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Cellular components of the tumour microenvironment (TME) are recognized to regulate the hallmarks of cancers including
tumour proliferation, angiogenesis, invasion, and metastasis, as well as chemotherapeutic resistance. The linkage between
miRNA, TME, and the development of the hallmarks of cancer makes miRNA-mediated regulation of TME a potential
therapeutic strategy to complement current cancer therapies. Despite significant advances in cancer therapy, lung cancer
remains the deadliest form of cancer among males in the world and has overtaken breast cancer as the most fatal
cancer among females in more developed countries. Therefore, there is an urgent need to develop more effective
treatments for NSCLC, which is the most common type of lung cancer. Hence, this review will focus on current
literature pertaining to antitumour or protumourigenic effects elicited by nonmalignant stromal cells of TME in NSCLC
through miRNA regulation as well as current status and future prospects of miRNAs as therapeutic agents or targets to
regulate TME in NSCLC.

1. Introduction

According to GLOBOCAN, lung cancer is the deadliest form
of cancer among males in both more (26.2%) and less
developed countries (22.3%) and has overtaken breast cancer
(15.4%) as the most fatal cancer among females (16.3%) in
more developed countries [1]. Lung cancer is classified
into two main groups, namely, non-small-cell lung cancer
(NSCLC, 85% of cases) and small-cell lung cancer (SCLC,
15% of cases) [2]. NSCLC being the most common type of
lung cancer is further classified into adenocarcinoma (AC),
squamous cell carcinoma (SCC), and large-cell carcinoma
(LCC) [3]. AC and SCC are the most prevalent histologic
subtypes of NSCLC, accounting for 50% and 30% of
NSCLC cases, respectively [4].

MicroRNAs (miRNAs) are a class of short (with an
average of 22 nucleotides) endogenously initiated noncoding
RNAs that have crucial roles in cancer development and

progression [5]. They regulate oncogenic and/or tumour-
suppressive genes by mainly binding to seed sequences
located within 3′-untranslated region (UTR) of target
mRNA, ultimately resulting in degradation of target mRNA
or blockage of protein translation [5, 6].

miRNA dysregulation has been demonstrated to affect
cancer proliferation, angiogenesis, metastasis, and develop-
ment of drug resistance through interactions between
malignant cells, nonmalignant stromal cells, and noncellular
components in the tumour microenvironment (TME) [7–9].
The majority of stromal cells consist of cancer-associated
fibroblasts (CAFs) as well as immune and inflammatory
cells such as tumour-associated macrophages (TAMs or
M2 macrophages), regulatory T cells, dendritic cells, and
tumour-infiltrating lymphocytes, while the noncellular
components are comprised of extracellular matrix, cytokines,
growth factors, etc. [10–12]. In view of the connections
between TME, miRNA dysregulation, and the development
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of the hallmarks of cancer, miRNA-mediated regulation of
TME might be used to complement current therapeutic
strategies in cancer intervention. In the present review, we
summarise the antitumour or protumourigenic effects elic-
ited by cellular components of TME in NSCLC through
miRNA regulation as well as the current status and future
prospects of miRNA as therapeutic agents or targets to
regulate TME in NSCLC.

2. miRNA Biogenesis and Mode of Action

MicroRNAs are generated through canonical and noncanon-
ical pathways. Both pathways have been thoroughly reviewed
by Hayder et al. and O’Brien et al. [13, 14]. Briefly, canonical
biogenesis pathway starts with transcription of miRNA genes
as primary miRNA (pri-miRNA) containing a stem-loop
structure followed by cleavage by Drosha-DiGeorge Syn-
drome Critical Region 8 (Drosha-DGCR8) complex to
produce precursor miRNA (pre-miRNA) (Figure 1) [14].
The pre-miRNA is transported to the cytoplasm via the
exportin 5/RanGTP transport system followed by terminal
loop cleavage by endoribonuclease Dicer to produce mature
miRNA/miRNA duplex [13]. The duplex is loaded into the
Argonaute (AGO) family of proteins, and the passenger
strand of the duplex is degraded while the guide strand is
retained, forming the miRNA-induced silencing complex
(miRISC) [13].

MicroRNAs can also be generated through the nonca-
nonical pathway that includes Drosha/DGCR8-independent
and Dicer-independent pathways. For the Drosha/DGCR8-
independent pathway, nascent RNAs including mirtrons
and 7-methylguanosine- (m7G-) capped pre-miRNA can
be directly exported to the cytoplasm through exportin
5/RanGTP and exportin 1, respectively, without the need
for Drosha cleavage [14]. For the Dicer-independent path-
way, endogenous short hairpin RNA (shRNA) transcripts
are processed by Drosha and transported to the cytoplasm
via exportin 5/RanGTP [14]. They are further processed
without the presence of Dicer [14].

Both canonical and noncanonical pathways for miRNA
biogenesis eventually lead to the formation of miRISC [14].
The guide strand directs miRISC to target mRNAs and
results in mRNA degradation and/or translational repression
[15]. miRISC containing endonucleolytically active AGO2
protein is capable of directly cleaving target mRNA with a
perfect or near-perfect match to miRNA [16]. However, it
is very rare in humans that an mRNA contains a perfect
complementary target site for any miRNA [17]. For mRNA
with a partial complementary target site, miRISC suppresses
its translation initiation by disturbing the formation of
eukaryotic translation initiation factor 4F (eIF4F), a multi-
protein complex composed of a cap-binding protein eIF4E,
a scaffold protein eIF4G, and a DEAD-box RNA helicase
eIF4A [18, 19]. Besides, GW182 proteins which are recruited
to the miRISC through direct interaction with AGO pro-
tein function downstream in translational repression and
deadenylation of target mRNAs by the recruitment of the
CCR4-NOT and Pan2/Pan3 deadenylase complexes [20, 21].

3. miRNA Target Prediction and Validation

A crucial step in understanding miRNA regulatory roles in
biological processes and diseases is the identification of
miRNA targets. Several computational tools are available
for the prediction of putative miRNA targets by using a
sequence-based approach including TargetScan, miRanda,
DIANA Tools, and PITA [22]. Common features used in
these computational miRNA target prediction tools are seed
match, sequence conservation across species, free energy for
miRNA-mRNA hybridization, and target site accessibility
[23]. The characteristics and comparison between the most
frequently used tools for sequence-based miRNA target pre-
diction have been extensively reviewed by Riffo-Campos
et al. and Peterson et al. [22, 23]. The use ofmore than one tool
is recommended to increase the choice of targets with the
greatest probability of being experimentally validated [22].

The tools for sequence-based miRNA target prediction
may generate false positives [24], and thus the results need
to be validated experimentally. The most commonly used
approach to validate predicted miRNA targets are gene
reporter assays (usually luciferase reporter assays), high-
throughput method (microarrays and proteome analyses),
and immunoprecipitation method [25]. Details for each
validation approach have been reviewed byWitkos et al. [25].

4. Cellular Components of TME in NSCLC as
Indirect Targets of Oncogenic or
Tumour-Suppressive miRNAs

4.1. Cancer-Associated Fibroblasts (CAFs). In contrast to
normal fibroblasts and myofibroblasts, cancer-associated
fibroblasts (CAFs) are not removed by apoptosis, and thus
their activation is irreversible [26]. CAFs isolated from
human specimens of lung, breast, ovarian, and pancreatic
cancers showed a tumour-promoting capacity [27–30]. An
intensive review by De Veirman et al. showed that CAFs
are able to directly induce tumour progression andmetastasis
through the secretion of growth factors (e.g., IL-6, IGF, HGF,
FGF-2, and PDGF) and enzymes like matrix metalloprotein-
ases (MMPs) [31]. And they can modify TME that subse-
quently leads to tumour cell proliferation by producing
proangiogenic factors (CXC12, VEGF, FGF, IL8/CXCL8,
and PDGF-C), CCL-2, IL-6, FAP, IL-4, hyaluronan, IL-8,
CXCL9, CXCL10, CXCL12, and Fsp1 [31]. As a response,
tumour cells interact with CAFs by secreting growth factors
(such as FGF-2 and PDGF) and chemokines (such as
CXCL12) as well as inducing mechanical stress that eventu-
ally leads to CAF activation [31]. Therefore, paracrine cross-
talk between CAFs and tumours represents a mechanism that
confers tumour progression, and the interactions might be
interrupted by targeting functional molecules secreted by
CAFs through miRNA-based therapeutic intervention.

According to Li et al., a higher expression level of C-X-C
motif chemokine 12 (CXCL12) which was observed in the
CAFs (when compared to normal fibroblasts) facilitated lung
cancer cell proliferation and drug resistance by upregulating
the expression of receptor CXCR4 of lung cancer cells which
subsequently elevated the expression of NF-κB and Bcl-xL
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Figure 1: Canonical pathway for miRNA biogenesis. Transcription of miRNA genes results in the formation of primary miRNA (pri-miRNA).
Cleavage of pri-miRNA by the Drosha-DiGeorge Syndrome Critical Region 8 (Drosha-DGCR8) complex produces precursor miRNA
(pre-miRNA). Pre-miRNAs are then transported from the nucleus to the cytoplasm by the exportin 5/RanGTP transport complex followed
by terminal loop cleavage by endoribonuclease Dicer to produce mature miRNA/miRNA duplex. Red and blue strands in mature
miRNA/miRNA duplex represent passenger and guide strands, respectively. The duplex is loaded into the Argonaute (AGO) family of
proteins, and the passenger strand of the duplex is degraded while the guide strand is retained, forming the miRNA-induced silencing
complex (miRISC). The guide strand directs miRISC to target mRNAs, resulting in mRNA degradation and/or translational repression.
miRISC directly cleaves target mRNA with perfect compatibility with miRNA. For mRNA with a partial complementary target site, miRISC
suppresses its translation initiation by disturbing the formation of eukaryotic translation initiation factor 4F (eIF4F), a multiprotein complex
composed of eIF4E, eIF4G, and eIF4A subunits. Besides, GW182 proteins which are recruited to the miRISC cause translational repression
and deadenylation of target mRNAs by the recruitment of the CCR4-NOT and Pan2/Pan3 deadenylase complexes.
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[8]. miRNA-1 was reported by Li et al. to directly target
CXCL12 and thus negatively regulated the paracrine effect
of CAFs on lung cancer cell proliferation and chemoresis-
tance [8] (Table 1 and Figure 2). Another tumour-
suppressive miRNA, namely, miRNA-101, was also found
to directly target CXCL12, thereby impairing the ability of

CAFs to stimulate lung cancer cell proliferation and metas-
tasis as well as stem cell sphere formation [32] (Table 1
and Figure 2).

Under the influence of cancer cells, downregulation of
miRNA-1 and miRNA-206 as well as upregulation of
miRNA-31 expression contributed to the conversion of

Table 1: Antitumour or protumourigenic effects elicited by the cellular components of TME in NSCLC through miRNA regulation.

Cellular component
of TME

miRNA
Direct target
of miRNA

Biological mechanisms Ref.

Cancer-associated
fibroblasts (CAFs)

miRNA-1 CXCL12
Downregulated the expression of CXCR4, NF-κB, and Bcl-xL
in NSCLC cells and blocked lung cancer cell proliferation and

drug resistance
[8]

miRNA-101 CXCL12
Blocked the ability of CAFs to stimulate tumour cell proliferation,
sphere formation, migration, and invasion and to increase apoptosis

of NSCLC cells
[32]

miRNA-1,
miRNA-206

VEGFA/CCL2
Modified the tumour microenvironment generated by CAFs: by

reducing tumour angiogenesis, TAM accumulation, tumour growth,
and lung metastasis

[33]

miRNA-31∗ FOXO3a Increased VEGFA expression and lung cancer cells’ colony formation [33]

Tumour-associated
macrophages (TAMs)

miRNA-130-a PPARγ Skewed TAM polarization from an M2 toward an M1 phenotype [42]

miRNA-1207-5p CSF1

Downregulated STAT3 and AKT signaling, resulting in reduced M2
macrophage characters (such as IL-10 and VEGF) and increased M1
macrophage characters (such as IL-12 and IL-23) in macrophage-like

differentiated cells (d-THP1) that led to the attenuation of lung
cancer growth and metastasis

[7]

miRNA-103-a∗ PTEN
Activation of AKT and STAT3, leading to M2 macrophage
polarization and increased proangiogenic factor expression

[44]

miRNA-146-a∗ N/A
Blocked proinflammatory cytokines (IL-1β, IL-6, and TNF-α)
resulting in the reduced antitumour ability of M1-like TAMs in

response to TRAIL
[45]

Regulatory T cells (Tregs) miRNA-141 CXCL1

Reduced recruitment of Tregs to the malignant pleural effusion of
NSCLC patients, decreased immune escape of tumour cells, inhibited

progression of pleural metastasis, and increased survival time
of patients

[50]

CD4+ tumour-infiltrating
lymphocytes (TILs)

miRNA-155 N/A

Autophagy blockage in combination with carboplatin treatment
increased miRNA-155 expression, leading to CD4+, CD8+, or Foxp3+

regulatory T cell infiltration in the tumour microenvironment of
NSCLC tissue samples; these phenomena were speculated to result
in the inhibition of metastasis and restoration of chemoresistance

in NSCLC

[51]

CD8+ tumour-infiltrating
lymphocytes (TILs)

miRNA
200b/a/429

PD-L1
Increased CD8+ T cell infiltration, reversed exhausted CD8+ T cell

phenotype, reduced tumour burden, and metastases with
mesenchymal lung tumours

[60]

Tumour-infiltrating
natural killer (NK) cells

miRNA-183∗ DAP12
TGF-β induced miRNA-183 expression in NK cells that resulted in

the silencing of tumour-associated NK cells
[68]

Dendritic cells

miRNA-301a∗ N/A

Induced an immunosuppressive microRNA signature in pulmonary
DCs by decreasing IL-12 secretion, reducing IFN-γ released from

CD8+ T cells, and shifting the cytokine profile of CD4+ T helper cells
from IFN-γ-T cells to IL-13- and IL-17A-secreting T cells

[72]

miRNA-31∗ N/A

Hypoxia drove intrinsic miR-31 expression in myeloid DCs. This
resulted in the release of tumour-supporting soluble factors (S100A8,

A100A9, and VEGF) and the increase in invasiveness of lung
carcinoma cells, as indicated by morphological changes (loss of

cellular sphericity and the appearance of filopodia-like protrusions)

[73]

∗Oncogenic miRNAs are indicated with an asterisk.
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normal fibroblasts (NFs) isolated from NSCLC patients to
CAFs [33] (Table 1 and Figure 2). miRNA-1 and
miRNA-206 were demonstrated to target vascular endothe-
lial growth factor A (VEGFA) and chemokine (C-C motif)
ligand 2 (CCL2), while miRNA-31 was found to target fork-
head box O3 (FOXO3a, a tumour suppressor) that was sug-
gested to inhibit VEGFA expression in fibroblasts [33]. The
direct or indirect targeting effects exerted by miRNAs on
VEGFA and CCL2 significantly reduced lung tumour
angiogenesis, tumour-associated macrophages (TAMs) accu-
mulation, tumour growth, and metastasis in mice [33].

4.2. Tumour-Associated Macrophages (TAMs). In response
to different microenvironmental stimuli, macrophages
can be differentiated into classically activated (M1) and
alternatively activated (M2) subtypes [34]. M1-polarized
macrophages are activated by lipopolysaccharide (LPS),
Th1 cytokine interferon-gamma (IFNγ), or granulocyte-
macrophage colony-stimulating factor (GM-CSF) [35]. In
contrast, macrophages are polarized into the M2 subtype
after exposure to anti-inflammatory cytokines: IL-4, IL-10,
IL-13, or transforming growth factor beta (TGFβ) [36].
Activated M1 macrophages display bactericidal, immunosti-
mulatory, and tumour-suppressive activities, while M2 mac-
rophages involved in the resolution of inflammation play a
protumourigenic role and participate in the processes of tis-
sue remodeling [36, 37]. Tumour-associated macrophages
(TAMs) in TME display an M2-like phenotype and exhibit
protumourigenic features including the promotion of angio-
genesis, matrix remodeling, and suppression of adaptive
immunity [38, 39]. Cancers with higher TAM densities

(pancreas, lung, anaplastic thyroid, gallbladder, and breast)
were also associated with poor survival rate [40, 41]. Owing
to high plasticity of macrophages, TAMs can be repro-
grammed toward M1 phenotype with antitumour properties.
As such, regulation of the M1-M2 polarization axis by micro-
RNAs is considered a plausible approach in cancer treatment.

Two microRNAs were demonstrated to favor M1 macro-
phage polarization, namely miRNA-130a and miRNA-
1207-5p. According to Lin et al. [42], miRNA-130a was
found to enhance M1 macrophage polarization by directly
targeting proliferator-activated receptor γ (PPARγ) that
was known to inhibit the production of proinflammatory
cytokines and to skew macrophages into the M2 subtype
[27, 43] (Table 1 and Figure 2). Besides, downregulation of
miR-130a was closely associated with tumour stage, metasta-
sis, poor overall survival, and the presence of the tumour
macrophage marker CD163 in the NSCLC samples [42].
miRNA-1207-5p was found to directly target and inhibit
CSF1, thereby downregulating STAT3 and AKT signaling
as well as downstream target genes such as CXCL10, CCL5,
and IL-10 [7] (Table 1 and Figure 2). These subsequently
resulted in the attenuation of M2 macrophage polarization
and inhibition of lung cancer growth and metastasis [7].
Besides, high expression of miRNA-1207-5p or low expres-
sion of CSF1 provided a better survival chance for NSCLC
patients when compared to cancer with low expression of
miRNA-1207-5p or high expression of CSF1 [7].

On the other hand, miRNA-103-a and 146-a were found
to mediate polarization of macrophages toward a protu-
mourigenic M2 subtype and to negatively regulate the reedu-
cation of TAMs to an M1-like phenotype, respectively. High
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Figure 2: MicroRNA-mediated regulation of the NSCLC tumour microenvironment.
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levels of circulating extracellular vesicle (EV) miRNA-103
effectively increased M2 polarization among patients with
lung cancer [44] (Table 1 and Figure 2). It was found that
EV-associated miRNA-103 can be transferred from hypoxic
cancer cells to macrophages, leading to reduced PTEN
levels [44]. This ultimately led to increased activation of
AKT and STAT3 as well as expression of M2 cytokines
(IL-10 and CCL18) and VEGF-A expression that indicated
the polarization of protumourigenic M2-type macrophages
[44]. miRNA-146-a negatively regulated the TRAIL-induced
antitumour ability of M1-like TAMs against NSCLC cells
(NCI-H460) by blocking proinflammatory cytokines (IL-1β,
IL-6, and TNF-α) [45] (Table 1 and Figure 2). The
microRNA expression in TAMs was increased by TRAIL
exposure in a time- and dose-dependent manner through
NF-κB activation, andTRAIL-inducedmiRNA-146a expres-
sion was negatively regulated by HDAC1 [45].

4.3. Tumour-Infiltrating Lymphocytes (TILs). Tumour-
infiltrating lymphocytes (TILs) have been identified in pri-
mary and metastatic tumours [46]. CD4+ T cells, CD8+,
and natural killer cells are three of the common TILs with
important roles in the regulation of antitumour/protumouri-
genic immunity.

4.3.1. CD4+ T Cells. CD4+ T cells can be subdivided into
multiple subtypes, each with a characteristic cytokine profile:
classical T-helper 1 (Th1) and T-helper 2 (Th2), T-helper 9
(Th9), T-helper 17 (Th17), regulatory T cell (Tregs), and
follicular helper T cell (Tfh) [47].

Regulatory T cells (Tregs) are heterogeneous populations
of immunosuppressive cells that modulate the immune
response by controlling immunity homeostasis and self-
tolerance. They have been demonstrated to promote cancer
progression through their ability to limit antitumour
immunity and confer a tumour immune escape [48]. The
mechanisms of immune suppression by Tregs involve the
secretion of soluble or membrane-tethered mediators that
inhibit effector T cell functions, direct cytolytic activity on
effector T cells, and metabolic disruption that inhibits the
functions of effector T cells and suppression of dendritic cells
(DCs) [48].

Recruitment of Tregs into tumours is mediated through
the interaction of chemokines secreted by tumour cells and
surrounding stromal cells with a chemokine receptor on the
surface of Tregs [49]. Combinations of the chemokine-
chemokine receptor which are reported to play a role in the
recruitment of Tregs are CCL17/22-CCR4, CXCL9/10/
11-CXCR3, CCL5-CCR5, CCL28-CCR10, CXCL12-CXCR4,
and CCL21/CCR7 [49].

According to Lv et al. [50], downregulation of
miRNA-141 was associated with the poor survival outcome
in NSCLC patients with malignant pleural effusion (MPE)
and the miRNA dysregulation resulted in the increased
production of CXCL1 and recruitment of Tregs to promote
immune escape of tumour through CXCR2 on the surface
of Tregs (Table 1 and Figure 2). As such, miRNA-
141-CXCL1-CXCR2 signaling in MPE may be manipulated
to improve survival of NSCLC patient with MPE.

According to Zarogoulidis et al. [51], the metastatic
potential of chemoresistant lung cancer cells derived from
NSCLC patients was markedly inhibited, and lung cancer
cell sensitivity to carboplatin was significantly reestablished
(as shown by downregulation of drug resistance genes)
after autophagy inhibition by chloroquine in combination
with carboplatin. The blockage of autophagy in combina-
tion with carboplatin treatment triggered the upregulation
of miRNA-155 expression (tumour suppressor) in che-
moresistant lung cancer cells (Table 1 and Figure 2).
Transfection of miRNA-155 in ex vivo chemoresistant
lung tumour samples with autophagy being blocked in a
combination of carboplatin treatment showed significant
upregulation of TIL expression (CD4+, CD8+, and FoxP3+)
[51]. As such, upon autophagy inhibition in combination
with carboplatin treatment, upregulation of miRNA-155
might have speculative roles in the regulation of metastasis
and chemoresistance restoration in NSCLC through the
promotion of TIL infiltration. However, it should be noted
that CD4+ T cells are subdivided into multiple subtypes
and FoxP3+ Tregs are one of them with protumourigenic/
immunosuppressive activities. Infiltrations of other sub-
types of CD4+ T cells might have a contribution to the
regulation of metastasis and chemoresistance restoration
in NSCLC in the study but were not specifically investi-
gated. According to Liu et al., a higher FOXP3+/CD8+ TIL
ratio in tumour sites from stage III and IV NSCLC patients
was associated with poor response to platinum-based che-
motherapy [52]. Furthermore, in NSCLC patient receiving
cisplatin-based adjuvant chemotherapy, a high expression
of FoxP3+ Tregs was detrimental on median overall sur-
vival (OS) and disease-free survival (DFS) [53]. On the
other hand, Jackute et al. demonstrated that a high num-
ber of tumour-infiltrating Foxp3+CD4+ T cells were associ-
ated with improved overall survival of NSCLC patients
[54]. It was suggested that Foxp3+CD4+ T cells might in
fact help to prevent or delay inflammation-mediated
tumour development, as supported by the presence of
remarkably higher levels of anti-inflammatory IL-10 from
the serum samples of NSCLC patient [54]. Therefore, the
rationale on the effect of miRNA-155-induced FoxP3+

Treg infiltration on the inhibition of metastasis and
restoration of chemoresistance in NSCLC remains to be
elucidated.

4.3.2. CD8+ T Cells. CD8+ T cells enhance antigen presenta-
tion by increasing the expression of MHC class I antigens
by tumour cells through the production of IFNγ and kill
tumour cells with cytotoxic granzymes and perforin [55]. It
was observed that the presence of CD8+ cells in the
tumour compartment in resected non-small-cell lung cancer,
detected either by IHC or by RTqPCR, is highly associated
with improved progression-free survival (PFS) and overall
survival (OS) [56]. Besides, an infiltration of stromal CD8+

lymphocytes was associated with significantly improved
disease-free survival (DFS) in lung squamous cell cancers
(SCC) [57].

Despite the antitumour capabilities of CD8+ T cells
in TME, persistent antigen stimulation results in T cell
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exhaustion that is characterised by decreased effector
function and proliferative capacity [58]. Activation of
programmed cell death 1 receptor (PD-1) (from T
cells)/programmed death ligand 1 (PD-L1) (from tumour
cells) signaling serves as a principal mechanism of T cell
exhaustion [59]. Ectopic miRNA-200b/a/429 expression
in highly metastatic KP cells (344SQ or 531LN2) with
mesenchymal phenotype (lung adenocarcinoma cell lines
derived from KrasLA1/+p53R172HΔG/+ mice) increased
the numbers of proliferating and granzyme B+ CD8+ T cells
and decreased the exhausted CD8+ T cells (PD1+TIM3+) by
directly targeting PD-L1 on tumour cells, thus reducing
tumour burden and suppressing metastases [60] (Table 1
and Figure 2). It is interesting to note that zinc finger
E-box-binding homeobox 1(ZEB1) and/or Smad-interacting
protein 1 (SIP1) as well as the miRNA-200 family can
reciprocally regulate each other in a double-negative feed-
back loop, thus allowing a reversible switch between the
epithelial and mesenchymal state [61]. TGF-β was found
to induce a switch to a mesenchymal state (EMT) by
increasing the ZEB1-SIP1 levels that repressed miRNA-200
transcription [61]. Understanding the interactive network
of miRNA-200b/a/429 with functional molecules in TME
that are directly or indirectly involved in endothelial-
mesenchymal transition (EMT) of NSCLC may provide
new clinical perspectives to reverse T cell exhaustion
in metastasis.

4.3.3. Natural Killer (NK) Cells. Unlike cytotoxic T cells,
natural killer (NK) cells can directly induce the death of
tumour cells and virus-infected cells in the absence of major
histocompatibility complex (MHC) gene products, hence
their name [62, 63].

Cytotoxic ability of NK cells is mainly contributed by
apoptosis induced by perforin and granzymes or caspase-
dependent apoptosis involving the association of death
receptors (e.g., Fas/CD95, death receptor 4 (DR4), and death
receptor 5 (DR5)) on target cells with their equivalent ligands
such as FasL and tumour necrosis factor-related apoptosis-
inducing ligand (TRAIL) on NK cells [64, 65]. Other than
cytotoxicity activities, NK cells also activate other immune
cells to fight against cancer cells. Engagement of NKp30-
triggering receptor in NK cells by still undefined ligands on
dendritic cells (DCs) stimulated NK cells to release TNFα
and IFNγ that ultimately promoted DC maturation [66].
Mature DCs thereafter serve as antigen-presenting cells
that are important to induce antitumour T cell responses.
On the other hand, a high level of IFN-γ produced by NK
cells is known to polarize macrophages into the M1 sub-
type with antitumour activity [35, 67]. In light of the
importance of NK cells in immune surveillance of cancer,
they appear as an attractive and prospective platform for
immunotherapy.

According to Donatelli et al., TGF-β was found to be
enriched in human NSCLC tissues [68]. Tumour-derived
TGF-β induced miRNA-183 expression in NK cells that tar-
get 3′-UTR of DNAX-activating protein 12 kDa (DAP12)
mRNA, a key signal transduction receptor element that
triggers NK cell cytotoxicity responses toward tumour cells

[68, 69] (Table 1 and Figure 2). The reduction of DAP12
thereafter impaired the cytolysis of NK cells against NSCLC
cell lines and abrogated perforin mobilization to the immune
synapse between Raji cells and NK cells [68]. Therefore,
miRNA-183 might serve as a potential target to restore func-
tionality of NK cells in NSCLC, in which the expression of
TGF-β is augmented.

4.4. Dendritic Cells. Dendritic cells (DCs) are known as
antigen-presenting cells (APC) to endocytose dead neoplastic
cells or cellular debris and deliver cancer-associated antigens
to secondary lymphoid organs where cross-presentation of
the antigens in association with major histocompatibility
complex (MHC) class I molecules for the activation of
cytotoxic T lymphocytes and antitumour response can occur
[70]. However, the antitumour response of DCs can be
disrupted by tumour microenvironment, thereby switching
them into immunosuppressive or protumourigenic mode.
According to Schneider et al., a significant upregulation of
T cell coinhibitory molecule B7-H3 (a member of the pro-
grammed death ligand (PD-L) family) in NSCLC tumour-
residing DC contributed to immunosuppression phenotypes,
as evidenced by reduced T cell proliferation and IL-12 level as
well as elevated IL-10 concentration [71]. It was found that
tumours in NSCLC might escape immune surveillance by
reprogramming DC immunogenicity at the miRNA level
[72, 73]. Transcriptomic analysis revealed miRNA-301a as
one of the top upregulated transcripts in DCs in the presence
of human lung tumour [72]. Overexpression of the
miRNA-301a in DCs suppressed IL-12 secretion and
impaired IFN-γ secretion by DC-primed CD8+ T cells
which are known to enhance the cytotoxicity of the T cells
[72, 74, 75]. Overexpression of the miRNA-301a in DCs
also skewed the cytokine profile of CD4+ T helper cell from
IFN- γ toward IL-13- and IL-17A-secreting cells [72]
(Table 1 and Figure 2). In T helper cells, IFN- γ, IL-13, and
IL-17A are traditionally considered Th1-type, Th2-type,
and Th17-type cytokines, respectively [76]. Th1-type CD4+

T cells promote antitumour response while Th2-type and
Th17-type CD4+ T cells display both antitumour and protu-
mourigenic roles [77–80].

Another miRNA frommyeloid DCs, namely, miRNA-31,
was demonstrated to be upregulated in response to intratu-
moural hypoxia [73] (Table 1 and Figure 2). Hypoxia is an
important feature of solid tumours that renders them more
aggressive in nature and resistant to conventional cancer
therapies [81]. Conditioned medium of miRNA-31-3p-
overexpressing myeloid DCs from C57BL/6 mice was
found to induce morphological changes in lung carcinoma
cells, indicating invasive behaviors that include loss of cellu-
lar sphericity and appearance of filopodia-like protrusions
[73]. The DC-conditioned medium contained high amounts
of tumour-supporting factors: S100A8, S100A9, and VEGF
when miRNA-31-3p was overexpressed under the influence
of hypoxic environment [73]. In view of critical roles of
DCs in bridging innate and adaptive immunity, efforts to
eradicate their deteriorating effects in response to the
tumour microenvironment at miRNA levels are plausible
for future immunotherapy.
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5. miRNA as Therapeutic Agents or Targets to
Modulate TME in NSCLC: Current Status and
Future Prospects

Preclinical research on miRNA and anti-miRNA-based
therapeutics for cancer intervention have received great
attention and increased dramatically in number in the last
10 years [82]. Nevertheless, miRNA and anti-miRNA-based
therapeutics for lung cancer management that entered
clinical development are limited in number. To date, Targo-
miRs consisting of miRNA-16-based microRNAmimic, drug
delivery vehicle-EDVs, and targeting moiety are the only
miRNA-based therapeutics that completed a phase 1 clinical
trial in patients with recurrent malignant pleural mesotheli-
oma and non-small-cell lung cancer [83]. Another phase 1
clinical trial of MRX34 (a liposomal miRNA-34a mimic) in
patients with primary liver cancer or other selected solid
tumours including NSCLC was terminated due to five
immune-related serious adverse events [84]. Clinical trial
on miRNA or anti-miRNA-based therapeutics to regulate
TME in NSCLC has yet to be initiated. Considerable works
will be necessary to overcome application limitations at
the aspects of vector delivery, off-target effects, miRNA-
mediated toxicity, immunological activation, and dosage
determination, which are the main hurdles to move miRNA
or anti-miRNA-based therapeutics from bench to clinic [85].

Other than synthetic miRNA and anti-miRNA-based
therapeutic, naturally derived agents might be a potential
alternative to regulate TME in NSCLC at miRNA level.
Nevertheless, a preclinical study on naturally derived agents
with TME regulatory effect at the miRNA level is scanty,
not to mention research finding which is specific to NSCLC.
According to Jang et al., miRNA-16 in breast tumour cells
which was overexpressed in response to green tea-derived
epigallocatechin gallate (EGCG) treatment could be trans-
ferred to TAM via exosomes to inhibit TAM infiltration,
M2 polarization, and tumour growth [86]. Pterostilbene
which is found in grapes and blueberries was demonstrated
to suppress the generation of breast cancer stem cells and
their metastatic potentials under the influence of M2 TAMs
by increasing miRNA-488 expression resulting from NF-κB
silencing [87]. In line with this finding, Huang et al. showed
that pterostilbene dose-dependently suppressed self-renewal
ability in M2-TAMs-co-cultured lung cancer cells, and this
suppression was accompanied by downregulation of stem-
ness and inflammation-associated genes, including MUC1,
NF-κB, CD133, β-catenin, and Sox2 expression, subverting
the microenvironment toward a favorable antitumour
impact [88]. Though different cancer cells were investigated,
both studies shared a common point of view that pterostil-
bene could suppress stemness of respective cancer cells in
the presence of M2-TAMs, and this effect was mediated by
the suppression of NF-κB expression. Thus, miRNA-488
which was shown to be a downstream effector of NF-κB
signaling, in breast cancer cells cocultured with M2 TAMs,
may be postulated to display a similar tumour-suppressive
role to a certain extent in lung cancer cells. Nevertheless,
further investigation is required to elucidate the biological

roles and activities of miRNA-488 in NSCLC. Other than
phytochemicals, a mushroom-derived natural agent is also
a potential source to modulate TME at the miRNA level.
According to Li et al., polysaccharide extract from Gano-
derma lucidum was demonstrated to inhibit hepatocellular
carcinoma growth by downregulating Tregs accumulation
and their functions as a result of upregulation of
miRNA-125b expression, followed by inhibition of Notch1
signaling pathway and FoxP3 expression [89].

Several natural products have been demonstrated to
modulate signal transduction involved in maintaining the
activities/functions of stromal cells and interactions between
stromal and cancer cells within TME, including EGCG, res-
veratrol, curcumin, sulforaphane, DHA, silibinin, and soy
isoflavone (reviewed by Park and Surh [90]). Given the fact
that some of the naturally derived agents can target different
types of stromal cells in TME while showing the cytotoxic
effect on cancer cells, they can be vital sources in combina-
tory therapeutics for effective cancer intervention or as
cancer chemopreventive agents [90]. As such, efforts to link
their effects on TME modulation with miRNA expression
will lead to better understanding of their anticancer mecha-
nisms which are important to produce desired therapeutic
efficacy in drug development.

6. Conclusions

Stromal cells recruited by cancer cells to TME are recognized
to regulate the hallmarks of cancers including tumour prolif-
eration, angiogenesis, invasion, and metastasis, as well as
chemotherapeutic resistance [91]. Therefore, TME becomes
an emerging source of novel therapeutic targets in cancers.
Synthetic miRNA or anti-miRNA can be employed to alter
TME, thereby suppressing NSCLC tumourigenesis or che-
moresistance. Nevertheless, this therapeutic approach should
be implemented in caution as some of them have dual roles
in suppressing or enhancing tumoural progression in
NSCLC. For example, miRNA-141 appeared as a tumour-
suppressive miRNA in advanced-stage NSCLC patients with
malignant pleural effusion (MPE) by counteracting Tregs
recruitment and immune escape of a tumour through
CXCL1-CXCR2 signaling [50]. However, the same miRNA
can be oncogenic by targeting PH domain leucine-
rich-repeat protein phosphatases 1 and 2 (PHLPP1 and
PHLPP2) in NSCLC, thereby inducing proliferation of the
cancer cells [92]. Therefore, some of the miRNAs can act as
a tumour suppressor or oncogene, depending on cancer
stages and other factors. Besides, the application limits of
artificial miRNA or anti-miRNA should be overcome to
speed up their transitions from bench to clinic. Considering
multiple gene targeting effects of miRNAs and anticancer
effects of naturally occurring agents by targeting different
types of stromal cells in TME, it is promising to explore
and study the TME regulatory effect of naturally derived
agents at the miRNA level. Thus, it is hoped that these
new strategies would be implemented to complement con-
ventional therapies for NSCLC intervention, aiming at
improving the survival rate of NSCLC patients.

8 Journal of Immunology Research



Conflicts of Interest

The authors declare that they have no conflicts of interest.

Acknowledgments

The authors acknowledge the research funding from Trans-
disciplinary Research Grant Scheme (TRGS) (5535000).

References

[1] J. Ferlay, I. Soerjomataram, M. Ervik et al., GLOBOCAN 2012
v1.0, Cancer Incidence and Mortality Worldwide: IARC Can-
cerBase No. 11, International Agency for Research on Cancer,
Lyon, France, 2013, April 2018, http://globocan.iarc.fr.

[2] K. Inamura, “Update on immunohistochemistry for the
diagnosis of lung cancer,” Cancers, vol. 10, no. 3, p. 72, 2018.

[3] M. Yousef and E. Tsiani, “Metformin in lung cancer: review of
in vitro and in vivo animal studies,” Cancers, vol. 9, no. 12,
p. 45, 2017.

[4] P. Perez-Moreno, E. Brambilla, R. Thomas, and J. C. Soria,
“Squamous cell carcinoma of the lung: molecular subtypes
and therapeutic opportunities,” Clinical Cancer Research,
vol. 18, no. 9, pp. 2443–2451, 2012.

[5] B. Mao and G. Wang, “MicroRNAs involved with hepatocellu-
lar carcinoma (review),” Oncology Reports, vol. 34, no. 6,
pp. 2811–2820, 2015.

[6] K. Zhou, M. Liu, and Y. Cao, “New insight into microRNA
functions in cancer: oncogene–microRNA–tumor suppressor
gene network,” Frontiers in Molecular Biosciences, vol. 4,
p. 46, 2017.

[7] W. Dang, Z. Qin, S. Fan et al., “miR-1207-5p suppresses lung
cancer growth and metastasis by targeting CSF1,” Oncotarget,
vol. 7, no. 22, pp. 32421–32432, 2016.

[8] J. Li, J. Guan, X. Long, Y. Wang, and X. Xiang, “mir-1-
mediated paracrine effect of cancer-associated fibroblasts
on lung cancer cell proliferation and chemoresistance,”
Oncology Reports, vol. 35, no. 6, pp. 3523–3531, 2016.

[9] Y. Cao, D. Zhao, P. Li et al., “MicroRNA-181a-5p impedes
IL-17-induced nonsmall cell lung cancer proliferation and
migration through targeting VCAM-1,” Cellular Physiology
and Biochemistry, vol. 42, no. 1, pp. 346–356, 2017.

[10] M. Giussani, G. Merlino, V. Cappelletti, E. Tagliabue, and
M. G. Daidone, “Tumor-extracellular matrix interactions:
identification of tools associated with breast cancer pro-
gression,” Seminars in Cancer Biology, vol. 35, pp. 3–10,
2015.

[11] M. Martin, H. Wei, and T. Lu, “Targeting microenvironment
in cancer therapeutics,” Oncotarget, vol. 7, no. 32, pp. 52575–
52583, 2016.

[12] N. S. Nicholas, B. Apollonio, and A. G. Ramsay, “Tumor
microenvironment (TME)-driven immune suppression in B
cell malignancy,” Biochimica et Biophysica Acta (BBA) -
Molecular Cell Research, vol. 1863, no. 3, pp. 471–482, 2016.

[13] H. Hayder, J. O’Brien, U. Nadeem, and C. Peng, “MicroRNAs:
crucial regulators of placental development,” Reproduction,
vol. 155, no. 6, pp. R259–R271, 2018.

[14] J. O'Brien, H. Hayder, Y. Zayed, and C. Peng, “Overview of
microrna biogenesis, mechanisms of actions, and circulation,”
Frontiers in Endocrinology, vol. 9, p. 402, 2018.

[15] A. Stroynowska-Czerwinska, A. Fiszer, and W. J. Krzyzosiak,
“The panorama of miRNA-mediated mechanisms in mamma-
lian cells,” Cellular and Molecular Life Sciences, vol. 71, no. 12,
pp. 2253–2270, 2014.

[16] S. L. Ameres, J. Martinez, and R. Schroeder, “Molecular basis
for target RNA recognition and cleavage by human RISC,”
Cell, vol. 130, no. 1, pp. 101–112, 2007.

[17] S. P. R. Romaine, M. Tomaszewski, G. Condorelli, and
N. J. Samani, “MicroRNAs in cardiovascular disease: an
introduction for clinicians,” Heart, vol. 101, no. 12, pp. 921–
928, 2015.

[18] A. Fukao, Y. Mishima, N. Takizawa et al., “MicroRNAs trigger
dissociation of eIF4AI and eIF4AII from target mRNAs in
humans,” Molecular Cell, vol. 56, no. 1, pp. 79–89, 2014.

[19] T. Fukaya, H. Iwakawa, and Y. Tomari, “MicroRNAs block
assembly of eIF4F translation initiation complex in Drosoph-
ila,” Molecular Cell, vol. 56, no. 1, pp. 67–78, 2014.

[20] J. E. Braun, E. Huntzinger, M. Fauser, and E. Izaurralde,
“GW182 proteins directly recruit cytoplasmic deadenylase
complexes to miRNA targets,” Molecular Cell, vol. 44, no. 1,
pp. 120–133, 2011.

[21] M. Chekulaeva, H. Mathys, J. T. Zipprich et al., “miRNA
repression involves GW182-mediated recruitment of CCR4–
NOT through conserved W-containing motifs,” Nature
Structural & Molecular Biology, vol. 18, no. 11, pp. 1218–
1226, 2011.

[22] Á. Riffo-Campos, I. Riquelme, and P. Brebi-Mieville, “Tools
for sequence-based miRNA target prediction: what to
choose?,” International Journal of Molecular Sciences, vol. 17,
no. 12, p. 1987, 2016.

[23] S. M. Peterson, J. A. Thompson, M. L. Ufkin,
P. Sathyanarayana, L. Liaw, and C. B. Congdon, “Common
features of microRNA target prediction tools,” Frontiers in
Genetics, vol. 5, p. 23, 2014.

[24] M. Oh, S. Rhee, J. H. Moon et al., “Literature-based
condition-specific miRNA-mRNA target prediction,” PLoS
One, vol. 12, no. 3, article e0174999, 2017.

[25] T. M. Witkos, E. Koscianska, and W. J. Krzyzosiak, “Practical
aspects of microRNA target prediction,” Current Molecular
Medicine, vol. 11, no. 2, pp. 93–109, 2011.

[26] P. Cirri and P. Chiarugi, “Cancer associated fibroblasts: the
dark side of the coin,” American Journal of Cancer Research,
vol. 1, no. 4, pp. 482–497, 2011.

[27] L.Wang, L. Cao, H.Wang et al., “Cancer-associated fibroblasts
enhance metastatic potential of lung cancer cells through
IL-6/STAT3 signaling pathway,” Oncotarget, vol. 8, no. 44,
pp. 76116–76128, 2017.

[28] Y. Yu, C. H. Xiao, L. D. Tan, Q. S. Wang, X. Q. Li, and
Y. M. Feng, “Cancer-associated fibroblasts induce epithelial–
mesenchymal transition of breast cancer cells through para-
crine TGF-β signalling,” British Journal of Cancer, vol. 110,
no. 3, pp. 724–732, 2014.

[29] Y. Zhang, H. Tang, J. Cai et al., “Ovarian cancer-associated
fibroblasts contribute to epithelial ovarian carcinoma metas-
tasis by promoting angiogenesis, lymphangiogenesis and
tumor cell invasion,” Cancer Letters, vol. 303, no. 1,
pp. 47–55, 2011.

[30] T. Shan, S. Chen, X. Chen et al., “Cancer-associated fibroblasts
enhance pancreatic cancer cell invasion by remodeling the
metabolic conversion mechanism,” Oncology Reports, vol. 37,
no. 4, pp. 1971–1979, 2017.

9Journal of Immunology Research

http://globocan.iarc.fr


[31] K. De Veirman, L. Rao, E. de Bruyne et al., “Cancer associated
fibroblasts and tumor growth: focus on multiple myeloma,”
Cancers, vol. 6, no. 3, pp. 1363–1381, 2014.

[32] J. Zhang, J. Liu, Y. Liu et al., “miR-101 represses lung cancer by
inhibiting interaction of fibroblasts and cancer cells by
down-regulating CXCL12,” Biomedicine & Pharmacotherapy,
vol. 74, pp. 215–221, 2015.

[33] H. Shen, X. Yu, F. Yang et al., “Reprogramming of normal
fibroblasts into cancer-associated fibroblasts by miRNAs-
mediated CCL2/VEGFA signaling,” PLoS Genetics, vol. 12,
no. 8, article e1006244, 2016.

[34] I. Rhee, “Diverse macrophages polarization in tumor microen-
vironment,” Archives of Pharmacal Research, vol. 39, no. 11,
pp. 1588–1596, 2016.

[35] S. Singh, N. Mehta, J. Lilan, M. B. Budhthoki, F. Chao,
and L. Yong, “Initiative action of tumor-associated macro-
phage during tumor metastasis,” Biochimie Open, vol. 4,
pp. 8–18, 2017.

[36] E. ter Horst, N. Hakimzadeh, A. van der Laan, P. Krijnen,
H. Niessen, and J. Piek, “Modulators of macrophage polariza-
tion influence healing of the infarcted myocardium,” Interna-
tional Journal of Molecular Sciences, vol. 16, no. 12,
pp. 29583–29591, 2015.

[37] J. G. Quatromoni and E. Eruslanov, “Tumor-associated
macrophages: function, phenotype, and link to prognosis in
human lung cancer,” American Journal of Translational
Research, vol. 4, no. 4, pp. 376–389, 2012.

[38] A. Sica, T. Schioppa, A. Mantovani, and P. Allavena,
“Tumour-associated macrophages are a distinct M2 polarised
population promoting tumour progression: potential targets
of anti-cancer therapy,” European Journal of Cancer, vol. 42,
no. 6, pp. 717–727, 2006.

[39] S. Aras and M. R. Zaidi, “TAMeless traitors: macrophages in
cancer progression and metastasis,” British Journal of Cancer,
vol. 117, no. 11, pp. 1583–1591, 2017.

[40] K. Y. Jung, S. W. Cho, Y. A. Kim et al., “Cancers with higher
density of tumor-associated macrophages were associated with
poor survival rates,” Journal of Pathology and Translational
Medicine, vol. 49, no. 4, pp. 318–324, 2015.

[41] X. Zhao, J. Qu, Y. Sun et al., “Prognostic significance of
tumor-associated macrophages in breast cancer: a meta-
analysis of the literature,” Oncotarget, vol. 8, no. 18,
pp. 30576–30586, 2017.

[42] L. Lin, H. Lin, L. Wang, B. Wang, X. Hao, and Y. Shi,
“miR-130a regulates macrophage polarization and is associ-
ated with non-small cell lung cancer,” Oncology Reports,
vol. 34, no. 6, pp. 3088–3096, 2015.

[43] M. A. Bouhlel, B. Derudas, E. Rigamonti et al., “PPARγ
activation primes human monocytes into alternative M2
macrophages with anti-inflammatory properties,” Cell Metab-
olism, vol. 6, no. 2, pp. 137–143, 2007.

[44] Y.-L. Hsu, J.-Y. Hung, W.-A. Chang et al., “Hypoxic
lung-cancer-derived extracellular vesicle microRNA-103a
increases the oncogenic effects of macrophages by targeting
PTEN,” Molecular Therapy, vol. 26, no. 2, pp. 568–581, 2018.

[45] J. Gao, D. Wang, D. Liu et al., “Tumor necrosis factor–
related apoptosis-inducing ligand induces the expression of
proinflammatory cytokines in macrophages and re-educates
tumor-associated macrophages to an antitumor phenotype,”
Molecular Biology of the Cell, vol. 26, no. 18, pp. 3178–
3189, 2015.

[46] R. Ogiya, N. Niikura, N. Kumaki et al., “Comparison of
tumor-infiltrating lymphocytes between primary and metasta-
tic tumors in breast cancer patients,” Cancer Science, vol. 107,
no. 12, pp. 1730–1735, 2016.

[47] R. V. Luckheeram, R. Zhou, A. D. Verma, and B. Xia,
“CD4+T cells: differentiation and functions,” Clinical and
Developmental Immunology, vol. 2012, Article ID 925135,
12 pages, 2012.

[48] A. Facciabene, G. T. Motz, and G. Coukos, “T-regulatory
cells: key players in tumor immune escape and angiogen-
esis,” Cancer Research, vol. 72, no. 9, pp. 2162–2171,
2012.

[49] B. Ondondo, E. Jones, A. Godkin, and A. Gallimore,
“Home sweet home: the tumor microenvironment as a
haven for regulatory T cells,” Frontiers in Immunology,
vol. 4, p. 197, 2013.

[50] M. Lv, Y. Xu, R. Tang et al., “miR141–CXCL1–CXCR2
signaling–induced Treg recruitment regulates metastases and
survival of non–small cell lung cancer,” Molecular Cancer
Therapeutics, vol. 13, no. 12, pp. 3152–3162, 2014.

[51] P. Zarogoulidis, S. Petanidis, K. Domvri et al., “Autophagy
inhibition upregulates CD4+ tumor infiltrating lymphocyte
expression via miR-155 regulation and TRAIL activation,”
Molecular Oncology, vol. 10, no. 10, pp. 1516–1531, 2016.

[52] H. Liu, T. Zhang, J. Ye et al., “Tumor-infiltrating lymphocytes
predict response to chemotherapy in patients with advance
non-small cell lung cancer,” Cancer Immunology, Immuno-
therapy, vol. 61, no. 10, pp. 1849–1856, 2012.

[53] F. Kose, T. Canbolat, A. Fındıkcıoglu et al., “Prognostic and
predictive role of FOXP3 positive tumor infiltrating lympho-
cytes (TILs) in curatively resected non small cell lung cancer
other than stage IA,” Journal of Oncological Sciences, vol. 3,
no. 3, pp. 102–106, 2017.

[54] J. Jackute, M. Zemaitis, D. Pranys et al., “The prognostic
influence of tumor infiltrating Foxp3+CD4+, CD4+ and CD8+

T cells in resected non-small cell lung cancer,” Journal of
Inflammation, vol. 12, no. 1, p. 63, 2015.

[55] S. I. Tsukumo and K. Yasutomo, “Regulation of CD8+ T cells
and antitumor immunity by Notch signaling,” Frontiers in
Immunology, vol. 9, p. 101, 2018.

[56] M. Usó, E. Jantus-Lewintre, R. M. Bremnes et al., “Analysis
of the immune microenvironment in resected non-small
cell lung cancer: the prognostic value of different T lym-
phocyte markers,” Oncotarget, vol. 7, no. 33, pp. 52849–
52861, 2016.

[57] M. Ameratunga, K. Asadi, X. Lin et al., “PD-L1 and tumor
infiltrating lymphocytes as prognostic markers in resected
NSCLC,” PloS One, vol. 11, no. 4, article e0153954, 2016.

[58] M. Hashimoto, A. O. Kamphorst, S. J. Im et al., “CD8 T cell
exhaustion in chronic infection and cancer: opportunities for
interventions,” Annual Review of Medicine, vol. 69, no. 1,
pp. 301–318, 2018.

[59] J. Gong, A. Chehrazi-Raffle, S. Reddi, and R. Salgia, “Develop-
ment of PD-1 and PD-L1 inhibitors as a form of cancer immu-
notherapy: a comprehensive review of registration trials and
future considerations,” Journal for ImmunoTherapy of Cancer,
vol. 6, no. 1, p. 8, 2018.

[60] L. Chen, D. L. Gibbons, S. Goswami et al., “Metastasis is
regulated via microRNA-200/ZEB1 axis control of tumour cell
PD-L1 expression and intratumoral immunosuppression,”
Nature Communications, vol. 5, no. 1, p. 5241, 2014.

10 Journal of Immunology Research



[61] C. P. Bracken, P. A. Gregory, N. Kolesnikoff et al., “A
double-negative feedback loop between ZEB1-SIP1 and the
microRNA-200 family regulates epithelial-mesenchymal tran-
sition,” Cancer Research, vol. 68, no. 19, pp. 7846–7854, 2008.

[62] L. L. Lanier, J. H. Phillips, Hackett J Jr, M. Tutt, and V. Kumar,
“Natural killer cells: definition of a cell type rather than a
function,” The Journal of Immunology, vol. 137, no. 9,
pp. 2735–2739, 1986.

[63] E. Vivier, D. H. Raulet, A. Moretta et al., “Innate or adaptive
immunity? The example of natural killer cells,” Science,
vol. 331, no. 6013, pp. 44–49, 2011.

[64] R. Kumar, P. E. Herbert, and A. N. Warrens, “An introduction
to death receptors in apoptosis,” International Journal of
Surgery, vol. 3, no. 4, pp. 268–277, 2005.

[65] A. Mandal and C. Viswanathan, “Natural killer cells: in health
and disease,” Hematology/Oncology and Stem Cell Therapy,
vol. 8, no. 2, pp. 47–55, 2015.

[66] M. Vitale, M. D. Chiesa, S. Carlomagno et al., “NK-dependent
DC maturation is mediated by TNFα and IFNγ released upon
engagement of the NKp30 triggering receptor,” Blood, vol. 106,
no. 2, pp. 566–571, 2005.

[67] H. Arase, N. Arase, and T. Saito, “Interferon gamma produc-
tion by natural killer (NK) cells and NK1.1+ T cells upon
NKR-P1 cross-linking,” Journal of Experimental Medicine,
vol. 183, no. 5, pp. 2391–2396, 1996.

[68] S. S. Donatelli, J. M. Zhou, D. L. Gilvary et al., “TGF-β–
inducible microRNA-183 silences tumor-associated natural
killer cells,” Proceedings of the National Academy of Sciences
of the United States of America, vol. 111, no. 11, pp. 4203–
4208, 2014.

[69] K. S. Campbell and M. Colonna, “DAP12: a key accessory
protein for relaying signals by natural killer cell receptors,”
The International Journal of Biochemistry & Cell Biology,
vol. 31, no. 6, pp. 631–636, 1999.

[70] A. Gardner and B. Ruffell, “Dendritic cells and cancer
immunity,” Trends in Immunology, vol. 37, no. 12, pp. 855–
865, 2016.

[71] T. Schneider, H. Hoffmann, H. Dienemann et al., “Non-small
cell lung cancer induces an immunosuppressive phenotype of
dendritic cells in tumor microenvironment by upregulating
B7-H3,” Journal of Thoracic Oncology, vol. 6, no. 7,
pp. 1162–1168, 2011.

[72] L. Pyfferoen, P. Mestdagh, K. Vergote et al., “Lung tumours
reprogram pulmonary dendritic cell immunogenicity at the
microRNA level,” International Journal of Cancer, vol. 135,
no. 12, pp. 2868–2877, 2014.

[73] L. Pyfferoen, E. Brabants, C. Everaert et al., “The transcriptome
of lung tumor-infiltrating dendritic cells reveals a tumor-
supporting phenotype and a microRNA signature with nega-
tive impact on clinical outcome,” Oncoimmunology, vol. 6,
no. 1, article e1253655, 2017.

[74] J. N. MacGregor, Q. Li, A. E. Chang, T. M. Braun, D. P. M.
Hughes, and K. T. McDonagh, “Ex vivo culture with interleu-
kin (IL)-12 improves CD8+ T-cell adoptive immunotherapy
for murine leukemia independent of IL-18 or IFN-γ but
requires perforin,” Cancer Research, vol. 66, no. 9, pp. 4913–
4921, 2006.

[75] P. Bhat, G. Leggatt, N. Waterhouse, and I. H. Frazer, “Interfer-
on-γ derived from cytotoxic lymphocytes directly enhances
their motility and cytotoxicity,” Cell Death & Disease, vol. 8,
no. 6, article e2836, 2017.

[76] E. Gallo, S. Katzman, and A. V. Villarino, “IL-13-producing
Th1 and Th17 cells characterize adaptive responses to both self
and foreign antigens,” European Journal of Immunology,
vol. 42, no. 9, pp. 2322–2328, 2012.

[77] J. I. Ellyard, L. Simson, and C. R. Parish, “Th2-mediated
anti-tumour immunity: friend or foe?,” Tissue Antigens,
vol. 70, no. 1, pp. 1–11, 2007.

[78] S. Koido, S. Homma, E. Hara et al., “Regulation of tumor
immunity by tumor/dendritic cell fusions,” Clinical and
Developmental Immunology, vol. 2010, Article ID 516768,
14 pages, 2010.

[79] B. Burkholder, R. Y. Huang, R. Burgess et al., “Tumor-induced
perturbations of cytokines and immune cell networks,” Biochi-
mica et Biophysica Acta (BBA) - Reviews on Cancer, vol. 1845,
no. 2, pp. 182–201, 2014.

[80] Z. Asadzadeh, H. Mohammadi, E. Safarzadeh et al., “The
paradox of Th17 cell functions in tumor immunity,” Cellular
Immunology, vol. 322, pp. 15–25, 2017.

[81] Y. Kim, Q. Lin, P. Glazer, and Z. Yun, “Hypoxic tumor
microenvironment and cancer cell differentiation,” Current
Molecular Medicine, vol. 9, no. 4, pp. 425–434, 2009.

[82] J. Merhautova, R. Demlova, and O. Slaby, “MicroRNA-based
therapy in animal models of selected gastrointestinal cancers,”
Frontiers in Pharmacology, vol. 7, p. 329, 2016.

[83] “MesomiR 1: a phase I study of TargomiRs as 2nd or
3rd line treatment for patients with recurrent MPM
and NSCLC,” 2015, https://www.clinicaltrials.gov/ct2/show/
NCT02369198?term=mirna&cond=NSCLC (Identification No.
NCT02369198).

[84] “A multicenter phase I study of MRX34, microRNA
miR-RX34 liposomal injection,” 2013, https://www.clinicaltrials
.gov/ct2/show/NCT01829971?term=mirna&cond=nsclc&rank=8
(Identification No. NCT01829971).

[85] Y. Chen, H. Zhao, Z. Tan, C. Zhang, and X. Fu, “Bottleneck
limitations for microRNA-based therapeutics from bench to
the bedside,” Die Pharmazie, vol. 70, no. 3, pp. 147–154, 2015.

[86] J. Y. Jang, J. K. Lee, Y. K. Jeon, and C. W. Kim, “Exosome
derived from epigallocatechin gallate treated breast cancer
cells suppresses tumor growth by inhibiting tumor-associated
macrophage infiltration and M2 polarization,” BMC Cancer,
vol. 13, no. 1, p. 421, 2013.

[87] K. K. Mak, A. T. H. Wu, W. H. Lee et al., “Pterostilbene, a bio-
active component of blueberries, suppresses the generation of
breast cancer stem cells within tumor microenvironment and
metastasis via modulating NF-κB/microRNA 448 circuit,”
Molecular Nutrition & Food Research, vol. 57, no. 7,
pp. 1123–1134, 2013.

[88] W. C. Huang, M. L. Chan, M. J. Chen, T. H. Tsai, and Y. J.
Chen, “Modulation of macrophage polarization and lung
cancer cell stemness by MUC1 and development of a related
small-molecule inhibitor pterostilbene,” Oncotarget, vol. 7,
no. 26, pp. 39363–39375, 2016.

[89] A. Li, X. Shuai, Z. Jia et al., “Ganoderma lucidum polysaccha-
ride extract inhibits hepatocellular carcinoma growth by
downregulating regulatory T cells accumulation and function
by inducing microRNA-125b,” Journal of Translational
Medicine, vol. 13, no. 1, p. 100, 2015.

[90] S. A. Park and Y. J. Surh, “Modulation of tumor microenviron-
ment by chemopreventive natural products,” Annals of the
New York Academy of Sciences, vol. 1401, no. 1, pp. 65–
74, 2017.

11Journal of Immunology Research

https://www.clinicaltrials.gov/ct2/show/NCT02369198?term=mirna&cond=NSCLC
https://www.clinicaltrials.gov/ct2/show/NCT02369198?term=mirna&cond=NSCLC
https://www.clinicaltrials.gov/ct2/show/NCT01829971?term=mirna&cond=nsclc&rank=8
https://www.clinicaltrials.gov/ct2/show/NCT01829971?term=mirna&cond=nsclc&rank=8


[91] K. M. Bussard, L. Mutkus, K. Stumpf, C. Gomez-Manzano,
and F. C. Marini, “Tumor-associated stromal cells as key
contributors to the tumor microenvironment,” Breast Cancer
Research, vol. 18, no. 1, p. 84, 2016.

[92] Z. Mei, Y. He, J. Feng et al., “MicroRNA-141 promotes the
proliferation of non-small cell lung cancer cells by regulating
expression of PHLPP1 and PHLPP2,” FEBS Letters, vol. 588,
no. 17, pp. 3055–3061, 2014.

12 Journal of Immunology Research


	The Interplay between MicroRNAs and Cellular Components of Tumour Microenvironment (TME) on Non-Small-Cell Lung Cancer (NSCLC) Progression
	1. Introduction
	2. miRNA Biogenesis and Mode of Action
	3. miRNA Target Prediction and Validation
	4. Cellular Components of TME in NSCLC as Indirect Targets of Oncogenic or Tumour-Suppressive miRNAs
	4.1. Cancer-Associated Fibroblasts (CAFs)
	4.2. Tumour-Associated Macrophages (TAMs)
	4.3. Tumour-Infiltrating Lymphocytes (TILs)
	4.3.1. CD4+ T Cells
	4.3.2. CD8+ T Cells
	4.3.3. Natural Killer (NK) Cells

	4.4. Dendritic Cells

	5. miRNA as Therapeutic Agents or Targets to Modulate TME in NSCLC: Current Status and Future Prospects
	6. Conclusions
	Conflicts of Interest
	Acknowledgments

