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Objective: This study was conducted to determine the relationship be-
tween p16 gene methylation and expression of relevant receptors in
breast cancer (BC) for subtyping the disease. Methods: Methylation-
specific PCR (MSP) was carried out to detect the methylation status
of p16 gene in 240 tissue samples and 205 serum samples from BC
patients treated at our hospital. Immunohistochemistry was used to
determine the expression of estrogen receptor (ER), progesterone re-
ceptor (PR) and human epidermal growth factor receptor 2 (HER2).
Receiver operating characteristics (ROC) curve was analyzed for di-
agnostic value based on methylation status for triple-negative (TN)
BC. Results: The overall methylation rates of the p16 gene were 36.7%
(88/240) and 35.1% (72/205) in the tissue and serum samples, respec-
tively. In patients with ER, PR and HER2-TNBC, the methylation rate
of the p16 gene was significantly higher than that in non-triple nega-
tive patients (84.9%, 62/73) vs (25.9%, 35/135, P<0.01). The methyla-
tion of p16 gene was negatively associated with the expression of ER,
PR and HER2 (r = -0.661, -0.694 and -0.765, respectively, P < 0.05),
but it was not correlated with the pathological characteristics of BC,
such as tumor grade and lymph-node metastasis. Receiver operator
characteristic (ROC) curve analysis showed that p16 gene methyla-
tion had a significant diagnostic value for TNBC with an AUC of 0.815.
Therefore, p16 gene methylation is associated with the subtype of
TNBC and can be used as an easy and non-invasive approach to screen
patients for TNBC.
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1. Introduction
Breast cancer (BC) is made up of 25% of all types of can-

cer in women and is a leading cause of cancer death. De-
spite significance advance in diagnosis and treatment of the
disease, it remains a global public health issue, resulting in
450,000 deaths annually [1, 2]. Although it is curable in about
70–80% of patients with early-stage, non-metastatic tumor,
advanced BC is considered difficult to cure with currently
available therapies such as conventional chemotherapy and
radiation therapy [3]. During the past decades, five molec-
ular subtypes of BC have been discovered [4]. For BC ther-
apy, molecular subtype plays very important role in defining

treatment plans and strategies, determining the therapeutic
outcome and prognosis [5, 6]. Triple negative BC (TNBC) is
a molecular subtype of BC where the expressions of estro-
gen receptor (ER), progesterone receptor (PR), and HER2
are negative [7]. It accounts for about 15% to 20% of BC
and has poor prognosis [8]. Chemotherapy and radiation are
used primarily as systemic therapeutic strategies and FDA-
approved targeted therapies are not yet available for TNBC.
Since TNBC is highly proliferative and metastatic, without
targeted therapies, various therapeutic schemes and the clin-
ical trials currently are underway for TNBCmanagement [3],
but effectivemolecular therapy is still not available for TNBC
[9]. Neoadjuvant chemotherapy is shown to benefits TNBC
patients with locally advanced disease by downsizing the tu-
mor [10]. It is therefore important to classify BC for their
subtype. Currently, BC subtyping is mainly based on im-
munohistochemistry assay of excised tissues for these genes,
in which biopsy or surgical resection is used to generate tu-
mor tissue samples for immunohistochemistry analysis. This
is invasive and its accuracy and throughput may be limited
due to availability and uneven development of the cancer tis-
sue [11]. One way to resolve this issue is to apply imaging
technology for BC subtyping, which is noninvasive and can
be used to characterize tumor in details to differentiate the
subtypes at the molecular level. It is provided a tool to dy-
namically evaluate the outcomes during therapeutic process
[12, 13].

Using blood sample to detect cancer has been explored for
decades. Tumor biomarkers, such as carcinoembryonic anti-
gen (CEA), cancer antigen (CA)15-3 and circulating tumor
cell (CTC) count have been developed to clinically diagnose
cancer [14, 15]. However, their usefulness is sometime re-
stricted to patients having advanced or metastatic cancer due
to low detection limits particularly for BC. In recent years,
epigenetic modifications, such as methylation, have been re-
vealed to be involved in the development of BC. Methylation
is shown to occur in many BC-related genes [16] and hyper-
methylation of CpG islands often leads to the silence of a vari-
ety of genes, such asARHI [17],RASSF1A [18] and the retinoic
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acid receptor II gene (RARβ2) [19]. High occurrence ofHIN-1
and RAR β2 methylation has been found in the lymph nodes
and lung metastases of BC [15], suggesting that methylation
is also associated with clinical presentation and therapeutic
outcomes [20].

The tumor suppressor p16 has been observed to alter fre-
quently in many primary tumors and therefore plays impor-
tant role in carcinogenesis. For example, this gene is silenced
through homozygous deletion, methylation of the promoter,
and point mutation, resulting in neoplasms [21]. p16 gene
acts as a cyclin-dependent kinase inhibitor (CDKI) to sup-
press the transcription of cell-cycle regulatory proteins and
may suppress the migration and invasion of cancer cells to
exert its anticancer activity in lobular breast carcinoma [22].
It arrests cells at G1/S phase by suppressing the formation
of cyclin D-CDK4/6 complex through binding to CDK [23].
Methylation of CpG islands results in inactivation of the p16
gene and this has been observed frequently found in human
cancers such as papillary thyroid carcinoma [24], colorectal
cancer [25] and breast cancers [26]. Some reports have also
shown that increased p16 expression leads to poor prognosis
in breast cancer [27, 28]. Methylated DNA fragment of the
p16 promoter region was first detected in plasma samples of
BC patients [29]. However, it had been extremely difficult to
detect these DNA methylation markers in the blood for rou-
tine BC detection and subtyping [30]. With current avail-
ability of commercial methylation detection kit and high-
throughput DNA assay, it has become feasible to routinely
assay the methylation status of DNA extracted from differ-
ent sources [31, 32] and use methylation status as epigenetic
markers to diagnose breast cancer [33].

In the present study, methylation-specific PCR (MSP)was
used to determine the methylation status of the p16 gene
and analyzed its relationship with ER, PR and HER2 expres-
sions. The findings would provide new way to classify pa-
tients based on their BC subtypes for better therapeutic plans
and outcomes and offer a high through-put and low-cost
screening tools for TNBC.

2. Materials andmethods
2.1 Samples

Blood and tumor tissue samples were taken from patients
undergoing surgery at our hospital between April 2017 and
April 2019. The patients were all female and pathologically
proven to have invasive ductal carcinoma (IDC) at TNM
I to IV based on Union for International Cancer Control
(UICC) TNMClassification of Malignant Tumours. The tis-
sues were excised during surgery and immediately stored at
-20◦C before analysis. Fasting venous blood was collected in
themorningwithin three days after admission. Demographic
and clinical data including age, gender, underlying diseases,
treatment methods, medication and laboratory findings were
collected. The study protocols were complied with the Dec-
laration of Helsinki and were approved by the institutional
ethics committee of Tangshan People’s Hospital, Tangshan,

China (TPH 211A) and performed in accordance with rele-
vant guidelines and regulations. Written informed consent
was obtained from every patient participated in the study.

2.2 MSP

MSP was used to analyze the methylation of the p16 gene
as previously described [34]. Briefly, DNA was extracted
from the tissue and blood samples using commercial DNA
extract kit (Qiagen, Valencia, CA, USA) according to the
manufacture’s protocols. After the DNA was isolated, the
concentrations were quantified using NanoDrop micro-
volume spectrophotometers (Thermo Fisher Scientific,
Waltham, MA, USA) for bisulfite conversion. The iso-
lated DNA was diluted to 5 µg/mL. Bisulfite conversion was
conducted with the EZDNAMethylation-Gold kit (Zymore-
search, Irvine, CA, USA). During the bisulfite treatment,
unmethylated cytosine in the DNA sequences is transformed
to uracil while methylated cytosine is not changed. For MSP,
two sets of primers specifically targeting the methylation-
prone site of the p16 genewere used. One primer is specific to
the methylated sequence that recognizes converted cytosine,
whereas the other recognizes unmethylated sequences. The
primer sequences are as follows: mp16 forward 5′- TTTT-
TAGAGGATTTGAGGGATAGG -3′, mp16 reverse 5′-
CTACCTAATTCCAATTCCCCTACA-3′, up16 forward
5′-GTTTTCCCAGTCACGACAGTATTAGGAGGAAGAA
AGAGGAG-3′, and u16 reverse 5′- TCCAATTCCCCTA-
CAAACTTC -3′. PCR was performed in triplicate at 95
◦C for 15 min, followed by 40 cycles of 95 ◦C for 50 s, 60
◦C for 50 s and 72 ◦C for 50 s, with a final extension at 72
◦C for 10 min. The PCR was run in triplicate on C1000
TouchTM thermal cycler (Biorad, Hercules, CA, USA) and
amplified DNA was visualized on 2.5% agarose gel after
electrophoresis. Universal methylated and unmethylated
DNA were obtained from Chemicon International, USA and
used as positive and negative controls, respectively.

2.3 Immunohistochemistry assessment

Five µm thick sections were deparaffinized in xylene and
rehydrated. Antigen was retrieved by heating in microwave
oven in 10 mM citric acid monohydrate for 1× 5 min at 900
W. Endogenous peroxidase activity was blocked by immers-
ing the sections in 0.5% H2O2 for 5 min. The slides were
incubated with appropriate dilutions of the primary antibod-
ies overnight in a refrigerator at 4 ◦C. PBS diluent without
antibody was used as negative control. The immunologi-
cal reaction was visualized using the Elite ABC Kit (Vectas-
tain, Vector Laboratories, Burlingame, CA, USA) for ER, the
Envision kit (Dako, Copenhagen, Denmark) for HER2 and
PR. Diaminobenzidine (DAB) and haematoxylin chromogen
(Dako, Glostrup, Denmark) methods were used to develop
the immune-reactive bands. The sections were subsequently
cleared and mounted using ProLong antifade reagent (Invit-
rogen). To control variations and allow quantitative compar-
isons of band intensity, all tissue sections were reacted to an-
tibodies simultaneously. For each sample, cells were counted
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Fig. 1. Representative MSP of p16 gene. M, U and * denote methylated, unmethylated and DNA molecular weight markers, respectively.

Fig. 2. Representative IHC images of breast tissues showing negative expression of ER (A), PR (B) and HER2 (C). Cancer tissue sections were reacted
with antibodies against ER, PR and HER2, and immunoreactivity was visualized using diaminobenzidine and haematoxylin chromogen, showing low intense
nuclear staining of neoplastic cells (original magnification 200×).

in five field (×400). For the analyses, the tissue samples were
rated as positive for ER, PR and HER2 when≥ 1% of the tu-
mor cells displayed positive nuclear staining.

2.4 Statistical analysis
The data were analyzed by SPSS version 18.0 for Win-

dows (SPSS Inc., Chicago, IL, USA). Continuous variables
with normal distribution were presented as mean ± (stan-
dard deviation [SD]); non-normal variables were reported as
median (interquartile range [IQR]). χ2 test was used to com-
pare the frequencies. The association of methylation status
with the clinical parametres was analyzed by Fisher’s exact
test. Pearson correlation analysis was performed to analyze
the relationship between p16 gene methylation and TNBC.
Receiver operator characteristic (ROC) curves were drawn
to analyze the predictive values of p16 gene methylation for
TNBC. A P value < 0.05 was considered statistically signifi-
cant.

3. Results
3.1 Patients’ clinical data

Patient characteristics are presented in Table 1. A total
of 240 subjects were included in this study, all of them were
female and a median age was 39.2 (21–69) years. 7.9% of
patients had diabetes and 8.8% had hypertension. BC was
at TNM stages I to IV (30.4%, 22.5%, 27.9% and 19.1%, re-
spectively). 14.2% of them underwent total resection and the
rest had partial resection for BC. Pathological examinations
showed that there were lymph-node metastasis, vascular and
lymphatic invasion and the majority of the BC were ductal
(Table 1). Immunohistochemistry assays showed that 47.7%,
49.6% and 85.8% of the patients were negative for ER, PR or
HER-2, respectively, and there were 73 (30.4%) TNBC pa-
tients in the cohort (Table 1).

3.2 p16 gene methylation was associated with ER, PR and HER2
expression

We assayed 205 blood samples and 240 tissue samples of
the patients formethylation status of the p16 gene isolated us-
ingMSP (Fig. 1). Themethylation rates were 36.7% (88/240)
and 35.1% (72/205) in the tissue and serum samples, respec-
tively. Among the methylated samples, a consistency 92.8%
was observed between serum and tissue samples.

We then analyzed the relationship between the immuno-
histochemistry results (Fig. 2) and MSP results of serum
DNA. Among the 73 TNBC, methylation was found in 62
(84.9%, 62/73) patients, which is significantly higher than the
rate in NTNBC patients (25.9%, 35/135, P < 0.01). Analysis
based on Pearson’s correlation showed that p16 methylation
was negatively associated with expression of ER (r = -0.661),
PR (r = -0.694) and HER2 (r = -0.765, P < 0.05, Table 2). We
also analyzed the correlation between p16 gene methylation
and the pathological characteristics of BC and found that the
methylation status was not associated with tumor grade or
lymph node metastasis (Table 2).

3.3 p16 gene methylation had predictive value for TNBC

We further analyzed the diagnostic value of p16 gene
methylation for TNBC using ROC curve. The area under
the curve (AUC) of p16 gene methylation to predict TNBC
was 0.815 (Fig. 3). At the cutoff point, the diagnostic sensi-
tivity and specificity of the prediction were 85.0% and 82.6%,
respectively, and the positive predictive value and negative
predictive value were 91.2% and 54.8%.

4. Discussion
Recent studies have revealed that both epigenetic and ge-

netic mechanisms are involved in the BC occurrence and
development. Methylation of DNA is one of the most
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Table 1. Patient’s characteristics.
Patient characteristics N (%)

Sex
Male 0 (0.0)
Female 240 (100.0%)

Age, years
< 30 88 (36.7)
≥ 30 152 (63.3)

Diabetes 19 (7.9)
Hypertension 21 (8.8)
Tumor grade (TMN)

I 73 (30.4)
II 54 (22.5)
III 67 (27.9)
IV 46 (19.1)

Surgery
Total resection 34 (14.2)
Non-total resection 206 (85.8)

Lymph-node metastasis
pN0 69 (28.8)
pN1 90 (37.5)
pN2 31 (12.9)
pN3 50 (20.8)

Vascular invasion
Positive 21 (8.8)
Negative 219 (91.2)

Lymphatic invasion
Positive 166 (69.2)
Negative 74 (30.8)

ER status
Positive 127 (52.9)
Negative 113 (47.7)

PR status
Positive 121 (50.4)
Negative 119 (49.6)

HER-2 status
Positive 34 (14.2)
Negative 206 (85.8)

ER/PR/HER-2
Positive 167 (69.6)
Negative 73 (30.4)

Histology
Ductal 212 (88.3)
Lobular 11 (4.6)
Mixed ductal and lobular 8 (3.3)
Other 9 (3.8)

prominent mechanisms underlying epigenetic modificaitons
[5]. Previously, DNA methylation was mostly detected us-
ing DNA extracted from tissues, such as excised tissue from
surgery or biopsy. Recently, methylation is also reported
in DNA extracted from serum and the results in the tissues
are highly consistent with serum DNA [35, 36]. Our study
demonstrated that p16 methylation occur consistently both
in serum and tissue samples, indicating that serum could be
used as the DNA source for characterization of p16 gene

Fig. 3. Receiver operator characteristic (ROC) curves of p16
methylation-based prediction of triple-negative breast cancer. The
area under the curve (AUC) of p16 gene methylation to predict TNBC is
0.815, the diagnostic sensitivity and specificity of the prediction are 85.0%
and 82.6%, respectively, and the positive predictive value and negative pre-
dictive value are 91.2% and 54.8%, respectively.

methylation. This would substantially simplify the assess-
ment since the sampling of serum is basically not invasive
and can be performed routinely in any clinical settings. It
may also be taken several times as needed over the therapeu-
tic time to monitor the development and progress of BC dur-
ing the treatment. Previously, serum DNA has been used to
detect hepatocellular carcinoma (HCC) in early stage by char-
acterizing theirmethylation status before diagnosis. Interest-
ingly, methylation was found in serum DNA 1 to 9 years be-
fore HCC was clinically diagnosed and different genes were
methylated at different frequencies. As a result, epigenetic
modifications of RASSF1A, p16, and p15 tumor suppressor
genes were proposed as serum biomarkers for early detection
in populations with high HCC risk [37].

The growth of BC is dependent on estrogens. ER and
PR expressions are closely related to the prognosis and out-
come of endocrine therapy for BC. In general, ER- and/or
PR- positive patients have better therapeutic response than
those who are negative for ER- and/or PR. Since TNBC pa-
tients response differently to endocrine therapy compared to
NTNBC patients, they need to be identified for better treat-
ment and prognosis before treatment plan is defined. HER2
gene has been shown to play important role in the biologi-
cal behavior and pathogenesis of BC via a variety of intracel-
lular signaling pathways. Serine/threonine protein kinase B
(Akt) and nuclear factor-κB (NF-κB) may be activated due to
the overexpression of HER2, triggering anti-apoptosis cas-
cades, resulting in the development of resistance to tumour
necrosis factor (TNFα) in BC cells and reduced host defense
to tumors. Recently, there are some important progresses
in treatment of TNBC with endocrine therapy and targeted
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Table 2. Correlation between p16 methylation and expression of ER, PR and HER2 and tumor grading in patients with breast
cancer.

Variables Serum DNA of p16 gene P r
Methylated Unmethylated

Immunohistochemistry

ER status Negative 53 32 0.010 -0.661

Positive 27 94

PR status Negative 49 38 0.012 -0.694

Positive 18 100

HER-2 status Negative 123 43 0.010 -0.765

Positive 14 25
Tumor grade (TMN)

I 12 11 0.210
II 35 37 0.326
III 32 36 0.510
IV 21 21 0.910

Lymph-node metastasis
pN0 44 42 0.410
pN1 32 28 0.526
pN2 20 19 0.680
pN3 11 11 0.540

therapy against ER and HER2 [29, 30]. Our study showed
that p16 genemethylation is negative associated with expres-
sion of ER, PR and HER2 and can be used to predict TNBC
patients with a reasonable prediction power (AUC = 0.815).
This is consistent with previous results that the occurrence
of p16 hypermethylated BC cases was remarkably higher in
TNBC than in ER+PR+Her2− patients [38]. Since it is based
on serum assay, the assay can be applied to screen patients
for TNBC either before surgical operation or over treatment,
and used in follow-up period to monitor the change and out-
come following surgical and chemotherapy. In earlier stud-
ies, p16 gene methylation was found to be negatively asso-
ciated with ER, and could be used as a prognostic indica-
tor for malignancy and high differentiation, particularly in
postmenopausal women [31]. Furthermore, the association
of p16 gene methylation with the expression of ER, PR and
HER2 plays role in regulating the occurrence and progres-
sion of BC. For example, in BC patients, p16 methylation in
serum DNA is shown to negatively related BC grading [32].
However, we did not observe that p16 gene methylation has
correlation with tumor grading and lymph node metastasis,
suggesting that methylation in BC might have occurred be-
fore clinical diagnosis in this patient cohort. In an earlier
study, methylation of tumor-suppressor genes such as RIL
and CDH13, but not p16 were found strongly correlated to
negative ER, PR, and HR expression [26]. On other hand,
high p16 protein expression was found to be related to ER-
positive, PR-negative, and HER2-negative tumors, suggest-
ing that p16 protein expression has prognostic value in mea-

suring treatment response [39].
There are limitations in this study. It was a single cen-

ter study, the sample size was relatively small, blood samples
were not analyzed for all patients and the patients were not
followed up for changes in methylation status. It is therefore
necessary to further validate our results with large study.

5. Conclusions
Our work shows that the methylation of p16 gene can be

detected in the circulating blood as well as in tissue sample.
It is associated with expression of ER, PR and HER2 and can
be used to screen patients for TN subtype of BC. It may be
used an easy to operate and low cost tool to diagnosis TNBC
patients.

Abbreviations
AUC, the area under the curve; BC, breast cancer; CA15-

3, cancer antigen circulating tumor cell; CEA, carcinoembry-
onic antigen; CTC, circulating tumor cell; ER, estrogen re-
ceptor; HCC, hepatocellular carcinoma; HER2, human epi-
dermal growth factor receptor 2; IQR, interquartile range;
MSP, methylation-specific PCR; PR, progesterone receptor;
ROC, receiver operator characteristic; SD, standard devi-
ation; SP, streptavidin-peroxidase; TNBC, triple negative
breast cancer; TNM, tumor, node, metastasis; UICC, Union
for International Cancer Control.

534 Volume 42, Number 3, 2021



Author contributions
SLZ, YQWand JHZ designed the study. SLZ, YQW, JHZ,

JWH, JM, ZG and YQW collected the data and performed
analysis. SLZ and JJC drafted the manuscript. All authors
read and approved the final manuscript.

Ethics approval and consent to participate
This study was approved by the ethical committee of this

center (TPH 211A) and performed according to relevant
guidelines and regulations. Written informed consent was
obtained from every participant.

Acknowledgment
We would like to express our gratitude to all those who

helped us during the writing of this manuscript.

Funding
This research received no external funding.

Conflict of interest
The authors declare no conflict of interest.

Availability of data andmaterial
The datasets used during the current study are available

from the corresponding author on reasonable request.

References
[1] Ferlay J, Colombet M, Soerjomataram I, Mathers C, Parkin DM,

Piñeros M, et al. Estimating the global cancer incidence and mor-
tality in 2018: GLOBOCAN sources and methods. International
Journal of Cancer. 2019; 144: 1941–1953.

[2] Li S, Li J, Li H, Gao M, Li N, Wang Y, et al. Clinicopathological
and prognostic significance of TINCR in caner: a meta-analysis.
Pathology-Research and Practice. 2019; 215: 152596.

[3] Hwang S, Park S, Kwon Y. Recent therapeutic trends and promis-
ing targets in triple negative breast cancer. Pharmacology & Ther-
apeutics. 2019; 199: 30–57.

[4] Prat A, Pineda E, Adamo B, Galván P, Fernández A, Gaba L, et al.
Clinical implications of the intrinsic molecular subtypes of breast
cancer. the Breast. 2015; 24: S26–S35.

[5] Harbeck N, Penault-Llorca F, Cortes J, Gnant M, Houssami N,
Poortmans P, et al. Breast cancer. NatureReviewsDisease Primers.
2019; 5: 66.

[6] Arvold ND, Taghian AG, Niemierko A, Abi Raad RF, Sreedhara
M, Nguyen PL, et al. Age, breast cancer subtype approximation,
and local recurrence after breast-conserving therapy. Journal of
Clinical Oncology. 2011; 29: 3885–3891.

[7] Jamdade VS, Sethi N, Mundhe NA, Kumar P, Lahkar M, Sinha
N. Therapeutic targets of triple-negative breast cancer: a review.
British Journal of Pharmacology. 2015; 172: 4228–4237.

[8] de la Cruz-Merino L, Chiesa M, Caballero R, Rojo F, Palazón N,
Carrasco FH, et al. Breast cancer immunology and immunother-
apy. International Review of Cell and Molecular Biology. 2017;
331: 1–53.

[9] KosokM,Alli-ShaikA, BayBH,Gunaratne J. Comprehensive pro-
teomic characterization reveals subclass-specific molecular aber-
rations within triple-negative breast cancer. IScience. 2020; 23:
100868.

[10] Chaudhary LN, Wilkinson KH, Kong A. Triple-negative breast
cancer. Surgical Oncology Clinics of North America. 2018; 27:
141–153.

[11] Guo Y, Hu Y, Qiao M, Wang Y, Yu J, Li J, et al. Radiomics analy-
sis on ultrasound for prediction of biologic behavior in breast in-

vasive ductal carcinoma. Clinical Breast Cancer. 2018; 18: e335–
e344.

[12] Fontes-Sousa M, Lobo J, Lobo S, Salta S, Amorim M, Lopes P,
et al. Digital imaging-assisted quantification of H3K27me3 immu-
noexpression in luminal a/B-like, HER2-negative, invasive breast
cancer predicts patient survival and risk of recurrence. Molecular
Medicine. 2020; 26: 22.

[13] Merino Bonilla JA, Torres Tabanera M, Ros Mendoza LH. Breast
cancer in the 21st century: from early detection to new therapies.
Radiología. 2017; 59: 368–379.

[14] Hristova VA, ChanDW.Cancer biomarker discovery and transla-
tion: proteomics and beyond. Expert Review of Proteomics. 2019;
16: 93–103.

[15] Schwamborn K. Imaging mass spectrometry in biomarker discov-
ery and validation. Journal of Proteomics. 2012; 75: 4990–4998.

[16] Pusztai L. Current status of prognostic profiling in breast cancer.
The Oncologist. 2008; 13: 350–360.

[17] Yuan J, Luo RZ, Fujii S, Wang L, HuW, Andreeff M, et al. Aber-
rant methylation and silencing of ARHI, an imprinted tumor sup-
pressor gene in which the function is lost in breast cancers. Cancer
Research. 2003; 63: 4174–4180.

[18] Meng R, Li Y, Chen X, Huang Y, Shi H, Du D, et al. Aberrant
methylation of RASSF1a closely associated with HNSCC, a meta-
analysis. Scientific Reports. 2016; 6: 20756.

[19] Fackler MJ, McVeigh M, Evron E, Garrett E, Mehrotra J, Polyak
K, et al.DNAmethylation of RASSF1A, HIN-1, RAR-beta, Cyclin
D2 and Twist in in situ and invasive lobular breast carcinoma. In-
ternational Journal of Cancer. 2003; 107: 970–975.

[20] Mehrotra J, ValiM,McVeighM,Kominsky SL, FacklerMJ, Lahti-
Domenici J, et al. Very high frequency of hypermethylated genes
in breast cancer metastasis to the bone, brain, and lung. Clinical
Cancer Research. 2004; 10: 3104–3109.

[21] Liggett WH, Sidransky D. Role of the p16 tumor suppressor gene
in cancer. Journal of Clinical Oncology. 1998; 16: 1197–1206.

[22] Harbhajanka A, Lamzabi I, Bitterman P, Reddy VB, Ghai R, Gat-
tuso P. Correlation of p16 expression on cancer and stromal cells
with clinicopathologic and immunohistochemical features of lob-
ular breast carcinoma. Applied Immunohistochemistry & Molec-
ular Morphology. 2019; 27: 658–662.

[23] KambA, Shattuck-Eidens D, Eeles R, Liu Q, Gruis NA, DingW, et
al. Analysis of the p16 gene (CDKN2) as a candidate for the chro-
mosome 9pmelanoma susceptibility locus. Nature Genetics. 1994;
8: 22–26.

[24] WangP, PeiR, LuZ,RaoX, LiuB.Methylation of p16CpG islands
correlated with metastasis and aggressiveness in papillary thyroid
carcinoma. Journal of the Chinese Medical Association. 2013; 76:
135–139.

[25] Lin SY, Yeh KT, Chen WT, Chen HC, Chen ST, Chiou HY, et
al. Promoter CpG methylation of tumor suppressor genes in col-
orectal cancer and its relationship to clinical features. Oncology
Reports. 2004; 11: 341–348.

[26] Feng W, Shen L, Wen S, Rosen DG, Jelinek J, Hu X, et al. Corre-
lation between CpG methylation profiles and hormone receptor
status in breast cancers. Breast Cancer Research. 2007; 9: R57.

[27] Emig R, Magener A, Ehemann V, Meyer A, Stilgenbauer F, Volk-
mannM, et al. Aberrant cytoplasmic expression of the p16 protein
in breast cancer is associated with accelerated tumour prolifera-
tion. British Journal of Cancer. 1998; 78: 1661–1668.

[28] Milde-Langosch K, Bamberger A, Methner C, Rieck G, Löning
T. Expression of cell cycle-regulatory proteins Rb, p16/MTS1,
p27/KIP1, p21/WAF1, cyclin D1 and cyclin E in breast cancer:
correlations with expression of activating protein-1 family mem-
bers. International Journal of Cancer. 2000; 87: 468–472.

[29] Silva JM, Dominguez G, Villanueva MJ, Gonzalez R, Garcia JM,
Corbacho C, et al. Aberrant DNA methylation of the p16INK4a
gene in plasma DNA of breast cancer patients. British Journal of
Cancer. 1999; 80: 1262–1264.

[30] Hoque MO, Feng Q, Toure P, Dem A, Critchlow CW, Hawes SE,
et al. Detection of aberrant methylation of four genes in plasma

Volume 42, Number 3, 2021 535



DNA for the detection of breast cancer. Journal of Clinical Oncol-
ogy. 2006; 24: 4262–4269.

[31] Kint S, De Spiegelaere W, De Kesel J, Vandekerckhove L, Van
Criekinge W. Evaluation of bisulfite kits for DNA methylation
profiling in terms of DNA fragmentation andDNA recovery using
digital PCR. PLoS ONE. 2018; 13: e0199091.

[32] Brebi-Mieville P, Ili-Gangas C, Leal-Rojas P, Noordhuis MG,
Soudry E, Perez J, et al. Clinical and public health research using
methylated DNA immunoprecipitation (MeDIP): a comparison of
commercially available kits to examine differential DNAmethyla-
tion across the genome. Epigenetics. 2012; 7: 106–112.

[33] Shan M, Yin H, Li J, Li X, Wang D, Su Y, et al. Detection of aber-
rant methylation of a six-gene panel in serum DNA for diagnosis
of breast cancer. Oncotarget. 2016; 7: 18485–18494.

[34] Claus R, Wilop S, Hielscher T, Sonnet M, Dahl E, Galm O, et
al. A systematic comparison of quantitative high-resolution DNA
methylation analysis and methylation-specific PCR. Epigenetics.
2012; 7: 772–780.

[35] DietrichD.DNAmethylation analysis frombody fluids. Urothelial

Carcinoma. 2018; 60: 239–249.
[36] Jung M, Uhl B, Kristiansen G, Dietrich D. Bisulfite conversion of

DNA from tissues, cell lines, buffy coat, FFPE tissues, microdis-
sected cells, swabs, sputum, aspirates, lavages, effusions, plasma,
serum, and urine. Methods inMolecular Biology. 2015; 104: 139–
159.

[37] Huang Y,Wei L, Zhao R, LiangW, Zhang J, Ding X, et al. Predict-
ing hepatocellular carcinoma development for cirrhosis patients
via methylation detection of heparocarcinogenesis-related genes.
Journal of Cancer. 2018; 9: 2203–2210.

[38] Kozomara Z, Supic G, Krivokuca A, Magic Z, Dzodic R, Milo-
vanovic Z, et al. Promoter hypermethylation of p16, BRCA1 and
RASSF1A genes in triple-negative breast cancer patients from
Serbia. Journal of B.U.ON. 2018; 23: 684–691.

[39] Goyal A, Sahu RK, Kumar M, Sharma S, Qayyum S, Kaur N, et
al. p16 promoter methylation, expression, and its association with
estrogen receptor, progesterone receptor, and human epidermal
growth factor receptor 2 subtype of breast carcinoma. Journal of
Cancer Research and Therapeutics. 2019; 15: 1147–1154.

536 Volume 42, Number 3, 2021


	1. Introduction
	2. Materials and methods
	2.1 Samples
	2.2 MSP
	2.3 Immunohistochemistry assessment
	2.4 Statistical analysis

	3. Results
	3.1 Patients' clinical data 
	3.2 p16 gene methylation was associated with ER, PR and HER2 expression
	3.3 p16 gene methylation had predictive value for TNBC

	4. Discussion
	5. Conclusions
	Abbreviations
	Author contributions
	Ethics approval and consent to participate
	Acknowledgment
	Funding
	Conflict of interest
	Availability of data and material
	References

