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Abstract: Breast cancer (BC) is the type of neoplasm that most affects women worldwide. It is
known that one of the hallmarks of cancer is the resistance to cell death with the evasion of apop-
tosis. Considering the relevance of TP53, BCL2, CASP3, and CASP9 genes for the occurrence of the
intrinsic apoptosis, this study investigated the distribution of the genetic variants rs17880560 (TP53),
rs11269260 (BCL2), rs4647655 (CASP3), rs4645982, and rs61079693 (CASP9), as well as genetic ancestry
and clinical data, in a BC cohort from the Brazilian Amazon that other variants in these genes might
play a role in this process. In the present study, 22 breast cancer tissues and 10 non-cancerous tissues
were used, therefore, 32 samples from different patients were subjected to genotyping. We observed
that breastfeeding and cancer history were factors that need to be considered for BC (p = 0.022).
Therefore, this study contributed to a greater understanding of intrinsic apoptosis in BC, reinforcing
previous data that suggest that the history of cancer might be a condition that affects the development
of BC and that breastfeeding may act as a protective factor for this type of cancer. We recommend
more studies on the genetic factors investigated here, aiming at a future with tools that can help in
the early diagnosis.
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1. Introduction

Breast cancer (BC) is the tumor type that most affects women worldwide; according
to the International Agency for Research on Cancer [1], BC obtained the incidence of
2.26 million cases worldwide by 2020, with a projection for 2.67 million new cases in 2030
for women. In addition, mortality might rise from 685,000 deaths by 2020 to 857,000 by
2030, an increase of 25%, according to the same estimates. In Brazil, it was estimated that
between 2020 and 2022, 66,280 cases of BC in women per year were diagnosed, being an
estimated risk of 61.61 new cases per 100,000 women [2].

Breastfeeding has already been described as a factor that decreases the risk of breast
cancer [3,4]. Thus, apparently the earlier the breastfeeding or the greater the number of
children breastfed, the greater this protective effect will be. It is suggested that breastfeeding
for at least one year reduces the risk of developing breast cancer by 48%, and the twelve
months of breastfeeding need not to be continuous [3]. Differentiation of breast tissue
only occurs during the lactation period, therefore, breast cells from a woman who has
never breastfed may be more vulnerable to carcinogens that induce cellular mutations and
transformation into neoplastic cells [3]. Lactation also inhibits ovulation and the stimulation
of ovarian hormones, decreasing the mitogenic effect of estrogen [4].
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BC can be highly heterogeneous; it can be aggressive, in addition to being responsive
or not to certain treatments [5,6]. BC encompasses several subtypes with distinct biological,
molecular, and clinical results. Due to the clinical complexity and heterogeneity of breast
cancer, it has become necessary to establish classification systems that standardize the
type of tumors for prognostic and therapeutic benefits. Thus, currently, breast cancer
is subdivided into different molecular types through immunohistochemical studies, in
correspondence with gene expression assays (BC molecular classification).

In this way, knowledge about the molecular classification of BC is essential for the
best therapeutic targeting of the disease [5,6]. BC is classified into four molecular subtypes
(luminal A, luminal B, HER2+, and triple-negative/basal-like), for which the presence
of some receptors in the tumor cell membrane in the analyzed biopsy through the im-
munohistochemistry is considered as a grouping criterion [7]. The luminal A molecular
subtype is characterized by the presence of estrogen (ER) and progesterone (RP) receptors,
and a low cell proliferation index measured by the ki67 marker, in addition to not having
amplification of the ERBB2 gene (HER-2 protein). Among the molecular types, it is the
subtype with the best prognosis among breast cancer patients. The luminal B subtype also
presents hormone receptors, but with a proliferation index greater than or equal to 14% and
is negative for HER-2, in addition to having a more guarded prognosis when compared to
luminal A. The third molecular group includes cells which only have the HER-2 receptor
and variable Ki67. This type of cancer represents a more guarded prognosis in relation
to the luminal subtypes. Finally, the triple-negative (TN) subtype is characterized by the
absence of ER, PR, and HER2 and differs from normal cells by having an elevated Ki67
index. They are biologically more aggressive and represent the worst prognosis among
the groups mentioned [7]. Additionally, malignant tumors are classified according to the
rules established by the Union for International Cancer Control (UICC) [8], from the classi-
fication of malignant tumors (TNM), which considers the size of the tumor (T), presence
and extent of regional lymph node involvement (N), and the presence of distant metastasis
(M). To prevail in the organism and progress to metastasis, the tumor must acquire some
characteristics, such as cell death resistance [9].

Normal cells are responsive to cell signaling that leads to apoptosis; on the other hand,
cancer cells can evade this system, enabling the permanence of the damaged cell [10]. The
p53 protein is responsible for numerous cellular processes, including the regulation of
the BCL-2 family proteins, which are related to cell membrane permeability and intrinsic
apoptosis. Intrinsic apoptosis, also called the mitochondrial pathway, is regulated by
members of BCL-2 family, leading to the activation of initiator caspases, including CASP9.
The apoptotic pathways will converge in the executor phase, in which a class of proteins
called executing caspases, such as CASP3, will mediate the proteolytic breakdown of
the cell [11]. Therefore, the TP53, BCL2, CASP3, and CASP9 genes are important for the
occurrence of this type of cell death.

The purpose of the present study was to investigate variants in genes related to the
intrinsic pathway of apoptosis, correlating with clinical data in breast cancer. For that, we
analyzed the allele and genotype distribution of rs17880560 (TP53), rs11269260 (BCL2),
rs4647655 (CASP3), rs4645982, and rs61079693 (CASP9) in BC patients and cancer-free
individuals from northern Brazil in search of new biomarkers for this neoplasm.

2. Materials and Methods
2.1. Sampling

All samples used in the study were recruited according to ease of access. Surgical
specimens were obtained by excising the lesion, and the materials were fixed in 10%
buffered formalin shortly after collection. The samples used were fresh frozen tumor
tissues (in cases of breast cancer) and fresh frozen tissues without cancer. Cancer-free
tissue samples were from voluntary patients undergoing mammoplasty. As previously
mentioned, diagnosed breast cancer samples were selected by convenience, thus, after the
diagnosis of the disease by a pathologist, it was selected for the study with agreement of
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the patients. Thus, the inclusion criteria included cancer diagnosis. Likewise, for samples
without cancer, confirmation of cancer-free tissue by a pathologist took place, including
individuals with no diagnosis of cancer and excluding individuals with cancer history.

Thirty-two samples divided into two groups were investigated: 10 samples from
individuals without cancer and 22 samples from individuals with breast adenocarcinoma.
Samples were obtained from Hospital Ophir Loyola, Brazil. Clinical data (age, history of
cancer, breastfeeding, number of births, age at menarche, presence or absence of menopause,
smoking, alcoholism, and tumor classification) were provided by expert physicians and
informed consent was obtained from all subjects involved in the study.

2.2. DNA Extraction and Quantification

DNA extraction was performed based on phenol/chloroform/isoamyl alcohol pro-
tocol [12]. DNA quantification was performed with a NanoDrop 1000 spectrophotometer
(Thermo Fisher Scientific, Waltham, MA, USA). Estimation of the DNA concentration of
the extracted samples was performed at an absorbance of 260 nm. DNA quantification was
performed on all samples before the PCR step.

2.3. Genotyping

Five apoptosis markers present in a set previously described by our research group [13]
were used. The markers are INDEL-type polymorphisms. Multiplex PCR was performed
to amplify all markers in a single reaction, with 5 µL of QIAGEN Multiplex PCR Master
Mix (QIAGEN, Hilden, Germany), 1.0 µL of Q-solution, 1.0 µL of water, 1.0 µL of primer
mix, and 2.0 µL of DNA per sample. For the amplification reaction, a Veriti thermal cycler
(Thermo Fisher Scientific) was employed, with the following protocol: 95 ◦C for 15 min,
followed by 35 cycles of 94 ◦C for 45 s, 60 ◦C for 90 s, and 72 ◦C for 1 min, with final
extension at 70 ◦C for 30 min. Additionally, genomic ancestry analysis was performed
with a panel of 61 markers previously described by our research group [14,15]. For this,
multiplex PCR was performed with the following protocol: 5.0 µL of QIAGEN Multiplex
PCR Master Mix, 1.0 µL of Q-solution, 1.0 µL of Primer Mix, 2.0 µL of water, and 1.0 µL of
DNA. PCR was performed with the following cycling program: 95 ◦C for 15 min; 35 cycles
94 ◦C for 45 s, 60 ◦C for 90 s, and 72 ◦C for 60 s; 70 ◦C for 30 min and for the subsequent
analysis of fragments, the protocol of 7 µL of ultra-pure formamide + Liz was used, with
the proportion of 8.7 of formamide and 0.3 of LIZ and 3 µL of multiplex PCR product, at
the sequencer ABI 3130 (Thermo Fisher Scientific).

2.4. Statistical Analysis

Statistical analysis was performed using the JASP v. 0.9.2.0, considering statistically
significant values with a p-value≤ 0.05. We used an ANOVA to analyze different groups, in
addition to a Chi-squared test corrected by the Bonferroni method to compare our clinical
data. We used a logistic regression to estimate odds ratios (OR) at 95% confidence intervals
(CI) and p-value in the analysis of the investigated polymorphisms. Genomic ancestry was
analyzed using an internal tool of the research group based on Structure v. 2.3.4 and the
p-values were obtained by Mann–Whitney test.

3. Results
3.1. Characterization of the Sample Population

The cohort was composed of 32 Brazilian women: 22 in the case group and 10 in the
control group. Clinical aspects such as age, history of cancer, breastfeeding, number of
births, age at menarche, presence or absence of menopause, smoking, alcoholism, and
tumor staging based on TNM classification were considered for the case group (Table 1).
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Table 1. Clinical data of patients with breast cancer based on molecular classification.

Clinical Data % p-Value

Age
30–55 54.4
>55 45.4

Mean 54.3 0.862 1

Cancer history Yes 22.7
0.337No 77.3

Breastfeeding Yes 22.7
0.337No 77.3

Number of births
1–2 54.5

0.9013–5 45.4

Age at menarche 10–13 59
0.15114–17 41

Menopause Yes 50
0.193No 50

Smoking Yes 18
0.729No 82

Alcohol Consumption Yes 9
0.365No 91

1—p value obtained by ANOVA; other p values obtained by chi-squared test.

Additionally, the analysis of clinical data regarding the TNM staging was performed,
as shown in Table 2. Interestingly, history of cancer and breastfeeding had the same
frequency of 22.7% (p-value = 0.022). As for the molecular subtypes, luminal B was notably
the most frequent in our cohort (Figure 1).

Table 2. Variables and distribution of a breast cancer cohort.

Variables Sample Number % p-Value 1

Cancer history Yes 5 22.7
0.022No 17 77.3

Breastfeeding Yes 5 22.7
0.022No 17 77.3

Number of births
1–2 12 54.5

0.1283–5 10 45.4

Age at menarche 10–13 13 59
0.37514–17 9 41

Menopause Yes 11 50 0.261

Smoking Yes 4 18 0.736

Alcohol Consumption Yes 2 9 0.843

T3N1M0 12 54.5

0.288 2T3N2M0 2 9
T4N1M0 6 27.5
T4N2M0 2 9

1—p value obtained by chi-squared test. 2—p value obtained by ANOVA.
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We also analyzed age in relation to the molecular subtypes of BC and observed that the
HER2+ subtype had a higher mean age when compared to the other molecular subtypes
(p = 0.862) (Figure 2). The HER2+ subtype had an average age of 58 years, while the luminal
A, luminal B, and triple-negative subtypes had an average age of 57, 54.4, and 51.2 years,
respectively.
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When we evaluated tumor staging and other variables (Table 2), approximately 54%
were in T3N1M0, and the mean age was 53.1 years (Figure 3); 27% were in T4N1M0, with
a mean age of 64.6 years; 9% were in T3N2M0, with a mean age of 37 years; and 9% in
T4N2M0 with a mean age of 47 years (p = 0.01).
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3.2. Selection of Investigated Polymorphisms

Five INDEL-type polymorphisms from a genetic panel previously reported by our
research group [13] were investigated. Such markers are described in Table 3. For more
information on the genetic panel, please refer to our previous work [13].

Table 3. Characterization of the investigated apoptosis markers.

Gene ID Region Alleles

BCL2 rs11269260 INTRON TCTATCACCGATCATT/−
CASP3 rs4647655 INTRON −/AAATCCTGAA
CASP9 rs4645982 INTRON −/TCCCCGCACTGACCTCCACG
CASP9 rs61079693 INTRON AAAA/−
TP53 rs17880560 3′ UTR −/GCCGTG

We compared the distribution of deletion/deletion (DEL/DEL), insertion/insertion
(INS/INS), and insertion/deletion (INS/DEL) genotypes for each polymorphism between
both groups. These data are described in Table 4. We did not find statistically significant
differences in our cohort, which suggests that such polymorphisms may not be associated
with the development of breast cancer.
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Table 4. Genotype and allele distribution of the investigated variants in case and control groups.
OR—odds ratio, CI—confidence interval. p-value, OR, and CI were obtained with logistic regression.

Genes Genotype Case (68.75%) Control (31.25%) p-Value OR (CI 95%)

BCL2

rs11269260
DEL/DEL 6 (30%) 4 (40%) 0.455 0.444 (0.053–3.738)
INS/DEL 12 (60%) 4 (40%) 0.305 2.250 (0.478–10.595)
INS/INS 2 (10%) 2 (20%) 0.585 0.643 (0.132–3.140)

Deletion allele 0.6 (60%) 0.6 (60%)
Insertion allele 0.4 (40%) 0.4 (40%)

CASP3

rs4647655
DEL/DEL 10 (53%) 4 (40%) 0.433 1.875 (0.390–9.013)
INS/DEL 7 (37%) 5 (50%) 0.354 0.467 (0.093–2.339)
INS/INS 2 (10%) 1 (10%) 0.965 1.059 (0.084–13.329)

Deletion allele 0.72 (72%) 0.50 (50%)
Insertion allele 0.28 (28%) 0.50 (50%)

CASP9

rs4645982
DEL/DEL 3 (23%) 3 (37.5%) 0.481 0.500 (0.073–3.435)
INS/DEL 6 (46.2%) 3 (37.5%) 0.698 1.429 (0.236–8.637)
INS/INS 4 (30.8%) 2 (25%) 0.777 1.333 (0.183–9.725)

Deletion allele 0.46 (46%) 0.625 (62.5%)
Insertion allele 0.54 (54%) 0.375 (37.5%)

rs61079693
DEL/DEL 4 (25%) 1 (16.7%) 0.926 0.909 (0.123–6.715)
INS/DEL 10 (62.5%) 3 (50%) 0.481 2 (0.291–13.738)
INS/INS 2 (12.5%) 2 (33.3%) 0.306 0.308 (0.032–2.942)

Deletion allele 0.625 (62.5%) 0.5 (50%)
Insertion allele 0.375 (37.5%) 0.5 (50%)

TP53

rs17880560
DEL/DEL 9 (90%) 8 (47.1%) 0.172 0.281 (0.046–1.734)
INS/DEL 1 (10%) 8 (47.1%) 0.073 8.000 (0.822–77.814)
INS/INS 0 1 (5.8%) 0.994 3.383 × 10−8 (0.000–∞)

Deletion allele 0.9 (90%) 0.53 (53%)
Insertion allele 0.1 (10%) 0.47 (47%)

3.3. Analysis of Genomic Ancestry

Regarding genomic ancestry, when analyzing only case and control, we found no
statistical significance, as seen in Table 5. Our data demonstrate that both case and control
groups have a close European ancestry contribution, with 0.64 and 0.67, respectively.
Regarding the African contribution, we observed 0.21 for the case group and 0.08 for the
control group (p = 0.122). As for Native American ancestry, an average of 0.14 and 0.26 was
observed in the case and control groups (p = 0.247). However, there were no statistically
significant differences between the contributions, possibly due to the small sample size.

Table 5. Description of genetic ancestry contribution by case and control.

Genomic Ancestry Case (N = 22) Control (N = 10) p-Value

European 0.643 ± 0.272 0.657 ± 0.313 0.730
African 0.211 ± 0.235 0.081 ± 0.132 0.122

Native American 0.147 ± 0.115 0.262 ± 0.221 0.247
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We also performed genetic ancestry analysis according to BC molecular subtypes
(Table 6). Regarding European ancestry, we obtained a result of 0.35, 0.76, 0.52, and 0.66
being the subtypes luminal A, luminal B, HER2+, and triple-negative (TN), respectively
(p = 0.3845). For African ancestry, the results were 0.45, 0.11, 0.26, and 0.20 (p = 0.2408);
regarding Native American ancestry, the observed values were 0.20, 0.12, 0.20, and 0.13,
respectively (p = 0.759).

Table 6. Genomic ancestry according to molecular subtypes of breast cancer.

Genomic Ancestry Luminal A
(N = 3)

Luminal B
(N = 9)

HER2+
(N = 3)

Triple Negative
(N = 7) p-Value p-Value

(EU + AF + NA)

European 0.350 ± 0.473 0.762 ± 0.193 0.525 ± 0.120 0.665 ± 0.243 0.3845
0.1668African 0.450 ± 0.382 0.117 ± 0.150 0.267 ± 0.226 0.205 ± 0.230 0.2408

Native American 0.200 ± 0.095 0.122 ± 0.088 0.209 ± 0.215 0.130 ± 0.114 0.7590

As for the tumor subtypes, we observed that luminal B, HER2+, and triple-negative
mostly had European ancestry and that luminal A had the highest African ancestry con-
tribution. When we analyzed African ancestry, we noticed that luminal A and B had
significantly different ancestry contributions, since luminal A had 0.450 and luminal B
had 0.117. The triple-negative subtype had an average of 0.66 when analyzing European
ancestry and 0.20 regarding African ancestry.

4. Discussion

In this study, we focused on investigating INDEL variants in genes related to apoptosis
in BC. We identified the genotypic distribution in the BCL2, CASP3, CASP9, and TP53
genes, comparing case and control groups, staging, and molecular subtype. In addition,
we compared several clinical aspects that may influence the appearance of the tumor, such
as smoking, alcoholism, cancer history, and reproductive factors like age at menarche,
menopause, breastfeeding, and others.

Age is an important factor for the occurrence of the disease, since the largest number
of women affected by BC grows from the age of 40 [16]. These results were also found
in a previous study [17], in which 55.4% of women who developed breast cancer were
diagnosed before age 60, with a mean age at diagnosis of 53 years. Our findings corroborate
these data, since the mean age of the case group was approximately 54 years.

When analyzing breastfeeding in relation to tumor staging, we observed that 77% of
the women in the control group did not breastfeed (p = 0.022). Breastfeeding is an important
variable to be considered, as it has been observed that women who breastfeed had a reduced
risk of BC [18]. A study carried out with elderly women [19] found that the longer the
duration of breastfeeding, the greater the protection against cancer. Differentiation of breast
tissue only occurs during lactation. In our clinical data, most women in the case group
did not experience breastfeeding, which suggests that this factor may have contributed to
greater exposure of breast tissue to carcinogens and to the occurrence of mutations that
predisposed to a malignant tumor [20].

Regarding the history of cancer, 77% reported not having any history of the neoplasm
(Table 1). When analyzing the cancer history in relation to the stage of the disease (Table 2),
we found a statistically significant correlation (p = 0.022). Therefore, there is a possible
relationship between cancer history and tumor staging based on our findings, corroborating
a study carried out in the United Kingdom with approximately 113,000 women, which
found that those who had a first-degree relative with BC had a 1.75 higher risk of developing
this type of cancer [17].

Regarding the molecular distribution of BC, our profile is similar to another study
carried out in Brazil [7], which showed a 59% prevalence of the luminal B subtype, which is
also the majority in our findings (41%). However, here, the triple-negative subtype was the
second most frequent (32%); these data differ from most studies [7,21], in which the triple-
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negative subtype is commonly the least frequent. In this sense, identifying the subtype
of BC is fundamental for better management of the disease and inferring the behavior of
the tumor.

As for the investigated polymorphisms, we found no statistical significance in our
sample, suggesting that other variants in these genes might influence BC. The literature
in respect to these variants in BCL2, CASP3, CASP9, and TP53 genes is scarce, especially
regarding BC; one study from our research group sought to associate these variants with
gastric cancer in the Brazilian population, with no statistical significance [13]. Hence, this is
the first study to investigate such polymorphisms in BC.

The BCL2 gene is an intrinsic regulator of apoptosis and over 60% of BC patients have
elevated levels of the BCL2 protein [22]. In a study conducted in India, a variant of the
BCL2 gene (rs2279115) was found to contribute to the risk of developing non-small cell
lung cancer [23]. We noticed, therefore, that mutations in this gene may be related to other
types of cancer, but not necessarily to the polymorphism investigated in the present study.

CASP3 is a gene that encodes the homonymous protein and is responsible for executing
apoptosis (executor phase). There is evidence that mutations in caspases play a unique
role in the pathogenesis of malignant tumors and most caspases detected in these tumors
demonstrate reduced apoptotic activity when compared to wild-type caspase [24].

In previous studies with CASP9 and CASP10 polymorphisms, including rs4645982
(CASP9) [25], the association with cancer susceptibility was sought, which did not find a
significant association of this variant with the incidence of cancer in different inheritance
patterns. However, other CASP9 polymorphisms (rs4645981 and rs1052571) have been
associated with the risk of developing cancer. Furthermore, a study with the CASP9
polymorphism (rs4645982) and acute myeloid leukemia (AML) [26], also did not find a
significant p-value for the susceptibility (p = 0.193). In this sense, our results corroborate
these studies for rs4645982 in different types of cancer.

As for the rs17880560 (TP53) polymorphism, there was no association of this polymor-
phism on BC in the investigated sample from northern Brazil. However, research carried
out in the Brazilian states of São Paulo and Rio Grande do Sul [27] found that this variant
had a relative risk of 3.17 (95% CI: 1.83–5.17) of development of cancer before the age 25.
The TP53 gene is widely studied; for instance, a recent work that sought to verify mutations
in this gene found that more than 91% of tumors with mutations had structural loss of both
alleles, which may contribute to genomic instability and progression of cancer [28]. Fur-
thermore, a review produced from database analysis found that breast and ovarian cancer
share a high frequency of mutations in TP53, most of which are frameshift mutations [28],
indicating that such mutations can serve as potential biomarkers for these types of cancer.

In short, among the polymorphisms investigated in this study, only rs17880560 (TP53)
was associated with another study with a positive result for the appearance of cancer at an
early age. Regarding genomic ancestry, although we did not find statistically significant
results in our study (p-value = 0.1668), knowledge of the ancestry of patients diagnosed
with BC is important to verify possible factors that corroborate a worse prognosis, in
addition to direct treatment with a focus on improving clinical outcomes for patients.

5. Conclusions

This study contributed to a better understanding of intrinsic apoptosis regarding breast
cancer. Based on our results, we suggest that other polymorphisms of the studied genes
(BCL2, CASP3, CASP9, and TP53) may be associated with breast cancer, or that studies
polymorphisms should be carried out in larger cohorts. In addition, we reinforce the results
already seen in the literature about the contribution of breastfeeding as a protective factor
for BC. Although more studies are needed to strengthen our findings, due to our limited
sample size, this work contributed to the knowledge of genes and INDEL variants of
apoptosis and their relationship with breast cancer.



Curr. Issues Mol. Biol. 2023, 45 7942

Author Contributions: Conceptualization, A.M. and G.C.C.; methodology, A.M., C.S.S., R.d.-S.-C.
and G.C.C.; formal analysis, A.M. and G.C.C.; investigation, A.M. and G.C.C.; resources, Â.R.-d.-S.;
data curation, R.B.; writing—original draft preparation, A.M.; writing—review and editing, Â.R.-d.-S.
and G.C.C.; supervision, G.C.C.; project administration, Â.R.-d.-S. and G.C.C.; funding acquisition,
Â.R.-d.-S. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by Conselho Nacional de Desenvolvimento Científico e Tec-
nológico (CNPq), Coordenação de Aperfeiçoamento de Pessoal de Nível Superior (CAPES/Brazil)
and Pró-Reitoria de Pesquisa e Pós-Graduação da Universidade Federal do Pará (PROPESP/UFPA).
This work is part of Rede de Pesquisa em Genômica Populacional Humana (Biocomputacional—
Protocol no. 3381/2013/CAPES) and CNPq/MCTI/FNDCT, grant number 407922/2021-0.

Institutional Review Board Statement: The project was conducted in accordance with the Decla-
ration of Helsinki and approved by the Research Ethics Committee of Universidade Federal do
Pará, under protocol n. 043/2008-CEP—Núcleo de Medicina Tropical/UFPA. Informed consent was
obtained from all subjects involved in the study.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The datasets used and/or analyzed during the current study are
available from the corresponding author on reasonable request.

Acknowledgments: We thank the funding agencies of the project.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. IARC—International Agency for Research on Cancer. Available online: https://www.iarc.who.int/ (accessed on 4 March 2023).
2. INCA—Instituto Nacional de Câncer. Available online: https://www.inca.gov.br/ (accessed on 4 March 2023).
3. Russo, J.; Moral, R.; Balogh, G.A.; Mailo, D.; Russo, I.H. The Protective Role of Pregnancy in Breast Cancer. Breast Cancer Res. BCR

2005, 7, 131–142. [CrossRef] [PubMed]
4. Beaber, E.F.; Holt, V.L.; Malone, K.E.; Porter, P.L.; Daling, J.R.; Li, C.I. Reproductive Factors, Age at Maximum Height, and Risk of

Three Histologic Types of Breast Cancer. Cancer Epidemiol. Biomark. Prev. Publ. Am. Assoc. Cancer Res. Cosponsored Am. Soc. Prev.
Oncol. 2008, 17, 3427–3434. [CrossRef] [PubMed]

5. Cappelletti, V.; Iorio, E.; Miodini, P.; Silvestri, M.; Dugo, M.; Daidone, M.G. Metabolic Footprints and Molecular Subtypes in
Breast Cancer. Dis. Markers 2017, 2017, 7687851. [CrossRef] [PubMed]

6. Turashvili, G.; Brogi, E. Tumor Heterogeneity in Breast Cancer. Front. Med. 2017, 4, 227. [CrossRef] [PubMed]
7. de Souza Barreto-Neto, N.J.; Pinheiro, A.B.; Oliveira, J.F.; Crusoé, N.S.D.R.; Bertrand, S.A.B.; Machado, M.C.M.; Pinto, R.M.O.;

Carvalho-Junior, J.D.; Machado, C.A.C. Perfil epidemiológico dos subtipos moleculares de carcinoma ductal da mama em
população de pacientes em Salvador, Bahia. Rev. Bras. Mastol. 2014, 24, 98–102. [CrossRef]

8. TNM Classification of Malignant Tumours|UICC. Available online: https://www.uicc.org/what-we-do/sharing-knowledge/
tnm (accessed on 4 March 2023).

9. Hanahan, D. Hallmarks of Cancer: New Dimensions. Cancer Discov. 2022, 12, 31–46. [CrossRef]
10. Mohammad, R.M.; Muqbil, I.; Lowe, L.; Yedjou, C.; Hsu, H.-Y.; Lin, L.-T.; Siegelin, M.D.; Fimognari, C.; Kumar, N.B.; Dou, Q.P.;

et al. Broad Targeting of Resistance to Apoptosis in Cancer. Semin. Cancer Biol. 2015, 35, S78–S103. [CrossRef]
11. Goldar, S.; Khaniani, M.S.; Derakhshan, S.M.; Baradaran, B. Molecular Mechanisms of Apoptosis and Roles in Cancer Develop-

ment and Treatment. Asian Pac. J. Cancer Prev. APJCP 2015, 16, 2129–2144. [CrossRef]
12. Sambrook, J.; Rusell, D.W. Molecular Cloning, 3rd ed.; Cold Spring Harbor Laboratory Press: New York, NY, USA, 2001; Volume 1.
13. Cavalcante, G.C.; de Moraes, M.R.; Valente, C.M.D.; Silva, C.S.; Modesto, A.A.C.; de Assumpção, P.B.; de Assumpção, P.P.; Santos,

S.; Ribeiro-Dos-Santos, Â. Investigation of INDEL Variants in Apoptosis: The Relevance to Gastric Cancer. BMC Med. Genet. 2020,
21, 207. [CrossRef]

14. Resque, R.L.; Freitas, N.D.S.D.C.; Rodrigues, E.M.R.; Guerreiro, J.F.; Santos, N.P.C.D.; Ribeiro dos Santos, A.; Zago, M.A.; Santos,
S. Estimates of Interethnic Admixture in the Brazilian Population Using a Panel of 24 X-Linked Insertion/Deletion Markers. Am.
J. Hum. Biol. Off. J. Hum. Biol. Counc. 2010, 22, 849–852. [CrossRef]

15. Andrade, R.B.; Amador, M.A.T.; Cavalcante, G.C.; Leitão, L.P.C.; Fernandes, M.R.; Modesto, A.A.C.; Moreira, F.C.; Khayat, A.S.;
Assumpção, P.P.; Ribeiro-Dos-Santos, Â.; et al. Estimating Asian Contribution to the Brazilian Population: A New Application of
a Validated Set of 61 Ancestry Informative Markers. G3 2018, 8, 3577–3582. [CrossRef] [PubMed]

16. Região Norte—Estimativa dos Casos Novos. Available online: https://www.gov.br/inca/pt-br/assuntos/cancer/numeros/
estimativa/regiao/norte/norte (accessed on 28 February 2023).

17. Brewer, H.R.; Jones, M.E.; Schoemaker, M.J.; Ashworth, A.; Swerdlow, A.J. Family History and Risk of Breast Cancer: An Analysis
Accounting for Family Structure. Breast Cancer Res. Treat. 2017, 165, 193–200. [CrossRef] [PubMed]

https://www.iarc.who.int/
https://www.inca.gov.br/
https://doi.org/10.1186/bcr1029
https://www.ncbi.nlm.nih.gov/pubmed/15987443
https://doi.org/10.1158/1055-9965.EPI-08-0641
https://www.ncbi.nlm.nih.gov/pubmed/19064558
https://doi.org/10.1155/2017/7687851
https://www.ncbi.nlm.nih.gov/pubmed/29434411
https://doi.org/10.3389/fmed.2017.00227
https://www.ncbi.nlm.nih.gov/pubmed/29276709
https://doi.org/10.5327/Z201400040002RBM
https://www.uicc.org/what-we-do/sharing-knowledge/tnm
https://www.uicc.org/what-we-do/sharing-knowledge/tnm
https://doi.org/10.1158/2159-8290.CD-21-1059
https://doi.org/10.1016/j.semcancer.2015.03.001
https://doi.org/10.7314/APJCP.2015.16.6.2129
https://doi.org/10.1186/s12881-020-01138-3
https://doi.org/10.1002/ajhb.21089
https://doi.org/10.1534/g3.118.200650
https://www.ncbi.nlm.nih.gov/pubmed/30185426
https://www.gov.br/inca/pt-br/assuntos/cancer/numeros/estimativa/regiao/norte/norte
https://www.gov.br/inca/pt-br/assuntos/cancer/numeros/estimativa/regiao/norte/norte
https://doi.org/10.1007/s10549-017-4325-2
https://www.ncbi.nlm.nih.gov/pubmed/28578505


Curr. Issues Mol. Biol. 2023, 45 7943

18. Sweeney, C.; Baumgartner, K.B.; Byers, T.; Giuliano, A.R.; Herrick, J.S.; Murtaugh, M.A.; Slattery, M.L. Reproductive History
in Relation to Breast Cancer Risk among Hispanic and Non-Hispanic White Women. Cancer Causes Control 2008, 19, 391–401.
[CrossRef] [PubMed]

19. Shantakumar, S.; Terry, M.B.; Teitelbaum, S.L.; Britton, J.A.; Millikan, R.C.; Moorman, P.G.; Neugut, A.I.; Gammon, M.D.
Reproductive Factors and Breast Cancer Risk among Older Women. Breast Cancer Res. Treat. 2007, 102, 365–374. [CrossRef]

20. Inic, Z.; Zegarac, M.; Inic, M.; Markovic, I.; Kozomara, Z.; Djurisic, I.; Inic, I.; Pupic, G.; Jancic, S. Difference between Luminal A
and Luminal B Subtypes According to Ki-67, Tumor Size, and Progesterone Receptor Negativity Providing Prognostic Information.
Clin. Med. Insights Oncol. 2014, 8, 107–111. [CrossRef]

21. Frankel, S.R.; Chi, D.-C. Anti-Apoptotic Bcl-2. Cancer Ther. Targets 2017, 833–850. [CrossRef]
22. Javid, J.; Mir, R.; Mirza, M.; Imtiyaz, A.; Prasant, Y.; Mariyam, Z.; Julka, P.K.; Mohan, A.; Lone, M.; Ray, P.C.; et al. CC Genotype

of Anti-Apoptotic Gene BCL-2 (-938 C/A) Is an Independent Prognostic Marker of Unfavorable Clinical Outcome in Patients
with Non-Small-Cell Lung Cancer. Clin. Transl. Oncol. Off. Publ. Fed. Span. Oncol. Soc. Natl. Cancer Inst. Mex. 2015, 17, 289–295.
[CrossRef]

23. Soung, Y.H.; Lee, J.W.; Kim, S.Y.; Park, W.S.; Nam, S.W.; Lee, J.Y.; Yoo, N.J.; Lee, S.H. Somatic Mutations of CASP3 Gene in Human
Cancers. Hum. Genet. 2004, 115, 112–115. [CrossRef]

24. Sargazi, S.; Abghari, A.Z.; Sarani, H.; Sheervalilou, R.; Mirinejad, S.; Saravani, R.; Eskandari, E. Relationship Between CASP9 and
CASP10 Gene Polymorphisms and Cancer Susceptibility: Evidence from an Updated Meta-Analysis. Appl. Biochem. Biotechnol.
2021, 193, 4172–4196. [CrossRef]

25. Cingeetham, A.; Vuree, S.; Dunna, N.R.; Gorre, M.; Nanchari, S.R.; Edathara, P.M.; Mekkaw, P.; Annamaneni, S.; Digumarthi,
R.R.; Sinha, S.; et al. Association of Caspase9 Promoter Polymorphisms with the Susceptibility of AML in South Indian Subjects.
Tumour Biol. J. Int. Soc. Oncodev. Biol. Med. 2014, 35, 8813–8822. [CrossRef]

26. Sagne, C.; Marcel, V.; Bota, M.; Martel-Planche, G.; Nobrega, A.; Palmero, E.I.; Perriaud, L.; Boniol, M.; Vagner, S.; Cox, D.G.;
et al. Age at Cancer Onset in Germline TP53 Mutation Carriers: Association with Polymorphisms in Predicted G-Quadruplex
Structures. Carcinogenesis 2014, 35, 807–815. [CrossRef] [PubMed]

27. Donehower, L.A.; Soussi, T.; Korkut, A.; Liu, Y.; Schultz, A.; Cardenas, M.; Li, X.; Babur, O.; Hsu, T.-K.; Lichtarge, O.; et al.
Integrated Analysis of TP53 Gene and Pathway Alterations in The Cancer Genome Atlas. Cell Rep. 2019, 28, 1370–1384. [CrossRef]
[PubMed]

28. Leroy, B.; Anderson, M.; Soussi, T. TP53 Mutations in Human Cancer: Database Reassessment and Prospects for the next Decade.
Hum. Mutat. 2014, 35, 672–688. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1007/s10552-007-9098-1
https://www.ncbi.nlm.nih.gov/pubmed/18080775
https://doi.org/10.1007/s10549-006-9343-4
https://doi.org/10.4137/CMO.S18006
https://doi.org/10.1007/978-1-4419-0717-2_56
https://doi.org/10.1007/s12094-014-1226-2
https://doi.org/10.1007/s00439-004-1129-3
https://doi.org/10.1007/s12010-021-03613-w
https://doi.org/10.1007/s13277-014-2096-5
https://doi.org/10.1093/carcin/bgt381
https://www.ncbi.nlm.nih.gov/pubmed/24336192
https://doi.org/10.1016/j.celrep.2019.07.001
https://www.ncbi.nlm.nih.gov/pubmed/31365877
https://doi.org/10.1002/humu.22552
https://www.ncbi.nlm.nih.gov/pubmed/24665023

	Introduction 
	Materials and Methods 
	Sampling 
	DNA Extraction and Quantification 
	Genotyping 
	Statistical Analysis 

	Results 
	Characterization of the Sample Population 
	Selection of Investigated Polymorphisms 
	Analysis of Genomic Ancestry 

	Discussion 
	Conclusions 
	References

