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Abstract: Human papillomavirus (HPV) infection is a major etiologic factor in cervical cancer, a major
cause of cancer-related morbidity and mortality among women worldwide. The role of microRNA
(miRNA) dysregulation in cervical carcinogenesis is still largely unknown, but epigenetic changes,
including DNA methylation and miRNA regulation, are crucial factors. The integration of HPV DNA
into the host genome can lead to alterations in DNA methylation patterns and miRNA expression,
contributing to the progression from normal epithelium to cervical intraepithelial neoplasia and,
ultimately, to cervical cancer. This review aimed to examine the relationship between epigenetic
changes in the development and progression of HPV associated with cervical cancer. A systematic
literature search was conducted in major databases using predefined inclusion and exclusion crite-
ria. Studies that investigated the expression, function, and clinical significance of miRNAs, DNA
methylation, and the expression of oncoproteins in HPV-related cervical cancer were included. Data
extraction, quality assessment, and synthesis were performed to provide a comprehensive overview
of the current state of knowledge. We provide an overview of the studies investigating miRNA
expression in relation to cervical cancer progression, highlighting their common outcomes and their
weaknesses/strengths. To achieve this, we systematically searched the Pubmed database for all
articles published between January 2018 and December 2023. Our systematic review revealed a
substantial body of evidence supporting the pivotal role of miRNA dysregulation in the pathogenesis
of HPV-related cervical cancer and related oncoproteins. From the 28 studies retrieved, miR-124,
FAM194/miR-124-2, and DNA methylation are the most frequently down- or up-regulated in CC
progression. Notably, FAM194/miR-124-2 and DNA methylation emerged as a promising molecu-
lar marker for distinguishing between cases requiring immediate surgical intervention and those
amenable to a more conservative wait-and-see approach. This systematic review underscores the
critical involvement of microRNA in the context of HPV-related cervical cancer and sheds light on
the potential clinical utility of FAM194/miR-124-2 and DNA methylation as a discriminatory tool
for guiding treatment decisions. The identification of patients who may benefit from early surgical
intervention versus those suitable for observation has important implications for personalized and
targeted management strategies in the era of precision medicine.

Keywords: microRNA (miRNA); human papillomavirus (HPV); cervical cancer; methylation

1. Introduction

Cervical cancer (CC) is a significant health problem worldwide, and infection with
high-risk HPVs is recognized as the main etiological factor [1]. Understanding the role
of miRNAs and DNA methylation in HPV-related CC is crucial for developing new ther-
apeutic strategies [2]. HPV is the primary cause of cervical cancer (CC) [1,2]. About
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604,127 new CC cases are diagnosed annually worldwide, with about 342,000 deaths each
year. CC represents the world’s fourth leading cancer in women and the second most
common cancer in women aged 15 to 44 years [3], and in Italy, there were an estimated
2400 new cases in 2020 [4]. CC is preventable through HPV vaccination and screening, and
it is treatable if diagnosed early and managed properly.

HPV is a double-stranded circular DNA virus containing the early region’s genes,
which code for regulatory proteins (E1–E7) representing the main oncoproteins of HPV.
During a persistent cervical infection, HPV E6 and E7 can promote DNA damage via
p53 and pRb inactivation, resulting in impaired DNA checkpoint controls, leading to the
subsequent transformation into cancer cells [5].

To date, more than 225 HPV types have been described [6]. According to their ability
to cause precancerous lesions, these are categorized as low-risk (LR) and high-risk (HR)
HPV types [7]. The HPV genotypes 16 and 18 are related to approximately 72% of all CC
worldwide, and types 31, 33, 45, 52, and 58 cause a further 17% [8].

More than 90% of infected cases resolve spontaneously, with viral clearance within
two years; however, the persistence of the HR-HPV infection can lead to low- (CIN 1) and
high-grade (CIN3) cervical dysplasia with a subsequent progression risk to invasive CC [7].
Premalignant changes are reflected in a spectrum of histological abnormalities ranging from
cervical intraepithelial neoplasia grade 1 (CIN 1) or mild dysplasia to moderate dysplasia
(CIN 2) and severe dysplasia or carcinoma in situ (CIN 3) [9]. It is estimated that the risk
of high-risk HPV infections is about 80%, but most infections are naturally eliminated
by the host’s immune system [9,10]. Only lesions caused by the persistent infection of
high-risk genotypes can develop into invasive cancer. The progression rates for CIN2
and CIN3 vary significantly, with different studies showing that CIN2 has a progression
rate to CC of approximately 5–10%, while CIN3 has a higher progression rate of around
10–20%. The regression rates for CIN2 are reported to be between 40 and 60%, and for
CIN3, around 30–40%. According to the literature, among CIN2 patients who were not
receiving treatment, the risk of regression surpassed 60%. The results for non-pregnant
CIN2 patients who received conservative treatment at various follow-up intervals were
compiled in a meta-analysis that included 36 trials [11]. At 24-month intervals, 334 of
1257 women (32%) continued to have CIN2, 819 of 1470 untreated CIN2 women (50%)
reverted to CIN1 or less (CIN1−), and 282 of 1445 women (18%) advanced to CIN3 or
worse (CIN3+); the corresponding rates for patients under 30 were 60%, 29%, and 11%,
respectively. The natural course of CIN2/3 in expectant mothers was similarly calculated
in another meta-analysis: CIN2 lesions had pooled rates of regression of 59%, with 40% for
persistence, and only 1% for advancement in the subgroup analysis [12].

The many existent HPV subtypes in low- or high-risk HPVs (hr-HPV) are based on
their oncogenic potential. Low-risk HPVs (like HPV6, 11, 42, 43, and 44) are commonly
responsible for benign epithelial lesions (verrucae, warts, and papillomas), while high-risk
HPVs (like HPV16, 18, 31, 33, 34, 35, 39, 45, 51, 52, 56, 58, 59, 66, 68, and 70) are linked to the
development of cancer (cervical, anal, penile, vulval, vaginal, and oropharyngeal) [13,14].
As for cervical cancer, about 70% of invasive neoplasms are caused by HPV16 and HPV18
genotypes [15]. About 5–10% of low-grade lesions evolve to high-grade lesions, while most
(about 60%) resolve spontaneously. Premalignant changes are reflected in a spectrum of
histological abnormalities ranging from cervical intraepithelial neoplasia grade 1 (CIN 1)
or mild dysplasia to moderate dysplasia (CIN 2) and severe dysplasia or carcinoma in situ
(CIN 3) [9]. It is estimated that the prevalence of high-risk HPV infections is about 80%,
but most infections are naturally eliminated by the host’s immune system [9,10], and only
lesions caused by the persistent infection of high-risk genotypes can develop into invasive
cancer. Once a high-grade lesion develops, the percentage of those that spontaneously
regress is about 33%, while 10% progress to invasive cervical cancer [16]. Overall, HPV
infection is not sufficient to induce malignant CC transformation, which also implies other
multiple pathogenic factors, such as viral integration status, virus genotype, viral load,
and genetic and epigenetic modulation. In recent years, the molecular understanding of
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malignant transformation and epidemiologic information related to HPV has led to the
development of many strategies based on new biomarkers aimed at better detection and
early intervention in patients with cervical dysplasia and CC [15,16].

The dysregulation of oncoproteins E6 and E7 can lead to the development of cancer,
and the E6 protein causes the loss of activity of p53 by promoting its degradation, while E7
causes the loss of cell cycle control by binding to the cyclin-dependent kinase inhibitor [13].
In addition, viral oncoproteins can proceed to interfere with epigenetic mechanisms and
modify DNA methylation, histone methylation, and transcription [16]. Many studies indi-
cate that microRNA deregulation contributes to cervical cancer tumorigenesis [17]. MiRNA
alterations drive the progression of cervical cancer from CIN 1 to full blown cancer [18]. The
importance of miRNAs in cervical tumors is linked to the fact that the miRNA loci are asso-
ciated with fragile sites, known as insertion sites of the HPV virus in cervical tumors [16,18].
MiRNAs and DNA methylation are two relevant epigenetic cell modifications that have
emerged in recent years as the most critical players in the regulation of gene expression [19].
MiRNAs are short non-coding RNAs that can regulate the expression of several target
genes via complementary binding to specific seed sequences [20,21]. Considering that the
seed sequence can be formed by 2–8 nucleotides and that the complementarity may also be
imperfect, a single miRNA may potentially modulate hundreds of mRNAs [21]. Over time,
the role of miRNAs has been progressively clarified, and even if some aspects have not
yet been completely understood, miRNAs may represent biomarkers or surrogate markers
of diagnosis and prognosis [21]. These small RNAs are commonly encoded by viruses
that undergo long-term persistent infection, including HPV, and can act as oncogenes to
promote carcinogenesis, or as tumor suppressors targeting and neutralizing oncogene
messenger-RNA [22]. MiRNA deregulation contributes to CC tumorigenesis, driving its
progression from CIN1 to invasive cancer. Furthermore, the genes encoded by the virus
can influence the miRNA expression in cervical cells [22]. The exosomes have emerged as a
novel source of non-invasive tumor biomarkers. The unique bilayer membrane structure
of exosomes offers protection against external RNases and proteases, leading to enhanced
stability of the enclosed mRNAs, miRNAs, and functional proteins, thus making exosomes
highly sensitive markers for disease diagnosis. The cargo in tumor-derived exosomes, such
as the range of miRNAs, can also serve as biomarkers, offering valuable targets for early
detection, diagnosis and treatment [23]. Thus, miRNAs with 19 to 24 nucleotides play a key
role in tumor initiation, progression, and dissemination through influencing continued pro-
liferative capacity, resistance to apoptosis, induction of invasion and metastasis, increased
angiogenesis, and avoidance of growth inhibition signals [15]. Therefore, miRNAs are
potential candidates in oncology as diagnostic biomarkers, prognostic biomarkers, thera-
peutic targets, and preventive screening programs [22]. MiRNA deregulation contributes
to CC tumorigenesis, driving its progression from CIN1 to invasive cancer. Furthermore,
the genes encoded by the virus can influence the miRNA expression in cervical cells [21].
MiRNAs can regulate both tumor suppressor genes and oncogenes, and the altered ex-
pression of miRNAs represents an early event in the induction of carcinogenesis through
HPV infection [2,24]. In CC, the expression of some miRNAs increases (miR-20a, miR-20b,
miR-93, miR-224) while that of others decreases (miR-127, miR-143/145, miR-218) [25–27].
Genomic DNA methylation has been proposed as an additional marker to increase the
sensitivity and predictivity in the detection of cervical dysplasia [28,29]. The methylation
markers CADM1, FAM19A4, and MAL could be high-performance markers for CC screen-
ing [2,25,30,31]; additionally, long interspersed nuclear elements-1 (LINEs-1) methylation
has been proposed as a surrogate marker to assess total DNA methylation levels in cancer
tissues and blood samples [32–34]. The purpose of this systematic review was to iden-
tify, in the most recent scientific literature, one or more epigenetic markers that can be
implemented to currently available screening for cervical cancer, with a particular focus
on miRNAs, DNA methylation, and oncoprotein expression. MiRNA changes and the
degree of DNA methylation were then compared. Six studies focused on the analysis of
oncoproteins involved in the carcinogenic process (particularly p16, E4, and E7). Many
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of the analyzed studies focused on the greater correlation between cancerous lesions and
miRNA modulation (especially mir124-2), rather than the infection of the specific HPV
genotypes (high-risk HPV species, 16 and 18) [34]. The authors of those studies report
the high variability of miRNA expression, especially among normal samples, and identify
miRNAs that are significantly up- or down-regulated in pre- or malignant vs. normal
samples. The integration of HPV DNA into the host genome can lead to alterations in DNA
methylation patterns and miRNA expression, contributing to the progression from normal
epithelium to cervical intraepithelial neoplasia and ultimately to cervical cancer. This re-
view aims to examine the relationship between epigenetic changes in the development and
progression of HPV associated with cervical cancer, providing an up-to-date overview of
the involvement of miRNAs and DNA methylation in the pathogenesis of HPV-related CC.

2. Results

Twenty-eight studies were finally identified and included in this review (Figure 1).
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An overview of the 28 identified studies is provided in Table 1, which reports the
PICO (participants, interventions, comparisons, outcomes) patient eligibility criteria for
each one.
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The methodological quality was evaluated using the Quality Assessment of Compara-
tive Diagnostic Accuracy Studies (QUADAS-2) checklist, it reported in Table 2. The quality
assessment of selected studies was performed according to the adapted Newcastle-Ottawa
Scale. This is based on (1) clarity of the study objective, (2) sample selection (representa-
tiveness of the sample; sample size; response rate9; (3) comparability (comparability of
participants from different outcome groups), (4) outcome (assessment; statistical tests).

Table 1. Table for eligibility criteria in accordance with PICO elements (participants, interventions,
comparisons, outcomes).

Reference P
(Patient/Population)

I
(Intervention)

C
(Comparison/Control)

O
(Outcome)

[19] CC patients (86) Cervical Cancer Tissues
21, miR-30 miRNA microarray

Predicted miRNA-mRNA
interaction (miR-9-1
hyper-methylation

[31] CC patients (n = 519). Cervical scrapes

Evaluated
FAM19A4/miR124-2

methylation analysis in a
large, worldwide series of

cervical cancer.

Methylation analysis of
FAM19A4 and miR124-2 genes
of high-risk (hr) HPV-positive

women

[35] CC patients (n = 447) Colposcopy

(1) Cervices without
cervical intraepithelial

neoplasia; (2) cervices with
a CIN grade of 1 (CIN 1);

and (3) cervices with a CIN
grade of 2 or 3 (CIN 2/3).

Methylation pattern for a panel
of 15 genes was analyzed via

quantitative methylation-specific
PCR (qMSP) and compared

between the groups (≤CIN 1 vs.
CIN 2+).

[36] CC patients (n = 42) Cervical scrapes In vivo metastasis assay.

Discovery of function of KDM5A
in cervical cancer progression as

a novel prognostic biomarker
and target for the clinical

management of this malignancy.

[37] CC patients (n = 81) Surgical specimens Biomarker comparison in
cancer vs. healthy tissue.

The function of
KDM2A-miRNAs on cervical

cancer was investigated in vitro
and in vivo, and KDM2A was
suggested as a new prognostic
biomarker of cervical cancer.

[38] n/a
Fresh tumorous and

normal areas of
surgical specimens

In vitro models of
monocultures and

co-cultures.

Characterization of the
mechanism of TFPI2
downregulation in

tumor-associated fibroblasts and
tumor cells. Inactivation of the

TFPI2 gene plays a strategic role
in the progression of cervical

cancer.

[39] CC patients (n = 497) Cervical scrapes
Higher E4 positivity in

CIN2 lesions than in CIN3
lesions.

HPV status and
FAM19A4/miR124-2
methylation analysis.

[40] CC patients (n = 115) Paraffin-embedded
cervical biopsy

No dysplasia, CIN1, CIN2,
CIN3, or cancer via

classical
histomorphological

grading criteria or via an
immunoscore.

HPV E4 expression and DNA
hypermethylation of CADM1,

MAL, and miR124-2 genes.

[41] CC patients (n = 318) Biopsy

Investigated the
relationship between

staining patterns of p16
and E4 IHC in the worst

biopsy, and the relationship
between these and

FAM19A4/miR124-2
methylation status in

cytology.

Expression of p16 and HPV E4
on biopsy samples and

methylation of FAM19A4 and
miR124-2 on cervical cytology

samples.
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Table 1. Cont.

Reference P
(Patient/Population)

I
(Intervention)

C
(Comparison/Control)

O
(Outcome)

[42] CC patients (n = 131) Biopsy Biomarker comparison in
cancer vs. healthy tissue.

Methylation analysis for
CADM1, MAL, and miR124

alone, in combination, and in
association with hrHPV

genotyping for the detection of
transforming HSIL/CIN in
several well-characterized

cervical biopsies.

[43] CC patients (n = 80) biopsy Biomarker comparison in
cancer vs. healthy tissue.

Identification of SEPT9
methylation as CC biomarker.

[44] CC patients (n = 176) Cervical Cancer Tissues LOXL2 expression in vitro
assays.

Identification of a new potential
therapeutic target for cervical

carcinoma via molecular
analyses.

[45] CC patients (n = 1040)

Cytology, and
HPV16/18 genotyping

of HPV-positive
women

FAM19A4/miR124-2
methylation, cytology, and
HPV16/18 genotyping of

HPV-positive women.

Cumulative CIN3+ incidences
over 3 screening rounds (5-year
intervals) of 4 triage strategies

were compared.

[46] CC patients (n = 1025) Colposcopy FAM19A4/miR124-2
methylation, cytology.

A negative FAM19A4/miR124-2
methylation triage test provides
a similar long-term CIN3+ risk

compared with a negative
cytology triage test.

FAM19A4/miR124-2
methylation analysis was found
to be a promising alternative to

cytology for triage.

[47] CC patients (n = 318)
Cytology screening and

colposcopy-directed
biopsy

Cytology, HPV-test,
FAM19A4/miR124-2

methylation.

Cytology provided highest
specificity but lowest sensitivity,

whereas a single HPV test
provided the highest sensitivity

but the lowest specificity.
Combining cytology with

methylation did not improve the
performance compared with

cytology alone.

[48] CC patients (n = 979)

HPV-based cervical
screening via cytology

and methylation
analysis

FAM19A4/miR124-2
methylation, cytology.

Evaluation of
FAM19A4/miR124-2

methylation analysis as a triage
test for HPV-positive women:

cancer incidence was
significantly lower for

methylation-negative women
compared to cytology-negative

women.

[49] CC patients (n = 2384) Cervical scrapes FAM19A4/miR124-2
methylation, cytology.

FAM19A4/miR124-2
methylation appears to be an

alternative/supplement to
cytology as a triage method to be

investigated in real-life pilot
implementation.

[50] CC patients (n = 294). Colposcopy
HPV-positive women with

a borderline or mild
dyskaryosis

FAM19A4/miR124-2
methylation, HPV16/18

genotyping, and
HPV16/18/31/33/45

genotyping in HPV-positive
women.



Int. J. Mol. Sci. 2024, 25, 12714 7 of 22

Table 1. Cont.

Reference P
(Patient/Population)

I
(Intervention)

C
(Comparison/Control)

O
(Outcome)

[51] CC patients (n = 135) biopsy FAM19A4/miR124-2
FAM19A4/miR124-2

methylation
Progressive CIN3 in pregnant

women.

[52] CC patients (n = 114) Cervical screening
FAM19A4/miR124-2

methylation, HPV-test,
cytology.

Most women with untreated
CIN2/3 and a negative baseline
FAM19A4/miR124-2 methylation
test showed clinical regression.
Methylation, in combination

with cytology or HPV
genotyping, can be used to

support a wait-and-see policy in
women with CIN2/3.

[53] CC patients (n = 1061) Cervical curettage Methylation positivity and
CIN grade.

Evaluating the
FAM19A4/miR124-2

methylation test.

[54] CC patients (n = 106) Liquid-based cytology
(LBC) samples

Hypermethylation of the
human genes FAM19A4

and miR124-2

Testing for methylation of
FAM19A4/miR124-2 as a triage

for HPV-positive women
appears to be useful to identify

women at risk of cancer
development, especially

adenocarcinoma

[55] CC patients (n = 209) Cervical scrapes. Biomarker comparison in
cancer vs. health tissue

Expression levels 10 candidates’
miRNA markers in the different
biological groups CIN0/1, CIN2,

and CIN3

[56] CC patients (n = 283) Cervical scrapes

Expression levels of the
eight candidate miRNAs in

cervical tissue samples
(n = 58) and

hrHPV-positive cervical
scrapes from a screening
population (n = 187) and
cancer patients (n = 38)

Evaluated the clinical value of
eight miRNAs (miR-9-5p,
miR-15b-5p, miR-28-5p,

miR-100-5p, miR-125b-5p,
miR-149-5p, miR-203a-3p, and
miR-375) on cervical scratches

for triaging hrHPV-positive
women in cervical screening

[57] CC patients (n = 327) Cervical scrapes miR-375, miR-20, miR-96,
mir124-2

Evaluated the clinical value of
miR-20, miR-96, CDKN2A, TSP4,
and ECM1, predicted high-grade

lesions with diagnostic
sensitivity of 89.0%, specificity of

84.2%

[58] n/a Oncogene

Feedback loops between
miRNAs and DNA

methylation in human
cancers.

miRNA dysregulation and
aberrant DNA methylation are

involved in tumor initiation,
progression, and metastasis.

[59] CC patients (n = 529)
HPV screening

followed by triage with
cytology

Biomarker comparison in
cancer vs. healthy tissue.

Full genotyping and
FAM19A4/miR124-2

methylation analysis in high-risk
human papillomavirus-positive
samples from women over 30

years old participating in
cervical cancer screening.

[60] CC patients (n = 70). Cervical tissues
miR-10b expression

measured in 51 CC cases
and 19 normal controls.

Less expression of miR 10b in
CC associated with larger tumor,
vascular invasion, and HPV type

16 positivity
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Table 2. Quality Assessment of Comparative Diagnostic Accuracy Studies (QUADAS-2) checklist.

Studies

Risk of Bias Concerns Regarding Applicability

Patient Selection Index Text Reference Standard Flow and Timing Patient Selection Index Reference Stand
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[19] + + + + + + + + + + + + +

[31] + + + + + + + + + + + + +

[35] + + + + + + + + + + + + +

[36] + + + + + + + + + + + ? +

[37] + + + + + + + + + + + ? +

[38] + + + ? + + + + + ? + ? +

[39] + + + + + + + + + + + ? +

[40] + + + + + + + + + + + + +

[41] + + + + + + + + + − + + +

[42] + + + + + + + + + − + ? +

[43] + + + + + + + + + + + + +

[44] + + + + + + + + + + + + +

[45] + + + + + + + + + + + + +

[46] + + + + + + + + + + + ? +

[47] + + + ? + + + + + − + − +

[48] + + + + + + + + + − + + +

[49] + + + ? + + + + + − + ? +

[50] + + + + + + + + + − + ? +

[51] + + + ? + + + + + − + ? +

[52] + + + + + + + + + + + + +

[53] + + + + + + + + + + + + +

[54] + + + + + + + + + + + + +

[55] + + + ? + + + + + − + + +

[56] + + + + + + + + + + + ? +

[57] + + + + + + + + + + + + +

[58] + + + + + + + + + ? + + +

[59] + + + ? + + + + + − + ? +

[60] + + + + + + + + + + + + +

The symbol + indicates a low risk of bias, − refers to a high risk of bias, and ? indicates no information.

An overview of the main findings related to biomarker (miRNA, methylation) anal-
yses, as inferred from the 28 identified studies, is reported in Table 3. The techniques
most frequently used to evaluate miRNA expression were multiplex real-time and DNA
methylation-specific PCR (19 articles) and quantitative real-time PCR (qPCR, 7 articles).
In most of the studies reviewed (11 articles), samples of normal cervical tissues were an-
alyzed in comparison with tissues from precancerous, mostly CIN2/3 (20 articles), and
cancerous lesions (18 articles) (Figure 2). Most studies analyzed formalin-fixed tissue (one
article), formalin-fixed paraffin-embedded tissue (FFPE) or frozen (later stored in RNA or
PBS) (three articles), and air-dried cytological cervical tissues samples (one article). All
specimens were collected at enrollment, before any treatment. Most of the studies based
their research on cytologic and histologic samples, while regarding the HPV genotypes
analyzed most of the articles focused on HPV16 and HPV18 (Figure 3).
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Table 3. Biomarkers and focus of biomarkers in the reviewed articles. Variations in biomarkers in terms of up- (↑) and downregulation (↓) refer to a comparison
between cancer and normal tissues.

Reference HPV Genotype Protein(s) Analyzed MiRNAs Analyzed Number of
Subjects Proposed Biomarkers Methylation MiRNAs Clinical Aspect

[19] 16, 18 miR-221, miR-30
miR-138 86

Predicted
miRNA-mRNA

interactions
miR-221-3p_BRWD3,
miR-221-3p_FOS, and
miR-138-5p_PLXNB2

↑ in SSC; ↓ in AC
(miR-9-1

hypermethylation)

↓ miR-221
(p < 0.05)
↑ miR-30
↓ miR-138
(p < 0.05)

HPV-driven transformation,
emphasizing PITX2’s role and

confirming miRNA-mRNA
interactions, in cervical cancer

development.

[31] 16, 18, others FAM19A4/miRNA
124-2 519 FAM19A4/miR124-2

methylation ↑ Methylation ↑ miR-124-2
(p < 0.0001)

Cervical cancer across various
subgroups, suggesting its

potential as a sensitive triage
test in HPV-based screening.

[35]
16, 18, 31, 33, 35,
39, 45, 51, 52, 56,

58, 59, 66, 68

HIC1, APC, CADM1,
CDH1, DAPK1,
JAM3, EPB41L3,
C130RF18, MAL,
PAX1, NKX6-1

miR-124-2 and target
genes SOX1, TERT,
LMX1A, DAPK1,
EPB41L3, HIC1

447
hsa-miR-124-2, SOX1,

TERT, LMX1A
hypermethylation

↑ Methylation ↓ miR-124-2
(p = 0.001) (OR = 5.1)

Detecting precursor lesions in
cervical cancer.

[36] 16 E7
microRNA-424-5p

and target gene
KDM5A

42 KDM5A ↑ Gene Expression ↑ miR-424-5p
(p < 0.05)

Cervical cancer and therapeutic
target.

[37] 16 E7 miR-132 and target
gene KDM2A 81 KDM2A ↑ Gene Expression ↑ miR-132

p < 0.05
Cervical cancer progression by

suppressing miR-132.

[38] 16 miR-23a and target
gene TFPI-2 34 TFPI-2 inactivation ↓ Expression ↓ miR-23a

(p < 0.05)
Cervical cancer women with

HPV 16 positive.

[39] n/a E4, p16, KI67 FAM19A4/miR124-
2 497

E4, p16, Ki-67 expression;
FAM19A4/miR124-2

methylation

↓ E4; ↑ p16, ↑
Methylation

(FAM19A4/miR-124-2)

↑ miR-124-2
(p < 0.001) High-grade CIN lesions.

[40]
16,18, 31, 33, 35,
39, 45, 51, 52, 53,
56, 58, 59, 66, 67,

70

P16INK4A, E4,
CADM1, MAL MIR124-2 115

E4 expression; CADM1,
MAL, miR124-2

methylation

E4 ↓; ↑ methylation
CADM1, MAL,

miR124-2
↑ miR124-2
(p < 0.05)

Productive to advanced
transforming cervical lesions.

[41]
16, 18, 31, 33, 35,
39, 45, 51, 52, 56,

58, 59, 66, 68.
E4, P16 FAM19A4/miRNA

124-2 318
E4, p16 expression;

FAM19A4/miR124-2
methylation

↓ E4; ↑ p16; ↑
methylation

FAM19A4/miR124-2

↑ miR124-2
(p < 0.001)

Cervical squamous
intraepithelial lesions.

[42] 16, 18, others CADM1, MAL miR-124 131 CADM1, MAL, miR-124
methylation ↑ Methylation

↑ miR124
Sensitivity 70.2%
Specificity 57.8%

High-grade cervical
intraepithelial lesions.
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Table 3. Cont.

Reference HPV Genotype Protein(s) Analyzed MiRNAs Analyzed Number of
Subjects Proposed Biomarkers Methylation MiRNAs Clinical Aspect

[43] n/a SEPT9 miR-375 80 SEPT9 methylation ↑ Methylation ↑ MiR-375
(p < 0.001)

Cervical cancer tissues and
para-carcinoma normal tissues
from cervical cancer patients.

[44] n/a LOXL2 176 LOXL2 ↑ Methylation
LOXL2 expression in cervical

carcinoma correlates with poor
survival via EMT.

[45] n/a FAM19A4/miRNA
124-2 1040 FAM19A4/miRNA 124-2

methylation ↑ Methylation
Cervical cancer in

HPV-positive women aged 30
and older.

[46] 16, 18 FAM19A4/miR124-
2 1025 FAM19A4/miR124-2

methylation ↑ Methylation

Long-term CIN3+ risk among
HPV-positive women triaged

with FAM19A4/miR124-2
methylation analysis is
comparable to cytology.

[47] 16, 18, others FAM19A4/miR124-
2 318 FAM19A4/miR124-2

methylation ↑ Methylation HIV-positive South African
women compared to cytology.

[48] n/a FAM19A4/miR124-
2 979 FAM19A4/miR124-2

methylation ↑ Methylation
Cytology for detecting

high-grade cervical lesions in
HPV-positive women.

[49] n/a FAM19A4/miR124-
2 2384 FAM19A4/miR124-2

methylation ↑ Methylation

Cervical cancer and
precancerous lesions in

HPV-positive women during
cervical cancer screening.

[50]
16, 18, 31, 33, 35,
39, 45, 51, 52, 56,

58, 59, 66, 68
FAM19A4/miR124-

2 294 FAM19A4/miR124-2
methylation ↑ Methylation ↑ miR124-2

(p < 0.001)

Risk-stratified HPV-positive
women with low-grade

cytology, potentially reducing
the need for direct colposcopy

referrals.

[51] n/a FAM19A4/miR124-
2 135 FAM19A4/miR124-2

methylation ↑ Methylation Progressive CIN3 in pregnant
women.

[52]
31, 33, 35, 39, 45,
51, 52, 56, 58, 59,

66,67, 68
FAM19A4/miR124-

2 114 FAM19A4/miR124-2
methylation ↑ Methylation

Women with untreated CIN2/3
and negative

FAM19A4/miR124-2
methylation have a higher

likelihood of clinical regression.

[53] 16, 18 E4; P16/Ki-67 FAM19A4/miRNA
124-2 1061 FAM19A4/miRNA 124-2

methylation ↑ Methylation ↑ miRNA 124-2
(p = 0.003)

CIN2/3 lesions in women aged
<30 years.
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Table 3. Cont.

Reference HPV Genotype Protein(s) Analyzed MiRNAs Analyzed Number of
Subjects Proposed Biomarkers Methylation MiRNAs Clinical Aspect

[54] n/a FAM19A4/miR124-
2 106 FAM19A4/miR124-2

methylation ↑ Methylation

Cervical cytology samples may
indicate risk of

adenocarcinoma up to 8 years
before diagnosis.

[55] 16 FAM19A4

miR-15b, miR-125b,
miR-149, miR-203a,

miR-375, let-7b,
miR-20a, miR-31,
miR-93, miR-222

209

FAM19A4
methylation/classifier

(miR-149, miR-20a,
miR-93) expression

↑ Methylation,
expression (miR-149,

miR-20a, miR-93)

↑ miR-149
(p < 0.05);

↑ miR-20a (p < 0.05);
↑ miR-93
(p < 0.05)

Cervical disease in
hrHPV-positive women

[56] 16, 18, others

miR-15b-5, miR-375,
miR-15b-5p,
miR125-5p,
miR-149-5p,
miR-203a-3

283

miR-15b-5p,
miR-125b-5p,

miR-149-5p, miR-203a-3p
and miR-375) obtained
from hrHPV-positive

cervical CIN3

↑ miR-15b-5, Sensitivity
56.1% specificity 62.0%
↓ miR-125 Sensitivity
72.7% specificity 47%

(p = 0.067)
↓ miR-149-5p

Sensitivity 84.3%
specificity 28.8%

↓ miR-375 Sensitivity
52.9% specificity 62.1%

Cervical scrapes feasibly detect
cervical cancer early, offering

potential for triaging high-risk
HPV-positive women in

screening programs.

[57]
16, 18, 31, 33, 35,
39, 45, 51, 52, 56,

58, 59
CDKN2A, TSP4,

ECM1, MAL
miR-375, miR-20,
miR-96, mir-124-2 327

Classifier (miR-375,
miR-20, miR-96,

CDKN2A, TSP4, ECM1)
n/a MIR124-2 methylation High-grade cervical lesions and

cancer.

[58]
16, 18, 31, 33,35,
39, 45, 51, 52, 56,

58, 59, 66, 68,
miR-362-3p,
miR-362-5p 89 miR-362-3p ↓ Expression

↓ miR-362-3p
HR: 0.561, 95%CI:

0.354-0.889, (p = 0.014).

Cervical squamous cell
carcinoma, with no prognostic

value observed in
adenocarcinoma.

[59]
16, 18, 31, 33, 35,
39, 45, 51, 52, 56,

58, 59, 66, 68
FAM19A4/miRNA

124-2 529 FAM19A4/miRNA 124-2
methylation negative ↓ Methylation HPV-positive women over 30

in cervical cancer screening.

[60] 16, 18 miR-10b 70 miR-10b miR-10b ↓ miR-10b
(p < 0.001)

HPV-positive cervical cancer by
targeting Tiam1.
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vation of abnormalities in DNA repair pathways, epigenetic alterations may play a crucial 
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Figure 2. Grading lesion frequency based on the number of articles. The number of articles is shown
on the y-axis, and the degree of the lesion (CIN1, CIN2/3, CC) and a comparison with the normal
condition are shown on the x-axis. In most of the studies reviewed (8 articles), samples of CIN 1
lesions of cervical tissues were analyzed in comparison with tissues with high levels of CIN2/3
lesions (20 articles) and cancerous lesions (CC) (18 articles).

Figure 3. Most of the studies based their research on cytologic and histologic samples. The HPV
genotypes analyzed are HPV16 and HPV18 in 57% of the studies (blue color) and only HPV 16
reported in 15% of the studies (yellow color), while 23% analyzed unspecified genotypes (gray color)
and 3.80% analyzed other genotypes (orange color).

2.1. Epigenetic Changes and Developmental Progression of HPV Disease Associated with
Cervical Cancer

Stable, long-term alterations in DNA, known as epigenetic modifications, are a normal
evolutionary process that results in essential environmental adaptations. Although they
do not alter the DNA sequence, they do have an impact on genomic stability and gene
expression. Epigenetic modifications are significant for several biological functions [2].
Through the activation of oncogenes, silencing of tumor suppressor genes, and aggravation
of abnormalities in DNA repair pathways, epigenetic alterations may play a crucial role in
cancer cells. While a persistent, high-risk HPV infection is directly linked to cervical cancer,
there are several epigenetic modifications that have been found in the viral DNA and the
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infected cells’ genomes. These include histone modification, DNA methylation, and gene
silencing by non-coding RNAs, which both start and maintain epigenetic changes [20,21].
While a chronic high-risk HPV infection is directly linked to CC, the viral DNA and genome
of infected cells have been found to exhibit several epigenetic modifications. There have
been reports of hypomethylation of the whole DNA, hypermethylation of host cell tumor
suppressor genes, and hypermethylation of the E2 binding site found in the LCR of the
viral genome. The carcinogenic process also involves alterations in ncRNA expression
patterns, histone modifications, and acetylation [25]. In this study, we discuss some of these
epigenetic pathways involved in the beginning and development of CC.

2.2. HPV and DNA Methylation

DNA methylation is an epigenetic mechanism that involves the transfer of a methyl
group on the C5 position of cytosine to form 5-methylcytosine. This mechanism regulates
gene expression in two ways: by recruiting proteins involved in gene repression and by
inhibiting the binding of transcription factors to DNA. The DNA methylation pattern in
the genome changes during development because of a process involving both DNA methy-
lation and demethylation, giving differentiated cells a DNA methylation pattern specific to
the regulation of gene transcription in that tissue [34]. During our study, we identified four
articles analyzing methylation levels of genes indicated as potential biomarkers.

According to Rogeri, C. et al., the hypermethylation of the hsa-miR-124-2, SOX1,
TERT, and LMX1A genes could be a promising biomarker for cervical cancer precursor
lesions, independent of hr-HPV status, and can be performed with samples collected for
cervical cytology and HPV DNA testing. Indeed, they found that increased methylation of
hsa-miR-124-2 directly correlated with the decreased expression of miR-124, implying that
methylation is functionally involved in cervical carcinogenesis [35].

In their study, Liu, J et al. suggested KDM5A (lysine-specific demethylase 5A) as a
possible biomarker of progression to carcinoma. Indeed, they discovered that KDM5A-
induced E7 oncoprotein upregulation promoted the proliferation and invasiveness of
cervical cancer cells in vitro and in vivo, which was associated with a poor prognosis in
cervical cancer patients [36]. Ou, R. et al., on the other hand, proposed lysine-specific
demethylase 2A (KDM2A) as a potential medical management biomarker in cervical cancer.
KDM2A upregulation is induced by HPV16 E7 and promotes the proliferation and invasion
of cervical cancer cells, indicating a poor prognosis. KDM2A physically interacts with
the tumor suppressor miR-132 promoter and inhibits its expression, effectively acting as
a tumor activator [37]. In their study, Fullár A. et al. focused on TFPI-2, a gene found to
be hypermethylated only in cancer cells. TFPI-2 can be considered a tumor suppressor
since it plays a role in the suppression of invasiveness by cervical cancer. The inactivation
of the TFPI-2 gene has been demonstrated using two well-known epigenetic regulatory
mechanisms in cervical cancer cells and tumor-associated cervical fibroblasts [38].

According to Vink J. et al., E4 expression dramatically dropped from CIN2 to CIN3
and with a rising score of immunohistochemical expression of p16 and Ki-67 (referred to as
“immunoscore”). Methylation positivity and miR124-2 expression increased significantly
from CIN2 to CIN3 (p < 0.001). Although P16INK4A expression is not predictive of clinical
behavior or the prognosis of CIN lesions, it has been linked to the severity of the CIN
grade [39]. According to Zummeren, M. et al., extensive E4 expression decreased with
increasing CIN grade and immunoscore; it was missing in carcinomas and most common in
lesions with cumulative immunoscores of 1–3 or traditionally rated CIN1 [40]. According to
Leeman, A. et al., E4-positive staining decreases as SIL/CIN grade increases. Lesions with
diffuse but limited E4- and p16-positive staining are likely to be early transforming and
productive lesions and may have a higher likelihood of spontaneous regression, whereas
patients with methylation-positive cervical cytology specimens and largely p16-positive,
E4-negative lesions are more likely to have ≥HSIL/CIN3 lesions [41].

According to Del Pino, M. et al., HSIL/CIN2-3 and CC lesions have significantly higher
levels of CADM1 and MAL methylation than normal and LSIL lesions. It was observed
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that the methylation rate of CADM1, MAL, and miR124 increases with the severity of the
lesion [42]. In the article by Jiao, X. et al., it is therefore configured as a potential biomarker,
since SEPT9 hypermethylation exhibits high sensitivity and specificity in the diagnosis of
cervical cancer. They also found that the development of radiosensitivity is partially caused
by the suppression of SEPT9 expression [43].

A member of the lysyl oxidase (LOX) family, lysyl oxidase-like 2 (LOXL2), is essential
for catalyzing the synthesis of collagen and elastin cross-links in the extracellular matrix
(ECM). It is a protein found in numerous types of cancer, in which it has been linked to the
development of cancer cell proliferation, invasion, metastasis, and angiogenesis, and its
expression has been suggested to be linked to poorer prognosis. In cancer tissue, Cao C.
et al. discovered that LOXL2 is highly expressed. High levels of LOXL2 expression were
linked to worse overall survival (OS) and disease-free survival (DFS) in cervical carcinoma.
The authors then investigated the relationship between LOXL2 expression and LOXL2
promoter DNA methylation, finding that 14 CpG islands of LOXL2 were significantly and
negatively correlated with LOXL2 gene expression in cervical cancer [44].

2.3. HPV and miRNAs

MiRNAs are small non-coding RNAs capable of influencing messenger RNA (mRNA)
through recognition sites in the 3′untranslated region (UTR, responsible for regulating its
stability), altering its gene expression levels. Specifically, miRNAs can induce suppres-
sion or increase cellular competition for miRNA binding sites by interacting with long
non-coding RNAs (lncRNAs), circular RNAs (circRNAs), and pseudogenes. It follows
that the expression levels of miRNAs play an important role in carcinogenesis and other
diseases [59]. Different articles analyzing miRNAs involved in cervical cancer studies along
with the methodologies are given in Table 4.

Table 4. MiRNAs and target genes analyzed and their functioning.

miRNAs Methodology and Functions Number of Subjects References

miR-124-2
Methylation analysis of the promoter regions of FAM19A4

and miR124-2 in liquid-based cytology samples, and
multiplex quantitative methylation-specific PCR.

167 [30]
447 [35]
115 [40]
318 [41]

CADM1, MAL, and
miR124 promoter genes

DNA methylation profiling using a bead-based microarray
followed by validation with pyrosequencing, and multiplex

quantitative methylation-specific PCR (qMSP).
131 [42]

FAM19A4/miR-124-2

Immunohistochemical analysis of P16INK4A, Ki-67, and
HPV E4 expression, and DNA methylation analysis of

FAM19A4/miR124-2 using quantitative
methylation-specific PCR (qMSP).

497, 529 [39,59]
1040, 1025 [45,46]

318, 979 [47,48]
2384, 294 [49,50]
135, 114 [51,52]

1061 [53]

miR-124-2 hypermethylation of gene and quantitative
methylation-specific PCR (qMSP). 109 [54]

miR-9-5p, miR-15b-5p,
miR-28-5p miR-100-5p,

miR-125b-5p, miR-149-5p,
miR-203a-3p, miR-375

Quantitative RT-PCR to measure miRNA expression levels
in cervical tissue samples and hrHPV-positive cervical

scrapes and quantitative methylation-specific PCR (qMSP)
for DNA methylation analysis.

283 [55]
209 hrHPV-positive
scrapes of women
with CIN2/CIN3

[56]

miR-362-3p Methylation-specific PCR (MSP) 89 [58]

miR-10b

Quantitative RT-PCR to measure miR-10b expression,
methylation sequencing to analyze CpG sites, cell

proliferation, apoptosis, migration, and invasion assays, and
Western blot to assay the expression of the target gene

70 [60]
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3. Discussion

In summary, our review highlights the significant findings from host DNA studies,
which demonstrate the crucial role of DNA methylation and miRNA expression in the regu-
lation of key oncogenes and tumor suppressor genes in HPV-related cervical carcinogenesis.
These alterations in the host genome contribute to the progression and persistence of the
disease. Additionally, HPV DNA studies reveal the mechanisms by which HPV integrates
into the host genome, leading to genetic instability and further promoting carcinogene-
sis. Understanding these molecular interactions provides valuable insights into potential
biomarkers for early detection and targets for therapeutic intervention in HPV-related
cervical cancer.

The FAM19A4/miR124-2 methylation diagnostic test can detect cervical cancers with
high accuracy (about 98%), particularly advanced CIN lesions [15,61,62]. These are CIN2/3
lesions detected in patients with long-standing HPV infection and show a methylation
profile like that found in cancer. Based on these parameters, they are considered to have a
high risk of progression in the short term [59]; therefore, among future screening algorithms,
this study emphasizes the importance of also considering the age of patients [59].

A study by De Strooper, L. et al. analyzed the FAM19A4 and miR124-2 DNA methyla-
tion derived from PAP-test samples, demonstrating good clinical performance in detecting
cervical cancer and advanced CIN lesions of the HPV-positive women. They demonstrated
that the absence of FAM19A4/miR124-2 methylation correlates with a low risk of cervical
cancer in HPV-positive women aged 30 years and older [45].

An FAM19A4/miR124-2 methylation analysis, coupled or not with HPV16/18 geno-
typing, may be regarded as an objective alternative to cytology for triage testing of HPV-
positive women in cervical cancer screening. This demonstrates that among HPV-positive
women aged more than 30 years, a negative FAM19A4/miR124-2 methylation test pro-
vides comparable safety in terms of long-term CIN3+ risk versus a negative cytology
test, while a positive methylation test justifies an immediate colposcopy referral [46]. A
negative FAM19A4/miR124-2 methylation test result can exclude the presence of cervical
carcinoma [28].

In the same year, Kremer, W.W. et al. investigated a potential role of methylation
analysis in the cervical screening of women living with HIV in South Africa. They studied
strategies that provided only a nonsignificant increase in sensitivity for CIN3 (67.8% as
a triage test of women with ASC-US or LSIL cytology, 62.7% as a primary screening test
with cytology triage of methylation positives) compared with cytology alone (59.3%), while
the specificity decreased (from 91.6% for cytology alone to 85.0% and 87.2%, respectively).
They also highlighted the problem of the costs of these strategies, considering them as
non-effective in their case [47].

Positive lesions only for p16 and E4 are likely to represent lesions in the early trans-
formation phase and have a higher probability of spontaneous regression. A loss of
E4 expression in the worst lesion, on the other hand, is associated with methylation of
FAM19A4/miR124-2 [41].

When FAM19A4/miR124-2 methylation analysis was combined with cytology, the
CIN3 sensitivity was 84.6% (95% CI 78.3–90.8) and the specificity was 69.6% (95% CI
66.5–72.7). The cervical cancer incidence was significantly lower in methylation-negative
women than in cytology-negative women over a 14-year period (risk difference 0.98%,
95% CI 0.26–2.0) [48].

A large retrospective multicenter clinical performance study demonstrated that the
triage of HPV-positive women with the FAM19A4/miR124-2 methylation test provides
objective and reproducible results in terms of the detection of ≥CIN3 (sensitivity for
cervical cancer detection of 95% and 77.2% for CIN3, specificity of 78%) in four Euro-
pean countries [49]. Two further studies found the clinical regression (85%) of CIN2
and CIN3 in women with ASC-US/LSIL or an HPV16-negative status with a negative
baseline FAM19A4/miR124-2 methylation test; a methylation test in conjunction with
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cytology or HPV genotyping was used to support a wait-and-see approach in women with
CIN2/3 [50,51].

FAM19A4/miR124-2 methylation screening can improve the care of pregnant women
with CIN3 by reducing overtreatment with no residual risk of progressive illness. A
methylation-negative test can rule out progressive CIN3 and cancer (LR: 0, 95% CI: 0–0.203),
indicating that these pregnant women can be safely maintained with conservative follow-up
till after delivery [51].

EPB41L3, HPV16L1, HPV16L2, HPV18L2, HPV31L1, and HPV33L2 show high poten-
tial as prognostic biomarkers to identify progressive CIN2 [52].

According to the authors of two studies, the use of the FAM19A4/miR124-2 methy-
lation test for advanced CIN2/3 lesions in young women makes this test an extremely
effective and more specific tool to guide physicians in the management of women with
CIN2/3 lesions [53,63].

Increased numbers of methylated cells and larger, genetically abnormal lesions may
be associated with high methylation levels, which are symptomatic of increasing CIN
disease [54].

Other studies investigated one or few miRNAs identified as dysregulated in
CC progression.

Zummeren, M. et al. showed that a gradual transition of productive CIN to advanced
transformative CIN and cancer can be seen depending on the expression levels of E4 and
miR-124-2 expression. In particular, the authors point out that the exposure of the two is
inversely proportional, with the expression of miR-124-2 increasing as the lesion grade
increases [40]. Instead, the combination of CADM1 promoter methylation status, MAL,
and miR124 alone can be considered a reliable biomarker to detect transforming HSIL/CIN
lesions. The authors demonstrated that an increase in lesion severity also sees an increase
in the methylation rate of CADM1, MAL, and miR-124.

In 2018, Babion I. et al. examined the expression levels of eight potential candidate
miRNAs in cervical tissue samples, identifying five whose levels were significantly differ-
ent between controls and women with CIN3 lesions. Using a logistic regression analysis,
the authors demonstrated that the sensitivity and specificity for CIN3 detection obtained
via a two-miRNA classifier (miR-15b-5p and miR-375) could be increased to 63 and 77%,
respectively, including HPV16/18 genotyping [55]. The implementation of the routine
diagnostics of HPV-related cervical dysplasia by investigating new molecular and epige-
netic diagnostic tools achieves personalized prevention of CC, according to a value-based
healthcare approach. The integration of personalized medicine into prevention may benefit
citizens, patients, healthcare professionals, healthcare authorities, and industry, and will
ultimately seek to contribute to better health and quality of life for Europe’s citizens [56,60].

Real-time PCR was used to estimate the levels of 25 miRNAs and 12 mRNAs involved
in cervical carcinogenesis in 327 air-dried Papanicolaou-stained cervical smears from
patients with cervical precancerous lesions, cancer, or no disease. It was shown that miR-
375, miR-20, miR-96, CDKN2A, TSP4, and ECM1 can predict high-level lesions with a
diagnostic sensitivity of 89.0% and a specificity of 84.2%. Furthermore, the methylation
levels of mir124-2 and MAL promoters, HR-HPV genotypes, and viral load were studied in
a subsample of the same competitors. The risk of high-grade lesions, as predicted by the
classifier, is related to the frequency of methylation of MAL and mir124-2, but not to the
HR-HPV genotype or viral load [56,57].

Other miRNAs have been proposed as biomarkers in identifying cancerous lesions
of the cervix. miR-9-5p exhibits histotype-dependent expression, meaning that it is more
prevalent in SCC and less prevalent in AC. This study suggests that the methylation of
miR-9-1, one of its precursor genes, is associated with the low levels of miR-9-5p in ACs.
Moreover, it was discovered that miR-9-5p is more expressed in SCCs and HPV16-positive
cells and is dependent on both the histotype and hrHPV type. In conclusion, it was found
that miR-9-5p exhibits oncomiR activity in cells derived from SCC, while it has a tumor
suppressor function in cells derived from AC [20,63].
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MiR-10b expression decreased in CC tissues compared with normal tissues, and that
lower miR-10b expression was associated with vascular invasion, larger tumors, and HPV
positivity [60].

MiR-362-3p, when over-expressed, correlated with a higher probability of survival
in patients with SCC (HR: 0.561, 95% CI: 0.354–0.889, p = 0.014). The expression of miR-
362-3p should be considered a reliable prognostic biomarker in cervical SCC, but not in
ADC [58]. However, the detection of viral nucleic acid does not provide any information
about the biological result of the interaction between HPV and the human host [21]. This
piece of information is provided by an miRNA analysis in cervical tissue. This finding
supports the combined use of HPV16/18 genotyping and microRNA detection as a triage
test for HPV-positive women to identify subjects at high risk for cancer progression. The
characterization of the CIN via multiple methods (HPV genotyping, miRNA, IHC, DNA
methylation) is a new tool to identify subject at high risk for cancer evolution in advance.
This would lead to the targeted treatment of those patients with a CIN at high risk of
progression to invasive forms, thus personalizing both therapeutic and follow-up protocols.
Indeed, the use of multiple biomarkers is a reasonable strategy to increase the predictivity
of the performed analysis in identifying at an individual level the risk of CIN progression.
MiRNAs and DNA methylation are two relevant epigenetic cell modifications that have
emerged in recent years as the most critical players in the regulation of gene expression [20].
The methylation rate of CADM1, MAL, and miR-124 increases with the severity of the
lesion [42]. It is well established that HPV16 and 18 infections dramatically increase the
risk of CIN3 and cancer onset. Furthermore, performing this analysis before invasive
diagnostic interventions facilitates the targeted treatment of only those lesions with a real
risk of neoplastic progression, with important relapses for the patients, who would undergo
invasive investigations only if strictly necessary.

The reviewed studies are characterized by a high heterogeneity. Differences exist
between the techniques used to measure miRNA expression, although PCR has been the
most common. A similar observation may be made for the analysis of DNA methylation,
although pyrosequencing has been the most common technique. These methodological
differences may contribute to the lack of full homogeneity in the findings obtained.

The characterization of novel epigenetic and other biological markers of HPV-related
dysplasia could improve early diagnosis, our understanding of the risk of progression to
invasive CC, and the clinical management of patients with the diagnosis of CIN I-II-III. The
investigation of miRNA levels in cervical exfoliated cells certainly opens new possibilities
for studying molecular markers in the context of screening programs. However, this
systematic review has several limitations. First, the variation in sample sizes across selected
studies may have affected the results of some miRNAs. Some studies have disproportionate
sample sizes in each category, which may have impacted the precision of the data. However,
most of the included studies had sufficient sample sizes and data on miRNA expression
levels to draw valid conclusions.

4. Materials and Methods
4.1. Literature Search

This review was conducted following the Preferred Reporting Items for Systematic
Reviews and Meta-Analysis Protocol (PRISMA) guidelines [33]. The literature search was
conducted on PubMed using the two following search strings (terms searched in advanced
search in “All Fields”): “HPV” AND “miRNA” AND “methylation” AND “cervical cancer”;
“HPV” AND “microRNA” AND “methylation” AND “cervical cancer” as keywords.

The correlation between miRNA, DNA methylation, and HPV-related disease (CIN1,
CIN2, CIN3, and CC lesions) was the main criterion of inclusion for this review.

A total of 125 studies were first identified. Before screening, 56 studies were removed
because they were duplicates, leaving a total of 69 remaining studies to be screened. Of
these, 13 were excluded: 1 was written in Czech, 7 were reviews, 1 was retracted, and 1
was not finished. A total of 56 results were assessed for eligibility: 5 were not pertinent to
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the subject of the research, and 23 were published before 2018. Studies focusing on cancers
unrelated to cervical cancer were also excluded.

Twenty-eight studies were finally identified and included in this review (Figure 1).
The search was limited to articles published between 2018 and 2023 to maintain

relevance. We cannot overlook that some important studies published before 2018 that
might also have added value to the topic were not included in our analysis.

4.2. Literature Search Samples, Grading Lesion, miRNA, DNA-Methylation, and HPV
Genotype Analysis

The studies included were mainly conducted on human material (26 items of 28):
cervical scrapes (7 items), cervical biopsy (5 items), cytology (4 items), colposcopy (3 items),
cervical tissues (2 items), surgical specimens (2 items), curettage (1 item), trachelectomy,
hysterectomy, and pelvic lymph node dissection (1 item), and liquid-based cytology (1 item).
MiRNAs, the target genes analyzed, and their functioning were collected as follows: miR-
124-2 (4 items); CADM1, MAL, and miR124 promoter genes (2 items); FAM19A4/miR-124-2
(11 items); miR-10b (1 item); miR-9-5p, miR-15b-5p, miR-28-5p miR-100-5p, miR-125b-5p,
miR-149-5p, miR-203a-3p, and miR-375 (2 items); miR-362-3p (1 item) (Table 4).

Lesion grades CIN1 (9 items), CIN2-3 (20 items), CC (18 items), and their comparison
to control groups (11 items) were also considered (Figure 2), as well as HPV genotypes
(HPV 16, 18: 57% items; HPV 16: 15% items; other HPV genotypes: 3,8% items; unspecified
HPV genotype: 23% items) (Figure 3).

4.3. Quality and Reporting Appraisal

Two independent experts investigated the retrieved literature (G.C., P.A.). In case of
disagreement between them, two others (AI, AP) were involved to reach a final consensus.
No automation tools were used for this review.

The methodological quality was evaluated using the Quality Assessment of Compara-
tive Diagnostic Accuracy Studies (QUADAS-2) checklist, as reported in Table 1. The quality
assessment of selected studies was performed according to the adapted Newcastle–Ottawa
Scale. This is based on the (1) clarity of the study objective, (2) sample selection (repre-
sentativeness of the sample; sample size; response rate), (3) comparability (comparability
of participants from different outcome groups), and (4) outcome (assessment; statistical
tests). Green color indicates a low risk of bias, red refers to a high risk of bias, and yellow
indicates no information.

The data obtained from the full-text analysis were grouped into Microsoft Excel tables
(Tables 1–3), based on which an analysis of the results was prepared. The eligibility criteria
in accordance with PICO (participants, interventions, comparisons, outcomes) is reported
in Table 1.

5. Future Research

The epigenetic aspects of the HPV genome reveal that different HPV genotypes may
have different effects on the host epigenetic machinery. In HPV16/18, the host methylation
machinery is triggered strongly to methylate the viral and host genome. The methylation
of HPV16 and HPV18 has the potential to differentiate normal from ≥CIN1 cervical lesions.
HPV infection, viral genotype, physical viral DNA state, and carcinogenic risk all affect
changes to the methylation status of cellular DNA. These methylation biomarkers showed
satisfactory clinical results in patients with CIN3 and more severe lesions. However, the
goal of early detection is to improve the detection of precancerous lesions before the ≥CIN3
stage by, for instance, identifying new cervical cancer methylation biomarkers, possibly
by including an analysis of the methylation of other genes or via HPV typing. MiRNA
deregulation contributes to CC tumorigenesis, driving its progression from CIN1 to invasive
cancer. Furthermore, the genes encoded by the virus can influence the miRNA expression in
cervical cells [15]. MiRNAs can regulate both genes related to tumor suppressor genes and
oncogenes, and the altered expression of miRNAs represents an early event in the induction
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of carcinogenesis by HPV infection [2,25]. The implementation of routine CC prevention
by investigating new molecular and epigenetic diagnostic markers is demanding. This
study aimed to evaluate the feasibility and utility of including epigenetic alterations such
as miRNA regulation and DNA methylation in CC screening; elucidating the association
between genetic and epigenetic modifications and the characterization of the lesion can
improve early diagnosis, the understanding of neoplastic progression risk, and the clinical
management of patients, with the aim of setting up personalized screening protocols for
CC. Since miRNAs are linked to treatment resistance in cervical cancer, new combination
therapies involving miRNA inhibitors, or their addition to chemotherapy or radiotherapy,
may be created. These findings point to varieties of molecular targeted therapies and
miRNA-specific customized therapies, and miRNAs are anticipated to play a significant
role in the detection and management of CC.

6. Conclusions

Alterations to the methylation status of cellular DNA are influenced by HPV infection,
the viral genotype, the physical state of the viral DNA, and oncogenic risk. The E6 and E7
oncoproteins of HPV 16 induce the overexpression of DNA methyltransferase enzymes,
which can catalyze the aberrant methylation of protein-coding and miRNA genes that are
susceptible to regulation via methylation. Increased knowledge of the molecular changes
in cervical precancer and cancer, such as genetic and/or epigenetic changes associated with
cervical neoplastic progression combined with HR-HPV infection, will be important for
the next generation of screening programs. Indeed, the use of multiple biomarkers is a
reasonable strategy to increase the predictivity of the performed analysis in identifying the
risk of CIN progression at an individual level.

Author Contributions: Conceptualization, A.P. and G.C.; methodology, G.C. and P.A.; validation,
A.I. and A.P.; formal analysis, Z.K.; investigation, A.I. and A.P.; resources, A.P.; data curation, G.C.,
P.A. and S.F.; writing—original draft preparation, G.C. and P.A.; writing—review and editing, A.P.,
Z.K. and S.F.; visualization, A.I.; supervision, A.P.; project administration, A.P. and A.I.; funding
acquisition, A.I. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded partially by the University of Genoa, Italy PI Prof. Alberto
Izzotti Grant 100008-2022-AI-FRA, and partially by the Italian Association for Cancer Research (AIRC,
IG2017-20699 to A.I.).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

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

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

References
1. Mesri, E.A.; Feitelson, M.A.; Munger, K. Human viral oncogenesis: A cancer hallmarks analysis. Cell Host Mi-Crobe 2014, 15,

266–282. [CrossRef] [PubMed]
2. Sammarco, M.L.; Tamburro, M.; Pulliero, A.; Izzotti, A.; Ripabelli, G. Human Papillomavirus Infections, Cervical Cancer and

MicroRNAs: An Overview and Implications for Public Health. Microrna 2020, 9, 174–186. [CrossRef] [PubMed]
3. Bruni, L.; Albero, G.; Serrano, B.; Mena, M.; Collado, J.; Gomez, D.; Munoz, J.; Bosch, F.; de Danjosé, S. Human Papillomavirus and

Related Diseases Report: World; ICO/IARC HPV Information Centre: Barcelona, Spain, 2021.
4. AIOM-AIRTUM, P.T.; Albiges, L.; Bex, A.; Grünwald, V.; Porta, C. I Numeri del Cancro in Italia 2020; LILT Milan Monza Brianza

APS: Piazzale Gorini, Milan, 2020.
5. Mighty, K.K.; Laimins, L.A. The Role of Human Papillomaviruses in Oncogenesis. Recent Results Cancer Res. 2014, 193, 135–148.

[CrossRef] [PubMed]
6. Molet, L.; Girlich, D.; Bonnin, R.A.; Proust, A.; Bouligand, J.; Bachelerie, F.; Hantz, S.; Deback, C. Identification by High-

Throughput Sequencing of HPV Variants and Quasispecies That Are Untypeable by Linear Reverse Blotting Assay in Cervical
Specimens. Papillomavirus Res. 2019, 8, 100169. [CrossRef] [PubMed]

https://doi.org/10.1016/j.chom.2014.02.011
https://www.ncbi.nlm.nih.gov/pubmed/24629334
https://doi.org/10.2174/2211536608666191026115045
https://www.ncbi.nlm.nih.gov/pubmed/31738147
https://doi.org/10.1007/978-3-642-38965-8_8
https://www.ncbi.nlm.nih.gov/pubmed/24008297
https://doi.org/10.1016/j.pvr.2019.100169
https://www.ncbi.nlm.nih.gov/pubmed/31283993


Int. J. Mol. Sci. 2024, 25, 12714 20 of 22

7. Basile, M.; Calabrò, G.E.; Ghelardi, A.; Ricciardi, R.; De Vincenzo, R.; Cicchetti, A. HPV Vaccination in Women Treated for Cervical
Intraepithelial Neoplasia: A Budget Impact Analysis. Vaccines 2021, 9, 816. [CrossRef] [PubMed]

8. de Martel, C.; Georges, D.; Bray, F.; Ferlay, J.; Clifford, G.M. Global Burden of Cancer Attributable to Infections in 2018: A
Worldwide Incidence Analysis. Lancet. Glob. Health 2020, 8, e180–e190. [CrossRef]

9. McCredie, M.R.; Paul, C.; Sharples, K.J.; Baranyai, J.; Medley, G.; Skegg, D.C.; Jones, R.W. Consequences in women of partici-
pating in a study of the natural history of cervical intraepithelial neoplasia 3. Aust. N. Z. J. Obstet. Gynaecol. 2010, 50, 363–370.
[CrossRef]

10. Izzotti, A.; Larghero, P.; Longobardi, M.; Cartiglia, C.; Camoirano, A.; Steele, V.E.; De Flora, S. Dose-responsiveness and
persistence of microRNA expression alterations induced by cigarette smoke in mouse lung. Mutat. Res. 2011, 717, 9–16. [CrossRef]

11. Tainio, K.; Athanasiou, A.; Tikkinen, K.A.; Aaltonen, R.; Cárdenas, J.; Glazer-Livson, S.; Jakobsson, M.; Joronen, K.; Kiviharju, M.;
Louvanto, K.; et al. Clin-ical course of untreated cervical intraepithelial neoplasia grade 2 under active surveil-lance: Systematic
review and meta-analysis. BMJ 2018, 360, k499. [CrossRef] [PubMed]

12. WHO. Cervical Cancer. Available online: https://www.who.int/news-room/fact-sheets/detail/cervical-cancer (accessed on 25
July 2023).

13. Oyouni, A.A.A. Human Papillomavirus in Cancer: Infection, Disease Transmission, and Progress in Vaccines. J. Infect. Public.
Health 2023, 16, 626–631. [CrossRef]

14. Choi, S.; Ismail, A.; Pappas-Gogos, G.; Boussios, S. HPV and Cervical Cancer: A Review of Epidemiology and Screening Up-take
in the UK. Pathogens 2023, 12, 298. [CrossRef] [PubMed]

15. Bañuelos-Villegas, E.G.; Pérez-yPérez, M.F.; Alvarez-Salas, L.M. Cervical Cancer, Papillomavirus, and MiRNA Dysfunction. Front.
Mol. Biosci. 2021, 8, 758337. [CrossRef] [PubMed]

16. Piña-Sánchez, P. Human Papillomavirus: Challenges and Opportunities for the Control of Cervical Cancer. Arch. Med. Res. 2022,
53, 753–769. [CrossRef] [PubMed]

17. Suzuki, H.I.; Yamagata, K.; Sugimoto, K.; Iwamoto, T.; Kato, S.; Miyazono, K. Modulation of microRNA processing by p53. Nature
2009, 460, 529–53315. [CrossRef] [PubMed]

18. zur Hausen, H. Papillomaviruses and cancer: From basic studies to clinical application. Nat. Rev. Cancer 2002, 2, 342–350.
[CrossRef] [PubMed]

19. Babion, I.; Miok, V.; Jaspers, A.; Huseinovic, A.; Steenbergen, R.D.M.; van Wieringen, W.N.; Wilting, S.M. Identification of
De-regulated Pathways, Key Regulators, and Novel MiRNA-MRNA Interactions in HPV-Mediated Transformation. Cancers 2020,
12, 700. [CrossRef]

20. Hu, Z.; Ma, D. The Precision Prevention and Therapy of HPV-Related Cervical Cancer: New Concepts and Clinical Implica-tions.
Cancer Med. 2018, 7, 5217–5236. [CrossRef]

21. Wang, S.; Wu, W.; Claret, F.X. Mutual Regulation of MicroRNAs and DNA Methylation in Human Cancers. Epigenetics 2017, 12,
187–197. [CrossRef] [PubMed]

22. Calin, G.A.; Croce, C.M. MicroRNA-Cancer Connection: The Beginning of a New Tale. Cancer Res. 2006, 66, 7390–7394. [CrossRef]
23. Boussios, S.; Devo, P.; Iain, C.A.; Konstantinos, G.; Ghose, S.A.; Sayali, D.; Shinde, S.D.; Papadopoulos, V.; Sanchez, E.; Rassy, E.;

et al. Exosomes in the Diagnosis and Treatment of Renal Cell Cancer. Int. J. Mol. Sci. 2023, 24, 14356. [CrossRef]
24. Calin, G.A.; Croce, C.M. MicroRNA Signatures in Human Cancers. Nat. Rev. Cancer 2006, 6, 857–866. [CrossRef] [PubMed]
25. Pulliero, A.; Izzotti, A. Special Issue: “Role of MicroRNA in Cancer Development and Treatment”. J. Pers. Med. 2022, 12, 503.

[CrossRef] [PubMed]
26. Zheng, Z.-M.; Wang, X. Regulation of Cellular MiRNA Expression by Human Papillomaviruses. Biochim. Biophys. Acta 2011, 1809,

668–677. [CrossRef] [PubMed]
27. Witten, D.; Tibshirani, R.; Gu, S.G.; Fire, A.; Lui, W.-O. Ultra-High Throughput Sequencing-Based Small RNA Discovery and

Discrete Statistical Biomarker Analysis in a Collection of Cervical Tumours and Matched Controls. BMC Biol. 2010, 8, 58.
[CrossRef] [PubMed]

28. Rao, Q.; Shen, Q.; Zhou, H.; Peng, Y.; Li, J.; Lin, Z. Aberrant MicroRNA Expression in Human Cervical Carcinomas. Med. Oncol.
2012, 29, 1242–1248. [CrossRef]

29. Dankai, W.; Khunamornpong, S.; Siriaunkgul, S.; Soongkhaw, A.; Janpanao, A.; Utaipat, U.; Kitkumthorn, N.; Mutirangura, A.;
Srisomboon, J.; Lekawanvijit, S. Role of Genomic DNA Methylation in Detection of Cytologic and Histologic Abnormali-ties in
High Risk HPV-Infected Women. PLoS ONE 2019, 14, e0210289. [CrossRef] [PubMed]

30. Clarke, M.A.; Luhn, P.; Gage, J.C.; Bodelon, C.; Dunn, S.T.; Walker, J.; Zuna, R.; Hewitt, S.; Killian, J.K.; Yan, L.; et al. Discovery
and Validation of Candidate Host DNA Methylation Markers for Detection of Cervical Precancer and Cancer. Int. J. Cancer 2017,
141, 701–710. [CrossRef] [PubMed]

31. Vink, F.J.; Meijer, C.J.L.M.; Clifford, G.M.; Poljak, M.; Oštrbenk, A.; Petry, K.U.; Rothe, B.; Bonde, J.; Pedersen, H.; de Sanjosé, S.;
et al. FAM19A4/MiR124-2 Methylation in Invasive Cervical Cancer: A Retrospective Cross-Sectional Worldwide Study. Int. J.
Cancer 2020, 147, 1215–1221. [CrossRef] [PubMed]

32. Barchitta, M.; Quattrocchi, A.; Maugeri, A.; Canto, C.; La Rosa, N.; Cantarella, M.A.; Spampinato, G.; Scalisi, A.; Agodi, A. LINE-1
Hypermethylation in White Blood Cell DNA Is Associated with High-Grade Cervical Intraepithelial Neoplasia. BMC Cancer 2017,
17, 601. [CrossRef] [PubMed]

https://doi.org/10.3390/vaccines9080816
https://www.ncbi.nlm.nih.gov/pubmed/34451941
https://doi.org/10.1016/S2214-109X(19)30488-7
https://doi.org/10.1111/j.1479-828X.2010.01170.x
https://doi.org/10.1016/j.mrfmmm.2010.12.008
https://doi.org/10.1136/bmj.k499
https://www.ncbi.nlm.nih.gov/pubmed/29487049
https://www.who.int/news-room/fact-sheets/detail/cervical-cancer
https://doi.org/10.1016/j.jiph.2023.02.014
https://doi.org/10.3390/pathogens12020298
https://www.ncbi.nlm.nih.gov/pubmed/36839570
https://doi.org/10.3389/fmolb.2021.758337
https://www.ncbi.nlm.nih.gov/pubmed/34957212
https://doi.org/10.1016/j.arcmed.2022.11.009
https://www.ncbi.nlm.nih.gov/pubmed/36462952
https://doi.org/10.1038/nature08199
https://www.ncbi.nlm.nih.gov/pubmed/19626115
https://doi.org/10.1038/nrc798
https://www.ncbi.nlm.nih.gov/pubmed/12044010
https://doi.org/10.3390/cancers12030700
https://doi.org/10.1002/cam4.1501
https://doi.org/10.1080/15592294.2016.1273308
https://www.ncbi.nlm.nih.gov/pubmed/28059592
https://doi.org/10.1158/0008-5472.CAN-06-0800
https://doi.org/10.3390/ijms241814356
https://doi.org/10.1038/nrc1997
https://www.ncbi.nlm.nih.gov/pubmed/17060945
https://doi.org/10.3390/jpm12030503
https://www.ncbi.nlm.nih.gov/pubmed/35330502
https://doi.org/10.1016/j.bbagrm.2011.05.005
https://www.ncbi.nlm.nih.gov/pubmed/21616186
https://doi.org/10.1186/1741-7007-8-58
https://www.ncbi.nlm.nih.gov/pubmed/20459774
https://doi.org/10.1007/s12032-011-9830-2
https://doi.org/10.1371/journal.pone.0210289
https://www.ncbi.nlm.nih.gov/pubmed/30608989
https://doi.org/10.1002/ijc.30781
https://www.ncbi.nlm.nih.gov/pubmed/28500655
https://doi.org/10.1002/ijc.32614
https://www.ncbi.nlm.nih.gov/pubmed/31390052
https://doi.org/10.1186/s12885-017-3582-0
https://www.ncbi.nlm.nih.gov/pubmed/28854904


Int. J. Mol. Sci. 2024, 25, 12714 21 of 22

33. Page, M.J.; McKenzie, J.E.; Bossuyt, P.M.; Boutron, I.; Hoffmann, T.C.; Mulrow, C.D.; Shamseer, L.; Tetzlaff, J.M.; Akl, E.A.;
Brennan, S.E.; et al. The PRISMA 2020 Statement: An Updated Guideline for Reporting Systematic Reviews. BMJ 2021, 372, 71.
[CrossRef] [PubMed]

34. Moore, L.D.; Le, T.; Fan, G. DNA Methylation and Its Basic Function. Neuropsychopharmacology 2013, 38, 23–38. [CrossRef]
[PubMed]

35. Rogeri, C.D.; Silveira, H.C.S.; Causin, R.L.; Villa, L.L.; Stein, M.D.; de Carvalho, A.C.; Arantes, L.M.R.B.; Scapulatempo-Neto, C.;
Possati-Resende, J.C.; Antoniazzi, M.; et al. Methylation of the Hsa-MiR-124, SOX1, TERT, and LMX1A Genes as Bi-omarkers for
Precursor Lesions in Cervical Cancer. Gynecol. Oncol. 2018, 150, 545–551. [CrossRef] [PubMed]

36. Liu, J.; Zhao, H.; Zhang, Q.; Shi, Z.; Zhang, Y.; Zhao, L.; Ren, Y.; Ou, R.; Xu, Y. Human papillomavirus type 16 E7 oncoprotein-
induced upregulation of lysine-specific demethylase 5A promotes cervical cancer progression by regulating the mi-croRNA-424-
5p/suppressor of zeste 12 pathway. Exp. Cell Res. 2020, 396, 112277. [CrossRef] [PubMed]

37. Ou, R.; Zhu, L.; Zhao, L.; Li, W.; Tao, F.; Lu, Y.; He, Q.; Li, J.; Ren, Y.; Xu, Y. HPV16 E7-Induced Upregulation of KDM2A Pro-motes
Cervical Cancer Progression by Regulating MiR-132-Radixin Pathway. J. Cell. Physiol. 2019, 234, 2659–2671. [CrossRef]

38. Fullár, A.; Karászi, K.; Hollósi, P.; Lendvai, G.; Oláh, L.; Reszegi, A.; Papp, Z.; Sobel, G.; Dudás, J.; Kovalszky, I. Two Ways of
Epigenetic Silencing of TFPI2 in Cervical Cancer. PLoS ONE 2020, 15, e0234873. [CrossRef]

39. Vink, F.J.; Dick, S.; Heideman, D.A.M.; De Strooper, L.M.A.; Steenbergen, R.D.M.; Lissenberg-Witte, B.I.; Floore, A.; Bonde, J.H.;
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