
McArthur GA, Ascierto PA. 2020. Atezolizumab, vemurafenib, and cobimetinib as first-line
treatment for unresectable advanced BRAF V600 mutation-positive melanoma (IMspire150):
primary analysis of the randomised, double-blind, placebo-controlled, phase 3 trial. The Lancet
395(10240):1835–1844 DOI 10.1016/S0140-6736(20)30934-X.

Heidorn SJ, Milagre C, Whittaker S, Nourry A, Niculescu-Duvas I, Dhomen N, Hussain J,
Reis-Filho JS, Springer CJ, Pritchard C, Marais R. 2010. Kinase-dead BRAF and oncogenic
RAS cooperate to drive tumor progression through CRAF. Cell 140(2):209–221
DOI 10.1016/j.cell.2009.12.040.

Hoefflin R, Geißler A-L, Fritsch R, Claus R, Wehrle J, Metzger P, Reiser M, Mehmed L, Fauth L,
Heiland DH, Erbes T, Stock F, Csanadi A, Miething C, Weddeling B, Meiss F,
von Bubnoff D, Dierks C, Ge I, Brass V, Heeg S, Schäfer H, Boeker M, Rawluk J,
Botzenhart EM, Kayser G, Hettmer S, Busch H, Peters C, Werner M, Duyster J, Brummer T,
Boerries M, Lassmann S, von Bubnoff N. 2018. Personalized clinical decision making through
implementation of a molecular tumor board: a german single-center experience. JCO Precision
Oncology 2(2):1–16 DOI 10.1200/PO.18.00105.

Holderfield M, Deuker MM, McCormick F, McMahon M. 2014. Targeting RAF kinases for
cancer therapy: BRAF-mutated melanoma and beyond. Nature Reviews Cancer 14(7):455–467
DOI 10.1038/nrc3760.

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 15/18

http://dx.doi.org/10.1016/0968-0004(94)90133-3
http://dx.doi.org/10.1038/nature00766
http://dx.doi.org/10.1016/S1470-2045(18)30497-2
http://dx.doi.org/10.1002/path.5098
http://dx.doi.org/10.1056/NEJMoa1210093
http://dx.doi.org/10.1016/S0140-6736(20)30934-X
http://dx.doi.org/10.1016/j.cell.2009.12.040
http://dx.doi.org/10.1200/PO.18.00105
http://dx.doi.org/10.1038/nrc3760
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


Johnson B, Loree JM, Jacome AA, Mendis S, Syed M, Morris IIVK, Parseghian CM, Dasari A,
Pant S, Raymond VM, Vilar E, Overman M, Kee B, Eng C, Raghav K, Kopetz S. 2019. A
typical, non-V600 BRAFmutations as a potential mechanism of resistance to EGFR inhibition in
metastatic colorectal cancer. JCO Precision Oncology 3:1–10 DOI 10.1200/PO.19.00102.

Jones DTW, Kocialkowski S, Liu L, Pearson DM, Bäcklund LM, Ichimura K, Collins VP. 2008.
Tandem duplication producing a novel oncogenic BRAF fusion gene defines the majority of
pilocytic astrocytomas. Cancer Research 68(21):8673–8677
DOI 10.1158/0008-5472.CAN-08-2097.

Kordes M, Röring M, Heining C, Braun S, Hutter B, Richter D, Geörg C, Scholl C, Gröschel S,
Roth W, Rosenwald A, Geissinger E, Von Kalle C, Jger D, Brors B, Weichert W, Grüllich C,
Glimm H, Brummer T, Fröhling S. 2016. Cooperation of BRAF(F595L) and mutant HRAS in
histiocytic sarcoma provides new insights into oncogenic BRAF signaling. Leukemia
30(4):937–946 DOI 10.1038/leu.2015.319.

Kotani D, Bando H, Taniguchi H, Masuishi T, Komatsu Y, Yamaguchi K, Nakajima T, Satoh T,
Nishina T, Esaki T, Nomura S, Takahashi K, Iida S, Matsuda S, Motonaga S, Fuse N, Sato A,
Fujii S, Ohtsu A, Ebi H, Yoshino T. 2020. BIG BANG study (EPOC1703): multicentre, proof-
of-concept, phase II study evaluating the efficacy and safety of combination therapy with
binimetinib, encorafenib and cetuximab in patients with BRAF non-V600E mutated metastatic
colorectal cancer. ESMO Open 5(1):e000624 DOI 10.1136/esmoopen-2019-000624.

Lei L, Wang WX, Zhu YC, Pu XX, Fang Y, Wang H, Zhuang W, Zhang YB, Wang LP, Xu CW,
Fang MY. 2020. Association between BRAF mutant classification and the efficacy of
pemetrexed-based chemotherapy in Chinese advanced non-small cell lung cancer patients: a
multicenter retrospective study. Translational Cancer Research 9(10):6039–6049
DOI 10.21037/tcr-20-480.

Li S, Li L, Zhu Y, Huang C, Qin Y, Liu H, Ren-Heidenreich L, Shi B, Ren H, Chu X, Kang J,
Wang W, Xu J, Tang K, Yang H, Zheng Y, He J, Yu G, Liang N. 2014. Coexistence of EGFR
with KRAS, or BRAF, or PIK3CA somatic mutations in lung cancer: a comprehensive mutation
profiling from 5125 Chinese cohorts. British Journal of Cancer 110(11):2812–2820
DOI 10.1038/bjc.2014.210.

Lin Q, Zhang H, Ding H, Qian J, Lizaso A, Lin J, Han-Zhang H, Xiang J, Li Y, Zhu H. 2019. The
association between BRAF mutation class and clinical features in BRAF-mutant Chinese
non-small cell lung cancer patients. Journal of Translational Medicine 17(1):949
DOI 10.1186/s12967-019-2036-7.

Lokhandwala PM, Tseng LH, Rodriguez E, Zheng G, Pallavajjalla A, Gocke CD, Eshleman JR,
Lin MT. 2019. Clinical mutational profiling and categorization of BRAF mutations in
melanomas using next generation sequencing. BMC Cancer 19(1):665
DOI 10.1186/S12885-019-5864-1.

Maitituoheti M, Keung EZ, Tang M, Yan L, Alam H, Han G, Singh AK, Raman AT,
Terranova C, Sarkar S, Orouji E, Amin SB, Sharma S, Williams M, Samant NS,
Dhamdhere M, Zheng N, Shah T, Shah A, Axelrad JB, Anvar NE, Lin YH, Jiang S, Chang EQ,
Ingram DR, Wang WL, Lazar A, Lee MG, Muller F, Wang L, Ying H, Rai K. 2020. Enhancer
reprogramming confers dependence on glycolysis and IGF signaling in KMT2D mutant
melanoma. Cell Reports 33(3):108293 DOI 10.1016/j.celrep.2020.108293.

Matsumoto A, Shimada Y, Nakano M, Oyanagi H, Tajima Y, Nakano M, Kameyama H,
Hirose Y, Ichikawa H, Nagahashi M, Nogami H, Maruyama S, Takii Y, Ling Y, Okuda S,
Wakai T. 2020. RNF43 mutation is associated with aggressive tumor biology along with BRAF
V600E mutation in right-sided colorectal cancer. Oncology Reports 43:1853
DOI 10.3892/or.2020.7561.

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 16/18

http://dx.doi.org/10.1200/PO.19.00102
http://dx.doi.org/10.1158/0008-5472.CAN-08-2097
http://dx.doi.org/10.1038/leu.2015.319
http://dx.doi.org/10.1136/esmoopen-2019-000624
http://dx.doi.org/10.21037/tcr-20-480
http://dx.doi.org/10.1038/bjc.2014.210
http://dx.doi.org/10.1186/s12967-019-2036-7
http://dx.doi.org/10.1186/S12885-019-5864-1
http://dx.doi.org/10.1016/j.celrep.2020.108293
http://dx.doi.org/10.3892/or.2020.7561
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


Owsley J, Stein MK, Porter J, In GK, Salem M, O’Day S, Elliott A, Poorman K, Gibney G,
VanderWalde A. 2021. Prevalence of class I-III BRAF mutations among 114,662 cancer patients
in a large genomic database. Experimental Biology and Medicine 246(1):31–39
DOI 10.1177/1535370220959657.

Paik PK, Arcila ME, Fara M, Sima CS, Miller VA, Kris MG, Ladanyi M, Riely GJ. 2011. Clinical
characteristics of patients with lung adenocarcinomas harboring BRAF mutations. Journal of
Clinical Oncology 29(15):2046–2051 DOI 10.1200/JCO.2010.33.1280.

Planchard D, Besse B, Groen HJM, Souquet P-J, Quoix E, Baik CS, Barlesi F, Kim TM,
Mazieres J, Novello S, Rigas JR, Upalawanna A, D’Amelio AM, Zhang P, Mookerjee B,
Johnson BE. 2016. Dabrafenib plus trametinib in patients with previously treated BRAF
(V600E)-mutant metastatic non-small cell lung cancer: an open-label, multicentre phase 2 trial.
The Lancet Oncology 17(7):984–993 DOI 10.1016/S1470-2045(16)30146-2.

Planchard D, Smit EF, Groen HJM, Mazieres J, Besse B, Helland Å, Giannone V, D’Amelio AM,
Zhang P, Mookerjee B, Johnson BE. 2017. Dabrafenib plus trametinib in patients with
previously untreated BRAFV600E-mutant metastatic non-small-cell lung cancer: an open-label,
phase 2 trial. The Lancet Oncology 18(10):1307–1316 DOI 10.1016/S1470-2045(17)30679-4.

Robert C, Karaszewska B, Schachter J, Rutkowski P, Mackiewicz A, Stroiakovski D,
Lichinitser M, Dummer R, Grange F, Mortier L, Chiarion-Sileni V, Drucis K, Krajsova I,
Hauschild A, Lorigan P, Wolter P, Long GV, Flaherty K, Nathan P, Ribas A, Martin A-M,
Sun P, Crist W, Legos J, Rubin SD, Little SM, Schadendorf D. 2015. Improved overall survival
in melanoma with combined dabrafenib and trametinib. The New England Journal of Medicine
372(1):30–39 DOI 10.1056/NEJMoa1412690.

Ross JS, Wang K, Chmielecki J, Gay L, Johnson A, Chudnovsky J, Yelensky R, Lipson D, Ali SM,
Elvin JA, Vergilio JA, Roels S, Miller VA, Nakamura BN, Gray A, Wong MK, Stephens PJ.
2016. The distribution of BRAF gene fusions in solid tumors and response to targeted therapy.
International Journal of Cancer 138(4):881–890 DOI 10.1002/ijc.29825.

Sahin IH, Klostergaard J. 2021. BRAF mutations as actionable targets: a paradigm shift in the
management of colorectal cancer and novel avenues. JCO Oncology Practice 17(12):723–730
DOI 10.1200/OP.21.00160.

Santos GFC, Prophet M, Gourdin TS, Drusbosky L, Ledet EM, Sartor AO, Sonpavde G,
Lilly MB. 2020. Identification of actionable BRAF mutations and their genomic associations in
advanced prostate cancer. Journal of Clinical Oncology 38(15_suppl):e17597
DOI 10.1200/JCO.2020.38.15_SUPPL.E17597.

Schirripa M, Biason P, Lonardi S, Pella N, Simona Pino M, Urbano F, Antoniotti C,
Cremolini C, Corallo S, Pietrantonio F, Gelsomino F, Cascinu S, Orlandi A, Munari G,
Malapelle U, Saggio S, Fontanini G, Rugge M, Mescoli C, Lazzi S, Bonetti LR, Lanza G,
Dei Tos AP, De Maglio G, Martini M, Bergamo F, Zagonel V, Loupakis F, Fassan M. 2019.
Class 1, 2, and 3 BRAF-mutated metastatic colorectal cancer: a detailed clinical, pathologic, and
molecular characterization. Clinical Cancer Research 25(13):3954–3961
DOI 10.1158/1078-0432.CCR-19-0311.

Sensi M, Nicolini G, Petti C, Bersani I, Lozupone F, Molla A, Vegetti C, Nonaka D,
Mortarini R, Parmiani G, Fais S, Anichini A. 2006. Mutually exclusive NRASQ61R and
BRAFV600E mutations at the single-cell level in the same human melanoma. Oncogene
25(24):3357–3364 DOI 10.1038/sj.onc.1209379.

Sheikine Y, Pavlick D, Klempner SJ, Trabucco SE, Chung JH, Rosenzweig M, Wang K,
Velcheti V, Frampton GM, Peled N, Murray M, Chae YK, Albacker LA, Gay L, Husain H,
Suh JH, Millis SZ, Reddy VP, Elvin JA, Hartmaier RJ, Dowlati A, Stephens P, Ross JS,

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 17/18

http://dx.doi.org/10.1177/1535370220959657
http://dx.doi.org/10.1200/JCO.2010.33.1280
http://dx.doi.org/10.1016/S1470-2045(16)30146-2
http://dx.doi.org/10.1016/S1470-2045(17)30679-4
http://dx.doi.org/10.1056/NEJMoa1412690
http://dx.doi.org/10.1002/ijc.29825
http://dx.doi.org/10.1200/OP.21.00160
http://dx.doi.org/10.1200/JCO.2020.38.15_SUPPL.E17597
http://dx.doi.org/10.1158/1078-0432.CCR-19-0311
http://dx.doi.org/10.1038/sj.onc.1209379
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/


Bivona TG, Miller VA, Ganesan S, Schrock AB, Ou S-HI, Ali SM. 2018. BRAF in lung cancers:
analysis of patient cases reveals recurrent BRAF mutations, fusions, kinase duplications, and
concurrent alterations. JCO Precision Oncology 2:PO.17.00172 DOI 10.1200/PO.17.00172.

Smalley KSM, Xiao M, Villanueva J, Nguyen TK, Flaherty KT, Letrero R, Van Belle P, Elder DE,
Wang Y, Nathanson KL, Herlyn M. 2009. CRAF inhibition induces apoptosis in melanoma
cells with non-V600E BRAF mutations. Oncogene 28(1):85–94 DOI 10.1038/onc.2008.362.

Sullivan RJ, Hamid O, Gonzalez R, Infante JR, Patel MR, Hodi FS, Lewis KD, Tawbi HA,
Hernandez G, Wongchenko MJ, Chang YM, Roberts L, Ballinger M, Yan Y, Cha E, Hwu P.
2019. Atezolizumab plus cobimetinib and vemurafenib in BRAF-mutated melanoma patients.
Nature Medicine 25(6):929–935 DOI 10.1038/s41591-019-0474-7.

Sweeney SM, Cerami E, Baras A, Pugh TJ, Schultz N, Stricker T, Lindsay J, Del Vecchio Fitz C,
Kumari P, Micheel C, Shaw K, Gao J, Moore N, Stricker T, Kandoth C, Reardon B, Lepisto E,
Gardos S, Dang K, Guinney J, Omberg L, Yu T, Gross B, Heins Z, Hyman D, Rollins B,
Sawyers C, Solit D, Schrag D, Velculescu V, Andre F, Bedard P, Levy M, Meijer G, Rollins B,
Shaw K. 2017. AACR project GENIE: powering precision medicine through an international
consortium. Cancer Discovery 7(8):818–831 DOI 10.1158/2159-8290.CD-17-0151.

Tabernero J, Grothey A, Van Cutsem E, Yaeger R, Wasan H, Yoshino T, Desai J, Ciardiello F,
Loupakis F, Hong YS, Steeghs N, Guren TK, Arkenau H-T, Garcia-Alfonso P, Elez E,
Gollerkeri A, Maharry K, Christy-Bittel J, Kopetz S. 2021. Encorafenib plus cetuximab as a
new standard of care for previously treated BRAF V600E-mutant metastatic colorectal cancer:
updated survival results and subgroup analyses from the BEACON study. Journal of Clinical
Oncology 39(4):273–284 DOI 10.1200/JCO.20.02088.

Tiacci E, Trifonov V, Schiavoni G, Holmes A, Kern W, Martelli MP, Pucciarini A, Bigerna B,
Pacini R, Wells VA, Sportoletti P, Pettirossi V, Mannucci R, Elliott O, Liso A, Ambrosetti A,
Pulsoni A, Forconi F, Trentin L, Semenzato G, Inghirami G, Capponi M, Di Raimondo F,
Patti C, Arcaini L, Musto P, Pileri S, Haferlach C, Schnittger S, Pizzolo G, Foà R, Farinelli L,
Haferlach T, Pasqualucci L, Rabadan R, Falini B. 2011. BRAF mutations in hairy-cell
leukemia. New England Journal of Medicine 364(24):2305–2315 DOI 10.1056/NEJMoa1014209.

Wan PTC, Garnett MJ, Roe SM, Lee S, Niculescu-Duvaz D, Good VM, Project CG, Jones CM,
Marshall CJ, Springer CJ, Barford D, Marais R. 2004. Mechanism of activation of the
RAF-ERK signaling pathway by oncogenic mutations of B-RAF. Cell 116(6):855–867
DOI 10.1016/S0092-8674(04)00215-6.

Yaeger R, Kotani D, Mondaca S, Parikh AR, Bando H, Van Seventer EE, Taniguchi H,
Zhao HY, Thant CN, De Stanchina E, Rosen N, Corcoran RB, Yoshino T, Yao Z, Ebi H.
2019. Response to anti-EGFR therapy in patients with BRAF non-V600-mutant metastatic
colorectal cancer. Clinical Cancer Research 25(23):7089–7097
DOI 10.1158/1078-0432.CCR-19-2004.

Yao Z, Torres NM, Tao A, Gao Y, Luo L, Li Q, de Stanchina E, Abdel-Wahab O, Solit DB,
Poulikakos PI, Rosen N. 2015. BRAF mutants evade ERK-dependent feedback by different
mechanisms that determine their sensitivity to pharmacologic inhibition. Cancer cell
28(3):370–383 DOI 10.1016/j.ccell.2015.08.001.

Yao Z, Yaeger R, Rodrik-Outmezguine VS, Tao A, Torres NM, Chang MT, Drosten M, Zhao H,
Cecchi F, Hembrough T, Michels J, Baumert H, Miles L, Campbell NM, De Stanchina E,
Solit DB, Barbacid M, Taylor BS, Rosen N. 2017. Tumours with class 3 BRAF mutants are
sensitive to the inhibition of activated RAS. Nature 548(7666):234–238
DOI 10.1038/nature23291.

Wagner (2022), PeerJ, DOI 10.7717/peerj.14126 18/18

http://dx.doi.org/10.1200/PO.17.00172
http://dx.doi.org/10.1038/onc.2008.362
http://dx.doi.org/10.1038/s41591-019-0474-7
http://dx.doi.org/10.1158/2159-8290.CD-17-0151
http://dx.doi.org/10.1200/JCO.20.02088
http://dx.doi.org/10.1056/NEJMoa1014209
http://dx.doi.org/10.1016/S0092-8674(04)00215-6
http://dx.doi.org/10.1158/1078-0432.CCR-19-2004
http://dx.doi.org/10.1016/j.ccell.2015.08.001
http://dx.doi.org/10.1038/nature23291
http://dx.doi.org/10.7717/peerj.14126
https://peerj.com/

	Clinical associations and genetic interactions of oncogenic BRAF alleles
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions
	flink6
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


