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Colorectal cancer (CRC) is one of the most common malignancies in the world. It’s estimated about 1.8 M new CRC 
cases worldwide per year. A somatic mutation in the BRAF gene in the tumor is a negative prognostic factor. This work 
is aimed at studying the clinical and genetic characteristics of Russian CRC patients with the BRAF mutation. The BRAF 
mutations were studied by Sanger sequencing and digital droplet PCR in 489 patients and found in 34 (7%) cases. The 
most common mutation was p.V600E (82%). Also, rare variants were found: p.K601E, p.N581I, p.G596R, and p.D594N. 
All the patients with rare mutations were characterized by an unfavorable prognosis of the disease. The clinical features 
of the patients with BRAF mutations in the study include the predominant primary tumor site in the rectum, in addition 
to the right colon. Then, most of the cases were diagnosed in the advanced stages of the disease and were represented by 
high-grade adenocarcinomas. This article demonstrates the feasibility of analysis of the entire exon 15 of BRAF gene in CRC 
patients regardless of tumor localization. 
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Colorectal cancer (CRC) is one of the most frequently 
diagnosed tumors in both sexes with an increasing incidence 
rate all over the world [1]. In Russian Federation, more than 
77,200 new cases of CRC were detected in 2020 [2]. The 
tendency of the last decades is the increasing incidence of 
CRC as well as mortality among young people. In most cases, 
it can be explained by late diagnosis of relatively rare expected 
disease in younger individuals. On the other hand, the onset 
of CRC at a young age is more likely associated with micro-
satellite instability, location of primary tumors in the distal 
colon, and less common BRAF gene mutations compared to 
patients aged over 50 years [3].

There is a wide range of molecular and biological features 
of colorectal tumors (DNA methylation, microsatellite 
instability (MSI), mutations in the BRAF, KRAS, NRAS 
genes, molecular subtypes (CMS), etc.) that are prognostic 
or predictive factors [4]. Several cancer groups are distin-
guished depending on these markers.

Thus, a mutation in the BRAF gene accounts for approxi-
mately 10% of all cases of CRC [5, 6] and BRAF mutated CRC 
is more likely associated with elderly age, female gender, 

proximal tumor location, as well as a low tumor differentia-
tion [4, 7, 8].

It should be noted that the BRAF mutations play an impor-
tant role in determining the prognosis of the disease: the 
survival rate in such patients in the presence of a mutation is 
10–16 months less, hence, the BRAF mutation is a negative 
prognostic factor. In addition, the presence of a mutation in 
the BRAF gene in patients with CRC is a contraindication to 
the use of anti-EGFR therapy [4, 9, 10].

Despite the fact that the most common mutation in the 
BRAF gene is p.V600E, there are also rare mutations that may 
have a better prognosis, such as p.D594G or p.G596N [11, 
12]. Compared to p.V600E, these mutations are more often 
detected in rectal cancer. Rare mutations in the BRAF gene 
found in codons 597/601 are similar in prognosis to p.V600E 
[9, 10, 13]. In this regard, the following classification of 
mutations in the BRAF gene was proposed: class 1 – p. V600E, 
2 – codons 597/601 with a similar prognosis, and class 3 – 
codons 581/594/596 with a significantly better prognosis [14]. 

Currently, there are no clearly defined treatment standards 
for the patients with mutations in the BRAF gene, and it is 
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still not possible to achieve an increase in their survival rate [4, 15]. It is worth 
noting that the incidence of mutations in the BRAF gene differs in patients 
from different populations. For example, in the USA mutation were detected in 
28.4% of cases, while in Iran only in 7% [16, 17].

A crucial point is a fact that tumors in patients with Lynch syndrome do 
not have mutations in the BRAF gene, thus identifying it in a patient allows 
excluding this syndrome [18].

Since the characteristics of patients with BRAF-mutated tumors vary widely 
in different populations [15–17], in this work, we studied the clinical and 
genetic features of Russian probands with CRC taking into account their BRAF 
status.

Patients and methods

Four hundred eighty-nine patients (250 females) aged between 18–89 years 
with histologically confirmed CRC were included in the study. These patients 
underwent treatment from January 2018 to August 2020 at the Ryzhykh 
National Medical Research Center of Coloproctology. All patients underwent 
a complex preoperative examination including CT, MRI, colonoscopy, gastros-
copy, and their family history was collected. The diagnosis of colorectal cancer 
was morphologically verified. Informed consent was obtained from all the 
patients involved in this study.

The DNA was isolated from the removed specimen of the tumor or paraffin-
fixed bio-samples using the QIAamp DNA Mini Kit (Qiagen), according to the 
manufacturer’s protocol. The experiments were performed on one sample from 
each patient. In the case of synchronous tumors, at least 2 samples were inves-
tigated.

The search for mutations in the BRAF 
gene (RefSeq NM 004333) (15 exon) was 
performed using a polymerase chain 
reaction (PCR) on a programmable 
thermal cycler TP4-PCR-01-“Tertsik” 
(“DNA technology”, Russia), using 
original oligonucleotide primers (F-5’-ata-
atgcttgctctgatagga-3’; R-5’-gccaaaaatt-
taatcagtgga-3’). The composition of the 
reaction mixture: 0.1–1.0 ng of DNA; 
0.25 mM of each original oligoprimer; 
200 mM of each nucleoside triphosphate; 
1 unit of Taq-polymerase; PCR buffer 
(500 mM Tris, 500 mM KCl, pH 8.74), 
2.5 ml MgCl2 (25 mM); deionized water. 
The amplified fragments were sequenced 
using the ABI PRISM 3500 automatic 
sequencer (Applied Biosystems, the USA).

Mutation detection and analysis were 
performed using software from Applied 
Biosystems. To confirm the identified 
variants, a digital droplet polymerase 
chain reaction (ddPCR) was used on a 
QX200 device from BioRad; ddPCR was 
performed using the original UTP master 
mix and primer probes. Before amplifi-
cation, droplets were formed using the 
QX200 droplet Generator (BioRad) (the 
recommended number of generated 
droplets is at least 10,000). The amplifi-
cation software: 95 °C – 10 s; 40 cycles: 
94 °C – 30 s, 55 °C – 1 min; 98 °C – 10 
min. The results were analyzed using the 
QuantaSoft Version 1.6.6.0320 (BioRad) 
software.

Results

Somatic mutations in the BRAF 
gene were detected in 34 (7%) of the 
489 examined patients. Searching for 
mutations was performed by the Sanger 
sequencing (Figure 1). We used ddPCR as 
an additional method (Figure 2).

Mutation p.V600E in the BRAF gene 
was the most common and found in 28 
(82.4%) of 34 tumors (Tables 1, 2). Of 
the other 6 mutations, there were two 
mutations p.K601E and two p.N581I. In 
addition, one case of p.G596R and one of 
p.D594N was detected (Figure 3).

Female patients were predominant, 
with male:female ratio of 1:2. The age 
of patients with BRAF-mutated tumors 
varied from 29 to 85 years (Tables 1, 2).

Figure 1. Sequence fragment of a patient with the p.N581I mutation in the BRAF gene.

Figure 2. 2D scatter plot of a ddPCR for detection p.V600E BRAF mutation. The y-axis shows 
the fluorescence amplitude of the FAM probe, only mutant allele (blue droplets). The x-axis 
shows the fluorescence amplitude of the HEX probe, only wild type allele (green droplets). 
Droplets including mutant and wild type allele simultaneously are shown in orange. Droplets 
without amplifications PCR fragment are shown in grey.
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Table 1. Patients and BRAF mutations.

# Age Sex Mutation in BRAF TNM Stage Grade Location
1 55 M V600E pT4aN1bM0 III G3 Rectum
2 51 F N581I pT4aN2bM0 III G2 Rectum
3 73 F V600E pT4aN0M0 II G2 Right colon
4 77 F V600E pT4bN1aM0 III G2 Rectum
5 63 F V600E pT4aN2bM1b IV G3 Right colon
6 55 M V600E pT4N0M1 IV n/d Left colon 
7 85 M N581I pT4bN2bM1c IV G3 Multiply tumors
8 78 F V600E рТ3N0M0 II G3 Right colon 
9 56 F V600E pT3N2bM0 III G3 Right colon
10 64 F G596R pT4aN2bM0 III G2 Rectum
11 63 F V600E pT4aN2bM1с IV G3 Right colon
12 77 F V600E pT4aN2bM1a IV G3 Right colon
13 61 F V600E pT4aN2bM1 IV G3 Right colon
14 29 M K601E pT4aN2bM0 III G3 Left colon
15 56 F V600E pT4aN2bM1b IV G3 Right colon
16 65 F V600E pT4bN2bM0 III G3 Right colon
17 70 M D594N pT4aN2bM1a IV G2 Left colon
18 64 M V600E pT1N0M0 I G2 Transverse colon
19 49 M V600E pT4аN0M0 II G2 Left colon
20 74 F V600E pT4aN2bM1b IV G2 Right colon
21 58 M V600E pT4aN2bM1b IV n/d Left colon
22 84 F V600E pT4aN2bM1a IV G3 Right colon
23 84 M V600E pT3N0M0 II G3 Right colon
24 63 F V600E pT4bN0M0 II n/d Right colon
25 70 F V600E pT4aN2aM1a IV G3 Right colon 
26 36 F V600E pT3N0M1a IV G3 Rectum
27 53 M K601E pТ3N0M1b IV n/d Rectum
28 46 F V600E pT3N2bM0 III G2 Right colon
29 59 F V600E рТ4аN1bM0 III G3 Left colon
30 80 F V600E pT3N0M0 II G3 Right colon
31 56 F V600E pT4aN0M0 II G2 Right colon 
32 76 F V600E pT4bN1bM0 III G3 Right colon
33 69 M V600E pT3N0M0 II G3 Transverse colon

34 60 F V600E pT3N1aM1b IV n/d Right colon

Figure 3. Frequency and spectrum of mutations in the BRAF gene in Russian patients with CRC.
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cantly lower (p<0.05) frequency of BRAF mutations as 
compared with CRC patients from the United States – 28.4% 
(44/155) [16]. In addition, it is quite lower, but not signifi-
cantly, than the data obtained from the patients in Germany 
– 8% (160/1,995) and Japan – 8.7% (41/472) (p>0.05; Table 3) 
[15, 19]. These differences can be explained by the fact that 
life expectancy in these countries is higher than in Russia, as 
it is well known that BRAF mutations are mainly found in 
elderly patients [5, 8].

Most of the mutations found in the BRAF gene in the 
Russian CRC patients (82%) are represented by the variant 
p.V600E, which is significantly lower than the results 
obtained in patients from the other populations – 95% [11, 
19–21]. In addition to the p.V600E mutation, mutations 
p.K601E and p.N581I were detected in 2 cases each, p.G596R 
and p.D594N – in one case each.

According to the previously proposed classification of 
variants with different prognoses [11, 14], the mutations 
p.N581I, p.G596R, and p.D594N belong to class 3 and should 
have a more favorable prognosis. However, all 6 patients with 
rare mutations (including variants of p.N581I, p.G596R, 
and p.D594N) already had stage 3 or 4 of the disease at the 
time of diagnosis, in this way their prognosis seems rather 
unfavorable. Thus, the feasibility of isolating a favorable class 
of mutations in the BRAF gene in the presented group of 
patients was not confirmed.

As an illustration of the unfavorable prognosis of the 
disease in Russian patients with rare mutations in the BRAF 
gene, we consider it important to discuss more the 2 patients 
with somatic BRAF mutations p.K601E and p.N581I.

The first patient had the p.K601E mutation (Table 1 
No.14) and the cancer was diagnosed at the age of 29 years 
as well as a classical form of familial adenomatous polyp-
osis (the patient had a germinal mutation in the APC gene 
– p.1572_1599ins28) [22]. This is an extremely unfavorable 
prognostic factor. Such an observation is very rare in the 
literature [23].

The second patient, 85 years old, had the p.N581I mutation 
(Table 1 No.7) and was diagnosed with several dozen primary 
malignant tumors located in all parts of the large intestine 
(Figure 5). Three neoplasms were selected for the molecular 
genetic study; and a somatic mutation of p.N581I in the 
BRAF gene was detected in all the 3 tumors of the patient, 
which definitely indicates its role in the development of such 
a severe disease.

Overall, the poor prognosis of the disease in carriers of any 
pathogenic mutations in the BRAF gene is also confirmed by 
the fact that 25 (73.5%) of 34 patients already had metastases 
in the lymph nodes and/or in the distant organs at the time 
of diagnosis (Table 1).

It is known that clinical features of CRC patients with 
mutations in the BRAF gene are predominantly female 
gender and older age [4, 5, 7, 8]. In our study, the females 
also prevail, while the number of male patients was twice as 
small (Table 2).

In 19 patients (55.9%), the tumor had a histological grade 
G3; in 10 patients – G2 (29.4%); in 5 patients (14.7%), there 
was no available data (Tables 1, 2).

In 21 (63.6%) patients with the BRAF gene mutation, 
the primary tumor was located in the right colon: 5 – in the 
caecum, 12 – in the ascending colon, 2 – in the right flexure, 
and 2 – in the transverse colon. Six had left colon cancer and 
another 6 patients had rectal cancer (Figure 4). In addition, 
one patient had several dozen colorectal tumors.

Discussion

The study of the mutational status of the primary CRC 
tumor showed that in this cohort of patients, somatic 
mutations in the BRAF gene were detected in 7% of cases 
(34/489) (Table 3). Obtained results demonstrated signifi-

Table 2. Summary data of patients.
Characteristics N (%)
No of patients 34
Median age (range) 63.5 (29–85)
Sex

Male
Female

11 (32.4)
23 (67.6)

Mutation
V600E
other

28 (82.4)
6 (17.6)

Tumor location
Right colon
Left colon 
Rectum
Multiple

21 (61.8)
6 (17.6)
6 (17.6)
1 (2.9)

Stage
I–II
III
IV

9 (26.5)
10 (29.4)
15 (44.1)

Tumor grade
G2
G3
No data

10 (29.4)
19 (55.9)
5 (14.7)

Figure 4. Location of the primary tumor in Russian patients with muta-
tions in the BRAF.
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The median age of onset of the disease in the included 
patients was 63.5 years, which corresponds to the data from 
other populations [23–26]. The majority (61.7%) of the 
patients were aged over 60 years, and only 2 (5.9%) patients 
were younger than 45 years old (Table 2).

It seems an interesting fact that in the other countries 
more than half of the patients have tumors with histolog-
ical Grade  2, whereas in Russia most cancers (19/29) are 
characterized by Grade 3, which is a distinctive feature of the 
analyzed cohort (Table 3).

In patients from other countries, the primary tumor is 
mainly localized in the right colon, and the presence of a 
tumor in the rectum is extremely rare and occurs with an 
incidence rate of 0–2% of cases [27, 28]. In this regard, it is 
important that rectal cancer was detected in 6 (17.6%) out 
of 34 cases among the Russian patients with BRAF-mutated 
tumors (Table 1, Figure 4). The rate of rectal lesions is signifi-
cantly higher than the data obtained from the patients in 
Germany (6.3%; 10/158), United States (2.3%; 1/44), and 
France (5.8%; 14/239) [15, 16, 29] (Table 2). One explana-
tion for this high incidence of rectal cancer here may be the 
fact that 3 out of 6 patients had not a mutation in the 600 
codons of the BRAF gene. Meanwhile, a routine diagnostic 
test is the study of exactly the 600 codons. Therefore, in some 
patients with other mutations, they may not be detected due 
to the limitations of the genetic method used. Accordingly, 
this approach to sequencing all the codons of the 15 exons of 
the BRAF gene is more informative.

In conclusion, the data presented in this work has demon-
strated a number of clinical and genetic features in Russian 
patients with CRC. Thus, a significant proportion of the 
patients (18%) had not a mutation in the 600 codons of the 
BRAF gene, which indicates the need for an extended search 
in the entire 15 exons in the absence of the p.V600 mutation. 
At the same time, none of the rare mutations was character-
ized by a favorable prognosis for the patient, which suggests 
that any mutation found in the BRAF gene in the Russian 

patients should be assessed as unfavorable. In most patients, 
tumors are represented by high-grade adenocarcinomas and 
are detected at the advanced stage of the disease. At the same 
time, one of the most common cancer sites, in addition to 
the right colon, is the rectum, which indicates the need for 
molecular genetic study of the BRAF gene in all Russian 
patients, regardless of the tumor location.

Table 3. Data on patients with BRAF mutations in different countries.

Country mBRAF Median age Male/female
Tumor localization

proximal/distal colon/rectum
G2:G3 

Stage
II/III/IV

Russia [presented study] 7% (34/489) 63.5 11/23 21/6/6 10/19 8/10/15
France [29] 5.5% (269/1,735) 74.7 109/160 186/39/14 84/68 n/s
Germany [15] 8% (159/1,995) ~71 105/54 134/14/10 n/s 65/48/24
Japan [19] 8.7% (41/472) ~65 20/21 31/10/0 23/18 16/25/0
USA [16] 8.4% (44/155) 70 30/14 35/8/1 n/s n/s
China [30] 3.1% (34/1,110) 61.4 18/16 21/6/7 21/11 8/15/4
Mexico [24] 7% 63.4 10/8 6/7/0 6/1 0/3/8
India [25] 21% (12/57) 61 4/8 8/0/4 8/3 1/7/4
Sweden [26] 20.6% (92/446) 66 34/58 53/12/3 n/s 22/17 (III+IV)
Taiwan [31] 8.6% (11/59) 28.5 7/4 4/7/0 7/4 2/9 (III+IV)
Iran [17] 7% (7/100) 69 4/3 1/2/4 4/3 2/3/2

Note: n/s - not specified

References

[1] BRAY F, FERLAY J, SOERJOMATARAM I, SIEGEL RL, 
TORRE LA et al. Global cancer statistics 2018: GLOBOCAN 
estimates of incidence and mortality worldwide for 36 can-
cers in 185 countries. CA Cancer J Clin 2018; 68: 394–424. 
https://doi.org/10.3322/caac.21492.

Figure 5. Endoscopic image of multiple tumors in the patient 85 years 
old with the somatic mutation p.N581I in the BRAF gene, (the arrows 
indicate malignant neoplasms).

https://doi.org/10.3322/caac.21492.


1096 Anna LOGINOVA, et al.

[2] BARANOVSKY AYU, BELYAEV AM, KONDRASHINA 
EA. Morbidity and Mortality Rates from Digestive Diseases 
in the RF Northwestern Federal District (NWFD) and Mea-
sures to Reduce Them. Russian Journal of Gastroenterology, 
Hepatology, Coloproctology 2019; 29: 36–46. https://doi.
org/10.22416/1382-4376-2019-29-1-36-46

[3] WILLAUER AN, LIU Y, PEREIRA AAL, LAM M, MORRIS 
JS et al. Clinical and molecular characterization of early-on-
set colorectal cancer. Cancer 2019; 125: 2002–2010. https://
doi.org/10.1002/cncr.31994.

[4] MOLINA-CERRILLO J, SAN ROMÁN M, POZAS J, 
ALONSO-GORDOA T, POZAS M et al. BRAF Mutated 
Colorectal Cancer: New Treatment Approaches. Can-
cers (Basel) 2020; 12: 1571. https://doi.org/10.3390/can-
cers12061571

[5] FEDYANIN MYU, TRYAKIN AA, TYULYANDIN SA. 
[Prospects for the treatment of patients with colon cancer 
with a mutation in the BRAF gene.] Oncological coloproc-
tology 2014; 3: 1–8.

[6] AFRĂSÂNIE VA, MARINCA MV, ALEXA-STRATULAT 
T, GAFTON B, PĂDURARU M et al. KRAS, NRAS, BRAF, 
HER2 and microsatellite instability in metastatic colorectal 
cancer – practical implications for the clinician. Radiol On-
col 2019; 53: 265–274. https://doi.org/10.2478/raon-2019-
0033

[7] DOZOIS EJ, BOARDMAN LA, SUWANTHANMA W, LIM-
BURG PJ, CIMA RR et al. Young-onset colorectal cancer in 
patients with no known genetic predisposition: can we in-
crease early recognition and improve outcome? Medicine 
(Baltimore) 2008; 87: 259–263. https://doi.org/10.1097/
MD.0b013e3181881354

[8] SHUBIN VP, SHELYGIN YA, ACHKASOV SI, SUSHKOV 
OI, PONOMARENKO AA et al. [Influence of somatic mu-
tations of KRAS, NRAS, BRAF and microsatellite instabil-
ity status on survival of colorectal cancer patients with 
peritonal carcino.] Sib J Oncol 2020; 19: 61–67. https://doi.
org/10.21294/1814-4861-2020-19-5-61-67

[9] DUCREUX M, CHAMSEDDINE A, LAURENT-PUIG P, 
SMOLENSCHI C, HOLLEBECQUE A et al. Molecular target-
ed therapy of BRAF-mutant colorectal cancer. Ther Adv Med 
Oncol 2019; 11: 1758835919856494–1758835919856494. 
https://doi.org/10.1177/1758835919856494

[10] SELIGMANN JF, FISHER D, SMITH CG, RICHMAN SD, 
ELLIOTT F et al. Investigating the poor outcomes of BRAF-
mutant advanced colorectal cancer: analysis from 2530 pa-
tients in randomised clinical trials. Ann Oncol 2017; 28: 
562–568. https://doi.org/10.1093/annonc/mdw645

[11] CAPUTO F, SANTINI C, BARDASI C, CERMA K, CASA-
DEI-GARDINI A et al. BRAF-Mutated Colorectal Cancer: 
Clinical and Molecular Insights. Int J Mol Sci 2019; 20: 5369. 
https://doi.org/10.3390/ijms20215369

[12] CREMOLINI C, DI BARTOLOMEO M, AMATU A, AN-
TONIOTTI C, MORETTO R et al. BRAF codons 594 and 
596 mutations identify a new molecular subtype of metastat-
ic colorectal cancer at favorable prognosis. Ann Oncol 2015; 
26: 2092–2097. https://doi.org/10.1093/annonc/mdv290

[13] SAHIN IH, KAZMI SMA, YORIO JT, BHADKAMKAR 
NA, KEE BK et al. Rare Though Not Mutually Exclusive: 
A Report of Three Cases of Concomitant KRAS and BRAF 
Mutation and a Review of the Literature. J Cancer 2013; 4: 
320–322. https://doi.org/10.7150/jca.3619

[14] YAO Z, YAEGER R, RODRIK-OUTMEZGUINE VS, TAO 
A, TORRES NM et al. Tumours with class 3 BRAF mutants 
are sensitive to the inhibition of activated RAS. Nature 2017; 
548: 234–238. https://doi.org/10.1038/nature23291

[15] BLÄKER H, ALWERS E, ARNOLD A, HERPEL E, TAG-
SCHERER KE et al. The Association Between Mutations in 
BRAF and Colorectal Cancer–Specific Survival Depends on 
Microsatellite Status and Tumor Stage. Clin Gastroenterol 
Hepatol 2019; 17: 455–462.e6. https://doi.org/10.1016/j.
cgh.2018.04.015

[16] EURBOONYANUN K, LAHOUD RM, KORDBACHEH 
H, POURVAZIRI A, PROMSORN J et al. Imaging predic-
tors of BRAF mutation in colorectal cancer. Abdom Radiol 
2020; 45: 2336–2344. https://doi.org/10.1007/s00261-020-
02484-9

[17] YARI A, SAMOUDI A, AFZALI A, KARAM ZM, 
KARIMALDINI NK et al. Mutation Status and Prognostic 
Value of KRAS and BRAF in Southeast Iranian Colorectal 
Cancer Patients: First Report from Southeast of Iran. J Gas-
trointest Cancer 2021; 52: 557–568. https://doi.org/10.1007/
s12029-020-00426-8

[18] TSUKANOV AS, SHELYGIN YA, SEMENOV DA, PIKU-
NOV DY, POLYAKOV AV. [Lynch syndrome: current sta-
tus.] Medical Genetics 2017; 16: 11–18.

[19] NAKAJI Y, OKI E, NAKANISHI R, ANDO K, SUGIYAMA 
M et al. Prognostic value of BRAF V600E mutation and 
microsatellite instability in Japanese patients with sporadic 
colorectal cancer. J Cancer Res Clin Oncol 2016; 143: 151–
160. https://doi.org/10.1007/s00432-016-2275-4

[20] CANTWELL-DORRIS ER, O’LEARY JJ, SHEILS OM. 
BRAFV600E: Implications for Carcinogenesis and Molecu-
lar Therapy. Mol Cancer Ther 2011; 10: 385–394. https://doi.
org/10.1158/1535-7163.mct-10-0799

[21] YAEGER R, CORCORAN RB. Targeting Alterations in 
the RAF-MEK Pathway. Cancer Discov 2019; 9: 329–341. 
https://doi.org/10.1158/2159-8290.CD-18-1321

[22] TSUKANOV AS, SHELYGIN YUA, FROLOV SA, 
KUZ‘MINOV AM. Familial adenomatosis of the colon. 
Hirurg 2017; 3: 14–23.

[23] MORIICHI K, TANABE H, ONO Y, KOBAYASHI Y, MU-
RAKAMI Y et al. Serrated adenomas with a BRAF mutation 
in a young patient with familial adenomatous polyposis. Int J 
Colorectal Dis 2020; 35: 1967–1972. https://doi.org/10.1007/
s00384-020-03657-0

[24] SANCHEZ-IBARRA HE, JIANG X, GALLEGOS-GONZA-
LEZ EY, CAVAZOS-GONZÁLEZ AC, CHEN Y et al. KRAS, 
NRAS, and BRAF mutation prevalence, clinicopathologi-
cal association, and their application in a predictive model 
in Mexican patients with metastatic colorectal cancer: A 
retrospective cohort study. PLoS One 2020; 15: e0235490–
e0235490. https://doi.org/10.1371/journal.pone.0235490

https://doi.org/10.22416/1382-4376-2019-29-1-36-46
https://doi.org/10.22416/1382-4376-2019-29-1-36-46
https://doi.org/10.1002/cncr.31994.
https://doi.org/10.1002/cncr.31994.
https://doi.org/10.3390/cancers12061571
https://doi.org/10.3390/cancers12061571
https://doi.org/10.2478/raon-2019-0033
https://doi.org/10.2478/raon-2019-0033
https://doi.org/10.1097/MD.0b013e3181881354
https://doi.org/10.1097/MD.0b013e3181881354
https://doi.org/10.21294/1814-4861-2020-19-5-61-67
https://doi.org/10.21294/1814-4861-2020-19-5-61-67
https://doi.org/10.1177/1758835919856494
https://doi.org/10.1093/annonc/mdw645
https://doi.org/10.3390/ijms20215369
https://doi.org/10.1093/annonc/mdv290
https://doi.org/10.7150/jca.3619
https://doi.org/10.1038/nature23291
https://doi.org/10.1016/j.cgh.2018.04.015
https://doi.org/10.1016/j.cgh.2018.04.015
https://doi.org/10.1007/s00261-020-02484-9
https://doi.org/10.1007/s00261-020-02484-9
https://doi.org/10.1007/s12029-020-00426-8
https://doi.org/10.1007/s12029-020-00426-8
https://doi.org/10.1007/s00432-016-2275-4
https://doi.org/10.1158/1535-7163.mct-10-0799
https://doi.org/10.1158/1535-7163.mct-10-0799
https://doi.org/10.1158/2159-8290.CD-18-1321
https://doi.org/10.1007/s00384-020-03657-0
https://doi.org/10.1007/s00384-020-03657-0
https://doi.org/10.1371/journal.pone.0235490


RUSSIAN PATIENTS WITH BRAF-MUTATED COLORECTAL CANCER 1097

[25] EACHKOTI R, FAROOQ S, SYEED SI, WANI HA, MAJID 
S et al. Prevalence and prognostic relevance of BrafV600E 
mutation in colorectal carcinomas from Kashmir (North 
India) valley. Mutagenesis 2018; 33: 225–230. https://doi.
org/10.1093/mutage/gey008

[26] SORBYE H, DRAGOMIR A, SUNDSTRÖM M, PFEIFFER 
P, THUNBERG U et al. High BRAF Mutation Frequency 
and Marked Survival Differences in Subgroups According to 
KRAS/BRAF Mutation Status and Tumor Tissue Availabil-
ity in a Prospective Population-Based Metastatic Colorectal 
Cancer Cohort. PLoS One 2015; 10: e0131046–e0131046. 
https://doi.org/10.1371/journal.pone.0131046

[27] TIE J, GIBBS P, LIPTON L, CHRISTIE M, JORISSEN RN et 
al. Optimizing targeted therapeutic development: Analysis of 
a colorectal cancer patient population with the BRAFV600E 
mutation. Int J Cancer 2010; 128: 2075–2084. https://doi.
org/10.1002/ijc.25555

[28] PINHEIRO M, AHLQUIST T, DANIELSEN SA, LIND GE, 
VEIGA I et al. Colorectal carcinomas with microsatellite in-
stability display a different pattern of target gene mutations 
according to large bowel site of origin. BMC Cancer 2010; 
10: 587. https://doi.org/10.1186/1471-2407-10-587

[29] RIMBERT J, TACHON G, JUNCA A, VILLALVA C, KA-
RAYAN-TAPON L et al. Association between clinicopatho-
logical characteristics and RAS mutation in colorectal can-
cer. Mod Pathol 2017; 31: 517–526. https://doi.org/10.1038/
modpathol.2017.119

[30] ZHANG J, ZHENG J, YANG Y, LU J, GAO J et al. Molecular 
spectrum of KRAS, NRAS, BRAF and PIK3CA mutations in 
Chinese colorectal cancer patients: analysis of 1,110 cases. 
Sci Rep 2015; 5: 18678. https://doi.org/10.1038/srep18678

[31] TSAI JH, LIAU JY, LIN YL, TSENG LH, LIN LI et al. Frequent 
BRAF mutation in early-onset colorectal cancer in Taiwan: 
association with distinct clinicopathological and molecular 
features and poor clinical outcome. J Clin Pathol 2015; 69: 
319–325. https://doi.org/10.1136/jclinpath-2015-203335

https://doi.org/10.1093/mutage/gey008
https://doi.org/10.1093/mutage/gey008
https://doi.org/10.1371/journal.pone.0131046
https://doi.org/10.1002/ijc.25555
https://doi.org/10.1002/ijc.25555
https://doi.org/10.1186/1471-2407-10-587
https://doi.org/10.1038/modpathol.2017.119
https://doi.org/10.1038/modpathol.2017.119
https://doi.org/10.1038/srep18678
https://doi.org/10.1136/jclinpath-2015-203335

