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CircTMTC1 contributes to nasopharyngeal carcinoma
progression through targeting miR-495-MET-eIF4G1
translational regulation axis
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Nasopharyngeal carcinoma (NPC) is the most common primary malignancy arising from the epithelial cells of nasopharynx.
CircTMTC1 is upregulated in NPC patients, but its role and molecular mechanism in NPC are unknown. Normal nasopharyngeal
epithelium and tumor tissues were collected. The expression of circTMTC1, miR-495, MET/eIF4G1 pathway-related molecules were
examined. Colony formation and transwell assays were used to assess cell proliferation, migration, and invasion. Cell apoptosis was
analyzed by annexin V and propidium iodide (PI) staining. Gene interaction was examined by RNA immunoprecipitation (RIP) and
luciferase activity assays. Subcutaneous and intravenous xenograft mouse models were established to analyze NPC growth and
metastasis in vivo. CircTMTC1 was highly expressed and miR-495 was downregulated in NPC, which were associated with poor
prognosis of NPC. Both circTMTC1 knockdown and miR-495 overexpression inhibited NPC cell proliferation, migration, invasion, and
epithelial–mesenchymal transition (EMT) and promoted cell apoptosis. CircTMTC1 directly targeted miR-495 to promote the
expression of its downstream target gene MET. miR-495 knockdown enhanced the expression of c-Myc, Cyclin D1, and survivin and
accelerated NPC cell proliferation, migration, invasion, and EMT through targeting MET and activating the MET-eIF4G1 axis.
CircTMTC1 silence inhibited NPC growth and lung metastasis by targeting the miR-495-MET-eIF4G1 translational regulation axis
in vivo. CircTMTC1 accelerates NPC progression through targeting miR-495 and consequently activating the MET-eIF4G1
translational regulation axis, suggesting potential therapeutic targets for NPC treatment.
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INTRODUCTION
NPC is the most common type of cancer in the nasopharynx [1],
which is prevalent in some geographic areas including East and
Southeast Asia and North Africa [2, 3]. Southern China has the
highest incidence rate of NPC [4], which causes serious health
burden. Due to the concealed localization and symptoms and its
invasiveness, many NPC patients are with locally advanced cancer
when they are first diagnosed, which also might be accompanied
by distant metastasis [5]. With the advance of radiotherapy and
chemoradiotherapy for NPC patients, the prognosis has been
greatly improved these years [6]. However, for those patients with
advanced cancer and distant metastasis, the therapeutic effect is
still unsatisfactory [7]. Therefore, elucidating underlying mechan-
isms is essential for identifying diagnostic and prognostic
biomarkers and seeking novel therapeutic targets for NPC patients.
Circular RNAs (circRNAs) are evolutionarily conserved, covalently

closed non-coding RNAs and ubiquitously expressed in mamma-
lian cells [8], which exert important roles in regulating various
physiological and pathological processes, such as cancers, by
acting as a sponge for microRNAs (miRNAs) to reduce their
abundance [9–11]. Several circRNAs have been identified to be

potential prognostic biomarkers and therapeutic targets in NPC
[12]. Hong et al. reported that circCRIM1 enhanced NPC metastasis
and chemoresistance in NPC patients [13]. Circ_0066755 pro-
moted NPC cell proliferation and invasion by directly sponging
miR-651, which could be used as a potential diagnostic biomarker
[14]. CircTMTC1 is identified as a novel circRNA with 458 nt length
derived from TMTC1, but its biological functions are largely
unknown. CircTMTC1 is significantly upregulated in NPC patients
[12], suggesting that it might be involved in the regulation of NPC
progression although there is still no evidence to prove it so far.
Therefore, we aim to explore the role and underlying mechanism
of circTMTC1 in NPC.
CircRNAs can work as miRNA sponges to reduce their

expression, thereby relieving miRNA-mediated suppressive effects
on downstream gene targets [15]. The circRNA-miRNA-mRNA
regulatory network exerts important functions in various human
cancers including NPC [16, 17]. miR-495 is involved in cancer cell
proliferation, EMT, and metastasis [18] and acts as a tumor
suppressor in tumors, such as gastric cancer [19], endometrial
cancer [20], and acute myeloid leukemia [21]. Feng et al. proved
that miR-495 was downregulated in radioresistant NPC tissues and
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sensitized NPC cells to radiotherapy through suppressing its EMT
[22]. However, the role of miR-495 and its regulation in NPC
remain largely unknown.
The oncogene MET encodes a tyrosine kinase receptor and

elicits an oncogenic activity in tumorigenesis [23, 24]. Increased
expression of MET contributes to cancer cell proliferation,
invasion, and metastasis and is closely correlated with poor
prognosis and radiotherapy resistance, which has been a
prognostic biomarker and therapeutic target for various carcino-
mas [25]. MET regulates HIF-1α expression via a translational
mechanism dependent on the phosphorylation of eIF4G1 under
hypoxia [26]. Aberrant activation of MET pathway contributes to
tumor progression by promoting tumor cell proliferation and EMT.
For instance, MET promotes tumor cell proliferation via activating
downstream targets including c-Myc [27]. High expression of MET
and Snail correlate with highly invasive tumor phenotypes in
breast cancer [28]. Importantly, MET is highly expressed in NPC
tissues and its high expression correlates with shorter survival time
of NPC patients [29], which could be targeted to regulate NPC cell
growth and metastasis [30].
In summary, we hypothesized that circTMTC1 might regulate

the progression of NPC through targeting miR-495 and activating
the MET-eIF4G1 translational regulation axis. We examined
whether circTMTC1 accelerated NPC cell proliferation, migration,
invasion, EMT, metastasis, and tumor growth. Our findings will
clarify a novel regulatory mechanism of NPC progression and
provide novel potential biomarkers and therapeutic targets.

RESULTS
Abnormal expression of circTMTC1 and miR-495 was
associated with poor prognosis of NPC
CircTMTC1 (circRNA ID: hsa_circ_0025767, chr12: 29,904,598–29,
911,710), originating from exons 3, 4 and 5 of the TMTC1 gene on
the chromosome 12 (Fig. 1A), has been identified one of the top
20 circRNAs which are differentially expressed in NPC [12]. The
back-splicing site of circTMTC1 was validated by Sanger sequen-
cing (Fig. 1A). Compared to TMTC1, circTMTC1 showed high
resistance to RNase R digestion, indicating a stable circular
structure of circTMTC1 (Fig. 1B). In addition, the half-time of
circTMTC1 after actinomycin D treatment in 5–8 F cells was much
longer than that of TMTC1 mRNA (Fig. 1C), implying it was highly
stable in NPC cells. Nuclear–cytoplasmic fractionation and
fluorescence in situ hybridization (FISH) assays showed that
circTMTC1 is mainly located in the cytoplasm of 5–8 F cells (Fig.
1D, E). We found that the circTMTC1 was markedly upregulated in
NPC tissues (Fig. 1F), and circTMTC1high patients showed obvious
poor survival compared to circTMTC1low patients (Fig. 1G). On the
contrary, low expression of miR-495 was observed in NPC tissues,
and miR-495low NPC patients showed poor survival (Fig. 1H, I).
Moreover, the expression of circTMTC1 was increased, but the
expression of miR-495 was decreased in NPC cells, including 5–8 F,
C666-1, SUNE1, and 6-10B, compared to those in normal
nasopharyngeal epithelial cell NP69 (Fig. 1J, K). 5–8 F and
SUNE1 cells showed the highest expression of circTMTC1 and
lowest expression of miR-495, which were selected for subsequent
assays. These observations indicated that the abnormal expression
of circTMTC1 and miR-495 in NPC patients predicted a poor
prognosis.

CircTMTC1 knockdown and miR-495 overexpression
suppressed NPC cell proliferation, migration and invasion and
enhanced cell apoptosis
To investigate whether circTMTC1 and miR-495 are involved in the
regulation of NPC progression, we modified their expression by
sh-circTMTC1 or miR-495 mimics transfection in NPC cells.
CircTMTC1 and miR-495 were efficiently knocked down or
overexpressed in NPC cells by sh-circTMTC1 or miR-495 mimics

transfection respectively (Fig. 2A, B). Both circTMTC1 knockdown
and miR-495 overexpression significantly inhibited colony forma-
tion in NPC cells (Fig. 2C, D). Enhanced cell apoptosis was
observed in circTMTC1-knockdown or miR-495-overexpressing
cells (Fig. 2E, F). Moreover, circTMTC1 knockdown and miR-495
overexpression also obviously reduced NPC cell migration and
invasion (Fig. 2G–J and Supplementary Fig. 1A, B). Next, we
examined the expression of EMT-related factors E/N-cadherin [31],
Snail [32], and proliferation-related factors c-Myc [33], Cyclin D1
[34], and Survivin [35]. These results showed that both circTMTC1
knockdown and miR-495 overexpression upregulated E-cadherin
but downregulated N-cadherin, Snail, c-Myc, Cyclin D1, and
Survivin in NPC cells (Fig. 2K, L). To be concluded, circTMTC1
knockdown and miR-495 overexpression inhibited NPC cell
proliferation, migration, invasion, and EMT and enhanced cell
apoptosis.

CircTMTC1 directly bound to miR-495 to reduce its abundance
in NPC
To explore the interaction between circTMTC1 and miR-495, we
analyzed and found that the expression of circTMTC1 and miR-495
were negatively correlated in NPC tissues (Fig. 3A). Moreover, the
abundance of miR-495 was increased in circTMTC1 knockdown
5–8 F and SUNE1 cells (Fig. 3B), indicating that circTMTC1
suppressed miR-495 expression in NPC. To explore whether
circTMTC1 directly bound to miR-495, we predicted and mapped
a binding site for miR-495 in circTMTC1 using CircInteractome [36]
(https://circinteractome.nia.nih.gov/, Fig. 3C). Luciferase assay
showed that miR-495 overexpression obviously inhibited the
luciferase activity of the wildtype circTMTC1 reporter but not the
mutated one in NPC cells (Fig. 3D). Moreover, both circTMTC1 and
miR-495 were enriched in the immunoprecipitated fractions by
anti-Ago2 (Fig. 3E). miR-495 could be enriched by the circTMTC1
probe in 5–8 F and SUNE1 cells (Fig. 3F). Moreover, the localization
of circTMTC1 and miR-495 was largely merged in the cytoplasm of
NPC cells (Fig. 3G). To conclude, circTMTC1 targeted miR-495 to
decrease its expression in NPC.

CircTMTC1 contributed to NPC progression via targeting miR-
495
To demonstrate whether circTMTC1-mediated regulation of NPC
was dependent on miR-495, circTMTC1 and miR-495 were
overexpressed simultaneously in 5–8 F and SUNE1 cells. The
expression of circTMTC1 was markedly enhanced by circTMTC1
transfection (Fig. 4A). Compared to vector control, circTMTC1
overexpression promoted colony formation in NPC cells, which
was abolished by simultaneous miR-495 overexpression (Fig. 4B,
C). CircTMTC1-mediated suppressive effect on cell apoptosis was
also abrogated by miR-495 overexpression (Fig. 4D, E). Addition-
ally, miR-495 overexpression significantly suppressed the accel-
erative effects of circTMTC1 overexpression on NPC cell migration
and invasion (Fig. 4F–I and Supplementary Fig. 1C, D). Increased
expression of N-cadherin, Snail, c-Myc, Cyclin D1, and Survivin and
decreased E-cadherin expression in circTMTC1-overexpressing
5–8 F and SUNE1 cells were fully reversed by simultaneous miR-
495 overexpression (Fig. 4J, K). Taken together, these observations
suggested that circTMTC1 promoted NPC cell malignant pheno-
types and suppressed cell apoptosis through directly targeting
miR-495.

The MET-eIF4G1 translational control axis was a downstream
target of miR-495 and circTMTC1 in NPC
Next, we predicted MET as a putative downstream target of miR-
495. Therefore, we analyzed the expression of MET and its
correlation with circTMTC1 and miR-495 in NPC patients. The
results showed that MET expression was increased in NPC, and
METhigh patients showed poor survival (Fig. 5A, B). Moreover, MET
expression positively correlated with the expression of circTMTC1
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but negatively correlated with miR-495 expression in NPC patients
(Fig. 5C, D). A putative binding site for miR-495 in MET was
predicted using Starbase [37] (http://starbase.sysu.edu.cn/index.
php, Fig. 5E). To confirm the direct interaction between miR-495
and MET, the wildtype or mutated binding site for miR-495 in the
3′-UTR of MET was constructed into a luciferase reporter. miR-495
overexpression significantly impaired the luciferase activity of the
wildtype MET reporter but not the mutated one in NPC cells (Fig.
5F), suggesting that miR-495 directly targeted MET in NPC.
Compared to sh-NC and mimics NC, sh-circTMTC1 and miR-495
mimics transfection inhibited the expression of MET and its
phosphorylation (Fig. 5G–I). Moreover, the expression and

phosphorylation of eIF4G1, which has been identified as a target
of MET to regulate protein translation [26], were also suppressed
by circTMTC1 knockdown or miR-495 overexpression in NPC cells
(Fig. 5H, I). These data demonstrated that circTMTC1 might target
miR-495, thereby regulating the MET-eIF4G1 translational control
axis in NPC.

miR-495 knockdown promoted NPC progression by activating
the MET-eIF4G1 axis
To investigate whether miR-495-mediated regulation of NPC was
dependent on the MET-eIF4G1 axis, miR-495 was knocked down in
5–8 F and SUNE1 cells by miR-495 inhibitor transfection (Fig. 6A).

Fig. 1 Abnormal expression of circTMTC1 and miR-495 was associated with the poor prognosis of NPC. A Genomic loci of circTMTC1.
Sanger sequencing was conducted to validate the back-splicing junction. B The relative expression of TMTC1 and circTMTC1 in 5–8 F cells
after RNase R treatment at 2 U/μg. Data from three independent experiments were normalized to GAPDH. C The relative expression of TMTC1
and circTMTC1 in 5–8 F cells treated with actinomycin D for the indicated time. Data from three independent experiments were normalized to
GAPDH. D The relative expression of GAPDH, U6 snRNA, and circTMTC1 in the cytoplasm and nucleus of 5–8 F cells. E FISH for circTMTC1
(green) in 5–8 F cells. The nuclei were stained with DAPI (blue). F The relative expression of circTMTC1 in tumor and normal nasopharyngeal
epithelium tissues from NPC patients (tumor tissue, n= 32; normal nasopharyngeal epithelium tissue, n= 16). Data were normalized to
GAPDH. G The survival variance between circTMTC1high (n= 16) and circTMTC1low (n= 16) patients was evaluated using the Kaplan–Meier
curve. H miR-495 expression in tumor and normal nasopharyngeal epithelium tissues from NPC patients (tumor tissue, n= 32; normal
nasopharyngeal epithelium tissue, n= 16). Data were normalized to U6 snRNA. I The survival variance between miR-495high (n= 16) and miR-
495low (n= 16) patients was evaluated using the Kaplan–Meier curve. The expression of circTMTC1 (J) and miR-495 (K) in NP69 and NPC cells.
*P < 0.05, **P < 0.01, and ***P < 0.001.
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Fig. 2 CircTMTC1 knockdown and miR-495 overexpression suppressed NPC malignant phenotypes and enhanced cell apoptosis. 5–8 F
and SUNE1 cells were transfected with sh-NC, sh-circTMTC1, mimics NC or miR-495 mimics respectively. A, B The relative expression of
circTMTC1 and miR-495. Data from three independent experiments were normalized to GAPDH or U6 snRNA respectively. C, D Colony
formation analysis of NPC cells. E, F Cell apoptosis analysis by flow cytometry. Scratch wound healing (G, H) and transwell invasion (I, J)
analysis for 5–8 F and SUNE1 cells. K, L The expression of E/N-cadherin, Snail, c-Myc, Cyclin D1, and Survivin. *P < 0.05, **P < 0.01, and ***P <
0.001.
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Besides, MET was silenced via sh-MET transfection (Fig. 6B, C).
miR-495 knockdown increased colony formation (Fig. 6D, E),
inhibited cell apoptosis (Fig. 6F, G), and promoted cell migration
(Fig. 6H, I) and invasion (Fig. 6J, K) in NPC cells. However, these
effects were all fully abolished by simultaneous MET knockdown
(Fig. 6D–K). In addition, 4EGI-1, an inhibitor of eIF4E/eIF4G
interaction [38], could also abrogate all these miR-495 knock-
down-mediated effects on NPC cell proliferation, apoptosis,
migration, and invasion (Fig. 6D–K and Supplementary Fig. 1E,
F). Compared to inhibitor NC control, miR-495 silence inhibited
E-cadherin expression but upregulated N-cadherin, Snail, c-Myc,
Cyclin D1, and Survivin in NPC cells (Fig. 7A, B). The expression
levels of these factors after miR-495 inhibitor transfection were
partially rescued by simultaneous MET knockdown or 4EGI-1
treatment (Fig. 7A, B). Taken together, miR-495 silence promoted
NPC cell malignant phenotypes and suppressed cell apoptosis by
activating the MET-eIF4G1 translational regulation axis.

CircTMTC1 silence inhibited NPC growth and lung metastasis
via targeting the miR-495-MET-eIF4G1 axis in vivo
To explore whether circTMTC1 regulates NPC growth and
metastasis in vivo, subcutaneous and intravenous mouse models
were established as previously described [39]. NPC cells with
stable knockdown of circTMTC1 were subcutaneously grafted into
BALB/c nude mice. Tumor volume and weight were dramatically

inhibited in mice inoculated with circTMTC1-knockdown NPC cells
(Fig. 8A–C). As expected, circTMTC1 silence reduced circTMTC1
expression and MET mRNA level and increased miR-495 expres-
sion in subcutaneous tumor tissues (Fig. 8D). Immunohistochem-
istry (IHC) staining showed that the expression of Ki-67, MET, and
eIF4G1 was much lower in circTMTC1 silence tumor tissues than
that in sh-NC control tumor tissues (Fig. 8E). CircTMTC1 knock-
down enhanced E-cadherin expression but suppressed the
expression of N-cadherin, MET, eIF4G1, Snail, c-Myc, Cyclin D1,
and Survivin and the phosphorylation of MET and eIF4G1 (Fig. 8F,
G), demonstrating that circTMTC1 promoted NPC growth,
proliferation, and EMT by regulating the miR-495-MET-eIF4G1
axis. Furthermore, we investigated whether circTMTC1 regulated
NPC cell metastasis by intravenously injecting 5–8 F and
SUNE1 cells into nude mice. CircTMTC1 silence obviously reduces
the number of tumor nodules in the lung, which was also
confirmed by histopathological staining (Fig. 8H, J), suggesting
that circTMTC1 accelerates NPC metastasis in vivo. Taken together,
circTMTC1 contributed to NPC growth and metastasis by targeting
the miR-495-MET-eIF4G1 axis in vivo.

DISCUSSION
NPC is the most common head and neck carcinoma and shows
distinctly geographical distribution, which might be associated

Fig. 3 CircTMTC1 directly bound to miR-495 to reduce its abundance in NPC. A Correlation analysis of the expression of circTMTC1 and miR-
495 in NPC patients (n= 32). B miR-495 expression in 5–8 F and SUNE1 cells transfected with sh-NC or sh-circTMTC1. Data from three
independent experiments were normalized to GAPDH. C Predicted binding site of miR-495 in circTMTC1. D The relative luciferase activity of
circTMTC1 wild type or mutated reporter in NPC cells. E Enrichment of circTMTC1 and miR-495 in anti-Ago2 or normal IgG-
immunoprecipitated fractions. F RNA pull-down assays for evaluating the interaction between circTMTC1 and miR-495. G FISH for circTMTC1
(green) and miR-495 (red) in NPC cells. The nuclei were stained with DAPI (blue). *P < 0.05, **P < 0.01, and ***P < 0.001.
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Fig. 4 CircTMTC1 promoted NPC cell malignant phenotypes and enhanced cell apoptosis by directly targeting miR-495. NPC cells were
transfected with vector control, circTMTC1, circTMTC1+mimics NC or circTMTC1+miR-495 mimics respectively. A The relative expression of
circTMTC1. Data from three independent experiments was normalized to GAPDH. B, C Colony formation analysis of NPC cells. D, E Cell
apoptosis analysis by flow cytometry. Scratch wound healing (F, G) and transwell invasion (H, I) analysis for NPC cells. J, K The expression of E/
N-cadherin, Snail, c-Myc, Cyclin D1 and Survivin. *P < 0.05, **P < 0.01 and ***P < 0.001.
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with Epstein–Barr virus infection and environmental factors
[40, 41]. Although curative effects have improved owing to
advanced radiotherapy and chemotherapy, the prognosis of
patients with advanced cancer is still poor. Distant metastasis is
the major barrier and the primary cause of NPC-related death [42].
Therefore, exploring the regulatory mechanisms of NPC cell
growth and metastasis is of crucial for developing novel
therapeutic strategies. In this study, we found that circTMTC1
was upregulated and miR-495 was downregulated in NPC, which
correlated with poor prognosis. CircTMTC1 enhanced the malig-
nant phenotypes of NPC cells and NPC progression via targeting
the miR-495-MET-eIF4G1 axis. Our study sheds light on the

molecular mechanism of NPC progression and contributes to
developing novel therapeutic management of NPC.
CircRNAs play key roles in regulating NPC growth and

metastasis by acting as miRNA sponges. Yin et al. reported that
hsa_circ_0046263 was upregulated in NPC and accelerated NPC
growth and metastasis by acting as a miR-133a-5p sponge [43].
NPC cell proliferation and invasion were promoted by circSER-
PINA3 through targeting the miR-944/MDM2 axis [44]. However,
the role of circTMTC1 in cancers including NPC has not been
reported yet. As previously reported [12], we found high
expression of circTMTC1 in NPC cells and tissues, and patients
with its high expression had poor survival for the first time.

Fig. 5 miR-495 directly targeted MET to inhibit the MET-eIF4G1 translational regulation axis. A The relative expression of MET in tumor
and normal nasopharyngeal epithelium tissues from NPC patients (tumor tissue, n= 32; normal nasopharyngeal epithelium tissue, n= 16). B
The survival variance between METhigh (n= 16) and METlow (n= 16) patients was evaluated using the Kaplan–Meier curve. C Correlation
analysis of the expression of circTMTC1 and MET in NPC patients (n= 32). D Correlation analysis of the expression of MET and miR-495 in NPC
patients (n= 32). E Predicted binding site for miR-495 in MET. F The luciferase activity of MET wild type or mutated reporter in NPC cells. G The
expression of MET in 5–8 F and SUNE1 cells transfected with sh-NC, sh-circTMTC1, mimics NC or miR-495 mimics. H, IWestern blotting analysis
of MET, phosphorylated MET, eIF4G1, and phosphorylated eIF4G1. *P < 0.05, **P < 0.01, and ***P < 0.001.
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Fig. 6 miR-495 knockdown promoted NPC malignant phenotypes and inhibited cell apoptosis by activating the MET-eIF4G1
translational regulation pathway. NPC cells were transfected with inhibitor NC, miR-495 inhibitor, miR-495 inhibitor+ sh-NC, or miR-495
inhibitor+ sh-MET respectively or treated with 4EGI-1 after miR-495 inhibitor transfection. A, B The relative expression of miR-495 and MET.
Data from three independent experiments was normalized to GAPDH. C Western blotting analysis of MET. D, E Colony formation analysis of
NPC cells. F, G Cell apoptosis analysis by flow cytometry. Scratch wound healing H, I and transwell invasion J, K analysis for 5–8 F and
SUNE1 cells. *P < 0.05, **P < 0.01, and ***P < 0.001.
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Furthermore, we firstly demonstrated that circTMTC1 promoted
cell proliferation, invasion and metastasis and suppressed cell
apoptosis in NPC, identifying a novel role of circTMTC1 in
regulating NPC progression.
Emerging evidence indicates circRNAs and long non-coding

RNAs (lncRNAs) function as sponges for miRNAs to relieve
miRNA-mediated regulatory effects on downstream genes,
described as a competing endogenous RNA (ceRNA) regulatory
network [45, 46], which plays key roles in regulating tumor
progression [47]. Li et al. found that circTGFBR2 functioned as a
ceRNA to inhibit NPC progression via sponging miR-107 [48].
CircZNF609 accelerates NPC growth and metastasis via compet-
ing with miR-150-5p [49]. In this study, we firstly demonstrated
that circTMTC1 contained a binding site of miR-495 and targeted
miR-495 to promote NPC growth and metastasis. miR-495 acts as
an important tumor suppressor in cancers. Yan et al. reported
that miR-495 reduced colorectal cancer cell proliferation and
migration [50]. Liu and colleagues reported that miR-495
restrained EMT and metastasis of gastric cancer cells [51].
However, whether miR-495 exerts anti-tumor activity to suppress
NPC cell proliferation, migration, and metastasis is unknown. As
reported previously in various human cancers [52, 53], we also
found that miR-495 could elicit strong anti-tumor activity in NPC.
miRNAs generally play their roles via directly binding to target
mRNAs [54]. Several targets of miR-495 have been identified,
such as FAM83D [50], HOXC6 [55] and PBX3, and MEIS1 [21].
Intriguingly, we identified that MET was a novel target of miR-495
and miR-495-mediatd effects in NPC was dependent on MET.
However, as a miRNA generally has many target genes, whether
other targets, such as FAM83D, HOXC6 and PBX3 and MEIS1 we
mentioned, are involved in miR-495-mediated anti-tumor activity
in NPC is still needed to be clarified.

MET provides essential signals for cell proliferation, survival, and
migration, which can be hijacked by carcinoma cells for growth
and metastasis [56]. Therefore, MET has emerged as a key target
for tumor therapy. In NPC, MET overexpression was obviously
implicated in metastasis and poor survival of patients [57].
Moreover, Li et al. reported that MET knockdown inhibited NPC
cell proliferation, migration and invasion [30]. The expression of
MET and phosphorylated MET has been studied in cancers [58].
Phosphorylation of MET enhanced its tyrosine kinase activity,
which leads to autophosphorylation or phosphorylation of down-
stream targets including eIF4G1 [26, 59]. Aberrant activation of
MET occurs in human cancers and is regulated through various
mechanisms, such as miRNA-mediated regulation. Here, we found
that knockdown of circTMTC1 or overexpression of miR-495
increased the phosphorylation of MET in NPC cells. Intriguingly,
we demonstrated that MET was directly targeted and regulated by
miR-495 and identified a novel circTMTC1-miR-495-MET ceRNA
network in NPC.
Cancer cells require highly controlled protein translation to

maintain the expression of oncogenes. Protein translation is
tightly regulated by different components of the EIF4F complex
[60]. EIF4G and EIF4E are important for the EIF4F complex and cap-
dependent protein translation [61]. MET phosphorylation leads to
subsequent ERK1/2-mediated phosphorylation of eIF4G1 on Ser-
1232, and the MET-eIF4G1 axis was identified as a translational
regulation axis under hypoxia [26]. In addition, activation of MET
regulates E-cadherin and vimentin to induce EMT and promotes
cancer cell proliferation through activating downstream targets
such as c-Myc [27, 62]. In this study, high MET expression in NPC
indicated aberrant activation of MET-eIF4G1 axis. Knockdown of
MET reversed miR-495 inhibitor-mediated regulation of E-
cadherin, N-cadherin, Snail, c-Myc, Cyclin D1 and surviving.

Fig. 7 miR-495 knockdown promoted EMT and cell proliferation-related signal by activating the MET-eIF4G1 translational regulation
pathway. NPC cells were transfected with inhibitor NC, miR-495 inhibitor, miR-495 inhibitor+ sh-NC, or miR-495 inhibitor+ sh-MET
respectively or treated with 4EGI-1 after miR-495 inhibitor transfection. A, B Western blotting analysis of E/N-cadherin, Snail, c-Myc, Cyclin D1
and Survivin in 5–8 F and SUNE1 cells. GAPDH was used as a loading control. *P < 0.05, **P < 0.01 and ***P < 0.001.
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Fig. 8 CircTMTC1 silence suppressed NPC growth and lung metastasis through targeting the miR-495-MET-eIF4G1 axis in vivo. A Photos
of excised tumors from subcutaneous xenograft mice. B Tumor volume was monitored every 4 days. C Weight of excised tumors. D The
abundance of circTMTC1, miR-495, and MET mRNA by qRT-PCR in tumor tissues from subcutaneous xenograft mice. E IHC staining of Ki-67,
MET, and eIF4G1 in tumor sections from subcutaneous xenograft mice. The result was representative of three independent experiments. F, G
Western blotting analysis of MET, phosphorylated MET, eIF4G1, phosphorylated eIF4G1, E/N-cadherin, Snail, c-Myc, Cyclin D1, and Survivin. H
Photos of excised lungs from intravenous xenograft mice. I Number of tumor nodules in the lungs. J H&E staining of lung sections from
intravenous xenograft mice. *P < 0.05, **P < 0.01, and ***P < 0.001.
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Importantly, we found that eIF4G1 expression and its phosphor-
ylation were suppressed by circTMTC1 knockdown and blocking
the MET-eIF4G1 axis abolished miR-495 silence-mediated effects
on NPC cells. To summarize, we demonstrated that circTMTC1
promoted the expression and phosphorylation of MET and thus
activated eIF4G1 and downstream proliferation-related signaling
via targeting miR-495, thereby accelerating NPC cell proliferation
and metastasis.
To conclude, we firstly demonstrate that circTMTC1 contributes

to NPC cell proliferation, migration, invasion and metastasis and
accelerates NPC progression by targeting miR-495, consequently
increasing the expression and phosphorylation of MET and
eventually activating eIF4G1 signaling. Our study not only
elucidates a novel regulatory mechanism of NPC progression,
but also identifies potential prognostic biomarkers and therapeu-
tic targets for NPC. To achieve this, more investigations are
ongoing to elucidate the nature of the regulation in detail.

MATERIALS AND METHODS
Patient specimens
We collected 32 NPC tissues and sixteen nasopharyngeal epithelial tissues
from patients with NPC or chronic nasopharyngeal inflammation at the
Xiangya Hospital of Central South University. Samples were stored at
−80 °C for analyzing the expression of circTMTC1, miR-495, and MET.
Overall survival rate of patients was monitored for 60months. This study
got approval from the Ethics Committee of the Xiangya Hospital of Central
South University. All patients provided written informed consent.

Cell culture
Human NPC cells 5–8 F, C666-1, SUNE1 and 6-10B and normal
nasopharyngeal epithelial cell NP69 were purchased from Chinese
Academy of Sciences Cell Bank (Shanghai, China) and kept in the
Dulbecco’s Modified Eagle’s medium (DMEM, Thermo Fisher Scientific,
Waltham, MA, USA) containing 10% fetal bovine serum (FBS, Thermo Fisher
Scientific). The medium was replaced every day. Passage 4–12 cells were
used for subsequent assays.

Cell transfection
miR-495 mimics/inhibitor, mimics/inhibitor NC, shRNA against circTMTC1
and MET and shRNA NC were all bought from RiboBio (Guangzhou, China).
For stable transfection, sh-circTMTC1 was cloned into the pGFP-C-shLenti
vector, and lentiviral particles were packaged in HEK293T cells for
knockdown of sh-circTMTC1 in NPC cells. Puromycin (5 μg/mL, Sigma-
Aldrich, St. Louis, MO, USA) was supplemented in the medium for 1 week
for screening stable cell clones after lentiviral infection. CircTMTC1 was
inserted into the pcDNA3.1(+) CircRNA Mini Vector from Addgene
(Watertown, MA, USA) for its overexpression. For transient transfection,
NPC cells were transfected with sh-NC, sh-circTMTC1, mimics NC, miR-495
mimics, inhibitor NC, miR-495 inhibitor, or sh-MET using Lipo 3000 cell
transfection reagent (Thermo Fisher Scientific) respectively following the
manual. 48 h later, cells were collected for subsequent assays.

Nuclear–cytoplasmic fractionation
NE-PER Nuclear and Cytoplasmic Extraction Reagents obtained from
Thermo Fisher Scientific were used for nuclear–cytoplasmic fractionation.
Cells were trypsinized and harvested. 2 × 106 cells were transferred into a
new tube and pelleted. Subsequently, the supernatant was discarded, and
ice-cold CER I solution was added into the pellet prior to the separation of
nuclear and cytoplasmic fractions following the manual.

FISH assay
NPC cells were fixed in 4% formaldehyde solution for 20min, washed twice
in PBS, and dehydrated in gradient ethanol solution (50%, 75%, 95%, and
100%). Cells were hybridized at 56 °C for half an hour with Alexa Fluor 555-
conjugated oligonucleotide probe against miR-495 or Alexa Fluor 488-
conjugated oligonucleotide probe against circTMTC1 at 20 nM. Probes were
purchased from Genepharma (Shanghai, China). Next, cells were rinsed and
stained with DAPI (Abcam, Cambridge, UK) for 10min in dark. Cells were then
mounted in ProLong Gold Antifade Mountant (Thermo Fisher Scientific).
Slides were imaged with a Leica confocal system (Wetzlar, Germany).

CircTMTC1 characterization analysis
For analyzing the resistance of circTMTC1 to RNase R digestion, total RNA
was extracted and digested with RNase R (BioVision, Milpitas, CA, USA) at
2 U/μg for 1 h at 37 °C. CircTMTC1 was then quantified with qRT-PCR. For
analyzing the half-time of circTMTC1, the gene transcription was inhibited
by adding 2 μg/mL of Actinomycin D (Sigma-Aldrich) into the culture
medium. The half-time of circTMTC1 and TMTC1 was examined using qRT-
PCR. PCR products amplified with the divergent primer were used for
Sanger sequencing to confirm the back-splicing site of circTMTC1.

Colony formation analysis
NPC cells with indicated transfection were seeded each well in 6-well plates
and incubated in DMEM in a cell incubator for 2weeks. The medium was
replaced every 3 days. After 2weeks, cell colonies were rinsed and fixed in 4%
formaldehyde solution. After wash in PBS, cells were then stained with crystal
violet solution (Sigma-Aldrich). Cell colonies were then imaged with a BX51
microscope (Olympus, Tokyo, Japan) and quantified using ImageJ software.

Cell apoptosis analysis
Cell apoptosis was examined with Annexin V Apoptosis Detection Kit
(BioLegend, San Diego, CA, USA) following the manual. Briefly, 1 × 105 NPC
cells with indicated transfection were rinsed in PBS and incubated in 100 µL
of binding buffer with 5 µL of annexin V-FITC and 10 µL of PI for 15min. Next,
400 µL of binding buffer was added, and cells were immediately analyzed
with a flow cytometer from BD Biosciences (Franklin Lakes, NJ, USA).

Scratch wound healing assay
Cell migration was evaluated with the scratch wound-healing assay. 5–8 F
and SUNE1 cells were grown to a confluent monolayer. Culture medium
was removed, and the cell monolayer was scratched by drawing across
with the cell comb from EMD Millipore (Darmstadt, Germany). Subse-
quently, cells were cultured for an additional 24 h for wound healing.
Finally, the healing was observed under a BX51 microscope (Olympus) and
quantified with the ImageJ software.

Transwell assays for migration and invasion
Transwell chambers with 8 µm pore from Corning (Corning, NY, USA) were
used for examining NPC cell migration and invasion. For cell migration analysis,
1 × 105 NPC cells with indicated transfection were washed and plated into the
upper chamber. DMEM containing 10% FBS was added into the lower
chamber, cells were incubated in a cell incubator for 12 h. For cell invasion
analysis, a similar assay was performed except that the upper chamber was
pre-coated with Matrigel (BD, Franklin Lakes, NJ, USA) and incubated for 24 h.
Next, the migratory and invasive cells in the lower chamber were washed,
fixed, and stained with crystal violet solution (Sigma-Aldrich), which were then
imaged with a BX51 microscope (Olympus, Tokyo, Japan).

Dual-luciferase reporter assay
Wildtype (WT) and mutated (MUT) binding sites of miR-495 in circTMTC1
and the 3′ untranslated region (3′-UTR) of MET were constructed into
pmirGLO vectors (Promega, Madison, WI, USA). NPC cells were co-
transfected with circTMTC1 or MET reporter and miR-495 mimics. Mimics
NC was used as a control. After 48 h, cells were harvested, and the luciferase
activity was examined with Dual-Glo Luciferase Assay System (Promega).

RIP
NPC cells were grown to 90% confluency and washed twice in PBS. Cells
were lysed in lysis buffer supplemented with ribonuclease and protease
inhibitors for half an hour on ice. The supernatants of cell lysates were
harvested after centrifugation. 10 µL of supernatants were aliquoted and
used as input. Protein magnetic beads were pre-coated with a rabbit Ago-2
antibody (Abcam), which were added into lysates and incubated with
gentle rotation at 4 °C overnight. Normal rabbit IgG was used as a control.
Subsequently, RNA was recovered and quantified using quantitative
reverse-transcription polymerase chain reaction (qRT-PCR). Results were
shown as the relative enrichment to input.

RNA pull-down assay
The RNA-Protein pull-down kit was provided by Thermo Fisher Scientific,
and RNA pull-down assays were performed following the manual. Briefly,
cells were lysed, and the supernatants were collected. Subsequently, the
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supernatants were mixed with biotin-labeled circTMTC1 probes and
incubated for 6 h. Streptavidin-magnetic beads were added, and samples
were incubated for 2 h. Finally, RNA was eluted and examined by qRT-PCR.

NPC growth and metastasis mouse models
BALB/c nude mice (6-week-old, male) were bought from SJA Laboratory
Animal Co., Ltd (Hunan, China; n= 32). For NPC growth mouse model,
1 × 106 5–8 F and SUNE1 cells with stable knockdown of circTMTC1
were suspended and subcutaneously injected into the right flanks of
mice. Tumor size was monitored every 5 days up to 35 days, and the
volume was calculated with the formula length × width2/2. Mice were
sacrificed after 5 weeks, and tumor tissues were excised and weighed
for subsequent assays. For lung metastasis analysis, 1 × 106 aforemen-
tioned 5–8 F and SUNE1 cells were suspended in 100 µL of PBS and
injected to mice via the tail vein. After 5 weeks, mice were sacrificed,
and the lungs were excised for photographing and hematoxylin and
eosin staining. The metastatic nodules were quantified. Animal
experiments were approved by the Animal Care and Use Committee
of the Xiangya Hospital of Central South University.

Hematoxylin and eosin (H&E) staining
The mice lung tissues were then fixed in 4% formaldehyde solution
overnight. The second day, the lungs were dehydrated, embedded in
paraffin, and sliced into 5-µm sections. Sections were deparaffinized twice
in xylene for 10 min and rehydrated in gradient ethanol twice for 10 min
in each gradient ethanol (100%, 95%, 70%, and 50%) followed by
immersion in deionized water twice. Sections were stained with
hematoxylin for 3 min, washed thoroughly, differentiated in 0.3% acid
alcohol, and stained with eosin for 2 min. Sections were then washed and
cleared in xylene. Sections were mounted and imaged using a BX51
microscope (Olympus).

IHC staining
Tumor tissues were fixed in 4% formaldehyde solution, dehydrated in
gradient ethanol solution, embedded in paraffin, and cut into 5-µm
sections. After antigen retrieval, sections were incubated in H2O2 solution
for 10min, washed and incubated with primary antibodies against Ki-67
(1:100, Abcam), MET (1:200, Abcam), and eIF4G1 (1:100, Abcam) for 16 h.
Sections were then incubated with HRP-conjugated secondary antibody
(1:1000, Thermo Fisher Scientific). DAB substrate was added to visualize the
signal. After wash, sections were stained with hematoxylin and imaged
using a BX51 microscope (Olympus).

RNA extraction and qRT-PCR
Total RNA was extracted from NPC tissues, normal nasopharyngeal
epithelium tissues, subcutaneous xenograft tumors, NPC cells with TRIzol
reagent (Thermo Fisher Scientific). RNA was quantified using a NanoDrop
2000 spectrophotometer (Thermo Fisher Scientific). For circRNAs, DNA was
digested using DNase I and ribosomal RNAs were removed. RNase R
treatment was used to enrich circRNAs. For miRNAs, miRNAs were isolated

with miRcute miRNA Isolation Kit (DP501, TIANGEN, Beijing, China). Then,
circRNA, mRNA, and miRNA were reversely transcribed into cDNA,
respectively. The relative expression of circTMTC1, miR-495 and MET were
examined by quantitative PCR using Power SYBR Green PCR Master Mix
(Thermo Fisher Scientific). CircTMTC1 and MET were normalized to GAPDH.
miR-495 was normalized to U6 snRNA. Results were calculated with the
2−ΔΔCt method. Primers used here are listed in Table 1.

Western blotting
NPC cells with indicated transfection were lysed in radio-
immunoprecipitation assay (RIPA) lysis buffer (Santa Cruz, Dallas, TX,
USA) for half an hour on ice. Excised xenograft tumors were homogenized
and lysed in RIPA lysis buffer (Santa Cruz) for 1 hon ice. The supernatants
were harvested after centrifugation at 10,000 g for 15 min. Protein was
quantified with BCA assay kit (Thermo Fisher Scientific). Thirty micrograms
of protein was loaded, electrophoresed, and transferred to polyvinylidene
fluoride (PVDF) membrane (Bio-Rad, Hercules, CA, USA). Membranes were
then blocked in 5% bovine serum albumin (BSA) solution for 1 h. After
wash, membranes were incubated with primary antibodies against
E-cadherin (1:1000, Abcam), N-cadherin (1:1000, Abcam), Snail (1:500,
Abcam), c-Myc (1:500, Abcam), Cyclin D1 (1:2000, Abcam), Survivin
(1:1000, Abcam), MET (1:1000, Abcam), phosphorylated MET (1:1000,
Abcam), eIF4G1 (1:500, Abcam), phosphorylated eIF4G1 (1:500, Abcam)
and GAPDH (1:4000, Abcam) at 4 °C overnight respectively. On the second
day, membranes were incubated with horseradish peroxidase (HRP)-
conjugated secondary antibodies for 1 h, which was visualized using
enhanced chemiluminescence (ECL) substrates (Bio-Rad). Band intensity
was quantified with ImageJ software. GAPDH was used as a normalization
control.

Statistical analysis
Data from three independent assays were shown as mean ± standard
deviation (SD). The correlation analysis among circTMTC1, miR-495, and MET
in NPC patients were performed with Spearman’s Correlation. We used critical
correlation coefficient for evaluating their correlation. If r> critical value for
correlation coefficient, it is significant. With n= 32, the critical value is 0.4487 at
α= 0.01 significance level. Kaplan–Meier analysis was used for assessing the
overall survival rate of NPC patients. The variance of two groups was analyzed
with the Student’s t-test. One-way analysis of variance (ANOVA) was used for
comparisons of multiple groups. P< 0.05 was considered statistically
significant. *P< 0.05, **P< 0.01 and ***P< 0.001.

AVAILABILITY OF DATA AND MATERIAL
All data generated or analyzed during this study are included in this article. The
datasets used and/or analyzed during the current study are available from the
corresponding author on reasonable request.
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