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Introduction. Triple-negative breast cancer (TNBC) is characterized by a lack of estrogen, 

progesterone and human epidermal growth factor receptors. It is the one of most 

heterogeneous and highly-aggressive breast cancers, resulting in fast progression. In humans, 

the lymphocyte activation gene 3 (LAG3) is located on chromosome 12p13 and encodes an 

immune-regulatory molecule. 

The aim of the study was to perform a molecular analysis of LAG3 gene polymorphisms.

Material and method. The presence of single-nucleotide polymorphisms (SNPs) at rs2365094 

was determined in 30 TNBC patients and 30 healthy controls using polymerase chain reaction 

(PCR) and commercially-available TaqMan SNP Genotyping Assays. SNP status was the 

compared with clinical outcome.

Results. The allelic alterations in LAG3 gene SNP in rs2365094 appear to have no influence on 

the clinicopathological picture among TNBC patients. The carriage rate for a single allele did not 

differ significantly between patients and controls. 

Conclusions. No significant relationship was observed between rs2365094 SNP status and 

clinicopathological determinants.
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Introduction

Triple-negative breast cancer (TNBC) is an aggressive condition that is negative for hormone-

receptor and human epidermal growth factor receptor 2. TNBC accounts for 20% of overall 

breast cancers [1]. A key prognostic factor for this type of breast cancer comprises a complete 

pathological response to first-line neoadjuvant therapy and set primary tumor chemosensitivity 

[2] but high risk of recurrence [3]. Even so, unlike other breast cancers, TNBC demonstrates a 

much higher likelihood of metastasis to the brain or lung rather than bone. 

The 2016 Lehmann et al. classification [4] divides TNBC into four subgroups based on 

genomic analysis of BRCA1/2, STAT4, TP53, APC, BRAF, MAP2, MAPK13, MDC1, PTEN, RB1, 

CDKN2A, UTX, CTNNA, DDX18, HUWE1, NFKBIA, PIK3CA, KRAS, HRAS: basal-like 

immunosuppressed, basal-like immune-activated, luminal androgen receptor and mesenchymal

types [3]. The classification of a tumor with influence the treatment strategy [4, 5]. Individual 

patients have distinctive molecular portraits for breast cancer, and a better understanding of the

gene expression patterns of triple negative breast cancer is likely to improve therapeutic 

strategies with targeted agents. Jurj et al [6] published a comprehensive study of SNPs in TNBC 

that may be used as potential prognostic biomarkers for early-stage TNBC, predicting the 

presence of TNBC and worse outcome. These include rs3817198(LSP1), rs1436904(CHST9), 

rs1219648(FGFR2), rs4415084(locus 5p12), rs799917(BRCA1), rs8100241(ANKLE1), 

rs201360779(PDE4D), rs201654150/ rs149590841(FBXL22).

Of all breast cancers, TNBC is considered to be one of the most immunogenic. Briefly, 

the expression of immune checkpoint members in the tumor microenvironment boosts tumor 

growth, making the tumor invisible to the defense mechanisms of the innate immune reaction. 

Immune checkpoint inhibitors reverse this mechanism, thus inducing removal of tumor tissue 

by the immune system. The components of the peritumoral and intratumoral 

microenvironment may serve as surrogate biomarkers for treatment qualification, and such 

aberrations may facilitate the action of chemotherapy [7]. Anti-immune checkpoint treatments 

are the backbone for many clinical trials in breast cancer, including TNBC. These drugs are often 



combined with chemotherapeutics [8], angiogenesis inhibitors and recently, with other immune

checkpoint inhibitors [9]. The individual schedule of the bispecific antibodies CTLA4, PD-1/PD-L1

and LAG3 plays a crucial role in tumor immunospecification  [10]. 

Lymphocyte-activation gene 3 (LAG3, CD223), known since 1990 [11], is a non-cellular

component of the tumor microenvironment, transmembrane protein consisting 489 aminoacid 

and a member of the IgG group. The LAG3 protein is integrally expressed by tumor cells and 

immune cells and has been associated with a clinical response [12]. The ligand of LAG3 is FGL1 

[13]. Although it is expressed on the surface of breast cancer cells, LAG3 can also be found in 

the cytoplasm in non-small cell lung cancer (NSCLC)  [13, 14]. LAG3, together with PD-1, inhibits 

anti-tumor immunity by interacting with MHC-II on activated T cells [9], LAG3 inhibits CD8+ and 

CD4+ T cell proliferation [15]. LAG3 signaling blockade restores anti-tumor activity. Although 

LAG3 has been introduced for immunotherapy in TNBC, insufficient response has been noted 

[16]. 

TNBC and hormone-receptor-positive breast cancer cells have been found to co-

express LAG3 and PD-1 or PD ligand 1 (PD-L1), known as double-positive expression [17, 18]. In 

addition, approximately half of PD-L1+ TNBC cells have been found to demonstrate LAG3 and 

PD-1 co-expression [18, 19]. Such co-expression reinforces cytokine production by LAG3/FGL1 

ligand conjugation [13]. Resistance to immune checkpoints can be mutually mediated and co-

targeting of PD-L1 and LAG3 could provide a new therapeutic approach [9, 20, 21].

In bispecific antibodies, the presence of a single nucleotide polymorphism (SNP) 

could result variation in their biological properties and effector functions [22]. The LAG3 gene is 

a key predictive factor associated with the LAG3 protein network. The gene is located on 

chromosome 12 (12p13.32) [23]. Current findings indicate significant correlations between the 

status of eight SNPs, viz. rs1922452, rs951818, rs870849, rs188255, rs11227, rs2365095, 

rs3782735 and rs2365094 and multiple myeloma, sepsis, Parkinson’s disease, HDL-cholesterol 

and multiple sclerosis as origin-of-inflammation cascades [22, 24–28].

The status of the LAG3 gene SNP rs1922452 was found to be associated with multiple 

sclerosis co-morbidity   [24].  In addition, the T allele of rs2365095 in LAG3 gene was found to 

be less frequent in multiple sclerosis cases, and the C allele could be considered a risk factor 

[27]. Furthermore, the T allele of LAG3 rs870849 was found to be a protective factor against 

primary immune thrombocytopenia [22], and SNP rs951818 may be involved in the 

neuroinflammatory mechanisms of disease pathogenesis in Parkinson’s disease [25].



In patients with sepsis, those with the LAG3 rs951818 AA-homozygote showed 

significantly increased 28-day mortality (17.3%) compared to carriers of the C-allele (23.7%) 

[26]. A study of LAG3 gene rs2365094 and rs3782735 found that rs2365094 has an association 

with multiple myeloma risk [28]. Also, a positive association was identified between 

the LAG3 rs3782735 variant allele G and plasma LAG3 protein level in a study of HDL-C, 

coronary heart disease and all-cause mortality [23]. However, no data exists on the functional 

significance of any LAG3  gene SNPs in TNBC. Hence, the present paper examines the influence 

of LAG3 gene SNP rs2365094 on triple negative breast cancer (TNBC) and its potential 

interactions with clinical features that can be used to stratify cancer patients.

Material and methods

A total of 30 TNBC breast cancer cases were analyzed for LAG3 rs2365094 SNP. The description 

of the clinical features of TNBC patients is shown in table I. The study included 30 TNBC patients

(n = 30) and 30 healthy controls (n = 30) treated in the Department of Surgical Oncology, 

Copernicus Provincial Multidisciplinary Centre of Oncology and Traumatology in Lodz, 

Poland. The study was conducted with the approval of the Independent Ethics Commission of 

Medical University of Lodz (study number RNN/298/19/KE) and all participants gave their 

written consent to take part in the study.

Sixty samples of whole blood in ethylenediaminetetraacetic acid (EDTA) were 

obtained from the peripheral veins according to standard procedures and stored at –20°C. The 

cancer patients did not receive preoperative chemotherapy or radiotherapy before blood 

collection. The medical records of the patients, including age of diagnosis, grading, tumor size, 

lymph node status, Ki-67 (%) level, histological subtype are presented in table I. 

Genomic DNA was isolated from 200 µL of frozen blood using the GeneMATRIX Quick 

Blood DNA Purification Kit (EURex) according to the manufacturer’s protocol. DNA was 

quantified using PicoDrop spectrophotometer (Picodrop Limited) and immediately used for PCR 

reaction or stored at −20°C. 

The status of the rs2365094 SNP in the LAG3 gene was determined using polymerase 

chain reaction (PCR) and commercially-available TaqMan SNP Genotyping Assays (Applied 

Biosystems): Context Sequence GGAGAAGACAAGTCTAAAGCCAGGT 

[C/G]CCTGTTTCCAGGAGCTTCCGGCTTG (table II). PCR was performed using the GeneAmp PCR 

System 9700 (Applied Biosystems) in a 20 µl reaction volume containing 10 ng DNA, 10 µl 



TaqMan® Universal PCR Master Mix and 0.5 µL (40x) appropriate TagMan® SNP Genotyping 

Assay. The following PCR cycle was performed: initial denaturing at 95°C for 10 min; 40 cycles of 

92°C for 15 s and 60°C for 1 min. Each 96-well plate contained the test samples and three 

reaction mixtures without DNA template (no-template control). End-point fluorescent 

intensities of each probe were monitored using the 7900HT Fast Real-Time PCR System (Applied

Biosystems). The genotypes were determined automatically and verified visually using 

Sequence Detection System 2.3 Software.

Statistical analysis

Patient data and the SNP status of the genes coding for LAG3 gene were analyzed using the chi2 

test with Fisher’s exact test (taking into consideration the small sample size); the aim was to 

determine the significance of the co-occurrence between the minor allele and 

clinicopathological picture. The addition of Fisher’s exact test provides more reliable results 

with the smaller studied group. Furthermore, logistic regression was performed to determine 

the impact of minor allele load (i.e. the number of minor allele variants – 0, 1 or 2) on the risk 

of cancer development and certain clinical aspects. The odds ratio (OR) with 95% confidence 

interval (CI) was also calculated to evaluate the risk associated with allele frequency of 

rs2365094 (C/G). Statistical significance was assumed for p = 0.05. The analysis was performed 

using Statistica v.13 TIBCO Software Inc.

Results

The study examines the status of potential polymorphic changes in LAG3 at rs2365094 (C/G) in 

30 TNBC patients and 30 healthy controls. The rs2365094 reference allele is G, present in the 

population at a level of 0.71091 (G = 0.71091) [29]. 

In the TNBC group, 18 (60%) were found to be rs2365094 GG carriers, 11 were CG 

carriers (36.7%), one (3.3%) was a CC carrier. Regarding the healthy controls, 13 (43.3%) were 

GG carriers, 14 (47.7%) CG carriers, and three (10.0%) CC carriers. Additionally, most genotypes 

were homozygous GG; these were found at a slightly higher frequency in the patients than the 

controls, but this was not significant (p = 0.3634).

Our findings do not indicate any association between the status of rs2365094 

polymorphism and the risk of cancer progression. Also, no correlation was observed between 

rs2365094 minor allele distribution and the risk of TNBC (OR 0.5319; Cl 95%; 0.2257–1.2535; p 



= 0.1489). In addition, the rs2365094 SNP did not appear to have any significant relationship 

with TNBC phenotype, nor with the tested clinicopathological parameters (tumor size, lymph 

node invasion, grade, Ki-67 status or age of diagnosis). Evaluation was included for 60 samples 

(table III, fig. 1 and 2). 

Discussion

Immune checkpoints are immunotherapeutic targets and have often yielded remarkable 

outcomes in treating advances malignancies. The LAG3 protein is involved in the activation of T 

cells and in maintaining immune homeostasis. LAG3 activation is used by tumor cells to evade 

the host immune system. Recently, a number of studies have examined the potential of anti-

LAG3, either alone or in combination with PD-1/PD-L1 blockade, for treating cancer. So far, 

three LAG3-targeted immunotherapeutics have been identified: a phase I clinical trial examined 

the use of a first-in-class biospecific molecule binding LAG3 and PD-1(MDG013) [20], in TNBC, 

together with NCT03219268, FS118 [21], soluble LAG3Ig (IMP321,clinically tested in metastatic 

breast carcinoma [30]), antagonistic LAG3 antibodies (immunotherapeutics drug named; 

LAG525, BMS-986016, REGN3767, TSR-033). 

Among known molecular biomarkers, the TNBC subtype is considered to be one of 

the most immunogenic. LAG3 and PD-1/PD-L1 are mutually expressed within TNBC tumor 

infiltrating cells and tumor cells. As a result, LAG3-targeted immunotherapeutics designed to 

coordinately block PD-1 and LAG3 are almost perfect for treatment. A study of tumor-infiltrating

lymphocytes co-expressing PD-L1 and LAG3 in TNBC patients found all LAG3-positive cases to be

PD-L1-positive, but not vice versa [18]. Combined blockade of PD-1 and LAG3 could yield 

survival benefits exclusively in PD-L1 and LAG3-positive TNBC patients. Although 

immunohistochemical testing for PD-1 expression has been approved by the US Food and Drug 

Administration (FDA), no reliable or precise LAG3 marker is available to guide the clinical use of 

ant-LAG3 therapy.

It is noteworthy that the incorporation of immunocheckpoint expression into a basic 

diagnostic panel can yield significant benefits for TNBC patients. LAG3 transmembrane protein 

expression has been found to demonstrate prognostic value in a large series of breast cancer 

patients, and LAG3 expression correlated with crucial biomarkers. It has been found that the 

level of infiltration of LAG3-positive basal-like breast cancer cells in the tumor 

microenvironment appears to be significantly associated with increased survival, and that LAG3 



and PD-1 are co-expressed on tumor infiltrating lymphocytes (TIL) [2]. For tumor therapy, Shi et 

al. [12] note that LAG-3 protein expression appears to influence anti-PD-1, EGFR-TKI and 

gefitinib therapy resistance.

Tumor-associated stromal cells support and increase tumor metastatic potential. 

Studies on metastatic TNBC immunotherapy suggest that the formation of the tumor 

microenvironment may influence drug resistance: out of all breast cancers, TNBC has been 

found to have the highest amounts of tumor-infiltrating lymphocytes [31]. However, no data 

exists on the functional significance of any LAG3 gene SNPs in the immune-environmental 

network of various macromolecules. 

To our knowledge, there are not any studies that investigate LAG3 gene 

polymorphism in breast cancer. In whole genome sequencing (WGS) of the LAG3 gene 

Manichaikul et al.  examined the polymorphism of the LAG3 locus to identify those associated 

with plasma LAG3 protein concentrations and clinical outcomes [22]. Finally they reported that 

a common SNP in the intone region of LAG3 gene (rs3782735, allel G) is positively associated 

with plasma LAG3 protein levels [22]. 

The LAG3 in intron regions was previously examined in women with multiple 

myeloma by Lee et al. The two SNPs in LAG3 gene (rs2365094 and rs3782735) were significantly

associated with risk of multiple myeloma [28].

However, there are no available data on functional significance of any LAG3 SNPs in 

any subtype of breast cancer. Further study is warranted to elucidate the molecular mechanisms

of LAG3 gene polymorphism with regard to TNBC characteristics. 

Conclusions

TNBC displays poor prognosis. However, the observation that both LAG3 and PD-1 inhibit anti-

tumor activity has led to a significant growth in therapeutic strategies aimed at the tumor 

microenvironment. Even so, immunocheckpoint-based therapeutic regimens require a better 

understanding of the underlying mechanisms of LAG3 presentation, which LAG3 gene. The 

sequence analysis of the LAG3 gene found rs2365094 status to be a strong predictor of the 

result of immunotherapy. Our present findings based on a group of Polish patients with TNBC 

LAG3 gene, genotyped for the first time, identify no significant difference in allelic distribution 

between the TNBC patients and a group of healthy controls. In addition, SNP status does not 

appear to be significantly associated with clinicopathological determinants. Although this work 



was intended as a pilot study towards a future randomized trial with a larger group, its findings 

provide a better understanding of the genetic basis of TNBC.

Conflict of interest: none declared

Katarzyna Boguszewska-Byczkiewicz

Copernicus Provincial Multidisciplinary Centre of Oncology and Traumatology

Department of Surgical Oncology

ul. Paderewskiego 4

93-513 Lódź, Poland

 e-mail: kkatarzynabboguszewska@gmail.com 

Received: 17 Jan 2023

Accepted: 17 May 2023

References 

 Li X, Yang J, Peng L, Sahin AA, Huo L, Ward KC, O'Regan R, Torres MA, Meisel JL (2017) 

Triple-negative breast cancer has worse overall survival and cause-specific survival than 

non-triple-negative breast cancer. Breast Cancer Res Treat 161(2):279-287. doi: 

10.1007/s10549-016-4059-6.

 Burugu S, Gao D, Leung S, Chia SK, Nielsen TO (2017) LAG-3+ tumor infiltrating 

lymphocytes in breast cancer: clinical correlates and association with PD-1/PD-L1+ 

tumors. Ann Oncol 28(12):2977-2984. doi: 10.1093/annonc/mdx557. 

 Nowecki ZI,  Jagiełło-Gruszfeld A, Pogoda K, Niwińska A,. Olszewski WP, Winter P, 

Matkowski R, Wysocki WM (2021) Neoadjuvant therapy for breast cancer patients and its 

impact on surgical treatment and radiotherapy (part 2.) Nowotwory. Journal of Oncology 

Vol 71, No 2 DOI: 10.5603/NJO.2021.0021

 Lehmann BD, Jovanović B, Chen X, Estrada MV, Johnson KN, Shyr Y, Moses HL, Sanders

ME, Pietenpol JA (2016) Refinement of Triple-Negative Breast Cancer Molecular Subtypes: 

Implications for Neoadjuvant Chemotherapy Selection. PLoS One 11(6):e0157368. doi: 

10.1371/journal.pone.0157368

mailto:kkatarzynabboguszewska@gmail.com


 Yin L, Duan JJ, Bian XW, Yu SC (2020) Triple-negative breast cancer molecular 

subtyping and treatment progress. Breast Cancer Res 22(1):61. doi: 10.1186/s13058-020-

01296-5. 

 Jurj MA, Buse M, Zimta AA, Paradiso A, Korban SS, Pop LA, Berindan-Neagoe I (2020) 

Critical Analysis of Genome-Wide Association Studies: Triple Negative Breast Cancer Quae 

Exempli Causa. Int J Mol Sci. 21(16):5835. doi: 10.3390/ijms21165835.

 Maruhashi T, Sugiura D, Okazaki IM, Okazaki T (2020) LAG-3: from molecular functions

to clinical applications. J Immunother Cancer 8(2):e001014. doi: 10.1136/jitc-2020-

001014. 

 Schmid P, Adams S, Rugo HS, Schneeweiss A, Barrios CH, Iwata H, Diéras V, Hegg R, Im

SA, Shaw Wright G, Henschel V, Molinero L, Chui SY, Funke R, Husain A, Winer EP, Loi S, 

Emens LA (2018) IMpassion130 Trial Investigators. Atezolizumab and Nab-Paclitaxel in 

Advanced Triple-Negative Breast Cancer. N Engl J Med 379(22):2108-2121. doi: 

10.1056/NEJMoa1809615

 Jiang H, Ni H, Zhang P, Guo X, Wu M, Shen H, Wang J, Wu W, Wu Z, Ding J, Tang R, 

Zhou S, Chen B, Yu M, Jing H, Liu J (2021) PD-L1/LAG-3 bispecific antibody enhances 

tumor-specific immunity. Oncoimmunology 10(1):1943180. doi: 

10.1080/2162402X.2021.1943180. 

 Andrews LP, Marciscano AE, Drake CG, Vignali DA (2017) LAG3 (CD223) as a cancer 

immunotherapy target. Immunol Rev 276(1):80-96. doi: 10.1111/imr.12519. 

 Triebel F, Jitsukawa S, Baixeras E, Roman-Roman S, Genevee C, Viegas-Pequignot E, 

Hercend T (1990) LAG-3, a novel lymphocyte activation gene closely related to CD4. J Exp 

Med 171(5):1393-405. doi: 10.1084/jem.171.5.1393. 

 Shi AP, Tang XY, Xiong YL, Zheng KF, Liu YJ, Shi XG, Lv Y, Jiang T, Ma N, Zhao JB (2022) 

Immune Checkpoint LAG3 and Its Ligand FGL1 in Cancer. Front Immunol.12:785091. doi: 

10.3389/fimmu.2021.785091. 

 Ma C, Sun X, Shen D, Sun Y, Guan N, Qi C (2020) Ectopic expression of LAG-3 in non-

small-cell lung cancer cells and its clinical significance. J Clin Lab Anal 34(6):e23244. doi: 

10.1002/jcla.23244

 Workman CJ, Cauley LS, Kim IJ, Blackman MA, Woodland DL, Vignali DA 

(2004) Lymphocyte activation gene-3 (CD223) regulates the size of the expanding T cell 



population following antigen activation in vivo. J Immunol 172:5450–5455. doi: 

10.4049/jimmunol.172.9.5450.

 Schöffski P, Tan DSW, Martín M, Ochoa-de-Olza M, Sarantopoulos J, Carvajal RD, Kyi C,

Esaki T, Prawira A, Akerley W, De Braud F, Hui R, Zhang T, Soo RA, Maur M, Weickhardt A, 

Krauss J, Deschler-Baier B, Lau A, Samant TS, Longmire T, Chowdhury NR, Sabatos-Peyton 

CA, Patel N, Ramesh R, Hu T, Carion A, Gusenleitner D, Yerramilli-Rao P, Askoxylakis V, 

Kwak EL, Hong DS (2022) Phase I/II study of the LAG-3 inhibitor ieramilimab (LAG525) ± 

anti-PD-1 spartalizumab (PDR001) in patients with advanced malignancies. J Immunother 

Cancer 10(2):e003776. doi: 10.1136/jitc-2021-003776.

 Du H, Yi Z, Wang L, Li Z, Niu B, Ren G (2020) The co-expression characteristics of LAG3 

and PD-1 on the T cells of patients with breast cancer reveal a new therapeutic strategy. 

Int Immunopharmacol 78:106113. doi: 10.1016/j.intimp.2019.106113. 

 Stovgaard ES, Kümler I, List-Jensen K, Roslind A, Christensen IJ, Høgdall E, Nielsen D, 

Balslev E (2022) Prognostic and Clinicopathologic Associations of LAG-3 Expression in 

Triple-negative Breast Cancer. Appl Immunohistochem Mol Morphol 30(1):62-71. doi: 

10.1097/PAI.0000000000000954

 Wu S, Shi X, Wang J, Wang X, Liu Y, Luo Y, Mao F, Zeng X (2021) Triple-Negative Breast 

Cancer: Intact Mismatch Repair and Partial Co-Expression of PD-L1 and LAG-3. Front 

Immunol 12:561793. doi: 10.3389/fimmu.2021.561793. 

 Luke JJ, Patel MR, Hamilton EP, Chmielowski B, Varkey Ulahannan S, Kindler HL et al 

(2020) A phase I, first-in-human, open-label, dose-escalation study of MGD013, a 

bispecific DART molecule binding PD-1 and LAG-3, in patients with unresectable or 

metastatic neoplasms. Journal of Clinical Oncol 38:15_suppl, 3004-3004 DOI: 

10.1200/JCO.2020.38.15_suppl.3004

 Yap T, Wong D, Hu-Lieskovan S, et al (2020) 395 A first-in-human study of FS118, a 

tetravalent bispecific antibody targeting LAG-3 and PD-L1, in patients with advanced 

cancer and resistance to PD-(L)1 therapy Journal for ImmunoTherapy of Cancer 8: 

doi: 10.1136/jitc-2020-SITC2020.0395

 Wang S, Zhang X, Leng S, Xu Q, Sheng Z, Zhang Y, Yu J, Feng Q, Hou M, Peng J, Hu X 

(2021) Immune Checkpoint-Related Gene Polymorphisms Are Associated With Primary 

Immune Thrombocytopenia. Front Immunol 11:615941. doi: 

10.3389/fimmu.2020.615941.



 Manichaikul A, Lin H, Kang C, Yang C, Rich SS, Taylor KD, Guo X, Rotter JI, Craig 

Johnson W, Cornell E, Tracy RP, Peter Durda J, Liu Y, Vasan RS, Adrienne Cupples L, 

Gerszten RE, Clish CB, Jain D, Conomos MP, Blackwell T, Papanicolaou GJ, Rodriguez A 

(2022) Lymphocyte activation gene-3-associated protein networks are associated with 

HDL-cholesterol and mortality in the Trans-omics for Precision Medicine program. 

Commun Biol 5(1):362. doi: 10.1038/s42003-022-03304-0.

 Wang M, Du Q, Jin J, Wei Y, Lu Y, Li Q (2021) LAG3 and Its Emerging Role in Cancer 

Immunotherapy. Clin Transl Med 11(3):e365. doi: 10.1002/ctm2.365

 Al-Eitan L, Qudah MA, Qawasmeh MA (2020) Association of Multiple Sclerosis 

Phenotypes with Single Nucleotide Polymorphisms of IL7R, LAG3, and CD40 Genes in a 

Jordanian Population: A Genotype-Phenotype Study. Biomolecules 10(3):356. doi: 

10.3390/biom10030356.

 Guo W, Zhou M, Qiu J, Lin Y, Chen X, Huang S, Mo M, Liu H, Peng G, Zhu X, Xu P (2019)

Association of LAG3 genetic variation with an increased risk of PD in Chinese female 

population. J Neuroinflammation. 16(1):270. doi: 10.1186/s12974-019-1654-6.

 Mewes C, Alexander T, Büttner B, Hinz J, Alpert A, Popov A-F, Beißbarth T, Tzvetkov M,

Grade M, Quintel M, Bergmann I, Mansur A (2021) Effect of the Lymphocyte Activation 

Gene 3 Polymorphism rs951818 on Mortality and Disease Progression in Patients with 

Sepsis—A Prospective Genetic Association Study. Journal of Clinical Medicine 10(22):5302.

https://doi.org/10.3390/jcm10225302

 Al-Eitan L, Al Qudah M, Al Qawasmeh M (2020) Candidate gene association analysis 

of multiple sclerosis in the Jordanian Arab population: A case-control study. Gene 

758:144959. doi: 10.1016/j.gene.2020.144959.

 Lee KM, Baris D, Zhang Y, Hosgood HD, Menashe I, Yeager M, Zahm SH, Wang SS, 

Purdue MP, Chanock S, Zheng T, Rothman N, Lan Q (2010) Common single nucleotide 

polymorphisms in immunoregulatory genes and multiple myeloma risk among women in 

Connecticut. Am J Hematol 85(8):560-3. doi: 10.1002/ajh.21760.

 Smigielski EM, Sirotkin K, Ward M, Sherry ST (2000) dbSNP: a database of single 

nucleotide polymorphisms. Nucleic Acids Res 28(1):352-5. doi: 10.1093/nar/28.1.352.

 Brignone C, Gutierrez M, Mefti F, Brain E, Jarcau R, Cvitkovic F, Bousetta N, Medioni J, 

Gligorov J, Grygar C, Marcu M, Triebel F (2010) First-line chemoimmunotherapy in 

metastatic breast carcinoma: combination of paclitaxel and IMP321 (LAG-3Ig) enhances 



immune responses and antitumor activity. J Transl Med 8:71. doi: 10.1186/1479-5876-8-

71. 

 Fertal SA, Poterala JE, Ponik SM, Wisinski KB (2022) Stromal Characteristics and 

Impact on New Therapies for Metastatic Triple-Negative Breast Cancer. Cancers (Basel) 

14(5):1238. doi: 10.3390/cancers14051238. 

Table I. The clinicopathological characteristics of the breast cancer patients participating in

the study (N = 30)

Age, years median (range) 67.5 years (38–84 years)
side of involved breast left – 14

right – 17
tumor size (T in TNM classification 2021) Tx – 1

T1a – 1
T1b – 1
T1c – 9
T2 – 12
T3 – 1
T4 – 6

node status (N in TNM classification 2021) Nx – 1
N0 – 15
N1 – 3
N2 – 5
N3 – 6

Ki-67(%) <20% – 3
≥20% – 27

histological grade grade 1 – 1
grade 2 – 14
grade 3 – 15

Table II. Characteristics of lymphocyte activating 3 gene (LAG3) rs2365094 sequence, primer

and chromosomal location

Gene
name

SNP(rs)
number

Chromosomal
location

Primer Sequence Polymorphism Minor allele

LAG3 rs2365094 chr.12:6774504 on 
build GRCh38

context sequence 
[VIC/FAM]
GGAGAAGACAAGTCTAAAGC
CAGGT 
[C/G]CCTGTTTCCAGGAGCTT
CCGGCTTG

C/G, transversion
substitution

G = 0.71091



Table III. Summary of statistical analysis for association between minor allele presentation in

study group (chi2 test with Fisher’s exact test)

Minor allele presentation OR (odds ratio) for minor
allele presentation

Lower limit of
95% Confidence
Interval for OR

Upper limit of 95%
confidence interval for

OR
p value

study group (triple negative breast cancer 
presentation)

0.5319 0.2257 1.2535 0.1489

clinicopathological determinants G3 0.9718 0.2690 3.5104 0.9652

N 0.5647 0.1476 2.1607 0.4039

Ki-67  (%)
>20

0.3484 0.0354 3.4281 0.3660

T ≤ 3 0.9803 0.2148 4.4728 0.9795

T = 4 0.6509 0.1157 36614 0.6261

Figure 1. Genotype frequencies of LAG3 rs2365094 in study group



Figure 2. Genotype frequencies of LAG3 rs2365094 in control group


