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Simple Summary: Recent advances in basic tumor immunology have enabled the development of
cancer immunotherapies. These therapies harness the natural capacity of our adaptive immune
system to detect and eliminate tumor cells. While most research on the immune response to tumors
has focused on protein-coding genes, the potential roles of non-coding RNAs (ncRNAs) in this process
remain largely unexplored. In this review, we compile recent evidence on the ncRNA-mediated
regulation of adaptive tumor immunity highlighting the need for further research in this field, and
discuss their therapeutic potential to improve cancer immunotherapy.

Abstract: Cancer immunology research has mainly focused on the role of protein-coding genes in
regulating immune responses to tumors. However, despite more than 70% of the human genome is
transcribed, less than 2% encodes proteins. Many non-coding RNAs (ncRNAs), including microR-
NAs (miRNAs) and long non-coding RNAs (lncRNAs), have been identified as critical regulators of
immune cell development and function, suggesting that they might play important roles in orches-
trating immune responses against tumors. In this review, we summarize the scientific advances on
the role of ncRNAs in regulating adaptive tumor immunity, and discuss their potential therapeutic
value in the context of cancer immunotherapy.

Keywords: tumor immunology; non-coding RNAs; microRNAs; long non-coding RNAs; cancer
immunotherapy

1. Introduction

Cancer is one of the main causes of mortality and morbidity worldwide. The Global
Cancer Observatory (GCO) 2020 estimated 18.1 million new cases and 9.6 million cancer-
related deaths, with an expected rise in incidence up to 27.5 million new cases worldwide
by 2040 [1]. Cancer therapeutics have significantly progressed during the past few decades,
but the current mortality rate remains high, which implies the need for developing new
effective treatments for this disease.

Tumor development involves a series of sequential events starting with mutations
in proto-oncogenes and tumor suppressor genes that lead to uncontrolled cell division
and tumor generation. This is followed by angiogenesis and, in advanced stages, invasion
and metastasis. The immune system plays a critical role during all phases of tumor de-
velopment and, indeed, the cancer immunosurveillance concept states that the immune
system recognizes and eliminates many arising tumors before they grow into detectable
malignancies [2]. The initial mutations in tumor cells often lead to the expression of tu-
mor neoantigens that, in many cases, are recognized by the adaptive immune system,
comprised by T and B cells [3–6]. In addition, tumor growth and invasion produce tissue
damage that activates the innate immune defenses which, in turn, recruit adaptive im-
munity that mounts antigen-specific responses against tumor cells. However, tumor cells
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with low-immunogenicity mutations are frequently ignored by the immune system and
continue to proliferate [7–9]. Some tumors also produce immunosuppressive molecules
such as transforming growth factor (TGF)-β or interleukin (IL)-10 [8,10,11], downregulate
antigen presentation mechanisms, or activate negative regulatory checkpoints present in
T lymphocytes, such as cytotoxic T lymphocyte antigen 4 (CTLA-4) or programmed cell
death protein 1 (PD-1) to impair the antitumoral T cell response [11–13].

Our current understanding of the basic immunobiology of cancer has enabled the
development of a series of immunotherapy strategies that harness the natural capacity of
the adaptive immune system to eliminate cancer cells. These strategies include treatment
with IL-2 [14], therapeutic monoclonal antibodies [15], inhibitors against CTLA-4 and
PD-1 [16,17], oncolytic viruses [18] or the chimeric antigen receptor (CAR) T cell ther-
apy [19]. Certain cancer immunotherapies, including checkpoint inhibitors and adoptive
cell transfers, have achieved efficient antitumor responses in patients with a wide range of
cancers, including melanoma, renal cell carcinoma, non-small cell lung cancer and Hodgkin
lymphoma, transforming their clinical outcomes. Checkpoint inhibitors are therapeutic
antibodies that inhibit checkpoint proteins in the cell surface of T cells, such as CTLA-4 and
PD-1. Checkpoint proteins limit antitumor immune responses and their inhibition awakens
T cells to respond to tumors. Adoptive cell transfer strategies are based on engineering
autologous cells from cancer patients and reinfusing them into the same patients where
they respond against their tumors. In CAR T cell transfer strategies, T cells are engineered
to express a chimeric antigen receptor that recognizes a tumor antigen, enabling the de-
struction of tumor cells by the reinfused engineered T cells. However, these therapies are
effective in only a subset of patients and not in others. Most patients do not benefit from
treatment (primary resistance), and some responders relapse after a period of response
(acquired resistance) [20]. While CAR T cell treatment to treat pediatric acute lymphoblas-
tic leukemia showed great success, this strategy showed limited efficiency against solid
tumors, most likely due to the immunosuppressive tumor microenvironment [21,22]. In
addition, some patients that respond to the current therapies develop undesired secondary
effects following the treatments, including autoimmune symptoms [23,24]. These facts
imply the need to identify additional targets to develop improved cancer immunotherapy
strategies for those patients that do not respond or respond poorly to the current treatments,
and to reduce secondary effects.

Tumor immunology research has predominantly focused on protein-coding genes,
that represent less than 2% of the human genome. During decades, the remaining 98%
of the genome that is not translated into proteins was considered “junk” DNA. The re-
cent development of new sequencing methods has revealed that more than 70% of the
mammalian genome is transcribed into non-coding RNAs (ncRNAs) [25]. Many ncRNAs
have been implicated in cancer development and progression playing both oncogenic or
tumor suppressor roles in tumor cells [26–28]. Importantly, many ncRNAs regulate the
development and function of the immune system [29–32] suggesting that, in addition to
their roles in tumor cells, they might also play central roles in orchestrating antitumor
immunity. Here, we review the existing studies that have examined the role of ncRNAs
in the specific context of adaptive antitumor responses and discuss their potential future
clinical application to advance cancer treatment.

2. Non-Coding RNAs as Regulators of Gene Expression
2.1. Non-Coding RNAs

NcRNAs are classified based on the length of their nucleotide sequence into small
non-coding RNAs (sncRNAs, 18–200 nucleotides) and long non-coding RNAs (lncRNAs,
>200 nucleotides) [33]. SncRNAs are further divided into functional and regulatory RNAs.
Functional or housekeeping RNAs, including ribosomal RNAs (rRNAs), small nuclear
RNAs (snRNAs) and transfer RNAs (tRNAs), participate in ribosome composition and
messenger RNA (mRNA) splicing and translation. Functional RNAs are often chemically
modified by small nucleolar RNAs (snoRNAs) [34]. Regulatory RNAs regulate gene
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expression at the epigenetic, transcriptional, and post-transcriptional levels. The most
characterized small regulatory RNAs are microRNAs (miRNAs), small interfering RNAs
(siRNAs) and PIWI-interacting RNAs (piRNAs) [35]. LncRNAs are emerging as additional
regulators of gene expression. Finally, although initially considered as non-functional
by-products of the splicing process, circular RNAs (circRNAs) have recently been described
as another type of regulatory RNA [36]. So far, only certain types of regulatory ncRNAs,
specifically miRNAs and lncRNAs, have begun to be analyzed for their roles in the immune
responses to cancer.

2.2. MicroRNAs

MiRNAs are small RNAs ∼22 nucleotides in length. They are endogenously encoded
and transcribed by RNA polymerase II as primary miRNAs (pri-miRNAs) with hairpin
loop structures. Pri-miRNAs are then processed by the RNAse III enzyme Drosha into
precursor miRNAs (pre-miRNAs), which are exported by exportin 5 from the nucleus
to the cytoplasm and further processed by the RNAse III Dicer to eliminate the hairpin
structure, resulting in a miRNA duplex. This miRNA duplex is loaded to an Argonaute
(AGO) protein, with only one guide strand remaining associated with AGO and additional
proteins that comprise the RNA-induced silencing complex (RISC) (Figure 1A). The mature
miRNA in the RISC complex generally pairs through imperfect sequence complementarity
with its cognate binding sites in the 3′UTR of target mRNAs, inducing their degradation
or translational repression and, thus, resulting in downregulation of gene expression. A
major determinant in this recognition process is the exact pairing of the so-called seed
region of six to eight nucleotides at the 5′ end of the miRNA [37,38]. Approximately
2500 human miRNAs have been identified and many of them have been linked to the
development and/or progression of a large variety of cancer types both as oncomiRs and
tumor suppressor miRNAs. In addition, miRNAs perform essential roles in the immune
system by regulating the development and function of immune cells [39–41]. An estimated
25–40% of miRNA precursors are located in the proximity (<10 kb) of other miRNA
precursors, forming miRNA clusters. Most miRNA clusters are transcribed into single
polycistronic primary transcripts (pri-miRNAs) and cleaved by Drosha into individual
hairpins (pre-miRNAs), which are then processed by Dicer to produce mature miRNAs.
An example is the miRNA-17-92 cluster, also known as oncomiR-1, composed of six mature
miRNAs belonging to four miRNA subfamilies (miR-17, miR-18, miR-19 and miR-92
subfamilies), with each subfamily defined by a common seed sequence [42].

2.3. Long Non-Coding RNAs

LncRNAs comprise diverse ncRNAs longer than 200 nucleotides that can be classified
according to their location with respect to protein-coding genes and enhancer regula-
tory elements into long intergenic ncRNAs (lincRNAs), long intronic ncRNAs, antisense
RNAs and enhancer RNAs (eRNAs) [36,43]. They are mostly transcribed by RNA poly-
merase II and undergo splicing, capping of the 5′ ends and polyadenylation of their 3′

ends (Figure 1B). In contrast, eRNAs are generally transcribed bidirectionally from active
enhancers and undergo capping, but not splicing or polyadenylation. A recent study
estimated the presence of more than 58,000 human lncRNAs [44]. LncRNAs function
through modular domains that interact with DNA, RNA or proteins to perform various
roles including epigenomic regulation through chromatin modification, and cis and trans
regulation of gene expression at transcriptional and post-transcriptional levels. In addition,
they indirectly regulate gene expression, acting as miRNA sponges [45,46]. CircRNAs are
a special class of covalently closed circular lncRNAs that can range from a hundred to
thousands of nucleotides in length. They are generated by backsplicing of precursor RNAs
and are not capped or polyadenylated [47] (Figure 1C). CircRNAs function as miRNA and
protein sponges, or as regulators of protein function [48].
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sites in the 3′ untranslated regions (3′UTR) of the target messenger RNA (mRNA) through imperfect base pair comple-
mentarity and induce its translational repression or degradation, thus exerting post-transcriptional gene regulation. (B) 
LncRNAs are transcribed from DNA by RNA polymerase II, similarly to miRNAs. Some lncRNAs undergo splicing and 
are 5′ capped and 3′ polyadenylated. LncRNAs function in the nucleus inducing chromatin modification and regulating 
cis and trans gene expression interacting with transcription factors (TFs). In addition, lncRNAs can exit the nucleus and 
exert different roles in the cytoplasm functioning as miRNA sponges and interacting with proteins and mRNAs to induce 
or repress their translation. (C) CircRNAs are transcribed from DNA by RNA polymerase II and are generated by back-
splicing of exon or intronic regions. CircRNAs exit the nucleus and may function as miRNA and protein sponges or as 
scaffolds for protein interaction. 
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Figure 1. Biogenesis and functions of microRNAs (miRNAs), long non-coding RNAs (lncRNAs) and circular RNAs
(circRNAs). (A) MiRNAs are transcribed from genomic DNA by RNA polymerase II as primary miRNAs (pri-miRNAs).
The pri-miRNAs are processed in the nucleus by Drosha producing precursor miRNAs (pre-miRNAs) which are exported to
the cytoplasm by exportin 5. The pre-miRNAs in the cytoplasm are processed by Dicer, which cleaves the hairpin structure
and produces a miRNA duplex. The miRNA duplex is loaded to Argonaute (AGO), which binds the guide strand and
forms the RNA-induced silencing complex (RISC). The mature miRNAs guide the RISC complex to bind their cognate sites
in the 3′ untranslated regions (3′UTR) of the target messenger RNA (mRNA) through imperfect base pair complementarity
and induce its translational repression or degradation, thus exerting post-transcriptional gene regulation. (B) LncRNAs are
transcribed from DNA by RNA polymerase II, similarly to miRNAs. Some lncRNAs undergo splicing and are 5′ capped
and 3′ polyadenylated. LncRNAs function in the nucleus inducing chromatin modification and regulating cis and trans
gene expression interacting with transcription factors (TFs). In addition, lncRNAs can exit the nucleus and exert different
roles in the cytoplasm functioning as miRNA sponges and interacting with proteins and mRNAs to induce or repress
their translation. (C) CircRNAs are transcribed from DNA by RNA polymerase II and are generated by backsplicing of
exon or intronic regions. CircRNAs exit the nucleus and may function as miRNA and protein sponges or as scaffolds for
protein interaction.

3. Regulation of Adaptive Tumor Immunity by Non-Coding RNAs
3.1. Immune Responses in Cancer

The first line of defense against pathogens and arising tumors comprises cells of the
innate immune system, including neutrophils, macrophages, granulocytes, dendritic cells,
mast cells and natural killer cells. Upon tissue homeostasis disruption, tissue-resident
macrophages and mast cells locally secrete soluble factors. These include cytokines,
chemokines and extracellular matrix remodeling factors that recruit leukocytes from the
circulation to the damaged tissue in the process known as inflammation [49,50]. Tumor cells
also secrete cytokines and chemokines into the inflammatory microenvironment. At the
same time, dendritic cells take up tumor antigens and migrate to lymph nodes, where they
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present them to cells of the adaptive immune system, composed of T and B lymphocytes.
T cells that specifically recognize tumor antigens presented by dendritic cells or other
professional antigen presenting cells (APCs) undergo clonal expansion and activation to
mount a specific adaptive immune response against the tumor cells [51]. Once the tumor
has been eliminated, the inflammatory process ends, and tissue homeostasis is restored.
This type of inflammation that limits tumor development is known as acute inflammation.

Acute inflammatory responses are characterized by the presence of T helper (Th)-1
CD4 T cells, whose differentiation from naïve CD4 T cells is driven by the transcription
factor T-bet [52]. These cells provide help to CD8 T cells, exerting a direct effect on the
induction of an antitumor cytotoxic response by CD8 cytotoxic T lymphocytes (CTLs). CTLs
are critical for immune-mediated tumor cell elimination through their effector molecules
granzyme B and perforin. On the other hand, CD4 Th1 cells have an indirect effect on
the polarization of tumor-associated macrophages (TAMs) towards a proinflammatory
phenotype through the secretion of cytokines such as interferon (IFN)-γ and IL-1 [53,54].
In addition, immunoglobulins (Igs) secreted by B cells can facilitate the recruitment of
leukocytes from the innate immune system and the targeted killing of malignant cells [55].

However, the inflammatory response necessary to induce antitumor immunity can also
promote the growth and spread of neoplastic disease when acute inflammation develops
into a chronic state. In 1863, Virchow first postulated that cancer originates from sites of
chronic inflammation [56]. Indeed, it is currently well known that up to 20% of cancers
are related to chronic infections [57]. When tissues are damaged, compromised cells are
killed by inducing cell death pathways. Simultaneously, cell proliferation is promoted
to facilitate tissue regeneration and restore tissue homeostasis. If tissue damage persists
over time, continuous cycles of cell proliferation and death in microenvironments rich
in inflammatory cells that secrete protumoral products can increase neoplastic risk and
promote tumor progression [50].

In chronic inflammatory responses, there is a predominance of CD4 Th2 and regu-
latory T cell (Treg) subsets whose differentiation from naïve CD4 T cells is driven by the
transcription factors GATA3 and FoxP3, respectively [52]. These two cell types impair
the cytotoxicity of CD8 CTLs. In addition, they release factors into the environment, in-
cluding IL-4, IL-6, IL-10, IL-13 and TGF-β, which polarize the cells of the innate immune
system, including TAMs, towards a protumoral phenotype [54]. Some proinflammatory
molecules, such as IFN-γ, tumor necrosis factor (TNF)-α and vascular endothelial growth
factor (VEGF), promote the expression of the checkpoint protein programmed death-ligand
1 (PD-L1) that leads to T cell exhaustion [58], which is associated with the impairment of
antitumor adaptive immune responses and, thus, favor tumor progression. Checkpoint
proteins expressed by T cells include CTLA-4, PD-1, T cell immunoglobulin and mucin
domain-containing protein 3 (Tim-3), lymphocyte-activation gene 3 (LAG-3) and T cell
immunoreceptor with Ig and ITIM domains (TIGIT), which contribute to T cell exhaus-
tion [59]. The tumor parenchyma is also infiltrated by myeloid-derived suppressor cells
that further contribute to the repression of cytotoxic T cell responses [60,61]. Chronically
activated B cells can promote the accumulation of innate immune cells in the neoplastic
parenchyma through the production of Igs and cytokines. These innate cells secrete growth
factors, reactive oxygen and nitrogen species, and angiogenic factors, such as VEGF, into
the extracellular environment, favoring tumor progression [55].

The important functions of miRNAs during adaptive immune responses have been
widely described and reviewed [39]. MiRNAs play key roles in virtually every immune
cell process, including development, antigen presentation, cytokine production, innate
and adaptive immune cell polarization into different subsets, and T cell activation, ef-
fector function and exhaustion, suggesting that they also contribute to the regulation of
antitumor immunity.
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3.2. Non-Coding RNAs in Immune Responses to Cancer

Dysregulated ncRNA expression has been closely linked with the development or
suppression of cancer in humans. However, the role of ncRNAs in tumor progression
by their action in the immune system remains understudied. In this section, we compile
the existing knowledge on this key component of tumor pathology that, in many cases,
determines disease outcome.

Lung cancer is one of the most frequently diagnosed tumors and the leading cause
of cancer-related deaths worldwide [1]. Leidinger et al. performed a miRNome analysis
of blood cells of patients with lung cancer and found that miR-21, miR-30b, miR-939,
miR-125b, miR-19b, miR-34a, miR-99a, miR-424, miR-31, miR-181a, miR-15b and miR-26a
were significantly dysregulated in CD3 T lymphocytes compared to healthy T cells [62],
suggesting a potential role for these miRNAs in tumor immunity. A study using the
Lewis lung carcinoma (LLC) mouse model, reported that increased expression of miR-15b
in CD8 T cells prevents their activation via repressing the production of their effector
proteins IL-2 and IFN-γ, as well as their activation-induced cell death (AICD). The authors
concluded that the functional inhibition of CD8 T cells by miR-15b impairs antitumor
immunity [63]. In addition, Lin et al. analyzed a cohort of advanced lung cancer patients
and observed an upregulation of miR-23a in tumor-infiltrating CD8 CTLs that correlated
with impaired antitumor potential of such CTLs. They also found that tumor-derived TGF-
β directly suppresses CTL immune function by increasing the expression levels of miR-23a.
Conversely, functional blocking of miR-23a in human CTLs, using an anti-miR-23a locked
nucleic acid (LNA) or retroviral transduction of a miR-23a decoy vector, upregulated
granzyme B expression. Treatment of LLC-tumor bearing mice with miR-23a decoy-
expressing CTLs impaired tumor progression and significantly reduced tumor burdens.
Moreover, tumor pathology examination after 10 days revealed increased expression of
the transcription factors T-bet and Eomes and effector molecules IFN-γ and granzyme
B in miR-23a-inhibited CTLs, despite CTL persistence within the tumor mass was not
affected [64]. This work further supported a role for specific miRNAs in impairing lung
cancer antitumor immunity. In addition, previous studies reported that miRNAs could
also contribute to protumoral immune responses in the LLC mouse model by functioning
as ligands of Toll-like receptors (immune cell receptors that recognize molecular patterns
of pathogens) that bind small RNAs, although whether this mechanism directly regulates
adaptive immune cells remains to be analyzed [65].

Conversely, both protumoral and antitumoral roles for ncRNAs have been described
in the context of colorectal cancer (CRC), the third most deadly cancer globally, whose
incidence is steadily rising [1]. A study from Yu et al. reported increased miR-491 expression
in splenic CD8 T cells from M-38 colorectal tumor-bearing mice compared to their control
counterparts. They also showed that miR-491 overexpression in CD8 and CD4 T cells
limits their proliferation, induces apoptosis, and decreases the production of the effector
molecules IFN-γ by CD8 T cells in vitro. The authors proposed a model in which tumor-
derived TGF-β promotes the upregulation of miR-491 in CD8 T cells which, in turn,
decreases the expression of Bcl-xL, TCF-1 and CDK4 and dampens their antitumoral
function [66]. On the contrary, a role in tumor suppression has been reported for miR-146a
using control or miR-146a knockout murine models of colorectal carcinoma induced in the
context of colonic inflammation and spontaneous CRC. This study found that miR-146a-
deficient mice were susceptible to both colitis-associated and sporadic CRC. Mechanistic
studies partially attributed this effect to a miR-146a-mediated limitation of tumorigenic
IL-17 secretion by CD4 T cells. In addition, miR-146a mimics or small molecule inhibition
of selected targets ameliorated colonic inflammation and CRC [67]. Regarding lncRNAs, a
recent study suggested an antitumor effect for lncRNA GM16343. Specifically, the authors
proposed that increased expression of lncRNA GM16343 in CD8 T cells potentiated their
capacity to produce IFN-γ and inhibited tumor growth in a xenograft mouse model of
colon cancer [68].
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MiR-21 has been shown to mediate T cell antitumor responses in two distinct mouse
models of hepatoma and fibrosarcoma via targeting the Pten (phosphatase and tensin
homolog) signaling pathway, further supporting the function of miRNAs in promoting
antitumor immunity. Systemic loss of miR-21 favored tumor progression with weakened
CD4 and CD8 T cell antitumor responses characterized by impaired T cell proliferation
and decreased IFN-γ and IL-2 secretion [69]. Another study that examined the roles
of ncRNAs in hepatocellular carcinoma (HCC) suggested a tumor-promoting role for
CD8 T cell-expressed lncRNA NEAT1. Specifically, they found that NEAT1 and Tim-3
were upregulated in peripheral blood mononuclear cells (PBMCs) of patients with HCC
compared with healthy subjects. Downregulation of NEAT1 in human CD8 T cells impaired
their apoptosis and enhanced their cytotoxic activity through a miR-155/Tim-3 pathway.
Finally, silencing NEAT1 in murine CD8 T cells impaired tumor growth in a transplantable
mouse model of HCC [70]. In addition, lnc-Tim3 was found to be upregulated in tumor-
infiltrating CD8 T cells of HCC patients, and negatively correlated with IFN-γ and IL-2
production. The authors attributed a role for lnc-Tim3 in stimulating CD8 T functional
exhaustion and survival of these cells by specifically binding to Tim-3 and blocking its
interaction with Bat3. This suppressed downstream signaling, led to nuclear localization of
Bat3, and enhanced the transcriptional activation of anti-apoptosis genes including MDM2
and Bcl-2 [71].

Consistently with other solid tumors, miRNAs are aberrantly expressed in melanoma
and exert diverse regulatory roles in tumor immune responses. Expression of miR-23a was
shown to inhibit cytotoxic CD8 T cell-mediated antitumor responses in a mouse model of
melanoma by directly targeting the transcription factor Blimp-1 and downstream effector
molecules granzyme B, T-bet and IFN-γ [64]. On the other hand, multiple studies reported
that the levels of CD8 T cell-expressed miR-155 associate with optimal T cell receptor
(TCR)-induced activity of tumor-infiltrating CD8 T cells (TILs), increased IFN-γ responses
in both CD4 and CD8 T cells through a mechanism involving Ship1 repression, and to a
better control of tumor growth [72–75]. One of these reports also established an opposing
protumoral role for miR-146a, as evidenced by reduced tumor growth and enhanced IFN-γ
production by both CD4 and CD8 T cells from miR-146a knockout tumor-bearing mice [74].
In another study, Jiang et al. showed that loss of the miR-17-92 cluster in CD4 T cells
impaired their Th1 functional capacity and reduced their ability to provide help to CD8
T cells in murine melanomas. They functionally dissected the cluster and identified miR-
17 and miR-19b as the key regulators of Th1 responses. These miRNAs promoted the
proliferation of Th1 cells, protected them from AICD, supported IFN-γ production, and
suppressed inducible Treg (iTreg) differentiation. Mechanistically, the authors identified
Pten as the functional target of miR-19b, and TGFRII and CREB1 as the targets of miR-
17 [76]. Additionally, increased expression of miR-28 on murine T cells decreased their
exhaustion state in B16-F10 tumor-bearing mice, as shown by the recovery of their capacity
to secrete IL-2 and TNF-α [77].

A role for miR-149-3p in T cell exhaustion has also been reported in the context of
breast cancer. Zhang et al. recently showed that treatment of CD8 T cells with a miR-149-3p
mimic reverses their exhausted phenotype and increases their activation as indicated by
their IL-2, IFN-γ and TNF-α production and increased cytotoxic capacity in a murine breast
cancer model [78]. In addition, miR-155 has also been shown to enhance T cell-mediated
antitumor responses in the EL4 mouse model of thymic lymphoma by increasing their
IFN-γ production [74].

Given that miR-124 is absent in all grades and pathologic types of gliomas, Wei et al.
examined the effect of increasing the levels of this specific miRNA in glioma cancer stem
cells (gCSC). They found that miR-124a inhibited the STAT3 pathway and reversed the
gCSC-mediated immunosuppression of T cell proliferation and induction of Tregs. Fur-
thermore, T cells from immunosuppressed glioblastoma patients treated with miR-124
upregulated IL-2, IFN-γ and TNF-α, which enhanced their effector response. Finally,
increased miR-124 levels potentiated T cell-mediated responses in the tumor microenvi-
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ronment and drastically reduced tumor burden in glioma mouse models [79]. Another
study from the same group focused on the role of miR-138, a miRNA with predicted
binding sites on both CTLA-4 and PD-1, in antitumor immunity. The authors reported that
miR-138 treatment of GL261 gliomas in immune-competent, but not in immune-deficient
(nude), mice induced a significant tumor regression, increased mice survival and decreased
the number of intratumoral Tregs as well as CTLA-4 and PD-1 expression. The effect of
this treatment was also lost in CD4 or CD8 T cell-depleted mice, and a potential direct
suppressive effect of miR-138 treatment on glioma cells was excluded [80].

Overall, ncRNAs have been shown to play both antitumoral and protumoral roles by
their action in the immune system in a tumor setting (Table 1). The main molecular mecha-
nisms that the ncRNAs use to regulate tumor immunology are summarized in Figure 2.
These mechanisms include targeting the CD8 T cell antitumor function by modulating the
expression of IL-2, IFN-γ and TNF-α, altering TCR signaling, controlling the induction of
Treg populations, and regulating immune checkpoint proteins including PD-1, CTLA-4
and Tim-3.
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CD8 T cells recognize tumor cells and exert cytotoxic functions upon engagement of the T cell receptor (TCR) and the 

Figure 2. Molecular regulatory mechanisms of ncRNA in tumor immunology. (A) Targeting CD8
T cell antitumor function. CD8 T cells recognize tumor cells and exert cytotoxic functions upon
engagement of the T cell receptor (TCR) and the antigen-derived peptide loaded on major histo-
compatibility type I molecules (MHC-I) on tumor cells. NcRNAs regulate the antitumor function
of CD8 T cells, characterized by secretion of IL-2, IFN-γ, TFN-α and granzyme B. (B) Regulation of
TCR signaling. Downstream signaling induced upon TCR engagement promotes the expression of
ncRNAs. NcRNAs can control TCR signaling by targeting phosphatase SHIP1, a negative regulator of
TCR signaling, thereby increasing TCR signaling. (C) Regulation of CD4 Treg polarization. NcRNAs
are involved in the differentiation of naïve CD4 T cells into regulatory T cells (Tregs) which secrete
TGF-β and IL-10 that inhibit cytotoxic CD8 T cells in the tumor microenvironment. (D) Regula-
tion of immune checkpoints. NcRNAs also control the T cell exhaustion state by directly targeting
checkpoint proteins.
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Table 1. Overview of ncRNA functions in the context of tumor immunology.

ncRNA Cell Subset Function Cancer References

miR-15b CD8 T cells
↓ AICD

↓ IFN-γ/IL-2
production

Lung [63]

miR-23a CD8 T cells

↓ Cytotoxicity
↓ IFN-γ production
↓ Blimp-1, Eomes, T-bet,

Granzyme B

Lung
Melanoma [64]

miR-146a T cells ↓ Antitumor responses
↓ IFN-γ production Melanoma [74]

miR-491 T cells

↓ Proliferation
↓ IFN-γ production
↑ Apoptosis

↓ Bcl-xL, TCF-1, CDK4

Colorectal [66]

Lnc NEAT1 CD8 T cells ↓ Cytotoxicity
↑ Tim3 Hepatocarcinoma [70]

Lnc-Tim3 CD8 T cells

↑ Exhaustion
↓ IL-2/IFN-γ
production

Binds Tim-3 and blocks
interaction with Bat3

Hepatocarcinoma [71]

miR-17-92 T cells

↑ Th1 function
↑ CD4 T cell help to

CD8 T cells
↓ iTreg induction

↓ Pten, TGFRII, CREB1

Melanoma [76]

miR-21 T cells

↑ Antitumor responses
↑ Proliferation
↑ IFN-γ/IL-2
production

↓ Pten signaling

Hepatoma
Fibrosarcoma [69]

miR-28 T cells
↓ Exhaustion
↑ IL-2/TNF-α

production
Melanoma [77]

miR-124 T cells

↑ Proliferation
↓ Treg induction

↑ IFN-γ/IL-2/TNF-α
production
↓ STAT3

Glioma [79]

miR-138 T cells ↓ Treg induction
↓ CTLA-4, PD-1 Glioma [80]

miR-146a CD4 T cells ↓ IL-17 production Colorectal [67]

miR-149-3p CD8 T cells

↓ Exhaustion
↑ Activation
↑ Cytotoxicity

↑ IFN-γ/IL-2/TNF-α
production

Breast [78]

miR-155 T cells
↑ Antitumor responses
↑ IFN-γ production

↓ Ship1

Melanoma
Thymic

lymphoma
[72–75]

Lnc GM16343 CD8 T cells ↑ IFN-γ production Colon [68]
↑: increased, ↓: reduced.
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4. Conclusions and Future Prospects

The clinical potential of the immune system to eliminate tumors has been demon-
strated by the success of certain cancer immunotherapies in some patients. A major
advantage of cancer immunotherapy is the durability of specific antitumor responses that
result in long-term survival for a subset of patients. This is most likely due to the immuno-
logical memory of adaptive immunity. Furthermore, the immune system can recognize
and clear distant metastasis in addition to the primary tumor. However, many patients
still do not respond to the treatments or develop resistance. Expanding clinical benefit
to most patients requires a better understanding of the mechanisms that lead to effective
antitumor responses.

The recent advances in our understanding of the role of ncRNAs in the context of
tumor immunology pave the way to future research in this field, providing the opportunity
to expand our basic knowledge and potentially identify new targets for cancer immunother-
apy. So far, the role of certain selected individual ncRNAs has been analyzed through
genetic approaches as described above. Future studies based on unbiased in vivo experi-
mental approaches that examine the role of large ncRNA libraries in specific cancer contexts
should shed new light into the immunobiology of cancer. These systematic approaches
enable the identification of target candidates that would be missed through traditional
studies, including genes with previously unknown functions. Among the different ncRNAs
that have been annotated, miRNAs are attractive targets to enhance antitumor immunity
due to their intrinsic capacity to control cell functions quickly and efficiently through the
simultaneous downregulation of a network of cell signaling pathways that control cell
proliferation, apoptosis and effector functions, among other processes [37,41]. In addition,
their small size allows them to inhibit mRNA targets inside tissues without the need for
complex delivery vehicles. MiRNA therapeutics could potentially be used in combination
with CAR T cell strategies to improve their function in the context of solid tumors, or to
boost endogenous T cell responses. Another advantage of miRNAs from a therapeutic
perspective is that some of their protein-coding target genes might have ideal properties
for therapeutic intervention. Thus, establishing the targetomes of miRNAs that control
antitumor responses in specific immune cell subsets might lead to the identification of new
biomarkers and/or relevant druggable targets, including immune checkpoint proteins,
to improve the efficiency of current cancer immunotherapies so that they may benefit a
greater number of patients.

Studies using miRNA mimics and inhibitors in mice have shown therapeutic effects
in different diseases [81–86]. In addition, multiple miRNA-based compounds are currently
undergoing phase 2 clinical trials, including Miravirsen (Santaris Pharma), a treatment
for hepatitis C virus infection. A completed phase 2 study for Miravirsen supports the
feasibility of miRNA-based therapeutic approaches in humans. In that study, the compound
showed high barrier to viral resistance, favorable tolerability and low propensity for drug
interactions [87]. Many cancer clinical trials based on miRNAs are ongoing [88], but none
of them has focused on the modulation of patients’ adaptive immune system so far. As our
knowledge regarding the relationship between ncRNAs and tumor immunology evolves,
it should be interesting to test the possibility of using ncRNA to boost antitumor immunity
in future clinical trials. Importantly, small chemical inhibitors for some of the identified
protein-coding target genes might already be available. In addition, therapeutic antibodies
targeting relevant cell surface proteins identified through these studies could be developed.

In summary, some studies showing roles for certain ncRNAs in promoting or restrict-
ing antitumor immunity have been developed during the past few years, still covering a
very minor fraction of our non-coding genome. Systematic unbiased studies in different
cancer types are required to expand our integrated knowledge of how regulatory ncRNAs
impact antitumor immunity. A deeper understanding of the functional mechanisms of all
ncRNAs on adaptive immune cells could broaden the clinical applicability of ncRNAs in
tumor immunotherapy.



Cancers 2021, 13, 5651 11 of 14

Author Contributions: Conceptualization, E.P., M.d.P.G.-M., A.M.P.-M., L.G.-R. and A.G.-M.; writing—
original draft preparation, E.P., M.d.P.G.-M., A.M.P.-M., L.G.-R. and A.G.-M.; writing—review and
editing, E.P., M.d.P.G.-M., A.M.P.-M., L.G.-R., visualization, E.P., M.d.P.G.-M., A.M.P.-M., L.G.-R. and
A.G.-M.; supervision, A.G.-M.; funding acquisition, A.G.-M. All authors have read and agreed to the
published version of the manuscript.

Funding: Our laboratory is funded by grants RTI2018-100008-A-I00 by MCIN/AEI/10.13039/
501100011033/ and FEDER “Una manera de hacer Europa”, LAB-AECC 2020 from Spanish Associa-
tion Against Cancer, SI1-PJI-2019-00241 from Community of Madrid, and merit award RyC-21155
funded by MCIN/AEI/10.13039/501100011033 and FSE “El FSE invierte en tu futuro” to A.G.-M.,
E.P. is supported by the FJC2019-040779-I fellowship funded by MCIN/AEI/10.13039/501100011033,
L.G.-R. by the PRE2019-087940 fellowship funded by MCIN/AEI/10.13039/501100011033 and FSE
“El FSE invierte en tu futuro”, and M.d.P.G.-M. by a FPI fellowship from Universidad Autónoma
de Madrid.

Acknowledgments: We would like to thank Laura Mañas-Cordero and Rocío Bartolomé-Cabrero for
discussion and critical reading of the manuscript. Figures were created with BioRender.com accessed
on 4 October 2021.

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

References
1. International Agency for Research on Cancer. Global Cancer Observatory: Cancer Today 2021; International Agency for Research on

Cancer: Lyon, France, 2021.
2. Hanahan, D.; Weinberg, R.A. The Hallmarks of Cancer. Cell 2000, 100, 57–70. [CrossRef]
3. Tran, E.; Turcotte, S.; Gros, A.; Robbins, P.F.; Lu, Y.-C.; Dudley, M.E.; Wunderlich, J.R.; Somerville, R.P.; Hogan, K.; Hinrichs,

C.S.; et al. Cancer Immunotherapy Based on Mutation-Specific CD4+ T Cells in a Patient with Epithelial Cancer. Science 2014, 344,
641–645. [CrossRef]

4. Robbins, P.F.; Lu, Y.C.; El-Gamil, M.; Li, Y.F.; Gross, C.; Gartner, J.; Lin, J.C.; Teer, J.K.; Cliften, P.; Tycksen, E.; et al. Mining exomic
sequencing data to identify mutated antigens recognized by adoptively transferred tumor-reactive T cells. Nat. Med. 2013, 19,
747–752. [CrossRef] [PubMed]

5. Linnemann, C.; Van Buuren, M.M.; Bies, L.; Verdegaal, E.M.E.; Schotte, R.; Calis, J.J.A.; Behjati, S.; Velds, A.; Hilkmann, H.; El
Atmioui, D.; et al. High-throughput epitope discovery reveals frequent recognition of neo-antigens by CD4+ T cells in human
melanoma. Nat. Med. 2015, 21, 81–85. [CrossRef] [PubMed]

6. Coulie, P.G.; Van den Eynde, B.J.; Van Der Bruggen, P.; Boon-Falleur, T. Tumour antigens recognized by T lymphocytes: At the
core of cancer immunotherapy. Nat. Rev. Cancer 2014, 14, 135–146. [CrossRef] [PubMed]

7. Verdegaal, E.M.E.; de Miranda, N.F.C.C.; Visser, M.; Harryvan, T.; van Buuren, M.M.; Andersen, R.S.; Hadrup, S.R.; van der
Minne, C.E.; Schotte, R.; Spits, H.; et al. Neoantigen landscape dynamics during human melanoma–T cell interactions. Nat. Cell
Biol. 2016, 536, 91–95. [CrossRef] [PubMed]

8. Dunn, G.P.; Old, L.J.; Schreiber, R.D. The Three Es of Cancer Immunoediting. Annu. Rev. Immunol. 2004, 22, 329–360. [CrossRef]
9. Bhatia, S.; Thompson, J.A. PD-1 Blockade in Melanoma. JAMA 2016, 315, 1573–1575. [CrossRef] [PubMed]
10. Thomas, D.A.; Massagué, J. TGF-β directly targets cytotoxic T cell functions during tumor evasion of immune surveillance.

Cancer Cell 2005, 8, 369–380. [CrossRef]
11. Schietinger, A.; Greenberg, P.D. Tolerance and exhaustion: Defining mechanisms of T cell dysfunction. Trends Immunol. 2014, 35,

51–60. [CrossRef]
12. Leach, D.R.; Krummel, M.F.; Allison, J.P. Enhancement of Antitumor Immunity by CTLA-4 Blockade. Science 1996, 271, 1734–1736.

[CrossRef]
13. Topalian, S.L.; Drake, C.G.; Pardoll, D.M. Immune Checkpoint Blockade: A Common Denominator Approach to Cancer Therapy.

Cancer Cell 2015, 27, 450–461. [CrossRef] [PubMed]
14. Rosenberg, S.A.; Lotze, M.T.; Muul, L.M.; Leitman, S.; Chang, A.E.; Ettinghausen, S.E.; Matory, Y.L.; Skibber, J.M.; Shiloni, E.; Vetto,

J.T.; et al. Observations on the Systemic Administration of Autologous Lymphokine-Activated Killer Cells and Recombinant
Interleukin-2 to Patients with Metastatic Cancer. N. Engl. J. Med. 1985, 313, 1485–1492. [CrossRef] [PubMed]

15. Salles, G.; Barrett, M.; Foà, R.; Maurer, J.; O’Brien, S.; Valente, N.; Wenger, M.; Maloney, D.G. Rituximab in B-Cell Hematologic
Malignancies: A Review of 20 Years of Clinical Experience. Adv. Ther. 2017, 34, 2232–2273. [CrossRef] [PubMed]

16. Tawbi, H.A.; Forsyth, P.A.; Algazi, A.; Hamid, O.; Hodi, F.S.; Moschos, S.J.; Khushalani, N.I.; Lewis, K.; Lao, C.D.; Postow,
M.A.; et al. Combined Nivolumab and Ipilimumab in Melanoma Metastatic to the Brain. N. Engl. J. Med. 2018, 379, 722–730.
[CrossRef]

17. Postow, M.A.; Chesney, J.; Pavlick, A.C.; Robert, C.; Grossmann, K.; McDermott, D.; Linette, G.P.; Meyer, N.; Giguere, J.K.;
Agarwala, S.S.; et al. Nivolumab and Ipilimumab versus Ipilimumab in Untreated Melanoma. N. Engl. J. Med. 2015, 372,
2006–2017. [CrossRef]

BioRender.com
http://doi.org/10.1016/S0092-8674(00)81683-9
http://doi.org/10.1126/science.1251102
http://doi.org/10.1038/nm.3161
http://www.ncbi.nlm.nih.gov/pubmed/23644516
http://doi.org/10.1038/nm.3773
http://www.ncbi.nlm.nih.gov/pubmed/25531942
http://doi.org/10.1038/nrc3670
http://www.ncbi.nlm.nih.gov/pubmed/24457417
http://doi.org/10.1038/nature18945
http://www.ncbi.nlm.nih.gov/pubmed/27350335
http://doi.org/10.1146/annurev.immunol.22.012703.104803
http://doi.org/10.1001/jama.2016.4012
http://www.ncbi.nlm.nih.gov/pubmed/27092829
http://doi.org/10.1016/j.ccr.2005.10.012
http://doi.org/10.1016/j.it.2013.10.001
http://doi.org/10.1126/science.271.5256.1734
http://doi.org/10.1016/j.ccell.2015.03.001
http://www.ncbi.nlm.nih.gov/pubmed/25858804
http://doi.org/10.1056/NEJM198512053132327
http://www.ncbi.nlm.nih.gov/pubmed/3903508
http://doi.org/10.1007/s12325-017-0612-x
http://www.ncbi.nlm.nih.gov/pubmed/28983798
http://doi.org/10.1056/NEJMoa1805453
http://doi.org/10.1056/NEJMoa1414428


Cancers 2021, 13, 5651 12 of 14

18. Mondal, M.; Guo, J.; He, P.; Zhou, D. Recent advances of oncolytic virus in cancer therapy. Hum. Vaccines Immunother. 2020, 16,
2389–2402. [CrossRef]

19. Pan, J.; Niu, Q.; Deng, B.; Liu, S.; Wu, T.; Gao, Z.; Liu, Z.; Zhang, Y.; Qu, X.; Zhang, Y.; et al. CD22 CAR T-cell therapy in refractory
or relapsed B acute lymphoblastic leukemia. Leukemia 2019, 33, 2854–2866. [CrossRef]

20. Sharma, P.; Hu-Lieskovan, S.; Wargo, J.A.; Ribas, A. Primary, Adaptive, and Acquired Resistance to Cancer Immunotherapy. Cell
2017, 168, 707–723. [CrossRef]

21. Maude, S.L.; Frey, N.; Shaw, P.A.; Aplenc, R.; Barrett, D.M.; Bunin, N.J.; Chew, A.; Gonzalez, V.E.; Zheng, Z.; Lacey, S.F.; et al.
Chimeric antigen receptor T cells for sustained remissions in leukemia. N. Engl. J. Med. 2014, 371, 1507–1517. [CrossRef]

22. Zhang, E.; Gu, J.; Xu, H. Prospects for chimeric antigen receptor-modified T cell therapy for solid tumors. Mol. Cancer 2018, 17, 7.
[CrossRef]

23. June, C.H.; Warshauer, J.T.; Bluestone, J.A. Is autoimmunity the Achilles’ heel of cancer immunotherapy? Nat. Med. 2017, 23,
540–547. [CrossRef] [PubMed]

24. Caspi, R.R. Immunotherapy of autoimmunity and cancer: The penalty for success. Nat. Rev. Immunol. 2008, 8, 970–976. [CrossRef]
[PubMed]

25. Djebali, S.; Davis, C.A.; Merkel, A.; Dobin, A.; Lassmann, T.; Mortazavi, A.; Tanzer, A.; Lagarde, J.; Lin, W.; Schlesinger, F.; et al.
Landscape of transcription in human cells. Nature 2012, 489, 101–108. [CrossRef] [PubMed]

26. Chi, Y.; Wang, J.; Yu, W.; Yang, J. Long Non-Coding RNA in the Pathogenesis of Cancers. Cells 2019, 8, 1015. [CrossRef]
27. Li, J.; Sun, D.; Pu, W.; Wang, J.; Peng, Y. Circular RNAs in Cancer: Biogenesis, Function, and Clinical Significance. Trends Cancer

2020, 6, 319–336. [CrossRef]
28. Zhang, B.; Pan, X.; Cobb, G.; Anderson, T. microRNAs as oncogenes and tumor suppressors. Dev. Biol. 2007, 302, 1–12. [CrossRef]
29. Cobb, B.S.; Nesterova, T.; Thompson, E.; Hertweck, A.; O’Connor, E.; Godwin, J.; Wilson, C.B.; Brockdorff, N.; Fisher, A.G.; Smale,

S.T.; et al. T cell lineage choice and differentiation in the absence of the RNase III enzyme Dicer. J. Exp. Med. 2005, 201, 1367–1373.
[CrossRef]

30. Koralov, S.; Muljo, S.; Galler, G.; Krek, A.; Chakraborty, T.; Kanellopoulou, C.; Jensen, K.; Cobb, B.S.; Merkenschlager, M.;
Rajewsky, K. Dicer Ablation Affects Antibody Diversity and Cell Survival in the B Lymphocyte Lineage. Cell 2008, 132, 860–874.
[CrossRef]

31. Casero, D.; Sandoval, S.; Seet, C.S.; Scholes, J.; Zhu, Y.; Ha, V.L.; Luong, A.; Parekh, C.; Crooks, G.M. Long non-coding RNA
profiling of human lymphoid progenitor cells reveals transcriptional divergence of B cell and T cell lineages. Nat. Immunol. 2015,
16, 1282–1291. [CrossRef]

32. Kosaka, A.; Ohkuri, T.; Ikeura, M.; Kohanbash, G.; Okada, H. Transgene-derived overexpression of miR-17-92 in CD8+ T-cells
confers enhanced cytotoxic activity. Biochem. Biophys. Res. Commun. 2015, 458, 549–554. [CrossRef] [PubMed]

33. Jathar, S.; Kumar, V.; Srivastava, J.; Tripathi, V. Technological Developments in lncRNA Biology. Adv. Exp. Med. Biol. 2017, 1008,
283–323. [PubMed]

34. Hombach, S.; Kretz, M. Non-coding RNAs: Classification, Biology and Functioning. Adv. Exp. Med. Biol. 2016, 937, 3–17.
[CrossRef]

35. Huang, B.; Zhang, R. Regulatory non-coding RNAs: Revolutionizing the RNA world. Mol. Biol. Rep. 2014, 41, 3915–3923.
[CrossRef] [PubMed]

36. Chen, Y.G.; Satpathy, A.; Chang, H.Y. Gene regulation in the immune system by long noncoding RNAs. Nat. Immunol. 2017, 18,
962–972. [CrossRef] [PubMed]

37. Bartel, D.P. MicroRNAs: Target Recognition and Regulatory Functions. Cell 2009, 136, 215–233. [CrossRef] [PubMed]
38. Huntzinger, E.; Izaurralde, E. Gene silencing by microRNAs: Contributions of translational repression and mRNA decay. Nat.

Rev. Genet. 2011, 12, 99–110. [CrossRef] [PubMed]
39. Mehta, A.; Baltimore, D. MicroRNAs as regulatory elements in immune system logic. Nat. Rev. Immunol. 2016, 16, 279–294.

[CrossRef]
40. Zhang, P.; Wu, W.; Chen, Q.; Chen, M. Non-Coding RNAs and their Integrated Networks. J. Integr. Bioinform. 2019, 16, 3.

[CrossRef]
41. Xiao, C.; Rajewsky, K. MicroRNA Control in the Immune System: Basic Principles. Cell 2009, 136, 26–36. [CrossRef]
42. Lai, M.; Gonzalez-Martin, A.; Cooper, A.B.; Oda, H.; Jin, H.Y.; Shepherd, J.; He, L.; Zhu, J.; Nemazee, D.; Xiao, C. Regulation

of B-cell development and tolerance by different members of the miR-17∼92 family microRNAs. Nat. Commun. 2016, 7, 12207.
[CrossRef]

43. Rinn, J.L.; Chang, H.Y. Genome Regulation by Long Noncoding RNAs. Annu. Rev. Biochem. 2012, 81, 145–166. [CrossRef]
44. Iyer, M.K.; Niknafs, Y.; Malik, R.; Malik, R.; Singhal, U.; Sahu, A.; Hosono, Y.; Barrette, T.R.; Prensner, J.R.; Evans, J.R.; et al. The

landscape of long noncoding RNAs in the human transcriptome. Nat. Genet. 2015, 47, 199–208. [CrossRef] [PubMed]
45. Yang, J.X.; Rastetter, R.H.; Wilhelm, D. Non-coding RNAs: An Introduction. Adv. Exp. Med. Biol. 2016, 886, 13–32. [PubMed]
46. Mercer, T.R.; Dinger, M.E.; Mattick, J.S. Long non-coding RNAs: Insights into functions. Nat. Rev. Genet. 2009, 10, 155–159.

[CrossRef] [PubMed]
47. Chen, L.-L.; Yang, L. Regulation of circRNA biogenesis. RNA Biol. 2015, 12, 381–388. [CrossRef]
48. Kristensen, L.S.; Andersen, M.S.; Stagsted, L.V.W.; Ebbesen, K.K.; Hansen, T.B.; Kjems, J. The biogenesis, biology and characteriza-

tion of circular RNAs. Nat. Rev. Genet. 2019, 20, 675–691. [CrossRef]

http://doi.org/10.1080/21645515.2020.1723363
http://doi.org/10.1038/s41375-019-0488-7
http://doi.org/10.1016/j.cell.2017.01.017
http://doi.org/10.1056/NEJMoa1407222
http://doi.org/10.1186/s12943-018-0759-3
http://doi.org/10.1038/nm.4321
http://www.ncbi.nlm.nih.gov/pubmed/28475571
http://doi.org/10.1038/nri2438
http://www.ncbi.nlm.nih.gov/pubmed/19008897
http://doi.org/10.1038/nature11233
http://www.ncbi.nlm.nih.gov/pubmed/22955620
http://doi.org/10.3390/cells8091015
http://doi.org/10.1016/j.trecan.2020.01.012
http://doi.org/10.1016/j.ydbio.2006.08.028
http://doi.org/10.1084/jem.20050572
http://doi.org/10.1016/j.cell.2008.02.020
http://doi.org/10.1038/ni.3299
http://doi.org/10.1016/j.bbrc.2015.02.003
http://www.ncbi.nlm.nih.gov/pubmed/25677619
http://www.ncbi.nlm.nih.gov/pubmed/28815544
http://doi.org/10.1007/978-3-319-42059-2_1
http://doi.org/10.1007/s11033-014-3259-6
http://www.ncbi.nlm.nih.gov/pubmed/24549720
http://doi.org/10.1038/ni.3771
http://www.ncbi.nlm.nih.gov/pubmed/28829444
http://doi.org/10.1016/j.cell.2009.01.002
http://www.ncbi.nlm.nih.gov/pubmed/19167326
http://doi.org/10.1038/nrg2936
http://www.ncbi.nlm.nih.gov/pubmed/21245828
http://doi.org/10.1038/nri.2016.40
http://doi.org/10.1515/jib-2019-0027
http://doi.org/10.1016/j.cell.2008.12.027
http://doi.org/10.1038/ncomms12207
http://doi.org/10.1146/annurev-biochem-051410-092902
http://doi.org/10.1038/ng.3192
http://www.ncbi.nlm.nih.gov/pubmed/25599403
http://www.ncbi.nlm.nih.gov/pubmed/26659485
http://doi.org/10.1038/nrg2521
http://www.ncbi.nlm.nih.gov/pubmed/19188922
http://doi.org/10.1080/15476286.2015.1020271
http://doi.org/10.1038/s41576-019-0158-7


Cancers 2021, 13, 5651 13 of 14

49. Coussens, L.M.; Werb, Z. Inflammatory Cells and Cancer. J. Exp. Med. 2001, 193, F23–F26. [CrossRef]
50. Coussens, L.M.; Werb, Z. Inflammation and cancer. Nature 2002, 420, 860–867. [CrossRef]
51. Ghiringhelli, F.; Apetoh, L.; Housseau, F.; Kroemer, G.; Zitvogel, L. Links between innate and cognate tumor immunity. Curr.

Opin. Immunol. 2007, 19, 224–231. [CrossRef]
52. Zhu, J.; Yamane, H.; Paul, W.E. Differentiation of Effector CD4 T Cell Populations. Annu. Rev. Immunol. 2010, 28, 445–489.

[CrossRef] [PubMed]
53. Stout, R.D.; Bottomly, K. Antigen-specific activation of effector macrophages by IFN-gamma producing (TH1) T cell clones.

Failure of IL-4-producing (TH2) T cell clones to activate effector function in macrophages. J. Immunol. 1989, 142, 760–765.
[PubMed]

54. Martinez, F.O. Macrophage activation and polarization. Front. Biosci. 2008, 13, 453–461. [CrossRef]
55. DeNardo, D.G.; Coussens, L.M. Inflammation and breast cancer. Balancing immune response: Crosstalk between adaptive and

innate immune cells during breast cancer progression. Breast Cancer Res. 2007, 9, 212. [CrossRef] [PubMed]
56. David, H. Rudolf Virchow and Modern Aspects of Tumor Pathology. Pathol.-Res. Pract. 1988, 183, 356–364. [CrossRef]
57. Grivennikov, S.I.; Greten, F.; Karin, M. Immunity, Inflammation, and Cancer. Cell 2010, 140, 883–899. [CrossRef] [PubMed]
58. Nallasamy, P.; Chava, S.; Verma, S.S.; Mishra, S.; Gorantla, S.; Coulter, D.W.; Byrareddy, S.N.; Batra, S.K.; Gupta, S.C.; Challagundla,

K.B. PD-L1, inflammation, non-coding RNAs, and neuroblastoma: Immuno-oncology perspective. Semin. Cancer Biol. 2018, 52,
53–65. [CrossRef]

59. Sharpe, A.H. Introduction to checkpoint inhibitors and cancer immunotherapy. Immunol. Rev. 2017, 276, 5–8. [CrossRef]
60. Bronte, V.; Serafini, P.; Apolloni, E.; Zanovello, P. Tumor-Induced Immune Dysfunctions Caused by Myeloid Suppressor Cells. J.

Immunother. 2001, 24, 431–446. [CrossRef]
61. Gallina, G.; Dolcetti, L.; Serafini, P.; De Santo, C.; Marigo, I.; Colombo, M.P.; Basso, G.; Brombacher, F.; Borrello, I.; Zanovello,

P.; et al. Tumors induce a subset of inflammatory monocytes with immunosuppressive activity on CD8+ T cells. J. Clin. Investig.
2006, 116, 2777–2790. [CrossRef]

62. Leidinger, P.; Backes, C.; Dahmke, I.N.; Galata, V.; Huwer, H.; Stehle, I.; Bals, R.; Keller, A.; Meese, E. What makes a blood cell
based miRNA expression pattern disease specific?—A miRNome analysis of blood cell subsets in lung cancer patients and
healthy controls. Oncotarget 2014, 5, 9484–9497. [CrossRef]

63. Zhong, G.; Cheng, X.; Long, H.; He, L.; Qi, W.; Xiang, T.; Zhao, Z.; Zhu, B. Dynamically expressed microRNA-15b modulates the
activities of CD8+ T lymphocytes in mice with Lewis lung carcinoma. J. Transl. Med. 2013, 11, 71. [CrossRef]

64. Lin, R.; Chen, L.; Chen, G.; Hu, C.; Jiang, S.; Sevilla, J.; Wan, Y.; Sampson, J.; Zhu, B.; Li, Q.-J. Targeting miR-23a in CD8+ cytotoxic
T lymphocytes prevents tumor-dependent immunosuppression. J. Clin. Investig. 2014, 124, 5352–5367. [CrossRef]

65. Fabbri, M.; Paone, A.; Calore, F.; Galli, R.; Gaudio, E.; Santhanam, R.; Lovat, F.; Fadda, P.; Mao, C.; Nuovo, G.J.; et al. MicroRNAs
bind to Toll-like receptors to induce prometastatic inflammatory response. Proc. Natl. Acad. Sci. USA 2012, 109, E2110–E2116.
[CrossRef] [PubMed]

66. Yu, T.; Zuo, Q.-F.; Gong, L.; Wang, L.-N.; Zou, Q.-M.; Xiao, B. MicroRNA-491 regulates the proliferation and apoptosis of CD8+ T
cells. Sci. Rep. 2016, 6, 30923. [CrossRef] [PubMed]

67. Garo, L.P.; Ajay, A.K.; Fujiwara, M.; Gabriely, G.; Raheja, R.; Kuhn, C.; Kenyon, B.; Skillin, N.; Kadowaki-Saga, R.; Saxena, S.; et al.
MicroRNA-146a limits tumorigenic inflammation in colorectal cancer. Nat. Commun. 2021, 12, 2419. [CrossRef] [PubMed]

68. Mao, D.; Hu, C.; Zhang, J.; Feng, C.; Zhang, Z.; Wang, J.; Man, Z.; Zhu, Z.; Wang, Y.; Zhao, H.; et al. Long Noncoding RNA
GM16343 Promotes IL-36β to Regulate Tumor Microenvironment by CD8+T cells. Technol. Cancer Res. Treat. 2019, 18. [CrossRef]
[PubMed]

69. He, W.; Wang, C.; Mu, R.; Liang, P.; Huang, Z.; Zhang, J.; Dong, L. MiR-21 is required for anti-tumor immune response in mice:
An implication for its bi-directional roles. Oncogene 2017, 36, 4212–4223. [CrossRef]

70. Yan, K.; Fu, Y.; Zhu, N.; Wang, Z.; Hong, J.-L.; Li, Y.; Li, W.-J.; Zhang, H.-B.; Song, J.-H. Repression of lncRNA NEAT1 enhances
the antitumor activity of CD8+T cells against hepatocellular carcinoma via regulating miR-155/Tim-3. Int. J. Biochem. Cell Biol.
2019, 110, 1–8. [CrossRef]

71. Ji, J.; Yin, Y.; Ju, H.; Xu, X.; Liu, W.; Fu, Q.; Hu, J.; Zhang, X.; Sun, B. Long non-coding RNA Lnc-Tim3 exacerbates CD8 T cell
exhaustion via binding to Tim-3 and inducing nuclear translocation of Bat3 in HCC. Cell Death Dis. 2018, 9, 478. [CrossRef]

72. Martinez-Usatorre, A.; Sempere, L.F.; Carmona, S.J.; Carretero-Iglesia, L.; Monnot, G.; Speiser, D.E.; Rufer, N.; Donda, A.; Zehn, D.;
Jandus, C.; 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, 1013–1024. [CrossRef] [PubMed]

73. Dudda, J.C.; Salaun, B.; Ji, Y.; Palmer, D.C.; Monnot, G.C.; Merck, E.; Boudousquie, C.; Utzschneider, D.T.; Escobar, T.M.; Perret,
R.; et al. MicroRNA-155 is required for effector CD8+ T cell responses to virus infection and cancer. Immunity 2013, 38, 742–753.
[CrossRef] [PubMed]

74. Huffaker, T.B.; Hu, R.; Runtsch, M.C.; Bake, E.; Chen, X.; Zhao, J.; Round, J.L.; Baltimore, D.; O’Connell, R.M. Epistasis between
MicroRNAs 155 and 146a during T Cell-Mediated Antitumor Immunity. Cell Rep. 2012, 2, 1697–1709. [CrossRef] [PubMed]

75. Ji, Y.; Wrzesinski, C.; Yu, Z.; Hu, J.; Gautam, S.; Hawk, N.V.; Telford, W.G.; Palmer, D.; Franco, Z.; Sukumar, M.; et al. miR-155
augments CD8+ T-cell antitumor activity in lymphoreplete hosts by enhancing responsiveness to homeostatic γc cytokines. Proc.
Natl. Acad. Sci. USA 2015, 112, 476–481. [CrossRef] [PubMed]

http://doi.org/10.1084/jem.193.6.F23
http://doi.org/10.1038/nature01322
http://doi.org/10.1016/j.coi.2007.02.003
http://doi.org/10.1146/annurev-immunol-030409-101212
http://www.ncbi.nlm.nih.gov/pubmed/20192806
http://www.ncbi.nlm.nih.gov/pubmed/2464024
http://doi.org/10.2741/2692
http://doi.org/10.1186/bcr1746
http://www.ncbi.nlm.nih.gov/pubmed/17705880
http://doi.org/10.1016/S0344-0338(88)80138-9
http://doi.org/10.1016/j.cell.2010.01.025
http://www.ncbi.nlm.nih.gov/pubmed/20303878
http://doi.org/10.1016/j.semcancer.2017.11.009
http://doi.org/10.1111/imr.12531
http://doi.org/10.1097/00002371-200111000-00001
http://doi.org/10.1172/JCI28828
http://doi.org/10.18632/oncotarget.2419
http://doi.org/10.1186/1479-5876-11-71
http://doi.org/10.1172/JCI76561
http://doi.org/10.1073/pnas.1209414109
http://www.ncbi.nlm.nih.gov/pubmed/22753494
http://doi.org/10.1038/srep30923
http://www.ncbi.nlm.nih.gov/pubmed/27484289
http://doi.org/10.1038/s41467-021-22641-y
http://www.ncbi.nlm.nih.gov/pubmed/33893298
http://doi.org/10.1177/1533033819883633
http://www.ncbi.nlm.nih.gov/pubmed/31684829
http://doi.org/10.1038/onc.2017.62
http://doi.org/10.1016/j.biocel.2019.01.019
http://doi.org/10.1038/s41419-018-0528-7
http://doi.org/10.1158/2326-6066.CIR-18-0504
http://www.ncbi.nlm.nih.gov/pubmed/31043416
http://doi.org/10.1016/j.immuni.2012.12.006
http://www.ncbi.nlm.nih.gov/pubmed/23601686
http://doi.org/10.1016/j.celrep.2012.10.025
http://www.ncbi.nlm.nih.gov/pubmed/23200854
http://doi.org/10.1073/pnas.1422916112
http://www.ncbi.nlm.nih.gov/pubmed/25548153


Cancers 2021, 13, 5651 14 of 14

76. Jiang, S.; Li, C.; Olive, V.; Lykken, E.; Feng, F.; Sevilla, J.; Wan, Y.; He, L.; Li, Q.-J. Molecular dissection of the miR-17-92
cluster’s critical dual roles in promoting Th1 responses and preventing inducible Treg differentiation. Blood 2011, 118, 5487–5497.
[CrossRef] [PubMed]

77. Li, Q.; Johnston, N.; Zheng, X.; Wang, H.; Zhang, X.; Gao, D.; Min, W. miR-28 modulates exhaustive differentiation of T cells
through silencing programmed cell death-1 and regulating cytokine secretion. Oncotarget 2016, 7, 53735–53750. [CrossRef]
[PubMed]

78. Zhang, M.; Gao, D.; Shi, Y.; Wang, Y.; Joshi, R.; Yu, Q.; Liu, D.; Alotaibi, F.; Zhang, Y.; Wang, H.; et al. miR-149-3p reverses CD8
+ T-cell exhaustion by reducing inhibitory receptors and promoting cytokine secretion in breast cancer cells. Open Biol. 2019,
9, 190061. [CrossRef] [PubMed]

79. Wei, J.; Wang, F.; Kong, L.-Y.; Xu, S.; Doucette, T.; Ferguson, S.D.; Yang, Y.; McEnery, K.; Jethwa, K.; Gjyshi, O.; et al. miR-124
Inhibits STAT3 Signaling to Enhance T Cell–Mediated Immune Clearance of Glioma. Cancer Res. 2013, 73, 3913–3926. [CrossRef]

80. Wei, J.; Nduom, E.K.; Kong, L.-Y.; Hashimoto, Y.; Xu, S.; Gabrusiewicz, K.; Ling, X.; Huang, N.; Qiao, W.; Zhou, S.; et al. MiR-138
exerts anti-glioma efficacy by targeting immune checkpoints. Neuro-Oncology 2016, 18, 639–648. [CrossRef]

81. Murugaiyan, G.; Beynon, V.; Mittal, A.; Joller, N.; Weiner, H.L. Silencing MicroRNA-155 Ameliorates Experimental Autoimmune
Encephalomyelitis. J. Immunol. 2011, 187, 2213–2221. [CrossRef]

82. Garchow, B.G.; Encinas, O.B.; Leung, Y.T.; Tsao, P.Y.; Eisenberg, R.A.; Caricchio, R.; Obad, S.; Petri, A.; Kauppinen, S.; Kiriakidou,
M. Silencing of microRNA-21 in vivo ameliorates autoimmune splenomegaly in lupus mice. EMBO Mol. Med. 2011, 3, 605–615.
[CrossRef] [PubMed]

83. Mattes, J.; Collison, A.; Plank, M.; Phipps, S.; Foster, P.S. Antagonism of microRNA-126 suppresses the effector function of TH2
cells and the development of allergic airways disease. Proc. Natl. Acad. Sci. USA 2009, 106, 18704–18709. [CrossRef]

84. Wang, Y.; Li, Y.; Zhang, P.; Baker, S.T.; Wolfson, M.R.; Weiser, J.; Tian, Y.; Shen, H. Regenerative therapy based on miRNA-302
mimics for enhancing host recovery from pneumonia caused byStreptococcus pneumoniae. Proc. Natl. Acad. Sci. USA 2019, 116,
8493–8498. [CrossRef]

85. Liu, S.-H.; Hsu, K.-W.; Lai, Y.-L.; Lin, Y.-F.; Chen, F.-H.; Peng, P.-H.; Lin, L.-J.; Wu, H.-H.; Li, C.-Y.; Wang, S.-C.; et al. Systematic
identification of clinically relevant miRNAs for potential miRNA-based therapy in lung adenocarcinoma. Mol. Ther.-Nucleic Acids
2021, 25, 1–10. [CrossRef] [PubMed]

86. Murugaiyan, G.; Da Cunha, A.P.; Ajay, A.K.; Joller, N.; Garo, L.P.; Kumaradevan, S.; Yosef, N.; Vaidya, V.S.; Weiner, H.L.
MicroRNA-21 promotes Th17 differentiation and mediates experimental autoimmune encephalomyelitis. J. Clin. Investig. 2015,
125, 1069–1080. [CrossRef] [PubMed]

87. Janssen, H.L.A.; Reesink, H.W.; Lawitz, E.J.; Zeuzem, S.; Rodriguez-Torres, M.; Patel, K.; Van Der Meer, A.J.; Patick, A.K.; Chen,
A.; Zhou, Y.; et al. Treatment of HCV Infection by Targeting MicroRNA. N. Engl. J. Med. 2013, 368, 1685–1694. [CrossRef]

88. ClinicalTrials.gov. 2021. Available online: https://clinicaltrials.gov/ (accessed on 9 September 2021).

http://doi.org/10.1182/blood-2011-05-355644
http://www.ncbi.nlm.nih.gov/pubmed/21972292
http://doi.org/10.18632/oncotarget.10731
http://www.ncbi.nlm.nih.gov/pubmed/27447564
http://doi.org/10.1098/rsob.190061
http://www.ncbi.nlm.nih.gov/pubmed/31594465
http://doi.org/10.1158/0008-5472.CAN-12-4318
http://doi.org/10.1093/neuonc/nov292
http://doi.org/10.4049/jimmunol.1003952
http://doi.org/10.1002/emmm.201100171
http://www.ncbi.nlm.nih.gov/pubmed/21882343
http://doi.org/10.1073/pnas.0905063106
http://doi.org/10.1073/pnas.1818522116
http://doi.org/10.1016/j.omtn.2021.04.020
http://www.ncbi.nlm.nih.gov/pubmed/34141460
http://doi.org/10.1172/JCI74347
http://www.ncbi.nlm.nih.gov/pubmed/25642768
http://doi.org/10.1056/NEJMoa1209026
https://clinicaltrials.gov/

	Introduction 
	Non-Coding RNAs as Regulators of Gene Expression 
	Non-Coding RNAs 
	MicroRNAs 
	Long Non-Coding RNAs 

	Regulation of Adaptive Tumor Immunity by Non-Coding RNAs 
	Immune Responses in Cancer 
	Non-Coding RNAs in Immune Responses to Cancer 

	Conclusions and Future Prospects 
	References

