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Melanoma is the most malignant skin cancer, which originates from epidermal
melanocytes, with increasing worldwide incidence. The escape of immune surveillance
is a hallmark of the tumor, which is manifested by the imbalance between the enhanced
immune evasion of tumor cells and the impaired antitumor capacity of infiltrating immune
cells. According to this notion, the invigoration of the exhausted immune cells by immune
checkpoint blockades has gained encouraging outcomes in eliminating tumor cells and
significantly prolonged the survival of patients, particularly in melanoma. Epigenetics is a
pivotal non-genomic modulatory paradigm referring to heritable changes in gene
expression without altering genome sequence, including DNA methylation, histone
modification, non-coding RNAs, and m6A RNA methylation. Accumulating evidence has
demonstrated how the dysregulation of epigenetics regulates multiple biological behaviors
of tumor cells and contributes to carcinogenesis and tumor progression in melanoma.
Nevertheless, the linkage between epigenetics and antitumor immunity, as well as its
implication in melanoma immunotherapy, remains elusive. In this review, we first introduce
the epidemiology, clinical characteristics, and therapeutic innovations of melanoma. Then,
the tumor microenvironment and the functions of different types of infiltrating immune cells
are discussed, with an emphasis on their involvement in antitumor immunity in melanoma.
Subsequently, we systemically summarize the linkage between epigenetics and antitumor
immunity in melanoma, from the perspective of distinct paradigms of epigenetics.
Ultimately, the progression of the clinical trials regarding epigenetics-based melanoma
immunotherapy is introduced.
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BACKGROUND

Melanoma is among the most aggressive forms of skin cancer, the worldwide incidence of which has
been continuously increasing. The malignant transformation of epidermal melanocytes contributes
to the occurrence of melanoma, which proliferates rapidly and can easily metastasize throughout the
body via lymphatic and blood vessels (1, 2). While melanoma at an early stage can be cured by
surgical resection, metastatic melanoma spreading to distant spots, in particular to pivotal organs
like the lung, liver, and brain, would be difficult to treat and greatly threatens the lifespan of patients
(3). In 2021, there are approximately 106,110 new cases of cutaneous melanoma and 7,180 cases of
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mortality arising from this disease in the United States,
accounting for approximately 5.6% of all new cancer cases
emerging and 1.2% of all cancer-related deaths, respectively (4).

Previous accumulating evidence has revealed that the primary
risk factors of melanoma mainly include family history, multiple
moles, fair skin, AND UV radiation, and genetic alteration is
considered to be related to all these risk factors (5). To be specific,
the risk loci in CDKN2A are identified in about 40% of familial
melanomas (6). In addition, individuals carryingMC1R variants,
especially those with red hair color, fair skin, and poor tanning
ability, might have a higher risk of melanoma (7). Of note,
melanoma possesses the highest mutational burden among all
types of cancers, which is largely attributed to UV radiation.
UVB might cause a C-to-T transition in the 3′ base of the
pyrimidine. Another classic UV characteristic mutation is the G-
to-T transformation caused by UVA-related oxidative damage
(1, 2, 8). Advances in the understanding of the genetic mutations
operating in melanoma pathogenesis have led to revolutionary
progress in targeted therapies that interfere with mutation
drivers like BRAF (9). Apart from targeted therapy, the
invigoration of antitumor immunity via the blockade of
immune checkpoints like PD-1 or PD-L1 has also been
ubiquitously employed in melanoma treatment since 10 years
ago, which has unprecedentedly optimized tumor control.
Although the treatment like the combination of BRAF
inhibitor and MEK inhibitor or monoclonal anti-PD-1
antibody has increased the 5-year survival from less than 5%
to approximately 30% (4), the prognosis of patients with
advanced melanomas remains unoptimistic. Therefore, a more
comprehensive understanding of the molecular mechanisms
underlying melanoma pathogenesis is necessary for the
generation of more innovative and effective therapies and more
clinical options for the treatment of melanoma.

Recently, epigenetic modification, referring to heritable
changes in gene expression without an alteration in the
genome sequence, has attracted more attention in clarifying
the pathogenesis of melanoma (10). The core regulatory
mechanism is the covalent modifications of either histone tails
or nucleosome complexes that modulate chromatin structure
and gene expression (11). During the whole process of
melanoma development, epigenetic profiles of tumor cells are
dynamically altered, especially concerning DNA methylation
and histone acetylation (12, 13). Moreover, the dysregulation
of epigenetics might prominently affect various biological
characteristics of tumor cells, including cell proliferation, cell
plasticity and stemness, cell invasion and migration, cell
metabolism, and tumor immunology (14–18). Therefore, the
mechanistic understanding of these processes would help to
extensively unveil melanoma pathogenesis and provide more
accessible and druggable choices for developing alternative
therapeutic approaches. As epigenetics in tumor immunology
is greatly implicated in not only the regulation of tumor cell
immunogenicity but also the antitumor capacity of immune cells
(19), targeting epigenetics is sure to be a potential strategy to
reinforce the efficacy of immunotherapy. For example, the usage
of pan-HDAC inhibitor leads to the upregulated expression of
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PD-L1 and PD-L2 in melanoma, which can help to increase the
treatment response to anti-PD-1 antibody and prolong the
survival of preclinical mice (20). Moreover, in a preclinical
mouse model of melanoma, low-dose 5-aza combined with an
anti-CTLA-4 antibody has been proved to be more effective in
controlling tumor growth than monotherapy (21). Therefore,
efforts have been increasingly paid to clarifying the linkage
between epigenetics and antitumor immunity in melanoma,
which might bring about innovative therapeutic approaches for
melanoma treatment.
TUMOR MICROENVIRONMENT AND
ANTITUMOR IMMUNITY

Melanoma is the most lethal skin cancer with relatively high
proliferative capacity and aggressiveness, which largely results
from various immunosuppressive mechanisms that often work
in concert to help tumor cells evade innate and adaptive immune
detection and destruction (22–25). The characteristic of immune
evasion depends on the interaction between tumor cells and the
surrounding tumor microenvironment (TME). Aside from large
amounts of tumor cells, the TME is a multicomponent and
complex network consisting of cancer-associated fibroblasts
(CAFs), endothelium, keratinocytes, adipocytes, and various
types of immune cells (26, 27). While previous studies
emphasized investigating the intrinsic characteristics of tumor
cells, the complicated and decisive interplay between tumor cells
and immune cells has gradually attracted more attention. Of
note, the capacity of tumor-infiltrating immune cells to eliminate
tumor cells, termed antitumor immunity, can be prominently
reprogrammed to contribute to the progression of melanoma
(28–30).

From a Darwinian perspective, evading immune-mediated
destruction is a critical step of tumor evolution, and the immune
system is one of the strongest selective pressures during
tumorigenesis. In the early stage, immune cells play their due
functions by inducing the apoptosis of transformed cells,
producing antitumor cytokines, or inducing cytotoxic reactions
according to their intrinsic characteristics. Later, tumor cells that
are insensitive to immune cell-mediated elimination and of high
proliferative capacity would be selected to forwardly facilitate
tumor progression (22, 31). The effective antitumor immunity
during the early phase of tumor development could be generally
divided into adaptive immunity and innate immunity. For
adaptive immunity, upon the recognition of tumor cell antigen,
surrounding dendritic cells (DCs) would migrate to lymph nodes
and present antigens to immature T cells to contribute to their
subsequent full activation. CCR7 receptor expressed by DCs is
essential for this antigen-presentation process in melanoma (32,
33). There are three main types of T lymphocytes, namely,
effector cells (or cytotoxic cells), helper cells, and regulatory
cells (34). To be specific, CD8+ T effector cells are responsible for
recognizing antigens proposed by antigen-presenting cells
through MHC class I molecules and play a cytotoxic role by
directly inducing the apoptosis of melanoma cells via releasing
May 2022 | Volume 13 | Article 868786
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perforin (32, 35). In addition, CD4+ T helper cells (Th) usually
bind to antigen-presenting cells (APCs) through MHC class II
protein complexes and can differentiate into several types of
immune cells with different capacities (36). For example, Th1
cells are capable of producing IFN-g to obtain the inhibitory
effect on tumor cells (37). There are also large amounts of tumor-
associated macrophages (TAMs) existing in or around tumors,
which are recruited by chemokine CCL2 released by either
cancer cells or stromal cells, to participate in extracellular
matrix degradation, tumor cell migration, and angiogenesis
(38). In addition, it is found that the number of neutrophils
gradually increases during tumor progression and can be
polarized into type N1 with antitumor activity or type N2 with
an immunosuppressive effect. During the early stage of tumor
progression, type N1 neutrophils dominate in TME to mediate
the killing of melanoma cells, whereas type N2 neutrophils
dominate in the late stage to support tumor extravasation (38,
39). In some circumstances, when a subset of tumor cells have
the capacity to resist the killing effect of T cells, NK cells would
work properly to play a compensatory role in recognizing and
eliminating these tumor cells. Nevertheless, melanoma cells can
also escape NK cell-mediated lysis by suppressing the expression
of major NK receptors that are associated with immune function,
including NKp30, NKp44, and NKG2D (40, 41). Previous
investigations have paid much attention to therapeutic
approaches aiming to activate the cytotoxic function of CD8+

T cells. Excitingly, several recent therapeutic strategies for
inhibiting melanoma growth have focused specifically on
activating the antitumor activity of naive or undifferentiated
inherent immune cells within TME, including macrophages, NK
cells, and DCs, all of which are primary cells to produce non-
specific cytotoxicity to target melanoma cells (41). Through the
activation of NK receptors (NKG2D, NKp30, NKp46, and
DNAM-1) on the surface of melanoma cells, NK cells can be
independently activated to eliminate melanoma cells (41, 42). In
addition, macrophages can also participate in adaptive immunity
by fulfilling the activation of CD8+ effector T cells and mediating
the generation of memory immune populations involved in long-
term remission.

Although melanoma is one of the most immunogenic types of
tumors that are putatively easier to be recognized and eliminated
by the immune system, the plasticity of melanoma cells allows
them to adapt to the cytotoxic TME. Tumor cells can acquire
different immunogenic characteristics as well as the ability to
produce immunomodulatory molecules, which in turn
influences the activation of immune cells or the composition of
immune infiltration within the tumor (43, 44). For example,
apart from PD-L1, melanoma cells can express a relatively high
level of IDO-1 that exerts an inhibitory effect on the cytotoxicity
of NK cells (45, 46). In addition, melanoma cells can secrete
chemokines to recruit immunosuppressive regulatory T cells
(Tregs), which can effectively block the cytotoxicity of effector
T cells by releasing inhibitory cytokines (47–49). Moreover,
melanoma cells also secrete granulocyte-macrophage colony-
stimulating factor (GM-CSF) or IL-6 and transport exosomes
loaded with microRNAs to recruit and transform bone marrow
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myeloid-derived suppressor cells (MDSCs) that inhibit the
activity of effector T cells through various mechanisms (50). In
addition, tumor-derived secretory molecules like VEGF-A
contribute to the downregulation of endothelial cell adhesion
molecules such as ICAM-1, thereby inhibiting T-cell adhesion to
endothelial cells and subsequent infiltration in the tumor. Aside
from this, tumor-secreted VEGF-A, prostaglandin E2, and IL-10
can induce FasL expression in endothelial cells, directly leading
to CD8+ T-cell death (51). More importantly, tumor cells
suppress the expression of chemokines, such as CXCL9 and
CXCL10, by increasing promoter methylation, thereby limiting
the necessary directional cues for T-cell infiltration (52). It has
also been proposed that tumor cells secrete Galectin-3 to
sequestrate IFN-g in the extracellular matrix and limit IFN-g-
mediated chemokine production and immune cell scheduling.
Hence, melanoma cells take advantage of their high
immunogenicity and a variety of epigenetic signaling pathways
to achieve immune escape, which greatly challenges melanoma
treatment and medication (53). In summary, the immune system
plays a key role as the first-line defense against melanoma, and
the understanding of the interplay between tumor cells and the
immune system provides cellular and molecular bases of
immunotherapy to generate effective antitumor immunity.
EPIGENETICS IN MELANOMA
ANTITUMOR IMMUNITY

Different from genetic mutations and variations, epigenetics
refers to heritable changes in gene expression without the
alteration of the genome sequence. DNA methylation, histone
modification, non-coding RNA regulation, and m6A mRNA
methylation are four main paradigms of epigenetic
modifications that can re-shape chromatin structure and
regulate gene expression mainly via covalent modification of
histone tail or nucleosome complex (54, 55). Previous studies
have emphasized the role of dysregulated epigenetics in the
intrinsic characteristics of melanoma cells, revealing the close
linkage between epigenetics and melanoma cell biology (56, 57).
However, more and more reports are now extending the network
of epigenetics-driven tumor immunology in melanoma.

The Crosstalk Between DNA Methylation
and Melanoma Immunology
Brief Introduction of DNA Methylation and Its Role in
Melanoma Cell Biology
As the most well-studied epigenetic modification in cancer, DNA
methylation is the process of 5-methylcytosine (5-mC)
formation, which is dynamically regulated by DNA
methyltransferases (DNMTs) and ten-eleven translocation
(TET) family members that are responsible for the transfer of
methyl groups to cytosine residues and DNA demethylation via
the oxidative catalysis of 5-mC to form 5-hmC (58). The
downregulation of 5-hmC induced by the reduction of
isocitrate dehydrogenase 2 (IDH2) and TET family members is
a valuable epigenetic marker with relatively high diagnostic and
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prognostic significance in melanoma (59). Quite a few genes
implicated in cell differentiation, epithelial–mesenchymal
transformation, PI3K/mTOR signaling, and cell metabolism
are differentially methylated in the promoter regions between
melanomas and benign nevus (60, 61). Genome-wide DNA
methylation analysis also unveils the epigenetic heterogeneity
of melanoma metastases in specific organs (62). Moreover,
several studies have demonstrated the engagement of DNA
methylation in the regulation of specific oncogene or tumor
suppressors in melanoma. For example, Field et al. showed that
canonical tumor suppressor BAP1 is hypermethylated in uveal
melanoma. In addition, integrative analysis reveals that SOX9 is
methylated and lowly expressed in the highly proliferative group,
and SOX9 overexpression results in decreased proliferation but
increased invasion of melanoma cells (15). Therefore, DNA
methylation plays a versatile role in mediating various aspects
of melanoma cell biology.

DNA Methylation in Immunologic Characteristics of
Tumor Cells
In addition to tumor cell biology, the dysregulation of DNA
methylation plays a critical role in regulating the immunologic
characteristic of melanoma cells from various dimensions,
including antigen presentation, inflammatory response
pathways, and immune checkpoint molecules.

The effective recognition and targeting by tumor-infiltrating
lymphocytes highly rely on the presence and levels of HLA class I
antigen expression on the surface of tumor cells. The loss of the
HLA class I antigen could help tumor cells to escape this killing
effect, which to some extent results from the hypermethylation of
the related genes (63, 64). This regulatory relationship is also
supported by the finding that the treatment with DNA
methylation inhibitor 5′-aza-2′-deoxycytidine (DAC) greatly
contributes to the restoration of cell surface expression of HLA
class I antigens and potentiates tumor cell recognition by
MAGE-specific cytotoxic T lymphocytes (CTLs) (65). It is
tempting to speculate that the hypermethylation-induced lack
of HLA class I expression is the cause of the impaired response to
vaccination, which provides a new route of escape from immune
recognition. Similarly, Radosevich et al. also provided evidence
that class II MHC molecules driven by the gene encoding the
class II transactivator (CIITA) could also be significantly restored
after the treatment with DAC in uveal melanoma cells, especially
when stimulated by IFN-g (66). Therefore, DNAmethylation is a
critical paradigm for the regulation of HLA antigens in
melanoma cells.

The disordered DNA methylation in melanoma cells can also
regulate inflammatory response pathways to modulate the
immunologic characteristics. Chiappinelli et al. unveiled that
the application of DNMT inhibitor prominently induces the
expression of endogenous retrovirus (ERV) genes and the
cytosolic sensing of double-stranded RNA (dsRNA) that cause a
type I interferon response. Bioinformatics analysis displays that
high viral defense signature expression in tumors is significantly
associated with the durable clinical response of immunotherapy.
Notably, DNMT inhibitor treatment sensitizes tumors to
Frontiers in Immunology | www.frontiersin.org 4
anti-CTLA-4 therapy in a preclinical melanoma model, which is
attributed to the re-activation of the interferon response pathway
(67, 68). Additionally, a recent study carried out by Falahat et al.
with the employment of genome-wide DNAmethylation profiling
has noted that the promoter hypermethylation of cGAS and
STING genes leads to their coordinated transcriptional silencing
and contributes to the widespread impairment of the STING
signaling function in clinically relevant human melanoma.
Pharmacologic inhibition of DNA methylation could reinstate
functional STING signaling, which is effective to restore STING
signaling to improve the antigenicity of tumor cells through the
upregulation of MHC class I molecules, facilitating the recognition
and killing of melanoma cells by cytotoxic T cells within TME
(18). Thus, epigenetic reprogramming of tumor cell-intrinsic
STING function by modulating DNA methylation might be a
promising approach to increase the efficacy of T cell-based
immunotherapy. Moreover, it has been revealed that the
deletion of TET2 in murine melanoma significantly reduces
chemokine expression and TILs, thus enabling tumors to evade
antitumor immunity and resist anti-PD-L1 immunotherapy.
Conversely, to potentiate TET activity by systematic injection of
its co-factor ascorbate or vitamin C could increase chemokine and
TILs, leading to enhanced antitumor immunity and anti-PD-L1
efficacy and extending the lifespan of tumor-bearing mice. This
investigation also suggests TET activity as a biomarker for
predicting the efficacy and patient response to anti-PD-1/PD-L1
therapy (69).

Beyond the effect on tumor intrinsic pro-inflammatory
pathways, a series of recent investigations demonstrate the
involvement of DNA methylation in regulating the expressions
of multiple immune checkpoint molecules like PD-L1, PD-L2,
CTLA-4, LAG3, TIM-3, and Galectin-9. For example, the
integrated genomic analysis identified that global DNA
methylation regulates PD-L1 expression in melanoma. The
inhibition of global methylation by decitabine increases PD-L1
expression in melanoma cells (70). Furthermore, PD-L2
expression is also under the control of DNA methylation. The
methylation status of PD-L2 gene can be used to predict the
progression-free survival of melanoma patients who have received
anti-PD-1 antibody treatment (71, 72). Similar to PD-L2, the
methylation status of CTLA-4 is also inversely correlated with its
mRNA level in melanoma tissue. The evaluation of CTLA-4
methylation provides paramount information for selecting
patients more likely to respond to immunotherapy, especially to
anti-CLTA-4 antibody treatment (73, 74). Moreover, several
studies also illustrate the effect of DNA methylation on the
mRNA level of LAG3, TIM-3, and Galectin-9 (75, 76).

In aggregate, the immunophenotypes of melanoma cells are
largely influenced by DNA methylation, which is thus involved
in regulating antitumor immunity and the response to
immunotherapy (Table 1).

DNA Methylation in Antitumor Capacity of
Immune Cells
The alteration of DNA methylation also displays a prominent
effect on the features and functions of immune cells within TME.
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DNA methylation profile analysis of melanoma tissues has
identified a subgroup of patients with methylation patterns
resembling stromal cells and leukocytes, an overexpressed
immune signature, and improved survival rates (77).
Furthermore, the global methylation profile is regarded as an
independent indicator of tumor cell immune evasion and
response to immune checkpoint inhibition in melanoma (89,
90). The analysis of methylation profile then more specifically
focuses on tumor-infiltrating immune cells with the method to
extract methylation of immune cell type-specific genes from
genome-wide methylation arrays. Intriguingly, multiple
immune methylation clusters are related to patients’ survival.
Moreover, low-dimensional projection based on immune cell
type-specific methylation reveals the grouping of the solid
tumors in line with melanoma immune methylation clusters
rather than tumor types (91). These results highlight the close
linkage between immune methylation signature and immune
cell function.

In terms of the mechanistic study, heat shock protein gp96
engages conventional and plasmacytoid DCs (pDCs) through
CD91, with the involvement of global DNMT-dependent
epigenetic modifications, to change the protein expression
within these antigen-presenting cells (78). As a result, pDCs
upregulate neuropilin-1 to enable the long-term interactions of
pDCs with Treg cells, thereby enhancing the suppression of Th1
antitumor immunity. Moreover, a recent report pointed out that
pharmacological agent leading to DNA hypomethylation in
CD8+ T cells vastly regulates activation-related transcriptional
networks, which helps to potentiate effector cytokine production
and antitumor activity. Therefore, in vivo employment of DNA
hypomethylating agent promotes the infiltration of CD8+ T cells
and suppresses tumor growth via CD8+ T cell-dependent
cytotoxicity in melanoma (79). Taken together, the antitumor
capacity of immune cells within TME is tightly regulated by
DNA methylation in melanoma, which underpins developing
therapeutic strategy of combining DNA methylation-regulatory
agent and immune checkpoint blockades (Table 1).

Histone Modification and Antitumor Immunity in
Melanoma
An Overview of Histone Modification and Its Role in
Melanoma Cell Biology
Chromatin flexibly switches from a dense heterochromatin state
with poor transcriptional activity to a relaxed euchromatin state
with high transcriptional activity. Histone modification usually
occurs at the N-terminal “tail” of histones, displaying prominent
effects on shaping chromatin structure and regulating gene
expression (92). Typical histone modification paradigms
include acetylation, methylation, phosphorylation, and
ubiquitination. Specifically, histone acetylation refers to the
addition of acetyl-to-lysine residues, which is reversely
regulated by histone acetyl transferases (HATs) and histone
deacetylation enzymes (HDACs) (93). Furthermore, histone
methylation occurs at lysine or arginine residues at specific sites
of histone H3 and H4, dynamically modulated by lysine-specific
demethylase (LSD) and a variety of methyl-transferases (94).
T
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A recent systematic epigenomic profiling analysis found frequent
loss of histone acetylations and H3K4me2/3 on regulatory regions
proximal to cancer-regulatory genes implicated in melanoma-
driving pathways, suggesting the extensive participation of
histone acetylation and methylation in melanoma (12, 13). The
expression levels of histone acetylation-modulatory enzymes are
frequently dysregulated in melanoma (95–97). Our group has
previously reported that histone deacetylase SIRT6 plays a
bimodal role in melanoma via regulating IGF1R-Akt axis and
the related autophagy (98). In addition, histone acetyltransferase
P300 directly binds to the promoter region of melanocytic-lineage
factorMITF to enhance mitochondrial oxidative phosphorylation
and thereby melanoma growth (99). Additionally, the role of
histone methylation in melanoma biology has also been well
illustrated. H3K9 demethylases LSD1 and JMJD2C jointly
contribute to melanoma progression by facilitating the
transcription and expression of E2F target genes (100).
Intriguingly, H3K9 methylation regulated by SETDB1, LSD1,
and JMJD2C appears to play quite opposite roles in the
occurrence and development of melanoma (12, 13). While
SETDB1-induced increase of H3K9 methylation exerts a
prominent carcinogenic effect in established tumors (101, 102),
the restoration of H3K9 methylation by targeting LSD1 and
JMJD2C abolishes the malignant transformation from
melanocytes to melanoma driven by oncogenic mutations
(103). Therefore, histone methylation plays a bimodal role in
melanoma carcinogenesis and development, and targeting
histone methylation should conform to the stage status in
melanoma therapy.

Histone Modification in Tumor Cell Immunogenicity
Apart from tumor cell biology, the dysregulation of histone
modification also exerts prominent influences on the
immunologic characteristic of melanoma cells, including
antigen presentation, immune checkpoint molecules, and
inflammatory pathways.

The initial investigation on the role of histone modification in
tumor cell immunogenicity was centered on the expression of
genes related to MHC class I or class II antigen presentation.
Khan et al. firstly reported that histone deacetylase inhibitors
could induce the expression of molecules like TAP1, TAP2,
LMP2, LMP7, and Tapasin, which are involved in antigen
processing and presentation via the MHC class I pathway in
melanoma cells (80). The facilitative role of HDAC inhibitor
trichostatin A on the expression of antigen processing machinery
is forwardly confirmed by another study (81). Of note, the in vivo
antitumor effect of TSA is found to be entirely dependent on the
alteration of immunogenicity of tumor cells, as the tumor-
suppressive effect does not occur in immune-deficient mice
(81). However, the pharmacological toxicity experiment reveals
that the IC50 of pan-HDAC inhibitor panobinostat is much lower
in peripheral blood mononuclear cells (PBMCs) than that in
melanoma cells, indicating that HDAC inhibitor is cytotoxic in
PBMCs at concentrations much lower than those required for
melanoma antitumor activity (104). Therefore, a more detailed
analysis of HDAC family molecules in melanoma tumor
immunology was further carried out. Woan et al. reported that
Frontiers in Immunology | www.frontiersin.org 6
HDAC6 mediates the expression of tumor-associated antigens
and MHC class I expression. Targeting HDAC6 helps to achieve
a pronounced delay of in vivo melanoma tumor growth that
partly depends on an intact immunity (105).

In addition to the effect on antigen presentation, HDAC
inhibitor also prominently regulates immune checkpoint
expression (e.g., PD-L1) in the tumor. Mechanistically, HDAC
inhibitor induces rapid upregulation of histone acetylation of the
PD-L1 gene to elicit enhanced and durable gene expression,
which thereby helps to increase the efficacy of anti-PD-1
antibody (20). Intriguingly, histone methylation is another
important paradigm implicated in tumor cell immunologic
characteristics. The ablation of LSD1 increases tumor
immunogenicity by upregulating ERV transcripts and
suppressing the RNA-induced silencing complex, which is
responsible for the diminished resistance to anti-PD-1
immunotherapy in melanoma (82). According to this notion,
targeting LSD1 is of great translational potential in optimizing
the efficacy of immunotherapy. Moreover, the expression
of histone methylase EZH2 is highly associated with
suppressed IFN-g signature in the tumor. EZH2 inhibitors
may be most effectively targeted to immunologically cold
melanoma to achieve both the direct cytotoxicity and increased
immune responses in the context of checkpoint inhibitor
immunotherapy (83).

Taken together, dysregulated histone acetylation and
methylation in melanoma regulate tumor cell immunogenicity
through manipulating various approaches including
antigen presentation, immune checkpoint molecules, and
inflammatory pathways.

Histone Modification in Immune Cell Function Within
Tumor Microenvironment
Accumulating evidence has revealed that histone modification is
also central to regulating the function of different immune cells
in TME, including T cells, NK cells, and macrophages.

Histone acetylation and methylation were previously proved
to impact the antitumor activity of different subtypes of T cells.
Specifically, the activation of histone deacetylase SIRT1 might
impede the differentiation of Th17 cells via reducing STAT3
acetylation and relevant secretion of pro-angiogenic factors, thus
restraining melanoma growth (84). Furthermore, while pan-
HDAC inhibitor displays toxicity on immune cells, specific
inhibit ion of HDAC6 by ACY-1215 results in the
downregulation of the Th2 transcription factor GATA3,
upregulation of the Th1 transcription factor T-Bet,
accumulation of central memory phenotype T cells, reduced
exhaustion-associated phenotypes, and enhanced killing in
mixed lymphocyte reactions. Therefore, the observation that
HDAC6-selective inhibitor augments T-cell immune properties
in melanoma patients provides a rationale for translational
investigation of their potential clinical efficacy (85).
Additionally, Knox et al. proved that HDAC6 inhibitor
facilitates the transition of the TME from “cold” to “hot” and
profoundly synergizes with immune checkpoint blockade
therapies in controlling tumor growth. Of note, the combined
effect is associated with enhanced infiltration of immune cells,
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increased central and effector T-cell memory, and significantly
reduced pro-tumorigenic M2 macrophages within TME (106).
Similarly, histone methylation also regulates the function of
infiltrating T cells. It is reported that nuclear LSD1
phosphorylated at serine 111 (nLSD1p) is enriched in PD-
1+CD8+ T cells from resistant melanoma patients. Targeting
the LSD1p nuclear axis effectively confers the infiltration of IFN-
g/TNF-a-expressing CD8+ T cells into the tumor, which is
further augmented by combined immunotherapy. In addition,
nLSD1p is regulated by the key T-cell exhaustion transcription
factor EOMES in dysfunctional CD8+ T cells, and nLSD1p
regulates EOMES nuclear dynamics via demethylation/
acetylation switching of critical EOMES residues. Accordingly,
there is a positive feedback loop consisting of LSD1 and EOMES
in impairing the antitumor capacity of CD8+ T cells (87).

The dysregulation of histone modification also affects the
function of alternative types of immune cells in melanoma.
Systemic overexpression of SIRT2 promotes melanoma
progression in immune-competent mice by suppressing the
infiltration and function of NK cells in TME. Pharmacological
inhibition of SIRT2 potentiates NK cell-dependent antitumor
immunity and the growth of allograft melanoma (86), which
might be of translational implication in increasing the efficacy of
immunotherapy. Moreover, EZH2-mediated histone H3
methylation of HIF1a in macrophages leads to the silence of
HIF1a expression and reprograms the immune suppressive
microenvironment to the facilitative one, which alleviates the
tumor burden and prolongs the overall survival of mice
implanted with tumor (88).

Taken together, histone modification simultaneously affects
tumor cell immunogenicity and the function of immune cells
within TME, so as to mediate tumor immunology mainly
through these two approaches (Table 1).

NcRNA and m6A RNA Methylation in Melanoma
Immunology
An Overview of NcRNA and m6A RNA Methylation in
Melanoma Cell Biology
In addition to DNA methylation and histone modification, non-
coding RNA and m6A RNA methylation are also critical types of
epigenetic modification. The expression profiles of microRNAs,
lncRNAs, and circRNAs in melanoma have been extensively
studied and are found to be associated with a variety of tumor
hallmarks (107–110). Studies of miRNAs in melanoma initially
focused on their roles as potential biomarkers (111). For
example, the level of either serum or tissue miR-16 is highly
associated with the American Joint Committee on Cancer
(AJCC) stage and the prognosis of melanoma patients (112).
Thereafter, the function of miRNAs in angiogenesis, metastasis
niche formation, and T-cell dysfunction within TME has also
received extensive attention recently. For example, Pencheva et
al. uncovered a convergent and cooperative miRNA network
consisting of miR-1908, miR-199a-5p, and miR-199a-3p, which
drive the metastasis and angiogenesis in melanoma (113). In
addition, miR-30b/30d promotes the metastatic behavior of
melanoma cells by directly targeting the GalNAc transferase
GALNT7, leading to reduced immune cell activation and
Frontiers in Immunology | www.frontiersin.org 7
recruitment (114). Of note, the biological functions of some
specific non-coding RNAs are highly correlated with lineage-
specific factors in melanoma. In particular, the sequestration of
miR-16 by the mRNA of pigmentation-associated enzyme
TYRP1 promotes tumor growth (115, 116). Moreover, a recent
annotated lncRNA SAMMSON is regulated by melanocytic-
specific transcriptional factor SOX10, and the deficiency of
SAMMSON is capable of restraining tumor progression and
increasing the efficacy of MAPK-inhibition targeted therapy
(109, 117, 118).

In addition to non-coding RNAs, m6A RNA methylation is
another critical chemical modification found in mRNA and non-
coding RNAs in eukaryotic cells (119). Jia et al. discovered that
the downregulation of the m6A level is a characteristic of ocular
melanoma and indicates a poor prognosis (120). However, the
increased m6A RNA methylation of BACE2 induces its
upregulation, which accelerates the tumorigenesis of ocular
melanoma (121). These two reports indicate the paradoxical
role of m6A methylation in ocular melanoma. In uveal
melanoma, the expression of the main m6A regulatory enzyme
METTL3 is found to be significantly increased. The knockdown
of METTL3 prominently suppresses cell proliferation, colony
formation, migration, and invasion via the downregulation of c-
Met (122), indicating that METTL3 is a promising target for the
treatment of uveal melanoma.

The Crosstalk Between NcRNA/m6A RNA Methylation and
Melanoma Immunology
The roles of ncRNAs in melanoma biology have been well
elucidated. Recently, some investigations have focused on
clarifying the role of ncRNAs in melanoma immunology, as
well as the underlying mechanism. Through the transcriptional
analysis of the process responsible for the conversion of
monocytes into MDSCs mediated by melanoma extracellular
vesicles (EVs), a set of microRNAs (miR-146a, miR-155, miR-
125b, miR-100, let-7e, miR-125a, miR-146b, and miR-99b) is
found to be markedly associated with the function of MDSCs and
the resistance to treatment with immune checkpoint inhibitors in
melanoma patients (123). Forwardly, Mastroianni et al. reported
that miR-146a controls the immune response in melanoma
TME. MiR-146a level is significantly increased in melanoma
tissue. Furthermore, T cells isolated from miR-146a-knockout
mice exhibit higher expression of miR-146a-targeted gene
STAT1 and STAT1-regulated cytokine IFN-g. Interestingly, the
combined inhibition of PD-1 and miR-146a is proved as a
promising therapeutic approach to enhance the antitumor
immune response elicited by checkpoint therapy (124). In
terms of CD8+ T cell-dependent tumor immunology, the
senescence and exhaustion of T cells are the major barriers
toward successful cancer immunotherapy. MiR-155 is identified
to enhance the antitumor function of CD8+ T cells by restraining
T cell senescence and functional exhaustion through epigenetic
silencing of drivers of terminal differentiation. Mechanistically,
miR-155 enhances polycomb repressor complex 2 (PRC2)
activity indirectly by promoting the expression of the PRC2-
associated factor Phf19 through the downregulation of the Akt
inhibitor, Ship1 (125). Martinez-Usatorre et al. then elucidated
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the mechanism responsible for the increased expression of miR-
155 in tumor-infiltrating CD8+ T cells and demonstrated that
high miR-155 expression in tumor-infiltrating CD8+ T cells may
be a surrogate marker of the relative potency of in situ antigen-
specific CD8+ T-cell response (126). Apart from the role of
intrinsic miRNAs within CD8+ T cells, CD8+ T cells can also
internalize exosomes from melanoma cells in TME, which
induces the downregulation of T-cell response through
decreased T-cell receptor (TCR) signaling and diminished
cytokine and granzyme B secretion. Therefore, miRNAs in
melanoma-derived exosomes also contribute to tumor immune
evasion and could be a valuable therapeutic target (127).

Additionally, several recent reports have revealed the close
linkage between m6A RNA methylation and antitumor
immunity in melanoma (Figure 1). Yang et al. reported that
under metabolic starvation stress, fat mass and obesity-
associated protein (FTO) is prominently induced under the
control of autophagy and the NF-kB pathway in melanoma.
Frontiers in Immunology | www.frontiersin.org 8
The genetic knockdown of FTO induces the increase of m6A
methylation in the critical pro-tumorigenic melanoma cell-
intrinsic genes including PD-1, CXCR4, and SOX10, which
results in an increased RNA decay through the m6A reader
YTHDF2. Therefore, the deficiency of FTO can help to sensitize
melanoma cells to IFN-g stimulation and increase the efficacy of
anti-PD-1 immunotherapy in mice bearing melanoma xenograft
tumor, which is associated with the activation of adaptive
immunity (128). This study takes the lead in unveiling the
crosstalk between m6A RNA methylation and tumor cell
immunogenicity in melanoma. Then, the role of another m6A
demethylase ALKBH5 is elucidated in melanoma immunology.
In particular, ALKBH5 modulates Mct4/Slc16a3 expression and
lactate content in TME, so that the composition of tumor-
infiltrating Tregs and MDSCs is altered. Of note, the ALKBH5
gene mutation and expression status of ALKBH5 in melanoma
tissues are highly correlated with the response to
immunotherapy in patients, indicating that ALKBH5 is not
FIGURE 1 | The linkage between m6A RNA methylation and antitumor immunity in melanoma. Under metabolic stress, the expression of FTO is induced under the
control of autophagy and NF-kB, which contributes to the increase of m6A RNA methylation and subsequent upregulation of SOX10, CXCR4, and PD-1, leading to
impaired response to anti-PD-1 antibody. Furthermore, ALKBH5 modulates MCT4 expression and lactate content in TME, so the composition of tumor-infiltrating
Tregs and MDSCs is altered to affect the outcome of anti-PD-1 immunotherapy. In addition to this, METTL3 exerts its role in tumor immunology in either melanoma
cells or macrophages. The deficiency of METTL3 in melanoma cells promotes the expressions of STAT1 and IRF1, resulting in the increase of IFN-g, CXCL9, and
CXCL10, which are critical for the infiltration and activation of CD8+ T cells. On the other hand, METTL3 in macrophages can impact the activation of ERK and
downstream NF-kB and STAT3 via SPRED2, which then regulates the infiltration of Tregs and M1/2-like TAM and ultimately the response to anti-PD-1 antibody.
FTO, fat mass and obesity-associated protein; TME, tumor microenvironment; Tregs, regulatory T cells; MDSCs, myeloid-derived suppressor cells.
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only a therapeutic target but also a reliable biomarker in
predicting the efficacy of immunotherapy (129). Moreover, the
depletion of methyltransferases METTL3 and METTL14 in
tumor cells is found to prominently induce the activation of
the IFN-g-STAT1-IRF1 signaling axis through the stabilization
of the STAT1 and IRF1 mRNA via YTHDF2. This regulatory
effect leads to the elevated secretion of IFN-g, CXCL9, and
CXCL10, as well as the enhanced infiltration of cytotoxic CD8+

T cells within TME, ultimately resulting in potentiated response
to anti-PD-1 antibody treatment. Notably, there is a negative
correlation between METTL3/METTL14 and STAT1 in tumor
tissues of 59 patients. In this case, METTL3 and METTL14 are
also potential therapeutic targets in anticancer immunotherapy
(130). Furthermore, the role of METTL3 in melanoma
immunology is also attributed to its effect on tumor-infiltrating
macrophages. METTL3-depleted macrophages were observed to
reshape the TME via the enhancement of M1- and M2-like TAM
and Treg infiltration in a transgenic mouse model with genetic
ablation ofMETTL3 in myeloid cells. This effect is caused by the
impairment of YTHDF1-mediated translation of SPRED2, which
induces subsequent activation of NF-kB and STAT3 through the
ERK pathway, thus leading to precipitated tumor growth and
metastasis. Intriguingly, the therapeutic efficacy of PD-1
checkpoint blockade is robustly attenuated in METTL3-
deficient mice, indicating METTL3 as a potential therapeutic
target for tumor immunotherapy, including in melanoma (131).
Combined, these reports highlight that m6A RNA methylation is
an important paradigm of epigenetic modification involved in
the regulation of tumor immunology in melanoma, from the
perspective of either tumor cell immunogenicity or the functions
of tumor-infiltrating cells like CD8+ T lymphocytes
and macrophages.
TARGETING EPIGENETICS IN
MELANOMA IMMUNOTHERAPY

Due to the relatively high accessibility and reversibility,
epigenetic modification is to some extent easier to be targeted
compared to genetic variation, which has brought about some
innovations in drug development like the inhibitors of DNMT,
HDAC, and EZH2. Based on the mechanistic discoveries of
epigenetic regulation of melanoma immunology, multiple
clinical trials have been conducted to verify the effect and
safety of the combined therapy with both immune checkpoint
blockade and epigenetics-targeting drugs, particularly with DNA
hypomethylating agents and HDAC inhibition agents that have
been documented to play prominent roles in the regulation of
antitumor immunity in melanoma.

In terms of DNA hypomethylating agents, the next-
generation guadecitabine has gained much attention and has
been testified in a clinical trial. Di Giacomo et al. recently
reported the progress of the NIBIT-M4 clinical trial, which
employs guadecitabine plus ipilimumab to treat patients with
unresectable melanoma. Among nineteen patients receiving this
combination, the total ir-disease control rate (DCR) and
Frontiers in Immunology | www.frontiersin.org 9
ir-objective response rate (ORR) were 42% and 26%,
respectively. The median CpG site methylation of tumor
samples at week 4 and week 12 was significantly lower than
that of baseline. Notably, the most frequently activated pathways
in tissue after the treatment were immune-related ones along
with the upregulation of HLA class I on melanoma cells and
increased CD8+PD-1+ T cells and CD20+ B cells in posttreatment
tumor cores. Overall, this combined therapeutic strategy is safe
and tolerable in the treatment of advanced melanoma and has
promising immunomodulatory and antitumor activity (132).

Apart from DNA methylation, HDAC is another druggable
target to intervene epigenetics and has also been testified in a
clinical trial. To be specific, a clinical trial called the PEMDAC
study concomitantly employed anti-PD-1 antibody
pembrolizumab and HDAC inhibitor entinostat in adult
patients with metastatic uveal melanoma (133). Eligible
patients had histologically confirmed metastatic uveal
melanoma and the primary endpoint was ORR. Patients
enrolled in this trial received pembrolizumab 200 mg
intravenously every third week in combination with entinostat
5 mg orally once a week. As a result, the ORR of the 29 patients
enrolled in this investigation was 14%. The clinical benefit rate at
18 weeks was 28%, with a median progression-free survival of 2.1
months and a median overall survival of 13.4 months.
Intriguingly, objective responses and/or prolonged survival
were seen in patients with BAP1 wild-type tumors and in one
patient with an iris melanoma that exhibited a UV signature. In
addition, longer survival was also correlated with lower baseline
ctDNA levels or lactate dehydrogenase (LDH). In aggregate, the
combina t ion of HDAC inhib i t ion and an t i -PD-1
immunotherapy results in durable responses in a subset of
patients with metastatic uveal melanoma, with relatively
manageable toxicities (134).

Aside from these trials, there are also some other ongoing trials
combining epigenetic drugs and immunotherapy in melanoma
(Table 2). The present applicable DNMT inhibitors also include
azacitidine, decitabine, and cedazuridine in addition to the
abovementioned guadecitabine. Moreover, three alternative types
of HDAC inhibitors, including tinostamustine, domatinostat, and
mocetinostat, have also been applied preclinically or clinically
aside from the currently available entinostat. For example, in a
preclinical tumor model, domatinostat treatment upregulates the
expression of antigen-presenting machinery genes and MHC class
I and II molecules, along with CTL infiltration in tumors.
Domatinostat substantially increases antitumor effects in
combination with PD-(L)1 blockade compared to single-agent
therapies and displays greater benefit, especially in tumors with
preexisting CTLs. Clinically, these findings were confirmed in
patients with advanced melanoma treated with domatinostat for
14 days who displayed elevated expression of APM and MHC
genes, and the IFN-g and pembrolizumab response signatures in
individual tumor samples. These results highlight the translational
potential of the therapeutic approach of combining domatinostat
and anti-PD-1 antibody (135). It should be noted that these
alternative agents have already been applied to clinical trials in
other types of cancer (136). In addition, an EZH2 inhibitor
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combined with immune checkpoint blockades is also employed in
trying to treat urothelial cancer and bladder cancer (136, 137). In
the future, more clinical trials are expected to discover additional
promising therapeutic combinations based on the regulation of
tumor immunology by epigenetics.
CONCLUSIONS

In this review, we highlight the roles of epigenetics in the tumor
immunology of melanoma and discuss the innovations of
targeting epigenetics combined with immunotherapy from the
perspectives of both preclinical mouse models and ongoing
human clinical trials. Given that the epigenetic regulations of
various paradigms exert a significant regulatory role in not only
tumor cell behavior but also the outcome of antitumor
immunity, we speculate that targeting epigenetics is a
promising therapeutic strategy to achieve the simultaneous
Frontiers in Immunology | www.frontiersin.org 10
effects on both tumor growth and tumor immunology, which
warrants more studies in the future.
AUTHOR CONTRIBUTIONS

WG and CL designed the review. YC, XY, and NS drafted the
manuscript and prepared the figures. WG and CL revised the
draft. All authors read and approved the final manuscript.
FUNDING

This work has received funding from the National Natural
Science Foundation of China (No. 81902791), Support
Program of Young Talents in Shaanxi Province (No.
20200303), and Young Eagle Project of Fourth Military
Medical University (No. 2019cyjhgwn).
REFERENCES

1. Alexandrov LB, Nik-Zainal S, Wedge DC, Aparicio SA, Behjati S, Biankin
AV, et al. Signatures of Mutational Processes in Human Cancer. Nature
(2013) 500(7463):415–21. doi: 10.1038/nature12477

2. Berger MF, Hodis E, Heffernan TP, Deribe YL, Lawrence MS, Protopopov A,
et al. Melanoma Genome Sequencing Reveals Frequent PREX2 Mutations.
Nature (2012) 485(7399):502–6. doi: 10.1038/nature11071

3. Siegel R, Ma J, Zou Z, Jemal A. Cancer Statistics, 2014. CA: Cancer J Clin
(2014) 64(1):9–29. doi: 10.3322/caac.21208

4. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer Statistics, 2021. CA: Cancer
J Clin (2021) 71(1):7–33. doi: 10.3322/caac.21654

5. Gandini S, Autier P, Boniol M. Reviews on Sun Exposure and Artificial Light
and Melanoma. Prog biophysics Mol Biol (2011) 107(3):362–6. doi: 10.1016/
j.pbiomolbio.2011.09.011

6. Burgstaller-Muehlbacher S, Marko M, Muller C, Wendt J, Pehamberger
H, Okamoto I. Novel CDKN2A Mutations in Austrian Melanoma
Patients. Melanoma Res (2015) 25(5):412–20. doi: 10.1097/CMR.
0000000000000179

7. Chen S, Zhu B, Yin C, Liu W, Han C, Chen B, et al. Palmitoylation-
Dependent Activation of MC1R Prevents Melanomagenesis. Nature (2017)
549(7672):399–403. doi: 10.1038/nature23887
8. Hodis E, Watson IR, Kryukov GV, Arold ST, Imielinski M, Theurillat JP,
et al. A Landscape of Driver Mutations in Melanoma. Cell (2012) 150
(2):251–63. doi: 10.1016/j.cell.2012.06.024

9. Shain AH, Yeh I, Kovalyshyn I, Sriharan A, Talevich E, Gagnon A, et al. The
Genetic Evolution of Melanoma From Precursor Lesions. N Engl J Med
(2015) 373(20):1926–36. doi: 10.1056/NEJMoa1502583

10. Giunta EF, Arrichiello G, Curvietto M, Pappalardo A, Bosso D, Rosanova M,
et al. Epigenetic Regulation in Melanoma: Facts and Hopes. Cells (2021) 10
(8):2048. doi: 10.3390/cells10082048

11. Mashima E, Sawada Y. Epigenetics of Cutaneous Sarcoma. Int J Mol Sci
(2021) 23(1):422. doi: 10.3390/ijms23010422

12. Verfaillie A, Imrichova H, Atak ZK, Dewaele M, Rambow F, Hulselmans G,
et al. Decoding the Regulatory Landscape of Melanoma Reveals TEADS as
Regulators of the Invasive Cell State. Nat Commun (2015) 6:6683. doi:
10.1038/ncomms7683

13. Shakhova O, Cheng P, Mishra PJ, Zingg D, Schaefer SM, Debbache J, et al.
Antagonistic Cross-Regulation Between Sox9 and Sox10 Controls an Anti-
Tumorigenic Program in Melanoma. PloS Genet (2015) 11(1):e1004877. doi:
10.1371/journal.pgen.1004877

14. Jin B, Zhang P, Zou H, Ye H, Wang Y, Zhang J, et al. Verification of EZH2 as
a Druggable Target in Metastatic Uveal Melanoma. Mol Cancer (2020) 19
(1):52. doi: 10.1186/s12943-020-01173-x
TABLE 2 | List of clinical trials combining epigenetic drugs and immunotherapy in melanoma.

Clinical trial ID Recruitment status Phase Immunotherapy agent Epigenetic drug Cancer type

DNMTi
NCT02608437 Completed I Ipilimumab Guadecitabine Metastatic melanoma
NCT02816021 Recruiting II Pembrolizumab Azacitidine Metastatic melanoma
NCT05089370 Not yet recruiting I/II Nivolumab Decitabine/cedazuridine Mucosal melanoma
HDACi
NCT02437136 Unknown I/II Pembrolizumab Entinostat NSCLC/melanoma,

colorectal cancer
NCT02697630 Active II Pembrolizumab Entinostat Uveal melanoma
NCT03765229 Recruiting II Pembrolizumab Entinostat Stage III/IV melanoma
NCT03903458 Recruiting I Nivolumab Tinostamustine Melanoma
NCT04133948 Recruiting I/II Ipilimumab and nivolumab Domatinostat Stage III melanoma
NCT03565406 Terminated I Ipilimumab and nivolumab Mocetinostat Stage III/IV melanoma
NCT03278665 Completed I/II Pembrolizumab Domatinostat Unresectable/metastatic

melanoma
May 2022 | Volu
NSCLC, non-small cell lung cancer.
me 13 | Article 868786

https://doi.org/10.1038/nature12477
https://doi.org/10.1038/nature11071
https://doi.org/10.3322/caac.21208
https://doi.org/10.3322/caac.21654
https://doi.org/10.1016/j.pbiomolbio.2011.09.011
https://doi.org/10.1016/j.pbiomolbio.2011.09.011
https://doi.org/10.1097/CMR.0000000000000179
https://doi.org/10.1097/CMR.0000000000000179
https://doi.org/10.1038/nature23887
https://doi.org/10.1016/j.cell.2012.06.024
https://doi.org/10.1056/NEJMoa1502583
https://doi.org/10.3390/cells10082048
https://doi.org/10.3390/ijms23010422
https://doi.org/10.1038/ncomms7683
https://doi.org/10.1371/journal.pgen.1004877
https://doi.org/10.1186/s12943-020-01173-x
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Chen et al. Epigenetics Regulates Melanoma Immunology
15. Cheng PF, Shakhova O, Widmer DS, Eichhoff OM, Zingg D, Frommel SC,
et al. Methylation-Dependent SOX9 Expression Mediates Invasion in
Human Melanoma Cells and Is a Negative Prognostic Factor in Advanced
Melanoma. Genome Biol (2015) 16:42. doi: 10.1186/s13059-015-0594-4

16. Li F, Xu Y, Xu X, Ge S, Zhang F, Zhang H, et al. Lncrna HotairM1 Depletion
Promotes Self-Renewal of Cancer Stem Cells Through HOXA1-Nanog
Regulation Loop. Mol Ther Nucleic Acids (2020) 22:456–70. doi: 10.1016/
j.omtn.2020.09.008

17. Diener J, Baggiolini A, Pernebrink M, Dalcher D, Lerra L, Cheng PF, et al.
Epigenetic Control of Melanoma Cell Invasiveness by the Stem Cell Factor
SALL4. Nat Commun (2021) 12(1):5056. doi: 10.1038/s41467-021-25326-8

18. Falahat R, Berglund A, Putney RM, Perez-Villarroel P, Aoyama S, Pilon-
Thomas S, et al. Epigenetic Reprogramming of Tumor Cell-Intrinsic STING
Function Sculpts Antigenicity and T Cell Recognition of Melanoma. Proc
Natl Acad Sci USA (2021) 118(15):e2013598118. doi: 10.1073/pnas.
2013598118

19. Dai E, Zhu Z, Wahed S, Qu Z, Storkus WJ, Guo ZS. Epigenetic Modulation
of Antitumor Immunity for Improved Cancer Immunotherapy. Mol Cancer
(2021) 20(1):171. doi: 10.1186/s12943-021-01464-x

20. Woods DM, Sodre AL, Villagra A, Sarnaik A, Sotomayor EM,Weber J. Hdac
Inhibition Upregulates PD-1 Ligands in Melanoma and Augments
Immunotherapy With PD-1 Blockade. Cancer Immunol Res (2015) 3
(12):1375–85. doi: 10.1158/2326-6066.CIR-15-0077-T

21. Chiappinelli KB, Zahnow CA, Ahuja N, Baylin SB. Combining Epigenetic
and Immunotherapy to Combat Cancer. Cancer Res (2016) 76(7):1683–9.
doi: 10.1158/0008-5472.CAN-15-2125

22. Dunn GP, Bruce AT, Ikeda H, Old LJ, Schreiber RD. Cancer
Immunoediting: From Immunosurveillance to Tumor Escape. Nat
Immunol (2002) 3(11):991–8. doi: 10.1038/ni1102-991

23. Polyak K, Haviv I, Campbell IG. Co-Evolution of Tumor Cells and Their
Microenvironment. Trends Genet: TIG (2009) 25(1):30–8. doi: 10.1016/
j.tig.2008.10.012

24. Gaudet F, Hodgson JG, Eden A, Jackson-Grusby L, Dausman J, Gray JW,
et al. Induction of Tumors in Mice by Genomic Hypomethylation. Science
(2003) 300(5618):489–92. doi: 10.1126/science.1083558

25. Jun HJ, Woolfenden S, Coven S, Lane K, Bronson R, Housman D, et al.
Epigenetic Regulation of c-ROS Receptor Tyrosine Kinase Expression in
Malignant Gliomas. Cancer Res (2009) 69(6):2180–4. doi: 10.1158/0008-
5472.CAN-08-3351

26. Tung KH, Ernstoff MS, Allen C, Shu S. A Review of Exosomes and Their Role in
The Tumor Microenvironment and Host-Tumor “Macroenvironment.
J Immunol Sci (2019) 3(1):4–8. doi: 10.29245/2578-3009/2019/1.1165

27. Gener Lahav T, Adler O, Zait Y, Shani O, Amer M, Doron H, et al.
Melanoma-Derived Extracellular Vesicles Instigate Proinflammatory
Signaling in the Metastatic Microenvironment. Int J Cancer (2019) 145
(9):2521–34. doi: 10.1002/ijc.32521

28. Marcus A, Gowen BG, Thompson TW, Iannello A, Ardolino M, Deng W,
et al. Recognition of Tumors by the Innate Immune System and Natural
Killer Cells. Adv Immunol (2014) 122:91–128. doi: 10.1016/B978-0-12-
800267-4.00003-1

29. Blankenstein T, Coulie PG, Gilboa E, Jaffee EM. The Determinants of
Tumour Immunogenicity. Nat Rev Cancer (2012) 12(4):307–13. doi:
10.1038/nrc3246

30. Gajewski TF, Schreiber H, Fu YX. Innate and Adaptive Immune Cells in the
Tumor Microenvironment. Nat Immunol (2013) 14(10):1014–22. doi:
10.1038/ni.2703

31. Beatty GL, Gladney WL. Immune Escape Mechanisms as a Guide for Cancer
Immunotherapy. Clin Cancer Res Off J Am Assoc Cancer Res (2015) 21
(4):687–92. doi: 10.1158/1078-0432.CCR-14-1860

32. Mempel TR, Henrickson SE, Von Andrian UH. T-Cell Priming by Dendritic
Cells in Lymph Nodes Occurs in Three Distinct Phases. Nature (2004) 427
(6970):154–9. doi: 10.1038/nature02238

33. Amon L, Lehmann CHK, Baranska A, Schoen J, Heger L, Dudziak D.
Transcriptional Control of Dendritic Cell Development and Functions. Int
Rev Cell Mol Biol (2019) 349:55–151. doi: 10.1016/bs.ircmb.2019.10.001

34. Kumar BV, Connors TJ, Farber DL. Human T Cell Development,
Localization, and Function Throughout Life. Immunity (2018) 48(2):202–
13. doi: 10.1016/j.immuni.2018.01.007
Frontiers in Immunology | www.frontiersin.org 11
35. Gerritsen B, Pandit A. The Memory of a Killer T Cell: Models of CD8(+) T
Cell Differentiation. Immunol Cell Biol (2016) 94(3):236–41. doi: 10.1038/
icb.2015.118

36. Nguyen QP, Deng TZ, Witherden DA, Goldrath AW. Origins of CD4(+)
Circulating and Tissue-Resident Memory T-Cells. Immunology (2019) 157
(1):3–12. doi: 10.1111/imm.13059

37. Abbas AK, Murphy KM, Sher A. Functional Diversity of Helper T
Lymphocytes. Nature (1996) 383(6603):787–93. doi: 10.1038/383787a0

38. Liu PS, Wang H, Li X, Chao T, Teav T, Christen S, et al. Alpha-Ketoglutarate
Orchestrates Macrophage Activation Through Metabolic and Epigenetic
Reprogramming. Nat Immunol (2017) 18(9):985–94. doi: 10.1038/ni.3796

39. de Groot AE, Pienta KJ. Epigenetic Control of Macrophage Polarization:
Implications for Targeting Tumor-Associated Macrophages. Oncotarget
(2018) 9(29):20908–27. doi: 10.18632/oncotarget.24556

40. Bugide S, Janostiak R, Wajapeyee N. Epigenetic Mechanisms Dictating
Eradication of Cancer by Natural Killer Cells. Trends Cancer (2018) 4
(8):553–66. doi: 10.1016/j.trecan.2018.06.004

41. Ramakrishnan S, Granger V, Rak M, Hu Q, Attwood K, Aquila L, et al.
Inhibition of EZH2 Induces NK Cell-Mediated Differentiation and Death in
Muscle-Invasive Bladder Cancer. Cell Death Differ (2019) 26(10):2100–14.
doi: 10.1038/s41418-019-0278-9

42. Yoon SR, Kim TD, Choi I. Understanding of Molecular Mechanisms in
Natural Killer Cell Therapy. Exp Mol Med (2015) 47:e141. doi: 10.1038/
emm.2014.114

43. Cavalli G, Heard E. Advances in Epigenetics Link Genetics to the
Environment and Disease. Nature (2019) 571(7766):489–99. doi: 10.1038/
s41586-019-1411-0

44. John RM, Rougeulle C. Developmental Epigenetics: Phenotype and the
Flexible Epigenome. Front Cell Dev Biol (2018) 6:130. doi: 10.3389/
fcell.2018.00130

45. Liu C, Workman CJ, Vignali DA. Targeting Regulatory T Cells in Tumors.
FEBS J (2016) 283(14):2731–48. doi: 10.1111/febs.13656

46. Shitara K, Nishikawa H. Regulatory T Cells: A Potential Target in Cancer
Immunotherapy. Ann N Y Acad Sci (2018) 1417(1):104–15. doi: 10.1111/
nyas.13625

47. Beyer S, Kristensen MM, Jensen KS, Johansen JV, Staller P. The Histone
Demethylases JMJD1A and JMJD2B are Transcriptional Targets of
Hypoxia-Inducible Factor HIF. J Biol Chem (2008) 283(52):36542–52. doi:
10.1074/jbc.M804578200

48. Pollard PJ, Loenarz C, Mole DR, McDonough MA, Gleadle JM, Schofield CJ,
et al. Regulation of Jumonji-domain-containing Histone Demethylases by
Hypoxia-Inducible Factor (HIF)-1alpha. Biochem J (2008) 416(3):387–94.
doi: 10.1042/BJ20081238

49. Kusumoto F. A Comprehensive Approach to Management of Ventricular
Arrhythmias. Cardiol Clinics (2008) 26(3):481–96. doi: 10.1016/
j.ccl.2008.03.002

50. Vento-Tormo R, Company C, Rodriguez-Ubreva J, de la Rica L, Urquiza JM,
Javierre BM, et al. IL-4 Orchestrates STAT6-mediated DNA Demethylation
Leading to Dendritic Cell Differentiation. Genome Biol (2016) 17:4. doi:
10.1186/s13059-015-0863-2

51. Bonaventura P, Shekarian T, Alcazer V, Valladeau-Guilemond J, Valsesia-
Wittmann S, Amigorena S, et al. Cold Tumors: A Therapeutic Challenge for
Immunotherapy. Front Immunol (2019) 10:168. doi: 10.3389/
fimmu.2019.00168

52. Masopust D, Schenkel JM. The Integration of T Cell Migration,
Differentiation and Function. Nat Rev Immunol (2013) 13(5):309–20. doi:
10.1038/nri3442

53. Gordon-Alonso M, Hirsch T, Wildmann C, van der Bruggen P. Galectin-3
Captures Interferon-Gamma in the Tumor Matrix Reducing Chemokine
Gradient Production and T-cell Tumor Infiltration. Nat Commun (2017) 8
(1):793. doi: 10.1038/s41467-017-00925-6

54. Jones PA, Baylin SB. The Epigenomics of Cancer. Cell (2007) 128(4):683–92.
doi: 10.1016/j.cell.2007.01.029

55. Flavahan WA, Gaskell E, Bernstein BE. Epigenetic Plasticity and the
Hallmarks of Cancer. Science (2017) 357(6348):eaal2380. doi: 10.1126/
science.aal2380

56. Xing YL. A Mathematical Theory of Cortex-Receptor Artificial Extension.
Sci Rep (2020) 10(1):765. doi: 10.1038/s41598-020-57591-w
May 2022 | Volume 13 | Article 868786

https://doi.org/10.1186/s13059-015-0594-4
https://doi.org/10.1016/j.omtn.2020.09.008
https://doi.org/10.1016/j.omtn.2020.09.008
https://doi.org/10.1038/s41467-021-25326-8
https://doi.org/10.1073/pnas.2013598118
https://doi.org/10.1073/pnas.2013598118
https://doi.org/10.1186/s12943-021-01464-x
https://doi.org/10.1158/2326-6066.CIR-15-0077-T
https://doi.org/10.1158/0008-5472.CAN-15-2125
https://doi.org/10.1038/ni1102-991
https://doi.org/10.1016/j.tig.2008.10.012
https://doi.org/10.1016/j.tig.2008.10.012
https://doi.org/10.1126/science.1083558
https://doi.org/10.1158/0008-5472.CAN-08-3351
https://doi.org/10.1158/0008-5472.CAN-08-3351
https://doi.org/10.29245/2578-3009/2019/1.1165
https://doi.org/10.1002/ijc.32521
https://doi.org/10.1016/B978-0-12-800267-4.00003-1
https://doi.org/10.1016/B978-0-12-800267-4.00003-1
https://doi.org/10.1038/nrc3246
https://doi.org/10.1038/ni.2703
https://doi.org/10.1158/1078-0432.CCR-14-1860
https://doi.org/10.1038/nature02238
https://doi.org/10.1016/bs.ircmb.2019.10.001
https://doi.org/10.1016/j.immuni.2018.01.007
https://doi.org/10.1038/icb.2015.118
https://doi.org/10.1038/icb.2015.118
https://doi.org/10.1111/imm.13059
https://doi.org/10.1038/383787a0
https://doi.org/10.1038/ni.3796
https://doi.org/10.18632/oncotarget.24556
https://doi.org/10.1016/j.trecan.2018.06.004
https://doi.org/10.1038/s41418-019-0278-9
https://doi.org/10.1038/emm.2014.114
https://doi.org/10.1038/emm.2014.114
https://doi.org/10.1038/s41586-019-1411-0
https://doi.org/10.1038/s41586-019-1411-0
https://doi.org/10.3389/fcell.2018.00130
https://doi.org/10.3389/fcell.2018.00130
https://doi.org/10.1111/febs.13656
https://doi.org/10.1111/nyas.13625
https://doi.org/10.1111/nyas.13625
https://doi.org/10.1074/jbc.M804578200
https://doi.org/10.1042/BJ20081238
https://doi.org/10.1016/j.ccl.2008.03.002
https://doi.org/10.1016/j.ccl.2008.03.002
https://doi.org/10.1186/s13059-015-0863-2
https://doi.org/10.3389/fimmu.2019.00168
https://doi.org/10.3389/fimmu.2019.00168
https://doi.org/10.1038/nri3442
https://doi.org/10.1038/s41467-017-00925-6
https://doi.org/10.1016/j.cell.2007.01.029
https://doi.org/10.1126/science.aal2380
https://doi.org/10.1126/science.aal2380
https://doi.org/10.1038/s41598-020-57591-w
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Chen et al. Epigenetics Regulates Melanoma Immunology
57. Nikolich-Zugich J. The Twilight of Immunity: Emerging Concepts in Aging
of the Immune System. Nat Immunol (2018) 19(1):10–9. doi: 10.1038/
s41590-017-0006-x

58. Campos DS, Turci MA, Melo EM, Guerra VA, Nascimento CGM, Moreira
CA, et al. Participatory Construction of the State Health Promotion Policy:
A Case From Minas Gerais, Brazil. Cienc Saude Coletiva (2017) 22
(12):3955–64. doi: 10.1590/1413-812320172212.25062017

59. Lian CG, Xu Y, Ceol C, Wu F, Larson A, Dresser K, et al. Loss of 5-
Hydroxymethylcytosine is an Epigenetic Hallmark of Melanoma. Cell (2012)
150(6):1135–46. doi: 10.1016/j.cell.2012.07.033

60. Sarkar D, Leung EY, Baguley BC, Finlay GJ, Askarian-Amiri ME. Epigenetic
Regulation in Human Melanoma: Past and Future. Epigenetics (2015) 10
(2):103–21. doi: 10.1080/15592294.2014.1003746

61. Micevic G, Theodosakis N, Bosenberg M. Aberrant DNA Methylation in
Melanoma: Biomarker and Therapeutic Opportunities. Clin Epigenet (2017)
9:34. doi: 10.1186/s13148-017-0332-8

62. Marzese DM, Scolyer RA, Roque M, Vargas-Roig LM, Huynh JL, Wilmott
JS, et al. DNA Methylation and Gene Deletion Analysis of Brain Metastases
in Melanoma Patients Identifies Mutually Exclusive Molecular Alterations.
Neuro-Oncol (2014) 16(11):1499–509. doi: 10.1093/neuonc/nou107

63. Sigalotti L, Fratta E, Coral S, Cortini E, Covre A, Nicolay HJ, et al. Epigenetic
Drugs as Pleiotropic Agents in Cancer Treatment: Biomolecular Aspects and
Clinical Applications. J Cell Physiol (2007) 212(2):330–44. doi: 10.1002/
jcp.21066

64. Fonsatti E, Sigalotti L, Coral S, Colizzi F, Altomonte M, Maio M.
Methylation-Regulated Expression of HLA Class I Antigens in Melanoma.
Int J Cancer (2003) 105(3):430–1. doi: 10.1002/ijc.11077

65. Serrano A, Tanzarella S, Lionello I, Mendez R, Traversari C, Ruiz-Cabello F, et al.
Rexpression of HLA Class I Antigens and Restoration of Antigen-Specific CTL
Response in Melanoma Cells Following 5-Aza-2’-Deoxycytidine Treatment. Int J
Cancer (2001) 94(2):243–51. doi: 10.1002/ijc.1452

66. Radosevich M, Jager M, Ono SJ. Inhibition of MHC Class II Gene
Expression in Uveal Melanoma Cells is Due to Methylation of the CIITA
Gene or an Upstream Activator. Exp Mol Pathol (2007) 82(1):68–76. doi:
10.1016/j.yexmp.2006.03.005

67. Chiappinelli KB, Strissel PL, Desrichard A, Li H, Henke C, Akman B, et al.
Inhibiting DNA Methylation Causes an Interferon Response in Cancer Via
Dsrna Including Endogenous Retroviruses. Cell (2015) 162(5):974–86. doi:
10.1016/j.cell.2015.07.011

68. Licht JD. Dna Methylation Inhibitors in Cancer Therapy: The Immunity
Dimension. Cell (2015) 162(5):938–9. doi: 10.1016/j.cell.2015.08.005

69. Xu YP, Lv L, Liu Y, Smith MD, Li WC, Tan XM, et al. Tumor Suppressor
TET2 Promotes Cancer Immunity and Immunotherapy Efficacy. J Clin
Invest (2019) 129(10):4316–31. doi: 10.1172/JCI129317

70. Chatterjee A, Rodger EJ, Ahn A, Stockwell PA, Parry M, Motwani J, et al.
Marked Global Dna Hypomethylation Is Associated With Constitutive Pd-
L1 Expression in Melanoma. iScience (2018) 4:312–25. doi: 10.1016/
j.isci.2018.05.021

71. Hoffmann F, Zarbl R, Niebel D, Sirokay J, Frohlich A, Posch C, et al.
Prognostic and Predictive Value of PD-L2 DNA Methylation and mRNA
Expression in Melanoma. Clin Epigenet (2020) 12(1):94. doi: 10.1186/
s13148-020-00883-9

72. Micevic G, Thakral D, McGeary M, Bosenberg MW. Pd-L1 Methylation
Regulates PD-L1 Expression and Is Associated With Melanoma Survival.
Pigment Cell melanoma Res (2019) 32(3):435–40. doi: 10.1111/pcmr.12745

73. Goltz D, Gevensleben H, Vogt TJ, Dietrich J, Golletz C, Bootz F, et al. CTLA4
Methylation Predicts Response to Anti-PD-1 and Anti-CTLA-4
Immunotherapy in Melanoma Patients JCI Insight (2018) 3(13):e96793.
doi: 10.1172/jci.insight.96793

74. Fietz S, Zarbl R, Niebel D, Posch C, Brossart P, Gielen GH, et al. CTLA4
Promoter Methylation Predicts Response and Progression-Free Survival in
Stage IV Melanoma Treated With anti-CTLA-4 Immunotherapy
(Ipilimumab). Cancer Immunol Immunother CII (2021) 70(6):1781–8. doi:
10.1007/s00262-020-02777-4

75. Holderried TAW, de Vos L, Bawden EG, Vogt TJ, Dietrich J, Zarbl R, et al.
Molecular and Immune Correlates of TIM-3 (HAVCR2) and Galectin 9
(LGALS9) mRNA Expression and DNA Methylation in Melanoma. Clin
Epigenet (2019) 11(1):161. doi: 10.1186/s13148-019-0752-8
Frontiers in Immunology | www.frontiersin.org 12
76. Frohlich A, Sirokay J, Fietz S, Vogt TJ, Dietrich J, Zarbl R, et al. Molecular,
Clinicopathological, and Immune Correlates of LAG3 Promoter DNA
Methylation in Melanoma. EBioMedicine (2020) 59:102962. doi: 10.1016/
j.ebiom.2020.102962

77. Lauss M, Ringner M, Karlsson A, Harbst K, Busch C, Geisler J, et al. DNA
Methylation Subgroups in Melanoma are Associated With Proliferative and
Immunological Processes. BMC Med Genomics (2015) 8:73. doi: 10.1186/
s12920-015-0147-4

78. Kinner-Bibeau LB, Sedlacek AL, Messmer MN, Watkins SC, Binder RJ. Hsps
Drive Dichotomous T-cell Immune Responses Via DNA Methylome
Remodelling in Antigen Presenting Cells. Nat Commun (2017) 8:15648.
doi: 10.1038/ncomms15648

79. Loo Yau H, Bell E, Ettayebi I, de Almeida FC, Boukhaled GM, Shen SY, et al.
DNA Hypomethylating Agents Increase Activation and Cytolytic Activity of
CD8(+) T Cells. Mol Cell (2021) 81(7):1469–83 e8. doi: 10.1016/
j.molcel.2021.01.038

80. Khan AN, Gregorie CJ, Tomasi TB. Histone Deacetylase Inhibitors Induce
TAP, Lmp, Tapasin Genes and MHC Class I Antigen Presentation by
Melanoma Cells. Cancer Immunol Immunother CII (2008) 57(5):647–54.
doi: 10.1007/s00262-007-0402-4

81. Setiadi AF, Omilusik K, David MD, Seipp RP, Hartikainen J, Gopaul R, et al.
Epigenetic Enhancement of Antigen Processing and Presentation Promotes
Immune Recognition of Tumors. Cancer Res (2008) 68(23):9601–7. doi:
10.1158/0008-5472.CAN-07-5270

82. ShengW, LaFleur MW, Nguyen TH, Chen S, Chakravarthy A, Conway JR, et al.
Lsd1 Ablation Stimulates Anti-tumor Immunity and Enables Checkpoint
Blockade. Cell (2018) 174(3):549–63 e19. doi: 10.1016/j.cell.2018.05.052

83. Tiffen J, Gallagher SJ, Filipp F, Gunatilake D, Emran AA, Cullinane C, et al.
Ezh2 Cooperates With DNA Methylation to Downregulate Key Tumor
Suppressors and IFN Gene Signatures in Melanoma. J Invest Dermatol
(2020) 140(12):2442–54 e5. doi: 10.1016/j.jid.2020.02.042

84. Limagne E, Thibaudin M, Euvrard R, Berger H, Chalons P, Vegan F, et al.
Sirtuin-1 Activation Controls Tumor Growth by Impeding Th17
Differentiation Via STAT3 Deacetylation. Cell Rep (2017) 19(4):746–59.
doi: 10.1016/j.celrep.2017.04.004

85. Laino AS, Betts BC, Veerapathran A, Dolgalev I, Sarnaik A, Quayle SN, et al.
HDAC6 Selective Inhibition of Melanoma Patient T-cells Augments Anti-
Tumor Characteristics. J Immunother Cancer (2019) 7(1):33. doi: 10.1186/
s40425-019-0517-0

86. Zhang M, Acklin S, Gillenwater J, Du W, Patra M, Yu H, et al. SIRT2
Promotes Murine Melanoma Progression Through Natural Killer Cell
Inhibition. Sci Rep (2021) 11(1):12988. doi: 10.1038/s41598-021-92445-z

87. Tu WJ, McCuaig RD, Tan AHY, Hardy K, Seddiki N, Ali S, et al. Targeting
Nuclear LSD1 to Reprogram Cancer Cells and Reinvigorate Exhausted T
Cells Via a Novel Lsd1-EOMES Switch. Front Immunol (2020) 11:1228. doi:
10.3389/fimmu.2020.01228

88. Dong Y, Zhang S, Gao X, Yin D, Wang T, Li Z, et al. HIF1alpha
Epigenetically Repressed Macrophages Via CRISPR/Cas9-EZH2 System
for Enhanced Cancer Immunotherapy. Bioact Mater (2021) 6(9):2870–80.
doi: 10.1016/j.bioactmat.2021.02.008

89. Jung H, Kim HS, Kim JY, Sun JM, Ahn JS, Ahn MJ, et al. DNA Methylation
Loss Promotes Immune Evasion of Tumours With High Mutation and Copy
Number Load. Nat Commun (2019) 10(1):4278. doi: 10.1038/s41467-019-
12159-9

90. Filipski K, Scherer M, Zeiner KN, Bucher A, Kleemann J, Jurmeister P, et al.
DNA Methylation-Based Prediction of Response to Immune Checkpoint
Inhibition in Metastatic Melanoma. J Immunother Cancer (2021) 9(7):
e002226. doi: 10.1136/jitc-2020-002226

91. Mitra S, Lauss M, Cabrita R, Choi J, Zhang T, Isaksson K, et al. Analysis of
DNA Methylation Patterns in the Tumor Immune Microenvironment of
Metastatic Melanoma. Mol Oncol (2020) 14(5):933–50. doi: 10.1002/1878-
0261.12663

92. Bannister AJ, Kouzarides T. Regulation of Chromatin by Histone
Modifications. Cell Res (2011) 21(3):381–95. doi: 10.1038/cr.2011.22

93. van den Hurk K, Niessen HE, Veeck J, van den Oord JJ, van Steensel MA,
Zur Hausen A, et al. Genetics and Epigenetics of Cutaneous Malignant
Melanoma: A Concert Out of Tune. Biochim Biophys Acta (2012) 1826
(1):89–102. doi: 10.1016/j.bbcan.2012.03.011
May 2022 | Volume 13 | Article 868786

https://doi.org/10.1038/s41590-017-0006-x
https://doi.org/10.1038/s41590-017-0006-x
https://doi.org/10.1590/1413-812320172212.25062017
https://doi.org/10.1016/j.cell.2012.07.033
https://doi.org/10.1080/15592294.2014.1003746
https://doi.org/10.1186/s13148-017-0332-8
https://doi.org/10.1093/neuonc/nou107
https://doi.org/10.1002/jcp.21066
https://doi.org/10.1002/jcp.21066
https://doi.org/10.1002/ijc.11077
https://doi.org/10.1002/ijc.1452
https://doi.org/10.1016/j.yexmp.2006.03.005
https://doi.org/10.1016/j.cell.2015.07.011
https://doi.org/10.1016/j.cell.2015.08.005
https://doi.org/10.1172/JCI129317
https://doi.org/10.1016/j.isci.2018.05.021
https://doi.org/10.1016/j.isci.2018.05.021
https://doi.org/10.1186/s13148-020-00883-9
https://doi.org/10.1186/s13148-020-00883-9
https://doi.org/10.1111/pcmr.12745
https://doi.org/10.1172/jci.insight.96793
https://doi.org/10.1007/s00262-020-02777-4
https://doi.org/10.1186/s13148-019-0752-8
https://doi.org/10.1016/j.ebiom.2020.102962
https://doi.org/10.1016/j.ebiom.2020.102962
https://doi.org/10.1186/s12920-015-0147-4
https://doi.org/10.1186/s12920-015-0147-4
https://doi.org/10.1038/ncomms15648
https://doi.org/10.1016/j.molcel.2021.01.038
https://doi.org/10.1016/j.molcel.2021.01.038
https://doi.org/10.1007/s00262-007-0402-4
https://doi.org/10.1158/0008-5472.CAN-07-5270
https://doi.org/10.1016/j.cell.2018.05.052
https://doi.org/10.1016/j.jid.2020.02.042
https://doi.org/10.1016/j.celrep.2017.04.004
https://doi.org/10.1186/s40425-019-0517-0
https://doi.org/10.1186/s40425-019-0517-0
https://doi.org/10.1038/s41598-021-92445-z
https://doi.org/10.3389/fimmu.2020.01228
https://doi.org/10.1016/j.bioactmat.2021.02.008
https://doi.org/10.1038/s41467-019-12159-9
https://doi.org/10.1038/s41467-019-12159-9
https://doi.org/10.1136/jitc-2020-002226
https://doi.org/10.1002/1878-0261.12663
https://doi.org/10.1002/1878-0261.12663
https://doi.org/10.1038/cr.2011.22
https://doi.org/10.1016/j.bbcan.2012.03.011
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Chen et al. Epigenetics Regulates Melanoma Immunology
94. Venza M, Visalli M, Biondo C, Lentini M, Catalano T, Teti D, et al.
Epigenetic Regulation of p14ARF and p16INK4A Expression in
Cutaneous and Uveal Melanoma. Biochim Biophys Acta (2015) 1849
(3):247–56. doi: 10.1016/j.bbagrm.2014.12.004

95. Levidou G, Gajdzis P, Cassoux N, Donizy P, Masaoutis C, Gajdzis M, et al.
Histone Deacetylase (Hdac)-1, -2, -4, and -6 in Uveal Melanomas:
Associations With Clinicopathological Parameters and Patients’ Survival.
Cancers (2021) 13(19):4763. doi: 10.3390/cancers13194763

96. Liu J, Gu J, Feng Z, Yang Y, Zhu N, Lu W, et al. Both HDAC5 and HDAC6
are Required for the Proliferation and Metastasis of Melanoma Cells. J Trans
Med (2016) 14:7. doi: 10.1186/s12967-015-0753-0

97. Giblin W, Bringman-Rodenbarger L, Guo AH, Kumar S, Monovich AC,
Mostafa AM, et al. The Deacylase SIRT5 Supports Melanoma Viability by
Influencing Chromatin Dynamics. J Clin Invest (2021) 131(12):e138926. doi:
10.1172/JCI138926

98. Wang L, Guo W, Ma J, Dai W, Liu L, Guo S, et al. Aberrant SIRT6
Expression Contributes to Melanoma Growth: Role of the Autophagy
Paradox and IGF-AKT Signaling. Autophagy (2018) 14(3):518–33. doi:
10.1080/15548627.2017.1384886

99. Guo W, Ma J, Yang Y, Guo S, Zhang W, Zhao T, et al. Atp-Citrate Lyase
Epigenetically Potentiates Oxidative Phosphorylation to Promote Melanoma
Growth and Adaptive Resistance to MAPK Inhibition. Clin Cancer Res an
Off J Am Assoc Cancer Res (2020) 26(11):2725–39. doi: 10.1158/1078-
0432.CCR-19-1359

100. Vardabasso C, Gaspar-Maia A, Hasson D, Punzeler S, Valle-Garcia D, Straub
T, et al. Histone Variant H2a.Z.2 Mediates Proliferation and Drug Sensitivity
of Malignant Melanoma. Mol Cell (2015) 59(1):75–88. doi: 10.1016/
j.molcel.2015.05.009

101. Orouji E, Federico A, Larribere L, Novak D, Lipka DB, Assenov Y, et al.
Histone Methyltransferase SETDB1 Contributes to Melanoma Tumorigenesis
and Serves as a New Potential Therapeutic Target. Int J Cancer (2019) 145
(12):3462–77. doi: 10.1002/ijc.32432

102. Ceol CJ, Houvras Y, Jane-Valbuena J, Bilodeau S, Orlando DA, Battisti V,
et al. The Histone Methyltransferase SETDB1 is Recurrently Amplified in
Melanoma and Accelerates Its Onset. Nature (2011) 471(7339):513–7. doi:
10.1038/nature09806

103. Yu Y, Schleich K, Yue B, Ji S, Lohneis P, Kemper K, et al. Targeting the
Senescence-Overriding Cooperative Activity of Structurally Unrelated H3K9
Demethylases in Melanoma. Cancer Cell (2018) 33(2):322–36 e8. doi:
10.1016/j.ccell.2018.01.002

104. Wong DJ, Rao A, Avramis E, Matsunaga DR, Komatsubara KM, Atefi MS,
et al. Exposure to a Histone Deacetylase Inhibitor has Detrimental Effects on
Human Lymphocyte Viability and Function. Cancer Immunol Res (2014) 2
(5):459–68. doi: 10.1158/2326-6066.CIR-13-0188

105. Woan KV, Lienlaf M, Perez-Villaroel P, Lee C, Cheng F, Knox T, et al.
Targeting Histone Deacetylase 6 Mediates a Dual Anti-Melanoma Effect:
Enhanced Antitumor Immunity and Impaired Cell Proliferation. Mol Oncol
(2015) 9(7):1447–57. doi: 10.1016/j.molonc.2015.04.002

106. Knox T, Sahakian E, Banik D, Hadley M, Palmer E, Noonepalle S, et al.
Selective HDAC6 Inhibitors Improve anti-PD-1 Immune Checkpoint
Blockade Therapy by Decreasing the Anti-Inflammatory Phenotype of
Macrophages and Down-Regulation of Immunosuppressive Proteins in
Tumor Cells. Sci Rep (2019) 9(1):6136. doi:–10.1038/s41598-019-42237-3

107. Broseghini E, Dika E, Londin E, Ferracin M. Microrna Isoforms
Contribution to Melanoma Pathogenesis. Non-Coding RNA. (2021) 7(4):
63. doi: 10.3390/ncrna7040063

108. Xu Y, Guo B, Liu X, Tao K. miR-34a Inhibits Melanoma Growth by
Targeting ZEB1. Aging (2021) 13(11):15538–47. doi: 10.18632/aging.203114

109. Leucci E, Vendramin R, Spinazzi M, Laurette P, Fiers M, Wouters J, et al.
Melanoma Addiction to the Long non-Coding RNA Sammson. Nature
(2016) 531(7595):518–22. doi: 10.1038/nature17161

110. Liu K, Zhang L, Li X, Zhao J. High Expression of Lncrna HSD11B1-AS1
Indicates Favorable Prognosis and is Associated With Immune Infiltration in
Cutaneous Melanoma. Oncol Lett (2022) 23(2):54. doi: 10.3892/
ol.2021.13172

111. Leucci E, Coe EA, Marine JC, Vance KW. The Emerging Role of Long non-
Coding RNAs in Cutaneous Melanoma. Pigment Cell Melanoma Res (2016)
29(6):619–26. doi: 10.1111/pcmr.12537
Frontiers in Immunology | www.frontiersin.org 13
112. Guo S, Guo W, Li S, Dai W, Zhang N, Zhao T, et al. Serum Mir-16: A
Potential Biomarker for Predicting Melanoma Prognosis. J Invest Dermatol
(2016) 136(5):985–93. doi: 10.1016/j.jid.2015.12.041

113. Pencheva N, Tran H, Buss C, Huh D, Drobnjak M, Busam K, et al.
Convergent multi-miRNA Targeting of ApoE Drives LRP1/LRP8-
dependent Melanoma Metastasis and Angiogenesis. Cell (2012) 151
(5):1068–82. doi: 10.1016/j.cell.2012.10.028

114. Gaziel-Sovran A, Segura MF, Di Micco R, Collins MK, Hanniford D, Vega-
Saenz de Miera E, et al. miR-30b/30d Regulation of GalNAc Transferases
Enhances Invasion and Immunosuppression During Metastasis. Cancer Cell
(2011) 20(1):104–18. doi: 10.1016/j.ccr.2011.05.027

115. Gilot D, Migault M, Bachelot L, Journe F, Rogiers A, Donnou-Fournet E,
et al. A non-Coding Function of TYRP1 mRNA Promotes Melanoma
Growth. Nat Cell Biol (2017) 19(11):1348–57. doi: 10.1038/ncb3623

116. Soengas MS, Hernando E. Tyrp1 mRNA Goes Fishing for miRNAs in
Melanoma. Nat Cell Biol (2017) 19(11):1311–2. doi: 10.1038/ncb3637

117. Han S, Yan Y, Ren Y, Hu Y, Wang Y, Chen L, et al. Lncrna SAMMSON
Mediates Adaptive Resistance to RAF Inhibition in BRAF-Mutant
Melanoma Cells. Cancer Res (2021) 81(11):2918–29. doi: 10.1158/0008-
5472.CAN-20-3145

118. Dewaele S, Delhaye L, De Paepe B, de Bony EJ, DeWilde J, Vanderheyden K,
et al. The Long Non-Coding RNA SAMMSON is Essential for Uveal
Melanoma Cell Survival. Oncogene (2022) 41(1):15–25. doi: 10.1038/
s41388-021-02006-x

119. Chen DH, Zhang JG, Wu CX, Li Q. Non-Coding RNA M6a Modification in
Cancer: Mechanisms and Therapeutic Targets. Front Cell Dev Biol (2021)
9:778582. doi: 10.3389/fcell.2021.778582

120. Jia R, Chai P, Wang S, Sun B, Xu Y, Yang Y, et al. M(6)a Modification
Suppresses Ocular Melanoma Through Modulating HINT2 mRNA
Translation. Mol Cancer (2019) 18(1):161. doi: 10.1186/s12943-019-
1088-x

121. He F, Yu J, Yang J, Wang S, Zhuang A, Shi H, et al. M(6)a RNA
Hypermethylation-Induced BACE2 Boosts Intracellular Calcium Release
and Accelerates Tumorigenesis of Ocular Melanoma. Mol Ther J Am Soc
Gene Ther (2021) 29(6):2121–33. doi: 10.1016/j.ymthe.2021.02.014

122. Luo G, Xu W, Zhao Y, Jin S, Wang S, Liu Q, et al. RNA M(6) A Methylation
Regulates Uveal Melanoma Cell Proliferation, Migration, and Invasion by
Targeting C-Met. J Cell Physiol (2020) 235(10):7107–19. doi: 10.1002/
jcp.29608

123. Huber V, Vallacchi V, Fleming V, Hu X, Cova A, Dugo M, et al. Tumor-
Derived microRNAs Induce Myeloid Suppressor Cells and Predict
Immunotherapy Resistance in Melanoma. J Clin Invest (2018) 128
(12):5505–16. doi: 10.1172/JCI98060

124. Mastroianni J, Stickel N, Andrlova H, Hanke K, Melchinger W, Duquesne S,
et al. Mir-146a Controls Immune Response in the Melanoma
Microenvironment. Cancer Res (2019) 79(1):183–95. doi: 10.1158/0008-
5472.CAN-18-1397

125. Ji Y, Fioravanti J, Zhu W, Wang H, Wu T, Hu J, et al. miR-155 Harnesses
Phf19 to Potentiate Cancer Immunotherapy Through Epigenetic
Reprogramming of CD8(+) T Cell Fate. Nat Commun (2019) 10(1):2157.
doi: 10.1038/s41467-019-09882-8

126. Martinez-Usatorre A, Sempere LF, Carmona SJ, Carretero-Iglesia L, Monnot
G, Speiser DE, et al. Microrna-155 Expression is Enhanced by T-cell
Receptor Stimulation Strength and Correlates With Improved Tumor
Control in Melanoma. Cancer Immunol Res (2019) 7(6):1013–24. doi:
10.1158/2326-6066.CIR-18-0504

127. Vignard V, Labbe M, Marec N, Andre-Gregoire G, Jouand N, Fonteneau JF,
et al. MicroRNAs in Tumor Exosomes Drive Immune Escape in Melanoma.
Cancer Immunol Res (2020) 8(2):255–67. doi: 10.1158/2326-6066.CIR-19-
0522

128. Yang S, Wei J, Cui YH, Park G, Shah P, Deng Y, et al. M(6)a mRNA
Demethylase FTO Regulates Melanoma Tumorigenicity and Response to
anti-PD-1 Blockade. Nat Commun (2019) 10(1):2782. doi: 10.1038/s41467-
019-10669-0

129. Li N, Kang Y, Wang L, Huff S, Tang R, Hui H, et al. ALKBH5 Regulates anti-
PD-1 Therapy Response by Modulating Lactate and Suppressive Immune
Cell Accumulation in Tumor Microenvironment. Proc Natl Acad Sci USA
(2020) 117(33):20159–70. doi: 10.1073/pnas.1918986117
May 2022 | Volume 13 | Article 868786

https://doi.org/10.1016/j.bbagrm.2014.12.004
https://doi.org/10.3390/cancers13194763
https://doi.org/10.1186/s12967-015-0753-0
https://doi.org/10.1172/JCI138926
https://doi.org/10.1080/15548627.2017.1384886
https://doi.org/10.1158/1078-0432.CCR-19-1359
https://doi.org/10.1158/1078-0432.CCR-19-1359
https://doi.org/10.1016/j.molcel.2015.05.009
https://doi.org/10.1016/j.molcel.2015.05.009
https://doi.org/10.1002/ijc.32432
https://doi.org/10.1038/nature09806
https://doi.org/10.1016/j.ccell.2018.01.002
https://doi.org/10.1158/2326-6066.CIR-13-0188
https://doi.org/10.1016/j.molonc.2015.04.002
https://doi.org/10.1038/s41598-019-42237-3
https://doi.org/10.3390/ncrna7040063
https://doi.org/10.18632/aging.203114
https://doi.org/10.1038/nature17161
https://doi.org/10.3892/ol.2021.13172
https://doi.org/10.3892/ol.2021.13172
https://doi.org/10.1111/pcmr.12537
https://doi.org/10.1016/j.jid.2015.12.041
https://doi.org/10.1016/j.cell.2012.10.028
https://doi.org/10.1016/j.ccr.2011.05.027
https://doi.org/10.1038/ncb3623
https://doi.org/10.1038/ncb3637
https://doi.org/10.1158/0008-5472.CAN-20-3145
https://doi.org/10.1158/0008-5472.CAN-20-3145
https://doi.org/10.1038/s41388-021-02006-x
https://doi.org/10.1038/s41388-021-02006-x
https://doi.org/10.3389/fcell.2021.778582
https://doi.org/10.1186/s12943-019-1088-x
https://doi.org/10.1186/s12943-019-1088-x
https://doi.org/10.1016/j.ymthe.2021.02.014
https://doi.org/10.1002/jcp.29608
https://doi.org/10.1002/jcp.29608
https://doi.org/10.1172/JCI98060
https://doi.org/10.1158/0008-5472.CAN-18-1397
https://doi.org/10.1158/0008-5472.CAN-18-1397
https://doi.org/10.1038/s41467-019-09882-8
https://doi.org/10.1158/2326-6066.CIR-18-0504
https://doi.org/10.1158/2326-6066.CIR-19-0522
https://doi.org/10.1158/2326-6066.CIR-19-0522
https://doi.org/10.1038/s41467-019-10669-0
https://doi.org/10.1038/s41467-019-10669-0
https://doi.org/10.1073/pnas.1918986117
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles


Chen et al. Epigenetics Regulates Melanoma Immunology
130. Wang L, Hui H, Agrawal K, Kang Y, Li N, Tang R, et al. M(6) A RNA
Methyltransferases METTL3/14 Regulate Immune Responses to anti-PD-1
Therapy. EMBO J (2020) 39(20):e104514. doi: 10.15252/embj.2020104514

131. Yin H, Zhang X, Yang P, Zhang X, Peng Y, Li D, et al. Rna m6A Methylation
Orchestrates Cancer Growth and Metastasis Via Macrophage
Reprogramming. Nat Commun (2021) 12(1):1394. doi: 10.1038/s41467-
021-21514-8

132. Di Giacomo AM, Covre A, Finotello F, Rieder D, Danielli R, Sigalotti L, et al.
Guadecitabine Plus Ipilimumab in Unresectable Melanoma: The Nibit-M4
Clinical Trial. Clin Cancer Res an Off J Am Assoc Cancer Res (2019) 25
(24):7351–62. doi: 10.1158/1078-0432.CCR-19-1335

133. Jespersen H, Olofsson Bagge R, Ullenhag G, Carneiro A, Helgadottir H,
Ljuslinder I, et al. Concomitant Use of Pembrolizumab and Entinostat in
Adult Patients With Metastatic Uveal Melanoma (PEMDAC Study):
Protocol for a Multicenter Phase II Open Label Study. BMC Cancer (2019)
19(1):415. doi: 10.1186/s12885-019-5623-3

134. Ny L, Jespersen H, Karlsson J, Alsen S, Filges S, All-Eriksson C, et al. The
PEMDAC Phase 2 Study of Pembrolizumab and Entinostat in Patients With
Metastatic Uveal Melanoma. Nat Commun (2021) 12(1):5155. doi: 10.1038/
s41467-021-25332-w

135. Bretz AC, Parnitzke U, Kronthaler K, Dreker T, Bartz R, Hermann F, et al.
Domatinostat Favors the Immunotherapy Response by Modulating the
Tumor Immune Microenvironment (TIME). J immunotherapy Cancer
(2019) 7(1):294. doi: 10.1186/s40425-019-0745-3
Frontiers in Immunology | www.frontiersin.org 14
136. Olino K, Park T, Ahuja N. Exposing Hidden Targets: Combining Epigenetic
and Immunotherapy to Overcome Cancer Resistance. Semin Cancer Biol
(2020) 65:114–22. doi: 10.1016/j.semcancer.2020.01.001

137. Emran AA, Chatterjee A, Rodger EJ, Tiffen JC, Gallagher SJ, Eccles MR, et al.
Targeting DNA Methylation and EZH2 Activity to Overcome Melanoma
Resistance to Immunotherapy. Trends Immunol (2019) 40(4):328–44. doi:
10.1016/j.it.2019.02.004

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Chen, Yi, Sun, Guo and Li. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original author
(s) and the copyright owner(s) are credited and that the original publication in this
journal is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.
May 2022 | Volume 13 | Article 868786

https://doi.org/10.15252/embj.2020104514
https://doi.org/10.1038/s41467-021-21514-8
https://doi.org/10.1038/s41467-021-21514-8
https://doi.org/10.1158/1078-0432.CCR-19-1335
https://doi.org/10.1186/s12885-019-5623-3
https://doi.org/10.1038/s41467-021-25332-w
https://doi.org/10.1038/s41467-021-25332-w
https://doi.org/10.1186/s40425-019-0745-3
https://doi.org/10.1016/j.semcancer.2020.01.001
https://doi.org/10.1016/j.it.2019.02.004
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/immunology#articles

	Epigenetics Regulates Antitumor Immunity in Melanoma
	Background
	Tumor Microenvironment and Antitumor Immunity
	Epigenetics in Melanoma Antitumor Immunity
	The Crosstalk Between DNA Methylation and Melanoma Immunology
	Brief Introduction of DNA Methylation and Its Role in Melanoma Cell Biology
	DNA Methylation in Immunologic Characteristics of Tumor Cells
	DNA Methylation in Antitumor Capacity of Immune Cells
	Histone Modification and Antitumor Immunity in Melanoma
	An Overview of Histone Modification and Its Role in Melanoma Cell Biology
	Histone Modification in Tumor Cell Immunogenicity
	Histone Modification in Immune Cell Function Within Tumor Microenvironment

	NcRNA and m6A RNA Methylation in Melanoma Immunology
	An Overview of NcRNA and m6A RNA Methylation in Melanoma Cell Biology
	The Crosstalk Between NcRNA/m6A RNA Methylation and Melanoma Immunology



	Targeting Epigenetics in Melanoma Immunotherapy
	Conclusions
	Author Contributions
	Funding
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


