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ABSTRACT 
 

Breast cancer (BC) is the main cause of cancer-related death in women worldwide. We 

evaluated the association between the key CCND1 gene variant; rs9344 (G>A); and BC risk in 

Iran. In this case-control study, blood samples were obtained from 58 patients and 66 healthy 

controls. Genotyping was conducted by tetra-primer amplification refractory mutation system 

PCR (T-ARMS-PCR). Statistical analysis was performed by MedCalc software. Our results 

showed that the polymorphism rs9344 has an association with BC risk in the Iranian population. 

Based on the codominant and recessive models, carriers of the AA genotype are nearly 3.5 

times more susceptible to BC than other individuals, and the AA genotype of CCND1 A870G 

may be a significant factor for breast cancer. Further studies are needed to clarify the roles of 

CCND1 polymorphism, rs9344, in breast cancer. 
 

Keywords: Cancer; Gene Regulation; Cycline D; Polymorphism; rs9344 
 

 

INTRODUCTION 
 

BC is the most common cancer among women and the second most prevalent worldwide 

[1]. BC is multifactorial; and influenced by demographic, reproductive, hormonal, hereditary, 

and lifestyle factors. Cyclins are proteins that aid cell cycle progression by activating CDKs [2]. 

Cyclin D1, encoded by the CCND1 (MIM: 168461) on chromosome 11q13.14, regulates the 

G1/S phase transition; crucial for carcinogenesis initiation. The protein forms a phosphorylated 

complex with CDK4/CDK6, promoting the cell cycle by inactivating retinoblastoma protein. 

The relationship between CCND1 and various cancers, including breast, colon, esophagus, and 

lung cancers, has been widely studied [3]. Single nucleotide polymorphisms (SNPs) are 

potential diagnostic and therapeutic biomarkers of many cancers. CCND1 SNPs can lead to 

abnormal Cyclin D1 protein levels or dysfunction [4, 5]. G870A (rs9344) is a common CCND1 

polymorphism that results in a G→A substitution; linked to various cancer susceptibilities [4]. 

However, its role is unclear, with few studies on its association with cancer risk. 
 

 

MATERIALS AND METHODS 
 

In this case-control study, 58 breast cancer patients and 66 healthy age-matched women 

(40-70 years) were enrolled. The study was approved by the Guilan Ethics Committee, Iran 
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(Approval ID: GUILAN.REC.1400.03). Sampling was conducted at Golsar Hospital, Rasht, 

with informed consent. Clinicopathological histories were collected based on the American 

Joint Committee on Cancer Staging Manual. Blood samples were collected in ethylenediamine-

tetraacetic acid (EDTA)-coated tubes and transferred to the Genetics Lab; University of Guilan, 

using ice packs.  

Genomic DNA was extracted from whole-blood samples using Triton-X100 (MERK, 

Germany). The purity and concentration of the extracted DNA were assessed by 1% agarose gel 

electrophoresis and a Nanodrop spectrophotometer (Thermo Fisher Scientific, Massachusetts, 

USA), respectively. Genotyping was carried out by tetra-primer amplification refractory 

mutation system PCR (T-ARMS-PCR). For genotyping the rs9344, 4 specific primers (F outer, 

F inner, R outer, R inner) were designed using Primer3 online software v4.1.0 and were 

analyzed by the NCBI Primer-BLAST tool (http://www.ncbi.nlm.nih.gov/). The special primers 

sequences were: F outer 5′-AAGTTCATTTCCAATCCGTCC-3′, R outer 5′-CCCAGAAACTC 

TACGGCTCTTG-3′, F inner (A allele) 5′-CAGAGTGATCAAGTGTGACGCA-3′, R inner (G 

allele) 5′-GGACATCACCCTCACTTGCC-3′. T-ARMS PCR was conducted in 25 μl volumes: 

5 μl genomic DNA (70-100 ng/μl), 1 μl each of outer and inner specific primers (10 pmol/μl), 

12 μl 2X Master mix red (Ampliqon, Denmark), and 5 μl dH2O. PCR was performed using a 

BioRAD MJ Mini Thermal Cycler. Conditions for rs9344: 95˚C for 5 min, 40 cycles of 95˚C for 

30 s, 59˚C for 30 s, 72˚C for 30 s, and a final 72˚C for 8 min. Electrophoresis on 2% agarose gel 

was used to detect alleles by length. 

Statistical analysis was performed by MedCalc (Version 17.9.7, Mariakerke, Belgium) 

software. Chi-square test were used for the Hardy-Weinberg equilibrium (HWE). The strength 

of association between the genotypes and the BC risk was estimated by odds ratio (ORs) and 

95% confidence intervals (CIs). 

 
  

RESULTS AND DISCUSSION 
 

The clinicopathological characteristics of the patients are shown in Table S1. We evaluated 

the association between rs9344 and breast cancer risk under different genetic models: co-

dominant, dominant, recessive, and overdominant (Table 1 and Table S2). There was no 

significant difference between the observed and expected genotype frequencies in the control 

group (2=2.19, df=1, p=0.138). Our study showed that rs9344 was associated with breast 

cancer risk in Iranian population. Based on the co-dominant model, the AA genotype showed 

about three times higher susceptibility to breast cancer than the reference genotype. In the 

recessive model (AA vs. AG + GG), the AA genotype increased the risk of BC by almost 3.8 

times. 

 
 

Table 1: Association between the rs9344 and breast cancer risk 

Genotypes Cases n (%) Controls n (%)  OR 95% Cl p-value 

GG 19 (32.76) 22 (33.34)  1.0 - - 

AG 21 (36.20) 37 (56.06)  0.65 0.29-1.48 0.657 

AA 18 (31.04) 7 (10.6)  2.97 1.02-8.65 0.045 

       

GG 19 (32.76) 22 (33.34)  1.0 - - 

AG+AA 39 (67.24) 44 (66.66)  1.02 0.48-2.17 0.946 

       

GG+AG 40 (68.96) 59 (89.4)  1.0 - - 

AA 18 (31.04) 7 (10.6)  3.79 1.45-9.91 0.006 

       

GG+AA 37 (63.8) 29 (43.94)  1.0 - - 

AG 21 (36.20) 37 (56.06)  0.44 0.21-0.91 0.028 
Note: OR: Odds ratio, CI: confidence interval. 
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Our present study showed significant association between the rs9344 and the risk of BC 

There are two other published studies [5, 6] from Iran in this subjects, one of them supports our 

finding [6] and another one reported no association [5] which is contradictory to our finding. A 

meta-analysis found an association between rs9344 and breast cancer in Asian and European 

ancestry [7]. An association between rs9344 and colorectal cancer risk has also been reported 

from Iran [8]. 

Cyclin D1 regulates the cell cycle and can indirectly inhibit cell migration by preventing 

epithelial-mesenchymal transition (EMT). Thus, rs9344 as a functional polymorphism may 

affect the function of CCND1 gene and may be an important biomarker for predicting breast 

cancer risk [9]. Taken together, these studies showed that CCND1 rs9344 may be an important 

biomarker for predicting breast cancer risk. Studies on the association of the gene single 

nucleotide polymorphisms and cancer are affected by factors such as sample size, ethnicity, and 

environmental context, leading to different results. Therefore, further studies are needed to 

determine the exact role of CCND1 rs9344 (G>A) in breast cancer. 

 

Acknowledgment: We thank all participants in this study. Also, we would like to thank the 

University of Guilan for supporting us with this research. 

 

Conflict of Interest: The authors report that they do have not any conflict of interest. 

 

Authors’ Contribution: SS carried out the experiments. STS designed the research. The 

participants were examined by FF to diagnose patients. SS and ZS analyzed the data. SS and 

STS reviewed the literature. STS wrote the manuscript and all authors read and approved the 

final manuscript. 

 

Fundings: This research did not receive a grant from any funding agency.  

 

Data availability: The datasets generated during the current study are available from the 

corresponding author upon reasonable request. 

 

 

REFERENCES 
 

1. Dolatkhah R, Somi MH, Jafarabadi MA, Hosseinalifam M, Sepahi S, Belalzadeh M, 

Nezamdoust M, Dastgiri S. Breast cancer survival and incidence: 10 years cancer registry 

data in the Northwest, Iran. Int J Breast Cancer 2020;2020:1963814. 

2. Huang CY, Tsai CW, Hsu CM, Chang WS, Shui HA, Bau DT. The significant association of 

CCND1 genotypes with colorectal cancer in Taiwan. Tumor Biol 2015;36:6533-6540. 

3. Jeffreys SA, Becker TM, Khan S, Soon P, Neubauer H, de Souza P, Powter B. Prognostic and   

predictive value of CCND1/Cyclin D1 amplification in breast cancer with a focus on 

postmenopausal patients: a systematic review and meta-analysis. Front Endocrinol 

(Lausanne) 2022;13:895729. 

4. Dai X, Zhang X, Wang B, Wang C, Jiang J, Wu C. Association between polymorphism 

rs678653 in human cyclin D1 gene (CCND1) and susceptibility to cancer: A meta-analysis. 

Med Sci Monit 2016;22:863. 

5. Safiei KK, Mashayekhi F, Saedi HS. Cyclin D1 (G870A) polymorphism and breast cancer 

risk in guilan province population of Iran. J Exp Molec Biol 2024;25. 

6. Soleimani Z, Kheirkhah D, Sharif MR, Sharif A, Karimian M, Aftabi Y. Association of 

CCND1 Gene c. 870G> A polymorphism with breast cancer risk: A case-control study and 

a meta-analysis. Pathol Oncol Res 2017;23:621-631. 

7. Yang Y, Shu X, Shu XO, Bolla MK, Kweon SS, Cai Q, Michailidou K, Wang Q, Dennis J, 

Park B, Matsuo K, Kwong A, Park SK, Wu AH, Teo SH, Iwasaki M, Choi JY, Li J, 

Hartman M, Shen CY, Muir K, Lophatananon A, Li B, Wen W, Gao YT, Xiong YB, 

http://mbrc.shirazu.ac.ir/


 

 

 

 

Soleimani et al., / Mol Biol Res Commun 2025;14(3):199-202  DOI:10.22099/mbrc.2025.51763.2065 MBRC 

http://mbrc.shirazu.ac.ir                                                                202                                                               

  

Aronson KJ, Spinell JJ, Gago-Dominguez M, John EM, Kurian AW, Chang-Claude J, Chen 

ST, Dork T, Evans DGR, Schmidt MK, Shin MH, Giles GG, Milne RL, Somard J, Kubo M, 

Kraft P, Kang D, Easton DF, Zheng W, Long J. Re-evaluating genetic variants identified in 

candidate gene studies of breast cancer risk using data from nearly 280,000 women of Asian 

and European ancestry. EBioMedicine 2019;48:203-211. 

8. Rahimirad S, Mosallaei M, Salehi R, Shariatpanahi S, Salehi AR. The association between 

cyclin D1 (CCND1) rs9344 AA genotype and increased risk of colorectal cancer in an 

Iranian population. Middle East J Cancer 2020;11:360-364. 

9. Tobin NP, Sims AH, Lundgren KL, Lehn S, Landberg G. Cyclin D1, Id1 and EMT in breast 

cancer. BMC Cancer 2011;11:1-14. 

 

http://mbrc.shirazu.ac.ir/

