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Abstract
Background: A large number of distinct mutations in the BRCA1 and BRCA2 genes have been reported worldwide, but little is
known regarding the role of these inherited susceptibility genes in breast cancer risk among Kazakhstan women.
Aim: To evaluate the role of BRCA1/2 mutations in Kazakhstan women presenting with sporadic breast cancer.
Methods: We investigated the distribution and nature of polymorphisms in BRCA1 and BRCA2 entire coding regions in 156
Kazakhstan sporadic breast cancer cases and 112 age-matched controls using automatic direct sequencing.
Results: We identified 22 distinct variants, including 16 missense mutations and 6 polymorphisms in BRCA1/2 genes. In
BRCA1, 9 missense mutations and 3 synonymous polymorphisms were observed. In BRCA2, 7 missense mutations and 3
polymorphisms were detected. There was a higher prevalence of observed mutations in Caucasian breast cancer cases compared
to Asian cases (p<0.05); higher frequencies of sequence variants were observed in Asian controls. No recurrent or founder
mutations were observed in BRCA1/2 genes. There were no statistically significant differences in age at diagnosis, tumor
histology, size of tumor, and lymph node involvement between women with breast cancer with or without the BRCA sequence
alterations.
Conclusions: Considering the majority of breast cancer cases are sporadic, the present study will be helpful in the evaluation of
the need for the genetic screening of BRCA1/2 mutations and reliable genetic counseling for Kazakhstan sporadic breast cancer
patients. Evaluation of common polymorphisms and mutations and breast cancer risk in families with genetic predisposition to
breast cancer is ongoing in another current investigation.
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Research
Introduction
Breast cancer is the most common malignancy
in females and one of the leading causes of death from
cancer in women worldwide.1 It accounts for 23% of all
cancers among women and is the second most common
cancer overall when both sexes are considered. Breast
cancer showed the biggest proportional increase in the
number of new cases in women from 2006-2011 and
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remains the leading form of cancer in women in
Kazakhstan. 2
Germline mutations in BRCA1 and BRCA2
genes account for genetic predisposition and increased
risk of breast and ovarian cancers.3 Two major breast
cancer susceptibility genes are BRCA1 (MIM 113705,
Genbank accession no. U14680) and BRCA2 (MIM
600185, Genbank accession no. U43746), located on the
long arms of chromosomes 174 and 13,5 respectively,
and both apparently function as tumor suppressor genes.
BRCA1 is a large protein of 1863 amino acids and
BRCA2, with 3418 amino acids, is even larger. Both
proteins are involved in the control of homologous
recombination (HR) and double-strand break repair in
response to DNA damage.6-11 BRCA1/2 have been
shown to serve as important central components in
multiple biological pathways that regulate cell-cycle
progression, centrosome duplication, DNA damage
repair, cell growth, and apoptosis.12 Evidence that the
loss of BRCA1 alleles or low expression of BRCA1 in a
large proportion of sporadic breast cancer cases
supports the role of BRCA1 in the development of
sporadic breast cancer.13-15
Genetic linkage analysis4 and refine
mapping
provided the evidence of the location of
penetrance as having a germline mutation; it was found
that the most commonly encountered sporadic forms of
breast cancer vary among different populations.18-20 This
contributory variation may be attributed to their
different gene pool make and also due to low penetrance
gene involvement. However, some studies have pointed
out that germline mutations in BRCA1/2 contribute little
to the induction of breast cancer in some countries.21,22
16,17

Mutations in the BRCA1 and BRCA2 genes
were first reported in conjunction with their
identification in 199423 and 1995.24,25 During last decade
BRCA1 and BRCA2 have been extensively screened for

mutations; numerous mutations have been reported to
be clearly associated with cancer susceptibility and have
been registered in the Breast Cancer Information Core
Database (BIC).26 Most of these are frameshift or
nonsense mutations leading to truncated and therefore,
inactive BRCA1/2 proteins. These mutations have a
pathogenetic role and are characterized by a high
penetrance. Furthermore, they are thought to increase
the lifetime risk of developing breast cancer 50% by age
50 and 85% by age 70.27-29
Hundreds of alterations have been reported for
BRCA1/2 genes, but not all are able to confer a higher
risk of developing breast cancer with age27,28 and,
indeed, the pathogenetic effect of a significant number
of single amino acid changes is still unknown. This is
particularly true for polymorphisms, naturally occurring
gene sequence variations, often affecting only a single
nucleotide, that have recently been associated with
altered cancer risk.30-32 There are also a certain number
of single amino acid changes that have been identified
and classified as non-characterized variants. It is not
known whether these variants may affect BRCA1
function and thus bring about an increased risk for
breast and/or ovarian cancer.
Disease-associated mutations are distributed
over the entire coding regions of these genes, and these
demonstrate considerable ethnogeographic variation.33
For example, in the Ashkenazi Jewish34,35 or in the
Icelanders36 breast cancer predisposition has been
demonstrated to be due to recurrent mutations (founder
mutations) originating from a single ancestor.
Molecular analysis of BRCA1/2 in different
populations has demonstrated a very large mutational
spectrum and variable mutation prevalence related to
the different techniques employed, selection criteria,
and ethnic origin of the patients. In families with no
prior history of breast cancer, frequency of BRCA
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mutation was found significantly low from 0.02% to
10%.33 In Asia, the prevalence of BRCA1/2 mutations
among unselected breast cancer cases was reported at
5.1% in Philippines,37 and 2.5%–3.1% in Korea.38,39 The
frequency of BRCA1 mutations in Chinese women with
breast cancer without family history was 5.4%.40 On the
other hand, 2% of breast cancer cases in the largest
breast cancer population-based study in a UK
population showed association with BRCA genes with
0.7% attribution of BRCA1 (Anglian Breast Cancer
Study Group, 2000).41 Several hospital-based series of
unselected breast cancers implicate BRCA1 and BRCA2
in 2–5% and 0–2% of all cases, respectively.41 This
variation may be attributed to differences on the genome
level among various ethnic and population
heterogeneity. The reason of marginally low penetrance
of BRCA1/2 germline mutations may be attributed to the
polygenic involvement and heterogeneity of samples
origin too. As in Asia, the overall prevalence of
germline mutation varies from 0.8% in Japanese42 to
8.0% in Singapore region43, indicating involvement of
other genes and population response with respect to
various types and origin of cancers. Moreover, interindividual variation does exist among the ethnic groups
in association with various risk factors as reported by
Peto et al.44 showing mutation prevalence as 3.5%
before age 35 declining to 0.49% in ≥ 50 years.
Studies on BRCA gene mutations have been
mainly performed in western populations and the
majority of these have involved hereditary breast and
ovarian cancer families. Thus, studies focusing on
sporadic breast cancer and data collection in Asians,
especially in the Kazakh population, remain relatively
sparse. To our knowledge, this is the first study to
evaluate the frequency and type of sequence alterations
of BRCA1/2 genes in Kazakhstan breast cancer patients.
In order to evaluate the role of BRCA1 and BRCA2
germline mutations in the Kazakhstan population, 156

sporadic breast cancer patients were analyzed for
mutations throughout the entire coding regions of the
BRCA1 and BRCA2 genes by using direct sequencing.

Materials and methods

Patients: Prior to this study, ethical approval was
obtained from the Ethical committees of Semey State
Medical University and in National Center for
Biotechnology. A total of 156 Kazakhstan women with
pathologically confirmed breast cancer; 83 women
operated in Oncological Center in Semey, Semey,
Kazakhstan from 1984-2005 year and 73 women
operated in Astana Oncological Center, Astana,
Kazakhstan from 2008-2011; year were enrolled in this
study (breast cancer group). Family histories were
obtained through individual interviews and only cases
without family history of affected first- or seconddegree relatives with breast and/or ovarian cancer were
included in this study.
Clinical and pathological characteristics such
as: age at diagnosis (operation), histological subtype
(WHO histological classification)45 histological grade, T
stage (TNM clinical classification, and lymph node
involvement were obtained from medical records.
Control subjects, matched to cases based on age and
ethnicity were randomly selected from the community
in Semey and Astana (n=112). None of the controls had
a personal history of malignancy at the time of
ascertainment. Before the study, written informed
consent was obtained from all participants. Both cases
and controls were divided in to two groups by race (by
first name of study participants and their parents):
Caucasian (n=88 and 40 cases and controls,
respectively) and Asian (n=68 and 72 cases and
controls, respectively).
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Blood sample collection: Peripheral blood samples
(ca.10 ml) were collected into vacutainers with
K2EDTA.

DNA extraction: Genomic DNA was extracted from
whole blood samples from cases with breast cancer as
well as controls using a Master Pure DNA purification
Kit (EPICENTRE Biotechnologies, USA) and DNA
extraction kit (Promega, USA) in accordance with the
manufacturer’s protocols.

Polymerase chain reaction: For PCR amplification of
the 22 coding regions of BRCA1 and the 26 coding
regions of BRCA2, primers using Primer 3 v. 0.4.0
program were designed (available from authors on
request). Since exon 11 of BRCA1 varies by 3426 base
pairs, we amplified 10 overlapping regions of this exon;
for exon 10 of BRCA2, we designed 2 pairs of primers
and for exon 11 of BRCA2 - 3 pairs of primers.
Amplification of DNA fragments was
performed in Tetrad BioRad Thermal Cycler (BIO
RAD, USA) in 25μl of solution containing 150 mM
Tris–HCl (pH 8.0), 500 mM KCl, 25 mM MgCl2, 10
mM each dNTP, 10 pmol of primers, 25–125 ng of
genomic DNA, and 2 units of AmpliTaq Gold DNA
polymerase. The PCR was performed according to the
following conditions: initial denaturation at 95°C for 10
minutes, followed by 35 cycles of 95°C for 15 seconds,
58°C for 30 seconds, and 72°C for 30 seconds. The
quality of amplification was determined by separation
of the PCR products on a 1.5% agarose gel. The PCR
products were purified using ExoSAP-IT (USB, USA)
and incubated at 37°C for 40 min, 80°C for 20 min, and
stored at 4°C. Purified PCR products were further used
in the sequencing reaction process.

DNA sequencing:
All amplified products were
sequenced in forward and reverse directions using the
BigDye Terminator v3.1 Cycle sequencing Kit (Applied
Biosystems, USA) on an ABI 3130xL DNA Analyzer
(Applied Biosystems, Foster city, CA, USA). The PCR
products were sequenced using the same primers as the
ones used for PCR amplification. Sequence PCR
products were cleaned using Sefadex 50 and
MultiScreen filtration colons (Millipore Corporation,
USA). A chromatographic tracing of each amplicon was
analyzed by proprietary sequence analysis software
(Sequence Analysis 5.3.1, SeqScape v.2.6, Finch TV
v1.3.1) followed by visual inspection and confirmation.
The sequence was compared with the Breast Cancer
information
Core,
BICdatabase;
http://research.nhgri.nih.gov/bic), Human Genome
Mutation
Database
(http://www.hgmd.cf.ac.uk/ac/index.php)
and
the
National center for Biotechnology Information database
(http:// www.ncbi.nlm.nih.gov).

Mutation Nomenclature: Approved recommendations
of nomenclature for the description of sequence variants
were
adopted
(http://www.hgvs.org/mutnomen/).
Numbering according to GenBank Accession no.
NM_007294.1 for BRCA1 and NM_000059.1 for
BRCA2, the A of the ATG translation initiation codon
is +1, according to approved guidelines were used.
Also, traditional mutation nomenclature used in
BIC database26 where nucleotide numbers refer to the
wild type cDNA sequence of BRCA1 (RefSeq accession
number U14680) with numbering starting at the A of
the first ATG at the position 120 and to the wild type
cDNA sequence of BRCA2 (RefSeq accession number
U43746) with numbering starting at the A of the first
ATG at the position 229 were used.
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We used the term "sequence variation" and
“sequence alteration” to prevent confusion with the
terms "mutation" and "polymorphism",
mutation
meaning "change" or "disease-causing change" and
polymorphism meaning "non disease-causing change"
or "change found at a frequency of 1% or higher in the
population".
Single-nucleotide polymorphisms may fall within
coding sequences of genes, non-coding regions of
genes, or in the intergenic regions (regions between
genes). SNPs within a coding sequence do not
necessarily change the amino acid sequence of
the protein that is produced, due to degeneracy of the
genetic code. A SNP in which both alleles produce the
same polypeptide sequence is called a synonymous
polymorphism (sometimes called a silent mutation). If a
different polypeptide sequence is produced, the
polymorphism is a replacement polymorphism. A
replacement polymorphism change may be either
missense, which results in a different amino acid,
or nonsense, which results in a premature stop codon.
Over half of all known disease mutations come from
replacement polymorphisms.24
A variation in a genetic sequence whose
association with disease risk is unknown is also called a
variant of uncertain significance, unclassified variant,
and VUS (an alteration in the normal sequence of a
gene, the significance of which is unclear until further
study of the genotype and corresponding phenotype in a
sufficiently large population).

Statistical analysis:
Clinical and pathological
characteristics and BRCA mutation results were
analyzed using SPSS 19.0 (SPSS, Tokyo, Japan).
Differences in categorical variables between mutationpositive and mutation-negative group were compared
using chi-square analysis, cross tables or Fisher’s exact

test. A probability value of less than 0.05 was
considered to indicate significance.

Results
Mean age of breast cancer patients and controls
was 51.2±9.5 years and 57.8±9.1 years, respectively.
Sixty-eight women with breast cancer were Asian and
eighty eight – Caucasian. Among healthy women, 72
were Asian and 40 - Caucasian. All breast cancer cases
were distributed by size of primary breast carcinoma
(TNM clinical classification45): T1, T2, T3, T4 – 15, 96,
39, 6 cases respectively, 14 cases with N1 lymph node
metastasis, 15 women with N1 lymph node metastasis,
and 5 women had N3 lymph node involvement.
A summary of patient characteristics can be
found in:

Table 1: Characteristics of Study Participants

Mutational screening of BRCA1 and BRCA2
coding regions was performed for 156 sporadic breast
cancer cases and 112 controls. Mutation analysis of the
BRCA1 and BRCA2 genes revealed the presence of 22
distinct variants, including 16 missense mutations and 6
polymorphisms (Tables 2 and 3).
The sequence variants identified in BRCA1
gene 9 missense mutations – c.95G>T (G32V),
c.254A>G (N85S), c.1067A>G (Q356R), c.2612C>T
(P871L), c.3113A>G (E1038G), c.3348A>G (K1183R),
c.4744C>G (S1542C), c.5397A>G (A1627G) and
c.5585T>G
(T1862G),
three
synonymous
polymorphisms - Ser694Ser, Leu771Leu and
Ser1436Ser. Most of these polymorphisms were found
in exon 11 of BRCA1, which is 60% of all BRCA1
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coding region.

(52.2%) cases and S2114S was detected in 61 (39.0%)
cases, p>0.05 (Table 3).

Figure 1: Detection of the sequence variants in 11 exon
of BRCA1.
Table 2: Details and the frequency of the variants
detected in the BRCA1 in breast cancer and control
groups.

Missense mutations c.95G>T (G32V),
c.254A>G (N85S), c.3348A>G (K1183R) were detected
with frequency in 54.1%, 53.0%, 59.0% of cases and
43.7%, 37.5%, 45.5% of controls, respectively, showing
significantly higher prevalence in cases (p<0.05). There
was no significant prevalence in frequency of missense
mutations c.1067A>G (Q356R), c.2612C>T (P871L),
c.3113A>G
(E1038G),
c.4744C>G
(S1542C),
c.5397A>G (A1627G) in cases comparing to controls.
Synonymous polymorphisms S694S and L771L were
detected in 45 (54.2%) of cases and 48 (42.8%)
controls. S1436S was found in 76 (49.0%) cases and 54
(48.2%) controls.
In BRCA2, gene missense mutations
c.865A>C (N289H), c.10234A>G (I3412V) were
detected with higher frequency in 15.2% and 30.8% of
cases compared to controls (10.1%, 18.7%, respectively,
p<0.05).

Table 3: Details and the frequency of the variants
detected in the BRCA2 in breast cancer and control
groups.
There was no significant difference in
frequency of missense mutations c.2350A>G (M784V),
c.2410G>A (D804N), c.3422T>C (I1141T), c.3572C>T
(S1191F) in cases compared to controls. Synonymous
polymorphisms S455S, H473H, were detected in 81

All identified polymorphisms were previously
reported in the BIC database26 (Table 2,3).
Interestingly, frequency of nearly all sequence
variants was significantly different in Caucasian and
Asian groups of study participants (Table 2,3). There
was higher prevalence of observed mutations in
Caucasian cases comparing to Asian breast cancer cases
(p<0.05) and higher frequency of sequence variants was
observed in the control group in Asians.
The clinical and pathological characteristics of
women with breast cancer are summarized in:

Table 4: Clinical-pathological profile of breast cancer
cases with/or without BRCA1/2 polymorphisms

There was no significant difference between
both groups of cases in mean age at diagnosis (50.6±8.8
years vs. 52.7±10.7 years, respectively, p=0.36).
Assuming that the absolute numbers of co-existing
BRCA1/2 alterations in each case may also play a
relevant biological role, the cases in the mutationpositive group were divided in three subgroups: (a) with
1 alteration; (b) with 2-3 alterations; (c) with 4-6
alterations. We found that 79 of 156 women (71.2%)
carried 4-6 alterations. This may be due to
polymorphisms located in one haplogroup and inherited
together. Also amongst controls, in 48 (73.8%) of 65
alteration carriers we detected more than 3 mutations
simultaneously (data not shown).
Invasive ductal carcinoma was the predominant
histological subtype in both groups (61.0% and 70.8%,
respectively). Primary tumors larger than 5.0 cm were
more frequently found in women carrying sequence
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alterations. However, the size of tumor (T stage) and
lymph node involvement did not show a statistically
significant difference between these two groups (p=0.92
and p=1.0, respectively).

Discussion
156 Kazakhstan patients with sporadic breast
cancer were analyzed for mutations throughout the
entire coding regions of the BRCA1 and BRCA2 genes,
using direct sequencing. Whereas the majority of studies
on BRCA gene mutations have focused on western
populations with a family history of breast or ovarian
cancer, only a relatively small number of investigations
on the role of the BRCA genes have been undertaken in
Asian sporadic breast cancer populations. A large
number of distinct mutations in the BRCA1 and BRCA2
genes have been reported worldwide, but little is known
regarding the role of these inherited susceptibility genes
in breast cancer risk among Kazakhstan women. So far
there was no information about the role of the BRCA1/2
gene in breast cancer risk among Kazakhstan women.
The incidence of detectable BRCA1 sequence
alterations was estimated for the first time in females
with sporadic breast cancer as well as in healthy women
from Semipalatinsk (East Kazakhstan) region of
Kazakhstan in our studies for the first time beginning
from 2006.46 We showed a higher prevalence of BRCA1
sequence alterations in exon 11 in 59 (71.1%) from 83
women with breast cancer and in 65 (58.0%) from 112
healthy women (controls).
In the present study, the entire coding regions
of BRCA1 and BRCA2 were analyzed, and patients
with sporadic breast cancer were selected by excluding
patients at high risk of being mutation-carriers. This
included those with a family history of breast or ovarian
cancer, those diagnosed at less than 35 years of age, and

those with bilateral or multifocal breast cancer. Given
that the great majority of breast cancer cases are
sporadic, further extensive studies are needed to
precisely identify the roles of BRCA genes in sporadic
breast cancer. In our present study we sequenced all
coding regions of both BRCA1 and BRCA2 genes in
larger group of cases including an Astana cohort, where
women gathered from different Kazakhstan regions.
The sequence variants identified in the
BRCA1/2 genes include 16 missense mutations of
unknown clinical significance and 6 synonymous
polymorphisms by mutation type (Table 2, 3 and Figure
1). All cases of the single nucleotide changes in BRCA1
and BRCA2 detected in the study were recorded
according to the Breast Cancer Information Core.26
It seems likely that five mutations in BRCA1
(c.95G>T, c.254 A>G, c.2612C>T, c.3113A>G,
c.3348A>G) and three mutations in BRCA2
(c.2127T>C, c.2410G>A, c.10234A>G) are neutral
polymorphisms, in view of the relatively high allele
frequencies (>30%) of these variants. Because of the
unavailability of a functional BRCA protein assay
system, the disease associations of other mutations
remain uncertain. However, the possibility cannot be
ruled out that some of these unverified variants are
pathogenically relevant.
No deleterious mutations were detected in
either gene among studied groups. The lack in the
germline of clearly deleterious alterations might be
unsurprising. In fact, these are extremely rare in patients
not selected due to a family history and/or early disease
onset.41 However, the true contribution made by the
BRCA genes to sporadic breast cancer remains
controversial for a number of reasons. First, missense
mutations with an unknown significance could have a
pathogenic effect. Secondly, in addition to missense
mutations, silent polymorphisms may affect the splicing
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mechanism. However, these variants cannot be
classified as disease associated in the absence of a good
functional assay system for BRCA1 and BRCA2. When
a functional assay becomes available, it will be
important to elucidate the relevance of such variations
with unknown clinical significances.
To our knowledge, this report is the first to
include information on the prevalence of missense
mutations of unknown significance, and to provide
information on polymorphisms in the Kazakhstan
population in both BRCA1 and BRCA2 genes.
Moreover,
these
Kazakhstan
population-based
polymorphisms could be used as potential markers.
Missense mutation Q356R in BRCA1 was
detected in 11 (7.2%) breast cancer cases and 10 (8.9%)
control subjects. A study on the BRCA1 polymorphisms
reported that the Arg356 allele had a higher genotype
distribution in healthy controls than in breast cancer
patients30 and may thus play a protective role against
breast cancer. In this study, the polymorphism at codon
356 in the BRCA1 gene had previously been described
as being inversely associated with breast cancer risk
(Gln356→ Arg, OR 0.88, 95% confidence interval [CI]
0.63–1.23; Arg356→ Arg, OR 0.00, 95% CI 0.00–
0.56).30 Another study showed that Q356R
polymorphism was significantly associated with family
history of ovarian cancer, suggesting that this sequence
variant may increase ovarian cancer risk.31
In contrast, Tommasi et al.47 analyzed BRCA1
mutational risk using Myriad II software and showed
that K1183R, the polymorphism in exon 11 as reported
in BIC26, resulted inversely related with BRCA1
mutation carrier status. Also they showed that BRCA1
sequence alterations such as P871L and E1038G were
not significantly related with higher BRCA1 mutational
risk.47 This data leads us to suggest further investigation
of the effects of these sequence variants on BRCA1

activity to understand whether these variations have any
pathological role.
We found that 79 of 156 women (71.2%)
carried 4-6 alterations. This may be due to
polymorphisms located in one haplogroup that are
inherited together. Dunning et al examined the
frequency of four polymorphisms: Gln356Arg,
Pro871Leu, Glu1038Gly and Ser1613Gly in large series
of breast and ovarian cancer cases and matched
controls.30. Due to strong linkage disequilibrium, these
four sites generate only three haplotypes with a
frequency >1.3%. The two most common haplotypes,
defined by the alleles Gln356Pro871Glu1038Ser1613
and Gln356Leu871Gly1038Gly1613, have frequencies
of 0.57 and 0.32, respectively, and these frequencies do
not differ significantly between patient and control
groups,
indicating
that
the
most
common
polymorphisms of the BRCA1 gene do not make a
significant contribution to breast or ovarian cancer
risk.30
Common polymorphisms in BRCA1/2 genes
appear to be highly prevalent in Kazakhstan breast
cancer cases and in healthy controls which is in
concordance with previously reported findings in some
Asian and European populations.37-43, 47-49 Frequencies
of these polymorphisms were higher in breast cancer
cases vs controls, particularly in the BRCA2 gene,
p<0.05. To date, there is little evidence that highly
penetrant, germline mutations in BRCA1/2 are observed
in sporadic cases, but whether common polymorphisms
play a role in disease risk is still controversial.
The roles of common missense SNPs, as well
as variation in noncoding regions (that may influence
risk through expression levels and alternative splicing),
have yet to be thoroughly explored (at single loci as
well as throughout the genome) as markers of breast
cancer susceptibility. Ongoing efforts to systematically
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characterize genetic polymorphisms, such as the
International HapMap Project,50 provide the foundation
for conducting comprehensive association studies of
common variation.
In a large study, Freedman ML et al tested
common variation across the BRCA1 locus in African
American, Native Hawaiian, Japanese, Latino, and
White women in the Multiethnic Cohort Study.51 28
single nucleotide polymorphisms (SNPs) spanning the
BRCA1 gene were used to define patterns of common
variation in these populations. The majority of SNPs
were in strong linkage disequilibrium with one another.
Nine tagging SNPs, including five missense SNPs, were
selected to predict the common BRCA1 variants and
haplotypes among the non–African American groups
(five additional SNPs were required for African
Americans) and genotyped in a breast cancer casecontrol study nested in the Multiethnic Cohort Study
(cases, n = 1,715; controls, n = 2,502). In their another
study52 Freedman ML et al observed most of the
common BRCA2 haplotypes to be shared among Native
Hawaiians, Japanese, Latinos, and Whites; four of the
eight common haplotypes were found in at least three
ethnic populations and six of the eight were found in at
least two groups. Authors found no evidence for
significant associations between common variation in
BRCA1/2 and risk of breast cancer.51,52
In another study, Cox DG et al reported a
modestly positive association between a BRCA1
haplotype and breast cancer among White women in the
Nurses’ Health Study (OR, 1.18, 95% CI, 1.02-1.37).53
Interestingly, the frequencies of nearly all
sequence variants were significantly different in
Caucasian and Asian groups among study participants
(Table 2, 3). There was higher prevalence of observed
mutations in Caucasian cases comparing to Asian breast
cancer cases, (p<0.05) and higher frequency of

sequence variants was observed in control group in
Asians. Further studies of large numbers of cases may
give a more accurate estimation of prevalence and
variations between Asian and Caucasian populations in
Kazakhstan. The vast majority of common variation is
shared between populations; however, allele frequencies
are known to vary across populations54 and studies
conducted in a multiethnic population may lend insight
into better understanding ethnic differences in breast
cancer risk.55
Although the role of common variation in
BRCA1 and sporadic breast cancer risk has been
thoroughly addressed, it remains a possibility that this
locus may still prove to be involved in breast cancer
risk. Specifically, rare (<5%) variants may contribute to
disease; to address this hypothesis, however, large-scale
resequencing efforts (to discover the rare variants) and
testing of these variants in larger cohorts, such as the
National Cancer Institute Consortium of Cohorts,56 will
be required. Another possibility is that a sporadic breast
cancer is actually a collection of genetically distinct
subclasses of breast cancer. In this scenario, it would be
unlikely that the same set of underlying susceptibility
alleles occur in all breast cancer cases (i.e., the genetic
architecture of disease is not genetically homogeneous).
If these subgroups are not recognized and analyzed
separately, then the power to detect them will be
diminished. At the histologic and molecular levels,
breast tumors have different characteristics; subsets of
breast tumors as defined by immunohistochemistry
[e.g., estrogen-receptor (+/-) and HER2/neu(+/-)] often
display different biological behaviors, such as time to
disease progression and response to therapy, which may
reflect different genetic origins. Studies have shown that
breast tumors of women with hereditary breast cancer
with mutations in BRCA1 and a subset of women with
sporadic disease (f25%) share similar traits, including a
basal cell histology, higher grade tumors, cytokeratins
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5/6, and estrogen receptor negativity, suggesting they
may have a similar etiology.57-59 The ability to stratify
breast cancer cases by expression profiling,
immunohistochemistry, methylation patterns, and/or
clinical variables may facilitate the identification of
more genetically homogeneous subsets of cancer cases,
and therefore may help to identify causal variants
underlying specific breast cancer phenotypes.
There are several limitations to this study. We
did not include results of screening entire exons of
BRCA1 and BRCA2 genes in families with
breast/ovarian cancer members. This study is still
ongoing because family BC cases in Kazakhstan are
sparse. Further evaluation is needed to clarify the
relationship between frequency of sequence alterations
in BRCA1/2 genes and breast cancer risks in Kazakhstan
women in family-based and genetically homogeneous
cases.

Acknowledgements
We are thankful to all patients and healthy
women who took part in this study and to the staff of
Semey and Astana Oncological centers who helped to
collect samples. This work was supported by grant-inaid from the Kazakhstan Ministry of Education and
Science.

References
1. Parkin DM, Bray F, Ferlay J, Pisani P. Global Cancer
Statistics, 2002. CA Cancer J Clin. 2005; 55 (2): 74–108.
2. Official site of Ministry of Healthcare, Republic of Kazakhstan,
http://www.minzdrav.kz.
3. Martin AM, Blackwood MA, Antin-Ozerkis D et al. Germline
mutations in BRCA1 and BRCA2 in breast-ovarian families from
a breast cancer risk evaluation clinic. J Clin Oncol. 2001;
19:2247–2253.
4. Hall JM, Lee MK, Newman B, Morrow JE, Anderson LA, Huey

In conclusion, 156 Kazakhstan patients with
sporadic breast cancer were analyzed for mutations
throughout the entire coding regions of the BRCA1 and
BRCA2 genes, using direct sequencing. The present
investigation revealed 22 different sequence variants.
Although we found none of pathological deleterious
mutations in BRCA1/2 genes, we believe that the
present study allows a better evaluation of the need for
the genetic screening of BRCA mutations in sporadic
breast cancer patients in Kazakhstan. However, large
population-based screening studies are needed to
establish the frequency, penetrance, and significance of
the broad spectrum of variations in the sequence of
BRCA1/2 genes in Kazakhstan population. It is hoped
that similar mutation surveys in other Central Asian
countries will be completed so that information can be
compared and the most common mutations identified.

B, King MC: Linkage of early-onset familial breast cancer to
chromosome17q21. Science. 1990; 250:1684-1689.
5. Wooster R, Neuhausen SL, Mangion J, Quirk Y, Ford D,
Collins N, Nguyen K, Seal S, Tran T, Averill D: Localization of a
breast cancer susceptibility gene, BRCA2, to chromosome
13q12-13. Science. 1994; 265:2088-2090.
6. Scully R, Livingston DM: In Search of the tomour-supperssor
function of BRCA1and BRCA2. Nature. 2000; 408:429-432.
7. Scully R, Puget N, Vlasakova K: DNA polymerase stalling,
sister

chromatid

recombination

and

the

BRCA

genes.

Oncogenes 2000; 19:6176-6183.
8. Wang Q, Zhang H, Fishel R, Greene MI: BRCA1 and cell
signaling. Oncogene. 2000; 19:6152-6158.
9. Zhang L, Li S, Boyer TG, Lee WH: Lessons learned from
BRCA1 and BRCA2. Oncogene. 2000; 19:6159-6175.
10. Zhong Q, Chen CF, Li S, Chen Y, Wang CC, Xiao J, Chen PL,
Sharp ZD, Lee WH: Association of BRCA1 with the hRad50hMre11-p95 complex and the DNA damage response. Science.
1999; 285:747-750.

This work is licensed under a Creative Commons Attribution-Noncommercial
-No Derivative Works 3.0 United States License.
This journal is published by the University Library System of the University of Pittsburgh as part
of its D-Scribe Digital Publishing Program, and is cosponsored by the University of Pittsburgh Press.
Central Asian Journal of Global Health
Volume 2, No. 1 (2013) | ISSN 2166-7403 (online) | DOI 10.5195/cajgh.2013.29 | http://cajgh.pitt.edu

CENTRAL ASIAN JOURNAL OF GLOBAL HEALTH
11. Welcsh Piri L, King Mary-Claire: BRCA1 and BRCA2 and

W. A strong candidate for the breast and ovarian cancer

genetics of breast and ovarian cancer. Human Molecular

susceptibility gene BRCA1. Science. 1994; 266:66-71.

Genetics. 2001; 10:7705-713.

24. Wooster R, Bignell G, Lancaster J, Swift S, Seal S, Mangion

12. Deng CX, Brodie SG. Roles of BRCA1 and its interacting

J, Collins N, Gregory S, Gumbs C, Micklem G. Identification of

proteins. Bioessays. 2000; 22:728–737.

the breast cancer susceptibility gene BRCA2. Nature. 1995;

13. Seery LT, Knowlden JM, Gee JM, et al. BRCA1 expression

378:789-92.

levels predict distant metastasis of sporadic breast cancers. Int

25. Tavtigian SV, Simard J, Rommens J, Couch F, Shattuck-

J Cancer. 1999; 84:258–262.

Eidens D, Neuhausen S, et al. The complete BRCA2 gene and

14. Wilson CA, Ramos L, Villaseñor MR, et al. Localization of
human BRCA1 and its loss in high-grade, non-inherited breast
carcinoma. Nat Genet. 1999; 21:236–240.

Japanese

modifiers in carriers of BRCA1 mutations. Int J Cancer. 1995;

Clin Cancer Res. 1999; 5:1249–1261.

64: 394–398.

16. Albertsen HM, Smith SA, Mazoyer S, et al. A physical map

28. Ford D, Easton DF, Peto J. Estimates of the gene frequency

and candidate genes in the BRCA1 region on chromosome

of BRCA1 and its contribution to breast and ovarian cancer

17q12-21. Nature Genet. 1994; 7:472-479.

incidence. Am J Hum Genet. 1995; 57:1457–1462.

17. O'Connell P, Albertsen H, Matsunami N, et al. A radiation

29. Easton DF, Hopper JL, Thomas DC, Antoniou A, Pharoah

hybrid map of the BRCA1 region. Am J Hum Genet. 1994;

PDP, Whittemore A, Haile RW. Breast cancer risks for BRCA1/2

54:526-534.

carriers. Science. 2004; 306:2187–2188.

18. Matsushima M, Kobayashi K, Emi M, Saito H, Saito J,

30. Dunning AM, Chiano M, Smith NR, et al. Common BRCA1

Suzumori K, Nakamura Y. Mutation analysis of the BRCA1 gene

variants and susceptibility to breast and ovarian cancer in the

in

general population. Hum Mol Genet. 1997; 6:285–289.

cancer

sporadic

from: http://research.nhgri.nih.gov/bic.
27. Narod SA, Goldgar D, Cannon-Albright L et al. Risk

ovarian

in

Genet.

breast

Japanese

expression

Nat

carcinomas and its frequent loss in BRCA1-associated cases.

76

protein

in chromosome13q-linked kindreds.

1996, 12:333-337.
26. Breast Cancer Information Core database (BIC). Available

15. Yoshikawa K, Honda K, Inamoto T, et al. Reduction of
BRCA1

mutations

patients:

four

germline

mutations, but no evidence of somatic mutation. Hum Mol
Genet. 1996; 4:1953-1956.

alterations in a population based series of ovarian cancer cases.

19. De Benedetti VM, Radice P, Mondini P, et al. Screening for
mutations in exon 11 of the BRCA1 gene in 70 Italian breast
and

ovarian

cancer

patients

by

protein

truncation

test.

Oncogene. 1996; 13(6):1353-1357.

in Japanese breast cancer patients. Hum Mutat. 1996; 7:334339.
21. Håkansson S, Johannsson O, Johansson U, et al. Moderate
of

BRCA1

and

BRCA2

germ-line

mutations

in

Scandinavian familial breast cancer. Am J Hum Genet. 1997;
60:1068–1078.

Sarantaus L. Low proportion of BRCA1 and BRCA2 mutations in
breast

cancer

families:

evidence

for

additional

susceptibility genes. Hum Mol Genet. 1997; 6:2309–2315.
23.

Miki

Y,

32. Healey CS, Dunning AM, Teare MD, et al. A common variant
in BRCA2 is associated with both breast cancer risk and

33. Szabo CI, King MC. Population genetics of BRCA1 and
BRCA2. Am J Hum Genet. 1997; 60:1013-1012.
34. Offit K, Gilewski T, McGuire P, et al. Germline BRCA1
185delAG mutations in Jewish women with breast cancer.
Lancet. 1996; 347:1643–1645.
35. Abeliovich D, Kaduri L, Lerer I, et al. The founder mutations

22. Vehmanen P, Friedman LS, Eerola H, McClure M, Ward B,
Finnish

Hum Mol Genet. 1999; 8:889–897.

prenatal viability. Nat Genet. 2000; 26:362–364.

20. Katagiri T, Emi M, Ito I, et al. Mutations in the BRCA1 gene

frequency

31. Janezic SA, Ziogas A, Krumroy LM, et al. Germline BRCA1

Swensen

J,

Shattuck-Eidens

D,

Futreal

PA,

Harshman K, Tavtigian S, Liu Q, Cochran C, Bennett LM, Ding

185delAG and 5382insC in BRCA1 and 6174delT in BRCA2
appear in 60% of ovarian cancer and 30% of early-on-set
breast cancer patients among Ashkenazi women. Am J Hum
Genet. 1997; 60:505-514.
36. Johannesdottir G, Gudmundsson J, Bergthorsson JT, et al.
High prevalence of the 999del5 mutation in Icelandic breast

This work is licensed under a Creative Commons Attribution-Noncommercial
-No Derivative Works 3.0 United States License.
This journal is published by the University Library System of the University of Pittsburgh as part
of its D-Scribe Digital Publishing Program, and is cosponsored by the University of Pittsburgh Press.
Central Asian Journal of Global Health
Volume 2, No. 1 (2013) | ISSN 2166-7403 (online) | DOI 10.5195/cajgh.2013.29 | http://cajgh.pitt.edu

AKILZHANOVA

and ovarian cancer patients. Cancer Res. 1996; 56:3663–3665.
37. De Leon Matsuda ML, Liede A, Kwan E, Mapua CA,
Cutiongco EM, Tan A, Borg A, Narod SA. BRCA1 and BRCA2
mutations among breast cancer patients from the Philippines.
Int J Cancer. 2002; 98:387–480.

49. Loizidou M, Marcou Y, Anastasiadou V, Newbold R,
Hadjisavvas A, Kyriacou K. Contribution of BRCA1 and BRCA2
germline mutations to the incidence of early-onset breast
cancer in Cyprus. Clin Genet. 2007; 71:165-170.
50. The International HapMap Project. Nature. 2003; 426:789–

38. Han SH, Lee KR, Lee DG, Kim DY, Lee KE, Chung WS.

796.

Mutation analysis of BRCA1 and BRCA2 from 793 patients with

51. Freedman ML, Penney KL, Stram DO, Riley S, McKean-

sporadic breast cancer. Clin Genet. 2006, 70:496-501.

Cowdin

39. Seo JH, Cho DY, Ahn SH, et al. BRCA1 and BRCA2 germline
mutations in Korean patients with sporadic cancer. Hum Mutat.
2004; 24:350-356.

R,

Le

Marchand L, Altshuler

D,

Haiman

CA. A

Haplotype-Based Case-Control Study of BRCA1 and Sporadic
Breast Cancer Risk. Cancer Res. 2005; 65(16):7516-7522.
52. Freedman ML, Penney KL, Stram DO, et al. Common

40. Song CG, Hu Z, Wu J, et al. The prevalence of BRCA1 and
BRCA2 mutations in eastern Chinese women with breast
cancer. J Cancer Res Clin Oncol. 2006; 132:617–26.
41. Anglian Breast Cancer Study Group. Prevalence and
penetrance of BRCA1 and BRCA2 mutations in a populationbased series of breast cancer cases. Br J Cancer. 2000;
83:1301-1308.

variation in BRCA2 and breast cancer risk: a haplotype based
analysis in the Multiethnic Cohort. Hum Mol Genet. 2004;
13:2431–2441.
53. Cox DG, Kraft P, Hankinson SE, Hunter DJ. Haplotype
analysis of common variants in the BRCA1 gene and risk of
sporadic breast cancer. Breast Cancer Res. 2005; 7:R171–175.
54. Bowcock AM, Kidd JR, Mountain JL, et al. Drift, admixture,

42. Emi M, Matsushima M, Katagiri T, et al. Multiplex mutation
screening of the BRCA1 gene in 1000 Japanese breast cancers.
Jpn J Cancer Res. 1998; 89(1):12-16.

and

selection

in

human

evolution:

a

study

DNA

55. Pike MC, Kolonel LN, Henderson BE, et al. Breast cancer in

43. Sng JH, Chang J, Feroze F, et al. The prevalence of BRCA1
mutations in Chinese patients with early onset breast cancer
and affected relatives. Br J Cancer. 2000; 82:538-542.
44. Peto J, Collins N, Barfoot R, Seal S, Warren W, Rahman N.
Prevalence of BRCA1 and BRCA2 gene mutations in patients
with early-onset breast cancer. J Nat Cancer Inst. 1999;
91:943-9.
45. Stenson PD; Mort M, Ball EV, Howells K, Phillips AD,
Thomas NS, Cooper DN. "The Human Gene Mutation Database:
2008 update". Genome medicine. 2009; 1(1):13.
46. Akilzhanova A, Meirmanov S, Zhunussova T, Nakashima M,
Takamura N, Akanov Zh, et al. Mutational screening of the
BRCA1 gene in sporadic breast cancer in the Kazakhstan
population. The Breast Journal. 2011; 17(3):328–330.
47. Tommasi S, Crapolicchio A, Lacalamita R, et al. BRCA1

a multiethnic cohort in Hawaii and Los Angeles: risk factoradjusted incidence in Japanese equals and in Hawaiians
exceeds that in whites. Cancer Epidemiol Biomarkers Prev.
2002; 11:795–800.
56. Sachidanandam R, Weissman D, Schmidt SC, et al. A map
of human genome sequence variation containing 1.42 million
single nucleotide polymorphisms. Nature. 2001; 409:928–933.
57. Sorlie T, Tibshirani R, Parker J, et al. Repeated observation
of breast tumor subtypes in independent gene expression data
sets. Proc Natl Acad Sci USA. 2003; 100:8418–8423.
58. Foulkes WD, Stefansson IM, Chappuis PO, et al. Germline
BRCA1 mutations and a basal epithelial phenotype in breast
cancer. J Natl Cancer Inst. 2003; 95:1482–1485.
59. Turner N, Tutt A, Ashworth A. Hallmarks of ‘‘BRCAness’’ in
sporadic cancers. Nat Rev Cancer. 2004; 4:814–819.

mutations and polymorphisms in a hospital-based consecutive
series of breast cancer patients from Apulia, Italy. Mutation
Research. 2005; 578:395–405.
48. Kim BY, Lee DG, Lee KR, Han SH, Surendran S, Han CW,
Chung N. Identification of BRCA1 and BRCA2 mutations from
Korean breast cancer patients using

with

polymorphisms. Proc Natl Acad Sci USA. 1991; 88:839–843.

denaturating HPLC. J

Bioch and Bioph Res Com. 2006; 349:604-610.

This work is licensed under a Creative Commons Attribution-Noncommercial
-No Derivative Works 3.0 United States License.
This journal is published by the University Library System of the University of Pittsburgh as part
of its D-Scribe Digital Publishing Program, and is cosponsored by the University of Pittsburgh Press.
Central Asian Journal of Global Health
Volume 2, No. 1 (2013) | ISSN 2166-7403 (online) | DOI 10.5195/cajgh.2013.29 | http://cajgh.pitt.edu

CENTRAL ASIAN JOURNAL OF GLOBAL HEALTH

Figure 1: Detection of the sequence variants in 11 exon of BRCA1.
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Wild type

Heterozygous c.1067A>G (Q356R)
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Wild type
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B

C
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Figure 1 continued:

D

Wild type

Homozygous c.3348A>G (K1183R)

E

Wild type

Homozygous c.2082C>T (S694S)

F

Wild type

Homozygous c.2311T>C (L771L)

(A) DNA sequence of 11 exon of the forward strand of BRCA1 from patient reveals a heterozygous missense
mutation c.1067A>G (Q356R), result in amino acid change Gln→Arg (right), and wild type (left). (B) A
homozygous missense mutation c.2612C>T (P871L), result in amino acid change Pro→Leu (reverse strand). (C) A
heterozygous missense mutation c.3113A>G (E1038G), result in amino acid change Glu→Gly (forward strand). (D)
A homozygous missense mutation c.3348A>G (K1183R), result in amino acid change Lys→Arg (forward strand).
(E) A synonymous polymorphism c.2082C>T Ser694Ser (S694S) (forward strand). (F) A synonymous
polymorphism c.2311T>C Leu771Leu (L771L) (forward strand)
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Table 1. Characteristics of Study Participants

Breast cancer cases (n=156)
Abs

Controls

Totally

(n=112)

(n=268)

T1

T2

T3

T4

N1

N2

N3

Abs

Abs

Abs

Abs

Abs

Abs

Abs Abs (%) Abs (%)

(%)

(%)

(%)

(%)

(%)

(%)

(%)

Age (years) at operation
(patients)/sample

51.2±9.5*

collection (controls),

57.8±9.1

Mean±SD
68

10

43

14

Asian
(15.1) (63.6) (21.2)
88

5

Caucasian
(6.0)

53
(60.0)

25
(28)

1
(1.5)
5

9

6

-

(13.2) (9.0)
5

9

72
(64.3)

5

(6.0) (6.0) (10.0) (6.0)

144
(53.8)

40

124

(35.7)

(46.2)

T – primary tumor: T1 - ≤2cm, T2 – >2 to 5cm, T3 - >5cm, T4 – tumor of any size with direct
extension to chest wall or skin, N – regional lymph nodes, M – distant metastasis
*- p<0.05 vs controls
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Table 2. Details and the frequency of the variants detected in the BRCA1 in breast cancer
and control groups.

Exon Sequence
variant

Amino acid
variant

Frequency in the breast Frequency in the control BIC entry
cancer group (n=156), group (n=112), abs (%)
abs (%)
Total
Caucasian/ Total
Caucasian/Asi
an
Asian

p.Gly32Val
(G32V)
p.Asn85Ser
(N85S)
p.Gln356Arg
(Q356R)
p.Pro871Leu
(P871L)

84(54.1)* 51(60.7)/
33(39.3) #
83 (53.0)* 48(57.8)/
35(42.2) #
11 (7.2)
6(54.5)/
5(45.4)
87(55.8) 53(60.9)/
34(39.1) #

Missense mutations
2
3
11
11
11
11

c.95(G>T) †
(214G>T) ‡
c.254(A>G)
(373A>G)
c.1067A>G
(1186A>G)
c.2612(C>T)
(2731C>T)
c.3113(A>G)
(3232A>G)
c.3348(A>G)
(3667A>G)

p.Glu1038Gly 88(56.6)
(E1038G)

49(43.7)
42(37.5)
10 (8.9)
54(48.2)

17(36.7)/
32(65.3) #
15(35.7)/
27(64.3) #
6(60.0)/
4(40.0)
20(37.0)/
34(63.0) #

Yes
Yes
Yes
Yes

55(62.5)/
33(37.5) #

53(47.3)

18(34.0)/
35(66.0) #

Yes

p.Lys1183Arg 92(59.0)* 58(63.0)/
(K1183R)
34(37.0) #

51(45.5)

17(33.3)/
34(66.7) #

Yes
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Table 2 continued:

15

c.4744C>G
(4863C>G)
20
c.5397A>G
(5516A>G)
24
c.5585T>G
(5704T>G)
Polymorphisms

p.Ser1542Cys 24(15.5)
(S1542C)
p.Ala1627Gly 21(13.6)
(A1627G)
p.Thr1684Gly 23(14.8)
(T1862G)

14(58.3)/
10(41.7)
9(42.8)/
12(57.1) #
12(52.2)/
11(47.8)

19 (17.0)
20 (17.8)
17 (15.2)

10(52.6)/
9(47.4)
10(50.0)/
10(50.0)
9(52.9)/
8(47.1)

11

Yes
Yes
Yes

c.2082(C>T) Synonymous 45(54.2) 28(62.2)/
48(42.8) 17(35.4)/
Yes
17(37.8) #
31(64.6) #
(2201C>T) Ser694Ser
(S694S)
11
c.2311(T>C) Synonymous 45(54.2) 28(62.2)/
48(42.8) 17(35.4)/
Yes
Leu771Leu
17(37.8)
#
31(64.6)
#
(2430T>C)
(L771L)
13
c.4427(T>C) Synonymous 76(49.0) 35(46.0)/
54(48.2) 25(46.3)/
Yes
(4546T>C) Ser1436Ser
41(53.9) #
29(53.7)
(S1436S)
† Numbering according to GenBank Accession no. NM_007294.1, the A of the ATG translation
initiation codon is +1,according to approved guidelines (http://www.hgvs.org/mutnomen/)
‡The nomenclature as used in the BIC database is given in parentheses. Mutation nomenclature is
according to RefSeq accession number U14680 (BRCA1) with numbering starting at the A of the first
ATG at the position 120
* - p<0.05, ** - p<0.001 between cases and controls
#- p<0.05, ##-- p<0.001 between Caucasians and Asians in group
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Table 3. Details and the frequency of the variants detected in the BRCA2 in breast cancer
and control groups.

Exon Sequence
variant

Amino acid
variant

Frequency in the breast Frequency in the control BIC entry
cancer group (n=156), group (n=112), abs (%)
abs (%)
Total
Caucasian/ Total
Caucasian/A
sian
Asian

Missense mutations
10
c.865(A>C)†
(1093A>C) ‡
10
c.2127(T>C)
(2235T>C)
11
c.2350(A>G)
(2578A>G)
11
c.2410(G>A)
(2638G>A)

p.Asn289His
(N289H)
p.Asn709Arg
(N709R)
p.Met784Val
(M784V)
p.Asp804Asn
(D804N)

24(15.2)* 13(54.2)/
11(45.8)
65(41.6)* 36(55.4)/
29(44.6)#26(17.0) 16(61.5)/
10(38.5)#54(34.7) 33(61.1)/
21(38.9)#

11(10.1)

39(24.9)

26 (23.2)

11
11
27

c.3422(T>C) p.Ile1141Thr
(3650T>C) (I1141T)
c.3572(C>T) p.Ser1191Phe
(3800C>T) (S1191F)
c.10234(A>G) p.Ile3412Val
(10462A>G) (I3412V)

15(38.5)/
14(35.9)
34(21.8) 15(44.1)/
19(55.9)#
48 (30.8)* 29(60.4)/
19(39.6) #

52(46.4)
24(21.4)
38 (33.9)

23 (20.5)
21 (18.7)

7(63.6)/
4(36.4)
29(55.8)/
23(44.2)
13(54.2)/
11(45.8)
16(42.1)/
22(57.9)

Yes

16(61.5)/
10(38.5)#
10(43.5)/
13(56.5)
10(47.6)/
11(52.4)

Yes

Yes
Yes
Yes

Yes
Yes
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Table 3 continued:

Polymorphisms
10

c.1365(A>G) Synonymous 81(52.2*) 48(59.2)/
48(42.8) 19(39.6)/
Yes
Ser455Ser
33(40.7)#
29(60.4)#
(1593A>G)
(S455S)
11
c.2229(T>C) Synonymous 81(52.2)* 48(59.2)/
48(42.8) 19(39.6)/
Yes
33(40.7)#
29(60.4)#
(2457T>C) His473His
(H473H)
14
c.7242(A>G) Synonymous 61(39.0)* 35(57.3)/
36(32.1) 16(44.4)/
Yes
(7470A>G) Ser2414Ser
26(42.6)#
20(55.5)
(S2414S)
† Numbering according to GenBank Accession no. NM_000059.1, the A of the ATG translation
initiation codon is +1, according to approved guidelines (http://www.hgvs.org/mutnomen/).
‡The nomenclature as used in the BIC database is given in parentheses. Mutation nomenclature is
according to GenBank accession number U43746 (BRCA2) with numbering starting at the A of the
first ATG at the posotion 229.
* - p<0.05, ** - p<0.001 between cases and controls
#- p<0.05, ##-- p<0.001 between Caucasians and Asians in group
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Table 4. Clinical-pathological profile of breast cancer cases with/or without BRCA1/2
polymorphisms.

Cases (n=156)
Polymorphism positive

Polymorphism negative

(n=111) 71.2%

(n=45) 28.8%

1 polymorphism

15(13.6)

2-3 polymorphisms

17(15.2)

4-6 polymorphisms

79(71.2)

Age

50.6±8.8

52.7±10.7

Caucasian

66(59.3)

28(62.5)

Asian

45(40.7)

17(37.5)

Invasive ductal

68(61.0)

32(70.8)

Invasive lobular

34(30.5)

13(29.2)

Medullary

8(6.8)

-

Mucinous

2(1.7)

-

Tumor histology
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Table 4 continued:

Tumor size
T1

1(1.1)

4(8.4)

T2

66(59.3)

30(66.7)

T3

30(27.1)

9(20.8)

T4

38(3.4)

2(4.2)

Yes

21(18.6)

4(16.7)

No

90(81.4)

20(83.3)

Lymph node involvement

T – primary tumor: T1 - ≤2cm, T2 – >2 to 5cm, T3 - >5cm, T4 – tumor of any size with direct
extension to chest wall or skin, N – regional lymph nodes, M – distant metastasis
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