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Abstract: Epigenetic modifications are heritable, reversible changes in histones or the DNA that
control gene functions, being exogenous to the genomic sequence itself. Human diseases, particularly
cancer, are frequently connected to epigenetic dysregulations. One of them is histone methylation,
which is a dynamically reversible and synchronously regulated process that orchestrates the three-
dimensional epigenome, nuclear processes of transcription, DNA repair, cell cycle, and epigenetic
functions, by adding or removing methylation groups to histones. Over the past few years, reversible
histone methylation has become recognized as a crucial regulatory mechanism for the epigenome.
With the development of numerous medications that target epigenetic regulators, epigenome-targeted
therapy has been used in the treatment of malignancies and has shown meaningful therapeutic
potential in preclinical and clinical trials. The present review focuses on the recent advances in
our knowledge on the role of histone demethylases in tumor development and modulation, in
emphasizing molecular mechanisms that control cancer cell progression. Finally, we emphasize
current developments in the advent of new molecular inhibitors that target histone demethylases to
regulate cancer progression.
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1. Introduction

Cancer is one of the most complex non-communicable diseases, manifesting in uncon-
trolled and aberrant cell proliferation that gives rise to cellular aggregates and localized
tumors. Approximately 20 million individuals globally are affected by various malignan-
cies, and around 10 million people are dying from them every year [1,2]. Dysregulation
of epigenetic changes has also been linked to the development of cellular resistance to
therapies and the onset of carcinogenesis [3—6]. The word “epigenetics” describes events
that can influence gene expression without modifying the DNA sequence. DNA methy-
lation, histone modifications, and the control of post-transcriptional gene expression by
the noncoding RNA are the main mechanisms behind epigenetic regulations [7-10]. It
has been revealed that uncontrolled, dynamic epigenetic modifications can initiate poorly
prognosed cancer development. Recent studies suggest fluctuations in the expression of
oncogenes and tumor suppressor genes due to uncontrolled epigenetic changes in the
malignant cells. This scenario necessitates the exploration of a potential therapy to mitigate
cancer incidence [10-12] The majority of aberrant, epigenetically modified genes participate
in the cell cycle, cellular invasion, DNA repair, and genetic instability pathways, thereby
perturbing genomic normalcy [4-6,13-23].
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Histone modifications are responsible for chromatin compaction, nucleosome dynam-
ics, and transcription regulation [24-26]. Dysregulation of these mechanisms, whether by
gain or loss of functions, overexpression or suppression, chromosomal translocations,
inhibition by promoter hypermethylation, or mutations of the histone-modifying en-
zymes/complexes, even at the histone modification site, is often observed in the de-
velopment of cancer [12,27,28]. Depending on the cell type/tissue, variegated histone
modifications, resulting in tissue-specific gene expression profiles which characterize cer-
tain biological activities at cellular levels, shall establish either normal or disease condi-
tions [9,26,29-32].

Cellular signals, both internal and external, are subjected to histone modifications. Several
chemical modifications occur on histones at various amino acid residues, the most common of
which are acetylation, phosphorylation, methylation, and ubiquitylation [6,33,34]. Distinct
forms of histone modifications have been found at 130 different residues on the core and
linker histones [35]. These histone modifications can be found in the globular core regions of
histone proteins, as well as in the amino- or carboxy-terminal tails that extend from the surface
of the nucleosome [25]. Among all, histone methylation is imperative in many biological pro-
cesses, including cell cycle progression, immunological response, and signal transduction [36].
Furthermore, histone methylation/demethylation is associated with diseases such as globin
abnormalities and neurological disorders. Histone methylation/demethylation is prominently
linked to cellular oncogenesis and proliferation, and it has been found to be altered in many
cancer cells [37-39].

Because histone methylation is a reversible process, it may be possible to employ this
epigenetic regulation to bring about a positive change in the function of oncogenes and
tumor suppressor genes in cancers. Considering the tissue-specific functional epigenetic
landscape, it is quite tedious to acknowledge the multiple or singular modifications that
are consistent in normal cells and therefore also in cancer cells. Hence, it will be equally
demanding to extract or invent individual epigenetic modifications, signal transductions,
and gene expression profiles that are scaled to a systemic level. In these proceedings,
summarizing the exact mechanism of the onset of cancer’s occurrence, therefore leading
to treatment options via selections of specific drug targeting and modes of action, is a
challenging task per se. There is currently a lot of evidence that suggests the role of
unregulated histone methylation in the development of cancer. In the present review, we
document a particular subset of eraser proteins called histone demethylases, and document
their association with the advancement of cancer. We also highlight recently described
chemical compounds targeting histone demethylases and their method of action, as well
as prospective therapeutic targets. We explore the role of a plethora of demethylases and
their inhibitors, which are vulnerable to epigenetic crosstalks, thereby paving the way for
epigenetic therapy through drug discovery, targeting, and delivery systems integrated with
epi-engineering.

2. Insights into Histone Demethylases

Histone methylation is a three-step process that includes the integral roles of “writers”,
or histone methyltransferases (HMTs), “readers,” or histone methylation-recognizing pro-
teins, and “erasers,” or histone demethylases (HDMs). Histone methylation and demethy-
lation regulate genes, either by relaxing histone tails to permit transcription factors and
other proteins to contact the DNA, or by wrapping histone tails around the DNA, thereby
blocking access [40]. These changes impact nucleosomal characteristics and, henceforth,
their interactions with other proteins. Histone methylation entails the addition (through
writer enzymes) or elimination (via eraser enzymes) of methyl groups, mostly on the
lysine (K) or arginine (R) amino acids of histone; however, it has also been witnessed on
glutamine, aspartate, and histidine residues [41]. Histone methylation does not affect the
molecule’s overall charge, in contrast to acetylation and phosphorylation, wherein the
methyl donor in histone methylation processes is S-Adenosylmethionine (SAMe). Lysines
can be monomethylated (mel), dimethylated (me2), or trimethylated (me3) on their -amino
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group, whereas arginines can be monomethylated, symmetrically dimethylated (me2s),
or asymmetrically dimethylated (me2a) on their guanidinyl group [41]. Until the discov-
ery of lysine-specific demethylase 1 (LSD1), which demethylates mono- and dimethyl
groups in H3K4 [42], it was thought that methylation of histone residues was permanent,
hereditary, and irreversible. The dynamics of histone methylation and demethylation
on gene regulation are now better understood due to the ground-breaking discovery of
histone demethylases in 2004 [42]. Histone demethylases can mainly be divided into two
groups, based on their functions when demethylating histones. The first class of histone
demethylases (LSD1, as aforementioned) belongs to the family of enzymes known as flavin-
dependent amine oxidases. The second class of histone demethylases belongs to the family
of JmjC domain, which catalyzes the oxidation of ferrous ions and uses ketoglutarate as
a cofactor to demethylate histone lysine [11]. Additionally, the cohort of histone lysine
demethylase (KDM) is classified into sub-families KDM1 to KMD9, and other types of
proteins that are also involved in histone demethylation [43] (Table 1).

Table 1. List and site of lysine- and arginine-specific histone demethylase.

Family Coding Gene Other Names Site of Histone Modification
KDMI KDM1A LSD1 H3K4mel/2, H3K9mel/2
KDM1B LSD2 H3K4mel/2, H3K9mel/2
KDM2 KDM2A JHDMI1A H3K36mel/2
KDM2B JHDM1B H3K4me3, H3K36mel/2, H3K79me2/3,
KDM3A JMJD1A H3K9mel/2
KDM3 KDM3B JMJD1B H3K9mel/2; H4R3me2/mel
KDM3C JMJD1C H3K9mel/2
KDM3D HR, ALUNC H3K9mel/2
KDM4A IMJD2A H3K9me3, H3K36me3, H4K20me3
KDM4B JMJD2B H3K9me2/3, H3K36me2/3
KDM4 KDM4C JMJD2C H3K9me2/3, H3K36me2/3
KDM4D JMJD2D H3K9me2/3, H3K36me2/3,
KDM4E JMJD2E H3K9me2/3, H3K36me2/3
KDM5A JARID1A H3K4me2/3
KDMS5 KDM5B JARID1B H3K4me2/3
KDM5C JARID1C H3K4me2/3
KDM5D JARID1D H3K4me2/3
KDM6A UTX H3K27me2/3
KDMb6 KDM6B JMJD3 H3K27me2/3
KDM6C UTY H3K27me3
KDM7A JHDM1D H3K9mel/2, H3K27mel/2, H4K20mel/2
H3K4me3, H3K9mel/2, H3K27mel/2,
KbM7 KDM7B PHES H3K36me2, H4K20mel /2
KDM7C PHF2 H3K9mel/2, H3K27mel /2, H4K20me3
KDMS8 KDMS8 JMJD5 H3K36me2/3, H3R2mel/2, H4R3mel/2
KDM9 KDM9 RSBN1 H4K20me2
IMJD6 PSR H3R2mel/2, H4R3mel /2
JMJD7 PLAEG4B H3Rmel/2, H4Rmel/2
Other types JMJD9 RIOX1 H3K4mel/2/3, H3K36me2/3
IMJD10 RIOX2 H3K9me3
JARID2 JMJ H3K9mel, H3K27me3

LSD1 has a flavin-dependent amine oxidase (AO) domain and a SWIRM domain.
With the help of the AO domain, it oxidizes the amine in a FAD-dependent way to remove
H3K4mel/2, while the SWIRM domain identifies and binds to DNA [44]. The zinc-finger
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domain, in addition to the SWIRM and AO domains, is present in LSD2, a paralog of
LSD1; while LSD2 demethylates gene body regions, LSD1 demethylates the promoter and
enhancer regions of genes [45]. The catalytic JmjC domain is a characteristic feature of the
second family of KDM, which can be categorized into seven subfamilies in humans based
on the homology of the JmjC domain. Two cofactors, Fe (II) and 2-oxoglutarate, are bound
in the JmjC domain of the enzyme, and function as cofactors in the catalytic process to
create a highly active oxoferryl (Fe (IV) = O) intermediate that hydroxylates the -methyl
groups of the substrate methylated lysine. The resultant lysyl hemiaminal is unstable and
disintegrates, releasing the nitrogen’s methyl group as formaldehyde. JmjC demethylase
members have been revealed to demethylate the trimethylated lysines, demonstrating that
this mechanism is capable of demethylating lysine in all three methylation states. (mono-,
di-, and tri-methylated lysine) [11,27,43,46,47].

The human genome codes for five protein arginine deiminases (PADs), which function
to remove methyl groups from arginine. These enzymes transform peptidyl arginine
into citrulline in a calcium-dependent manner. It has been determined that PAD4 is a
demethylase that transforms monomethylated arginine into citrulline by demethylating
histones [47,48]; however, whether PAD4 performs as a strict histone demethylase is subject
to discussion. JMJD6, a member of the Jumonji-domain histone demethylase (JHDM)
family of histone lysine demethylases, is shown to have histone arginine demethylase
activity rather than lysine demethylase activity [49]. Additionally, the Jumanji C domain-
containing subset of lysine demethylases KDM3A, KDM4E, KDM5C, and KDM6B also
exhibits a site-specific arginine demethylase function [50].

3. Histone Demethylase Dysregulation and Cancer

Histone demethylases are engaged during transcription regulation in many human
diseases including cancer; therefore, many research groups target them for therapeutic in-
tervention [51,52]. Dysregulation of demethylases in different cancer types affects the tran-
scription regulation of oncogenes and tumor suppressor genes (Figure 1). The potential roles
of histone demethylases in cancer show subtle variations in the method of action, largely
oncogenic, with the exception of some demonstrating tumor suppressor function too. For
instance, LSD1 leads to tumor formation due to its capacity to silence tumor suppressor genes
as a transcriptional co-repressor, mainly through H3K4 demethylation [53]. In cancer cells,
histone demethylases contribute to tumor progression by removing suppression marks from
oncogenes and active marks from tumor suppressor genes. However, this can be corrected
by inhibition of histone demethylase, with significant potential for the regulation of gene
expression through treatment with small molecules. Accumulating evidence suggests that the
epigenetic regulatory functions of histone demethylases are now complex (and challenging to
understand) in their regulation of the expression of oncogenes and tumor suppressor genes in
different cancer types. Demethylase dysregulation in tumors can have various effects based
on the source of tissue, the existence of certain other mutations, and the involvement of other
gene expression networks, due to the interaction of combinatorial histone modifications, with
additional regulatory processes influencing the overall biological pathways. Gene mutations
or translocations in the histone demethylase family are uncommon, while variations in ex-
pression levels for these family members are more prevalent [54]. Thus, examining their
underlying mechanism of action in a tumor environment, along with their inhibition within a
tumor, may resolve the development of successful cancer therapeutics. Histone demethylase
dysregulation, especially in cancers and the variety of regulatory abnormalities seen therein as
implications, suggests that a suitable balance between histone methylation and demethylation
is necessary for cellular homeostasis.
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Figure 1. Effect of histone demethylase and its inhibitors on oncogene and tumor suppressor genes.
KDM, lysine-specific histone demethylase; RDM, arginine-specific histone demethylase.
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Previous studies have discovered a significant link between cancer and histone
demethylases, with multiple instances of histone demethylase overexpression in tumor
cells (Figure 2). One possible explanation for demethylase upregulation in cancer cells is
hypoxia. Hypoxia is a widespread condition in tumor tissues, because their blood vessel
networks are frequently insufficient to feed starving cells with the necessary quantity of
oxygen. Yang et al. (2009) revealed that this deprivation of oxygen induces the Jumonji
family of KDM to a hypoxia-inducible factor (HIF)-dependent mechanism, which is active
in hypoxic conditions and helps in increasing the expression of Jumonji family genes [55].
In vivo, demethylase activity is hardly affected by low oxygen concentrations, making
histone demethylases a viable marker for a cancer cell’s biological response to hypoxia.

Overexpression

Post-Translation Modification (PTM)

Deﬁc1ency/1§nock out ® PTM

Abnormal Signaling o

DNA Damage A 4 Actlvatl?n mark
Genome Instability A Repression mark
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Figure 2. Histone demethylase has a distinct influence on gene expression due to diverse signaling
mechanisms throughout cancer development and progression.

Understandably, the removal of active marks (H3K4, or H3K36) from tumor suppressor
genes or the removal of repressive marks (H3K9, or H3K27) from oncogenes in cancer cells
could well be related to the overexpression of demethylases. This is the primary rationale
for designing therapies through modulating demethylase activity. Overexpression of
KDM]1 in tumor cells promotes tumor growth by silencing tumor suppressor genes via the
demethylation of dimethylated H3K4 [56]. Related studies also show that overexpression
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of demethylase KDM1 contributes to human carcinogenesis through chromatin regulation
in various cancers [56]. For instance, KDM1 is overexpressed in bladder carcinomas but
exhibits significantly decreased proliferation when treated with small interfering RNA
(siRNA) matching to the KDM1 gene. The overexpression and carcinogenic activities
of KDM1 have been also reported in breast, colorectal, liver, lung, hypopharynx, and
prostate, cancers [56-62]. This renders key candidature to LSD1/KDM]1 as a possible cancer
therapeutic. Other groups of KDM have different expression patterns in diverse cancers,
a composite understanding of which is essential to clarify their intricate functionalities
in cancer cells. KDM2A overexpression also increases lung cancer growth by means of
epigenetically increasing ERK1/2 and JNK1/2 signaling. In lung cancer, the dual-specificity
protein phosphatase 3 (DUSP3) expression is suppressed by KDM2A-dependent H3K36
demethylation at its promoter, which raises ERK1/2 and JNK1/2 functions [63]. Observably,
KDM3 overexpression promotes tumor growth in a variety of cancers, including prostate,
breast, colon, lung, bladder, neuroblastoma pancreatic, ovarian, and multiple myeloma [64].

Overexpression of KMD3C/JMJD1C promotes in vivo cell proliferation and tumori-
genicity in a demethylase-independent manner, enhancing glycolytic and oxidative en-
zymes, which maintains leukemic cell bioenergetics and leads to severe acute myeloid
leukemia (AML) characteristics [65]. KDM3 is overexpressed in a variety of cancers, in
which it aids in tumor development. KDM3A /B substantially regulates the expression of
Wnt or beta-catenin target genes c-Myc, MMP9 (matrix metallopeptidase 9), and cyclin D1
in colorectal cancer, thereby promoting the ability of colorectal cancer stem cells to undergo
self-renewal [66—68]. Similarly, histone demethylase KDM4B/[MJD2B is overexpressed
in gastric cancer and is a requisite for tumor cell proliferation. Knockdown of KDM4B
strongly affects clonogenicity; the growth of xenograft tumors in mice is reduced, apoptosis
is induced, and p53 and p21(CIP1) expression is accelerated [69].

KDM5, which demethylates H3K4me2/3, has been reported to be overexpressed in
human breast, head and neck, gastric, prostate, and bladder cancers [70]. KDM5B overexpres-
sion in hepatocellular carcinoma resulted in an undesirable prognosis [71]. The expression
of E2F1 and E2F2 seems to be transcriptionally suppressed by KDM5B knockdown, which
inhibits cell cycle progression from the G1 to S phase and the development of cancer cells [71].
KDMS5D downregulation has been linked to a poor survival rate in colorectal cancer. KDM5D
overexpression effectively suppressed colorectal cancer development and metastasis in vitro
and in vivo. Additionally, KDM5D inhibited tumor growth in colorectal cancer by demethy-
lating E2F1 and suppressing FKBP4 transcription, thereby suggesting that it could possibly
serve in the management of colorectal cancer in males [72]. KDM6B has been reported to be
downregulated in neuroblastoma stem-like cells and to have tumor-suppressive functions. Its
overexpression reduces proliferation while increasing genes for differentiation, indicating the
control of neuroblastoma cell differentiation by a KDM6B demethylase activity-dependent
epigenetic mechanism [73]. Multiple myeloma cells have high levels of KDM6B expression,
and when KDM6B was knocked down, the growth of these cells and their survival were
limited [74]. It is well known that transforming growth factors are modulated by KDM6B over-
expression to increase the motility and invasion of ovarian cancer cells [75,76]. In the KDM7
family, KDM7A and KDM7B promote the formation of cancer; interestingly, KDM7C/PHEF2
inhibits tumor development [77]. PHF8/KDM?7B overexpression has been shown to act as
an oncoprotein in a variety of cancers, including, hepatocellular carcinoma, laryngeal and
hypopharyngeal squamous cell carcinoma, and non-small cell lung cancer [78-80]. The
tumor-promoting function of PHF8 is triggered by the overexpression of oncogenic miR-21,
which suppresses the tumor suppressor gene PTEN, leading to tumor growth and invasion in
non-small cell lung cancer [78,81]. KDM8/JMJD5 protein, the newest KDM family member,
performs several crucial biological functions. The increase in the cyclin A level, regulation of
the p53 and p21 expression, and the interaction with spindle microtubules are all molecular
mechanisms orchestrated by KDMS within the cell cycle [11]. KDM8 overexpression has been
linked to colon and breast cancer in several investigations, establishing that KDMS§ deletion
impairs cancer cell growth [70,82].
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JMJD6 is involved in the arginine demethylation of H3R2mel/2 and H4R3mel/2, and
has also been found to be significantly expressed in a variety of cancerous tumors [83,84].
Not only is JMJD7 upregulated in head and neck squamous cells [85], its knockdown or
a defective, enzymatically inactive variant of JMJD7 in breast cancer cells significantly
reduces cell growth [86]. ]MJD1B/KDMB3B is also involved in the arginine demethylation
of H4R3me2s and their intermediate, H4R3mel [87]. The loss of KDMB3B disrupts an
epigenetic program by inhibiting p53-p21 signaling, and enhancing cancer cell development
and survival [87]. Histone demethylases may not always overexpress; in fact, they may
even be downregulated in some malignancies [88-91]. However, this depends more on the
lysine/arginine residues of oncogene and tumor suppressor genes (Figure 2).

4. Histone Demethylase Inhibitors: Sentinel of Cancer

Our knowledge on the role of epigenetics in tumorigenesis and carcinogenesis has
greatly benefited from the recent discovery of histone demethylases and their role in
the regulation of post-translational chromatin modifications, which may provide new
therapeutic means of combatting cancer. The effect of histone demethylases on lysine and
arginine residues, along with their potential therapeutic value of targeting these enzymes
with the help of histone demethylase inhibitors, is a crucial value addition to the treatment
of cancer [92]. Over the past few years, there has been a sharp surge in interest in identifying
KDM inhibitors and understanding their inhibitory mechanisms (Table 2) [93-96]. Small
compounds and altered peptides are examples of known KDMs inhibitors. In vitro and
in vivo assessments have been carried out on a number of these inhibitors to determine
their physiological and pathological effects. In particular, eight KDMs inhibitors are now
in the clinical stages for their prospective applicability in antineoplastic treatment; the
doors are still open for future histone demethylase inhibitor developments [64,97-100].
According to the targeting mechanism, these new KDM inhibitors are divided into two
groups: first, those that inhibit JmjC KDMs, and second, those that inhibit FAD-dependent
KDMs [64,97,101]. Based on their enzymatic processes, KDM inhibitors may be categorized
into four classes: substrate- and cofactor-independent inhibitors, metal-cofactor disruptors,
competitive substrate inhibitors, and -KG/2-OG cofactor mimics, respectively.

Table 2. Usage of histone demethylase inhibitors in different types of cancers.

Family Inhibitors Inhibitory Mechanism in Cancer
CBB1003; TCP; ORY-1001, GSK-2879552,
KDM1 IMG-7289, INCB059872; CC-90011; Colorectal cancer; acute myeloid leukemia; acute
ORY-2001; M(C3324, 45C202; SP-2577; lymphoblastic leukemia; solid tumors; breast cancer
CC-90011; Arborinine
KDM2 (5,5)-6; Daminozide, GSK-J4; Cervical cancer; glioblastoma cell
Colon cancer; leukemia cell lines;
KDM3 10X1, CBA-1,]D1-16 hematopoietic malignant
) . ) ) Breast cancer; prostate cancer; colon cancer; non-small
KDM4 Cﬁignhﬁszspgla}f)fgcoii}(limll(lzglfl),li/[?}ofgl cell lung cancer; xenograft models of breast and colon
QC 635;2' TACH1 01" SD70’ ’ cancers; colorectal cancers; esophageal squamous cell
’ ’ cancer; glioma xenograft tumors
Oesophageal carcinoma cell lines;
KDM5 Quercetin, EPT103182; PBIT, KDOAM-25; osteosarcoma; oral squamous cell carcinomas;
CPI-455; KDM5-inh1 glioblastoma cells; cervical cancer; breast cancer;
multiple myeloma cells; ovarian cancer
KDM6 GSK-J1; GSK-J4; MC3324; Caffeic acid Squamous cell carcinoma; breast cancer; glioma
’ ’ ! leukemia; mice xenograft models;
KDM?7 Daminozide, (5,5)-6 Cervical cancer
JMJD6 SKLB325; 7p Ovarian cancer
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Several LSD1 inhibitors, including the group of CBB1003 TCP (Tranylcypromine), ORY-
1001, GSK-2879552, IMG-7289, INCB059872, CC-90011, ORY-2001, and MC3324, suppress
the growth of colorectal cancer cells AML, acute lymphoblastic leukemia, solid tumors,
and breast cancer [67,100,102-106]. Identification of the 3D structure is necessary for
understanding the molecular mechanism behind LSD1’s function, and this knowledge is
paving the way for the creation of new inhibitors with medicinal value. LSD1 may possibly
serve as a marker for the early detection and management of malignant tumors [107,108].
LSD2/AOF1/KDMI1B is a different member of this amine oxidase protein family, and
although structurally comparable to LSD1, LSD2 does not participate in the complexes
that represent chromatin [45]. LSD2’s linkage to the control of the inflammatory process
through NF-kB and its dependence on the mono- and di-methylation of histone H3K4 are
crucial for the production of induced pluripotent stem cells, and are also connected to
genomic imprints [109,110].

Many LSD1 inhibitors have been trialed thus far. The monoamine oxidases MAO-A
and MAO-B are also inhibited by the LSD1 inhibitors pargyline and tranylcypromine (TCP),
which have been successfully utilized in the symptomatic treatment of depression. Phase
I and II clinical studies for LSD1 inhibitors against cancer are now being conducted with
iadademstat (ORY-1001) and GSK2879552. While GSK2879552 is being evaluated for the
treatment of AML (NCT02177812) and small cell lung cancer, ORY-1001 is being tested
for the treatment of relapsed or refractory acute leukemia. Additionally, GSK2879552
is being tested in people with high-risk myelodysplastic syndrome, both independently
and in conjunction with the DNA methyltransferase inhibitor azacitidine (NCT02929498).
Recent studies indicate that LSD1 may have a role in resistance to trans-retinoic acid;
comparable trials are being undertaken in patients with relapsed and/or refractory solid
tumors, and non-Hodgkin’s lymphoma in conjunction with tranylcypromine (TCP+ATRA;
NCT02261779, NCT02273102) and CC-90011 (NCT02875223) [100,111,112]. The first triva-
lent rhodium-based LSD1 inhibitor was described by Yang et al., and showed selectivity
over other related enzymes such as KDM2b, KDM?7, and monoamine oxidase [113,114]. The
LSD1-H3K4me?2 connection was broken down by this metal complex in human prostate
cancer cells, which improved the amplification of the p21, FOXA2, and BMP2 gene promot-
ers [101,115-118]. KDM2B knockdown or use of GSK-J4 inhibitors lowered the frequency,
differentiation ability, and survival of glioblastoma stem-like cells, the inhibition of the
DNA repair capacity of GBM cells, and chemoresistance [119].

The KDM3 subfamily primarily consists of four proteins (KDM3A—D), all containing
the catalytic Jumonji C domain (JmjC) at their C- terminus. The expression and deregu-
lation of KDM3 have been increasingly found to be linked to the development of many
malignancies [64,120]. In fact, a poor prognosis, chemo-resistance, and patient recurrence
are all implied by substantial histone methylation alterations [121]. KDMS3 proteins, espe-
cially KDM3A, have the potential to function as oncoproteins, making them prospective
therapeutic targets for the treatment of cancer. Only a few KDM3 inhibitors have been dis-
covered so far, yet they are pan-KDM inhibitors and not particularly selective for the KDM3
subfamily; however, the development of selective KDM3 inhibitors is critical, and in this
context, a few KDMS3 inhibitors that bind to KDM3'’s JmjC domain have been described [67].
A carboxamide-substituted benzhydryl amine, CBA-1, functions as a KDM3A /3B inhibitor
(typically inhibiting KDM3A), causes increased levels of H3K9me2, inhibits Wnt targets
(Axin2, c-Myc, and Cyclin B1), and prevents colorectal cancer cell proliferation [122]. A
JmjC domain inhibitor-16, JDI-16, binds and displays a moderate affinity to KDM3C and
KDM3B, demonstrating vigorous action against malignant hematopoietic cells [123].

KDM4 inhibitors are categorized into multiple types based on functionality, including
2-OG cofactor mimics, metal cofactor disruptors, histone substrate-competitive inhibitors,
natural inhibitors, and peptide inhibitors [98,124-126]. JIB-04, the most advanced pre-
clinical KDM4 inhibitor, inhibits growth and lowers tumor burden in non-small cell lung
cancer and breast cancer, both in vitro and animals, and targets KDM4A, KDM4B, and
KDMA4E [127,128]. Additionally, JIB-04 treatment decreased colony formation, development,



Epigenomes 2023, 7, 10

90f19

and migration in vitro, and decreased tumorigenic activity in a colorectal cancer model
in vivo. Downregulation of Wnt signaling pathway genes, which are crucial for promoting
carcinogenesis, has been suggested to be the cause [129,130]. ML324 is a different KDM4
inhibitor in the arsenal; it specifically targeted KDM4B and KDM4E, suppressed prostate
cancer proliferation both in vitro and in vivo, and decreased tumor volume and growth in a
triple-negative breast cancer mice model [131-135]. Ciclopirox, a small-molecule antifungal
drug, has been identified as a pan-histone demethylase inhibitor. It inhibits many histone
demethylases, including KDM4B, which is involved in MYC function [113]. Ciclopirox
has been identified to be a powerful KDM4B inhibitor that diminishes the growth of neu-
roblastoma cells while having minimal impact on healthy nerve cells, suggesting that it
could be employed to counter neuroblastoma [113]. KDM4/KDM4A inhibitors such as
NCDM-32B, JmjN peptide, Purpurogallin (9bf), PKF118-310, and ML324 cause inhibition of
tumor cell proliferation in breast cancer, and showcase antiproliferative activity in prostate
cancer [136-140]. The inhibitors from the Jumonji domain-containing protein family of
KDMs, such as JIB-04, target colorectal cancer stem cell (CSC) growth, fight against colorec-
tal cancer, and reduce cancer growth in lung and prostate cancer cell lines [70,140]. JMJD2C
inhibitor- IOX1 is used to reduce the proliferation and migration of vascular smooth muscle
cells and breast cancer [134,141,142]. B3 compound, also known as NCGC00244536, is
particularly employed as a KDM4B inhibitor [143]. It binds directly to the demethylase
catalytic site of the KDM4 protein, reducing its activity in addition to suppressing the
development of many cancer cells, while having minimal toxicity to and adverse effects
on normal tissue cells [143,144]. Furthermore, it prevented KDM4B from binding to the
polo-like kinase-1 (PLK1) promoter, showing a possible mechanistic treatment approach to
prostate cancer and tumors expressing high levels of KDM4B/PLK1 [143].

The KDMS5 subfamily catalyzes H3K4me2/3 marks, in contrast to other KDM sub-
families that target several lysine residues [145,146]. As a result, KDM5A-D enzymes may
contribute to the downregulation of tumor suppressors and oncogenes [147]. There is a
mounting body of evidence to suggest that KDM5 dysregulation is detrimental to numerous
cancer types. PBIT, an H3K4me3 demethylase inhibitor, also makes cancer cells more sensitive
to radiation than the H3K27me3 demethylase inhibitor [148]. KDM5A-mediated H3K4me3
demethylation inhibits the expression of the p16 and p27 tumor suppressor genes in breast
cancer [114]. By suppressing the genes that are targets of the tumor suppressors NOTCH1 and
NOTCH2, KDM5A also encourages the growth of small cell lung cancer cells [149]. Myeloma
cell growth is halted by powerful and specific KDM5 inhibitors, verifying the oncogenic
functions of KDM5A. The KDM5A inhibitor CPI-455 lowers the quantity of lung cancer cells
that are resistant to the EGFR inhibitor, erlotinib, and the number of melanoma cells that are
resistant to the B-Raf inhibitor, vemurafenib, by inhibiting H3K4 demethylase activity. KDM5
inhibition prevents MM1S myeloma cell growth and cellular demethylation of H3K4me3 at
the transcription start sites [116], while another, Quercetin (W02007104314), causes inhibition
of esophageal carcinoma cell lines and osteosarcoma [124].

Another sophisticated KDMS5 inhibitor is EPT-103182, a small molecule drug that
targets KDM5B, which has been demonstrated to reduce tumor development in xenograft
models in a dose-dependent manner, and to have an anti-proliferative impact in hema-
tological and solid cancer cell lines [150,151]. An additional KDMS5 inhibitor, PBIT, has
been found to specifically target and inhibit KDM5B [95]. PBIT therapy has been found to
reduce the growth of breast cancer by upregulating and de-repressing the tumor suppressor,
HEXIMYI, in vitro [152].

KDOAM-25, a KDM5 enzyme inhibitor, has biochemical half maximum inhibitory
concentration values for KDM5A-D in vitro, a high degree of selectivity for other 2-OG
oxygenases subfamilies, and no off-target action on a panel of 55 receptors and enzymes.
KDOAM-25 has a half maximum effective concentration and strong selectivity against
other demethylases in human cell assay methods, in addition to being overexpressed in
multiple myeloma, and is associated with worse overall survival. KDOAM-25 treatment
of multiple myeloma MM1S cells results in an enhanced global H3K4 methylation at tran-
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scriptional start sites besides decreased proliferation [116]. JQKD82 dihydrochloride is a
cell-permeable, selective inhibitor of KDM5, with little action against other KDMs. It prefer-
entially binds KDM5A over other KDM5 isoforms, promotes H3K4me3 hypermethylation,
and assists in MYC target downregulation and RNAPII phosphorylation; furthermore, it
inhibits multiple myeloma cells [74].

KDMB6B has been linked to poor survival and has been observed to be overexpressed
in diffuse large B-cell lymphoma (non-Hodgkin lymphoma). Moreover, to inhibit KDM6B
expression in B-cell lymphoma cells, a small molecule KDM6 inhibitor, GSK-J4, has been
found to make the lymphoma cells more susceptible to chemotherapeutic drugs [153]. GSK-
J4, which targets KDM6A and KDM6B, suppresses the production of pro-inflammatory
cytokines through human macrophages, albeit its specificity is questionable [93,101,154].
Apparently, GSK-J4 therapy limits cell growth and induces cell cycle arrest and apoptosis
in primary human T-cell acute lymphoblastic leukemia lines by inhibiting KDM6B activ-
ity [155]. Targeting KDM6B with GSK-J4 suppresses cell proliferation and colony formation
in AML cell lines, as well as tumor development in an AML xenograft mice model by
enriching the H3K27me3 repressive mark in HOX genes’ transcription start sites [103].
GSK-J4 therapy also stifled the proliferation of castration-resistant prostate cancer cells by
decreasing androgen receptor-mediated transcription, in addition to inhibiting glioma cell
proliferation in vitro in a dose-dependent manner [96,156]. In NSCLC cell lines, GSK-J4 in
conjunction with the anti-diabetic medicine metformin promoted cell death and decreased
cellular growth [101,157,158], while another study indicated that GSK-J4 treatment sensi-
tized diffuse large B-lymphoma cells to chemotherapy treatments [153]. In neuroblastoma
cell lines, GSK-J4 reduced cell proliferation, increased apoptotic markers, and brought
down tumor development in an in vivo model of the disease [159]. UTX/KDM®6A in-
hibitors such as MC3324 arrest growth and induce apoptosis in hormone-responsive breast
cancer, emulating tumor suppression [104,160]. A JumonjiC inhibitor, JIB-04, could be used
as a potential therapeutic for targeting taxane-platin, chemo-resistant NSCLCs [161,162].

KDMT7A is another member of the JmjC family, which includes PHF2 (KDM7C) and
PHF8 (KDM7B) [163]. A study has reported the discovery of a cell-permeable KDM2A /7A
inhibitor that exhibits more than or equal to 75-fold selectivity relative to other JmjC KDM
sub-families [164]. In 2012, Wagner et al. identified amiodarone, an antiarrhythmic drug,
as an inhibitor of KDM5A (PHD3). Later, inhibition of the binding and catalytic activities
of KDM7A /B (PHD-JmjC) by derivatives of amiodarone was established. In addition, the
PHD fingers of KDM7s were inhibited by WAG-003 and WAG-005 to varying degrees of
potency, with WAG-005 being the most impressive [165,166].

EZH2 inhibitors (GSK343 and GSK126) and KDMS8 knockdown both re-sensitize the
cells toward enzalutamide. In the cytosol, KDMS associates with PKM2, the gatekeeper of
pyruvate flux, and translocates it into the nucleus, where the KDM8/PKM2 complex serves
as a coactivator of HIF-1« to upregulate glycolytic genes [70]. Inhibitors of KDMS8 have
been under study and have been upon the verge of clinical correlations; still, the mechanism
involved is quite complex. Some studies reveal that KDM8 knockdown inhibited cell growth,
which can be utilized as a potential check for tumorigenesis or oncogenesis [37,167-169].

It is surprising to note that SKLB325, which inhibits the activity of arginine demethylases,
JMJD6, has been found to suppress cell proliferation, induce apoptosis, enable antitumor
activities, and display effectiveness in the treatment of ovarian cancer [49,170]. The JMJD6
inhibitor SKLB325 has shown potent anti-ovarian cancer effects in an intraperitoneal xenograft
model [170]. The compound WL12 has been shown to inhibit J]MJD6 enzymatic activity, as
well as the JMJD6-dependent proliferation of cervical and liver cancer cells [171].

Natural bioactive products are one of the most abundant sources of emerging biological
compounds, and have been utilized for many years to treat a variety of diseases including
cancer [172-174]. Furthermore, it has been discovered that natural substances such as cyclic
peptides, flavonoids, alkaloids, and diarylheptanoids act as HDM inhibitors to restrain
tumor growth and metastasis [77,92,101]. Arborinine, a naturally occurring compound pro-
duced by Glycosmis parva, is a reversible LSD1/KDMI1 inhibitor that is capable of reducing
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adriamycin-resistant gastric cancer cell growth by boosting H3K4mel and H3K9me1l/2
levels [175]. A plant growth regulator, daminozide (N-(dimethylamino)succinamic acid)
specifically inhibits KDM2 and KDM7 [176]. Daminozide’s inhibition of KDM2A causes
a decrease in the stemness and chemoresistance of breast cancer cells [177]. Purpuro-
gallin, a naturally occurring phenol derived from oak nutgalls, has been revealed to have
antioxidant, anticancer, and anti-inflammatory properties. It was discovered that the pur-
purogallin molecule and its derivatives are natural KDM4A inhibitors, which triggered the
search for an intriguing therapeutic anticancer drug [139]. Silibinin, the active ingredient in
the medicinal plant milk thistle, appears to inhibit JMJD5/KDMS in cases of oral squamous
cell carcinoma [178]. Recently, databases such as COCONUT, DrugBank, and FDA have
been screened for potential KDM4 family inhibitors of natural origin, based on molecular
docking and molecular dynamics approaches. These candidates may facilitate multitarget
therapies in cancer [174]. The most important KDM4 inhibitor is caffeic acid, a naturally
occurring substance found in several sources, including Eucalyptus globulus, which has
been discovered to primarily target KDM4C and has strong anti-cancer efficacy against
esophageal cancer, both in vitro and in vivo. Myricetin is another natural product, and
a potential KDM4 inhibitor [179,180]. Contemporarily, esophageal cancer patients are
being considered for clinical research for testing caffeic acid, which is capable of inhibiting
KDM4C’s demethylation activity [94,181]. Curcuminoids, derivatives of curcumin, are
favorable in reducing JMJD2C/KDMA4C activity in vivo, and could be deployed in the
treatment of colon cancer [182].

5. Perspective and Conclusions

In summary, it can be concluded that histone demethylase inhibitors actively partici-
pate as therapeutic targets in a wide range of cancer types, including prostate cancer, breast
cancer, colon cancer, lung cancer, liver cancer, bladder cancer, neuroblastoma, pancreatic
cancer, ovarian cancer, and multiple myeloma, and new findings from ongoing research
will probably add to this list. Histone lysine methylation and demethylation are important
mechanisms for regulating chromatin via its relaxation or condensation, and transcriptional
activation or inactivation; these processes directly correlate to the gene expressions of
the cancer progression pathways. The epigenetic control of gene expression orchestrated
by histone methylation is extremely complex due to many lysine residues, and some of
the arginine residues can be methylated into distinct states. This control of expression
robustly corresponds to several interdependent pathway complexes, yet new findings
confirm that this complex mechanism is very definitive, and bears the potential to develop
epigenetics-based therapies. For instance, several inhibitors of the KDM4 family proteins
are being screened, tested, and developed, relative to the vitality of the KDM4 family as
an effective target; impeding the KDM4 family affects malicious protein interactions in
the cancer cells [174,183]. Notwithstanding, powered by discoveries from various research
groups thus far, the role of histone methylation events in the development of cancer is
now well recognized. HDMs are particularly important targets in epigenetic drug develop-
ment pipelines because of their drug competency. While great progress has been made in
defining signaling pathways in many malignancies, and developing high-quality chemical
probes and inhibitors for some subfamilies, such as KDM1, KDM2, KDM3, KDM4, and
KDMS5, much remains unclear about others, such as KDM8 and KDM9. Overexpression of
some specific KDM subfamily members, such as KDM4, promotes cancer cell proliferation,
invasion, migration, DNA damage, tumor angiogenesis, and metastasis. Blocking the
activity of the KDM4 enzyme renders them druggable targets with therapeutic effects;
several KDM4 inhibitors have already been identified as anticancer drugs in vitro [184].

In a cancerous tumor, the expression of cell regulatory genes affects transcriptional
or translational levels, and deregulation eventually enhances the progression of cancer
cells. There is still apprehension surrounding the number of genes whose expression is
perturbed when they deregulate within the tumor, and how the crosstalk occurs between
them. Yet, we do know that they indirectly affect each other’s cellular functions for the
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benefit of cancer cell growth, and work synergistically in the progression of cancer. HDMs
interact among each other and with several other proteins to maintain cellular functions and
genomic stability, and may lead to DNA lesions and dysregulation-related activity if a cell
fails to maintain this balance. Placing HDM at the center, we have recapped our knowledge
based on state-of-the-art research and possible discourses of major regulatory genes in
cancer cells. Further, with corroboration from in silico studies, and harnessing the potential
roles of natural products via epigenetic regulatory mechanisms of histone demethylase
activity, improvised drug design protocols and delivery systems for the prevention of
cancers may be delivered. We anticipate that the control of dysregulated functions and the
interruption of the synergistic network in cancer cells can be scaled up to a therapeutic
level, and a combination of HDM inhibitors may effectively tackle malignant cells.

Funding: This review received no external funding.
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References

1.  Siegel, R.L,; Miller, K.D.; Wagle, N.S.; Jemal, A. Cancer statistics, 2023. CA Cancer ]. Clin. 2023, 73, 17-48. [CrossRef]

2. Sung, H,; Ferlay, |.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global Cancer Statistics 2020: GLOBOCAN
Estimates of Incidence and Mortality Worldwide for 36 Cancers in 185 Countries. CA Cancer J. Clin. 2021, 71, 209-249. [CrossRef]
[PubMed]

3. Kanwal, R;; Gupta, S. Epigenetics and cancer. J. Appl. Physiol. 2010, 109, 598-605. [CrossRef] [PubMed]

4. Cheng, Y.;; He, C.; Wang, M.; Ma, X;; Mo, E; Yang, S.; Han, J.; Wei, X. Targeting epigenetic regulators for cancer therapy:
Mechanisms and advances in clinical trials. Signal Transduct. Target. Ther. 2019, 4, 62. [CrossRef] [PubMed]

5. Srivastava, R.; Ahn, S.H. Modifications of RNA polymerase II CTD: Connections to the histone code and cellular function.
Biotechnol. Adv. 2015, 33, 856-872. [CrossRef] [PubMed]

6.  Srivastava, R.; Singh, U.M.; Dubey, N.K. Histone Modifications by different histone modifiers: Insights into histone writers and
erasers during chromatin modification. J. Biol. Sci. Med. 2016, 2, 45-54.

7. Gibney, E.R.; Nolan, C.M. Epigenetics and gene expression. Heredity 2010, 105, 4-13. [CrossRef]

8. Al Aboud, N.M.; Tupper, C.; Jialal, I. Genetics, Epigenetic Mechanism. In StatPearls; StatPearls Publishing LLC.: Treasure Island,
FL, USA, 2022.

9.  Fasan, O.; Boland, P; Kropf, P; Issa, ].-PJ. Epigenetics and Epigenetic Therapy of Cancer. In Targeted Therapy in Translational Cancer
Research; John Wiley & Sons: Hoboken, NJ, USA, 2015; pp. 72-79.

10. Srivastava, R.; Lodhi, N. DNA Methylation Malleability and Dysregulation in Cancer Progression: Understanding the Role of
PARP1. Biomolecules 2022, 12, 417. [CrossRef]

11.  Sterling, J.; Menezes, S.V.; Abbassi, R.H.; Munoz, L. Histone lysine demethylases and their functions in cancer. Int. . Cancer 2021,
148, 2375-2388. [CrossRef] [PubMed]

12.  Ors Kumoglu, G.; Sendemir, A.; Tanyolac, M.B.; Bilir, B.; Kucuk, O.; Missirlis, Y.F. Epigenetic mechanisms in cancer. Longhua Chin.
Med. 2022, 5, 4. [CrossRef]

13.  Kanwal, R.; Gupta, S. Epigenetic modifications in cancer. Clin. Genet. 2012, 81, 303-311. [CrossRef] [PubMed]

14. Fernandez, A.; O’Leary, C.; O'Byrne, K.J.; Burgess, J.; Richard, D.J.; Suraweera, A. Epigenetic Mechanisms in DNA Double Strand
Break Repair: A Clinical Review. Front. Mol. Biosci. 2021, 8, 5440. [CrossRef] [PubMed]

15.  Pfeifer, G.P. Defining Driver DNA Methylation Changes in Human Cancer. Int. J. Mol. Sci. 2018, 19, 1166. [CrossRef] [PubMed]

16. Alhmoud, ].E; Woolley, ].E; Al Moustafa, A.-E.; Malki, M.I. DNA Damage/Repair Management in Cancers. Cancers 2020, 12, 1050.
[CrossRef] [PubMed]

17. Langie, S.A.S.; Koppen, G.; Desaulniers, D.; Al-Mulla, F.; Al-Temaimi, R.; Amedei, A.; Azqueta, A.; Bisson, W.H.; Brown, D;
Brunborg, G.; et al. Causes of genome instability: The effect of low dose chemical exposures in modern society. Carcinogenesis
2015, 36, S61-S88. [CrossRef]

18. Maria José, L.-I.; Marta Elena, H.-C. Epigenetics and DNA Repair in Cancer. In DNA; Payam, B., Ed.; Chapter 8; IntechOpen:
Rijeka, Croatia, 2020.

19. Cedar, H.; Bergman, Y. Linking DNA methylation and histone modification: Patterns and paradigms. Nat. Rev. Genet. 2009, 10,
295-304. [CrossRef]

20. Ferguson, L.R.; Chen, H.; Collins, A.R.; Connell, M.; Damia, G.; Dasgupta, S.; Malhotra, M.; Meeker, A.K.; Amedei, A.;
Amin, A.; et al. Genomic instability in human cancer: Molecular insights and opportunities for therapeutic attack and prevention
through diet and nutrition. Semin. Cancer Biol. 2015, 35, S5-524. [CrossRef]

21. Srivastava, R.; Duan, R;; Ahn, S.H. Multiple roles of CTDK-I throughout the cell. Cell. Mol. Life Sci. 2019, 76, 2789-2797. [CrossRef]

22. Srivastava, R.; Srivastava, R.; Ahn, S.H. The Epigenetic Pathways to Ribosomal DNA Silencing. Microbiol. Mol. Biol. Rev. 2016, 80,

545-563. [CrossRef]


https://doi.org/10.3322/caac.21763
https://doi.org/10.3322/caac.21660
https://www.ncbi.nlm.nih.gov/pubmed/33538338
https://doi.org/10.1152/japplphysiol.00066.2010
https://www.ncbi.nlm.nih.gov/pubmed/20203073
https://doi.org/10.1038/s41392-019-0095-0
https://www.ncbi.nlm.nih.gov/pubmed/31871779
https://doi.org/10.1016/j.biotechadv.2015.07.008
https://www.ncbi.nlm.nih.gov/pubmed/26241863
https://doi.org/10.1038/hdy.2010.54
https://doi.org/10.3390/biom12030417
https://doi.org/10.1002/ijc.33375
https://www.ncbi.nlm.nih.gov/pubmed/33128779
https://doi.org/10.21037/lcm-21-59
https://doi.org/10.1111/j.1399-0004.2011.01809.x
https://www.ncbi.nlm.nih.gov/pubmed/22082348
https://doi.org/10.3389/fmolb.2021.685440
https://www.ncbi.nlm.nih.gov/pubmed/34307454
https://doi.org/10.3390/ijms19041166
https://www.ncbi.nlm.nih.gov/pubmed/29649096
https://doi.org/10.3390/cancers12041050
https://www.ncbi.nlm.nih.gov/pubmed/32340362
https://doi.org/10.1093/carcin/bgv031
https://doi.org/10.1038/nrg2540
https://doi.org/10.1016/j.semcancer.2015.03.005
https://doi.org/10.1007/s00018-019-03118-0
https://doi.org/10.1128/MMBR.00005-16

Epigenomes 2023, 7, 10 13 of 19

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.
50.

51.

52.

Srivastava, R.; Mishra, N.; Singh, U.M.; Srivastava, R. Genotoxicity: Mechanisms and its impact on human diseases. Octa ]. Biosci.
2016, 4, 67-70.

Zhang, T.; Cooper, S.; Brockdorff, N. The interplay of histone modifications—Writers that read. EMBO Rep. 2015, 16, 1467-1481.
[CrossRef] [PubMed]

Bannister, A.J.; Kouzarides, T. Regulation of chromatin by histone modifications. Cell Res. 2011, 21, 381-395. [CrossRef] [PubMed]
Kouzarides, T. Chromatin Modifications and Their Function. Cell 2007, 128, 693-705. [CrossRef] [PubMed]

Zhao, Z.; Shilatifard, A. Epigenetic modifications of histones in cancer. Genome Biol. 2019, 20, 245. [CrossRef]

Lu, Y,; Chan, Y.-T; Tan, H.-Y;; Li, S.; Wang, N.; Feng, Y. Epigenetic regulation in human cancer: The potential role of epi-drug in
cancer therapy. Mol. Cancer 2020, 19, 79. [CrossRef]

Schlichting, C.D.; Wund, M. A. Phenotypic Plasticity and Epigenetic Marking: An Assessment of Evidence for Genetic Accommo-
dation. Evolution 2014, 68, 656-672. [CrossRef] [PubMed]

Duncan, E.J.; Gluckman, P.D.; Dearden, PK. Epigenetics, plasticity, and evolution: How do we link epigenetic change to
phenotype? J. Exp. Zool. Part B: Mol. Dev. Evol. 2014, 322, 208-220. [CrossRef]

Zhang, W.; Song, M.; Qu, J.; Liu, G.-H. Epigenetic Modifications in Cardiovascular Aging and Diseases. Circ. Res. 2018, 123,
773-786. [CrossRef]

Shi, Y,; Zhang, H.; Huang, S.; Yin, L.; Wang, F,; Luo, P.; Huang, H. Epigenetic regulation in cardiovascular disease: Mechanisms
and advances in clinical trials. Signal Transduct. Target. Ther. 2022, 7, 200. [CrossRef]

Simoé-Riudalbas, L.; Esteller, M. Targeting the histone orthography of cancer: Drugs for writers, erasers and readers. Br. J. Pharm.
2015, 172, 2716-2732. [CrossRef]

Song, Y.; Wu, E; Wu, J. Targeting histone methylation for cancer therapy: Enzymes, inhibitors, biological activity and perspectives.
J. Hematol. Oncol. 2016, 9, 49. [CrossRef] [PubMed]

Tan, M.; Luo, H.; Lee, S; Jin, E; Yang, ].S.; Montellier, E.; Buchou, T.; Cheng, Z.; Rousseaux, S.; Rajagopal, N.; et al. Identification of
67 Histone Marks and Histone Lysine Crotonylation as a New Type of Histone Modification. Cell 2011, 146, 1016-1028. [CrossRef]
[PubMed]

Hyun, K; Jeon, J.; Park, K.; Kim, J. Writing, erasing and reading histone lysine methylations. Exp. Mol. Med. 2017, 49, e324.
[CrossRef]

Biswas, S.; Rao, C.M. Epigenetic tools (The Writers, The Readers and The Erasers) and their implications in cancer therapy. Eur. J.
Pharmacol. 2018, 837, 8-24. [CrossRef]

Dimitrova, E.; Turberfield, A.H.; Klose, R.J. Histone demethylases in chromatin biology and beyond. EMBO Rep. 2015, 16,
1620-1639. [CrossRef] [PubMed]

Bure, I.V.; Nemtsova, M.V.; Kuznetsova, E.B. Histone Modifications and Non-Coding RNAs: Mutual Epigenetic Regulation and
Role in Pathogenesis. Int. . Mol. Sci. 2022, 23, 5801. [CrossRef]

Michalak, E.M.; Burr, M.L.; Bannister, A.J.; Dawson, M.A. The roles of DNA, RNA and histone methylation in ageing and cancer.
Nat. Rev. Mol. Cell Biol. 2019, 20, 573-589. [CrossRef]

Cui, J.Y.; Fu, Z.D.; Dempsey, ]. The Role of Histone Methylation and Methyltransferases in Gene Regulation. In Toxicoepigenetics;
McCullough, S.D., Dolinoy, D.C., Eds.; Academic Press: Cambridge, MA, USA, 2019; pp. 31-84.

Shi, Y.; Lan, F; Matson, C.; Mulligan, P.; Whetstine, J.R.; Cole, P.A.; Casero, R.A.; Shi, Y. Histone Demethylation Mediated by the
Nuclear Amine Oxidase Homolog LSD1. Cell 2004, 119, 941-953. [CrossRef]

Davis, K.; Azarcon, P.; Hickenlooper, S.; Bia, R.; Horiuchi, E.; Szulik, M.W.; Franklin, S. The role of demethylases in cardiac
development and disease. ]. Mol. Cell. Cardiol. 2021, 158, 89-100. [CrossRef]

Da, G.; Lenkart, J.; Zhao, K.; Shiekhattar, R.; Cairns, B.R.; Marmorstein, R. Structure and function of the SWIRM domain, a
conserved protein module found in chromatin regulatory complexes. Proc. Natl. Acad. Sci. USA 2006, 103, 2057-2062. [CrossRef]
Fang, R.; Barbera, A.]J.; Xu, Y.; Rutenberg, M.; Leonor, T.; Bi, Q.; Lan, F; Mei, P; Yuan, G.C.; Lian, C.; et al. Human
LSD2/KDM1b/AOF1 regulates gene transcription by modulating intragenic H3K4me2 methylation. Mol. Cell 2010, 39, 222-233.
[CrossRef]

Manni, W,; Jianxin, X.; Weiqi, H.; Siyuan, C.; Huashan, S. JM]JD family proteins in cancer and inflammation. Signal Transduct.
Target 2022, 7, 304. [CrossRef] [PubMed]

Zhang, J.; Jing, L.; Li, M.; He, L.; Guo, Z. Regulation of histone arginine methylation/demethylation by methylase and demethylase
(Review). Mol. Med. Rep. 2019, 19, 3963-3971. [CrossRef] [PubMed]

Wang, Y.; Wysocka, J.; Sayegh, J.; Lee, Y.H.; Perlin, J.R.; Leonelli, L.; Sonbuchner, L.S.; McDonald, C.H.; Cook, R.G.; Dou, Y,; et al.
Human PAD4 regulates histone arginine methylation levels via demethylimination. Science 2004, 306, 279-283. [CrossRef]
Chang, B.; Chen, Y.; Zhao, Y.; Bruick, R.K. JMJD6 is a histone arginine demethylase. Science 2007, 318, 444-447. [CrossRef]
Walport, L.J.; Hopkinson, R.J.; Chowdhury, R.; Schiller, R.; Ge, W.; Kawamura, A.; Schofield, C.J. Arginine demethylation is
catalysed by a subset of JmjC histone lysine demethylases. Nat. Commun. 2016, 7, 11974. [CrossRef] [PubMed]

Shi, Y. Histone lysine demethylases: Emerging roles in development, physiology and disease. Nat. Rev. Genet. 2007, 8, 829-833.
[CrossRef]

Yoshimi, A.; Kurokawa, M. Key roles of histone methyltransferase and demethylase in leukemogenesis. J. Cell Biochem. 2011, 112,
415-424. [CrossRef]


https://doi.org/10.15252/embr.201540945
https://www.ncbi.nlm.nih.gov/pubmed/26474904
https://doi.org/10.1038/cr.2011.22
https://www.ncbi.nlm.nih.gov/pubmed/21321607
https://doi.org/10.1016/j.cell.2007.02.005
https://www.ncbi.nlm.nih.gov/pubmed/17320507
https://doi.org/10.1186/s13059-019-1870-5
https://doi.org/10.1186/s12943-020-01197-3
https://doi.org/10.1111/evo.12348
https://www.ncbi.nlm.nih.gov/pubmed/24410266
https://doi.org/10.1002/jez.b.22571
https://doi.org/10.1161/CIRCRESAHA.118.312497
https://doi.org/10.1038/s41392-022-01055-2
https://doi.org/10.1111/bph.12844
https://doi.org/10.1186/s13045-016-0279-9
https://www.ncbi.nlm.nih.gov/pubmed/27316347
https://doi.org/10.1016/j.cell.2011.08.008
https://www.ncbi.nlm.nih.gov/pubmed/21925322
https://doi.org/10.1038/emm.2017.11
https://doi.org/10.1016/j.ejphar.2018.08.021
https://doi.org/10.15252/embr.201541113
https://www.ncbi.nlm.nih.gov/pubmed/26564907
https://doi.org/10.3390/ijms23105801
https://doi.org/10.1038/s41580-019-0143-1
https://doi.org/10.1016/j.cell.2004.12.012
https://doi.org/10.1016/j.yjmcc.2021.05.018
https://doi.org/10.1073/pnas.0510949103
https://doi.org/10.1016/j.molcel.2010.07.008
https://doi.org/10.1038/s41392-022-01145-1
https://www.ncbi.nlm.nih.gov/pubmed/36050314
https://doi.org/10.3892/mmr.2019.10111
https://www.ncbi.nlm.nih.gov/pubmed/30942418
https://doi.org/10.1126/science.1101400
https://doi.org/10.1126/science.1145801
https://doi.org/10.1038/ncomms11974
https://www.ncbi.nlm.nih.gov/pubmed/27337104
https://doi.org/10.1038/nrg2218
https://doi.org/10.1002/jcb.22972

Epigenomes 2023, 7, 10 14 of 19

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

Huang, PH.; Chen, C.H.; Chou, C.C.; Sargeant, A.M.; Kulp, S.K.; Teng, C.M.; Byrd, J.C.; Chen, C.S. Histone deacetylase
inhibitors stimulate histone H3 lysine 4 methylation in part via transcriptional repression of histone H3 lysine 4 demethylases.
Mol. Pharmacol. 2011, 79, 197-206. [CrossRef]

Chen, Q.W,; Zhu, X.Y,; Li, Y.Y.; Meng, Z.Q. Epigenetic regulation and cancer (review). Oncol. Rep. 2014, 31, 523-532. [CrossRef]
Yang, J.; Ledaki, I; Turley, H.; Gatter, K.C.; Montero, J.-C.M.; Li, ].-L.; Harris, A.L. Role of Hypoxia-Inducible Factors in Epigenetic
Regulation via Histone Demethylases. Ann. N. Y. Acad. Sci. 2009, 1177, 185-197. [CrossRef] [PubMed]

Hayami, S.; Kelly, J.D.; Cho, H.S.; Yoshimatsu, M.; Unoki, M.; Tsunoda, T.; Field, H.I; Neal, D.E.; Yamaue, H.; Ponder, B.A; et al.
Overexpression of LSD1 contributes to human carcinogenesis through chromatin regulation in various cancers. Int. J. Cancer 2011,
128,574-586. [CrossRef] [PubMed]

Ellis, L.; Loda, M. LSD1: A single target to combat lineage plasticity in lethal prostate cancer. Proc. Natl. Acad. Sci. USA 2018, 115,
4530-4531. [CrossRef] [PubMed]

Liu, C; Liu, L.; Chen, X,; Cheng, J.; Zhang, H.; Zhang, C.; Shan, J.; Shen, J.; Qian, C. LSD1 Stimulates Cancer-Associated
Fibroblasts to Drive Notch3-Dependent Self-Renewal of Liver Cancer Stem-like Cells. Cancer Res. 2018, 78, 938-949. [CrossRef]
Cao, C.; Vasilatos, S.N.; Bhargava, R.; Fine, J.L.; Oesterreich, S.; Davidson, N.E.; Huang, Y. Functional interaction of histone
deacetylase 5 (HDACS5) and lysine-specific demethylase 1 (LSD1) promotes breast cancer progression. Oncogene 2017, 36, 133-145.
[CrossRef]

Augert, A.; Eastwood, E.; Ibrahim, A.H.; Wu, N.; Grunblatt, E.; Basom, R.; Liggitt, D.; Eaton, K.D.; Martins, R.; Poirier, ].T.; et al.
Targeting NOTCH activation in small cell lung cancer through LSD1 inhibition. Sci. Signal 2019, 12, eaau2922. [CrossRef]
Bottner, J.; Ribbat-Idel, J.; Klapper, L.; Jagomast, T.; Lemster, A.L.; Perner, S.; Idel, C.; Kirfel, J. Elevated LSD1 and SNAIL
Expression Indicate Poor Prognosis in Hypopharynx Carcinoma. Int. J. Mol. Sci. 2022, 23, 5075. [CrossRef]

Lv,S.; Zhao, X.; Zhang, E.; Yan, Y;; Ma, X,; Li, N.; Zou, Q.; Sun, L.; Song, T. Lysine demethylase KDM1A promotes cell growth
viaFKBP8-BCL2 axis in hepatocellular carcinoma. J. Biol. Chem. 2022, 298, 102374. [CrossRef]

Wagner, KW.; Alam, H.; Dhar, S.S.; Giri, U.; Li, N.; Wei, Y.; Giri, D.; Cascone, T.; Kim, J.-H.; Ye, Y.; et al. KDM2A promotes lung
tumorigenesis by epigenetically enhancing ERK1/2 signaling. J. Clin. Investig. 2013, 123, 5231-5246. [CrossRef]

Yoo, J.; Jeon, YH.; Cho, H.Y.; Lee, SW.; Kim, G.W.; Lee, D.H.; Kwon, S.H. Advances in Histone Demethylase KDM3A as a Cancer
Therapeutic Target. Cancers 2020, 12, 1098. [CrossRef]

Lynch, J.R.; Salik, B.; Connerty, P; Vick, B.; Leung, H.; Pijning, A.; Jeremias, I.; Spiekermann, K.; Trahair, T.; Liu, T.; et al.
JMJD1C-mediated metabolic dysregulation contributes to HOXA9-dependent leukemogenesis. Leukemia 2019, 33, 1400-1410.
[CrossRef] [PubMed]

Sui, Y.; Gu, R; Janknecht, R. Crucial Functions of the JMJD1/KDM3 Epigenetic Regulators in Cancer. Mol. Cancer Res. 2021, 19, 3-13.
[CrossRef] [PubMed]

Li, J.; Yu, B.; Deng, P.; Cheng, Y.; Yu, Y.; Kevork, K.; Ramadoss, S.; Ding, X.; Li, X.; Wang, C.Y. KDM3 epigenetically controls
tumorigenic potentials of human colorectal cancer stem cells through Wnt/beta-catenin signalling. Nat. Commun. 2017, 8, 15146.
[CrossRef]

Peng, K; Su, G.; Ji, J.; Yang, X.; Miao, M.; Mo, P; Li, M.; Xu, J.; Li, W.; Yu, C. Histone demethylase JMJD1A promotes colorectal
cancer growth and metastasis by enhancing Wnt/ 3-catenin signaling. J. Biol. Chem. 2018, 293, 10606-10619. [CrossRef] [PubMed]
Li, W.; Zhao, L.; Zang, W.; Liu, Z.; Chen, L,; Liu, T.; Xu, D.; Jia, J. Histone demethylase JMJD2B is required for tumor cell
proliferation and survival and is overexpressed in gastric cancer. Biochem. Biophys. Res. Commun. 2011, 416, 372-378. [CrossRef]
Wang, H.J.; Pochampalli, M.; Wang, L.Y.; Zou, ].X.; Li, PS.; Hsu, S.C.; Wang, B.J.; Huang, S.H.; Yang, P; Yang, ].C.; et al.
KDMS8/JMJD5 as a dual coactivator of AR and PKM2 integrates AR/EZH?2 network and tumor metabolism in CRPC. Oncogene
2019, 38, 17-32. [CrossRef]

Shigekawa, Y.; Hayami, S.; Ueno, M.; Miyamoto, A.; Suzaki, N.; Kawai, M.; Hirono, S.; Okada, K.-I.; Hamamoto, R.; Yamaue,
H. Overexpression of KDM5B/JARIDIB is associated with poor prognosis in hepatocellular carcinoma. Oncotarget 2018, 9,
34320-34335. [CrossRef]

Liu, M.; Gao, N. KDM5D inhibits the transcriptional activation of FKBP4 by suppressing the expression of E2F1 in colorectal
cancer in males. Biochem. Pharmacol. 2021, 194, 114814. [CrossRef]

Yang, L.; Zha, Y.; Ding, J.; Ye, B.; Liu, M.; Yan, C.; Dong, Z.; Cui, H.; Ding, H.-F. Histone demethylase KDM6B has an anti-
tumorigenic function in neuroblastoma by promoting differentiation. Oncogenesis 2019, 8, 3. [CrossRef]

Ohguchi, H.; Park, PM.C.; Wang, T.; Gryder, B.E.; Ogiya, D.; Kurata, K.; Zhang, X.; Li, D.; Pei, C.; Masuda, T.; et al. Lysine
Demethylase 5A is Required for MYC Driven Transcription in Multiple Myeloma. Blood Cancer Discov. 2021, 2, 370-387. [CrossRef]
Pinton, G.; Nilsson, S.; Moro, L. Targeting estrogen receptor beta (ER3) for treatment of ovarian cancer: Importance of KDM6B
and SIRT1 for ERB expression and functionality. Oncogenesis 2018, 7, 15. [CrossRef] [PubMed]

Liang, S.; Yao, Q.; Wei, D.; Liu, M.; Geng, F.; Wang, Q.; Wang, Y.S. KDM6B promotes ovarian cancer cell migration and invasion
by induced transforming growth factor-1 expression. J. Cell Biochem. 2019, 120, 493-506. [CrossRef]

Wang, N.; Ma, T.; Yu, B. Targeting epigenetic regulators to overcome drug resistance in cancers. Signal Transduct. Target. 2023, 8, 69.
[CrossRef] [PubMed]

Shen, Y.; Pan, X.; Zhao, H. The histone demethylase PHFS8 is an oncogenic protein in human non-small cell lung cancer. Biochem.
Biophys. Res. Commun. 2014, 451, 119-125. [CrossRef] [PubMed]


https://doi.org/10.1124/mol.110.067702
https://doi.org/10.3892/or.2013.2913
https://doi.org/10.1111/j.1749-6632.2009.05027.x
https://www.ncbi.nlm.nih.gov/pubmed/19845621
https://doi.org/10.1002/ijc.25349
https://www.ncbi.nlm.nih.gov/pubmed/20333681
https://doi.org/10.1073/pnas.1804205115
https://www.ncbi.nlm.nih.gov/pubmed/29666280
https://doi.org/10.1158/0008-5472.CAN-17-1236
https://doi.org/10.1038/onc.2016.186
https://doi.org/10.1126/scisignal.aau2922
https://doi.org/10.3390/ijms23095075
https://doi.org/10.1016/j.jbc.2022.102374
https://doi.org/10.1172/JCI68642
https://doi.org/10.3390/cancers12051098
https://doi.org/10.1038/s41375-018-0354-z
https://www.ncbi.nlm.nih.gov/pubmed/30622285
https://doi.org/10.1158/1541-7786.MCR-20-0404
https://www.ncbi.nlm.nih.gov/pubmed/32605929
https://doi.org/10.1038/ncomms15146
https://doi.org/10.1074/jbc.RA118.001730
https://www.ncbi.nlm.nih.gov/pubmed/29802196
https://doi.org/10.1016/j.bbrc.2011.11.045
https://doi.org/10.1038/s41388-018-0414-x
https://doi.org/10.18632/oncotarget.26144
https://doi.org/10.1016/j.bcp.2021.114814
https://doi.org/10.1038/s41389-018-0112-0
https://doi.org/10.1158/2643-3230.BCD-20-0108
https://doi.org/10.1038/s41389-018-0027-9
https://www.ncbi.nlm.nih.gov/pubmed/29422491
https://doi.org/10.1002/jcb.27405
https://doi.org/10.1038/s41392-023-01341-7
https://www.ncbi.nlm.nih.gov/pubmed/36797239
https://doi.org/10.1016/j.bbrc.2014.07.076
https://www.ncbi.nlm.nih.gov/pubmed/25065740

Epigenomes 2023, 7, 10 15 of 19

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

96.

97.

98.

99.

100.

101.

102.

103.

104.

105.

Zhu, G,; Liu, L,; She, L.; Tan, H.; Wei, M.; Chen, C.; Su, Z.; Huang, D.; Tian, Y.; Qiu, Y; et al. Elevated expression of histone
demethylase PHFS associates with adverse prognosis in patients of laryngeal and hypopharyngeal squamous cell carcinoma.
Epigenomics 2015, 7, 143-153. [CrossRef]

Cheng, Y,; Liu, N.; Yang, C.; Jiang, J.; Zhao, J.; Zhao, G.; Chen, F,; Zhao, H.; Li, Y. MicroRNA-383 inhibits proliferation, migration,
and invasion in hepatocellular carcinoma cells by targeting PHFS. Mol. Genet. Genom. Med. 2020, 8, e1272. [CrossRef]

Zhang, J.-g.; Wang, J.-j.; Zhao, F;; Liu, Q.; Jiang, K.; Yang, G.-h. MicroRNA-21 (miR-21) represses tumor suppressor PTEN and
promotes growth and invasion in non-small cell lung cancer (NSCLC). Clin. Chim. Acta 2010, 411, 846-852. [CrossRef]

Zhao, Z.; Sun, C.; Li, E; Han, J.; Li, X.; Song, Z. Overexpression of histone demethylase JMJD5 promotes metastasis and indicates
a poor prognosis in breast cancer. Int. |. Clin. Exp. Pathol. 2015, 8, 10325-10334.

Yang, J.; Chen, S.; Yang, Y.; Ma, X.; Shao, B.; Yang, S.; Wei, Y.; Wei, X. Jumonji domain-containing protein 6 protein and its role in
cancer. Cell Prolif. 2020, 53, €12747. [CrossRef]

Poulard, C.; Rambaud, J.; Lavergne, E.; Jacquemetton, J.; Renoir, ].-M.; Trédan, O.; Chabaud, S.; Treilleux, I.; Corbo, L.; Romancer,
M.L. Role of JMJD6 in Breast Tumourigenesis. PLoS ONE 2015, 10, e0126181. [CrossRef]

Cheng, Y.; Wang, Y.; Li, J.; Chang, I.; Wang, C.Y. A novel read-through transcript JMJD7-PLA2G4B regulates head and neck
squamous cell carcinoma cell proliferation and survival. Oncotarget 2017, 8, 1972-1982. [CrossRef] [PubMed]

Liu, H,; Wang, C.; Lee, S.; Deng, Y.; Wither, M.; Oh, S.; Ning, F,; Dege, C.; Zhang, Q.; Liu, X,; et al. Clipping of arginine-methylated
histone tails by JMJD5 and JMJD?7. Proc. Natl. Acad. Sci. USA 2017, 114, E7717-E7726. [CrossRef] [PubMed]

Li, S.; Ali, S;; Duan, X;; Liu, S.; Du, J.; Liu, C.; Dai, H.; Zhou, M.; Zhou, L.; Yang, L.; et al. ]IMJD1B Demethylates H4R3me2s and
H3K9me?2 to Facilitate Gene Expression for Development of Hematopoietic Stem and Progenitor Cells. Cell Rep. 2018, 23, 389—403.
[CrossRef] [PubMed]

Kampranis, S.C.; Tsichlis, PN. Histone demethylases and cancer. Adv. Cancer Res. 2009, 102, 103-169. [CrossRef] [PubMed]
Audia, J.E.; Campbell, R.M. Histone Modifications and Cancer. Cold Spring Harb. Perspect. Biol. 2016, 8, a019521. [CrossRef]
[PubMed]

Wade, M.A ; Jones, D.; Wilson, L.; Stockley, J.; Coffey, K.; Robson, C.N.; Gaughan, L. The histone demethylase enzyme KDMB3A is
a key estrogen receptor regulator in breast cancer. Nucleic. Acids Res. 2014, 43, 196-207. [CrossRef]

Sainathan, S.; Paul, S.; Ramalingam, S.; Baranda, J.; Anant, S.; Dhar, A. Histone Demethylases in Cancer. Curr. Pharmacol. Rep.
2015, 1, 234-244. [CrossRef]

He, X.; Zhang, H.; Zhang, Y.; Ye, Y.; Wang, S.; Bai, R.; Xie, T.; Ye, X.-Y. Drug discovery of histone lysine demethylases (KDMs)
inhibitors (progress from 2018 to present). Eur. ]. Med. Chem. 2022, 231, 114143. [CrossRef]

Kruidenier, L.; Chung, C.-w.; Cheng, Z.; Liddle, ].; Che, K,; Joberty, G.; Bantscheff, M.; Bountra, C.; Bridges, A.; Diallo, H.; et al. A
selective jumonji H3K27 demethylase inhibitor modulates the proinflammatory macrophage response. Nature 2012, 488, 404-408.
[CrossRef]

Nielsen, A.L.; Kristensen, L.H.; Stephansen, K.B.; Kristensen, ].B.L.; Helgstrand, C.; Lees, M.; Cloos, P.; Helin, K.; Gajhede, M.;
Olsen, L. Identification of catechols as histone-lysine demethylase inhibitors. FEBS Lett. 2012, 586, 1190-1194. [CrossRef]
Sayegh, J.; Cao, J.; Zou, M.R.; Morales, A.; Blair, L.P.; Norcia, M.; Hoyer, D.; Tackett, A.J.; Merkel, ].S.; Yan, Q. Identification of small
molecule inhibitors of Jumonji AT-rich interactive domain 1B (JARID1B) histone demethylase by a sensitive high throughput
screen. |. Biol. Chem. 2013, 288, 9408-9417. [CrossRef] [PubMed]

Sui, A,; Xu, Y;; Li, Y,; Hu, Q.; Wang, Z.; Zhang, H.; Yang, ]J.; Guo, X.; Zhao, W. The pharmacological role of histone demethylase
JMJD3 inhibitor GSK-J4 on glioma cells. Oncotarget 2017, 8, 68591-68598. [CrossRef] [PubMed]

Thinnes, C.C.; England, K.S.; Kawamura, A.; Chowdhury, R.; Schofield, C.J.; Hopkinson, R.J. Targeting histone lysine
demethylases—Progress, challenges, and the future. Biochim Biophys Acta 2014, 1839, 1416-1432. [CrossRef] [PubMed]
Varghese, B.; Del Gaudio, N.; Cobellis, G.; Altucci, L.; Nebbioso, A. KDM4 Involvement in Breast Cancer and Possible Therapeutic
Approaches. Front. Oncol. 2021, 11, 750315. [CrossRef] [PubMed]

Hatch, S.B.; Yapp, C.; Montenegro, R.C.; Savitsky, P.; Gamble, V.; Tumber, A.; Ruda, G.F,; Bavetsias, V.; Fedorov, O.; Atrash, B.; et al.
Assessing histone demethylase inhibitors in cells: Lessons learned. Epigenetics Chromatin 2017, 10, 9. [CrossRef]

Fang, Y.; Liao, G.; Yu, B. LSD1/KDMI1A inhibitors in clinical trials: Advances and prospects. J. Hematol. Oncol. 2019, 12, 129.
[CrossRef]

Punnia-Moorthy, G.; Hersey, P.; Emran, A.A; Tiffen, J. Lysine Demethylases: Promising Drug Targets in Melanoma and Other
Cancers. Front. Genet. 2021, 12, 680633. [CrossRef]

Abdel-Magid, A.F. Myeloid Cell Leukemia-1 Inhibitors as Emerging Cancer Treatment. ACS Med. Chem. Lett. 2021, 12, 334-336.
[CrossRef]

Li, Y,; Zhang, M.; Sheng, M.; Zhang, P; Chen, Z.; Xing, W.; Bai, J.; Cheng, T.; Yang, E.C.; Zhou, Y. Therapeutic potential of GSK-J4,
a histone demethylase KDM6B/JMJD3 inhibitor, for acute myeloid leukemia. J. Cancer Res. Clin. Oncol. 2018, 144, 1065-1077.
[CrossRef]

Benedetti, R.; Dell’Aversana, C.; De Marchi, T.; Rotili, D.; Liu, N.Q.; Novakovic, B.; Boccella, S.; Di Maro, S.; Cosconati, S.;
Baldi, A.; et al. Inhibition of Histone Demethylases LSD1 and UTX Regulates ERo Signaling in Breast Cancer. Cancers 2019, 11, 2027.
[CrossRef]

Mehndiratta, S.; Liou, J.P. Histone lysine specific demethylase 1 inhibitors. RSC Med. Chem. 2020, 11, 969-981. [CrossRef]
[PubMed]


https://doi.org/10.2217/epi.14.82
https://doi.org/10.1002/mgg3.1272
https://doi.org/10.1016/j.cca.2010.02.074
https://doi.org/10.1111/cpr.12747
https://doi.org/10.1371/journal.pone.0126181
https://doi.org/10.18632/oncotarget.14081
https://www.ncbi.nlm.nih.gov/pubmed/28030848
https://doi.org/10.1073/pnas.1706831114
https://www.ncbi.nlm.nih.gov/pubmed/28847961
https://doi.org/10.1016/j.celrep.2018.03.051
https://www.ncbi.nlm.nih.gov/pubmed/29641999
https://doi.org/10.1016/S0065-230X(09)02004-1
https://www.ncbi.nlm.nih.gov/pubmed/19595308
https://doi.org/10.1101/cshperspect.a019521
https://www.ncbi.nlm.nih.gov/pubmed/27037415
https://doi.org/10.1093/nar/gku1298
https://doi.org/10.1007/s40495-015-0025-y
https://doi.org/10.1016/j.ejmech.2022.114143
https://doi.org/10.1038/nature11262
https://doi.org/10.1016/j.febslet.2012.03.001
https://doi.org/10.1074/jbc.M112.419861
https://www.ncbi.nlm.nih.gov/pubmed/23408432
https://doi.org/10.18632/oncotarget.19793
https://www.ncbi.nlm.nih.gov/pubmed/28978140
https://doi.org/10.1016/j.bbagrm.2014.05.009
https://www.ncbi.nlm.nih.gov/pubmed/24859458
https://doi.org/10.3389/fonc.2021.750315
https://www.ncbi.nlm.nih.gov/pubmed/34778065
https://doi.org/10.1186/s13072-017-0116-6
https://doi.org/10.1186/s13045-019-0811-9
https://doi.org/10.3389/fgene.2021.680633
https://doi.org/10.1021/acsmedchemlett.1c00099
https://doi.org/10.1007/s00432-018-2631-7
https://doi.org/10.3390/cancers11122027
https://doi.org/10.1039/D0MD00141D
https://www.ncbi.nlm.nih.gov/pubmed/33479691

Epigenomes 2023, 7, 10 16 of 19

106.

107.

108.

109.

110.

111.

112.

113.

114.

115.

116.

117.

118.

119.

120.

121.

122.

123.

124.

125.

126.

127.

128.

129.

130.

Agboyibor, C.; Dong, J.; Effah, C.Y.; Drokow, E.K.; Pervaiz, W.; Liu, H.-M. LSD1 as a Biomarker and the Outcome of Its Inhibitors
in the Clinical Trial: The Therapy Opportunity in Tumor. J. Oncol. 2021, 2021, 5512524. [CrossRef]

Perillo, B.; Tramontano, A.; Pezone, A.; Migliaccio, A. LSD1: More than demethylation of histone lysine residues. Exp. Mol. Med.
2020, 52, 1936-1947. [CrossRef] [PubMed]

Yang, G.-J.; Liu, Y.-J.; Ding, L.-J.; Tao, F; Zhu, M.-H.; Shi, Z.-Y.; Wen, ].-M.; Niu, M.-Y;; Li, X,; Xu, Z.-S,; et al. A state-of-the-art review
on LSD1 and its inhibitors in breast cancer: Molecular mechanisms and therapeutic significance. Front. Pharmacol. 2022, 13, 989575.
[CrossRef]

Essen, D.; Zhu, Y.; Saccani, S. A Feed-Forward Circuit Controlling Inducible NF-«B Target Gene Activation by Promoter Histone
Demethylation. Mol. Cell 2010, 39, 750-760. [CrossRef]

Marayati, B.F.; Tucker, ].E; Cerda, D.A.; Hou, T.C; Chen, R.; Sugiyama, T.; Pease, ].B.; Zhang, K. The Catalytic-Dependent and
-Independent Roles of Lsd1 and Lsd2 Lysine Demethylases in Heterochromatin Formation in Schizosaccharomyces pombe. Cells
2020, 9, 955. [CrossRef] [PubMed]

Wass, M.; Gollner, S.; Besenbeck, B.; Schlenk, R.F.; Mundmann, P.; Gothert, ].R.; Noppeney, R.; Schliemann, C.; Mikesch, J.-H.;
Lenz, G.; et al. A proof of concept phase I/II pilot trial of LSD1 inhibition by tranylcypromine combined with ATRA in
refractory /relapsed AML patients not eligible for intensive therapy. Leukemia 2021, 35, 701-711. [CrossRef]

Diao, W.; Zheng, J.; Li, Y.; Wang, J.; Xu, S. Targeting histone demethylases as a potential cancer therapy (Review). Int. |. Oncol.
2022, 61, 103. [CrossRef]

Yang, J.; Milasta, S.; Hu, D.; AlTahan, A.M.; Interiano, R.B.; Zhou, J.; Davidson, J.; Low, J.; Lin, W.; Bao, J.; et al. Targeting Histone
Demethylases in MYC-Driven Neuroblastomas with Ciclopirox. Cancer Res. 2017, 77, 4626-4638. [CrossRef]

Yang, G.J.; Ko, C.N,; Zhong, HJ.; Leung, C.H.; Ma, D.L. Structure-Based Discovery of a Selective KDM5A Inhibitor that Exhibits
Anti-Cancer Activity via Inducing Cell Cycle Arrest and Senescence in Breast Cancer Cell Lines. Cancers 2019, 11, 92. [CrossRef]
Pedersen, M.T.; Helin, K. Histone demethylases in development and disease. Trends Cell Biol. 2010, 20, 662—-671. [CrossRef]
[PubMed]

Tumber, A.; Nuzzi, A.; Hookway, E.S.; Hatch, S.B.; Velupillai, S.; Johansson, C.; Kawamura, A.; Savitsky, P; Yapp, C.; Szykowska,
A.; et al. Potent and Selective KDM5 Inhibitor Stops Cellular Demethylation of H3K4me3 at Transcription Start Sites and
Proliferation of MM1S Myeloma Cells. Cell Chem. Biol. 2017, 24, 371-380. [CrossRef]

Kim, S.-A.; Zhu, J.; Yennawar, N.; Eek, P; Tan, S. Crystal Structure of the LSD1/CoREST Histone Demethylase Bound to Its
Nucleosome Substrate. Mol. Cell 2020, 78, 903-914. [CrossRef]

Arifuzzaman, S.; Khatun, M.R; Khatun, R. Emerging of lysine demethylases (KDMs): From pathophysiological insights to novel
therapeutic opportunities. Biomed. Pharmacother. 2020, 129, 110392. [CrossRef] [PubMed]

Staberg, M.; Rasmussen, R.D.; Michaelsen, S.R.; Pedersen, H.; Jensen, K.E.; Villingshgj, M.; Skjoth-Rasmussen, J.; Brennum,
J.; Vitting-Seerup, K.; Poulsen, H.S.; et al. Targeting glioma stem-like cell survival and chemoresistance through inhibition of
lysine-specific histone demethylase KDM2B. Mol. Oncol. 2018, 12, 406-420. [CrossRef]

Xu, X.; Dirks, W.G.; Drexler, H.G.; Hu, Z. Small Molecular Modulators of Histone Demethylases Selectively Inhibits Growth of
Hematopoietic Malignancies. Blood 2018, 132, 3941. [CrossRef]

Kurkjian, C.; Kummar, S.; Murgo, A.J. DNA methylation: Its role in cancer development and therapy. Curr. Probl. Cancer 2008, 32,
187-235. [CrossRef] [PubMed]

Zhang, W,; Sviripa, VM.; Xie, Y.; Yu, T.; Haney, M.G,; Blackburn, ].S.; Adeniran, C.A.; Zhan, C.G.; Watt, D.S.; Liu, C. Epigenetic
Regulation of Wnt Signaling by Carboxamide-Substituted Benzhydryl Amines that Function as Histone Demethylase Inhibitors.
iScience 2020, 23, 101795. [CrossRef]

Xu, X.; Wang, L.; Hu, L.; Dirks, W.G.; Zhao, Y.; Wei, Z.; Chen, D.; Li, Z.; Wang, Z.; Han, Y.; et al. Small molecular modulators of
JMJD1C preferentially inhibit growth of leukemia cells. Int. J. Cancer 2020, 146, 400—412. [CrossRef]

Chin, Y.-W.; Han, S.-Y. KDM4 histone demethylase inhibitors for anti-cancer agents: A patent review. Expert Opin. Ther. Pat. 2015,
25,135-144. [CrossRef]

Chen, Y.K.; Bonaldi, T., Cuomo, A.; Del Rosario, J.R.; Hosfield, D.J.; Kanouni, T.; Kao, S.C.; Lai, C.; Lobo, N.A.;
Matuszkiewicz, J.; et al. Design of KDM4 Inhibitors with Antiproliferative Effects in Cancer Models. ACS Med. Chem. Lett. 2017,
8, 869-874. [CrossRef]

Chandhasin, C.; Yoo, S.; Rosario, ].D.; Chen, Y.K.; Stafford, J.; Perabo, F.; Clarke, M.F. Inhibition of histone lysine demethylases
with TACH101, a first-in-class pan-inhibitor of KDM4. |. Clin. Oncol. 2021, 39, 3105. [CrossRef]

Wang, W.; Cheng, B.; Miao, L.; Mei, Y.; Wu, M. Mutant p53-R273H gains new function in sustained activation of EGFR signaling
via suppressing miR-27a expression. Cell Death Dis. 2013, 4, e574. [CrossRef] [PubMed]

Lee, D.H.; Kim, G.W,; Jeon, Y.H.; Yoo, J.; Lee, SW.; Kwon, S.H. Advances in histone demethylase KDM4 as cancer therapeutic
targets. FASEB ]. Off. Publ. Fed. Am. Soc. Exp. Biol. 2020, 34, 3461-3484. [CrossRef]

Kim, M.S.; Cho, H.I; Yoon, H].; Ahn, YH.; Park, EJ; Jin, YH.; Jang, YK. JIB-04, A Small Molecule Histone Demethylase Inhibitor,
Selectively Targets Colorectal Cancer Stem Cells by Inhibiting the Wnt/ 3-Catenin Signaling Pathway. Sci. Rep. 2018, 8, 6611.
[CrossRef] [PubMed]

Baby, S.; Gurukkala Valapil, D.; Shankaraiah, N. Unravelling KDM4 histone demethylase inhibitors for cancer therapy. Drug
Discov. Today 2021, 26, 1841-1856. [CrossRef]


https://doi.org/10.1155/2021/5512524
https://doi.org/10.1038/s12276-020-00542-2
https://www.ncbi.nlm.nih.gov/pubmed/33318631
https://doi.org/10.3389/fphar.2022.989575
https://doi.org/10.1016/j.molcel.2010.08.010
https://doi.org/10.3390/cells9040955
https://www.ncbi.nlm.nih.gov/pubmed/32295063
https://doi.org/10.1038/s41375-020-0892-z
https://doi.org/10.3892/ijo.2022.5393
https://doi.org/10.1158/0008-5472.CAN-16-0826
https://doi.org/10.3390/cancers11010092
https://doi.org/10.1016/j.tcb.2010.08.011
https://www.ncbi.nlm.nih.gov/pubmed/20863703
https://doi.org/10.1016/j.chembiol.2017.02.006
https://doi.org/10.1016/j.molcel.2020.04.019
https://doi.org/10.1016/j.biopha.2020.110392
https://www.ncbi.nlm.nih.gov/pubmed/32574968
https://doi.org/10.1002/1878-0261.12174
https://doi.org/10.1182/blood-2018-99-112376
https://doi.org/10.1016/j.currproblcancer.2008.08.002
https://www.ncbi.nlm.nih.gov/pubmed/18926282
https://doi.org/10.1016/j.isci.2020.101795
https://doi.org/10.1002/ijc.32552
https://doi.org/10.1517/13543776.2014.991310
https://doi.org/10.1021/acsmedchemlett.7b00220
https://doi.org/10.1200/JCO.2021.39.15_suppl.3105
https://doi.org/10.1038/cddis.2013.97
https://www.ncbi.nlm.nih.gov/pubmed/23559009
https://doi.org/10.1096/fj.201902584R
https://doi.org/10.1038/s41598-018-24903-0
https://www.ncbi.nlm.nih.gov/pubmed/29700375
https://doi.org/10.1016/j.drudis.2021.05.015

Epigenomes 2023, 7, 10 17 of 19

131.

132.

133.

134.

135.

136.

137.

138.

139.

140.

141.

142.

143.

144.

145.

146.

147.

148.

149.

150.

151.

152.

153.

Rai, G.; Kenyon, V.; Jadhav, A.; Schultz, L.; Armstrong, M.; Jameson, J.B.; Hoobler, E.; Leister, W.; Simeonov, A.; Holman, T.R,;
et al. Discovery of potent and selective inhibitors of human reticulocyte 15-lipoxygenase-1. J. Med. Chem. 2010, 53, 7392-7404.
[CrossRef] [PubMed]

Carter, D.M.; Specker, E.; Przygodda, J.; Neuenschwander, M.; von Kries, ].P.; Heinemann, U.; Nazaré, M.; Gohlke, U. Identification
of a Novel Benzimidazole Pyrazolone Scaffold That Inhibits KDM4 Lysine Demethylases and Reduces Proliferation of Prostate
Cancer Cells. SLAS Discov. 2017, 22, 801-812. [CrossRef]

Wang, P; Li, Y.; Meng, T.; Zhang, J.; Wei, Y.; Meng, Z; Lin, Y,; Liu, D.; Sui, L. KDM6A promotes chondrogenic differentiation of
periodontal ligament stem cells by demethylation of SOX9. Cell Prolif. 2018, 51, e12413. [CrossRef]

Wu, Y;; Hu, J.; Ding, H.; Chen, L.; Zhang, Y.; Liu, R.; Xu, P.; Du, D.; Lu, W,; Liu, J.; et al. Identification of novel EZH2 inhibitors
through pharmacophore-based virtual screening and biological assays. Bioorganic Med. Chem. Lett. 2016, 26, 3813-3817. [CrossRef]
Wu, Q.; Young, B.; Wang, Y.; Davidoff, A.M.; Rankovic, Z.; Yang, J. Recent Advances with KDM4 Inhibitors and Potential
Applications. |. Med. Chem. 2022, 65, 9564-9579. [CrossRef]

Duan, L.; Perez, R.E.; Calhoun, S.; Maki, C.G. Inhibitors of Jumonji C domain-containing histone lysine demethylases overcome
cisplatin and paclitaxel resistance in non-small cell lung cancer through APC/Cdhl-dependent degradation of CtIP and PAF15.
Cancer Biol. Ther. 2022, 23, 65-75. [CrossRef] [PubMed]

Ye, Q.; Holowatyj, A.; Wu, J.; Liu, H.; Zhang, L.; Suzuki, T.; Yang, Z.-Q. Genetic alterations of KDM4 subfamily and therapeutic
effect of novel demethylase inhibitor in breast cancer. Am. J. Cancer Res. 2015, 5, 1519-1530. [PubMed]

Levin, M.; Stark, M.; Assaraf, Y.G. The JmjN domain as a dimerization interface and a targeted inhibitor of KDM4 demethylase
activity. Oncotarget 2018, 9, 16861-16882. [CrossRef]

Souto, J.A.; Sarno, F; Nebbioso, A.; Papulino, C.; Alvarez, R.; Lombino, J.; Perricone, U.; Padova, A.; Altucci, L.; de Lera, AR A
New Family of Jumonji C Domain-Containing KDM Inhibitors Inspired by Natural Product Purpurogallin. Front. Chem. 2020, 8, 312.
[CrossRef]

Kim, S.Y,; Hwang, S.; Lee, B.R.; Hong, J.A; Sung, YH.; Kim, I. Inhibition of histone demethylase KDM4 by ML324 induces
apoptosis through the unfolded protein response and Bim upregulation in hepatocellular carcinoma cells. Chem. Biol. Interact.
2022, 353, 109806. [CrossRef]

Hu, Q.; Chen, J.; Zhang, J.; Xu, C.; Yang, S.; Jiang, H. IOX1, a JMJD2A inhibitor, suppresses the proliferation and migration of
vascular smooth muscle cells induced by angiotensin II by regulating the expression of cell cycle-related proteins. Int. |. Mol. Med.
2015, 37, 189-196. [CrossRef]

Berry, W.L.; Shin, S.; Lightfoot, S.A.; Janknecht, R. Oncogenic features of the JMJD2A histone demethylase in breast cancer. Int. J.
Oncol. 2012, 41, 1701-1706. [CrossRef] [PubMed]

Duan, L.; Rai, G.; Roggero, C.; Zhang, Q.J.; Wei, Q.; Ma, S.H.; Zhou, Y.; Santoyo, J.; Martinez, E.D.; Xiao, G.; et al. KDM4/JM]JD2
Histone Demethylase Inhibitors Block Prostate Tumor Growth by Suppressing the Expression of AR and BMYB-Regulated Genes.
Chem. Biol. 2015, 22, 1185-1196. [CrossRef]

Wang, Z.; Cai, H.; Zhao, E.; Cui, H. The Diverse Roles of Histone Demethylase KDM4B in Normal and Cancer Development and
Progression. Front. Cell Dev. Biol. 2021, 9, 790129. [CrossRef]

Labadie, S.S.; Dragovich, P.S.; Cummings, R.T.; Deshmukh, G.; Gustafson, A.; Han, N.; Harmange, ].-C.; Kiefer, J.R.; Li, Y,;
Liang, J.; et al. Design and evaluation of 1,7-naphthyridones as novel KDMS5 inhibitors. Bioorganic Med. Chem. Lett. 2016, 26,
4492-4496. [CrossRef] [PubMed]

Nie, Z.; Shi, L.; Lai, C.; O’Connell, S.M.; Xu, J.; Stansfield, R K.; Hosfield, D.J.; Veal, ].M.; Stafford, J.A. Structure-based design and
discovery of potent and selective KDM5 inhibitors. Bioorganic Med. Chem. Lett. 2018, 28, 1490-1494. [CrossRef]

Vinogradova, M.; Gehling, V.S.; Gustafson, A.; Arora, S.; Tindell, C.A.; Wilson, C.; Williamson, K.E.; Guler, G.D.; Gangurde, P,;
Manieri, W.; et al. An inhibitor of KDM5 demethylases reduces survival of drug-tolerant cancer cells. Nat. Chem. Biol. 2016, 12,
531-538. [CrossRef] [PubMed]

Bayo, J.; Tran, T.A.; Wang, L.; Pefia-Llopis, S.; Das, A.K.; Martinez, E.D. Jumonji Inhibitors Overcome Radioresistance in Cancer
through Changes in H3K4 Methylation at Double-Strand Breaks. Cell Rep. 2018, 25, 1040-1050. [CrossRef] [PubMed]

Oser, M.G.; Sabet, A.H.; Gao, W.; Chakraborty, A.A.; Schinzel, A.C.; Jennings, R.B.; Fonseca, R.; Bonal, D.M.; Booker, M.A ;
Flaifel, A.; et al. The KDM5A /RBP2 histone demethylase represses NOTCH signaling to sustain neuroendocrine differentiation
and promote small cell lung cancer tumorigenesis. Genes Dev. 2019, 33, 1718-1738. [CrossRef] [PubMed]

Hancock, R.L.; Dunne, K.; Walport, L.J.; Flashman, E.; Kawamura, A. Epigenetic regulation by histone demethylases in hypoxia.
Epigenomics 2015, 7, 791-811. [CrossRef] [PubMed]

Maes, T.; Carceller, E.; Salas, J.; Ortega, A.; Buesa, C. Advances in the development of histone lysine demethylase inhibitors. Curr.
Opin. Pharmacol. 2015, 23, 52-60. [CrossRef] [PubMed]

Montano, M.M.; Yeh, L].; Chen, Y.; Hernandez, C.; Kiselar, J.G.; de la Fuente, M.; Lawes, A.M.; Nieman, M.T.; Kiser, P.D.;
Jacobberger, J.; et al. Inhibition of the histone demethylase, KDM5B, directly induces re-expression of tumor suppressor protein
HEXIM1 in cancer cells. Breast Cancer Res. 2019, 21, 138. [CrossRef]

Mathur, R.; Sehgal, L.; Havranek, O.; Kohrer, S.; Khashab, T.; Jain, N.; Burger, ].A.; Neelapu, S.S.; Davis, R.E.; Samaniego, F. Inhibition
of demethylase KDM6B sensitizes diffuse large B-cell lymphoma to chemotherapeutic drugs. Haematologica 2017, 102, 373-380.
[CrossRef]


https://doi.org/10.1021/jm1008852
https://www.ncbi.nlm.nih.gov/pubmed/20866075
https://doi.org/10.1177/2472555217699157
https://doi.org/10.1111/cpr.12413
https://doi.org/10.1016/j.bmcl.2016.05.018
https://doi.org/10.1021/acs.jmedchem.2c00680
https://doi.org/10.1080/15384047.2021.2020060
https://www.ncbi.nlm.nih.gov/pubmed/35100078
https://www.ncbi.nlm.nih.gov/pubmed/26101715
https://doi.org/10.18632/oncotarget.24717
https://doi.org/10.3389/fchem.2020.00312
https://doi.org/10.1016/j.cbi.2022.109806
https://doi.org/10.3892/ijmm.2015.2393
https://doi.org/10.3892/ijo.2012.1618
https://www.ncbi.nlm.nih.gov/pubmed/22948256
https://doi.org/10.1016/j.chembiol.2015.08.007
https://doi.org/10.3389/fcell.2021.790129
https://doi.org/10.1016/j.bmcl.2016.07.070
https://www.ncbi.nlm.nih.gov/pubmed/27499454
https://doi.org/10.1016/j.bmcl.2018.03.083
https://doi.org/10.1038/nchembio.2085
https://www.ncbi.nlm.nih.gov/pubmed/27214401
https://doi.org/10.1016/j.celrep.2018.09.081
https://www.ncbi.nlm.nih.gov/pubmed/30355483
https://doi.org/10.1101/gad.328336.119
https://www.ncbi.nlm.nih.gov/pubmed/31727771
https://doi.org/10.2217/epi.15.24
https://www.ncbi.nlm.nih.gov/pubmed/25832587
https://doi.org/10.1016/j.coph.2015.05.009
https://www.ncbi.nlm.nih.gov/pubmed/26057211
https://doi.org/10.1186/s13058-019-1228-7
https://doi.org/10.3324/haematol.2016.144964

Epigenomes 2023, 7, 10 18 of 19

154.

155.

156.

157.

158.

159.

160.

161.

162.

163.

164.

165.

166.

167.

168.

169.

170.

171.

172.

173.

174.

175.

176.

Heinemann, B.; Nielsen, ].M.; Hudlebusch, H.R.; Lees, M.].; Larsen, D.V.; Boesen, T.; Labelle, M.; Gerlach, L.O.; Birk, P.; Helin, K.
Inhibition of demethylases by GSK-J1/J4. Nature 2014, 514, E1-E2. [CrossRef]

Ntziachristos, P.; Tsirigos, A.; Welstead, G.G.; Trimarchi, T.; Bakogianni, S.; Xu, L.; Loizou, E.; Holmfeldt, L.; Strikoudis, A.;
King, B.; et al. Contrasting roles of histone 3 lysine 27 demethylases in acute lymphoblastic leukaemia. Nature 2014, 514, 513-517.
[CrossRef] [PubMed]

Morozov, V.M.; Li, Y.; Clowers, M.M.; Ishov, A M. Inhibitor of H3K27 demethylase JMJD3/UTX GSK-J4 is a potential therapeutic
option for castration resistant prostate cancer. Oncotarget 2017, 8, 62131-62142. [CrossRef] [PubMed]

Kleszcz, R.; Skalski, M.; Krajka-Kuzniak, V.; Paluszczak, J. The inhibitors of KDM4 and KDM6 histone lysine demethylases
enhance the anti-growth effects of erlotinib and HS-173 in head and neck cancer cells. Eur. ]. Pharm. Sci. 2021, 166, 105961.
[CrossRef] [PubMed]

Watarai, H.; Okada, M.; Kuramoto, K.; Takeda, H.; Sakaki, H.; Suzuki, S.; Seino, S.; Oizumi, H.; Sadahiro, M.; Kitanaka, C. Impact
of H3K27 Demethylase Inhibitor GSKJ4 on NSCLC Cells Alone and in Combination with Metformin. Anticancer Res. 2016, 36,
6083-6092. [CrossRef]

Lochmann, T.L.; Powell, K.M.; Ham, J.; Floros, K.V.; Heisey, D.A.R.; Kurupi, R.1].; Calbert, M.L.; Ghotra, M.S.; Greninger, P;
Dozmorov, M.; et al. Targeted inhibition of histone H3K27 demethylation is effective in high-risk neuroblastoma. Sci. Transl. Med.
2018, 10, eaao4680. [CrossRef]

Xiao, W.; Zhou, Q.; Wen, X.; Wang, R.; Liu, R.; Wang, T.; Shi, ].; Hu, Y.; Hou, J. Small-molecule inhibitors overcome epigenetic
reprogramming for cancer therapy. Front. Pharmacol. 2021, 12, 702360. [CrossRef]

Dalvi, M.P; Wang, L.; Zhong, R.; Kollipara, RK.; Park, H.; Bayo, ].; Yenerall, P; Zhou, Y.; Timmons, B.C.; Rodriguez-
Canales, J.; et al. Taxane-Platin-Resistant Lung Cancers Co-develop Hypersensitivity to JumonjiC Demethylase Inhibitors. Cell
Rep. 2017, 19, 1669-1684. [CrossRef]

Dalvi, M.P,; Martinez, E.D. JumonjiC demethylase inhibitors show potential for targeting chemotherapy-resistant lung cancers.
Mol. Cell. Oncol. 2017, 4, €1345352. [CrossRef]

Tsukada, Y.-i.; Ishitani, T.; Nakayama, K.I. KDM7 is a dual demethylase for histone H3 Lys 9 and Lys 27 and functions in brain
development. Genes Dev. 2010, 24, 432-437. [CrossRef]

Gerken, P.A.; Wolstenhulme, J.R.; Tumber, A.; Hatch, S.B.; Zhang, Y.; Miiller, S.; Chandler, S.A.; Mair, B.; Li, F;; Nijman, S.M.B.; et al.
Discovery of a Highly Selective Cell-Active Inhibitor of the Histone Lysine Demethylases KDM2/7. Angew. Chem. Int. Ed. 2017,
56, 15555-15559. [CrossRef]

Bhushan, B.; Erdmann, A.; Zhang, Y.; Belle, R.; Johannson, C.; Oppermann, U.; Hopkinson, R.J.; Schofield, C.J.; Kawamura, A.
Investigations on small molecule inhibitors targeting the histone H3K4 tri-methyllysine binding PHD-finger of JmjC histone
demethylases. Bioorganic Med. Chem. 2018, 26, 2984-2991. [CrossRef] [PubMed]

Wagner, E.K; Nath, N.; Flemming, R.; Feltenberger, ].B.; Denu, ].M. Identification and Characterization of Small Molecule
Inhibitors of a Plant Homeodomain Finger. Biochemistry 2012, 51, 8293-8306. [CrossRef] [PubMed]

Hsia, D.A.; Tepper, C.G.; Pochampalli, M.R.; Hsia, E.Y.C.; Izumiya, C.; Huerta, S.B.; Wright, M.E.; Chen, H.-W.; Kung, H.-] ;
Izumiya, Y. KDMS8, a H3K36me?2 histone demethylase that acts in the cyclin Al coding region to regulate cancer cell proliferation.
Proc. Natl. Acad. Sci. USA 2010, 107, 9671-9676. [CrossRef] [PubMed]

Shen, J.; Xiang, X.; Chen, L.; Wang, H.; Wu, L.; Sun, Y.; Ma, L.; Gu, X,; Liu, H.; Wang, L.; et al. JMJD5 cleaves monomethylated
histone H3 N-tail under DNA damaging stress. EMBO Rep. 2017, 18, 2131-2143. [CrossRef]

Zhang, X.; Wen, H.; Shi, X. Lysine methylation: Beyond histones. Acta Biochim. Et Biophys. Sin. 2012, 44, 14-27. [CrossRef]
[PubMed]

Zheng, H.; Tie, Y.; Fang, Z.; Wu, X.; Yi, T.; Huang, S.; Liang, X.; Qian, Y.; Wang, X,; Pi, R.; et al. Jumonji domain-containing 6
(JMJD6) identified as a potential therapeutic target in ovarian cancer. Signal Transduct. Target. Ther. 2019, 4, 24. [CrossRef]

Ran, T.; Xiao, R.; Huang, Q.; Yuan, H.; Lu, T.; Liu, W. In Silico Discovery of JMJD6 Inhibitors for Cancer Treatment. ACS Med.
Chem. Lett. 2019, 10, 1609-1613. [CrossRef]

Srivastava, R.; Rai, K.M.; Srivastava, R. Plant Biosynthetic Engineering Through Transcription Regulation: An Insight into
Molecular Mechanisms During Environmental Stress. In Biosynthetic Technology and Environmental Challenges; Springer Nature:
Singapore, 2018; pp. 51-72, ISBN 9789811074332.

Atanasov, A.G.; Zotchev, S.B.; Dirsch, VM.; Orhan, LE.; Banach, M.; Rollinger, ].M.; Barreca, D.; Weckwerth, W.; Bauer, R.; Bayer,
E.A; et al. Natural products in drug discovery: Advances and opportunities. Nat. Rev. Drug Discov. 2021, 20, 200-216. [CrossRef]
Del Moral-Morales, A.; Salgado-Albarran, M.; Ortiz-Gutiérrez, E.; Pérez-Hernandez, G.; Soto-Reyes, E. Transcriptomic and Drug
Discovery Analyses Reveal Natural Compounds Targeting the KDM4 Subfamily as Promising Adjuvant Treatments in Cancer.
Front. Genet. 2022, 13, 860924. [CrossRef]

Chu, Y,; Xiao, Z.; Jing, N.; Yan, W.; Wang, S.; Ma, B.; Zhang, |.; Li, Y. Arborinine, a potential LSD1 inhibitor, inhibits epithelial-
mesenchymal transition of SGC-7901 cells and adriamycin-resistant gastric cancer SGC-7901/ADR cells. Investig. New Drugs
2021, 39, 627-635. [CrossRef]

Rose, N.R.; Woon, E.C.Y,; Tumber, A.; Walport, L.J.; Chowdhury, R.; Li, X.S.; King, O.N.E; Lejeune, C.; Ng, S.S.; Krojer, T.; et al.
Plant Growth Regulator Daminozide Is a Selective Inhibitor of Human KDM2/7 Histone Demethylases. ]. Med. Chem. 2012, 55,
6639-6643. [CrossRef] [PubMed]


https://doi.org/10.1038/nature13688
https://doi.org/10.1038/nature13605
https://www.ncbi.nlm.nih.gov/pubmed/25132549
https://doi.org/10.18632/oncotarget.19100
https://www.ncbi.nlm.nih.gov/pubmed/28977932
https://doi.org/10.1016/j.ejps.2021.105961
https://www.ncbi.nlm.nih.gov/pubmed/34363938
https://doi.org/10.21873/anticanres.11198
https://doi.org/10.1126/scitranslmed.aao4680
https://doi.org/10.3389/fphar.2021.702360
https://doi.org/10.1016/j.celrep.2017.04.077
https://doi.org/10.1080/23723556.2017.1345352
https://doi.org/10.1101/gad.1864410
https://doi.org/10.1002/anie.201706788
https://doi.org/10.1016/j.bmc.2018.03.030
https://www.ncbi.nlm.nih.gov/pubmed/29764755
https://doi.org/10.1021/bi3009278
https://www.ncbi.nlm.nih.gov/pubmed/22994852
https://doi.org/10.1073/pnas.1000401107
https://www.ncbi.nlm.nih.gov/pubmed/20457893
https://doi.org/10.15252/embr.201743892
https://doi.org/10.1093/abbs/gmr100
https://www.ncbi.nlm.nih.gov/pubmed/22194010
https://doi.org/10.1038/s41392-019-0055-8
https://doi.org/10.1021/acsmedchemlett.9b00264
https://doi.org/10.1038/s41573-020-00114-z
https://doi.org/10.3389/fgene.2022.860924
https://doi.org/10.1007/s10637-020-01016-y
https://doi.org/10.1021/jm300677j
https://www.ncbi.nlm.nih.gov/pubmed/22724510

Epigenomes 2023, 7, 10 19 of 19

177.

178.

179.

180.

181.

182.

183.

184.

Chen, J.Y;; Li, C.E; Chu, PY;; Lai, Y.S.; Chen, C.H,; Jiang, S.S.; Hou, M.F; Hung, W.C. Lysine demethylase 2A promotes stemness
and angiogenesis of breast cancer by upregulating Jagged1. Oncotarget 2016, 7, 27689-27710. [CrossRef] [PubMed]

Yang, C.-Y.; Tsao, C.-H.; Hsieh, C.-C,; Lin, C.-K; Lin, C.-S,; Li, Y.-H.; Chang, W.-C.; Cheng, J.-C.; Lin, G.-J.; Sytwu, H.-K.; et al.
Downregulation of Jumonji-C domain-containing protein 5 inhibits proliferation by silibinin in the oral cancer PDTX model.
PLoS ONE 2020, 15, €0236101. [CrossRef] [PubMed]

Liu, J.-S.; Fang, W.-K.; Yang, S.-M.; Wu, M.-C.; Chen, T.-].; Chen, C.-M.; Lin, T.-Y,; Liu, K.-L.; Wu, C.-M.; Chen, Y.-C.; et al.
Natural product myricetin is a pan-KDM4 inhibitor which with poly lactic-co-glycolic acid formulation effectively targets
castration-resistant prostate cancer. J. Biomed. Sci. 2022, 29, 29. [CrossRef] [PubMed]

Hirose, M.; Takesada, Y.; Tanaka, H.; Tamano, S.; Kato, T.; Shirai, T. Carcinogenicity of antioxidants BHA, caffeic acid, sesamol,
4-methoxyphenol and catechol at low doses, either alone or in combination, and modulation of their effects in a rat medium-term
multi-organ carcinogenesis model. Carcinogenesis 1998, 19, 207-212. [CrossRef]

Yuan, X.; Kong, J.; Ma, Z; Li, N,; Jia, R.; Liu, Y.; Zhou, E; Zhan, Q.; Liu, G.; Gao, S. KDM4C, a H3K9me3 Histone Demethylase, is
Involved in the Maintenance of Human ESCC-Initiating Cells by Epigenetically Enhancing SOX2 Expression. Neoplasia 2016, 18,
594-609. [CrossRef]

Kim, T.D,; Fuchs, ].R.; Schwartz, E.; Abdelhamid, D.; Etter, ].; Berry, W.L.; Li, C.; Ihnat, M.A.; Li, PK,; Janknecht, R. Pro-growth
role of the JMJD2C histone demethylase in HCT-116 colon cancer cells and identification of curcuminoids as JMJD2 inhibitors.
Am. ]. Transl. Res. 2014, 6, 236-247.

Stavropoulos, P.; Hoelz, A. Lysine-specific demethylase 1 as a potential therapeutic target. Expert Opin. Ther. Targets 2007, 11,
809-820. [CrossRef]

Li, Y,; Zhan, Z; Yin, X,; Fu, S.; Deng, X. Targeted Therapeutic Strategies for Triple-Negative Breast Cancer. Front. Oncol. 2021, 11,
731535. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.18632/oncotarget.8381
https://www.ncbi.nlm.nih.gov/pubmed/27029061
https://doi.org/10.1371/journal.pone.0236101
https://www.ncbi.nlm.nih.gov/pubmed/32678829
https://doi.org/10.1186/s12929-022-00812-3
https://www.ncbi.nlm.nih.gov/pubmed/35534851
https://doi.org/10.1093/carcin/19.1.207
https://doi.org/10.1016/j.neo.2016.08.005
https://doi.org/10.1517/14728222.11.6.809
https://doi.org/10.3389/fonc.2021.731535

	Introduction 
	Insights into Histone Demethylases 
	Histone Demethylase Dysregulation and Cancer 
	Histone Demethylase Inhibitors: Sentinel of Cancer 
	Perspective and Conclusions 
	References

