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Abstract: Consistently, the high metastasis of cancer cells is the bottleneck in the process of tumor
treatment. In this process of metastasis, a pivotal role is executed by epithelial–mesenchymal
transition (EMT). The epithelial-to-mesenchymal transformation was first proposed to occur during
embryonic development. Later, its important role in explaining embryonic developmental processes
was widely reported. Recently, EMT and its intermediate state were also identified as crucial
drivers in tumor progression with the gradual deepening of research. To gain insights into the
potential mechanism, increasing attention has been focused on the EMT-related transcription factors.
Correspondingly, miRNAs target transcription factors to control the EMT process of tumor cells
in different types of cancers, while there are still many exciting and challenging questions about
the phenomenon of microRNA regulation of cancer EMT. We describe the relevant mechanisms
of miRNAs regulating EMT, and trace the regulatory roles and functions of major EMT-related
transcription factors, including Snail, Twist, zinc finger E-box-binding homeobox (ZEB), and other
families. In addition, on the basis of the complex regulatory network, we hope that the exploration
of the regulatory relationship of non-transcription factors will provide a better understanding of
EMT and cancer metastasis. The identification of the mechanism leading to the activation of EMT
programs during diverse disease processes also provides a new protocol for the plasticity of distinct
cellular phenotypes and possible therapeutic interventions. Here, we summarize the recent progress
in this direction, with a promising path for further insight into this fast-moving field.
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1. Introduction

MicroRNAs (miRNAs), as an important group of noncoding RNAs, are 19 to 24 nu-
cleotide long RNAs, arising from the selective processing of the stem-loop region of longer
RNA transcripts. Clearly, miRNAs perform important biological functions in posttranscrip-
tional regulation by acting on their cognate target mRNAs encoding proteins [1]. Further
evidence suggests that miRNAs also exert another regulatory role for single-stranded
RNA molecules by targeting 2–8 nucleotides in its seed sequence to the 3′-UTR specific
action site of mRNA [2,3]. In recent years, it have reported to play a key role in tumor
metastasis, becoming an increasingly important indicator of clinical prognosis and tumor
markers [4]. Compared with normal tissues, an anomalistic expression of miRNAs in
tumor cells has been proven in multiple aspects to promote the emergence, development,
migration, and invasion of tumor cells [5–8]. Notably, such miRNA regulation has been
widely integrated with gene regulatory networks, making it easier for evolution to generate
complex, highly connected regulatory networks that respond forcefully to environmental,
genetic, or random contingencies. Consequently, abnormal expression of miRNA is always
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accompanied by the development of cell transformation toward carcinogenesis, including
a high metastatic and invasive ability [9].

It has widely been accepted that the highly invasive and metastatic ability of tumor
cells is one of the vital problems in cancer treatment. EMT has also been increasingly
described in tumor metastasis and invasion, especially EMT-related transcription factors
(EMT-TFs) that regulate cancer development and progression, including the conventional
Snail1, Slug, ZEB1/2, Twist, and other unconventional ones, such as Wnt family mem-
ber 1 (WNT1)/β-catenin, transcription factor pairing-related homeobox 1 (Prrx1), MYC
proto-oncogene (c-Myc), and thyroid transcription factor 1 (TTF1) [10–14]. On the one
hand, multiple signaling pathways, such as TGF-β, MAPK, PI3K/Akt, PTEN, and Wnt,
are activated in order to enable activation of the EMT program, which controls the expres-
sion of those downstream genes to acquire tumor metastasis, but this may also achieve
inhibition depending on those aforementioned transcription factors in different biological
contexts [15]. On the other hand, the regulatory modes by nontargeted transcription factors
have been gradually reported, including EMT marker proteins E-cadherin, N-cadherin,
and vimentin, as well as other non-marker proteins [5,16,17]. Overall, different miRNA
families target discrete transcription factors due to their distinct conserved seed sequences,
and thus play a biological role, acting as tumor-suppressing or tumor-promoting factors, in
various types of cancers [18].

2. Generation and Mechanisms of Canonical miRNAs

As a portion of small regulatory RNAs, miRNAs do not encode proteins but play
a vital role in the posttranscriptional regulation, particularly, of eukaryotes by targeting
the 3′-UTR of target gene transcripts to reduce the expression of cognate proteins and
regulate cell biological processes. Each miRNA combines with relevant Argonaute proteins
to form an RNA–protein complex, which recognizes multiple target mRNAs through its se-
quence complementation and plays a role in posttranscriptional gene regulation in different
species [19]. Hundreds of different miRNAs found in humans are still conserved in other
species, and these conserved miRNAs preferentially interact with human miRNAs. Thus,
miRNAs affect almost all human developmental processes, health, and diseases. Indeed,
miRNA loss-of-function studies have revealed multiple phenotypes in the brain, eye, mus-
cle, heart, lung, kidney, vascular system, gut, breast, ovary, testis, placenta, thymus, and
hematopoietic lineage, as manifested by obvious developmental and cellular physiological
defects and behavior abnormality. Many of these developmental and physiological defects
affect embryonic or postnatal viability, leading to the other serious conditions, e.g., epilepsy,
deafness, retinal degeneration, infertility, immune disorders, or even cancer [20]. To date,
hundreds of different miRNAs have been identified in humans, along with thousands of
human genes shown as cognate targets of miRNAs [21]. Thus, multiple signaling pathways
are involved in the regulation of miRNA [22]. Interestingly, the first miRNA was discov-
ered in C. elegans, when molecular geneticists studied the lin-4 and let-7 genes required for
nematode development and also found a great surprise that instead of protein-producing
mRNA, these genes produced short noncoding mRNAs of 22 nt in length [23,24]. Both
lin-4 and let-7 miRNAs can form incomplete complementary pairing with their conserved
sites within the 3′-UTR of target gene products, thereby mediating translational repression.
Since then, a bulk of miRNAs have also been discovered between humans and mammals,
consistent with their transient nature observed in C. elegans [25]. Subsequent studies once
again confirmed that these endogenous small RNAs are mostly processed by their RNA
precursors, each with a hairpin structure, called small RNA because of their small molecular
weights [26–28]. When compared with prokaryotes, the miRNA-generating pathway in
mammals is derived from a more fundamental RNA silencing pathway, namely, RNA
interference (RNAi). The miRNA differs significantly from RNAi because the former has
evolved as a specific short hairpin structure, which enables its silencing mechanism to
target specific mRNAs. By contrast, siRNA does not form a stem-loop structure when it
arises from its dsRNA precursors [29,30].
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Canonical miRNA processing requires four processes, which begin with synthesis
of long-chain RNAs (pri-miRNAs) by functioning of RNA polymerase II [31]. Each pri-
miRNA has at least one region that can be self-folded to form the functional substrate of a
microprocessor, a heterotrimeric complex containing one molecule of Drosha endonucleases
and two DGCR8 chaperones [32]. The pri-miRNAs are processed into pre-miRNAs by the
microprocessor and then exported from the nucleus into the cytoplasm through the action
of Exportin 5 and RAN-GTP, where they are further processed into miRNAs* by Dicer
(an endonuclease with two RNase III domains), as with Drosha [33]. Finally, the formed
miRNAs* are loaded into the Argonaute protein with the help of chaperones HSC70/HSP90
to be cleaved into mature miRNAs, and they form a silencing complex, thereby establishing
their function [34,35].

Two modes of miRNA functioning in eukaryotic cells are proposed. On the one hand,
they form 3′-terminal broad pairing via the Argonaute protein in the silencing complex
and utilize its retained endonuclease properties to cleave mRNA in animal cells [36,37].
On the other hand, they form a translation barrier in human cells. This process does not
require extensive complementation of miRNAs with target genes, but requires an adaptor
protein, TNRC6, which has three homologous proteins in mammals, named TNRC6A/B/C,
and is recruited by Argonaute proteins [38]. Then, this complex interacts with the poly(A)
tail-associated region (PABPC) of mRNA [39]. Meanwhile, the deadenylase complex and
others are also recruited to the 3′-UTR, among which the PAN2–PAN3 complex and the
CCR4–NOT complex can cause rapid shortening of the poly(A) tail, resulting in mRNA
destabilization, as well as accelerate mRNA uncoating and degradation [40,41]. Further-
more, DDX6, as a helicase, is recruited to inhibit translation by the CCR4–NOT complex,
because it interacts with the eukaryotic translation initiation factor 4E (eIF4E) transporter
(4E–T), enhances miRNA target attenuation, and inhibits translation initiation [42,43]. The
canonical miRNA processing and regulatory mechanisms are schematically represented in
Figure 1 [20].
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Figure 1. Canonical miRNA processing and relevant mechanism of silencing complex. (a) Located in
the nucleus, miRNA precursors with cap-ring and hairpin structures are transcribed by the action of
RNA polymerase II, transported into the cytoplasm, and loaded into AGO proteins to form silencing
complexes, before exerting their biological roles. (b) The silencing complex recruits a number of
complex proteins, including TNRC6, CCR4–NOT, and DDX6. The silencing complex binds the 3′-UTR
of mRNA, thereby accelerating mRNA degradation and inhibiting translation initiation.

3. EMT

In 1967, Betty Hay first proposed the concept of epithelial–mesenchymal transition
and described its crucial role in gastrulation and embryonic differentiation. For many
years, EMT was predominantly described during embryonic development [44]. During
embryonic transformation by EMT, the mesenchyme refers to the nonepithelial cells with
so-called amoeba characteristics that exist between the epithelial layers of the embryo, while
the epithelium is defined as a tissue in which the mesenchyme is polarized; the front end of
the migrating cells differs from the back end due to the lack of organelles. This is reflected
by the fact that the Golgi apparatus and centrioles usually occupy the posterior side of
migrating cells, while filopodia are most prominently present at the antegrade side of the
contact with the basement membrane [45]. With the deepening of research, EMT has mainly
been divided into three types according to the biological background of occurrence shown
in Figure 2. Type I EMT occurs during embryonic development, whereas type II and III
EMT occurs during wound healing, tissue regeneration, and cancer progression. Although
a consistent interpretation cannot be provided for the intrinsic diverse and significant
differences of the three types of EMT, the interaction of cells and the extracellular matrix is
remodeled during this process, enabling epithelial cells to separate from each other and
from the underlying basement membrane. After which a new transcriptional program
is activated, causing those cells to progressively lose epithelial morphology in favor of
mesenchymal morphology [46].

A typical example is the inhibition of E-cadherin expression during EMT, resulting
in the typical polygonal, cobblestone-like shape of epithelial cells. Cells acquire spindle-
shaped mesenchymal morphology and express markers associated with a mesenchymal
cell state, particularly N-cadherin, vimentin, and fibronectin [46]. During this process,
those cell junctions, including tight junctions, adherens junctions, desmosomes, and gap
junctions are gradually disintegrated, along with a loss of cell polarity, increased actin ex-
pression supporting the formation of pseudopodia to facilitate cell adhesion, and enhanced
expression of N-cadherin and integrins, but reduced intercellular adhesion in epithelial
cells. Furthermore, matrix metallopeptidase family proteins (MMPs) begin to be expressed,
thereby degrading the matrix and enhancing the ability of cell invasion. A further diagram-
matic representation of cell plasticity during such an EMT transformation is depicted in
Figure 3 [15].
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Figure 2. EMT transfer schematic diagram and three typical categories. (a) During the transition from
an epithelial phenotype to mesenchymal phenotype, cells lose their intercellular connections and
gradually separate from the basement membrane. Four mesenchymal genes, including interstitial
N-cadherin and fibronectin, are upregulated, whereas E-cadherin, vitronectin, desmoplakin, and
laninmin are downregulated. (b) Type I EMT is associated with embryo implantation and gastrulation.
The ectoderm generates primary mesenchyme through EMT and then forms the secondary epithelium
and gradually differentiates into other cells. (c) Type II EMT is associated with wound healing, is
more persistent than type I, and occurs primarily in the context of inflammation. (d) Type III EMT is
associated with tumor metastasis and facilitates tumor metastasis and invasion.
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Figure 3. Schematic diagram of EMT plasticity during metastasis of cancer cells. In this process, the
tight junctions, adhesions, desmosomes, and gap junctions are gradually dissolved. In the meantime,
N-cadherin, MMPs, and integrin are upregulated to promote migration and invasion.

4. The EMT-Related Transcription Factors

As mentioned above, epithelial–mesenchymal transition not only plays a role in
embryonic development and cell differentiation, but also endows cancer cells with higher
metastatic and invasive abilities than those of normal cells, which makes the EMT process
accompany the occurrence and development of malignant tumors. During EMT, epithelial
cells lose their adhesion and tight junctions, leading to a loss of contact with neighboring
cells, and hence, resulting in breaks throughout the basement membrane for migration over
long distances due to profound changes in the cytoskeletal structure [47]. Most previous
studies have shown that classical EMT is accomplished by its relevant transcription factors
(EMT-TFs), including the Snail, Twist, and ZEB families. Activation of EMT-TFs increases
motility for collective migration of cancer cells in the population, thereby facilitating
invasion and dissemination [48]. In addition to activating canonical EMT-related properties,
EMT exerts other functions in cancer biology that derive from the multiple additive effects
conferred by EMT-TFs.
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This is concretely exemplified by the fact that those factors maintain stem-cell prop-
erties and even enhance carcinogenicity when associated with cancer stem cells (CSCs),
in addition to their involvement in double-stranded DNA repair, evasion of senescence,
and induction of anti-apoptosis and pro-survival behavior [49]. Durative adaptation of
cancer cells to changing microenvironments enhances tumor cell plasticity in the complex
process from its primary locus to remote metastasis. A plausible example is represented by
a reciprocal feedback loop between EMT-related transcription factor ZEB1 and the miR-200
family members required for cell differentiation [50]. Considering complex regulatory
relationships, the role of EMT-TFs in cancer is also more complicated. Evidence has shown
that Snail induces metastasis in breast cancer, while ZEB1 tends to induce pancreatic cancer
metastasis. Furthermore, ZEB1 promotes tumor growth, whereas ZEB2 reduces tumor
aggressiveness in melanomas. Such tissue specificity and variability of efficacy are other
reasons why the functional effects of EMT in cancer biology are often controversial [51–54].
The extant evidence has revealed that miRNAs control EMT, stemness, and even chemother-
apy resistance. Notably, the EMT phenotype is controlled by different miRNAs regulating
expression of the same EMT-TFs. Correspondingly, the same miRNA can also produce
the same phenotype by controlling the expression of different EMT-TFs, which is a good
explanation for the multitarget effects of miRNAs. The expression of epithelial marker
genes and the activation of mesenchymal marker genes are mainly accomplished by Snail,
Twist, and ZEB during the EMT. Their expression is also shown to be activated in the
early stage of EMT, and it plays a central and irreplaceable role in tumor development and
fibrosis. Nevertheless, because these transcription factors have distinct expression profiles,
their contribution to EMT depends on the cell or tissue types involved and the signaling
pathways that initiate EMT. They usually control each other’s expression and cooperate
functionally on co-target genes [55].

Changed expression of miRNAs may also mediate chemoresistance by acting on other
processes, e.g., autophagy or metabolism in hepatocellular carcinoma (HCC) [56]. Co-
suppression of Snail1 complexes with SMAD3 and SMAD4 in mammary epithelial cells
results in TGF-β-mediated repression of E-cadherin and Occludin expression [57]. Multiple
signaling pathways can facilitate EMT by activating the expression of Snail1. For example,
in MDCK cells, Snail1 cooperates with ETS proto-oncogene 1 (ETS1) and Sp1 transcription
factor (Sp-1) to activate matrix metallopeptidase family (MMP) expression by activat-
ing mitogen-activated protein kinase (MAPK) and phosphatidylinositol-4,5-bisphosphate
3-kinase (PI3K) [58]. Glycogen synthase kinase 3 beta (GSK-3β) enables successive phos-
phorylation of the Snail protein to control its abundance, further monitoring EMT in cancer
cells [59]. Although EMT-TFs play a role in different tissue-derived cancers, a completely
direct link between them has not been presented. This is due to the fact that deletion of
Snail1 and Twist1 genes in pancreatic cancer did not directly attenuate metastasis, but con-
versely increased chemoresistance in mouse transgenic models [51]. In addition, the basic
helix–loop–helix (bHLH) family of transcription factors are also important regulators of
development and differentiation. They bind to target DNAs through homo- or heterodimer
formation at a consensus E-box site to regulate gene transcription, among which E12 and
E47, Twist1 and Twist2, and inhibitor of DNA-binding proteins (IDP) each play a key role
in the EMT progression [55]. This process has also been shown to be regulated by newly
discovered transcription factors, such as forkhead box (FOX) transcription factors, which
are defined by their DNA-binding forkhead domains [60]. Taken together, EMT shapes the
cellular physiological behavior at multiple levels by integrating epigenetic modification,
transcriptional control, alternative splicing, protein stability, and subcellular localization.
The mechanism for triggering EMT is not simply linear, but should be systematic, multi-
dimensional, and holistic, within multi-hierarchical complex networks [15]. As shown in
Figure 4, different transcription factors play distinctive transcriptional regulatory roles in
the EMT process and crosstalk with one another.
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Figure 4. Multiple transcription factors regulate cellular EMT process. These transcription factors
include Snail1/2, Twist, and ZEB1/2, whose activation speeds up cellular EMT, while other transcrip-
tion factors, such as SREBP1, Prrx1, and C-MYC, slow down cellular EMT. Notably, certain interactive
and feedback regulatory loops also exist between different transcription factors.

5. miRNAs Control EMT via the EMT-Related Transcription Factors

As aforementioned, the emergence and development of EMT are caused by a systemic
change in cells. All EMT-TFs coordinate the repression of epithelial genes with the induction
of mesenchymal genes, as accompanied by fundamental changes in the cellular regulatory
network. Herein, we emphasize that the same transcription factors can perform functions
at different levels, including transcription and translation, expression of noncoding RNAs,
alternative splicing, and repression and activation of protein stabilization [61].

5.1. miRNAs Regulate Tumor Cell EMT through the Transcription Factor Snail1/2

Snail1/2 is one of the main regulators of EMT with a clear correlation between both.
Snail1 is targeted by miR-29b and miR-30a, as EMT inhibitors, to repress expression of E-
cadherin, thereby reversing the EMT process in prostate cancer and losing its migration and
invasion ability [62]. Low expression of miR-30c promotes renal tissue fibrosis, whereas
high expression of miR-30c targeting Snail1 downregulates the process of fibrosis, as
well as blocks EMT, thus protecting kidney function from damage caused by diabetes in
diabetes-induced renal cancer [63]. Both miR-137 and miR-34a were reported in ovarian
cancer to directly target Snail1 to regulate EMT in ovarian cancer cells so as to enhance
invasiveness and spheroid formation properties [64]. The expression of Snail1 targeted
by the miR-15 family forms a regulatory feedback loop, thereby regulating the process
of cellular EMT [65]. Activation of p53 relieves repression of the induced transcription
factor Snail1 by downregulating miR-34a/b/c genes, leading to enhanced migration and
invasion. Meanwhile, miR-34a also downregulated Snail2 and ZEB1, as well as stem-cell-
specific factors BMI1, CD44, CD133, olfactomedin 4 (OLFM4), and c-Myc. Intriguingly,
the transcription factors Snail and ZEB1 can also bind to the E-box of the miR-34a/b/c
promoter, conversely inhibiting the expression of miR-34, miR-204a, and miR-34b/c [66].
Similarly, the mechanism via which miR-34 targets Snail was also demonstrated in colon
cancer cells with p53 dysfunction [67]. To impair the occurrence of EMT in prostate cancer,
a double negative feedback loop mechanism was structured among miR-1, miR-200b, and
Snail2 [68]. High expression of miR-204/211 facilitates the shaping of retinal epithelial cells.
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Studies have found that miR-204/211 targets Snail2 to regulate the expression of cadherin
and increase the plasticity of myoepithelial cells [69]. Both miR-182 and miR-203 regulate
CDH3 by targeting Snail2, resulting in an EMT phenotype [70,71]. In gastric cancer cells,
miR-33a targets the transcription factor Snail2 in regulating cell invasion and migration [72].
The expression of Snail2 is inhibited by miR-506 binding to the 3′-UTR of Snail2, leading to
increased E-cadherin expression and inhibited cell proliferation and migration in gastric
cancer [73]. miR-124 targets Snail2 and inhibits EMT in prostate cancer [74]. Similarly,
miR-124 regulates differentiation and migration by regulating Snail2 and IQGAP1 during
embryonic stem cell development to ensure their stemness [75].

5.2. miRNA Regulates the Process of Cancer EMT via the Transcription Factor ZEB1/2

As an indispensable EMT transcriptional repressor, the ZEB family plays multifarious
biological functions in organisms. For example, it promotes cell proliferation and migration,
as well as triggers drug resistance and immune mechanisms. Conversely, inhibition of
ZEB expression upregulates epithelial gene expression and causes EMT blockage [76].
Almost all of the miR-200 family members (i.e., miR-200a, miR-200b, miR-200c, miR-141,
and miR-429), along with miR-205, were found to be significantly downregulated in breast
cancer cells. The obtained results demonstrate that overexpression of the miR-200 family
leads to inhibition of TGF-β-induced EMT, which serves as a target of transcriptional
repressors ZEB1 and ZEB2 that activate the expression of E-cadherin [77]. miR-200c targets
ZEB1 to control the proliferation and invasion of tumor stem cells. Overexpression of
miR-200c significantly downregulates the expression of ZEB1 and vimentin, but upreg-
ulates E-cadherin expression, resulting in decreased colony formation, migration, and
invasion, as well as a reduction in metastatic tumor cells in mouse lung xenografts [78].
Expression of p53-activated miR-200 and miR-192 (a homolog of miR-215) targeted ZEB1/2
to restrain EMT in hepatoma cells [79]. Furthermore, miR-200f has also been shown to form
a molecular junction between Snail and ZEB to participate in the EMT regulation [80]. Of
note, clinical studies have revealed that the low expression of miRNA-199b-3p in ovarian
cancer is negatively correlated with the key regulators of EMT, whereas the high expression
of miRNA-199b-3p has a longer overall survival. miRNA-199b-3p can target and regulate
ZEB1 so as to induce the expression of E-cadherin and organize the transition of epithelial
cells to mesenchymal cells [81]. In addition, miR-128-3P targets ZEB1 to hinder invasion
and migration in pancreatic cancer cells [82].

5.3. miRNA Regulates Tumor Cell EMT via the Transcription Factor Twist

It is generally accepted that the Twist family encodes transcription factors contain-
ing basic helix–loop–helix structures (bHLHs), which form functional homodimers and
heterodimers in the nucleus, bind consensus DNA E-box sequences, and promote tumor
cell invasion and metastasis. Studies have revealed that miR-495 inhibits the expression
of Twist1 and inhibits the proliferation and metastasis of gastric cancer cells [83]. Both
miR-15a-3p and miR-16-1-3p target two conserved sites in the 3′-UTR of Twist1 to reduce
the mRNA and protein levels of biomarkers, including N-cadherin, α-SMA, fibronectin,
and MMP9, so as to attenuate the migration and invasion of gastric cancer cells [84]. The
competitive binding of miR-129-5p to Twist reverses the EMT process of drug-resistant
breast cancer cells caused by long noncoding RNAs (lncRNAs), thus improving cell drug
sensitivity and slowing migration and invasion [85]. miR-381-3p inhibits breast cancer
progression and EMT progression by targeting Sox4 and Twist1 expression and downregu-
lating Smad protein, which is downstream of TGF-β [86]. miR-9-5p activates N-cadherin
by acting on Twist1 to promote EMT in cervical squamous cells, and promotes EMT in ade-
nocarcinoma cells by inhibiting cadherin 1 (CDH1) and activating cadherin 2 (CDH2) [87].
miR-98 targets Twist to activate E-cadherin expression to reduce the invasion and metas-
tasis of non-small-cell lung cancer. In addition, overexpression of miR-98 activates the
Akt/bcl2/Bax signaling axis to induce apoptosis and improve patient prognostic indicators
in non-small-cell lung cancer (NSCLC) [88]. Therefore, miR-186 targets Twist1 to inhibit
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the expression of N-cadherin, vimentin, and matrix metallopeptidase 9 (MMP9), as well
as increase the expression abundance of E-cadherin to inhibit the proliferation, migration,
invasion, and EMT of cholangiocarcinoma cells [89]. miR-203 can target Twist1 to inhibit
cell migration and viability, while inhibition of miR-203 and simultaneous interference with
Twist1 can promote EMT in bladder cancer cells [90]. Previous clinical data showed that the
expression of miR-300 is decreased in head and neck squamous cell carcinoma (HNSCC)
patient specimens. The study found that miR-300 directly targets the 3′-UTR of Twist, and
overexpression of miR-300 blocks the invasion of cancer cells in vitro and metastasis of
mouse lung tumor nodules in vivo [91]. miR-539 targeting Twist1 inhibited the growth of
pancreatic cancer xenografts in nude mice, as well as attenuated the migration and invasion
of pancreatic cancer cells in vitro [92]. miR-361-5p suppresses cell proliferation and inva-
sion, and reverses EMT by targeting Twist in liver cancer cells [93]. In liver cancer cells that
secrete alpha-fetoprotein (AFP), miR-675 targets Twist1 and Rb1 to activate the expression
of the epithelial marker gene CDH1 and inhibits the expression of the mesenchymal marker
gene Vim to reduce the invasive ability of HCC and block EMT [94]. Thus, it is reasoned
that such differences obtained from previous results are attributable to the fact that distinct
effects of miRNAs were exerted in diverse tumor microenvironments.

5.4. miRNAs Regulate Tumor Cell EMT through Other Transcription Factors

It has been determined that miR-221/222 targets transcriptional repressor GATA
binding 1 (TRPS1), a direct repressor of the ZEB2 expression to regulate EMT. Thus, over-
expression of miR-221/222 is beneficial for reducing the TRPS1 abundance, alleviating
the inhibitory effect of ZEB2, and promoting the expression of interstitial genes, thereby
accelerating the migration and invasion of breast cancer cells [95]. It has been reported that
miR-145 interacts with the transcription factor Oct4 and mediates β-catenin overexpression
of the transcription factors Snail and ZEB1/2, thus affecting the EMT process of breast
cancer cells [96]. Sterol regulatory element-binding transcription protein 1 (SREBP1), which
is highly expressed in breast cancer cells, was reduced by targeting of miR-18a-5p. Low
expression of SREBP1 reduces the deacetylated inhibition of E-cadherin, attenuates the
effect of the Snail/HDAC1/2 inhibitory complex, and blocks breast cancer cell growth and
metastasis [97]. Prrx1, as a novel EMT-inducing factor, is targeted and inhibited by miR-655
in breast cancer cells, so as to halt cell migration and invasion during tumor EMT progres-
sion [14]. Interestingly, it was found that the transcription factors Snail1 and Prrx1 are
expressed in a complementary manner in vertebrate development and carcinogenesis, in
which Snail1 directly represses Prrx1 expression but, in turn, is directly activated by Prrx1.
miR-365 can interact with TTF-1 or NK2 homeobox 1 (NKX2-1) and the 3′-UTR of high
mobility group AT-hook (HMGA2) to inhibit EMT in lung cancer cells [13]. miR-451 directly
targets the transcription factor c-Myc to inhibit the invasion and metastasis of docetaxel-
resistant lung adenocarcinoma (LAD) cells in vitro and in vivo. A high abundance of c-Myc
induces glycogen synthase kinase 3β-dependent extracellular signal-regulated kinase (ERK)
inactivation and Snail activation [98]. Of note, the virion can act on the tumor suppressor
PTEN with the help of host-expressed miRNA to regulate the PI3K/Akt/GSK-3β signaling
pathway, which ultimately leads to the high expression and nuclear aggregation of Snail
and β-catenin, resulting in an inhibition of epithelial gene expression and a promotion of
interstitial gene expression to facilitate EMT [99]. miR-19 inhibits epithelial gene expression
and enhances mesenchymal gene expression by targeting PTEN to regulate EMT in lung
cancer cells [6]. The same on-target effect has also been demonstrated under exosome-
mediated effects [100]. miR-301a targets the tumor-promoting factor WNT1 to increase the
radiosensitivity of esophageal squamous cell carcinoma (ESCC) cells, while suppressing
drug resistance and EMT by targeting Snail and Vimentin [11]. The regulation of EMT by
all these transcription factors described in this review and their references are listed in
Table 1.
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Table 1. Distinct miRNA-Targeted Transcription Factors to Regulate Tumor EMT.

miRNA EMT-TFs Tumor Type Refs.

miR-29b miR-34a/b/ prostate cancer [62]
miR-15 SNAIL1 kidney cancer [63]

miR-30a/c ovarian cancer [64]
miR-34a miR-1
miR-33a miR-200b breast cancer [66]
miR-203 miR-204/211 SNAIL2 prostate cancer [68,72]
miR-182 miR-506 gastric cancer [73,74]
miR-124

miR-200a miR-34a lung cancer [78]
miR-200b miR-192 liver cancer [79]
miR-200c miR-200f ZEB1/2 breast cancer [77]
miR-141 miR-128-3p kidney cancer [80]
miR-429 pancreatic cancer [82]

miR-199b-3p ovarian cancer [81]
miR-361-5p miR-129-5p bladder cancer [90]

miR-9-5p miR-495 non-small cell lung cancer cancer [88]
miR-15a-3p miR-98 liver cancer [93,94]

miR-186 miR-16-1-3p TWIST1 lung cancer [91]
miR-203 miR-300 cervical cancer [87]

miR-381-3p gastric cancer [83,84]
miR-675 cholangiocarcinoma [89]
miR-539 breast cancer [85,86]
miR-365 TTF-1 lung cancer [13]
miR-145 Oct4 breast cancer [96]

miR-221/222 TRPRS NCI60 [95]
miR-451 c-Myc lung adenocarcinoma [98]

miR-18a-5p SREBP1 breast cancer [97]
miR-655 Prrx1 breast cancer [14]

6. Non-Transcription Factors Are Targeted by miRNAs to Shape EMT in
Different Tumors

It is evident that miRNAs can target non-transcription factor proteins that contribute
to defining epithelial or mesenchymal phenotypes. They include those encoding adhesion
junction and polarity complex proteins, signaling mediators, and those controlling the
expression of the EMT transcription factors listed in Table 1.

6.1. miRNAs Regulate EMT in Breast Cancer

Breast cancer is a malignant tumor that occurs in the mammary epithelium or ductal
epithelium. Previous studies have found that miRNAs can regulate the EMT process of
breast cancer cells by controlling EMT marker proteins or other non-transcription factor
targets. For example, miR-9 targets CDH1, and overexpression of miR-9 inhibits the expres-
sion of E-cadherin, promotes the mesenchymal phenotype, and increases cell migration
and invasion [12]. miR-31 decelerates breast cancer metastasis by targeting genes such
as integrin α5 (ITGA5), radixin (RDX), and Ras homolog family member A (RhoA) [101].
Likely in breast cancer, bone morphogenetic protein 6 (BMP6) competitively binds to the
miR-21 promoter through the E2-box- and AP-1-binding sites, leading to inhibition of the
expression of miR-21 and enhancing E-cadherin to achieve EMT inhibition [102]. The miR-
200 family can regulate the metastasis of breast cancer cells by controlling abundance of
serine/threonine kinase (AKT) protein isoforms [103]. miR-661 targets the mRNA 3′-UTR
of the cell adhesion protein Nectin-1 and lipid transferase StarD10 to reduce their stability,
while abnormal expression of the latter relieves the inhibition of Snail1 and indirectly regu-
lates the metastasis of breast cancer cells [104]. miR-146a targets thioredoxin-interacting
protein (TXNIP) to promote breast cancer cell fibrosis and exacerbate cell metastasis in the
EMT process [105]. miR-155 promotes this EMT process of breast cancer cells by targeting
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RhoA to disrupt cell tight junctions by TGF-β induction, enhancing cell migration and
invasion [8].

6.2. The Regulatory Role of miRNA in Gastric Cancer EMT

Gastric cancer is one of the most morbid cancers worldwide, with a 5 year rela-
tive survival of approximately 20%. miR-2392 targets the regulatory operator-like pro-
tein 3 (MAML3) and NSD histone methyltransferase 1 (WHSC1) to inhibit the expres-
sion of the transcription factors Slug/Twist1 and block gastric cancer cell metastasis
in vivo and in vitro [106]. miR-4521 inhibited by the ETS proto-oncogene 1 (ETS1) tar-
gets both insulin = like growth factor 2 (IGF2) and forkhead box M1 (FOXM1) to inhibit
Akt/GSK3β/Snai1 pathway proteins, and achieves inhibition of gastric cancer cell metas-
tasis in hypoxia-induced conditions [107]. miR-214 was found to target fibroblast growth
factor 9 (FGF9) in gastric cancer cells, and an experiment showed that it prevented cell fibro-
sis, increased the expression of E-cadherin, and decreased the expression of vimentin and
N-cadherin to negatively regulate EMT [108]. miR-194 targets the N-cadherin expression to
reduce the metastasis and invasion of gastric cancer cells [109].

6.3. miRNAs Regulate EMT in Liver Cancer

Hepatocellular carcinoma is a malignant tumor derived from hepatocytes and hep-
atobiliary cells. The latest data show that liver cancer ranks sixth in new cases and third
in mortality worldwide [110]. Studies found that a low expression of miR-124 promotes
cell migration, but overexpression of miR-124 can directly target Rho-associated coiled-coil
containing protein kinase 2 (ROCK2) and enhancer of Zeste 2 polycomb repressor complex
2 subunit (EZH2) genes to disrupt the stability of their mRNAs and inhibit EMT [111]. In
hepatoma cells, miR-205 promotes apoptosis and inhibits proliferation by targeting axon
guidance factor 4C (SEMA4C), as well as attenuates tumor cell EMT [112]. In contrast,
the expression of miR-194 in hepatic stromal cells resulted in decreased N-cadherin levels,
preventing cell migration and invasion [17]. miR-532-3p regulates HCC cell metastasis
and invasion through Gankyrin-dependent activation of Twist by targeting the tumor-
promoting factor kinesin family member C1 (KIFC1) [113]. Low expression of miR-34
leads to poor prognosis of liver cancer patients and enhanced migration and invasion of
hepatocytes in vitro. Studies have previously found that miR-345 indirectly regulates the
transcription factors Slug, Snail, and Twist by targeting interferon regulatory factor 1 (IRF1)
to activate the mTOR/STAT3/Akt signaling pathway, which can slow down the EMT
process of hepatoma [114]. miR-148a reduces the accumulation of Snail by binding to the
tyrosine kinase receptor factor (Met) for hepatocyte growth, which can activate the phos-
phorylation of downstream Akt Ser473 and inhibit the phosphorylation of GSK-3β-Ser9,
leading to relief of EMT in liver cancer [115].

6.4. miRNAs Regulate EMT in Renal Cancer

Renal cancer is a malignant tumor caused by the canceration of epithelial cells in
different parts of the renal parenchyma of the urinary tubule. miRNAs regulate renal
cancer cell migration by preventing cellular fibrosis. There is evidence that miR-214-3p
can improve fibrosis and reverse EMT in renal cancer cells by targeting E-cadherin under
hypoxia-inducible conditions [116]. miR-328 directly regulates CD44 to suppress stress-
induced renal tubular epithelial cell fibrosis and alleviate EMT [117]. Unlike other cell
carcinomas, p53-dependent activation of miR-34a targets the fibrosis inhibitor Klotho
protein to promote EMT in renal tubular epithelial cells [118]. miR-199b-3p can target
KDM6A to regulate E-cadherin expression to prevent EMT, and thus improve renal tissue
damage [119]. miR-485-5p, inhibited by the circular RNA circPTCH1, arrests the invasion
and metastasis of renal cell carcinoma by targeting the downstream MMP14 [120].
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6.5. miRNAs Regulate EMT in Ovarian Cancer

Ovarian cancer is a common malignant tumor of female reproductive organs, and its
incidence is second only to cervical cancer and uterine cancer. According to the literature,
miR-222-3p binds to the 3′-UTR of programmed cell death 10 (PDCD10) and inhibits the
translational expression of PDCD10, which induces EMT by downregulating E-cadherin
and enhancing vimentin. Conversely, overexpression of miR-222 decreased the abundance
of PDCD10 and inhibited ovarian cancer epithelial cell migration in vitro and in vivo [121].
miR-183-5p targets the Ezrin protein to promote apoptosis of human endometrial cancer
cells and inhibit EMT, proliferation, invasion, and migration [122].

6.6. miRNAs Regulate EMT in Pancreatic Cancer

Pancreatic cancer is a malignant tumor arising from the exocrine pancreas. miR-144,
as a member of the miR-200 family, regulates the colocalization of Snail by targeting the cell
surface receptor Notch-1 protein-activated microtubule-associated protein-1 (DCAMKL-1)
to regulate EMT in pancreatic cancer cells [123]. miR-3656 targets RHOF, a member of the
Rho subfamily of small GTPases, so as to resist the resistance effect of adenocarcinoma
to chemotherapeutic drugs, thereby preventing the growth, invasion and migration of
pancreatic cancer cells [124]. On the basis of the abovementioned mechanism, a new
targeted nano-delivery system using liposomes to prepare siDCAMKL-1 nanoparticles for
targeted therapy has been well validated in nude mouse xenograft experiments [125].

6.7. miRNAs Regulate EMT in Rectal Cancer

Colorectal cancer is a malignant tumor originating from the glandular epithelium of
the colorectum. miR-130b targets peroxisome proliferator-activated receptor γ (PPARγ) to
regulate the invasion and metastasis of colorectal cancer cells [126]. miR-146a targets Numb
to stabilize β-catenin in spherical colon cancer stem cells, while Snail induces the expression
of microRNA-146a through the β-catenin–TCF4 complex to form a stable feedback loop
to maintain the cell stemness and prevent EMT [127]. miR-17-5p inhibits colorectal cancer
metastasis in mice and in vitro by directly binding to the 3′-UTR of vimentin mRNA [5].

6.8. miRNAs Regulate EMT in Oral Cancer

Oral cancer is a general term for malignant tumors that occur in the oral cavity.
miR-34a-5 inhibits AXL activation of the Akt/GSK-3β/β-catenin signaling pathway to
promote the nuclear translocation of β-catenin, which activates Snail to transcriptionally
upregulate both MMP-2 and MMP-9 expression and increases invasiveness and mobility in
oral squamous carcinoma cells (OSCC) [128]. miR-3187-3p enhanced cell migration and
invasion by activating the Wnt/β-catenin signaling pathway and targeting PER2 in cervical
squamous cell carcinoma [129]. Additionally, miR-10b targets and regulates E-cadherin to
promote laryngeal cancer metastasis [16].

6.9. miRNAs Regulate EMT in Lung Cancer

Lung cancer refers to malignant tumors originating from the trachea, bronchi, and
lungs, which include several major types of squamous cell carcinoma, adenocarcinoma,
small-cell carcinoma, and large-cell carcinoma. miR-145 and miR-497 negatively regulate
the EMT through co-inhibiting the TGF-β signaling pathway and targeting metadherin
(MTDH) in NSCLC [130]. Interestingly, clinical studies have shown that the methylation
of miRNA-34 and miR-200 promoters can affect the EMT transformation of tumor cells
to a certain extent, and further studies have found that high expression of miRNA-34
and miR-200 has a significant effect on patients [131]. A targeted linkage of miR-138 to
both G-protein-coupled receptor kinase-interacting protein 1 (GIT1) and SEMA4C inhibits
EMT in NSCLC [132]. miR-483-5p targets the Rho protein guanylate dissociation inhibitor
(RhoGDI1) and activates the leukocyte adhesion molecule (ALCAM). Only when ALCAM,
as an EMT inhibitor, is dysfunctional in lung adenocarcinoma cells is the EMT program
also activated [133].
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6.10. miRNAs Regulate EMT in Other Cancers

Wnt3a, a tumor-promoting factor, negatively regulates the expression of miR-497
through c-Jun. Overexpression of miR-497 effectively inhibited the expression of Wnt3a,
which increased the expression of E-cadherin, but also reduced the expression of N-cadherin
and vimentin. Ultimately, it slowed the proliferation and metastasis of glioma cells and
alleviated the cellular EMT process [134]. Interestingly, circular RNA (circRTN4) interacted
with miR-497-5P to regulate the downstream RAB11FIP1 protein to block the ubiquitination,
which inhibited Snail1/2, Twist, ZEB1, and N-cadherin to promote the metastasis of pancre-
atic ductal carcinoma cells [135]. miR-139-5p regulates the transcription factor Twist and the
mesenchymal marker proteins N-cadherin and vimentin by targeting the sex-determining
region Y-box protein 5 (SOX5) to achieve EMT inhibition [136]. In the activated state of Nrf2,
miR-29a/b targets desmocollin-2 and impairs keratinocyte hyper-adhesive desmosome
formation [137]. miR-448 targets a specific AT-rich sequence-binding protein 1 (SATB1)
to activate the MAPK signaling pathway, while enhancing Twist promotes EMT [138].
Notably, miRNA-targeted regulation of EMT does not entirely promote cell metastasis
and invasion; for instance, miR-100 downregulates E-cadherin by targeting SMARCA5,
a regulator of CDDH1 promoter methylation, but also targets other oncogenes. HOXA1
inhibits tumor cell initiation and motility in vitro and in vivo; its biological performance
shows the opposite trend to the conventional EMT [139]. Functioning of miR-24 depends
on the TGF-β/SMAD and MAPK/ERK signaling pathways to target neuroepithelial trans-
forming factor 1A (NET1A), an Rho-GEF, which activates RhoA to disrupt tight junctions
between cells and promote EMT [140]. miR-1236 targets histone deacetylase 3 (HDAC3)
and SUMO-specific protease 1 (SENP1) to slow down cellular EMT, while Twist1 inhibition
of miR-1236 under hypoxic conditions relieves the inhibition of HDAC3 and SENP1; thus,
stabilizing HIF-1α continuously activates Twist1 and forms a regulatory feedback loop
network [141]. In salivary gland tumor tissue samples, miR-155, miR-200c, miR-9, miR-138,
and miR-200c were differentially expressed in pleomorphic adenoma (PA), mucoepider-
moid carcinoma (MEC), and adenoid cystic carcinoma (ACC). The obtained results show
that the EMT transformation of salivary gland tumors is controlled by different transcrip-
tional regulators [142]. These miRNAs targeting non-transcription factors to modulate
EMT in major cancers are listed in Table 2.

Table 2. Distinct miRNAs Targeting Non-Transcription Factors to Regulate Cancer EMT.

Tumor
Type miRNA Target Gene Refs.

Breast miR-661 miR-200 miR-146 miR-31 CDH1 ITGA5 RhoA TXNIP [8,12]
miR-155 miR-9 miR-21 Nectin-1 AKT StrD [101–105]

Liver miR-148a miR-205 miR-124 miR-34 ROCK2 EZH2 Met CDH2 [17]
miR-532-3p SEMA4C IRF1 KIFC1 [110–115]

Lung miR-483-5P miR-497 miR-145 miR-138 ALCAM GIT1 MTDH SEMA4C [130–133]
Gastric miR-2392 miR-214 miR-194 FGF9 CDH2 IGF2 FOXM1 [106–109]

miR-4521 WHSC1
Kidney miR-214-3p miR-328 miR-34a CD44 Klotho MMP14 KDM6A [116–120]

miR-485-5p miR-199b-5p CDH1
Oral miR-34a-5p miR-10b miR-3187-5p CDH1 PER2 AXL [16,128,129]
Recta miR-130 miR-146a miR-17-5p PPARγ Vim Numb [5,126,127]
Ovary miR-222-3p miR-183-5p PDCD10 Ezrin [121,122]

Pancreas miR-144 miR-3656 Notch-1 RHOF [123–125]

7. Perspective

As emphasized herein, the biological functions of miRNAs are complex, and tumor
cells with systematic changes often exhibit specific and systematic regulation. The explo-
ration of EMT should be combined with clinical trials, animal models, and model cell
lines from different types of tumors. Further endeavors need to be focused on clinical
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development, especially in the areas of drug resistance and tumor targeted therapy for
miRNA families, such as miR-200 and miR-34, whose biological functions have been well
documented in EMT. Those emerging miRNAs that are not well understood need to be
continuously explored with clinical data and bioinformatic analysis to further analyze their
biological functions. Undoubtedly, these processes remain to be refined and differentiated,
which is primarily embodied in the diversification of cancer types and targets. An urgent
assignment to screen tumor markers warrants to be solved within distinct contexts of EMT,
based on different tumor microenvironments. Whether aberrantly expressed miRNAs can
be regarded as indicators of tumorigenesis and risk assessment also requires in-depth stud-
ies and further demonstrations. Certainly, with the in-depth study of miRNA regulation of
EMT, more information will be gradually unveiled, opening up a new strategic view for
tumor prevention and treatment.
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Abbreviations

AFP Secrete alpha-fetoprotein
AGO Argonaute protein
AKT Serine/threonine kinase
AP-1 AP-1 transcription factor subunit
AXL AXL receptor tyrosine kinase
BMP-6 Bone morphogenetic protein 6
CCR4-NOT CCR4–NOT transcription complex
CDH1 Cadherin 1
CDH2 Cadherin 2
c-Myc MYC proto-oncogene, bHLH transcription factor
CSCs Cancer stem cells
DCAMKL-1 Cell surface receptor Notch-1 protein-activated microtubule-associated protein-1
DDX6 DEAD-box helicase 6
eIF4E Eukaryotic translation initiation factor 4E
EMT Epithelial-to-mesenchymal transition
EMT-TFs EMT-related transcription factors
ESCC Esophageal squamous cell carcinoma
ETS1 ETS proto-oncogene 1
ETS1 ETS proto-oncogene 1
EZH2 Enhancer of zeste 2 polycomb repressive complex 2 subunit
FGF9 Fibroblast growth factor 9
FOX Forkhead box
FOXM1 Forkhead box M1
GSK-3β Glycogen synthase kinase 3 beta
HCC Hepatocellular carcinoma
HDAC1/2 Histone deacetylase1/2
HDAC3 Histone deacetylase 3
HMGA High-mobility group AT-hook
HMGA2 High-mobility group AT-hook
HNSCC Neck squamous cell carcinoma
HOXA1 Homeobox A1
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HSC70 Heat-shock cognate 70
HSP90 Heat-shock protein 90
IGF2 Insulin-like growth factor 2
IRF1 Interferon regulatory factor 1
ITGA5 Integrin α5
KIFC1 Kinesin family member C1
LAD Lung adenocarcinoma
MAML3 Operator-like protein 3
MAPK Mitogen-activated protein kinase
Met Tyrosine kinase receptor factor
MMP14 Matrix metallopeptidase 14
MMP2 Matrix metallopeptidase 2
MMP9 Matrix metallopeptidase 9
MMP9 Matrix metallopeptidase 9
MMPs Matrix metallopeptidase families
MTDH Metadherin
MTDH Metamucin
NET1A Neuroepithelial transforming factor 1A
NK2X-1 NK2 homeobox 1
NSCLC Non-small-cell lung cancer
Oct POU class 5 homeobox 1
OLFAM4 Olfactomedin 4
OSCC Oral squamous carcinoma cells
PABPC Poly(A) tail-associated region
PAN2 Poly(A) specific ribonuclease subunit 2
PAN3 Poly(A) specific ribonuclease subunit 3
PDCD10 Programmed cell death 10
PI3K Phosphatidylinositol-4,5-bisphosphate 3-kinase
PPARγ Peroxisome proliferator-activated receptor γ
Prrx1 Transcription factor pairing-related homeobox 1
PTEN Phosphatase and tensin homolog
RDX Radixin
RhoA Ras homolog family member A
RHOF Ras homolog family member F
RhoGDI1 Rho protein guanylate dissociation inhibitor
ROCK2 Rho-associated coiled-coil containing protein kinase 2
SEMA4C Axon guidance factor 4C
SENP1 SUMO-specific protease 1

SMARCA5
SWI/SNF-related, matrix-associated, actin-dependent regulator of chromatin,
subfamily A, member 5

SOX5 Sex-determining region Y-box protein 5
Sp-1 Sp1 transcription factor
SREBP1 Sterol regulatory element-binding transcription protein 1
STAT3 Signal transducer and activator of transcription 3
TCF4 Transcription factor 4
TGF-β Transforming growth factor beta
TNRC6 Trinucleotide repeat containing adaptor 6A
TRPS1 Transcriptional repressor GATA binding 1
TTF1 Thyroid transcription factor 1
TXNIP Thioredoxin-interacting protein
WHSC1 NSD histone methyltransferase 1
WNT1 Wnt family member 1
ZEB Zinc finger E-box-binding homeobox



Cells 2022, 11, 1981 17 of 22

References
1. Ameres, S.L.; Zamore, P.D. Diversifying microRNA sequence and function. Nat. Rev. Mol. Cell Biol. 2013, 14, 475–488. [CrossRef]

[PubMed]
2. Valencia-Sanchez, M.A.; Liu, J.; Hannon, G.J.; Parker, R. Control of translation and mRNA degradation by miRNAs and siRNAs.

Genes Dev. 2006, 20, 515–524. [CrossRef] [PubMed]
3. Filipowicz, W.; Bhattacharyya, S.N.; Sonenberg, N. Mechanisms of post-transcriptional regulation by microRNAs: Are the

answers in sight? Nat. Rev. Genet. 2008, 9, 102–114. [CrossRef]
4. Milena, S.; Nicoloso, R.S.; Shimizu, M.; Rossi, S.; Cali, G.A. MicroRNAs—The micro steering wheel of tumour metastases. Nat.

Rev. Cancer 2009, 9, 293–302. [CrossRef]
5. Kim, T.W.; Lee, Y.S.; Yun, N.H.; Shin, C.H.; Hong, H.K.; Kim, H.H.; Cho, Y.B. MicroRNA-17-5p regulates EMT by targeting

vimentin in colorectal cancer. Br. J. Cancer 2020, 123, 1123–1130. [CrossRef] [PubMed]
6. Li, J.; Yang, S.; Yan, W.; Yang, J.; Qin, Y.J.; Lin, X.L.; Xie, R.Y.; Wang, S.C.; Jin, W.; Gao, F.; et al. MicroRNA-19 triggers epithelial-

mesenchymal transition of lung cancer cells accompanied by growth inhibition. Lab. Investig. 2015, 95, 1056–1070. [CrossRef]
[PubMed]

7. Zhang, L.; Liao, Y.; Tang, L. MicroRNA-34 family: A potential tumor suppressor and therapeutic candidate in cancer. J. Exp. Clin.
Cancer Res. 2019, 38, 53. [CrossRef] [PubMed]

8. Kong, W.; Yang, H.; He, L.; Zhao, J.J.; Coppola, D.; Dalton, W.S.; Cheng, J.Q. MicroRNA-155 is regulated by the transforming
growth factor beta/Smad pathway and contributes to epithelial cell plasticity by targeting RhoA. Mol. Cell. Biol. 2008, 28,
6773–6784. [CrossRef] [PubMed]

9. Hornstein, E.; Shomron, N. Canalization of development by microRNAs. Nat. Genet. 2006, 38, S20–S24. [CrossRef] [PubMed]
10. Brabletz, T.; Kalluri, R.; Nieto, M.A.; Weinberg, R.A. EMT in cancer. Nat. Rev. Cancer 2018, 18, 128–134. [CrossRef]
11. Su, H.; Wu, Y.; Fang, Y.; Shen, L.; Fei, Z.; Xie, C.; Chen, M. MicroRNA301a targets WNT1 to suppress cell proliferation and

migration and enhance radiosensitivity in esophageal cancer cells. Oncol. Rep. 2019, 41, 599–607. [CrossRef]
12. Ma, L.; Young, J.; Prabhala, H.; Pan, E.; Mestdagh, P.; Muth, D.; Teruya-Feldstein, J.; Reinhardt, F.; Onder, T.T.; Valastyan, S.;

et al. miR-9, a MYC/MYCN-activated microRNA, regulates E-cadherin and cancer metastasis. Nat. Cell Biol. 2010, 12, 247–256.
[CrossRef]

13. Qi, J.; Rice, S.J.; Salzberg, A.C.; Runkle, E.A.; Liao, J.; Zander, D.S.; Mu, D. MiR-365 regulates lung cancer and developmental gene
thyroid transcription factor 1. Cell Cycle 2012, 11, 177–186. [CrossRef]

14. Lv, Z.D.; Kong, B.; Liu, X.P.; Jin, L.Y.; Dong, Q.; Li, F.N.; Wang, H.B. miR-655 suppresses epithelial-to-mesenchymal transition by
targeting Prrx1 in triple-negative breast cancer. J. Cell. Mol. Med. 2016, 20, 864–873. [CrossRef] [PubMed]

15. Lamouille, S.X.J.; Derynck, R. Molecular mechanisms of epithelial-mesenchymal transition. Nat. Rev. Mol. Cell Biol. 2014, 3,
178–196. [CrossRef]

16. Zhang, L.; Sun, J.; Wang, B.; Ren, J.C.; Su, W.; Zhang, T. MicroRNA-10b triggers the epithelial-mesenchymal transition (EMT) of
laryngeal carcinoma hep-2 cells by directly targeting the E-cadherin. Appl. Biochem. Biotechnol. 2015, 176, 33–44. [CrossRef]

17. Meng, Z.; Fu, X.; Chen, X.; Zeng, S.; Tian, Y.; Jove, R.; Xu, R.; Huang, W. miR-194 is a marker of hepatic epithelial cells and
suppresses metastasis of liver cancer cells in mice. Hepatology 2010, 52, 2148–2157. [CrossRef]

18. Rupaimoole, R.; Slack, F.J. MicroRNA therapeutics: Towards a new era for the management of cancer and other diseases. Nat.
Rev. Drug Discov. 2017, 16, 203–222. [CrossRef]

19. Suzuki, H.I. MicroRNA control of TGF-beta signaling. Int. J. Mol. Sci. 2018, 19, 1901. [CrossRef]
20. Bartel, D.P. Metazoan microRNAs. Cell 2018, 173, 20–51. [CrossRef]
21. Friedman, R.C.; Farh, K.K.; Burge, C.B.; Bartel, D.P. Most mammalian mRNAs are conserved targets of microRNAs. Genome Res.

2009, 19, 92–105. [CrossRef] [PubMed]
22. Esteller, M. Non-coding RNAs in human disease. Nat. Rev. Genet. 2011, 12, 861–874. [CrossRef] [PubMed]
23. Reinhart, B.J.; Slack, F.J.; Basson, M.; Pasquinelli, A.E.; Bettinger, J.C.; Rougvie, A.E.; Ruvkun, H.R.H.G. The 21-nucleotide let-7

RNA regulates developmental timing in Caenorhabditis elegans. Nature 2000, 403, 901–906. [CrossRef] [PubMed]
24. Rosalind, C.; Lee, R.L.F.; Ambrost, A.V. The C. elegans heterochronic gene lin-4 encodes small RNAs withantisense complementarity

to lin-14. Cell Press 1993, 75, 843–854.
25. Pasquinelli, A.E.; Reinhart, B.J.; Slack, F.; Martindale, M.Q.; Kuroda, M.I.; Maller, B.; Hayward, D.C.; Ball, E.E.; Degnan, B.; Müller,

P.; et al. Conservation of the sequence and temporal expression of let-7 heterochronic regulatory RNA. Nature 2000, 408, 86–89.
[CrossRef]

26. Nelson, C.; Lau, L.P.L.; Earl, G.; Weinstein, D.; Bartel, P. An abundant class of tiny RNAs with probable regulatory roles in
Caenorhabditis elegans. Science 2001, 294, 858–862. [CrossRef]

27. Ambros, R.C.L.A.V. An extensive class of small RNAs in Caenorhabditis elegans. Science 2001, 294, 862–864. [CrossRef]
28. Mariana Lagos-Quintana, R.R.; Lendeckel, W.; Tuschl, T. Identification of novel genescoding for small expressed RNAs. Science

2001, 294, 853–858. [CrossRef]
29. Petrelli, A.; Perra, A.; Cora, D.; Sulas, P.; Menegon, S.; Manca, C.; Migliore, C.; Kowalik, M.A.; Ledda-Columbano, G.M.; Giordano,

S.; et al. MicroRNA:gene profiling unveils early molecular changes and nuclear factor erythroid related factor 2 (NRF2) activation
in a rat model recapitulating human hepatocellular carcinoma (HCC). Hepatology 2014, 59, 228–241. [CrossRef]

30. Shabalina, S.A.; Koonin, E.V. Origins and evolution of eukaryotic RNA interference. Trends Ecol. Evol. 2008, 23, 578–587. [CrossRef]

http://doi.org/10.1038/nrm3611
http://www.ncbi.nlm.nih.gov/pubmed/23800994
http://doi.org/10.1101/gad.1399806
http://www.ncbi.nlm.nih.gov/pubmed/16510870
http://doi.org/10.1038/nrg2290
http://doi.org/10.1038/nrc2619
http://doi.org/10.1038/s41416-020-0940-5
http://www.ncbi.nlm.nih.gov/pubmed/32546833
http://doi.org/10.1038/labinvest.2015.76
http://www.ncbi.nlm.nih.gov/pubmed/26098000
http://doi.org/10.1186/s13046-019-1059-5
http://www.ncbi.nlm.nih.gov/pubmed/30717802
http://doi.org/10.1128/MCB.00941-08
http://www.ncbi.nlm.nih.gov/pubmed/18794355
http://doi.org/10.1038/ng1803
http://www.ncbi.nlm.nih.gov/pubmed/16736020
http://doi.org/10.1038/nrc.2017.118
http://doi.org/10.3892/or.2018.6799
http://doi.org/10.1038/ncb2024
http://doi.org/10.4161/cc.11.1.18576
http://doi.org/10.1111/jcmm.12770
http://www.ncbi.nlm.nih.gov/pubmed/26820102
http://doi.org/10.1038/nrm3758
http://doi.org/10.1007/s12010-015-1505-6
http://doi.org/10.1002/hep.23915
http://doi.org/10.1038/nrd.2016.246
http://doi.org/10.3390/ijms19071901
http://doi.org/10.1016/j.cell.2018.03.006
http://doi.org/10.1101/gr.082701.108
http://www.ncbi.nlm.nih.gov/pubmed/18955434
http://doi.org/10.1038/nrg3074
http://www.ncbi.nlm.nih.gov/pubmed/22094949
http://doi.org/10.1038/35002607
http://www.ncbi.nlm.nih.gov/pubmed/10706289
http://doi.org/10.1038/35040556
http://doi.org/10.1126/science.1065062
http://doi.org/10.1126/science.1065329
http://doi.org/10.1126/science.1064921
http://doi.org/10.1002/hep.26616
http://doi.org/10.1016/j.tree.2008.06.005


Cells 2022, 11, 1981 18 of 22

31. Lee, Y.; Kim, M.; Han, J.; Yeom, K.H.; Lee, S.; Baek, S.H.; Kim, V.N. MicroRNA genes are transcribed by RNA polymerase II.
EMBO J. 2004, 23, 4051–4060. [CrossRef]

32. Nguyen, T.A.; Jo, M.H.; Choi, Y.G.; Park, J.; Kwon, S.C.; Hohng, S.; Kim, V.N.; Woo, J.S. Functional anatomy of the human
microprocessor. Cell 2015, 161, 1374–1387. [CrossRef]

33. Ballarino, M.; Pagano, F.; Girardi, E.; Morlando, M.; Cacchiarelli, D.; Marchioni, M.; Proudfoot, N.J.; Bozzoni, I. Coupled RNA
processing and transcription of intergenic primary microRNAs. Mol. Cell. Biol. 2009, 29, 5632–5638. [CrossRef]

34. Iwasaki, S.; Kobayashi, M.; Yoda, M.; Sakaguchi, Y.; Katsuma, S.; Suzuki, T.; Tomari, Y. Hsc70/Hsp90 chaperone machinery
mediates ATP-dependent RISC loading of small RNA duplexes. Mol. Cell 2010, 39, 292–299. [CrossRef]

35. Kawamata, T.; Tomari, Y. Making RISC. Trends Biochem. Sci. 2010, 35, 368–376. [CrossRef]
36. Hutvagner, G.; Zamore, P.D. A microRNA in a multiple-turnover RNAi enzyme complex. Science 2002, 297, 2056–2060. [CrossRef]
37. Yekta, S.S.; Shih, I.-H.; Bartel, D.P. MicroRNA-directed cleavage of HOXB8 mRNA. Science 2004, 304, 594–596. [CrossRef]
38. Ding, L.; Spencer, A.; Morita, K.; Han, M. The developmental timing regulator AIN-1 interacts with miRISCs and may target the

argonaute protein ALG-1 to cytoplasmic P bodies in C. elegans. Mol. Cell 2005, 19, 437–447. [CrossRef]
39. Rehwinkel, J.; Behm-Ansmant, I.; Gatfield, D.; Izaurralde, E. A crucial role for GW182 and the DCP1:DCP2 decapping complex in

miRNA-mediated gene silencing. RNA 2005, 11, 1640–1647. [CrossRef]
40. Jonas, S.; Izaurralde, E. Towards a molecular understanding of microRNA-mediated gene silencing. Nat. Rev. Genet. 2015, 16,

421–433. [CrossRef]
41. Chu, C.Y.; Rana, T.M. Translation repression in human cells by microRNA-induced gene silencing requires RCK/p54. PLoS Biol.

2006, 4, e210. [CrossRef] [PubMed]
42. Kamenska, A.; Simpson, C.; Vindry, C.; Broomhead, H.; Benard, M.; Ernoult-Lange, M.; Lee, B.P.; Harries, L.W.; Weil, D.; Standart,

N. The DDX6-4E-T interaction mediates translational repression and P-body assembly. Nucleic Acids Res. 2016, 44, 6318–6334.
[CrossRef] [PubMed]

43. Kamenska, A.; Lu, W.T.; Kubacka, D.; Broomhead, H.; Minshall, N.; Bushell, M.; Standart, N. Human 4E-T represses translation of
bound mRNAs and enhances microRNA-mediated silencing. Nucleic Acids Res. 2014, 42, 3298–3313. [CrossRef] [PubMed]

44. Trelstad, R.L.; Hay, E.D.; Revel, J.P. Cell contact during early morphogenesis in the chick embryo. Dev. Biol. 1967, 16, 78–106.
[CrossRef]

45. Holtfreter, J. Observations on the migration aggregation and phagocytosis of embryonic cells. J. Morphol. 1947, 80, 25–55.
[CrossRef]

46. Dongre, A.; Weinberg, R.A. New insights into the mechanisms of epithelial-mesenchymal transition and implications for cancer.
Nat. Rev. Mol. Cell Biol. 2019, 20, 69–84. [CrossRef]

47. Acloque, H.; Thiery, J.P.; Nieto, M.A. The physiology and pathology of the EMT. Meeting on the epithelial-mesenchymal transition.
EMBO Rep. 2008, 9, 322–326. [CrossRef]

48. Nieto, M.A.; Huang, R.Y.; Jackson, R.A.; Thiery, J.P. Emt: 2016. Cell 2016, 166, 21–45. [CrossRef]
49. Puisieux, A.; Brabletz, T.; Caramel, J. Oncogenic roles of EMT-inducing transcription factors. Nat. Cell Biol. 2014, 16, 488–494.

[CrossRef]
50. Brabletz, S.; Brabletz, T. The ZEB/miR-200 feedback loop—A motor of cellular plasticity in development and cancer? EMBO Rep.

2010, 11, 670–677. [CrossRef]
51. Zheng, X.; Carstens, J.L.; Kim, J.; Scheible, M.; Kaye, J.; Sugimoto, H.; Wu, C.C.; le Bleu, V.S.; Kalluri, R. Epithelial-to-mesenchymal

transition is dispensable for metastasis but induces chemoresistance in pancreatic cancer. Nature 2015, 527, 525–530. [CrossRef]
52. Denecker, G.; Vandamme, N.; Akay, O.; Koludrovic, D.; Taminau, J.; Lemeire, K.; Gheldof, A.; de Craene, B.; van Gele, M.; Brochez,

L.; et al. Identification of a ZEB2-MITF-ZEB1 transcriptional network that controls melanogenesis and melanoma progression.
Cell Death Differ. 2014, 21, 1250–1261. [CrossRef]

53. Caramel, J.; Papadogeorgakis, E.; Hill, L.; Browne, G.J.; Richard, G.; Wierinckx, A.; Saldanha, G.; Osborne, J.; Hutchinson, P.; Tse,
G.; et al. A switch in the expression of embryonic EMT-inducers drives the development of malignant melanoma. Cancer Cell
2013, 24, 466–480. [CrossRef]

54. Tran, H.D.; Luitel, K.; Kim, M.; Zhang, K.; Longmore, G.D.; Tran, D.D. Transient SNAIL1 expression is necessary for metastatic
competence in breast cancer. Cancer Res. 2014, 74, 6330–6340. [CrossRef]

55. Peinado, H.; Olmeda, D.; Cano, A. Snail, Zeb and bHLH factors in tumour progression: An alliance against the epithelial
phenotype? Nat. Rev. Cancer 2007, 7, 415–428. [CrossRef]

56. Fabregat, I. Exploring liver physiology, pathology, TGF-β, EMT, stemness and new, developments in liver cancer. Hepatic Oncol.
2017, 4, 9–13. [CrossRef]

57. Vincent, T.; Neve, E.P.; Johnson, J.R.; Kukalev, A.; Rojo, F.; Albanell, J.; Pietras, K.; Virtanen, I.; Philipson, L.; Leopold, P.L.; et al. A
SNAIL1-SMAD3/4 transcriptional repressor complex promotes TGF-beta mediated epithelial-mesenchymal transition. Nat. Cell
Biol. 2009, 11, 943–950. [CrossRef]

58. Jordà, M.; Olmeda, D.; Vinyals, A.; Valero, E.; Cubillo, E.; Llorens, A.; Fabra, À. Upregulation of MMP-9 in MDCK epithelial cell
line in response to expression of the Snail transcription factor. J. Cell Sci. 2005, 118, 3371–3385. [CrossRef]

59. Zhou, B.P.; Deng, J.; Xia, W.; Xu, J.; Li, Y.M.; Gunduz, M.; Hung, M.C. Dual regulation of Snail by GSK-3beta-mediated
phosphorylation in control of epithelial-mesenchymal transition. Nat. Cell Biol. 2004, 6, 931–940. [CrossRef]

http://doi.org/10.1038/sj.emboj.7600385
http://doi.org/10.1016/j.cell.2015.05.010
http://doi.org/10.1128/MCB.00664-09
http://doi.org/10.1016/j.molcel.2010.05.015
http://doi.org/10.1016/j.tibs.2010.03.009
http://doi.org/10.1126/science.1073827
http://doi.org/10.1126/science.1097434
http://doi.org/10.1016/j.molcel.2005.07.013
http://doi.org/10.1261/rna.2191905
http://doi.org/10.1038/nrg3965
http://doi.org/10.1371/journal.pbio.0040210
http://www.ncbi.nlm.nih.gov/pubmed/16756390
http://doi.org/10.1093/nar/gkw565
http://www.ncbi.nlm.nih.gov/pubmed/27342281
http://doi.org/10.1093/nar/gkt1265
http://www.ncbi.nlm.nih.gov/pubmed/24335285
http://doi.org/10.1016/0012-1606(67)90018-8
http://doi.org/10.1002/jmor.1050800103
http://doi.org/10.1038/s41580-018-0080-4
http://doi.org/10.1038/embor.2008.30
http://doi.org/10.1016/j.cell.2016.06.028
http://doi.org/10.1038/ncb2976
http://doi.org/10.1038/embor.2010.117
http://doi.org/10.1038/nature16064
http://doi.org/10.1038/cdd.2014.44
http://doi.org/10.1016/j.ccr.2013.08.018
http://doi.org/10.1158/0008-5472.CAN-14-0923
http://doi.org/10.1038/nrc2131
http://doi.org/10.2217/hep-2017-0007
http://doi.org/10.1038/ncb1905
http://doi.org/10.1242/jcs.02465
http://doi.org/10.1038/ncb1173


Cells 2022, 11, 1981 19 of 22

60. Eijkelenboom, A.; Burgering, B.M. FOXOs: Signalling integrators for homeostasis maintenance. Nat. Rev. Mol. Cell Biol. 2013, 14,
83–97. [CrossRef]

61. Craene, B.D.; Berx, G. Regulatory networks defining EMT during cancer initiation and progression. Nat. Rev. Cancer 2013, 13,
97–110. [CrossRef]

62. Ru, P.; Steele, R.; Newhall, P.; Phillips, N.J.; Toth, K.; Ray, R.B. miRNA-29b suppresses prostate cancer metastasis by regulating
epithelial-mesenchymal transition signaling. Mol. Cancer Ther. 2012, 11, 1166–1173. [CrossRef]

63. Zhao, Z.Y.; Li, H.; Fan, J.; Yang, S.; Chen, C.; Wang, D.W. MiR-30c protects diabetic nephropathy by suppressing epithelial-to-
mesenchymal transition in db_db mice. Aging Cell 2017, 16, 387–400. [CrossRef]

64. Dong, P.; Xiong, Y.; Watari, H.; Hanley, S.J.; Konno, Y.; Ihira, K.; Yamada, T.; Kudo, M.; Yue, J.; Sakuragi, N. MiR-137 and miR-34a
directly target Snail and inhibit EMT, invasion and sphere-forming ability of ovarian cancer cells. J. Exp. Clin. Cancer Res. CR
2016, 35, 132. [CrossRef]

65. Fazilaty, H.; Rago, L.; Kass Youssef, K.; Ocana, O.H.; Garcia-Asencio, F.; Arcas, A.; Galceran, J.; Nieto, M.A. A gene regulatory
network to control EMT programs in development and disease. Nat. Commun. 2019, 10, 5115. [CrossRef]

66. Siemens, H.; Jackstadt, R.; Hunten, S.; Kaller, M.; Menssen, A.; Gotz, U.; Hermeking, H. miR-34 and SNAIL form a double-negative
feedback loop to regulate epithelial-mesenchymal transitions. Cell Cycle 2011, 10, 4256–4271. [CrossRef]

67. Kim, N.H.; Kim, H.S.; Li, X.Y.; Lee, I.; Choi, H.S.; Kang, S.E.; Cha, S.Y.; Ryu, J.K.; Yoon, D.; Fearon, E.R.; et al. A p53/miRNA-34
axis regulates Snail1-dependent cancer cell epithelial-mesenchymal transition. J. Cell Biol. 2011, 195, 417–433. [CrossRef]

68. Liu, Y.N.; Yin, J.J.; Abou-Kheir, W.; Hynes, P.G.; Casey, O.M.; Fang, L.; Yi, M.; Stephens, R.M.; Seng, V.; Sheppard-Tillman, H.; et al.
MiR-1 and miR-200 inhibit EMT via Slug-dependent and tumorigenesis via Slug-independent mechanisms. Oncogene 2013, 32,
296–306. [CrossRef]

69. Wang, F.E.; Zhang, C.; Maminishkis, A.; Dong, L.; Zhi, C.; Li, R.; Zhao, J.; Majerciak, V.; Gaur, A.B.; Chen, S.; et al. MicroRNA-
204/211 alters epithelial physiology. FASEB J. 2010, 24, 1552–1571. [CrossRef]

70. Qu, Y.; Li, W.C.; Hellem, M.R.; Rostad, K.; Popa, M.; McCormack, E.; Oyan, A.M.; Kalland, K.H.; Ke, X.S. MiR-182 and miR-203
induce mesenchymal to epithelial transition and self-sufficiency of growth signals via repressing SNAI2 in prostate cells. Int. J.
Cancer 2013, 133, 544–555. [CrossRef]

71. Ding, X.; Park, S.I.; Mc Cauley, L.K.; Wang, C.Y. Signaling between transforming growth factor beta (TGF-beta) and transcription
factor SNAI2 represses expression of microRNA miR-203 to promote epithelial-mesenchymal transition and tumor metastasis. J.
Biol. Chem. 2013, 288, 10241–10253. [CrossRef] [PubMed]

72. Chen, D.D.; Cheng, J.T.; Chandoo, A.; Sun, X.W.; Zhang, L.; Lu, M.D.; Sun, W.J.; Huang, Y.P. microRNA-33a prevents epithelial-
mesenchymal transition, invasion, and metastasis of gastric cancer cells through the Snail/Slug pathway. Am. J. Physiol.
Gastrointest. Liver Physiol. 2019, 317, G147–G160. [CrossRef] [PubMed]

73. Sakimura, S.; Sugimachi, K.; Kurashige, J.; Ueda, M.; Hirata, H.; Nambara, S.; Komatsu, H.; Saito, T.; Takano, Y.; Uchi, R.; et al.
The miR-506-induced epithelial-mesenchymal transition is involved in poor prognosis for patients with gastric cancer. Ann. Surg.
Oncol. 2015, 22 (Suppl. S3), S1436–S1443. [CrossRef] [PubMed]

74. Qin, W.; Pan, Y.; Zheng, X.; Li, D.; Bu, J.; Xu, C.; Tang, J.; Cui, R.; Lin, P.; Yu, X. MicroRNA-124 regulates TGF-alpha-induced
epithelial-mesenchymal transition in human prostate cancer cells. Int. J. Oncol. 2014, 45, 1225–1231. [CrossRef]

75. Lee, M.R.; Kim, J.S.; Kim, K.S. miR-124a is important for migratory cell fate transition during gastrulation of human embryonic
stem cells. Stem Cells 2010, 28, 1550–1559. [CrossRef]

76. Ashrafizadeh, M.; Ang, H.L.; Moghadam, E.R.; Mohammadi, S.; Zarrin, V.; Hushmandi, K.; Samarghandian, S.; Zarrabi, A.;
Najafi, M.; Mohammadinejad, R.; et al. MicroRNAs and their influence on the ZEB family: Mechanistic aspects and therapeutic
applications in cancer therapy. Biomolecules 2020, 10, 1040. [CrossRef]

77. Gregory, P.A.; Bert, A.G.; Paterson, E.L.; Barry, S.C.; Tsykin, A.; Farshid, G.; Vadas, M.A.; Khew-Goodall, Y.; Goodall, G.J. The
miR-200 family and miR-205 regulate epithelial to mesenchymal transition by targeting ZEB1 and SIP1. Nat. Cell Biol. 2008, 10,
593–601. [CrossRef]

78. Dengyu Chen, Y.Z.; Wang, J.; Chen, J.; Yang, C.; Cai, K.; Wang, X.; Dou, F.S.A.J. MicroRNA-200c overexpression inhibits
tumorigenicity and metastasis of CD117+ CD44+ ovarian cancer stem cells by regulating epithelial-mesenchymal transition. J.
Ovarian Res. 2013, 6, 50. [CrossRef]

79. Kim, T.; Veronese, A.; Pichiorri, F.; Lee, T.J.; Jeon, Y.J.; Volinia, S.; Pineau, P.; Marchio, A.; Palatini, J.; Suh, S.S.; et al. p53 regulates
epithelial-mesenchymal transition through microRNAs targeting ZEB1 and ZEB2. J. Exp. Med. 2011, 208, 875–883. [CrossRef]

80. Diaz-Lopez, A.; Diaz-Martin, J.; Moreno-Bueno, G.; Cuevas, E.P.; Santos, V.; Olmeda, D.; Portillo, F.; Palacios, J.; Cano, A. Zeb1
and Snail1 engage miR-200f transcriptional and epigenetic regulation during EMT. Int. J. Cancer 2015, 136, E62–E73. [CrossRef]

81. Wei, L.; He, Y.; Bi, S.; Li, X.; Zhang, J.; Zhang, S. miRNA199b3p suppresses growth and progression of ovarian cancer via the
CHK1/Ecadherin/EMT signaling pathway by targeting ZEB1. Oncol. Rep. 2021, 45, 569–581. [CrossRef]

82. Zheng, T.; Han, W.; Wang, A.; Wang, Y. Functional mechanism of hsa-miR-128-3p in epithelial-mesenchymal transition of
pancreatic cancer cells via ZEB1 regulation. PeerJ 2022, 10, e12802. [CrossRef]

83. Liu, C.; Jian, M.; Qi, H.; Mao, W.-Z. MicroRNA 495 inhibits proliferation and metastasis and promotes apoptosis by targeting
Twist1 in gastric cancer cells. Oncol. Res. Featur. Preclin. Clin. Cancer Ther. 2019, 27, 389–397. [CrossRef]

84. Wang, T.; Hou, J.; Li, Z.; Zheng, Z.; Wei, J.; Song, D.; Hu, T.; Wu, Q.; Yang, J.Y.; Cai, J.C. miR-15a-3p and miR-16-1-3p negatively
regulate twist1 to repress gastric cancer cell invasion and metastasis. Int. J. Biol. Sci. 2017, 13, 122–134. [CrossRef]

http://doi.org/10.1038/nrm3507
http://doi.org/10.1038/nrc3447
http://doi.org/10.1158/1535-7163.MCT-12-0100
http://doi.org/10.1111/acel.12563
http://doi.org/10.1186/s13046-016-0415-y
http://doi.org/10.1038/s41467-019-13091-8
http://doi.org/10.4161/cc.10.24.18552
http://doi.org/10.1083/jcb.201103097
http://doi.org/10.1038/onc.2012.58
http://doi.org/10.1096/fj.08-125856
http://doi.org/10.1002/ijc.28056
http://doi.org/10.1074/jbc.M112.443655
http://www.ncbi.nlm.nih.gov/pubmed/23447531
http://doi.org/10.1152/ajpgi.00284.2018
http://www.ncbi.nlm.nih.gov/pubmed/30943047
http://doi.org/10.1245/s10434-015-4418-2
http://www.ncbi.nlm.nih.gov/pubmed/25707493
http://doi.org/10.3892/ijo.2014.2506
http://doi.org/10.1002/stem.490
http://doi.org/10.3390/biom10071040
http://doi.org/10.1038/ncb1722
http://doi.org/10.1186/1757-2215-6-50
http://doi.org/10.1084/jem.20110235
http://doi.org/10.1002/ijc.29177
http://doi.org/10.3892/or.2020.7895
http://doi.org/10.7717/peerj.12802
http://doi.org/10.3727/096504018X15223159811838
http://doi.org/10.7150/ijbs.14770


Cells 2022, 11, 1981 20 of 22

85. Yao, N.; Fu, Y.; Chen, L.; Liu, Z.; He, J.; Zhu, Y.; Xia, T.; Wang, S. Long non-coding RNA NONHSAT101069 promotes epirubicin
resistance, migration, and invasion of breast cancer cells through NONHSAT101069/miR-129-5p/Twist1 axis. Oncogene 2019, 38,
7216–7233. [CrossRef]

86. Yu, Y.Z.; Mu, Q.; Ren, Q.; Xie, L.J.; Wang, Q.T.; Wang, C.P. miR-381-3p suppresses breast cancer progression by inhibition of
epithelial-mesenchymal transition. World J. Surg. Oncol. 2021, 19, 230. [CrossRef]

87. Babion, I.; Jaspers, A.; van Splunter, A.P.; van der Hoorn, I.A.E.; Wilting, S.M.; Steenbergen, R.D.M. miR-9-5p exerts a dual role in
cervical cancer and targets transcription factor TWIST1. Cells 2019, 9, 65. [CrossRef]

88. Zhou, H.; Huang, Z.; Chen, X.; Chen, S. miR-98 inhibits expression of TWIST to prevent progression of non-small cell lung
cancers. Biomed. Pharmacother. 2017, 89, 1453–1461. [CrossRef]

89. Zhang, M.; Shi, B.; Zhang, K. miR-186 suppresses the progression of cholangiocarcinoma cells through inhibition of Twist1. Oncol.
Res. 2019, 27, 1061–1068. [CrossRef]

90. Shen, J.; Zhang, J.; Xiao, M.; Yang, J.; Zhang, N. miR-203 suppresses bladder cancer cell growth and targets Twist1. Oncol. Res.
2018, 26, 1155–1165. [CrossRef]

91. Yu, J.; Xie, F.; Bao, X.; Chen, W.; Xu, Q. miR-300 inhibits epithelial to mesenchymal transition and metastasis by targeting Twist in
human epithelial cancer. Mol. Cancer 2014, 13, 121. [CrossRef]

92. Yu, H.; Gao, G.; Cai, J.; Song, H.; Ma, Z.; Jin, X.; Ji, W.; Pan, B. MiR-539 functions as a tumor suppressor in pancreatic cancer by
targeting TWIST1. Exp. Mol. Pathol. 2019, 108, 143–149. [CrossRef]

93. Yin, L.C.; Xiao, G.; Zhou, R.; Huang, X.P.; Li, N.L.; Tan, C.L.; Xie, F.J.; Weng, J.; Liu, L.X. MicroRNA-361-5p inhibits tumorigenesis
and the EMT of HCC by targeting Twist1. BioMed Res. Int. 2020, 2020, 8891876. [CrossRef]

94. Hernandez, J.M.; Elahi, A.; Clark, C.W.; Wang, J.; Humphries, L.A.; Centeno, B.; Bloom, G.; Fuchs, B.C.; Yeatman, T.; Shibata,
D. miR-675 mediates downregulation of Twist1 and Rb in AFP-secreting hepatocellular carcinoma. Ann. Surg. Oncol. 2013, 20
(Suppl. S3), S625–S635. [CrossRef]

95. Stinson, S.; Lackner, M.R.; Adai, A.T.; Yu, N.; Kim, H.J.; O’Brien, C.; Spoerke, J.; Jhunjhunwala, S.; Boyd, Z.; Januario, T.; et al.
miR-221/222 targeting of trichorhinophalangeal 1 (TRPS1) promotes epithelial-to-mesenchymal transition in breast cancer. Sci.
Signal. 2011, 4, pt5. [CrossRef]

96. Hu, J.; Guo, H.; Li, H.; Liu, Y.; Liu, J.; Chen, L.; Zhang, J.; Zhang, N. MiR-145 regulates epithelial to mesenchymal transition of
breast cancer cells by targeting Oct4. PLoS ONE 2012, 7, e45965. [CrossRef]

97. Zhang, N.; Zhang, H.; Liu, Y.; Su, P.; Zhang, J.; Wang, X.; Sun, M.; Chen, B.; Zhao, W.; Wang, L.; et al. SREBP1, targeted by
miR-18a-5p, modulates epithelial-mesenchymal transition in breast cancer via forming a co-repressor complex with Snail and
HDAC1/2. Cell Death Differ. 2019, 26, 843–859. [CrossRef]

98. Chen, D.; Huang, J.; Zhang, K.; Pan, B.; Chen, J.; De, W.; Wang, R.; Chen, L. MicroRNA-451 induces epithelial-mesenchymal
transition in docetaxel-resistant lung adenocarcinoma cells by targeting proto-oncogene c-Myc. Eur. J. Cancer 2014, 50, 3050–3067.
[CrossRef]

99. Cai, L.M.; Lyu, X.M.; Luo, W.R.; Cui, X.F.; Ye, Y.F.; Yuan, C.C.; Peng, Q.X.; Wu, D.H.; Liu, T.F.; Wang, E.; et al. EBV-miR-BART7-3p
promotes the EMT and metastasis of nasopharyngeal carcinoma cells by suppressing the tumor suppressor PTEN. Oncogene 2015,
34, 2156–2166. [CrossRef]

100. Wang, L.; Yang, G.; Zhao, D.; Wang, J.; Bai, Y.; Peng, Q.; Wang, H.; Fang, R.; Chen, G.; Wang, Z.; et al. CD103-positive CSC
exosome promotes EMT of clear cell renal cell carcinoma: Role of remote MiR-19b-3p. Mol. Cancer 2019, 18, 86. [CrossRef]

101. Valastyan, S.; Chang, A.; Benaich, N.; Reinhardt, F.; Weinberg, R.A. Concurrent suppression of integrin alpha5, radixin, and RhoA
phenocopies the effects of miR-31 on metastasis. Cancer Res. 2010, 70, 5147–5154. [CrossRef] [PubMed]

102. Du, J.; Yang, S.; An, D.; Hu, F.; Yuan, W.; Zhai, C.; Zhu, T. BMP-6 inhibits microRNA-21 expression in breast cancer through
repressing deltaEF1 and AP-1. Cell Res. 2009, 19, 487–496. [CrossRef] [PubMed]

103. Iliopoulos, D.; Polytarchou, C.; Hatziapostolou, M.; Kottakis, F.; Maroulakou, I.G.; Struhl, K.; Tsichlis, P.N. MicroRNAs dif-
ferentially regulated by Akt isoforms control EMT and stem cell renewal in cancer cells. Sci. Signal. 2009, 2, ra62. [CrossRef]
[PubMed]

104. Vetter, G.; Saumet, A.; Moes, M.; Vallar, L.; le Bechec, A.; Laurini, C.; Sabbah, M.; Arar, K.; Theillet, C.; Lecellier, C.H.; et al.
miR-661 expression in SNAI1-induced epithelial to mesenchymal transition contributes to breast cancer cell invasion by targeting
Nectin-1 and StarD10 messengers. Oncogene 2010, 29, 4436–4448. [CrossRef]

105. Yang, S.S.; Ma, S.; Dou, H.; Liu, F.; Zhang, S.Y.; Jiang, C.; Xiao, M.; Huang, Y.X. Breast cancer-derived exosomes regulate cell
invasion and metastasis in breast cancer via miR-146a to activate cancer associated fibroblasts in tumor microenvironment. Exp.
Cell Res. 2020, 391, 111983. [CrossRef]

106. Li, J.; Li, T.; Lu, Y.; Shen, G.; Guo, H.; Wu, J.; Lei, C.; Du, F.; Zhou, F.; Zhao, X.; et al. MiR-2392 suppresses metastasis and
epithelial-mesenchymal transition by targeting MAML3 and WHSC1 in gastric cancer. FASEB J. 2017, 31, 3774–3786. [CrossRef]

107. Xing, S.; Tian, Z.; Zheng, W.; Yang, W.; Du, N.; Gu, Y.; Yin, J.; Liu, H.; Jia, X.; Huang, D.; et al. Hypoxia downregulated miR-4521
suppresses gastric carcinoma progression through regulation of IGF2 and FOXM1. Mol. Cancer 2021, 20, 9. [CrossRef]

108. Wang, R.; Sun, Y.; Yu, W.; Yan, Y.; Qiao, M.; Jiang, R.; Guan, W.; Wang, L. Downregulation of miRNA-214 in cancer-associated
fibroblasts contributes to migration and invasion of gastric cancer cells through targeting FGF9 and inducing EMT. J. Exp. Clin.
Cancer Res. 2019, 38, 20. [CrossRef]

http://doi.org/10.1038/s41388-019-0904-5
http://doi.org/10.1186/s12957-021-02344-w
http://doi.org/10.3390/cells9010065
http://doi.org/10.1016/j.biopha.2017.01.012
http://doi.org/10.3727/096504019X15565325878380
http://doi.org/10.3727/096504017X15041934685237
http://doi.org/10.1186/1476-4598-13-121
http://doi.org/10.1016/j.yexmp.2019.04.012
http://doi.org/10.1155/2020/8891876
http://doi.org/10.1245/s10434-013-3106-3
http://doi.org/10.1126/scisignal.2001538
http://doi.org/10.1371/journal.pone.0045965
http://doi.org/10.1038/s41418-018-0158-8
http://doi.org/10.1016/j.ejca.2014.09.008
http://doi.org/10.1038/onc.2014.341
http://doi.org/10.1186/s12943-019-0997-z
http://doi.org/10.1158/0008-5472.CAN-10-0410
http://www.ncbi.nlm.nih.gov/pubmed/20530680
http://doi.org/10.1038/cr.2009.34
http://www.ncbi.nlm.nih.gov/pubmed/19308091
http://doi.org/10.1126/scisignal.2000356
http://www.ncbi.nlm.nih.gov/pubmed/19825827
http://doi.org/10.1038/onc.2010.181
http://doi.org/10.1016/j.yexcr.2020.111983
http://doi.org/10.1096/fj.201601140RR
http://doi.org/10.1186/s12943-020-01295-2
http://doi.org/10.1186/s13046-018-0995-9


Cells 2022, 11, 1981 21 of 22

109. Song, Y.; Zhao, F.; Wang, Z.; Liu, Z.; Chiang, Y.; Xu, Y.; Gao, P.; Xu, H. Inverse association between miR-194 expression and tumor
invasion in gastric cancer. Ann. Surg. Oncol. 2012, 19 (Suppl. S3), S509–S517. [CrossRef]

110. Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global cancer statistics 2020: GLOBOCAN
estimates of incidence and mortality worldwide for 36 cancers in 185 countries. CA A Cancer J. Clin. 2021, 71, 209–249. [CrossRef]

111. Zheng, F.; Liao, Y.J.; Cai, M.Y.; Liu, Y.H.; Liu, T.H.; Chen, S.P.; Bian, X.W.; Guan, X.Y.; Lin, M.C.; Zeng, Y.X.; et al. The putative
tumour suppressor microRNA-124 modulates hepatocellular carcinoma cell aggressiveness by repressing ROCK2 and EZH2. Gut
2012, 61, 278–289. [CrossRef]

112. Lu, J.; Lin, Y.; Li, F.; Ye, H.; Zhou, R.; Jin, Y.; Li, B.; Xiong, X.; Cheng, N. MiR-205 suppresses tumor growth, invasion, and
epithelial-mesenchymal transition by targeting SEMA4C in hepatocellular carcinoma. FASEB J. 2018, 32, fj201800113R. [CrossRef]

113. Han, J.; Wang, F.; Lan, Y.; Wang, J.; Nie, C.; Liang, Y.; Song, R.; Zheng, T.; Pan, S.; Pei, T.; et al. KIFC1 regulated by miR-532-3p
promotes epithelial-to-mesenchymal transition and metastasis of hepatocellular carcinoma via gankyrin/AKT signaling. Oncogene
2019, 38, 406–420. [CrossRef]

114. Yu, M.; Xue, H.; Wang, Y.; Shen, Q.; Jiang, Q.; Zhang, X.; Li, K.; Jia, M.; Jia, J.; Xu, J.; et al. miR-345 inhibits tumor metastasis and
EMT by targeting IRF1-mediated mTOR/STAT3/AKT pathway in hepatocellular carcinoma. Int. J. Oncol. 2017, 50, 975–983.
[CrossRef]

115. Zhang, J.P.; Zeng, C.; Xu, L.; Gong, J.; Fang, J.H.; Zhuang, S.M. MicroRNA-148a suppresses the epithelial-mesenchymal transition
and metastasis of hepatoma cells by targeting Met/Snail signaling. Oncogene 2014, 33, 4069–4076. [CrossRef]

116. Liu, M.; Liu, L.; Bai, M.; Zhang, L.; Ma, F.; Yang, X.; Sun, S. Hypoxia-induced activation of Twist/miR-214/E-cadherin axis
promotes renal tubular epithelial cell mesenchymal transition and renal fibrosis. Biochem. Biophys. Res. Commun. 2018, 495,
2324–2330. [CrossRef]

117. Chen, C.H.; Cheng, C.Y.; Chen, Y.C.; Sue, Y.M.; Liu, C.T.; Cheng, T.H.; Hsu, Y.H.; Chen, T.H. MicroRNA-328 inhibits renal tubular
cell epithelial-tomesenchymal transition by targeting the CD44 in pressure-induced renal fibrosis. PLoS ONE 2014, 9, e99802.
[CrossRef]

118. Liu, Y.; Bi, X.; Xiong, J.; Han, W.; Xiao, T.; Xu, X.; Yang, K.; Liu, C.; Jiang, W.; He, T.; et al. MicroRNA-34a promotes renal fibrosis
by downregulation of klotho in tubular epithelial cells. Mol. Ther. J. Am. Soc. Gene Ther. 2019, 27, 1051–1065. [CrossRef]

119. Bai, S.; Xiong, X.; Tang, B.; Ji, T.; Li, X.; Qu, X.; Li, W. hsa-miR-199b-3p prevents the epithelial-mesenchymal transition and
dysfunction of the renal tubule by regulating e-cadherin through targeting KDM6A in diabetic nephropathy. Oxidative Med. Cell.
Longev. 2021, 2021, 8814163. [CrossRef]

120. Liu, H.; Hu, G.; Wang, Z.; Liu, Q.; Zhang, J.; Chen, Y.; Huang, Y.; Xue, W.; Xu, Y.; Zhai, W. circPTCH1 promotes invasion and
metastasis in renal cell carcinoma via regulating miR-485-5p/MMP14 axis. Theranostics 2020, 10, 10791–10807. [CrossRef]

121. Fan, L.; Lei, H.; Zhang, S.; Peng, Y.; Fu, C.; Shu, G.; Yin, G. Non-canonical signaling pathway of SNAI2 induces EMT in ovarian
cancer cells by suppressing miR-222-3p transcription and upregulating PDCD10. Theranostics 2020, 10, 5895–5913. [CrossRef]

122. Yan, H.; Sun, B.M.; Zhang, Y.Y.; Li, Y.J.; Huang, C.X.; Feng, F.Z.; Li, C. Upregulation of miR-183-5p is responsible for the promotion
of apoptosis and inhibition of the epithelial-mesenchymal transition, proliferation, invasion and migration of human endometrial
cancer cells by downregulating Ezrin. Int. J. Mol. Med. 2018, 42, 2469–2480. [CrossRef]

123. Sureban, S.M.; May, R.; Lightfoot, S.A.; Hoskins, A.B.; Lerner, M.; Brackett, D.J.; Postier, R.G.; Ramanujam, R.; Mohammed, A.;
Rao, C.V.; et al. DCAMKL-1 regulates epithelial-mesenchymal transition in human pancreatic cells through a miR-200a-dependent
mechanism. Cancer Res. 2011, 71, 2328–2338. [CrossRef]

124. Yang, R.M.; Zhan, M.; Xu, S.W.; Long, M.M.; Yang, L.H.; Chen, W.; Huang, S.; Liu, Q.; Zhou, J.; Zhu, J.; et al. miR-3656 expression
enhances the chemosensitivity of pancreatic cancer to gemcitabine through modulation of the RHOF/EMT axis. Cell Death Dis.
2017, 8, e3129. [CrossRef]

125. Sureban, S.M.; May, R.; Mondalek, F.G.; Qu, D.; Ponnurangam, S.; Pantazis, P.; Anant, S.; Ramanujam, R.P.; Houchen, C.W.
Nanoparticle-based delivery of siDCAMKL-1 increases microRNA-144 and inhibits colorectal cancer tumor growth via a Notch-1
dependent mechanism. J. Nanobiotechnol. 2011, 1, 40–52. [CrossRef] [PubMed]

126. Colangelo, T.; Fucci, A.; Votino, C.; Sabatino, L.; Pancione, M.; Laudanna, C.; Binaschi, M.; Bigioni, M.; Maggi, C.A.; Parente, D.;
et al. MicroRNA-130b promotes tumor development and is associated with poor prognosis in colorectal cancer. Neoplasia 2013, 15,
1086–1099. [CrossRef]

127. Hwang, W.L.; Jiang, J.K.; Yang, S.H.; Huang, T.S.; Lan, H.Y.; Teng, H.W.; Yang, C.Y.; Tsai, Y.P.; Lin, C.H.; Wang, H.W.; et al.
MicroRNA-146a directs the symmetric division of Snail-dominant colorectal cancer stem cells. Nat. Cell Biol. 2014, 16, 268–280.
[CrossRef]

128. Li, Y.Y.; Tao, Y.W.; Gao, S.; Li, P.; Zheng, J.M.; Zhang, S.E.; Liang, J.; Zhang, Y. Cancer-associated fibroblasts contribute to oral
cancer cells proliferation and metastasis via exosome-mediated paracrine miR-34a-5p. EBioMedicine 2018, 36, 209–220. [CrossRef]

129. Xiao, L.; Liu, C.; Zhang, S.; Qiu, Y.; Huang, D.; Zhang, D.; Chen, H.; Ling, H.; Liu, Y.; Zhang, X. miR-3187-3p enhances migration
and invasion by targeting PER2 in head and neck squamous cell carcinomas. J. Cancer 2021, 12, 5231–5240. [CrossRef] [PubMed]

130. Yin, Q.; Han, Y.; Zhu, D.; Li, Z.; Shan, S.; Jin, W.; Lu, Q.; Ren, T. miR-145 and miR-497 suppress TGF-beta-induced epithelial-
mesenchymal transition of non-small cell lung cancer by targeting MTDH. Cancer Cell Int. 2018, 18, 105. [CrossRef] [PubMed]

http://doi.org/10.1245/s10434-011-1999-2
http://doi.org/10.3322/caac.21660
http://doi.org/10.1136/gut.2011.239145
http://doi.org/10.1096/fj.201800113R
http://doi.org/10.1038/s41388-018-0440-8
http://doi.org/10.3892/ijo.2017.3852
http://doi.org/10.1038/onc.2013.369
http://doi.org/10.1016/j.bbrc.2017.12.130
http://doi.org/10.1371/journal.pone.0099802.g001
http://doi.org/10.1016/j.ymthe.2019.02.009
http://doi.org/10.1155/2021/8814163
http://doi.org/10.7150/thno.47239
http://doi.org/10.7150/thno.43198
http://doi.org/10.3892/ijmm.2018.3853
http://doi.org/10.1158/0008-5472.CAN-10-2738
http://doi.org/10.1038/cddis.2017.530
http://doi.org/10.1186/1477-3155-9-40
http://www.ncbi.nlm.nih.gov/pubmed/21929751
http://doi.org/10.1593/neo.13998
http://doi.org/10.1038/ncb2910
http://doi.org/10.1016/j.ebiom.2018.09.006
http://doi.org/10.7150/jca.58593
http://www.ncbi.nlm.nih.gov/pubmed/34335939
http://doi.org/10.1186/s12935-018-0601-4
http://www.ncbi.nlm.nih.gov/pubmed/30065618


Cells 2022, 11, 1981 22 of 22

131. Simon Garinet, A.D.; Denize, T.; Perrier, A.; Beinse, G.; Leclere, J.-B.; Oudart, J.-P.; Gibault, L.; Badoual, C.; le Pimpec-Barthes,
F.; Laurent-Puig, P.; et al. Clinical assessment of the miR-34, miR-200, ZEB1 and SNAIL EMT regulation hub underlines the
differential prognostic value of EMT miRs to drive mesenchymal transition and prognosis in resected NSCLC. Br. J. Cancer 2021,
125, 1544–1551. [CrossRef]

132. Li, J.; Wang, Q.; Wen, R.; Liang, J.; Zhong, X.; Yang, W.; Su, D.; Tang, J. MiR-138 inhibits cell proliferation and reverses epithelial-
mesenchymal transition in non-small cell lung cancer cells by targeting GIT1 and SEMA4C. J. Cell. Mol. Med. 2015, 19, 2793–2805.
[CrossRef] [PubMed]

133. Song, Q.; Xu, Y.; Yang, C.; Chen, Z.; Jia, C.; Chen, J.; Zhang, Y.; Lai, P.; Fan, X.; Zhou, X.; et al. miR-483-5p promotes invasion and
metastasis of lung adenocarcinoma by targeting RhoGDI1 and ALCAM. Cancer Res. 2014, 74, 3031–3042. [CrossRef]

134. Lu, F.; Ye, Y.; Zhang, H.; He, X.; Sun, X.; Yao, C.; Mao, H.; He, X.; Qian, C.; Wang, B.; et al. miR-497/Wnt3a/c-jun feedback loop
regulates growth and epithelial-to-mesenchymal transition phenotype in glioma cells. Int. J. Biol. Macromol. 2018, 120, 985–991.
[CrossRef]

135. Wong, C.H.; Lou, U.K.; Fung, F.K.; Tong, J.H.M.; Zhang, C.H.; To, K.F.; Chan, S.L.; Chen, Y. CircRTN4 promotes pancreatic cancer
progression through a novel CircRNA-miRNA-lncRNA pathway and stabilizing epithelial-mesenchymal transition protein. Mol.
Cancer 2022, 21, 10. [CrossRef]

136. Yang, B.; Zhang, W.; Sun, D.; Wei, X.; Ding, Y.; Ma, Y.; Wang, Z. Downregulation of miR-139-5p promotes prostate cancer
progression through regulation of SOX5. Biomed. Pharmacother. 2019, 109, 2128–2135. [CrossRef]

137. Svitlana Kurinna, M.S.F.; Ostano, P.; Karouzakis, E.; Chiorino, G.; Bloch, W.; Bachmann, A.; Gay, S.; Garrod, D.; Lefor, K.; Dotto,
G.P.; et al. A novel Nrf2-miR-29-desmocollin-2 axis regulates desmosome function in keratinocytes. Nat. Commun. 2014, 5, 5099.
[CrossRef]

138. Li, Q.Q.; Chen, Z.Q.; Cao, X.X.; Xu, J.D.; Xu, J.W.; Chen, Y.Y.; Wang, W.J.; Chen, Q.; Tang, F.; Liu, X.P.; et al. Involvement of
NF-kappaB/miR-448 regulatory feedback loop in chemotherapy-induced epithelial-mesenchymal transition of breast cancer cells.
Cell Death Differ. 2011, 18, 16–25. [CrossRef]

139. Chen, D.; Sun, Y.; Yuan, Y.; Han, Z.; Zhang, P.; Zhang, J.; You, M.J.; Teruya-Feldstein, J.; Wang, M.; Gupta, S.; et al. miR-100
induces epithelial-mesenchymal transition but suppresses tumorigenesis, migration and invasion. PLoS Genet. 2014, 10, e1004177.
[CrossRef]

140. Papadimitriou, E.; Vasilaki, E.; Vorvis, C.; Iliopoulos, D.; Moustakas, A.; Kardassis, D.; Stournaras, C. Differential regulation of the
two RhoA-specific GEF isoforms Net1/Net1A by TGF-beta and miR-24: Role in epithelial-to-mesenchymal transition. Oncogene
2012, 31, 2862–2875. [CrossRef]

141. Chen, S.Y.; Teng, S.C.; Cheng, T.H.; Wu, K.J. miR-1236 regulates hypoxia-induced epithelial-mesenchymal transition and cell
migration/invasion through repressing SENP1 and HDAC3. Cancer Lett. 2016, 378, 59–67. [CrossRef] [PubMed]

142. Kerche, L.E.; de Sousa, E.A.; Squarize, C.H.; Oliveira, K.K.; Marchi, F.A.; Bettim, B.B.; Kowalski, L.P.; Soares, F.A.; Lourenco, S.V.;
Coutinho-Camillo, C.M. EMT in salivary gland tumors: The expression of microRNAs miR-155 and miR-200c is associated with
clinical-pathological parameters. Mol. Biol. Rep. 2022, 49, 2157–2167. [CrossRef] [PubMed]

http://doi.org/10.1038/s41416-021-01568-7
http://doi.org/10.1111/jcmm.12666
http://www.ncbi.nlm.nih.gov/pubmed/26283050
http://doi.org/10.1158/0008-5472.CAN-13-2193
http://doi.org/10.1016/j.ijbiomac.2018.08.176
http://doi.org/10.1186/s12943-021-01481-w
http://doi.org/10.1016/j.biopha.2018.09.029
http://doi.org/10.1038/ncomms6099
http://doi.org/10.1038/cdd.2010.103
http://doi.org/10.1371/journal.pgen.1004177
http://doi.org/10.1038/onc.2011.457
http://doi.org/10.1016/j.canlet.2016.05.006
http://www.ncbi.nlm.nih.gov/pubmed/27177472
http://doi.org/10.1007/s11033-021-07033-1
http://www.ncbi.nlm.nih.gov/pubmed/34981333

	Introduction 
	Generation and Mechanisms of Canonical miRNAs 
	EMT 
	The EMT-Related Transcription Factors 
	miRNAs Control EMT via the EMT-Related Transcription Factors 
	miRNAs Regulate Tumor Cell EMT through the Transcription Factor Snail1/2 
	miRNA Regulates the Process of Cancer EMT via the Transcription Factor ZEB1/2 
	miRNA Regulates Tumor Cell EMT via the Transcription Factor Twist 
	miRNAs Regulate Tumor Cell EMT through Other Transcription Factors 

	Non-Transcription Factors Are Targeted by miRNAs to Shape EMT in Different Tumors 
	miRNAs Regulate EMT in Breast Cancer 
	The Regulatory Role of miRNA in Gastric Cancer EMT 
	miRNAs Regulate EMT in Liver Cancer 
	miRNAs Regulate EMT in Renal Cancer 
	miRNAs Regulate EMT in Ovarian Cancer 
	miRNAs Regulate EMT in Pancreatic Cancer 
	miRNAs Regulate EMT in Rectal Cancer 
	miRNAs Regulate EMT in Oral Cancer 
	miRNAs Regulate EMT in Lung Cancer 
	miRNAs Regulate EMT in Other Cancers 

	Perspective 
	References

