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Abstract: While about half of the population experience persistent pain associated with tissue dam-
ages during their lifetime, current symptom-based approaches often fail to reduce such pain to a
satisfactory level. To provide better patient care, mechanism-based analgesic approaches must be
developed, which necessitates a comprehensive understanding of the nociceptive mechanism leading
to tissue injury-associated persistent pain. Epigenetic events leading the altered transcription in the
nervous system are pivotal in the maintenance of pain in tissue injury. However, the mechanisms
through which those events contribute to the persistence of pain are not fully understood. This
review provides a summary and critical evaluation of two epigenetic mechanisms, DNA methylation
and non-coding RNA expression, on transcriptional modulation in nociceptive pathways during
the development of tissue injury-associated pain. We assess the pre-clinical data and their transla-
tional implication and evaluate the potential of controlling DNA methylation and non-coding RNA
expression as novel analgesic approaches and/or biomarkers of persistent pain.

Keywords: epigenetic; neuropathic pain; nociception; gene transcription; dorsal root ganglion; spinal
dorsal horn; miRNA; siRNA; lncRNA; CpG islands

1. Introduction
1.1. Pain as a Disease

The overwhelming majority of lasting pain experiences (pain thereafter for brevity)
develop as a response to tissue injury [1]. The tissue injury-associated pain constitutes
an adaptive measure, which helps the body to protect the injured tissues from further
injuries; hence, it promotes healing [2]. Normally, pain developing after tissue injuries
ceases when tissue recovery is completed. Nonetheless, severe injuries are accompanied
by intolerable pain, and pain may also become disproportionate in less severe injuries [3].
Furthermore, several tissue damages would not heal and pain may persist even after
the healing process is completed [3,4]. In those cases, pain does not serve any biological
function and it constitutes a maladaptive measure, a disease per se [4].

While severe, disproportionate or persistent pain significantly reduces quality of life,
current approaches, which are symptom-based, often fail to control such pain to satisfactory
levels [5]. Therefore, we must understand pain-signalling (nociceptive) mechanisms better
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to be able to develop new mechanism-based analgesic approaches. One of the most
novel and promising areas for such analgesic approaches is to control the regulation of
transcriptional activities in cells involved in nociceptive processing.

1.2. Transcriptional Changes Are Pivotal for the Persistence of Tissue Injury-Associated Pain

The development of tissue injury-associated pain starts with sustained activation,
by agents present in injured tissues of specialised nerve cells (nociceptors), a group of
primary sensory neurons able to detect pain-inducing stimuli [6]. The resulting barrages
of pain signals are then transmitted, as action potentials, to the central nervous system
(CNS; [6]). Following processing at various so-called nociceptive areas in the CNS, the
signals arrive to multiple encephalic areas where integration of cortical activities leads to
the development of the unpleasant experience of pain [2,7]. That unpleasant experience
of pain associated with tissue injuries includes hypersensitivities such as allodynia, when
physiologically innocuous impacts (e.g., light pressure or the body temperature) induces
pain and hyperalgesia, when noxious stimuli induce more intense pain than they do in
physiological condition [7].

At the cellular level, the development and persistence of hypersensitivities depend on
the most characteristic event in nociceptive processing in tissue injury, a use-dependent
increase in the activity and responsiveness of cells (sensitisation) involved in such process-
ing in the nervous system [8,9]. While sensitisation develops in all nociceptive areas of the
nervous system, sensitisation of nociceptors and cells in the dorsal horn of the spinal cord,
respectively referred to as peripheral and spinal sensitisation, are best characterised [10,11].
One of the main reasons why studies focus on peripheral and spinal sensitisation is that
nociceptors and the spinal dorsal horn constitute the preferred targets for novel analgesics;
targeting nociceptors promises less undesirable CNS-mediated adverse effects as noci-
ceptors are outside of the blood–brain and blood–nerve barriers, whereas nociceptive
processing in the spinal dorsal horn determines which signals can reach supraspinal and
cortical areas [9,12].

At the molecular level, sensitisation comprises three mechanistically and temporally
different components [6,10]. The first and second components are the immediate and
early changes, which involve amplification of responses of ion channels (e.g., transient
receptor potential channels (TRP) and acid-sensing channels (ASIC) among others), and
posttranslational modifications (PTMs; mainly phosphorylation) of a series of molecules
(for further details see [6,11,13]). Those changes occur within seconds and minutes post-
injury, respectively. The third component involves transcriptional alterations driving the
expression of multiple pro-nociceptive genes (discussed in following sections) which are
the most important changes for the persistence of tissue-injury-associated pain [6,10].
Transcriptional changes occur from tens of minutes after the injury.

1.3. Epigenetic Mechanisms Regulate Gene Transcription in Adaptive and Maladaptive Responses

According to the “modern” definition, epigenetic mechanisms induce heritable changes
in gene function that do not involve changes in DNA sequence [14]. However, studying
mechanisms of adaptive changes revealed that the changes induced by epigenetic mecha-
nisms in gene functions are not necessarily heritable. In fact, environmental clues activate
epigenetic mechanisms and those mechanisms are pivotal for the generation of a series of
long-term responses both in physiological and pathological conditions [13]. Hence, it is not
a surprise that epigenetic mechanisms (including histone modifications, DNA methylation
and the expression of non-coding RNAs (ncRNA)) regulating transcriptional changes have
been found to be activated in neurons and glia cells in nociceptive areas of the nervous
system following tissue injuries [1,15]. In fact, epigenetic mechanisms appear to be crucial
for regulating genetic programmes responsible for the maintenance of the sensitised state
of the cells, hence pain [1,16].

Although recent years have seen a substantial growth of publications in the field of
pain epigenetics (Figure 1), the role epigenetic mechanisms in developing and maintaining
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prolonged pain remains, to a great extent, elusive. Thus, this review provides a critical
evaluation of our current understanding on two types of epigenetic modifications, DNA
methylation and non-coding RNA expression, in the development and maintenance of
tissue injury-associated pain (outlined in Table 1). Furthermore, we assess DNA methyla-
tion and ncRNA expression as potential diagnostic tools, targets for analgesia, and novel
approaches to comprehensive elucidation nociceptive mechanisms. A recent review on the
role of the third major epigenetic mechanism, histone PTMs, in the development of tissue
injury-associated pain can be found in [1].
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Figure 1. Number of publications on epigenetics and pain from 2008 to 2020. Number of results
returned from a search on PubMed (https://pubmed.ncbi.nlm.nih.gov/; access date 15 June 2021) for:
(A) pain + epigenetic; and (B) pain + DNA methylation/histone PTM/ ncRNA. Black: all research
papers; grey: review articles; magenta: original research articles; dash-dot patter: clinical trials;
dashed line: ncRNAs; dotted line: DNA methylation; blue: histone PTMs. Graphs were generated
using software GraphPad Prism Version 7.03.
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Table 1. Methylated DNA and ncRNAs involved in nociceptive processing.

Epigenetic
Mechanism

Epigenetic
Mark/

Enzyme

Animal
Model

Pain
Model Site Behaviour

Assessed
Targets

(Genes or Enzymes) References

DNA
Methylation

(p)MeCP2
Rat

CCI

SC neurons

Thermal, mechanical - [17]

CFA injection
in ankle joint Mechanical SGK1, FKBP5, Sin3a [18]

CFA Thermal, mechanical Zif268, Fos [19]

CFA injection
in ankle joint,

SNI
- - [20]

Mouse SNI SC neurons,
DRG Thermal, mechanical miR-132, CREB [21]

DNMT1 Mouse SNL DRG Thermal, mechanical,
cold Kcna2 [22]

DNMT3a

Rat,
mouse SNL, CCI, CFA DRG Thermal, mechanical,

cold Kcna2 [23]

Rat SNL SC neurons Thermal, mechanical CSF1 [24]

Mouse Partial SNL Amygdala Thermal, mechanical,
stress - [25]

MBD1,
DNMT3a Mouse SNL, CFA DRG Thermal, mechanical,

cold, capsaicin Oprm1, Kcna2 [26]

DNMT3a2 Mouse CFA SC neurons Thermal, mechanical Ptgs2 [27]

DNMT3b
Rat CFA DRG

- CXCR4, NFkB [28]

Thermal, mechanical miR-29B [29]

Mouse SNL SC neurons Thermal, mechanical
CXCR3, C/EBPα [30]

GPR151 [31]

Wnt3a Rat CCI SC neurons Thermal, mechanical Wnt3a [32]

Tet1 Rat
SNL

SC neurons Mechanical BDNF [33]

DRG Thermal, mechanical Oprm1, Kcna2 [34]

CFA SC neurons Thermal, mechanical mGluR5 [35]

Tet1, Tet3,
5hmC Mouse CFA SC neurons Thermal, mechanical Stat3 [36]

Promoter
de-/hyper-

methylation

Rat

CFA DRG Mechanical CBS, MBD4, Gadd45α [37]

CCI SC - Wnt3a [32]

SNI PFC, T cells Mechanical
Pak1, Pax6, Clip3,

Srp54a, Xxpo4 and
others

[38]

SNL DRG -
AFT3, A2m, NGF,
SOCS3, SOX11,

STAT3 and others
[39]

Mouse
CFA SC neurons Thermal, mechanical miR-219 [40]

SNI PFC, Mechanical Syt2 [41]

Mouse
and

Human

Aging, low
back pain IVD - SPARC [42]

Promoter
de-/hyper-

methylation
Human - Blood tissue

Preoperative and
chronic pain TRPA1

[43]

Crohn’s disease [44]

Chronic nociceptive
pain vs. chronic
neuropathic pain

RAB10, BMP1,
LRRC59, PNPLA6,
P3H3 and others

[45]
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Table 1. Cont.

Epigenetic
Mechanism

Epigenetic
Mark/

Enzyme

Animal
Model

Pain
Model Site Behaviour

Assessed
Targets

(Genes or Enzymes) References

Chronic lower back
pain

CELSR1, KIF11,
MINK1, NAV1 and

others
[46]

Blood tissue
and multiple
brain regions

Discordant heat pain
sensitivity

TRPA1,
ST6GALNAC3,

MICAL2 and others
[47]

lncRNA *

DLEU1 Rat CCI SC Thermal, mechanical miR-133a-3p/SRPK1 [48]

DS-lncRNA Mouse CCI, SNL DRG Thermal, mechanical - [49]

MALAT1 Rat CCI SC Thermal, mechanical miR-129-5p/HMGB1 [50]

NEAT1 Rat SCI SC Thermal, mechanical miR-128-3p/AQP4 [51]

145 up- and
267 down-
regulated
lncRNAs

Rat

Paclitaxel-
induced

peripheral
neuropathy

SC - Multiple targets [52]

circRNA *

Circ_0005075 Rat CCI SC Thermal, mechanical miR-151a-
3p/NOTCH2 [53]

circSMEK1 Rat CCI SC microglia Thermal, mechanical miR-216a-5p [54]

374 different
circRNA Rat CCI DRG -

Dopaminergic
synapse, renin

secretion, MAPK
pathway and
neurogenesis

[55]

circSlc7a11
and 7 others Rat Model of bone

cancer pain SC -
Altered cell

proliferation and
apoptosis

[56]

zRANB1 Rat CCI SC Thermal, mechanical
miR-24-3p/LPAR3,
Wnt5a/β-catenin

pathway
[57]

134 lncRNA,
12 miRNA

and 188
circRNA

Rat SNI SC - Multiple pathways [58]

9 lncRNA,
148 miRNA

and 135
circRNA

Mouse

Model of
diabetic

neuropathic
pain

SC Mechanical Multiple pathways [59]

miRNA *

72 different
miRNA Rat SNI DRG Thermal, mechanical 17,316 target genes [60]

miR-10a,
−29a, −98,
−99a, −124a,
−134, -183

Rat
CFA injection
to masseter

muscle

Trigeminal
ganglia - - [61]

miR-103 Rat SNL SC neurons Thermal, mechanical Cacna1c, Cacna2d1
Cacnb1 [62]

miR-103a-3p,
-107 Human Fibromyalgia White blood

cells Coping strategy Multiple genetic
targets (in silico) [63]

miR-107 Rat CFA SC Mechanical Slc1a2 (glutamate
transporter 1, GL-1) [64]

miR-124 Mouse Model of
cancer pain SC - Synpo [65]

miR-124-1,
-33, -380 Mouse

Model of
diabetic

peripheral
neuropathy

DRG neurons Mechanical
Kcnab2, Serpinb6a,
Emb, Pacsin1 and

others.
[66]
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Table 1. Cont.

Epigenetic
Mechanism

Epigenetic
Mark/

Enzyme

Animal
Model

Pain
Model Site Behaviour

Assessed
Targets

(Genes or Enzymes) References

miR-124a Mouse Formalin
Injection SC neurons Formalin MeCP2 [67]

miR-132-3p,
-146b-5p,

-155-5p, -384
Human Trigeminal

neuralgia Serum - - [68]

miR-134 Rat CFA DRG Thermal, mechanical Oprm1 [69]

miR-135-5p Mouse Model of bone
cancer pain SC astrocytes

Mechanical,
spontaneous

flinching

JAK2/STAT3
signalling [70]

miR-137 Rat CCI DRG neurons,
SC Thermal, mechanical Kcna2 (Kv1.2) [71]

miR-140 Rat CCI DRG Thermal, mechanical S1PR1 [72]

miR-145-5p,
-341, -300-5p,

-653-5p
Rat CCI vs.

CCI-exercise DRG Thermal, mechanical Multiple targets [73]

miR-155,
miR-223 Mouse

Facial
carrageenan

injection

Prefrontal
cortex Mechanical C/EBPβ, GCSF [74]

miR-183

Mouse Model of
osteoarthritis DRG Weight distribution

between paws
TGFα, CCL2/CCR2

signal [75]

Human
Patients with
osteoarthritis

pain

Joint fluid
(serum) - -

miR-21 Rat SNL, CCI DRG Thermal, mechanical - [76]

miR-214-3p Rat SNL SC neurons Thermal, mechanical CSF1 [24]

miR-216a-5p Rat CCI SC Thermal, mechanical

IL-6, TNF-α, IL-1β,
KDM3A and

Wnt/ β-catenin
pathway

[77]

miR-219 Mouse CFA, formalin
injection SC neurons Thermal, mechanical,

formalin CaMKIIγ [40]

miR-221 Rat

Model of
diabetic

peripheral
neuropathy

Serum
exosomes from
blood samples

Thermal, mechanical SOCS3 [78]

miR-223 Mouse CCI SC Thermal, mechanical NLRP3/IL-1β pathway [79]

miR-30a-3p Rat CCI SC Thermal, mechanical EP300, bdnf [80]

miR-30b-5p

Rat Model of
osteoarthritis Cartilage

- NF-κB [81]
Human Patients Cancerous

tissues

miR-30c-5p

Mouse,
rat SNI CSF, DRG,

plasma, SC Mechanical TGF-β1

[82]

Human
Ischemic

neuropathic
pain

CSF, plasma Severity of
neuropathic pain -

miR-330 Mouse
Model of

pancreatic
cancer pain

SC Mechanical
(abdominal) Gababr2 [83]

miR-34c-5p Mouse Model of bone
metastatic pain DRG - Cav2.3, P2rx6, Oprd1,

Oprm1 [84]

miR-375 Mouse
Morphine
analgesic
tolerance

DRG Thermal Janus kinase 2 (JAK2) [85]



Int. J. Mol. Sci. 2022, 23, 752 7 of 29

Table 1. Cont.

Epigenetic
Mechanism

Epigenetic
Mark/

Enzyme

Animal
Model

Pain
Model Site Behaviour

Assessed
Targets

(Genes or Enzymes) References

miR-485-5p Rat CFA DRG Mechanical Asic1 [86]

miR-590-3p Mouse

Model of
diabetic

peripheral
neuropathy

DRG Thermal RAP1A [87]

miR-7a Rat SNL, CCI, CFA DRG Thermal, mechanical Scn2b [88]

miR-96 Rat CCI DRG Thermal, mechanical Nav1.3 [89]

piRNA piRNA-
DQ541777 Mouse CCI, CFA SC neurons Thermal, mechanical Cdk5rap1 [90]

* Note there are other ncRNA involved in nociceptive processing, which are not included in this table as have
been covered in recent reviews, see [91–95].

2. DNA Methylation and Pain
2.1. DNA Methylation Is Associated with Gene Silencing

The addition of a methyl group (-CH3) to the DNA constitutes an inducible mark on
the chromatin. The predominant site of methylation on the mammalian DNA is at the
cytosine nucleotide [96,97]. Specifically, methylation occurs at the 5-carbon of its pyrim-
idine ring, resulting in 5-methylcytosine (Figure 2). Cytosines are primarily methylated
in the so-called CpG sites or CG sites (CpGs), in which cytosine is followed by a guanine
nucleotide in the 5′ → 3′ linear sequence of bases [96,97]. CpG sites tend to form clus-
ters named CpG islands, which are often localised in close proximity of gene promoters.
Around 3/4 of protein-encoding genes in humans present this enrichment at their pro-
moters [98]. Methylation at these sites is regarded as a repressive mark, associated with
gene silencing, and is considered a key step towards cellular differentiation and fate deter-
mination at different tissues, including the nervous system [19,22,23]. In mature neurons,
the pattern of DNA methylation can also be changed by environmental cues and cellular
insults such as DNA damage [99]. Furthermore, antisense transcription can regulate the
state of DNA methylation at the CpG islands, at the gene promoter, and thus affect gene
expression [99,100].

The enzymes that add (writers) this epigenetic tag have methyltransferase activity and
use S-adenosyl methionine (SAM) as methyl donor [96,97]. Those that write this epigenetic
mark afresh to the DNA are called de novo DNA methyltransferases (DNMT) including
DNMT3a and DNMT3b. However, DNA methylation is mitotically heritable through other
type of methyltransferases, for instance DNMT1, that use the hemi-methylated DNA as
their substrate [101].

Proteins with methyl-CpG-binding domain (MBD) exert their reader function by
recognising and binding to methylated CpGs. MBD proteins can have other functional
domains that allow them to recruit a variety of other epigenetic complexes and remodelling
factors, thus leading to chromatin compaction and transcriptional repression. The main
group of MBD-containing proteins comprises a family of seven members: methyl CpG
binding protein 2 (MeCP2) and MBD1–6, each with different characteristics [102].

DNA methylation was considered to be a stable and irreversible mark. However,
a set of different enzymes involving DNMTs themselves, TET (Ten-eleven translocation
family) and Gadd45 proteins has been shown to work as removers of this epigenetic
mark (erasers, DNA demethylation) in a process not yet completely understood [103].
Recent research has shown that DNA demethylation can be induced by the formation of
8-oxoguanine (8-oxoG): Oxidative stress results in the production of 8-oxoG, which gets
repaired by the enzyme 8-oxoG glycosylase-1 (OGG1). Additionally, OGG1 can recruit
TET1, the main enzyme demethylating cytosines, to the site of DNA damage and thus
trigger DNA demethylation [104]. This active process of demethylation has been observed
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during developmental stages, adulthood and ageing, including in mature neurons and
affecting memory consolidation and neuronal sensitivity [96,105–107].
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Figure 2. Summary of the cytosine methylation cycle, readers of DNA methylation, and mech-
anisms of gene expression and inhibition. Demethylated cytosine is methylated by DNMT3a
and 3b using the methyl group donated by the cofactor SAM. 5-methylcytosine can be hydrox-
ylated to 5-hydroxymethylcytosine by TET enzymes and then further oxidised to 5-carboxylcytosine.
Thymine DNA glycosylase (TDG) may convert 5-carboxylcytosine or 5-formylcytosine back to cy-
tosine. Demethylated CpG islands are associated with the upregulation of various proteins in
various pain models (white box). Within the dorsal root ganglia, demethylation is associated with
upregulation of CBS, NGF and CXCR4. In spinal cord neurons, demethylation is associated with
the transcription of GPR151 and Wnt3a. Different preclinical models show pain is associated with
methylated CpG islands (grey box). In dorsal root ganglia, methylation may be read by MBD1, which
indirectly leads to downregulation of the µ-opioid receptor 1 (MOR1). Under normal conditions
within spinal cord neurons, MeCP2 may bind and recruit SIN3a and the HDAC to repress transcrip-
tion of Sgk1 and Fkbp5. In a CFA model, the binding of MeCP2 is reversed by phosphorylation and
leads to the transcription of Sgk1 and Fkpb5, which are associated with mechanical hypersensitivity.
TET-dependent demethylation of 5-methylcytosine is associated with the transcription of BDNF and
MGluR5 via hydroxyl-methylated promoter regions of spinal cord neurons (yellow box).

2.2. DNA Methylation during Lasting Pain

Many pro-nociceptive genes contain CpG islands and are thus susceptible to DNA
methylation. Nonetheless, only newly acquired DNA methylations seem to have a role
in the development and maintenance of persistent pain, which occurs in a temporal and
tissue-specific pattern [15]. Wang and colleagues found a modest increase of global DNA
methylation in the spinal cord two weeks after chronic constriction injury (CCI) of the
sciatic nerve, which is used as a model of peripheral neuropathic pain (when the prolonged
pain arises from damage/injury of neurons in the somatosensory system including pe-
ripheral processes of primary sensory neurons) in rats [17]. The lack of an increase in
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DNA methylation after sham surgery suggests that changes in DNA methylation are due
to CCI. As CCI is associated with the development of pain-related behaviour, in which
the spinal cord plays a crucial role, at least a proportion of changes in the CCI-induced
DNA methylation must be linked to the development of mechanical allodynia and thermal
hyperalgesia in this model.

In contrast to Wang and colleagues’ findings, Garriga and collaborators have reported
both up- and down-regulations of methylation in more than 1000 CpG sites in dorsal root
ganglia (DRG), which, in addition to other cells, houses the soma of the primary sensory
neurons [108]. These changes occur soon after the induction of another type of animal
model of peripheral neuropathic pain called spinal nerve ligation (SNL) and persist for at
least 3 weeks [108]. However, interpretation of those changes in the methylome should be
done with caution, as they might not always correlate with changes at a transcriptional
level: methylation changes can happen at any genomic region and not all genes are equally
tightly regulated by the CpGs islands [39].

In addition to global changes in DNA methylation, some studies have identified al-
terations in the expression of specific genes by changes in DNA methylation. Following
the plantar injection of rats with complete Freund’s adjuvant (CFA) that induces an in-
flammatory reaction, of which pain (“inflammatory pain”) constitutes one of its cardinal
signs, a significant up-regulation, at both protein and mRNA levels, of cystathionine-
β-synthase (CBS), an enzyme involved in pain sensitisation, was detected in DRG [37].
The up-regulation was associated with a lower level of methylation at the CBS’ promoter
region [37]. Using the same inflammatory pain model in mice, an increase in DNA methy-
lation at the promoter of the microRNA (see Section 3.3) miR-219 was observed in the
spinal cord. This over-methylation results in a reduced expression of miR-219 a day after
the injection. Subsequently, an increase in the expression of the calcium/calmodulin-
dependent protein kinase II γ (CaMKIIγ), an enzyme important for central sensitisation
and chronic pain, was observed [40]. Accordingly, and importantly, treatment with 5′-aza-
2′-deoxycytidine, an inhibitor of DNA methylation, resulted in the reduction of mechanical
and thermal hypersensitivity [40].

To date, only a few clinical studies have reported DNA methylation changes asso-
ciated with pain in humans. An increase in DNA methylation at the promoter region of
the extracellular matrix protein secreted protein, acidic rich in cysteine (SPARC, a protein
modulating cell adhesion, proliferation and survival), at the intervertebral discs, was re-
ported in patients with chronic low back pain [42]. Similarly, a recent study has found a
positive correlation at the peripheral blood level between the state of DNA methylation
at the promoter of the ion channel transient receptor potential ankyrin 1 (TRPA1), a gene
important for neurogenic inflammation (which describes an inflammatory process due to
the activation of immunocompetent cells by agents released from the peripheral terminals
of primary sensory neurons upon activation) and preoperative and chronic pain in hu-
mans [43]. TRPA1 methylation state within human blood samples has also been associated
with an increased mechanical sensitivity of patients with Crohn’s disease, an inflammatory
bowel condition [44].

2.3. Writers of DNA Methylation during Pain Consolidation

Preclinical studies have also found associations between DNA methyltransferases and
pain processing. Both DNMT3a and DNMT1 were found to be upregulated in the DRG
after a peripheral nerve injury. Those methyltransferases seem to specifically target the
promoter region of the gene Kcna2, which codes for a voltage-gated potassium channel.
Silencing Kcna2 expression leads to decreased voltage-dependent potassium currents and
increases excitability in DRG neurons, which in turn leads to spinal cord sensitisation and
neuropathic pain symptoms [22,23].
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An up-regulation of DNMT3a2 has been found in the spinal cord of adult mice follow-
ing CFA-injection, which was associated with the induction of Ptgs2, a gene encoding for
the pain-associated cyclooxygenase 2 enzyme (Cox-2) [27], as well as colony-stimulating
factor-1 (CSF1), a secreted cytokine important for microglia activation following injury [24].
Intrathecal injections of recombinant adeno-associated viruses containing short hairpin
RNAs targeting Dnmt3a2 mRNA led to reduced thermal and mechanical hypersensitivity
during persistent pain states as assessed in the CFA model, while sparing acute inflam-
matory nociceptive responses [27]. In addition, intrathecal administration of the DNMT
inhibitor zebularine either before or after the CFA injection has a dose-dependent effect in
reducing thermal hyperalgesia [15].

DNMT3a has also been found to regulate gene expression. DNMT3a up-regulation
has been detected in astrocytes of the rat spinal dorsal horn following SNL [24]. DNMT3a
also appears to play an important role in the mouse amygdala, and that role might account
for differences in pain vulnerability [25].

2.4. Readers of DNA Methylation Associated with Lasting Pain

MeCP2 is a reader of DNA methylation with the key function for neuronal matura-
tion. Loss-of-function mutations on its gene are associated with Rett syndrome, a rare
neurodevelopmental disorder, mainly affecting females in which enhanced/altered pain
perception is a common feature [109]. Binding of MeCP2 to methylated-CpGs is mainly
regarded as repressive (silencing) to many genes including brain-derived neurotrophic
factor (BDNF; important for neuronal development and plasticity), the transcription factor
myocyte enhancer factor 2C (Mef2c), and ataxin 2 binding protein 1 (A2bp1; involved in neu-
rogenesis); although it might also activate transcription of other genes such as somatostatin
(Sst, encoding a hormone regulating the endocrine system), and opioid receptor kappa
1 (Oprk1), which participates in the development of inflammatory hyperalgesia, among
others [110–112]. However, phosphorylation reduces MeCP2 functions, leading to reduced
occupancy at promoter regions [110,113].

Géranton and collaborators were the first to observe MeCP2 changes associated with
a rodent model of persistent pain. They found an increase in MeCP2 phosphorylation
within neurons in the superficial layers of the spinal cord one hour after a CFA injec-
tion [18]. This phosphorylation was linked to the up-regulation of Sgk1, a gene encoding
a serine/threonine kinase important for long-term memory consolidation, and Fkbp5,
which regulates glucocorticoid receptors, as well as down-regulation of Sin3a, a MeCP2
co-repressor. Further studies from this group have shown that the increase in phospho-
rylated MeCP2 at the spinal cord following peripheral noxious stimulation is mediated
by the serotonergic-descending excitatory system and is implicated in the development of
mechanical hypersensitivity [19].

In addition to the global increase in DNA methylation, Wang and colleagues observed
an increase in the expression of Mecp2 at the spinal cord of rats 14 days after CCI [17]. When
intrathecally treated with a DNA methyltransferase inhibitor, both mechanical allodynia
and thermal hyperalgesia were attenuated [17]. However, another neuropathic pain model,
the spared nerve injury (SNI) model that involves transection of the common peroneal and
tibial but not the sural nerve [114], resulted in down-regulation of Mecp2 at both spinal cord
and DRG levels [20]. Mice in which Mecp2 was overexpressed demonstrated an attenuated
mechanical and thermal pain sensitivity [21]. These contradictory findings might reflect
the different cellular programs associated with different injury types and pathological
pain modalities.
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MBD1, another reader of DNA methylation, also regarded as a transcriptional re-
pressor, has been implicated in the generation of neuropathic pain at the DRG level. Mo
and colleagues reported that MBD1-deficient mice display reduced heat hyperalgesia and
mechanical and cold allodynia following SNL, while its overexpression in DRG can rescue
these behavioural phenotypes [26]. They have also provided evidence for a role of MDB1
repressing the expression of Oprm1, encoding the mu opioid receptor important for pain
sensitivity, and Kcna2 via recruitment of DNMT3 to their promoter regions [23,26]. On
the contrary, although MBD4 levels were also up-regulated following CFA injection in
rats and were linked to the up-regulation of CBS, the levels of DNMT3a and 3b remained
unchanged [37], thus highlighting the context-dependence of those changes.

2.5. Erasers of DNA Methylation during Inflammatory and Neuropathic Pain

Local events of DNA demethylation post-induction of different preclinical pain models
have also been reported. Although changes in DNA methylation do not necessarily correlate
with up- and down-regulation of nociceptive genes, DNA hypo-methylation in relatively
few genes might impact the pain phenotype, as observed following nerve injury [39,108].
After intraplantar CFA-injection, a significant demethylation at the promoters of the genes
of CBS, nerve growth factor (NGF, facilitates nociceptor response following injury) and the
chemokine receptor CXCR4 was detected at DRG neurons [36,57,58], which resulted in their
increased expression. Blocking these events led to significant reduction of inflammatory
pain hypersensitivity.

Neuropathic pain has also been associated with DNA demethylation in cortical brain
areas, which are located away from the site of injury. Six months after inducing a spared
nerve injury model in mice, a widespread DNA hypomethylation was observed in the
amygdala and prefrontal cortex, which correlated with abnormal sensory thresholds and
increased anxiety [115]. Nonetheless, it is not clear whether these changes are pain-related
or are involved in other central aspects of peripheral nerve injury.

The expression of GPR151, a G-protein-coupled receptor (GPCR) critical for the main-
tenance of neuropathic pain, and the chemokine receptor CXCR3, important to recruit
immune cells, was up-regulated in spinal neurons after SNL [30,31]. While these up-
regulations started three days after SNL and persisted for at least 21 days, transient
demethylation at transcriptional starting sites was observed one day earlier and later
respectively and lasted until day 9 after the injury. SNL-associated heat hyperalgesia
failed to develop, while mechanical allodynia was markedly reduced when Gpr151 was
mutated [31]. Furthermore, intrathecal injection of CXCL10, the ligand of CXCR3, induced
pain hypersensitivity in naive mice [30]. A significant decrease in DNA methylation in
the promoter region of Wnt3a was also observed in the dorsal horn of the rats following
the CCI model, thus suggesting that epigenetic regulation of the Wnt-signalling pathway
could be critical to the induction and maintenance of chronic pain [32]. As the expression
of active β-catenin was also increased, Wnt signalling is postulated to act via its canonical
pathway in the dorsal horn of rats following this neuropathic pain model.

TET1, a protein involved in DNA demethylation, has been associated with memory
formation in hippocampal neurons [116]. Although preclinical studies did not directly
implicate TET1 in nociception, it has a role in sensitised nociceptive states. Spinal TET1-
dependent demethylation at the promoter region of the genes metabotropic glutamate
receptor subtype 5 (mGluR5) and Bdnf seemed to mediate neuropathic pain in rats [33,35].
Similarly, mice in which both TET1 and TET3 were knocked down exhibited reduced
nociceptive sensitisation when induced by CFA injection, which seemed to result from
alterations in spinal expression of the signal transducer and activator of transcription
3 (STAT3) [36]. Overexpression of Tet1 in DRG can mitigate neuropathic pain through
rescuing the expression of Oprm1 and Kv1.2 [34].
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2.6. DNA Methylation as a Therapeutic Target for Chronic Pain and Biomarker of Pain Progression

SAM, the methyl donor used by all DNMTs, has been reported to have analgesic
effects. Grégoire and colleagues found that, when administered during the chronic period,
it could reduce mechanical hypersensitivity in a murine SNI model [117]. However, SAM’s
analgesic effect might be achieved via other mechanisms. For instance, through regulating
the activity of the enzyme catechol o-methyltransferase (COMT), which also uses SAM as
methyl donor and has been implicated in pain perception [118].

5-aza-2′-deoxycytidine, a DNMT inhibitor currently licensed as a chemotherapeutic,
may also be useful as an analgesic based on its efficacy to reduce the levels of MeCP2, as
reported by Wang and co-authors [17]. However, the analgesic effect is only achieved when
administered intrathecally, thus limiting its potential therapeutic use. Furthermore, other
proteins that are potential targets to (de)methylation via the same enzymes might also
impact their therapeutic potential. On the other hand, several studies have also reported
that reducing DNA methylation can cause pain hypersensitivity as the genes and/or
location of the CpG sites (promoters vs. intronic regions) affected will impact differently
on the change in gene expression [108]. Thus, DNMT inhibitors could be problematic
therapeutic agents.

Analysing the differentially methylated regions from circulating blood has proven
useful in the clinic to identify pain biomarkers [46], to differentiate methylome signatures
in different types of chronic pain [45], and to identify differential pain sensitivity [47].
However, excluding some exceptions [47], most methylome changes assessed in clinics
are performed from circulating samples (e.g., blood) while the nociceptive pathway is
not accounted for. Thus, those changes, which can also differ between pain modalities,
might not reflect those occurring in tissues directly relevant to pain sensitivity. To com-
plicate things further, ageing is associated with an increase in, among others, reactive
oxygen species, which can directly increase DNA demethylation and impact on neuronal
processes [106,119]. Hence, it is difficult to standardise the methylome for its use as a
biomarker for diagnosis and prognosis. Currently, there is one clinical study aiming to
assess the degree of DNA methylation in blood samples of patients undergoing major
surgery [120].

2.7. Future Directions to Study DNA Methylation during Pain Progression

There are three main techniques which can be used to assess DNA methylation
(Table 2): sodium bisulfite conversion and sequencing, differential enzymatic cleavage
of DNA, and affinity capture of methylated DNA. Although their use in pain research is
sparse, some research has shown its potential in pain and related fields.

Sodium bisulfite conversion and sequencing works by inducing de-amination exclu-
sively to non-methylated cytosines to produce uracil, which, when amplified by PCR,
will be converted to thymine. By comparing the profile of this DNA sequence to their
non-methylated original, the methylome is inferred [121,122]. Current variations include
sequence-based analysis, interaction-based analysis and analysis based on melting temper-
ature of the bisulphite-treated DNA. However, a high DNA yield, as well as additional
controls, are needed, since the technique requires extreme temperatures and pH levels
that can lead to significant DNA fragmentation. Gölzenleuchter and colleagues used this
technique to identify genome-wide methylation changes at DRG of rats one day after the
induction of a SNL which in some cases corresponded with changes at a transcriptional
level [39]. Clinically, it has been used to identify blood biomarkers of inflammation and
bone maturation in individuals suffering from chronic lower back pain [46] and the simi-
larities (neuro-musculoeskeletal genes) and differences (opioid and GABAergic systems)
between chronic nociceptive/neuropathic pain [45].
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Table 2. Techniques used to study DNA methylation.

Techniques Mechanism of
Action Strength Weakness Resolution Cost References

Sodium bisulphite sequencing: Conversion of unmethylated cytosine residues to uracil then to thymine. Gold standard technique.

RRBS

Use of restrictions
enzymes to enrich

CpG sites,
stabilising

methylated sites.

• Genome wide
coverage.

• High sensitivity.
• More cost

effective than
WGBS.

• Cannot identify
between 5mC
and 5hmC.

• Significant degradation
and fragmentation of
DNA segments.

Single base Moderate
(~£200–£500) [45,123]

T-WGBS

Gold standard
assaying

technique.
Genome wide

analysis of
methylated sites.

• Genome wide
coverage of
majority of CpG
sites to evaluate
methylation.

• Cannot identify
between 5mC
and 5hmC.

• Significant degradation
and fragmentation of
DNA segments.

Single base High
(~£700–£3000) [124]

TAB-seq

Oxidation of TET
proteins

combined with
5mC to localise

5hmC.

• Protein able to
differentiate
between 5mC
and 5hmC.

• Significant degradation
and fragmentation of
DNA segments.

• Conversion using TET
enzymes disrupts
sequence alignment,
thus unmethylated
residues may remain.

• High depth sequencing
required to detect low
abundance 5hmC.

Single base High (~£1000) [125,126]

Differential enzymatic cleavage of DNA: Enzymatic restriction of DNA resulting in methylated CpG fragments.

DREAM

Enzymatic
digestion of DNA

through
utilisation of

restriction
endonucleases.

• More
cost-effective
compared to
bisulphite
conversion.

• Ability to detect
methylated CpG
sites at low
density levels.

• High sensitivity.
• Cost-effective

compared to sodium
bisulphite sequencing
techniques.

High Moderate [126,127]

Affinity capture of methylated DNA: Use of methyl- CpG-binding domain (MBD) proteins or MeDIP to bind to methylated DNA.

MBDCap-Seq

Methy-CpG
binding domain

based (MBD)
protein captures

DNA
methylation,

identifying highly
differentiated

regions.

• Greater sensitivity
than MeDIP in
high density
CpG sites.

• Protein able to
differentiate
between 5mC
and 5hmC.

• Higher sensitivity
than MeDIP in
higher density
CpG regions.

• Resolution lower than
other techniques.

• Sensitive to
hypermethylated
regions.

150 bp Moderate
(~£100) [123]

MeDIP

Methylated DNA
immunoprecipita-

tion uses
antibodies specific

to 5mC to
precipitate

methylated DNA.

• More sensitivity
than MBDCap-Seq
in low density
regions.

• Sensitive to
hypermethylated
regions.

• Cannot predict
absolute methylation.

100 bp Moderate
(~£100) [128]

Many of these techniques, such as T-WGBS, require multiple samples to be analysed for sequencing; there-
fore, while cost effectiveness is approximately quantified, this is an estimation and will therefore vary on the
size and type of genomic material. DMR: differentially methylated region. DREAM: digital restriction en-
zyme analysis of methylation. DRG: dorsal root ganglion. MBDCap-Seq: methyl-CpG binding domain-based
capture and sequencing. MeDIP: methylated DNA immunoprecipitation sequencing. RBBS: reduced repre-
sentation bisulphite sequencing. TAB-seq: TET-assisted bisulphite sequencing. TET: ten-eleven translocation.
T-WGBS: tagmentation-based whole-genome bisulphite sequencing.
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The limitations of bisulfite conversion have driven the development of other ap-
proaches to map the methylome, including enzymatically driven differential cleavage of
the DNA, such as methylation-sensitive restriction enzymes (MREs) and digital restriction
enzyme analysis of methylation (DREAM). MREs can selectively cut the non-methylated
CpGs while sparing the methylated CpGs. Fragments are then size-selected and sequenced
to reveal the location of non-methylated sites [129]. However, since only around 20% of
the CpG islands are dynamically regulated, MRE-sequencing lacks efficiency genome-
wide and is more suited for specific loci [130]. A luminometric variation of this assay
(LUMA: Luminometric Methylation Assay) has been used to show a decrease in global
DNA methylation in both the PFC and amygdala following six months of peripheral nerve
injury in mice [115]. LUMA combined with sodium bisulfite has shown the implication
of individual genes, including syt2 (synaptotagmin 2), which regulates Ca2+-dependent
neurotransmitter release [41]. DREAM, on the contrary, offers a high resolution at the
genome level. It induces methylation-specific signatures at the end of DNA fragments and
their posterior analysis by next-generation sequencing [127]. In the context of chronic pain,
DREAM has been successfully used to demonstrate the contribution of DNA methylation
to the reprograming of DRGs [108].

Another way to circumvent issues with previous techniques is to use methods of
affinity capture of methylated DNA. Methylated DNA immunoprecipitation followed
by sequencing (MeDIP-Seq) allows for high resolution mapping at the genome-wide
scale and requires smaller yields (down to 1 ng per sample) [131]. In MeDIP-Seq, the
DNA is sonicated, denatured into single strands, and selectively precipitated with specific
antibodies. Following DNA amplification, samples can be analysed by next-generation
sequencing methods. Similarly, the properties of some proteins with MBD can be used to
highlight differentially methylated regions of double-stranded DNA: DNA is sonicated
into random fragments, incubated with MBD proteins previously coupled to separation
beads, and fragments are then stepwise eluded in a series of differential CpG densities
and processed by next-generation sequencing. However, MBD-based techniques have
their own limitations [132,133] that make them biased towards hypermethylated regions,
whilst MeDIP-Seq does not have this bias and may be used on a wider scale. Massart and
collaborators have used this approach to assess differential methylation profiles at both
PFC and immune cells (T cells) of rats following SNI [38]. Additionally, using MeDIP-Seq
in blood samples from monozygotic twins and the general population, Bell and colleagues
identified differential methylation at the promoter region of the ion channel gene TRPA1,
among others, in association with differential pain sensitivity [47].

Currently, there are other techniques being developed, including polypyrrole guided
(PPyox) Multi-Walled Carbon Nanotubes (MWCNTs) immobilised onto a Choline monolayer-
modified Glassy Carbon Electrode (Ch/GCE), which uses the direct electrochemical oxida-
tion of DNA [134], or others using High-Performance Liquid Chromatography (HPLC, [135]),
to infer the state of DNA methylation. All these techniques, coupled with novel and more
powerful computational methods [136], could offer significant advances to study the land-
scape of DNA methylation in pain research.

3. Non-Coding RNAs and Pain
3.1. Types of Non-Coding RNAs, Their Function and Classification

A ncRNA is a functional RNA molecule that is transcribed from a portion of DNA, an
RNA gene, but is not translated into proteins [137]. Some types of ncRNAs play a direct
role in protein translation, such as transfer RNAs (tRNAs) and ribosomal RNAs (rRNAs).
There are other ncRNAs that, instead, have a regulatory role by influencing either the state
of chromatin, directing DNA methylations and histone PTMs, or the stability of other RNA
molecules (e.g., mRNAs). This second type, which has an epigenetic role, can be divided
by their size into short ncRNAs (less than 30 nucleotides) and long ncRNAs (lncRNAs;
more than 200 nucleotides). Short ncRNAs are further subdivided into three major classes
according to their mechanism of action and origin: microRNAs (miRNAs), which base-pair
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with mRNA complementary sequences to silence them and derivate from the catalysis of a
single-stranded RNA by the enzyme Dicer; short interfering RNAs (siRNAs), with a similar
function as miRNAs and a similar catalytic origin but deriving from longer regions of
double-stranded RNA; and piwi-interacting RNAs (piRNAs), which are involved in gene
silencing via RNA-protein interactions and have a different origin [138]. Within lncRNAs,
there is a special category called circular RNAs (circRNAs). In contrast to linear RNAs,
circRNAs form a covalent link between the 3′ and 5′ ends which generates a continuous
loop or circle [139], which confers them with increased stability. CircRNAs are mainly
localised at the cytoplasm and have been involved in different molecular mechanisms. The
expression of all those epigenetic ncRNAs can be influenced by environmental cues, such as
inflammatory mediators, and thus contribute to the progression of pathological conditions
including cancer, neurodegenerative disorders and pain signalling [61,76,140,141]. How-
ever, interpretation of those changes in expression requires caution as different ncRNAs
may have diverse, or multiple, functions, which might still be unknown [142] or, on the
contrary, do not serve any biological function [137].

Mitochondria, the organelles in charge of generating energy for mammalian cells,
have their own DNA (mitochondrial DNA, mtDNA). The expression of mtDNA can also
be regulated by epigenetic mechanisms, including DNA methylation and ncRNA, in what
is now termed mitoepigenetics [143]. Reciprocally, the genetic material from the mito-
chondria can communicate and influence nuclei expression [143]. Recent studies have
linked mtDNA’s genetic polymorphisms with different chronic/neuropathic pain condi-
tions [144,145]. Although those polymorphisms are directly linked to defects in oxidative
responses, they might influence tissue injury-associated pain. Overall, mitoepigenetics
might be a new direction for studies on the role of epigenetics in the development of tissue
injury-associated pain.

3.2. lncRNAs and circRNAs during Neuropathic Pain Processing

An increasing amount of research has shown that around 1/3 of all described lncRNAs
are specifically and dynamically expressed in the nervous system and can mediate complex
behaviours. Abnormal expression of lncRNAs has been described in the injured nerves,
DRG, spinal cord, hippocampus, and prefrontal cortex of preclinical models of neuropathic
pain. Although still not completely understood, dysregulated lncRNAs seem to contribute
to the pathogenesis of neuropathic pain (reviewed elsewhere: [91–93]). However, all these
data come from cellular or animal models, which challenges the translation of these findings
to the clinic.

Recently, Pan and colleagues have identified a DRG-specifically enriched lncRNA
(DS-lncRNA), a lncRNA specifically and highly (>70%) expressed in DRG neuronal nuclei
that gets downregulated following different models of peripheral nerve injury (CCI and
SNL, [49]). Downregulation of DS-lncRNA, which seems to be mediated by silencing of the
Pou4f3 gene (transcriptional activator POU domain, class 4, transcription factor 3), leads
to alterations in the opiodergic signalling system and negatively regulates the expression
of RALY-triggered Ehmt2/G9a (Figure 3A) [49]. Ma and colleagues have shown that the
lncRNA MALAT1 (metastasis associated lung adenocarcinoma transcript 1) increases at
the spinal cord of rats subjected to CCI and seems to contribute to the development of
neuropathic pain by downregulating the expression of the miRNA miR-129-5p which,
in turn, leads to the up-regulation of HMGB1 (High mobility group box 1; associated
with chromatin re-structuring) [50]. Using the same model, Li et al. have shown an
upregulation of DLEU1 (deleted in lymphocytic leukemia 1), which seems to silence miR-
133a-3p and thus upregulates the expression of SRPK1, a serine/argenine kinase previously
implicated in nociception [48]. Xian’s group has shown an increase in the lncRNA NEAT1
(nuclear paraspeckle assembly transcript 1) in rats following spinal cord injury-induced
neuropathic pain, which is involved in homeostasis and inflammation via a pathway
regulating the activity of microglia [51]. In fact, inhibiting this pathway increases both
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mechanical paw withdrawal latency and paw withdrawal threshold, the metrics used to
ascertain neuropathic pain in this model.
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pro-inflammatory protein TXNIP in microglia. Circular RNA SMEK1 increases the expression of 
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Figure 3. Mechanisms of long non-coding RNA and circular RNA in pain-associated transcription
pathways. (A) Transcription of a DRG-specifically enriched lncRNA (DS-lncRNA) is promoted
by activity of Pou4f3. DS-lncRNA inhibits the expression of Ehmt2 by negative regulation of the
RALY/RNPII complex and enables the transcription of µ-opioid receptor 1. In peripheral nerve
injury, Pou4f3 expression is silenced, resulting in the loss of DS-lncRNA transcription which leads to
expression of the Ehmt2 gene. Subsequently produced G9a silences the expression of the µ-opioid
receptor, causing nociceptive hypersensitivity. (B) MicroRNA-216a-5p inhibits the expression of
pro-inflammatory protein TXNIP in microglia. Circular RNA SMEK1 increases the expression of
TXNIP by competitively binding miR-216a-5p, thereby promoting neuropathic pain.

circRNAs have also been involved in neuropathic pain (reviewed elsewhere: [94]).
Recent preclinical studies using the CCI model in rats have identified imbalances in different
circRNAs. There is an increase in circSMEK1 (Figure 3B), which seems to silence the
expression of the miRNA miR-216a-5p and thus contributes to the response of microglia
cells [54]; and circ_0005075, which seems to regulate neuropathic pain progression by
indirectly (via silencing miR-151a-3p) upregulating notch receptor 2 (notch2) [53], known
to regulate cell cycles. On the contrary, cZRANB1 is downregulated, which seems to be
silencing miR-s4-3p which, in turn, modulates the Wnt/β-Catenin pathway [57].

Furthermore, circRNAs have recently been shown to be involved in cancer pain.
In a rat model of bone cancer pain, different circRNAs have been identified as being
differentially expressed at the spinal cord. Among those, up-regulation of circSlc7a11, which
seems to modulate proliferation and apoptosis through multiple mechanisms, including
chemokine signalling pathway, in the murine cell LLC-WRC 256 [56].



Int. J. Mol. Sci. 2022, 23, 752 17 of 29

3.3. miRNAs in the Progression of Both Inflammatory and Neuropathic Pain

miRNAs are, by far, the most widely studied type of ncRNAs in pain research [95].
Differential expression of various miRNAs have been directly reported at DRG after the in-
duction of inflammatory and neuropathic pain, including down-regulation of miR-10a, -29a,
-98, -99a, -124a, -134, and -183 in the trigeminal ganglia within 4 h of a CFA injection into the
rat masseter muscle [61] or up-regulation of miR-21 following peripheral nerve injury [76].
Additionally, miRNAs have also been indirectly linked to pain progression via molecules
that mediate their production and functioning. Zhao and co-authors demonstrated that
specific deletion of Dicer in nociceptive primary sensory neurons led to reduced inflam-
matory pain but not noxious stimulation-induced physiological pain. Nociceptor-specific
transcripts were down-regulated, while the expression of other genes was maintained or
increased following the CFA injection. This suggests that there is a subset of nociceptor-
specific miRNAs, which are involved in the balance of pro- and anti-nociceptive genes
being expressed during inflammatory pain [146].

Further studies have established causal links between the imbalances in miRNAs and
specific changes in gene expression in preclinical models of both inflammatory and neuro-
pathic pain. Following CFA-induced inflammatory pain, increase in miR-134 expression
has been reported in DRG neurons, where it acted as a repressor for Oprm1 expression,
encoding the mu opioid receptor (Figure 4A) [69]. Furthermore, the CFA model of inflam-
matory pain is also associated with increased miRNA-107 expression in the spinal cord,
where it controls the expression of the glutamate transporter 1 (GLT-1) [64]. Decreases
in miRNAs have also been reported in the CFA model of inflammatory pain, including
miR-485-5p at the DRG, where it seems to up-regulate the expression of the ASIC channel 1
(asic1) [86].

Changes in the expression of certain miRNAs have also been reported during early-to-
late stages of neuropathic pain, including, among others, the downregulation of miR-140,
which could be influencing sensitisation changes via sphingosine-1-phosphate receptor
1 (S1PR1) [72]; miR-216a-5p, influencing neuroinflammation [77]; miR-30a-3p, which in-
directly leads to an up-regulation of BDNF [80]; miR-96 and miR-7a, which led to the
increased expression of the voltage-gated sodium channel alpha subunit Nav1.3 [89] and
the β2 subunit of the voltage-gated sodium channel [88]; and miR-590-3p, which has been
implicated in a model of diabetic peripheral neuropathic pain and seems to regulated the
infiltration of immune cells into the neural tissues [87]. Furthermore, abnormal expression
of multiple miRNAs, which target genes involved in nerve regeneration, was observed in
DRG and in the proximal stumps of the nerves following rat SNI [147].

A similar association between miRNAs and cell-type-specific transcriptional changes
has also been reported in both neurons and glia cells of both neuropathic and inflammatory
pain models. In DRG neurons of rats subjected to CCI, there is a concomitant increase
of miR-137 with a decrease in the expression of voltage-gated potassium channel Kv1.2,
which regulates neuronal excitability [71]. In a murine diabetic peripheral neuropathic
model, the expression of miR-33, miR-380 and miR-124-1 has been recently identified in
nociceptive neurons [66]. The induction of inflammatory pain by either CFA or formalin
injection significantly reduced the expression of miR-219 and miRNA-124a in murine spinal
neurons, which negatively regulates the expression of spinal CaMKIIγ [40] and the MeCP2
proinflammatory marker [67]. A decrease in the expression of miR-103 was also observed
in spinal neurons of SNL rats, which seemed to simultaneously regulate the translational
levels of the three subunits forming Cav1.2-comprising L-type calcium channel (Cav1.2-
LTC), involved in pain sensitisation [62]. Similarly, there was a reduction in miR-214-3p
in the spinal astrocytes of rats following SNL, which led to their overactivity via the up-
regulation of CSF1 [24]. Furthermore, the changing profiles of miRNAs in microglial cells
seem to suggest that those cells play different roles depending on the tissue and/or the
stage of the pathology (reviewed elsewhere for spinal cord: [148]).
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Figure 4. Mechanisms of non-coding RNA in pain-associated transcription pathways. (A) Translation
of µ-opioid receptor 1 mRNA can be inhibited by the binding of miRNA-134 in a model of inflamma-
tory pain. (B) PiwiRNA-DQ541777 is a repressor of the expression of the Cdk5rap1 gene, contributing
to the modulation of neuropathic pain. The piRNA acts via the recruitment of DNMT3a, which
silences the target gene by methylating its promoter region. (C) Inhibitor of kappa B (IκB) disables the
activation of pro-inflammatory NF-κB. In a pain model, phosphorylation of IκB by IKBKB (labelled
IKK complex) releases NF-κB, enabling its activity. Inhibition of IKBKB by a siRNA prevents the
phosphorylation of IκB, and so NF-κB activity is precluded.

A dysregulation of miRNAs has also been observed in the prefrontal cortex of mice
following a carrageenan injection. Poh, Yeo and Ong reported a bilateral increase of miR-
155 and miR-223 in the prefrontal cortex of mice treated facially with carrageenan, which
correlated with down-regulation of CEBP-beta, a transcription factor important for the
regulation of genes involved in immune and inflammatory responses, but up-regulation
of granulocyte colony-stimulating factor (GCSF) [74]. The authors suggested that this
epigenetic mechanism could lead to an increased inflammation-derived activation of the
prefrontal cortex.

The expression of different miRNAs has also been detected in pre-clinical models
of cancer-induced pain. In a model of bone metastatic pain, in silico analyses identified
57 miRNAs dysregulated in sensory neurons and predicted several pronociceptive genes
as their targets, including Clcn3, a gene encoding a chloride channel [149]. In addition,
miR-34c-5p has recently been identified in DRG neurons as pronociceptive by regulating
the transcription of Cav2.3, P2rx6, Oprd1, and Oprm1 [84]. In the spinal cord, following the
induction of various models of cancer-induced pain, imbalances on the levels of miRNAs
have been found: down-regulation of miR-124, which negatively regulated synaptopodin
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(Synpo), a key component in synaptic transmission [65]; up-regulation of miRNA-330,
which seems to modulate the expression of GABABR2 [83]; and decreases in miR-135-5p,
which regulated JAKs/Stat3 signalling, in spinal astrocytes [70]. Furthermore, changes in
miRNAs have also been associated with certain drug-induced pain disorders, such as that
induced by the use of oxaliplatin to treat advanced colorectal cancer [150].

3.4. piRNA and siRNA in Neuropathic Pain

To date, only one piRNA has been implicated in pain processing. Zhang and col-
leagues demonstrated that spinal piRNA-DQ541777 (piR-DQ541777) was significantly
increased in mice subjected to CCI-induced neuropathic pain which indirectly, via recruit-
ing DNMT3a, repressed the expression of CDK5 regulatory subunit-associated protein 1
(Cdk5rap1, Figure 4B) [90].

On the contrary, siRNAs have not been directly implicated in nociceptive processing.
However, several studies have looked at their use as potential novel analgesics (reviewed
elsewhere: [95]). Recently, Peng’s group has shown that intrathecal administration of an
siRNA aiming to silence the lncRNA Uc.48 has therapeutic value in a preclinical model
of HIV-associated neuroinflammatory pain [151]. This treatment was able to reverse both
mechanical and thermal hyperalgesia in rats previously administrated with the human
immunodeficiency virus envelope glycoprotein 120 (gp120). The analgesic effects seems
to be a consequence of indirectly inhibiting the upregulation of P2Y12 receptors at their
DRG [151].

Similarly, Lee and colleagues have shown that intrathecal delivery of an siRNA against
the gene IKBKB (inhibitor of NF-κB kinase subunit beta) was able to reduced mechanical
allodynia and secretion of pro-inflammatory mediators in rats following the SNL model
(Figure 4C) [152]. This research represented a significant advance by incorporating the
delivery of poly (lactic-co-glycolic acid) (PLGA) nanoparticles as carriers for the siRNA,
which enhanced microglia targeting and thus achieved greater cell-type selectivity.

3.5. Could ncRNAs Be Potential Targets/Biomarkers for Pain Management?

NcRNAs can regulate gene transcription by (in) directly affecting the expression of
multiple pain-related genes, thus suggesting their use as potential therapeutic targets. For
example, Li and colleagues demonstrated that upregulating the expression of a single
miRNA, miR-375, could modulate the morphine-dependent analgesic effect and its toler-
ance [85]; or the use of siRNA as novel analgesics (see Section 3.4). However, one single
ncRNA could simultaneously regulate the expression of non-related genes or, additionally,
modulate the activity of other epigenetic motifs or their effector enzymes, including DNMTs
and histone deacetylases [1,44,125,126]. Therefore, a potential treatment with ncRNA, or to
silence a certain ncRNA, should be directed to a specific population within a pain-relevant
tissue if aiming to minimise toxicity or side-effects [153]. Strategies such as the use of PLGA
particles (mentioned above) that have shown selectivity and efficacy for a neuropathic
pain model [152] are worth investigating further. Nonetheless, their therapeutic potential
remains narrow as efficacy of tackling ncRNAs has only been proven in preclinical studies
via intrathecal administration [44,93,119,126,136,137,140] which, additionally, seems to lead
to contradictory findings [154].

Most ncRNAs are capable of travelling long distances throughout the body and
thus could serve as biomarkers for the state of a certain pathology, including different
pain conditions [95]. A clinical study using plasma from patients affected by diverse
types of inflammatory or neurogenic chronic musculoskeletal pain has reported different
profiles of circulating miRNA depending on the neuropathic or inflammatory origin of
their painful condition [155]. In patients with trigeminal neuralgia, this strategy has served
to identify four different miRNAs associated with the occurrence and development of this
type of neuropathic pain [68]. A similar strategy has served to identify an association
between the upregulation of miR103a/107 and adaptive coping in patients suffering from
fibromyalgia [63], and to establish a link between vitamin D deficiency, altered expression



Int. J. Mol. Sci. 2022, 23, 752 20 of 29

of circulating miRNAs and lower back pain in older adults [156]. Currently, there are
two clinical studies investigating the profiles of miRNAs as diagnostic biomarkers of pain
intensity in adolescents with chronic fatigue syndrome [157] and sleep dysregulation and
pain prior to surgery [158].

Nonetheless, the different methods (see below) and standardising procedures (e.g.,
using serum vs. white blood cells), validity of preclinical methods or variations on the
inclusion criteria used for clinical studies, might lead to contradictory findings and thus
hamper their translational potential to clinical diagnostics. In that regard, Tramullas’s group
has recently identified miR-30c-5p in neuropathic pain by looking at both a preclinical
model and patients with ischemia-induced pain [82]. They found an up-regulation of this
miRNA, which seems to inhibit the expression of TGF-β, a known mediator of nociception,
at the spinal cord, DRG, cerebrospinal fluid (CSF) and plasma of rodents subjected to SNI,
and in CSF and plasma from patients. Similarly, two recent publications have studied
the mechanism by which down-regulation of miR-183 and up-regulation of miR-30b-5p
influence osteoarthritis pain by systematically looking at both a preclinical model and a
clinical setting [75,81]. In both cases, reconstituting their expression to pre-injury levels
ameliorated the painful condition in the murine model. Comparative studies like these
ones might help to validate preclinical finding and to better characterise pain aetiology and
thus lead to a more tailored clinical management.

3.6. Novel Approaches on ncRNAs for Pain Processing

Elucidation of the function of ncRNAs in pain progression remains challenging. Ap-
propriate techniques should take into considerations their tissue specificity, small size, low
level of expression and, importantly, their poor sequence conservation [159].

The microarray-based methods have been routinely used as an initial exploratory tool
for ncRNA expression, until high throughput sequencing became widely accessible. Mi-
croarrays can detect multiple small size oligonucleotide by using large numbers of specific
oligonucleotides known as probes, placed on a solid surface followed by hybridisation of
target sequence, and then visualised by fluorescence detection [160]. However, microarrays
use already known sequences, thus making them unsuitable for the discovery of novel
ncRNAs. Nonetheless, microarray-based methods can be used as cost-effective procedures
to validate the presence of ncRNA from a known or predicted transcript and have proven
useful in pain research [66,70].

High throughput RNA sequencing (RNA-Seq) methods are preferable to discover
novel ncRNAs. They offer a higher degree of specificity and sensitivity and have recently
become more accessible and cost-effective. With this technique, Xiong and colleagues were
able to identify a total of 374 circRNA differentially expressed in the DRG of rats following
the induction of neuropathic pain by CCI (preprint here: [55]). This approach has also been
used to identify differentially expressed miRNA, lncRNAs and circRNAs in the spinal cord
of a model of diabetic neuropathic pain [59]; lncRNAs and mRNA in the spinal cord of
rats subjected to paclitaxel-induced peripheral neuropathy [52]; and miRNA and mRNA in
the DRG of rats between a CCI group and a CCI-exercise group [73]. However, RNA-Seq
techniques may suffer from PCR-related bias, including library preparation and sequencing
errors [161]. Additionally, the nature of several ncRNAs, especially those with less than
200 nucleotides, makes it difficult to detect them by standard RNA-Seq techniques. To
overcome this limitation, a small RNA-Seq has been developed [162]. This varies from
standard RNA-Seq in employing electrophoresis-based fractionation to specifically separate
small RNA, followed by universal adapter ligation on both ends of the RNA fragment and
posterior amplification. Using small RNA-Seq, Dai’s group has identified 33 upregulated
and 39 downregulated miRNAs used at L3-L6 DRG of rats that were subjected to the
SNI model [60]. Moreover, Zhou and colleagues discovered 134 lncRNA, 12 miRNA
and 188 circRNA in the rats’ spinal cord following spinal nerve injury [58]. Despite its
specificity, small-RNA-Seq may still suffer from adapter ligation bias, which leads to reverse
transcription or amplification bias [163].
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Although not used to assess the ncRNAs in the pain field yet, there are novel tech-
niques worth considering for future applications: single cell RNA sequencing, with the
potential to assess the specificity of ncRNA expression within individual cells at a higher
sensitivity/resolution [164]; or nascent RNA sequencing, which can be used to measure
changes in RNA state in response to different stimuli [165], including pain. Assessing
the changes happening at the single-cell level in all the relevant cellular types (e.g., neu-
rons and glia cells) could help to elucidate how they participate and communicate with
each other to orchestrate the entire response, including pain-to-tissue injury. Addition-
ally, the field would benefit from the development of more powerful in silico tools (e.g.,
http://www.targetscan.org/vert_80/; date accessed: 25 October 2021) which are less de-
pendent on experimental bias and, in turn, can later be tested in the lab. Developing novel
ncRNA datasets, similar to those already available (https://lncipedia.org/; http://bioinfo.
life.hust.edu.cn/LNCediting/; http://circatlas.biols.ac.cn/; https://www.mirbase.org/,
among others; date accessed: 25 October 2021), but specific for pain progression, will help
generate a greater insight into their implications for this process.

4. Final Considerations and Future Directions

Studying and interpreting how the methylation state of the DNA influences gene
transcription during pain progression and consolidation, as well as how ncRNAs regulate
this process, should be subjected to the same criticism as that of other types of epige-
netic modifications [1], including: misinterpreting correlations by causal relationships,
cell/tissue-specificity issues, context-dependence cellular ageing, possible influences from
confounding factors and other physiological process (e.g., wound healing) or the combined
effect of multiple types of epigenetic tags (e.g., multiple types of ncRNAs [58]). Importantly,
other molecular processes might also be at play which could be influencing the epigenetic
landscape of pain progression; for instance, a potential mitoepigenetic control [143] or the
fact that ncRNAs might also be subjected to epitranscriptomic regulation [166]. Addition-
ally, as stated in previous sections, current experimental techniques used to assess both
methylated DNA and ncRNAs can lead to biased results, which should also be taken into
account when attempting to interpret the data.

During the consideration of translating those findings to the clinic, one must be aware
that some of the techniques that are considered standard practice in the lab might not
be feasible to use for clinically relevant samples. For example, while single cell/nuclei
RNA-seq can be of use in animal models, it might not seem suited for the same procedure
when performed from post-mortem human samples [167]. Therefore, techniques which
have provided reliable and high quality data with both patient-derived and preclinical
samples in the context of pain [75,82] should become the standard.

The number of studies aiming to target DNA methylation or ncRNAs during different
pain paradigms is rapidly increasing and seems to demonstrate their potential as novel
analgesics. However, currently, the most promising value of studying changes in DNA
methylation and ncRNA expression in various pain conditions is that they can be used as
biomarkers of pain state and progression. The ability of ncRNAs to convey themselves to
the circulation makes them easily detectable in patients. Therefore, efforts should be taken
towards standardising those measurements in order to assure that they are useful tools
for diagnosis and prognosis. The efforts should include calibration of circulating levels of
ncRNAs in health and disease, the type of samples used for analyses (pre-miRNAs in the
nuclei vs mature miRNA elsewhere) and methods of analysis, among others.
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8-oxoG: 8-oxoguanine; A2bp1: ataxin 2 binding protein 1; ASIC: acid-sensing ion channel; Bdnf:
brain-derived neurotrophic factor; CaMKIIγ: calcium/calmodulin-dependent protein kinase II γ;
Cav1.2-LTC: Cav1.2-comprising L-type calcium channel; Cav2.3: calcium voltage-gated channel sub-
unit alpha1 E, or CACNA1E; CBS: cystathionine-β-synthase; CCI: chronic constriction injury of the
sciatic nerve; Cdk5rap1: CDK5 regulatory subunit-associated protein 1; CEBP: CCAAT enhancer bind-
ing protein; CFA: complete Freund’s adjuvant; Ch/GCE: Choline monolayer-modified glassy carbon
electrode; circRNA: circular RNA; circSMEK1: circular RNA SMEK1; Clcn3: chloride voltage-gated
channel 3; CNS: central nervous system; COMT: catechol o-methyltransferase; Cox-2: cyclooxygenase
2; CSF: cerebrospinal fluid; CSF1: colony-stimulating factor-1; CXCL10: c-x-c motif chemokine ligand
10; CXCR3: c-x-c chemokine receptor type 3; CXCR4: c-x-c chemokine receptor type 4; DLEU1: deleted
in lymphocytic leukemia 1; DNMT: de novo DNA methyltransferases; DREAM: digital restriction
enzyme analysis of methylation; DRG: dorsal root ganglia; DS-lncRNA: DRG-specifically enriched
lncRNA; EHMT2/G9a: Euchromatic histone-lysine N-methyltransferase 2; Fkbp5: FKBP prolyl
isomerase 5; GABA: gamma aminobutyric acid; GABABR2: GABA beta receptor 2; Gadd45: growth
arrest and DNA damage inducible protein Gadd45; GCSF: granulocyte colony-stimulating factor;
GLT-1: glutamate transporter 1; gp120: glycoprotein 120; GPCR: G-protein-coupled receptor; GPR151:
G-protein-coupled receptor 151; HMGB1: High mobility group box 1; HPLC: High-Performance
Liquid Chromatography; IKBKB: inhibitor of NF-κB kinase subunit beta; JAKs/Stat3: Janus Ki-
nases/Signal transducer and activator of transcription protein 3; Kcna2: potassium voltage gated
channel subfamily A member 2; Kv1.2: potassium voltage gated channel subfamily A member 2,
encoded by Kcna2 gene; lncRNA: long ncRNA; LUMA: Luminometric Methylation Assay; MALATI:
metastasis associated lung adenocarcinoma transcript 1; MBD: methyl-CpG-binding domain; MBD1:
methyl CpG binding domain protein 1; MBD4: methyl CpG binding domain protein 4; MeCP2:
methyl CpG binding protein 2; MeDIP-Seq: Methylated DNA immunoprecipitation followed by
sequencing; Mef2c: myocyte enhancer factor 2C; mGluR5: metabotropic glutamate receptor subtype
5; miRNA: micro-RNA; MREs: methylation-sensitive restriction enzymes; mRNA: messenger RNA;
mtDNA: mitochondrial DNA; MWCNTs: multi-walled carbon nanotubes; Nav1.3: voltage-gated
sodium channel type III alpha subunit; ncRNA: non-coding RNA; NEAT1: nuclear paraspeckle
assembly transcript 1; NGF: nerve growth factor; notch2: notch receptor 2; OGG1: enzyme 8-oxoG
glycosylase-1; Oprd1: opioid receptor delta 1; Oprk1: opioid receptor kappa 1; Oprm1: opioid recep-
tor mu 1; P2rx6: purinergic receptor P2X6; PCR: polymerase chain reaction; piRNA: piwi-interacting
RNA; PLGA: poly lactic-co-glycolic acid; Pou4f3: transcriptional activator POU domain, class 4,
transcription factor 3; PPyox: polypyrrole; Ptgs2: prostaglandin endoperoxide synthase 2; PTM:
post translational modifications; RALY: RALY Heterogeneous Nuclear Ribonucleoprotein; RNA-Seq:
high throughput RNA sequencing; S1PR1: sphingosine-1-phosphate receptor 1; SAM: S-adenosyl
methionine; Sgk1: serum/glucocorticoid regulated kinase 1; Sin3a: SIN3 transcription regulator
family member A; siRNA: short interfering RNA; SNI: spared nerve injury; SNL: spinal nerve ligation;
SPARC: secreted protein, acidic rich in cysteine; SRPK1: SRSF Protein Kinase 1; Sst: somatostatin;
STAT3: signal transducer and activator of transcription 3; Synpo: synaptopodin; syt2: synaptotagmin
2; TDG: thymine DNA glycosylase; TET: ten-eleven translocation family; Tet1: Tet methylcytosine
dioxygenase 1; TGF-β: transforming growth factor-beta; TRP: transient receptor potential channels;
TRPA1: TRP ankyrin 1; Wnt3a: wingless related integration site 3a.



Int. J. Mol. Sci. 2022, 23, 752 23 of 29

References
1. Torres-Perez, J.V.; Irfan, J.; Febrianto, M.R.; Di Giovanni, S.; Nagy, I. Histone post-translational modifications as potential

therapeutic targets for pain management. Trends Pharmacol. Sci. 2021, 42, 897–911. [CrossRef]
2. Raja, S.N.; Carr, D.B.; Cohen, M.; Finnerup, N.B.; Flor, H.; Gibson, S.; Keefe, F.J.; Mogil, J.S.; Ringkamp, M.; Sluka, K.A.; et al. The

revised International Association for the Study of Pain definition of pain: Concepts, challenges, and compromises. Pain 2020, 161,
1976–1982. [CrossRef]

3. Raffaeli, W.; Arnaudo, E. Pain as a disease: An overview. J. Pain Res. 2017, 10, 2003–2008. [CrossRef]
4. Costigan, M.; Scholz, J.; Woolf, C.J. Neuropathic pain: A maladaptive response of the nervous system to damage. Annu. Rev.

Neurosci. 2009, 32, 1–32. [CrossRef]
5. Finnerup, N.B.; Sindrup, S.H.; Jensen, T.S. The evidence for pharmacological treatment of neuropathic pain. Pain 2010, 150,

573–581. [CrossRef]
6. Yam, M.F.; Loh, Y.C.; Tan, C.S.; Adam, S.K.; Manan, N.A.; Basir, R. General pathways of pain sensation and the major neurotrans-

mitters involved in pain regulation. Int. J. Mol. Sci. 2018, 19, 2164. [CrossRef]
7. Basbaum, A.I.; Bautista, D.M.; Scherrer, G.; Julius, D. Cellular and Molecular Mechanisms of Pain. Cell 2009, 139, 267–284.

[CrossRef]
8. Tsagareli, M.G. Pain and memory: Do they share similar mechanisms? World J. Neurosci. 2013, 3, 39–48. [CrossRef]
9. Ji, R.R.; Kohno, T.; Moore, K.A.; Woolf, C.J. Central sensitization and LTP: Do pain and memory share similar mechanisms? Trends

Neurosci. 2003, 26, 696–705. [CrossRef]
10. Latremoliere, A.; Woolf, C.J. Central Sensitization: A Generator of Pain Hypersensitivity by Central Neural Plasticity. J. Pain 2009,

10, 895–926. [CrossRef]
11. Pinho-Ribeiro, F.A.; Verri, W.A.; Chiu, I.M. Nociceptor Sensory Neuron–Immune Interactions in Pain and Inflammation. Trends

Immunol. 2017, 38, 5–19. [CrossRef]
12. Woolf, C.J. Central sensitization: Implications for the diagnosis and treatment of pain. Pain 2011, 152, S2–S15. [CrossRef]
13. Godfrey, K.M.; Lillycrop, K.A.; Burdge, G.C.; Gluckman, P.D.; Hanson, M.A. Epigenetic mechanisms and the mismatch concept of

the developmental origins of health and disease. Pediatr. Res. 2007, 61, 5R–10R. [CrossRef]
14. Wu, C.T.; Morris, J.R. Genes, genetics, and epigenetics: A correspondence. Science 2001, 293, 1103–1105. [CrossRef]
15. Bai, G.; Ren, K.; Dubner, R. Epigenetic regulation of persistent pain. Transl. Res. 2015, 165, 177–199. [CrossRef]
16. Topham, L.; Gregoire, S.; Kang, H.; Salmon-Divon, M.; Lax, E.; Millecamps, M.; Szyf, M.; Stone, L. The Transition from Acute to

Chronic Pain: Dynamic Epigenetic Reprogramming of the Mouse Prefrontal Cortex up to One Year Following Nerve Injury. Pain
2020, 161, 2394–2409. [CrossRef]

17. Wang, Y.; Liu, C.; Guo, Q.L.; Yan, J.Q.; Zhu, X.Y.; Huang, C.S.; Zou, W.Y. Intrathecal 5-azacytidine inhibits global DNA methylation
and methyl- CpG-binding protein 2 expression and alleviates neuropathic pain in rats following chronic constriction injury. Brain
Res. 2011, 1418, 64–69. [CrossRef]

18. Géranton, S.M.; Morenilla-Palao, C.; Hunt, S.P. A role for transcriptional repressor methyl-CpG-binding protein 2 and plasticity-
related gene serum- and glucocorticoid-inducible kinase 1 in the induction of inflammatory pain states. J. Neurosci. 2007, 27,
6163–6173. [CrossRef]

19. Géranton, S.M.; Fratto, V.; Tochiki, K.K.; Hunt, S.P. Descending serotonergic controls regulate inflammation-induced mechanical
sensitivity and methyl-CpG-binding protein 2 phosphorylation in the rat superficial dorsal horn. Mol. Pain 2008, 4, 35. [CrossRef]

20. Tochiki, K.K.; Cunningham, J.; Hunt, S.P.; Géranton, S.M. The expression of spinal methyl-CpG-binding protein 2, DNA
methyltransferases and histone deacetylases is modulated in persistent pain states. Mol. Pain 2012, 8, 14. [CrossRef]

21. Zhang, R.; Huang, M.; Cao, Z.; Qi, J.; Qiu, Z.; Chiang, L.Y. MeCP2 plays an analgesic role in pain transmission through regulating
CREB/miR-132 pathway. Mol. Pain 2015, 11, 19. [CrossRef]

22. Sun, L.; Gu, X.; Pan, Z.; Guo, X.; Liu, J.; Atianjoh, F.E.; Wu, S.; Mo, K.; Xu, B.; Liang, L.; et al. Contribution of DNMT1 to
Neuropathic Pain Genesis Partially through Epigenetically Repressing Kcna2 in Primary Afferent Neurons. J. Neurosci. 2019, 39,
6595–6607. [CrossRef]

23. Zhao, J.Y.; Liang, L.; Gu, X.; Li, Z.; Wu, S.; Sun, L.; Atianjoh, F.E.; Feng, J.; Mo, K.; Jia, S.; et al. DNA methyltransferase DNMT3a
contributes to neuropathic pain by repressing Kcna2 in primary afferent neurons. Nat. Commun. 2017, 8, 14712. [CrossRef]

24. Liu, L.; Xu, D.; Wang, T.; Zhang, Y.; Yang, X.; Wang, X.; Tang, Y. Epigenetic reduction of miR-214-3p upregulates astrocytic
colony-stimulating factor-1 and contributes to neuropathic pain induced by nerve injury. Pain 2020, 161, 96–108. [CrossRef]

25. Wang, W.; Li, C.; Cai, Y.; Pan, Z.Z. Pain vulnerability and DNA methyltransferase 3a involved in the affective dimension of
chronic pain. Mol. Pain 2017, 13, 1744806917726713. [CrossRef]

26. Mo, K.; Wu, S.; Gu, X.; Xiong, M.; Cai, W.; Atianjoh, F.E.; Jobe, E.E.; Zhao, X.; Tu, W.F.; Tao, Y.X. MBD1 contributes to the genesis
of acute pain and neuropathic pain by epigenetic silencing of Oprm1 and Kcna2 genes in primary sensory neurons. J. Neurosci.
2018, 38, 9883–9899. [CrossRef]

27. Oliveira, A.M.M.; Litke, C.; Paldy, E.; Hagenston, A.M.; Lu, J.; Kuner, R.; Bading, H.; Mauceri, D. Epigenetic control of hypersensi-
tivity in chronic inflammatory pain by the de novo DNA methyltransferase Dnmt3a2. Mol. Pain 2019, 15, 1744806919827469.
[CrossRef]

28. Li, F.; Xue, Z.Y.; Yuan, Y.; Huang, S.S.; Fan, Y.H.; Zhu, X.; Wei, L. Upregulation of CXCR4 through promoter demethylation
contributes to inflammatory hyperalgesia in rats. CNS Neurosci. Ther. 2018, 24, 947–956. [CrossRef]

http://doi.org/10.1016/j.tips.2021.08.002
http://doi.org/10.1097/j.pain.0000000000001939
http://doi.org/10.2147/JPR.S138864
http://doi.org/10.1146/annurev.neuro.051508.135531
http://doi.org/10.1016/j.pain.2010.06.019
http://doi.org/10.3390/ijms19082164
http://doi.org/10.1016/j.cell.2009.09.028
http://doi.org/10.4236/wjns.2013.31005
http://doi.org/10.1016/j.tins.2003.09.017
http://doi.org/10.1016/j.jpain.2009.06.012
http://doi.org/10.1016/j.it.2016.10.001
http://doi.org/10.1016/j.pain.2010.09.030
http://doi.org/10.1203/pdr.0b013e318045bedb
http://doi.org/10.1126/science.293.5532.1103
http://doi.org/10.1016/j.trsl.2014.05.012
http://doi.org/10.1097/j.pain.0000000000001917
http://doi.org/10.1016/j.brainres.2011.08.040
http://doi.org/10.1523/JNEUROSCI.1306-07.2007
http://doi.org/10.1186/1744-8069-4-35
http://doi.org/10.1186/1744-8069-8-14
http://doi.org/10.1186/s12990-015-0015-4
http://doi.org/10.1523/JNEUROSCI.0695-19.2019
http://doi.org/10.1038/ncomms14712
http://doi.org/10.1097/j.pain.0000000000001681
http://doi.org/10.1177/1744806917726713
http://doi.org/10.1523/JNEUROSCI.0880-18.2018
http://doi.org/10.1177/1744806919827469
http://doi.org/10.1111/cns.12845


Int. J. Mol. Sci. 2022, 23, 752 24 of 29

29. Yuan, H.; Du, S.; Chen, L.; Xu, X.; Wang, Y.; Ji, F. Hypomethylation of nerve growth factor (NGF) promotes binding of C/EBPα
and contributes to inflammatory hyperalgesia in rats. J. Neuroinflamm. 2020, 17, 34. [CrossRef]

30. Jiang, B.C.; He, L.N.; Wu, X.B.; Shi, H.; Zhang, W.W.; Zhang, Z.J.; Cao, D.L.; Li, C.H.; Gu, J.; Gao, Y.J. Promoted interaction
of C/EBPα with demethylated Cxcr3 gene promoter contributes to neuropathic pain in mice. J. Neurosci. 2017, 37, 685–700.
[CrossRef]

31. Jiang, B.C.; Zhang, W.W.; Yang, T.; Guo, C.Y.; Cao, D.L.; Zhang, Z.J.; Gao, Y.J. Demethylation of G-protein-coupled receptor 151
promoter facilitates the binding of Krüppel-like factor 5 and enhances neuropathic pain after nerve injury in mice. J. Neurosci.
2018, 38, 10535–10551. [CrossRef]

32. Feng, W.; Teng, R.; Zhao, Y.; Gao, J.; Chu, H. Epigenetic modulation of Wnt signaling contributes to neuropathic pain in rats. Mol.
Med. Rep. 2015, 12, 4727–4733. [CrossRef]

33. Hsieh, M.C.; Lai, C.Y.; Ho, Y.C.; Wang, H.H.; Cheng, J.K.; Chau, Y.P.; Peng, H.Y. Tet1-dependent epigenetic modification of BDNF
expression in dorsal horn neurons mediates neuropathic pain in rats. Sci. Rep. 2016, 6, 37411. [CrossRef]

34. Wu, Q.; Wei, G.; Ji, F.; Jia, S.; Wu, S.; Guo, X.; He, L.; Pan, Z.; Miao, X.; Mao, Q.; et al. TET1 Overexpression Mitigates Neuropathic
Pain Through Rescuing the Expression of µ-Opioid Receptor and Kv1.2 in the Primary Sensory Neurons. Neurotherapeutics 2019,
16, 491–504. [CrossRef]

35. Hsieh, M.C.; Ho, Y.C.; Lai, C.Y.; Chou, D.; Wang, H.H.; Chen, G.D.; Lin, T.B.; Peng, H.Y. Melatonin impedes Tet1-dependent
mGluR5 promoter demethylation to relieve pain. J. Pineal Res. 2017, 63, e12436. [CrossRef]

36. Pan, Z.; Xue, Z.Y.; Li, G.F.; Sun, M.L.; Zhang, M.; Hao, L.Y.; Tang, Q.Q.; Zhu, L.J.; Cao, J.L. DNA Hydroxymethylation by
Ten-eleven Translocation Methylcytosine Dioxygenase 1 and 3 Regulates Nociceptive Sensitization in a Chronic Inflammatory
Pain Model. Anesthesiology 2017, 127, 147–163. [CrossRef]

37. Qi, F.; Zhou, Y.; Xiao, Y.; Tao, J.; Gu, J.; Jiang, X.; Xu, G.Y. Promoter demethylation of cystathionine-β-synthetase gene contributes
to inflammatory pain in rats. Pain 2013, 154, 34–45. [CrossRef]

38. Massart, R.; Dymov, S.; Millecamps, M.; Suderman, M.; Gregoire, S.; Koenigs, K.; Alvarado, S.; Tajerian, M.; Stone, L.S.; Szyf, M.
Overlapping signatures of chronic pain in the DNA methylation landscape of prefrontal cortex and peripheral T cells. Sci. Rep.
2016, 6, 19615. [CrossRef]

39. Gölzenleuchter, M.; Kanwar, R.; Zaibak, M.; Al Saiegh, F.; Hartung, T.; Klukas, J.; Smalley, R.L.; Cunningham, J.M.; Figueroa,
M.E.; Schroth, G.P.; et al. Plasticity of DNA methylation in a nerve injury model of pain. Epigenetics 2015, 10, 200–212. [CrossRef]

40. Pan, Z.; Zhu, L.J.; Li, Y.Q.; Hao, L.Y.; Yin, C.; Yang, J.X.; Guo, Y.; Zhang, S.; Hua, L.; Xue, Z.Y.; et al. Epigenetic modification of
spinal miR-219 expression regulates chronic inflammation pain by targeting CaMKIIγ. J. Neurosci. 2014, 34, 9476–9483. [CrossRef]

41. Tajerian, M.; Alvarado, S.; Millecamps, M.; Szyf, M.; Stone, L.S. The epigenetic signature of chronic pain in the mouse brain. Mol.
Pain 2014, 10, O17. [CrossRef]

42. Tajerian, M.; Alvarado, S.; Millecamps, M.; Dashwood, T.; Anderson, K.M.; Haglund, L.; Ouellet, J.; Szyf, M.; Stone, L.S. DNA
methylation of SPARC and chronic low back pain. Mol. Pain 2011, 7, 65. [CrossRef]

43. Takenaka, S.; Sukenaga, N.; Ohmuraya, M.; Matsuki, Y.; Maeda, L.; Takao, Y.; Hirose, M.; Schaller, B. Association between
neuropathic pain characteristics and DNA methylation of transient receptor potential ankyrin 1 in human peripheral blood.
Medicine 2020, 99, e19325. [CrossRef]

44. Gombert, S.; Rhein, M.; Winterpacht, A.; Münster, T.; Hillemacher, T.; Leffler, A.; Frieling, H. Transient receptor potential ankyrin
1 promoter methylation and peripheral pain sensitivity in Crohn’s disease. Clin. Epigenetics 2019, 12, 1. [CrossRef]

45. Stenz, L.; Carré, J.L.; Luthi, F.; Vuistiner, P.; Burrus, C.; Paoloni-Giacobino, A.; Léger, B. Genome-Wide Epigenomic Analyses in
Patients with Nociceptive and Neuropathic Chronic Pain Subtypes Reveals Alterations in Methylation of Genes Involved in the
Neuro-Musculoskeletal System. J. Pain 2021. [CrossRef]

46. Aroke, E.N.; Overstreet, D.S.; Penn, T.M.; Crossman, D.K.; Jackson, P.; Tollefsbol, T.O.; Quinn, T.L.; Yi, N.; Goodin, B.R.
Identification of DNA methylation associated enrichment pathways in adults with non-specific chronic low back pain. Mol. Pain
2020, 16, 1744806920972889. [CrossRef]

47. Bell, J.T.; Loomis, A.K.; Butcher, L.M.; Gao, F.; Zhang, B.; Hyde, C.L.; Sun, J.; Wu, H.; Ward, K.; Harris, J.; et al. Differential
methylation of the TRPA1 promoter in pain sensitivity. Nat. Commun. 2014, 5, 2978. [CrossRef]

48. Li, Z.; Li, A.; Yan, L.; Yang, T.; Xu, W.; Fan, P. Downregulation of long noncoding RNA DLEU1 attenuates hypersensitivity in
chronic constriction injury-induced neuropathic pain in rats by targeting miR-133a-3p/SRPK1 axis. Mol. Med. 2020, 26, 104.
[CrossRef]

49. Pan, Z.; Du, S.; Wang, K.; Guo, X.; Mao, Q.; Feng, X.; Huang, L.; Wu, S.; Hou, B.; Chang, Y.J.; et al. Downregulation of a
Dorsal Root Ganglion-Specifically Enriched Long Noncoding RNA is Required for Neuropathic Pain by Negatively Regulating
RALY-Triggered Ehmt2 Expression. Adv. Sci. 2021, 8, 2004515. [CrossRef]

50. Ma, X.; Wang, H.; Song, T.; Wang, W.; Zhang, Z. lncRNA MALAT1 contributes to neuropathic pain development through
regulating miR-129-5p/HMGB1 axis in a rat model of chronic constriction injury. Int. J. Neurosci. 2020, 130, 1215–1224. [CrossRef]

51. Xian, S.; Ding, R.; Li, M.; Chen, F. LncRNA NEAT1/miR-128-3p/AQP4 axis regulating spinal cord injury-induced neuropathic
pain progression. J. Neuroimmunol. 2021, 351, 577457. [CrossRef]

52. Li, Y.; Yin, C.; Liu, B.; Nie, H.; Wang, J.; Zeng, D.; Chen, R.; He, X.; Fang, J.; Du, J.; et al. Transcriptome profiling of long noncoding
RNAs and mRNAs in spinal cord of a rat model of paclitaxel-induced peripheral neuropathy identifies potential mechanisms
mediating neuroinflammation and pain. J. Neuroinflamm. 2021, 18, 48. [CrossRef]

http://doi.org/10.1186/s12974-020-1711-1
http://doi.org/10.1523/JNEUROSCI.2262-16.2016
http://doi.org/10.1523/JNEUROSCI.0702-18.2018
http://doi.org/10.3892/mmr.2015.3972
http://doi.org/10.1038/srep37411
http://doi.org/10.1007/s13311-018-00689-x
http://doi.org/10.1111/jpi.12436
http://doi.org/10.1097/ALN.0000000000001632
http://doi.org/10.1016/j.pain.2012.07.031
http://doi.org/10.1038/srep19615
http://doi.org/10.1080/15592294.2015.1006493
http://doi.org/10.1523/JNEUROSCI.5346-13.2014
http://doi.org/10.1186/1744-8069-10-S1-O17
http://doi.org/10.1186/1744-8069-7-65
http://doi.org/10.1097/MD.0000000000019325
http://doi.org/10.1186/s13148-019-0796-9
http://doi.org/10.1016/j.jpain.2021.09.001
http://doi.org/10.1177/1744806920972889
http://doi.org/10.1038/ncomms3978
http://doi.org/10.1186/s10020-020-00235-6
http://doi.org/10.1002/advs.202004515
http://doi.org/10.1080/00207454.2020.1731508
http://doi.org/10.1016/j.jneuroim.2020.577457
http://doi.org/10.1186/s12974-021-02098-y


Int. J. Mol. Sci. 2022, 23, 752 25 of 29

53. Zhang, Y.; Gao, T.; Li, X.; Wen, C.C.; Yan, X.T.; Peng, C.; Xiao, Y. Circ_0005075 targeting miR-151a-3p promotes neuropathic pain
in CCI rats via inducing NOTCH2 expression. Gene 2021, 767, 145079. [CrossRef]

54. Xin, Y.; Song, X.; Ge, Q. Circular RNA SMEK1 promotes neuropathic pain in rats through targeting microRNA-216a-5p to mediate
Thioredoxin Interacting Protein (TXNIP) expression. Bioengineered 2021, 12, 5540–5551. [CrossRef]

55. Xiong, W.; Liu, F.; Wang, J.; Wang, Z. Circular RNA expression profiling in dorsal root ganglion of rats with peripheral nerve
injury-induced neuropathic pain. Res. Sq. 2020, 1–13. [CrossRef]

56. Chen, H.W.; Zhang, X.X.; Peng, Z.D.; Xing, Z.M.; Zhang, Y.W.; Li, Y.L. The circular RNA circSlc7a11 promotes bone cancer pain
pathogenesis in rats by modulating LLC-WRC 256 cell proliferation and apoptosis. Mol. Cell. Biochem. 2021, 476, 1751–1763.
[CrossRef]

57. Wei, M.; Li, L.; Zhang, Y.; Zhang, M.; Su, Z. Downregulated circular RNA zRANB1 mediates Wnt5a/β-Catenin signaling to
promote neuropathic pain via miR-24-3p/LPAR3 axis in CCI rat models. Gene 2020, 761, 145038. [CrossRef]

58. Zhou, J.; Xiong, Q.; Chen, H.; Yang, C.; Fan, Y. Identification of the spinal expression profile of non-coding rnas involved in
neuropathic pain following spared nerve injury by sequence analysis. Front. Mol. Neurosci. 2017, 10, 91. [CrossRef]

59. He, J.; Wang, H.; Huang, J.; Zhang, L.; Li, D.; He, W.; Xiong, Q.; Qin, Z. Diabetic neuropathic pain induced by streptozotocin
alters the expression profile of non-coding RNAs in the spinal cord of mice as determined by sequencing analysis. Exp. Ther. Med.
2021, 22, 775. [CrossRef]

60. Dai, D.; Wang, J.; Jiang, Y.; Yuan, L.; Lu, Y.; Zhang, A.; Zou, D.; Chen, X. Small RNA sequencing reveals microRNAs related to
neuropathic pain in rats. Braz. J. Med. Biol. Res. 2019, 52, e8380. [CrossRef]

61. Bai, G.; Ambalavanar, R.; Wei, D.; Dessem, D. Downregulation of selective microRNAs in trigeminal ganglion neurons following
inflammatory muscle pain. Mol. Pain 2007, 3, 15. [CrossRef]

62. Favereaux, A.; Thoumine, O.; Bouali-Benazzouz, R.; Roques, V.; Papon, M.A.; Salam, S.A.; Drutel, G.; Léger, C.; Calas, A.;
Nagy, F.; et al. Bidirectional integrative regulation of Cav1.2 calcium channel by microRNA miR-103: Role in pain. EMBO J. 2011,
30, 3830–3841. [CrossRef]

63. Braun, A.; Evdokimov, D.; Frank, J.; Sommer, C.; Üçeyler, N. MiR103a-3p and miR107 are related to adaptive coping in a cluster
of fibromyalgia patients. PLoS ONE 2020, 15, e0239286. [CrossRef]

64. Zhang, L.; Wu, R.; Xu, M.J.; Sha, J.; Xu, G.Y.; Wu, J.; Zhang, P.A. MiRNA-107 contributes to inflammatory pain by down-regulating
GLT-1 expression in rat spinal dorsal horn. Eur. J. Pain 2021, 25, 1254–1263. [CrossRef]

65. Elramah, S.; López-González, M.J.; Bastide, M.; Dixmérias, F.; Roca-Lapirot, O.; Wielanek-Bachelet, A.C.; Vital, A.;
Leste-Lasserre, T.; Brochard, A.; Landry, M.; et al. Spinal miRNA-124 regulates synaptopodin and nociception in an
animal model of bone cancer pain. Sci. Rep. 2017, 7, 10949. [CrossRef]

66. Bali, K.K.; Gandla, J.; Rangel, D.R.; Castaldi, L.; Mouritzen, P.; Agarwal, N.; Schmelz, M.; Heppenstall, P.; Kuner, R. A genome-
wide screen reveals microRNAs in peripheral sensory neurons driving painful diabetic neuropathy. Pain 2021, 162, 1334–1351.
[CrossRef]

67. Kynast, K.L.; Russe, O.Q.; Möser, C.V.; Geisslinger, G.; Niederberger, E. Modulation of central nervous system-specific microRNA-
124a alters the inflammatory response in the formalin test in mice. Pain 2013, 154, 368–376. [CrossRef]

68. Li, X.; Wang, D.; Zhou, J.; Yan, Y.; Chen, L. Evaluation of circulating microRNA expression in patients with trigeminal neuralgia:
An observational study. Medicine 2020, 99, e22972. [CrossRef]

69. Ni, J.; Gao, Y.; Gong, S.; Guo, S.; Hisamitsu, T.; Jiang, X. Regulation of µ-opioid type 1 receptors by microRNA134 in dorsal root
ganglion neurons following peripheral inflammation. Eur. J. Pain 2013, 17, 313–323. [CrossRef]

70. Liu, M.; Cheng, X.; Yan, H.; Chen, J.; Liu, C.; Chen, Z. MiR-135-5p Alleviates Bone Cancer Pain by Regulating Astrocyte-Mediated
Neuroinflammation in Spinal Cord through JAK2/STAT3 Signaling Pathway. Mol. Neurobiol. 2021, 58, 4802–4815. [CrossRef]

71. Zhang, J.; Rong, L.; Shao, J.; Zhang, Y.; Liu, Y.; Zhao, S.; Li, L.; Yu, W.; Zhang, M.; Ren, X.; et al. Epigenetic restoration of
voltage-gated potassium channel Kv1.2 alleviates nerve injury-induced neuropathic pain. J. Neurochem. 2021, 156, 367–378.
[CrossRef]

72. Li, J.; Zhu, Y.; Ma, Z.; Liu, Y.; Sun, Z.; Wu, Y. miR-140 ameliorates neuropathic pain in CCI rats by targeting S1PR1. J. Recept.
Signal Transduct. 2021, 41, 401–407. [CrossRef]

73. Guo, J.B.; Chen, B.L.; Song, G.; Zheng, Y.L.; Zhu, Y.; Yang, Z.; Su, X.; Wang, Y.; Cao, Q.; Chen, P.J.; et al. Comparative Transcriptome
Profiling Reveals Changes of microRNAs Response to Exercise in Rats with Neuropathic Pain. Neural Plast. 2021, 2021, 5597139.
[CrossRef]

74. Poh, K.W.; Yeo, J.F.; Ong, W.Y. MicroRNA changes in the mouse prefrontal cortex after inflammatory pain. Eur. J. Pain 2011, 15,
801.e1–801.e12. [CrossRef]

75. Tao, Z.; Zhou, Y.; Zeng, B.; Yang, X.; Su, M. MicroRNA-183 attenuates osteoarthritic pain by inhibiting the TGFα-mediated
CCL2/CCR2 signalling axis. Bone Jt. Res. 2021, 10, 548–557. [CrossRef]

76. Sakai, A.; Suzuki, H. Nerve injury-induced upregulation of miR-21 in the primary sensory neurons contributes to neuropathic
pain in rats. Biochem. Biophys. Res. Commun. 2013, 435, 176–181. [CrossRef]

77. Wang, W.; Li, R. MiR-216a-5p alleviates chronic constriction injury-induced neuropathic pain in rats by targeting KDM3A and
inactivating Wnt/β-catenin signaling pathway. Neurosci. Res. 2021, 170, 255–264. [CrossRef]

78. Wu, X.; Wang, X.; Yin, Y.; Zhu, L.; Zhang, F.; Yang, J. Investigation of the role of miR-221 in diabetic peripheral neuropathy and
related molecular mechanisms. Adv. Clin. Exp. Med. 2021, 30, 623–632. [CrossRef]

http://doi.org/10.1016/j.gene.2020.145079
http://doi.org/10.1080/21655979.2021.1965811
http://doi.org/10.21203/rs.2.24025/v1
http://doi.org/10.1007/s11010-020-04020-1
http://doi.org/10.1016/j.gene.2020.145038
http://doi.org/10.3389/fnmol.2017.00091
http://doi.org/10.3892/etm.2021.10207
http://doi.org/10.1590/1414-431x20198380
http://doi.org/10.1186/1744-8069-3-15
http://doi.org/10.1038/emboj.2011.249
http://doi.org/10.1371/journal.pone.0239286
http://doi.org/10.1002/ejp.1745
http://doi.org/10.1038/s41598-017-10224-1
http://doi.org/10.1097/j.pain.0000000000002159
http://doi.org/10.1016/j.pain.2012.11.010
http://doi.org/10.1097/MD.0000000000022972
http://doi.org/10.1002/j.1532-2149.2012.00197.x
http://doi.org/10.1007/s12035-021-02458-y
http://doi.org/10.1111/jnc.15117
http://doi.org/10.1080/10799893.2020.1818091
http://doi.org/10.1155/2021/5597139
http://doi.org/10.1016/j.ejpain.2011.02.002
http://doi.org/10.1302/2046-3758.108.BJR-2019-0308.R2
http://doi.org/10.1016/j.bbrc.2013.04.089
http://doi.org/10.1016/j.neures.2020.08.001
http://doi.org/10.17219/acem/131217


Int. J. Mol. Sci. 2022, 23, 752 26 of 29

79. Zhu, J.; Yang, J.; Xu, J. MiR-223 Inhibits the Polarization and Recruitment of Macrophages via NLRP3/IL-1 β Pathway to Meliorate
Neuropathic Pain. Pain Res. Manag. 2021, 2021, 6674028. [CrossRef]

80. Tan, M.; Shen, L.; Hou, Y. Epigenetic modification of BDNF mediates neuropathic pain via miR-30a-3p/EP300 axis in CCI rats.
Biosci. Rep. 2020, 40, BSR20194442. [CrossRef]

81. Xu, H.; Zhang, J.; Shi, X.; Li, X.; Zheng, C. NF-κB inducible miR-30b-5p aggravates joint pain and loss of articular cartilage via
targeting SIRT1-FoxO3a-mediated NLRP3 inflammasome. Aging 2021, 13, 20774–20792. [CrossRef]

82. Tramullas, M.; Francés, R.; De La Fuente, R.; Velategui, S.; Carcelén, M.; García, R.; Llorca, J.; Hurlé, M.A. MicroRNA-30c-5p
modulates neuropathic pain in rodents. Sci. Transl. Med. 2018, 10, eaao6299. [CrossRef]

83. Zhu, M.; Wang, L.; Zhu, J.; Xu, H.; Wei, K.; Chen, Q.; Wu, X.; Miao, X.; Lu, Z. MicroRNA-330 Directs Downregulation of the
GABABR2 in the Pathogenesis of Pancreatic Cancer Pain. J. Mol. Neurosci. 2020, 70, 1541–1551. [CrossRef]

84. Gandla, J.; Lomada, S.K.; Lu, J.; Kuner, R.; Bali, K.K. MiR-34c-5p functions as pronociceptive microRNA in cancer pain by
targeting Cav2.3 containing calcium channels. Pain 2017, 158, 1765–1779. [CrossRef]

85. Li, H.; Tao, R.; Wang, J.; Xia, L. Upregulation of miR-375 level ameliorates morphine analgesic tolerance in mouse dorsal root
ganglia by inhibiting the JAK2/STAT3 pathway. J. Pain Res. 2017, 10, 1279–1287. [CrossRef]

86. Xu, M.; Wu, R.; Zhang, L.; Zhu, H.Y.; Xu, G.Y.; Qian, W.; Zhang, P.A. Decreased mir-485-5p contributes to inflammatory pain
through post-transcriptional upregulation of asic1 in rat dorsal root ganglion. J. Pain Res. 2020, 13, 3013–3022. [CrossRef]

87. Wu, Y.; Gu, Y.; Shi, B. miR-590-3p Alleviates diabetic peripheral neuropathic pain by targeting RAP1A and suppressing infiltration
by the T cells. Acta Biochim. Pol. 2020, 67, 587–593. [CrossRef]

88. Sakai, A.; Saitow, F.; Miyake, N.; Miyake, K.; Shimada, T.; Suzuki, H. MiR-7a alleviates the maintenance of neuropathic pain
through regulation of neuronal excitability. Brain 2013, 136, 2738–2750. [CrossRef]

89. Chen, H.P.; Zhou, W.; Kang, L.M.; Yan, H.; Zhang, L.; Xu, B.H.; Cai, W.H. Intrathecal miR-96 inhibits nav1.3 expression and
alleviates neuropathic pain in rat following chronic construction injury. Neurochem. Res. 2014, 39, 76–83. [CrossRef]

90. Zhang, C.; Sha, H.; Peng, Y.; Wang, Y.; Liu, C.; Zhou, X. PiRNA-DQ541777 Contributes to Neuropathic Pain via Targeting
Cdk5rap1. J. Neurosci. 2019, 39, 9028–9039. [CrossRef]

91. Wu, W.; Ji, X.; Zhao, Y. Emerging Roles of Long Non-coding RNAs in Chronic Neuropathic Pain. Front. Neurosci. 2019, 13, 1097.
[CrossRef]

92. Li, Z.; Li, X.; Chen, X.; Li, S.; Ho, I.H.T.; Liu, X.; Chan, M.T.V.; Wu, W.K.K. Emerging roles of long non-coding RNAs in neuropathic
pain. Cell Prolif. 2019, 52, e12528. [CrossRef]

93. Wu, S.; Bono, J.; Tao, Y.X. Long noncoding RNA (lncRNA): A target in neuropathic pain. Expert Opin. Ther. Targets 2019, 23, 15–20.
[CrossRef]

94. Xu, D.; Ma, X.; Sun, C.; Han, J.; Zhou, C.; Chan, M.T.V.; Wu, W.K.K. Emerging roles of circular RNAs in neuropathic pain. Cell
Prolif. 2021, 54, e13139. [CrossRef]

95. de la Peña, J.B.I.; Song, J.J.; Campbell, Z.T. RNA control in pain: Blame it on the messenger. Wiley Interdiscip. Rev. RNA 2019,
10, e1546.

96. Moore, L.D.; Le, T.; Fan, G. DNA methylation and its basic function. Neuropsychopharmacology 2013, 38, 23–38. [CrossRef]
97. Auclair, G.; Weber, M. Mechanisms of DNA methylation and demethylation in mammals. Biochimie 2012, 94, 2202–2211. [CrossRef]
98. Fatemi, M.; Pao, M.M.; Jeong, S.; Gal-Yam, E.N.; Egger, G.; Weisenberger, D.J.; Jones, P.A. Footprinting of mammalian promoters:

Use of a CpG DNA methyltransferase revealing nucleosome positions at a single molecule level. Nucleic Acids Res. 2005, 33, e176.
[CrossRef]

99. Russo, G.; Landi, R.; Pezone, A.; Morano, A.; Zuchegna, C.; Romano, A.; Muller, M.T.; Gottesman, M.E.; Porcellini, A.;
Avvedimento, E.V. DNA damage and Repair Modify DNA methylation and Chromatin Domain of the Targeted Locus: Mechanism
of allele methylation polymorphism. Sci. Rep. 2016, 6, 33222. [CrossRef]

100. Barman, P.; Reddy, D.; Bhaumik, S.R. Mechanisms of antisense transcription initiation with implications in gene expression,
genomic integrity and disease pathogenesis. Non-Coding RNA 2019, 5, 11. [CrossRef]

101. Hermann, A.; Goyal, R.; Jeltsch, A. The Dnmt1 DNA-(cytosine-C5)-methyltransferase methylates DNA processively with high
preference for hemimethylated target sites. J. Biol. Chem. 2004, 279, 48350–48359. [CrossRef]

102. Clouaire, T.; Stancheva, I. Methyl-CpG binding proteins: Specialized transcriptional repressors or structural components of
chromatin? Cell. Mol. Life Sci. 2008, 65, 1509–1522. [CrossRef]

103. Wu, X.; Zhang, Y. TET-mediated active DNA demethylation: Mechanism, function and beyond. Nat. Rev. Genet. 2017, 18, 517–534.
[CrossRef]

104. Zhou, X.; Zhuang, Z.; Wang, W.; He, L.; Wu, H.; Cao, Y.; Pan, F.; Zhao, J.; Hu, Z.; Sekhar, C.; et al. OGG1 is essential in oxidative
stress induced DNA demethylation. Cell. Signal. 2016, 28, 1163–1171. [CrossRef]

105. Bayraktar, G.; Kreutz, M.R. The role of activity-dependent DNA demethylation in the adult brain and in neurological disorders.
Front. Mol. Neurosci. 2018, 11, 169. [CrossRef]

106. Liu, L.; van Groen, T.; Kadish, I.; Tollefsbol, T.O. DNA methylation impacts on learning and memory in aging. Neurobiol. Aging
2009, 30, 549–560. [CrossRef]

107. Fehrenbacher, J.C.; Guo, C.; Kelley, M.R.; Vasko, M.R. DNA damage mediates changes in neuronal sensitivity induced by the
inflammatory mediators, MCP-1 and LPS, and can be reversed by enhancing the DNA repair function of APE1. Neuroscience 2017,
366, 23–35. [CrossRef]

http://doi.org/10.1155/2021/6674028
http://doi.org/10.1042/BSR20194442
http://doi.org/10.18632/aging.203466
http://doi.org/10.1126/scitranslmed.aao6299
http://doi.org/10.1007/s12031-020-01607-7
http://doi.org/10.1097/j.pain.0000000000000971
http://doi.org/10.2147/JPR.S125264
http://doi.org/10.2147/JPR.S279902
http://doi.org/10.18388/abp.2020_5451
http://doi.org/10.1093/brain/awt191
http://doi.org/10.1007/s11064-013-1192-z
http://doi.org/10.1523/JNEUROSCI.1602-19.2019
http://doi.org/10.3389/fnins.2019.01097
http://doi.org/10.1111/cpr.12528
http://doi.org/10.1080/14728222.2019.1550075
http://doi.org/10.1111/cpr.13139
http://doi.org/10.1038/npp.2012.112
http://doi.org/10.1016/j.biochi.2012.05.016
http://doi.org/10.1093/nar/gni180
http://doi.org/10.1038/srep33222
http://doi.org/10.3390/ncrna5010011
http://doi.org/10.1074/jbc.M403427200
http://doi.org/10.1007/s00018-008-7324-y
http://doi.org/10.1038/nrg.2017.33
http://doi.org/10.1016/j.cellsig.2016.05.021
http://doi.org/10.3389/fnmol.2018.00169
http://doi.org/10.1016/j.neurobiolaging.2007.07.020
http://doi.org/10.1016/j.neuroscience.2017.09.039


Int. J. Mol. Sci. 2022, 23, 752 27 of 29

108. Garriga, J.; Laumet, G.; Chen, S.R.; Zhang, Y.; Madzo, J.; Issa, J.P.J.; Pan, H.L.; Jelinek, J. Nerve injury-induced chronic pain is
associated with persistent DNA methylation reprogramming in dorsal root ganglion. J. Neurosci. 2018, 38, 6090–6101. [CrossRef]

109. Downs, J.; Géranton, S.M.; Bebbington, A.; Jacoby, P.; Bahi-Buisson, N.; Ravine, D.; Leonard, H. Linking MECP2 and pain
sensitivity: The example of Rett syndrome. Am. J. Med. Genet. Part A 2010, 152A, 1197–1205. [CrossRef]

110. Banerjee, A.; Castro, J.; Sur, M. Rett syndrome: Genes, synapses, circuits, and therapeutics. Front. Psychiatry 2012, 3, 34. [CrossRef]
111. Jiang, Y.; Langley, B.; Lubin, F.D.; Renthal, W.; Wood, M.A.; Yasui, D.H.; Kumar, A.; Nestler, E.J.; Akbarian, S.; Beckel-Mitchener,

A.C. Epigenetics in the nervous system. J. Neurosci. 2008, 28, 11753–11759. [CrossRef]
112. Chahrour, M.; Sung, Y.J.; Shaw, C.; Zhou, X.; Wong, S.T.C.; Qin, J.; Zoghbi, H.Y. MeCP2, a key contributor to neurological disease,

activates and represses transcription. Science 2008, 320, 1224–1229. [CrossRef]
113. Murgatroyd, C.; Patchev, A.V.; Wu, Y.; Micale, V.; Bockmühl, Y.; Fischer, D.; Holsboer, F.; Wotjak, C.T.; Almeida, O.F.X.; Spengler, D.

Dynamic DNA methylation programs persistent adverse effects of early-life stress. Nat. Neurosci. 2009, 12, 1559–1566. [CrossRef]
114. Decosterd, I.; Woolf, C.J. Spared nerve injury: An animal model of persistent peripheral neuropathic pain. Pain 2000, 87, 149–158.

[CrossRef]
115. Tajerian, M.; Alvarado, S.; Millecamps, M.; Vachon, P.; Crosby, C.; Bushnell, M.C.; Szyf, M.; Stone, L.S. Peripheral Nerve Injury

Is Associated with Chronic, Reversible Changes in Global DNA Methylation in the Mouse Prefrontal Cortex. PLoS ONE 2013,
8, e55259. [CrossRef]

116. Rudenko, A.; Dawlaty, M.M.; Seo, J.; Cheng, A.W.; Meng, J.; Le, T.; Faull, K.F.; Jaenisch, R.; Tsai, L.H. Tet1 is critical for neuronal
activity-regulated gene expression and memory extinction. Neuron 2013, 79, 1109–1122. [CrossRef]

117. Grégoire, S.; Millecamps, M.; Naso, L.; Do Carmo, S.; Cuello, A.C.; Szyf, M.; Stone, L.S. Therapeutic benefits of the methyl donor
S-adenosylmethionine on nerve injury-induced mechanical hypersensitivity and cognitive impairment in mice. Pain 2017, 158,
802–810. [CrossRef]

118. Diatchenko, L.; Nackley, A.G.; Slade, G.D.; Bhalang, K.; Belfer, I.; Max, M.B.; Goldman, D.; Maixner, W. Catechol-O-
methyltransferase gene polymorphisms are associated with multiple pain-evoking stimuli. Pain 2006, 125, 216–224. [CrossRef]

119. Kandlur, A.; Satyamoorthy, K.; Gangadharan, G. Oxidative Stress in Cognitive and Epigenetic Aging: A Retrospective Glance.
Front. Mol. Neurosci. 2020, 13, 41. [CrossRef]

120. DNA Methylation and Perioperative Pain Treatment—ClinicalTrials.gov. Available online: https://clinicaltrials.gov/ct2/show/
study/NCT02938455?term=epigenetic&cond=pain&draw=2&rank=9 (accessed on 2 July 2020).

121. Li, Y.; Tollefsbol, T.O. DNA methylation detection: Bisulfite genomic sequencing analysis. Methods Mol. Biol. 2011, 791, 11–21.
[CrossRef]

122. Li, S.; Tollefsbol, T.O. DNA methylation methods: Global DNA methylation and methylomic analyses. Methods 2021, 187, 28–43.
[CrossRef]

123. Yong, W.S.; Hsu, F.M.; Chen, P.Y. Profiling genome-wide DNA methylation. Epigenetics Chromatin 2016, 9, 26. [CrossRef]
124. Wreczycka, K.; Gosdschan, A.; Yusuf, D.; Grüning, B.; Assenov, Y.; Akalin, A. Strategies for analyzing bisulfite sequencing data.

J. Biotechnol. 2017, 261, 105–115. [CrossRef]
125. Sun, Z.; Dai, N.; Borgaro, J.G.; Quimby, A.; Sun, D.; Corrêa, I.R.; Zheng, Y.; Zhu, Z.; Guan, S. A Sensitive approach to map

genome-wide 5-Hydroxymethylcytosine and 5-Formylcytosine at single-base resolution. Mol. Cell 2015, 57, 750–761. [CrossRef]
126. Yu, M.; Hon, G.C.; Szulwach, K.E.; Song, C.X.; Zhang, L.; Kim, A.; Li, X.; Dai, Q.; Shen, Y.; Park, B.; et al. Base-resolution analysis

of 5-hydroxymethylcytosine in the mammalian genome. Cell 2012, 149, 1368–1380. [CrossRef]
127. Jelinek, J.; Madzo, J. DREAM: A simple method for DNA methylation profiling by high-throughput sequencing. In Methods in

Molecular Biology; Humana Press: New York, NY, USA, 2016; Volume 1465.
128. Nair, S.S.; Coolen, M.W.; Stirzaker, C.; Song, J.Z.; Statham, A.L.; Strbenac, D.; Robinson, M.D.; Clark, S.J. Comparison of

methyl-DNA immunoprecipitation (MeDIP) and methyl-CpG binding domain (MBD) protein capture for genome-wide DNA
methylation analysis reveal CpG sequence coverage bias. Epigenetics 2011, 6, 34–44. [CrossRef]

129. Stevens, M.; Cheng, J.B.; Li, D.; Xie, M.; Hong, C.; Maire, C.L.; Ligon, K.L.; Hirst, M.; Marra, M.A.; Costello, J.F.; et al. Estimating
absolute methylation levels at single-CpG resolution from methylation enrichment and restriction enzyme sequencing methods.
Genome Res. 2013, 23, 1541–1553. [CrossRef]

130. Kirschner, S.A.; Hunewald, O.; Mériaux, S.B.; Brunnhoefer, R.; Muller, C.P.; Turner, J.D. Focussing reduced representation CpG
sequencing through judicious restriction enzyme choice. Genomics 2016, 107, 109–119. [CrossRef]

131. Zhao, M.T.; Whyte, J.J.; Hopkins, G.M.; Kirk, M.D.; Prather, R.S. Methylated DNA immunoprecipitation and high-throughput
sequencing (MeDIP-seq) using low amounts of genomic DNA. Cell. Reprogram. 2014, 16, 175–184. [CrossRef]

132. Harris, R.A.; Wang, T.; Coarfa, C.; Nagarajan, R.P.; Hong, C.; Downey, S.L.; Johnson, B.E.; Fouse, S.D.; Delaney, A.; Zhao, Y.; et al.
Comparison of sequencing-based methods to profile DNA methylation and identification of monoallelic epigenetic modifications.
Nat. Biotechnol. 2010, 28, 1097–1105. [CrossRef]

133. Kangaspeska, S.; Stride, B.; Métivier, R.; Polycarpou-Schwarz, M.; Ibberson, D.; Carmouche, R.P.; Benes, V.; Gannon, F.; Reid, G.
Transient cyclical methylation of promoter DNA. Nature 2008, 452, 112–115. [CrossRef]

134. Wang, P.; Chen, H.; Tian, J.; Dai, Z.; Zou, X. Electrochemical evaluation of DNA methylation level based on the stoichiometric
relationship between purine and pyrimidine bases. Biosens. Bioelectron. 2013, 45, 34–39. [CrossRef]

http://doi.org/10.1523/JNEUROSCI.2616-17.2018
http://doi.org/10.1002/ajmg.a.33314
http://doi.org/10.3389/fpsyt.2012.00034
http://doi.org/10.1523/JNEUROSCI.3797-08.2008
http://doi.org/10.1126/science.1153252
http://doi.org/10.1038/nn.2436
http://doi.org/10.1016/S0304-3959(00)00276-1
http://doi.org/10.1371/journal.pone.0055259
http://doi.org/10.1016/j.neuron.2013.08.003
http://doi.org/10.1097/j.pain.0000000000000811
http://doi.org/10.1016/j.pain.2006.05.024
http://doi.org/10.3389/fnmol.2020.00041
https://clinicaltrials.gov/ct2/show/study/NCT02938455?term=epigenetic&cond=pain&draw=2&rank=9
https://clinicaltrials.gov/ct2/show/study/NCT02938455?term=epigenetic&cond=pain&draw=2&rank=9
http://doi.org/10.1007/978-1-61779-316-5_2
http://doi.org/10.1016/j.ymeth.2020.10.002
http://doi.org/10.1186/s13072-016-0075-3
http://doi.org/10.1016/j.jbiotec.2017.08.007
http://doi.org/10.1016/j.molcel.2014.12.035
http://doi.org/10.1016/j.cell.2012.04.027
http://doi.org/10.4161/epi.6.1.13313
http://doi.org/10.1101/gr.152231.112
http://doi.org/10.1016/j.ygeno.2016.03.001
http://doi.org/10.1089/cell.2014.0002
http://doi.org/10.1038/nbt.1682
http://doi.org/10.1038/nature06640
http://doi.org/10.1016/j.bios.2013.01.057


Int. J. Mol. Sci. 2022, 23, 752 28 of 29

135. Yotani, T.; Yamada, Y.; Arai, E.; Tian, Y.; Gotoh, M.; Komiyama, M.; Fujimoto, H.; Sakamoto, M.; Kanai, Y. Novel method for DNA
methylation analysis using high-performance liquid chromatography and its clinical application. Cancer Sci. 2018, 109, 1690–1700.
[CrossRef]

136. Pan, G.; Jiang, L.; Tang, J.; Guo, F. A novel computational method for detecting DNA methylation sites with DNA sequence
information and physicochemical properties. Int. J. Mol. Sci. 2018, 19, 511. [CrossRef]

137. Palazzo, A.F.; Lee, E.S. Non-coding RNA: What is functional and what is junk? Front. Genet. 2015, 6, 2. [CrossRef]
138. Kutter, C.; Svoboda, P. miRNA, siRNA, piRNA: Knowns of the unknown. RNA Biol. 2008, 5, 181–188. [CrossRef]
139. Yu, C.Y.; Kuo, H.C. The emerging roles and functions of circular RNAs and their generation. J. Biomed. Sci. 2019, 26, 1–12.

[CrossRef]
140. Sanchez Calle, A.; Kawamura, Y.; Yamamoto, Y.; Takeshita, F.; Ochiya, T. Emerging roles of long non-coding RNA in cancer.

Cancer Sci. 2018, 109, 2093–2100. [CrossRef]
141. Ng, S.Y.; Lin, L.; Soh, B.S.; Stanton, L.W. Long noncoding RNAs in development and disease of the central nervous system. Trends

Genet. 2013, 29, 461–468. [CrossRef]
142. Hombach, S.; Kretz, M. Non-coding RNAs: Classification, biology and functioning. Adv. Exp. Med. Biol. 2016, 937, 3–17.

[CrossRef]
143. Cavalcante, G.C.; Magalhães, L.; Ribeiro-Dos-santos, Â.; Vidal, A.F. Mitochondrial epigenetics: Non-coding RNAs as a novel

layer of complexity. Int. J. Mol. Sci. 2020, 21, 1838. [CrossRef]
144. van den Ameele, J.; Fuge, J.; Pitceathly, R.D.S.; Berry, S.; McIntyre, Z.; Hanna, M.G.; Lee, M.; Chinnery, P.F. Chronic pain is

common in mitochondrial disease. Neuromuscul. Disord. 2020, 30, 413–419. [CrossRef]
145. van Tilburg, M.A.L.; Parisien, M.; Boles, R.G.; Drury, G.L.; Smith-Voudouris, J.; Verma, V.; Khoury, S.; Chabot-Doré, A.J.;

Nackley, A.G.; Smith, S.B.; et al. A genetic polymorphism that is associated with mitochondrial energy metabolism increases risk
of fibromyalgia. Pain 2020, 161, 2860–2871. [CrossRef]

146. Zhao, J.; Lee, M.C.; Momin, A.; Cendan, C.M.; Shepherd, S.T.; Baker, M.D.; Asante, C.; Bee, L.; Bethry, A.; Perkins, J.R.; et al.
Small RNAs control sodium channel expression, nociceptor excitability, and pain thresholds. J. Neurosci. 2010, 30, 10860–10871.
[CrossRef]

147. Yu, B.; Zhou, S.; Wang, Y.; Ding, G.; Ding, F.; Gu, X. Profile of microRNAs following rat sciatic nerve injury by deep sequencing:
Implication for mechanisms of nerve regeneration. PLoS ONE 2011, 6, e24612. [CrossRef]

148. Tang, S.; Jing, H.; Song, F.; Huang, H.; Li, W.; Xie, G.; Zhou, J. MicroRNAs in the Spinal Microglia Serve Critical Roles in
Neuropathic Pain. Mol. Neurobiol. 2021, 58, 132–142. [CrossRef]

149. Bali, K.K.; Selvaraj, D.; Satagopam, V.P.; Lu, J.; Schneider, R.; Kuner, R. Genome-wide identification and functional analyses of
microRNA signatures associated with cancer pain. EMBO Mol. Med. 2013, 5, 1740–1758. [CrossRef]

150. Zhang, H.; Chen, H. TRPA1 involved in miR-141-5p-alleviated neuropathic pain induced by oxaliplatin. Neuroreport 2021, 32,
284–290. [CrossRef]

151. Peng, L.; Wu, B.; Shi, L.; Zou, L.; Li, L.; Yang, R.; Xu, X.; Li, G.; Liu, S.; Zhang, C.; et al. Long Non-coding RNA Uc.48+ Small
Interfering RNA Alleviates Neuroinflammatory Hyperalgesia in Gp120-Treated Rats via the P2Y12 Receptor. Front. Neurosci.
2021, 15, 663962. [CrossRef]

152. Lee, S.; Shin, H.J.; Noh, C.; Kim, S.I.; Ko, Y.K.; Lee, S.Y.; Lim, C.; Hong, B.; Yang, S.Y.; Kim, D.W.; et al. Ikbkb sirna-encapsulated
poly (Lactic-co-glycolic acid) nanoparticles diminish neuropathic pain by inhibiting microglial activation. Int. J. Mol. Sci. 2021,
22, 5657. [CrossRef]

153. Hanna, J.; Hossain, G.S.; Kocerha, J. The potential for microRNA therapeutics and clinical research. Front. Genet. 2019, 10, 478.
[CrossRef]

154. Kuebart, A.; Wollborn, V.; Huhn, R.; Hermanns, H.; Werdehausen, R.; Brandenburger, T. Intraneural application of microRNA-1
mimetic nucleotides does not resolve neuropathic pain after chronic constriction injury in rats. J. Pain Res. 2020, 13, 2907–2914.
[CrossRef]

155. Dayer, C.F.; Luthi, F.; Le Carré, J.; Vuistiner, P.; Terrier, P.; Benaim, C.; Giacobino, J.P.; Léger, B. Differences in the miRNA signatures
of chronic musculoskeletal pain patients from neuropathic or nociceptive origins. PLoS ONE 2019, 14, e0219311. [CrossRef]

156. Al-Rawaf, H.A.; Gabr, S.A.; Alghadir, A.H. Vitamin D Deficiency and Molecular Changes in Circulating MicroRNAs in Older
Adults with Lower Back Pain. Pain Res. Manag. 2021, 2021, 6662651. [CrossRef]

157. MicroRNAs as Biomarkers of Pain Intensity in Patients with Chronic Fatigue Syndrome (CFS)—ClinicalTrials.gov. Available
online: https://clinicaltrials.gov/ct2/show/record/NCT03892954?term=miRNA&cond=pain&draw=4&rank=1&view=record
(accessed on 2 July 2020).

158. Biomarker Signatures of the Sleep-Pain Enigma—ClinicalTrials.gov. Available online: https://clinicaltrials.gov/ct2/show/NCT0
3850743?term=miRNA&cond=pain&draw=4 (accessed on 2 July 2020).

159. Bussotti, G.; Notredame, C.; Enright, A.J. Detecting and comparing non-coding RNAs in the high-throughput era. Int. J. Mol. Sci.
2013, 14, 15423–15458. [CrossRef]

160. Schena, M.; Shalon, D.; Davis, R.W.; Brown, P.O. Quantitative monitoring of gene expression patterns with a complementary
DNA microarray. Science 1995, 270, 467–470. [CrossRef]

161. Shi, H.; Zhou, Y.; Jia, E.; Pan, M.; Bai, Y.; Ge, Q. Bias in RNA-seq Library Preparation: Current Challenges and Solutions. Biomed
Res. Int. 2021, 2021, 6647597. [CrossRef]

http://doi.org/10.1111/cas.13566
http://doi.org/10.3390/ijms19020511
http://doi.org/10.3389/fgene.2015.00002
http://doi.org/10.4161/rna.7227
http://doi.org/10.1186/s12929-019-0523-z
http://doi.org/10.1111/cas.13642
http://doi.org/10.1016/j.tig.2013.03.002
http://doi.org/10.1007/978-3-319-42059-2_1
http://doi.org/10.3390/ijms21051838
http://doi.org/10.1016/j.nmd.2020.02.017
http://doi.org/10.1097/j.pain.0000000000001996
http://doi.org/10.1523/JNEUROSCI.1980-10.2010
http://doi.org/10.1371/journal.pone.0024612
http://doi.org/10.1007/s12035-020-02102-1
http://doi.org/10.1002/emmm.201302797
http://doi.org/10.1097/WNR.0000000000001589
http://doi.org/10.3389/fnins.2021.663962
http://doi.org/10.3390/ijms22115657
http://doi.org/10.3389/fgene.2019.00478
http://doi.org/10.2147/JPR.S266937
http://doi.org/10.1371/journal.pone.0219311
http://doi.org/10.1155/2021/6662651
https://clinicaltrials.gov/ct2/show/record/NCT03892954?term=miRNA&cond=pain&draw=4&rank=1&view=record
https://clinicaltrials.gov/ct2/show/NCT03850743?term=miRNA&cond=pain&draw=4
https://clinicaltrials.gov/ct2/show/NCT03850743?term=miRNA&cond=pain&draw=4
http://doi.org/10.3390/ijms140815423
http://doi.org/10.1126/science.270.5235.467
http://doi.org/10.1155/2021/6647597


Int. J. Mol. Sci. 2022, 23, 752 29 of 29

162. Landgraf, P.; Rusu, M.; Sheridan, R.; Sewer, A.; Iovino, N.; Aravin, A.; Pfeffer, S.; Rice, A.; Kamphorst, A.O.; Landthaler, M.; et al.
A Mammalian microRNA Expression Atlas Based on Small RNA Library Sequencing. Cell 2007, 129, 1401–1414. [CrossRef]

163. Wright, C.; Rajpurohit, A.; Burke, E.E.; Williams, C.; Collado-Torres, L.; Kimos, M.; Brandon, N.J.; Cross, A.J.; Jaffe, A.E.;
Weinberger, D.R.; et al. Comprehensive assessment of multiple biases in small RNA sequencing reveals significant differences in
the performance of widely used methods. BMC Genom. 2019, 20, 513. [CrossRef]

164. Hagemann-Jensen, M.; Abdullayev, I.; Sandberg, R.; Faridani, O.R. Small-seq for single-cell small-RNA sequencing. Nat. Protoc.
2018, 13, 2407–2424. [CrossRef]

165. Wang, J.; Zhao, Y.; Zhou, X.; Hiebert, S.W.; Liu, Q.; Shyr, Y. Nascent RNA sequencing analysis provides insights into enhancer-
mediated gene regulation. BMC Genom. 2018, 19, 633. [CrossRef]

166. Angelova, M.T.; Dimitrova, D.G.; Dinges, N.; Lence, T.; Worpenberg, L.; Carré, C.; Roignant, J.Y. The emerging field of
epitranscriptomics in neurodevelopmental and neuronal disorders. Front. Bioeng. Biotechnol. 2018, 6, 46. [CrossRef]

167. Thrupp, N.; Sala Frigerio, C.; Wolfs, L.; Skene, N.G.; Fattorelli, N.; Poovathingal, S.; Fourne, Y.; Matthews, P.M.; Theys, T.;
Mancuso, R.; et al. Single-Nucleus RNA-Seq Is Not Suitable for Detection of Microglial Activation Genes in Humans. Cell Rep.
2020, 32, 108189. [CrossRef]

http://doi.org/10.1016/j.cell.2007.04.040
http://doi.org/10.1186/s12864-019-5870-3
http://doi.org/10.1038/s41596-018-0049-y
http://doi.org/10.1186/s12864-018-5016-z
http://doi.org/10.3389/fbioe.2018.00046
http://doi.org/10.1016/j.celrep.2020.108189

	Introduction 
	Pain as a Disease 
	Transcriptional Changes Are Pivotal for the Persistence of Tissue Injury-Associated Pain 
	Epigenetic Mechanisms Regulate Gene Transcription in Adaptive and Maladaptive Responses 

	DNA Methylation and Pain 
	DNA Methylation Is Associated with Gene Silencing 
	DNA Methylation during Lasting Pain 
	Writers of DNA Methylation during Pain Consolidation 
	Readers of DNA Methylation Associated with Lasting Pain 
	Erasers of DNA Methylation during Inflammatory and Neuropathic Pain 
	DNA Methylation as a Therapeutic Target for Chronic Pain and Biomarker of Pain Progression 
	Future Directions to Study DNA Methylation during Pain Progression 

	Non-Coding RNAs and Pain 
	Types of Non-Coding RNAs, Their Function and Classification 
	lncRNAs and circRNAs during Neuropathic Pain Processing 
	miRNAs in the Progression of Both Inflammatory and Neuropathic Pain 
	piRNA and siRNA in Neuropathic Pain 
	Could ncRNAs Be Potential Targets/Biomarkers for Pain Management? 
	Novel Approaches on ncRNAs for Pain Processing 

	Final Considerations and Future Directions 
	References

