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Abstract
Background: Many circular RNAs (circRNAs) have been identified as potential tar-
gets for cancer therapy. However, the role of circ_0002476 in non–small cell lung can-
cer (NSCLC) progression has not been explored.
Methods: The expression levels of circ_0002476, microRNA (miR)-1182, and
mitochondrial transcription factor A (TFAM) were detected by quantitative real-
time polymerase chain reaction. Cell functions were measured by cell counting kit
8 assay, EdU assay, colony formation assay, flow cytometry and transwell assay.
Mitochondrial DNA (mtDNA) damage was assessed by measuring mtDNA copy
number and transcript levels of ND1 and ATP6. Protein expression was examined
by western blot. The interaction between miR-1182 and circ_0002476 or TFAM
was detected by dual-luciferase reporter assay and RNA pull-down assay. Animal
experiments were performed to explore circ_0002476 role in vivo. Exosomes (Exs)
were extracted and identified by transmission electron microscopy and nanoparti-
cle tracking analysis.
Results: Circ_0002476 was overexpressed in NSCLC tissues and cells. Circ_0002476
knockdown suppressed NSCLC cell proliferation and invasion, while promoted apo-
ptosis and mtDNA damage. Circ_0002476 could sponge miR-1182, and miR-1182
inhibitor reversed the influence induced by circ_0002476 knockdown. Moreover,
TFAM was targeted by miR-1182, and miR-1182 hindered NSCLC cell progression by
regulating TFAM. Additionally, circ_0002476 silencing could reduce NSCLC tumor
growth by miR-1182/TFAM. Further analyzed showed that Exs were involved in the
transport of circ_0002476 between cells.
Conclusion: Taken together, our findings suggested that circ_0002476 might be a
potential molecular target for NSCLC treatment.
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INTRODUCTION

Non–small cell lung cancer (NSCLC) is a common type of
lung cancer, which is characterized by easy recurrence,
micrometastasis, and poor prognosis.1,2 Despite a lot of
efforts, the treatment effect is still unsatisfactory for many
NSCLC patients.3 With the increasing understanding of
molecular genetics, researchers have found that many genes
play a vital role in NSCLC development, so various

molecular targeted therapy drugs have been born.4 At pre-
sent, the application of molecular targeted drugs has signifi-
cantly improved the prognosis of NSCLC patients.5,6

Therefore, exploring the molecular mechanism affecting
NSCLC process is expected to provide theoretical basis for
seeking new molecular therapeutic targets.

Circular RNAs (circRNAs) have great potential to
become molecular targets for cancer treatment.7,8 In
NSCLC, many circRNAs are confirmed to be involved in
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regulating NSCLC development and are considered to be
potential therapeutic targets and prognostic markers for
NSCLC, such as circ_1012379 and circNDUFB2.10 In this
study, we used Gene Expression Omnibus database to find
that circ_0002476 was upregulated in NSCLC tumor tissues.
However, circ_0002476 role in NSCLC process has not been
studied. It had been reported that circ_0002476 was overex-
pressed in bladder cancer and had a promotion effect on
cancer cell growth and migration.11 Therefore, we hypothe-
sized that circ_0002476 might promote NSCLC progression
and carried out a series of studies to confirm it.

CircRNA acts as a molecular sponge for microRNA
(miRNA) to indirectly mediate downstream gene level.12,13

Previous research suggested that miR-1182 was underex-
pressed in NSCLC and it might play antitumor role in
NSCLC.14,15 Mitochondrial DNA (mtDNA) is an indepen-
dent genome in mitochondria and its damage causes mito-
chondrial dysfunction, which in turn leads to human
diseases, including cancer.16,17 Mitochondrial transcription
factor A (TFAM) is the first identified mtDNA transcription
factor, which contains two high mobility protein domains.18

TFAM had been shown to be highly expressed in NSCLC,
and its knockdown reduced mtDNA copy numbers to influ-
ence cell function.19

In our study, we found that circ_0002476 bound to miR-
1182, and miR-1182 had binding sites with TFAM 30UTR.
Hence, we proposed the hypothesis that circ_0002476 regu-
lated NSCLC processes through the miR-1182/TFAM axis.

MATERIALS AND METHODS

Samples collection

Tumor tissues and adjacent normal tissues were obtained
from NSCLC patients (n = 28, lung adenocarcinoma) that
underwent surgical treatment at the Affiliated Xiangshan
Hospital of Wenzhou Medial University. Tissues were stored
at �80�C for further studies. All patients were followed up
for 60 months to record overall survival. The clinicopatho-
logical features of NSCLC patients are listed in Table 1. This
study was approved by the Ethics Committee of the Affili-
ated Xiangshan Hospital of Wenzhou Medial University.

Cell culture and transfection

Human NSCLC cells (H1299 and A549) and bronchial epithe-
lial cells (16HBE) were bought from Procell and cultured in
RPMI-1640 medium (Gibco) containing 10% fetal bovine
serum (FBS) (Gibco) and 1% penicillin–streptomycin
(Invitrogen). NSCLC cells were transfected with circ_0002476
lentivirus short hairpin RNA (sh-circ_0002476), miR-1182
mimic or inhibitor (anti-miR-1182), plasmid cloning DNA
(pcDNA) TFAM overexpression vector, and their controls
(RiboBio) by Lipofectamine 3000 (Invitrogen).

Quantitative real-time polymerase chain
reaction

Total RNAs were extracted by TRIzol reagent
(Invitrogen) and then used to synthesize complementary
DNA (cDNA) by PrimeScript RT Reagent Kit (Takara).
Quantitative real-time polymerase chain reaction (qRT-
PCR) was performed with SYBR Green (Vazyme) and
specific primers (Table 2). Data were analyzed by 2�ΔΔCt

method. In addition, extracted RNA was treated with
RNase R solution and then qRT-PCR was used to con-
firm whether circ_0002476 could resist RNase R
digestion.

Subcellular localization analysis

The cytoplasm and nuclear RNAs were isolated by PARIS
Kit (Invitrogen) followed by qRT-PCR to assess the distribu-
tion of circ_0002476. Briefly, NSCLC cells were treated with
cell disruption buffer and then hatched with cell fraction-
ation buffer to isolate nuclei and cytoplasm. After being cen-
trifuged, the cytoplasmic fraction was separated from the
nuclear pellet. Next, nuclear pellet was lysed by cell disrup-
tion buffer for RNA isolation. The cytoplasm RNA and
nuclear RNA were used to measuring circ_0002476 expres-
sion using qRT-PCR.

TAB L E 1 Relationship between circ_0002476 expression and
clinicopathological features of NSCLC patients

Characteristics
n = 28

circ_0002476
Expression

p-valuea
Low
(n = 14)

High
(n = 14)

Gender 0.4495

Female 15 9 6

Male 13 5 8

Age (years) >0.9999

≤60 15 8 7

>60 13 6 7

TNM grade 0.0183*

I + II 11 9 2

III + IV 17 5 12

Lymph node
metastasis

0.0213*

Positive 15 4 11

Negative 13 10 3

Tumor size 0.0461*

≤3 cm 10 8 2

>3 cm 18 6 12

Abbreviation: TNM, tumor-node-metastasis.
*p < 0.05. aχ2 test.
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Cell proliferation detection

In cell counting kit 8 (CCK8) assay, NSCLC cells were cul-
tured for 48 hours in 96-well plates. CCK8 solution

(Beyotime) was incubated with cells for 4 hours to measure
cell viability at 450 nm using a microplate reader.

In EdU assay, NSCLC cells were stained by EdU solu-
tion, Apollo staining reaction, and DAPI solution in 96-well
plates according to the instructions of EdU Kit (RiboBio).
The fluorescents were visualized under a fluorescent micro-
scope to count EdU-positive cell rate.

In colony formation assay, NSCLC cells were cultured
for 14 days in 6-well plates. After that, the colonies were
counted under a microscope after fixed by paraformalde-
hyde and stained by crystal violet.

Cell apoptosis detection

After transfection for 48 hours, cells were collected and
washed with phosphate buffered saline (PBS). Next, NSCLC
cell suspensions were stained with annexin V-FITC and pro-
pidium iodide (PI) in binding buffer (Vazyme). FACScan

T A B L E 2 Primer sequences used for qRT-PCR

Name Primers for qRT-PCR (50–30)

hsa_circ_
0002476

Forward GGGGAGATGATGCTCCCAAGGAAGAA

Reverse GCTCCATAGAGCCCATACATCTCATC

TFAM Forward TGATTCACCGCAGGAAAAGCTG

Reverse CCTAACTGGTTTCCTGTGCCT

miR-1182 Forward GTATGAGGAGGGTCTTGGGAGGGAT

Reverse CTCAACTGGTGTCGTGGAG

β-actin Forward CTCCATCCTGGCCTCGCTGT

Reverse GCTGTCACCTTCACCGTTCC

U6 Forward CTTCGGCAGCACATATACT

Reverse AAAATATGGAACGCTTCACG

F I G U R E 1 Circ_0002476 Expression in NSCLC tissues and cells. (a) GSE158695 database screened the differentially expressed circRNA in three paired
NSCLC tumor tissues and normal tissues. (b) Circ_0002476 expression in three paired NSCLC tumor tissues and normal tissues in GSE158695 database.
(c) Circ_0002476 expression in NSCLC tumor tissues (n = 28) and adjacent normal tissues (n = 28) was analyzed by qRT-PCR. (d) Kaplan–Meier analyzed
the correlation between circ_0002476 expression and the overall survival of NSCLC patients. (e) Circ_0002476 expression in NSCLC cells (H1299 and A549)
and 16HBE cells was detected by qRT-PCR. (f),(g) after RNase R treatment, circ_0002476 and β-Actin expression was analyzed by qRT-PCR.
(h),(i) Subcellular localization analysis was used to assess the distribution of circ_0002476 in cell cytoplasm and nuclear. **p < 0.01, ***p < 0.001,
****p < 0.0001
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flow cytometry and CellQuest software were used to assess
cell apoptosis rate.

Cell invasion detection

NSCLC cells suspended with RPMI-1640 medium were
seeded into the upper of tranwell chambers pre-coated with
Matrigel (BD Biosciences). The lower chamber was filled
with completed medium. Twenty-four hours later, cells on
the bottom of chambers were fixed by paraformaldehyde,
stained by crystal violet, and counted under a microscope.

Western blot analysis

Total protein was extracted using radioimmunoprecipitation
assay (RIPA) buffer (Beyotime) and quantified by BCA Kit

(Beyotime). The protein samples were subjected to sodium
dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE) gel and transferred onto polyvinylidene fluoride
(PVDF) membranes. After blocked with non-fat milk, mem-
brane was treated with anti-Bax (1:1000, ab32503), anti-
β-actin (1:1000, ab8227), anti-TFAM (1:1000, ab131607),
anti-cleaved-caspase-3 (1:500, ab2302), or anti-Bcl-2
(1:1000, ab32124) (Abcam). Following added with second-
ary antibody (1:50000, ab205718) at room temperature,
membrane was treated with ECL reagent (Beyotime). Pro-
tein signal was detected and gray values were examined by
ImageJ software.

mtDNA damage detection

EasyPure Genomic DNA Kit (TransGen Biotech) was used
to isolate total DNA from NSCLC cells followed by

F I G U R E 2 Effects of sh-circ_0002476 on NSCLC cell progression. H1299 and A549 cells were transfected with sh-NC or sh-circ_0002476.
(a) Circ_0002476 expression was detected by qRT-PCR. CCK8 assay (b), EdU assay (c), colony formation assay (d), flow cytometry (e), and transwell assay
(f) measured cell proliferation, apoptosis, and invasion. (g),(h) WB analysis was used to examine protein expression. (i)–(k) The mtDNA copy number and
mtDNA transcript levels (ND1 and ATP6) were measured to evaluate mtDNA damage. **p < 0.01, ***p < 0.001, ****p < 0.0001
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performing qRT-PCR to calculate mtDNA copy number.
The transcript levels of mtDNA-encoded ND1 and ATP6
were evaluated by qRT-PCR.

Dual-luciferase reporter assay

The wild-type and mutant-type of circ_0002476 or TFAM
30UTR vectors were constructed by cloning these sequences
into pmirGLO reporter vector. The WT/MUT-circ_0002476
or WT/MUT-TFAM 30UTR vectors were transfected into
NSCLC cells with miR-1182 mimic/miR-NC. Forty-eight
hours, Dual-Luciferase Reporter Assay Kit (Vazyme) was
used to measure relative luciferase activity (Firefly/Renilla).

RNA pull-down assay

NSCLC cells were transfected with bio-miR-1182 probe and
bio-miR-NC probe. Next, cell lysates were hatched with
streptavidin magnetic beads (Invitrogen). After eluted mag-
netic beads-RNA mixture, circ_0002476, and TFAM enrich-
ments were analyzed using qRT-PCR.

Mice xenograft models

A549 cells transfected with sh-circ_0002476/sh-NC were
injected into BALB/c mice (right flank, n = 6 per group)
(Vital River) subcutaneously. Tumor volume was detected
every 3 days after 8 days. After 23 days, mice were sacrificed,
and tumor tissues were harvested. In addition to performing
qRT-PCR and western blot (WB) analysis using tumor tis-
sues, tumor tissues were used to prepare paraffin sections to
carry out immunohistochemistry (IHC) staining using SP
Kit (Invitrogen) and specific antibodies (anti-TFAM, anti-
Ki67, anti-Bax, and anti-Bcl-2). Animal experiments were
approved by the Animal Ethics Committee of the Affiliated
Xiangshan Hospital of Wenzhou Medial University.

Exosome isolation and identification

Exosomes (Exs) were extracted from the culture superna-
tants of cells using ExoQuick Exosome Precipitation Solu-
tion (SBI). Exs ultrastructure and particle size were detected
by transmission electron microscopy (TEM) and nanoparti-
cle tracking analysis (NTA). WB analysis was used to

F I G U R E 3 Circ_0002476 sponged miR-1182. (a) The sequences of WT-circ_0002476 and MUT-circ_0002476 vectors were shown. (b) The transfection
efficiency of miR-1182 mimic was confirmed by qRT-PCR. Dual-luciferase reporter assay (c),(d) and RNA pull-down assay (e),(f). (g) MiR-1182 expression
in NSCLC tumor tissues (n = 28) and adjacent normal tissues (n = 28) was analyzed by qRT-PCR. (h) Pearson correlation analysis was used to evaluate the
correlation between circ_0002476 and miR-1182 expression. (i) MiR-1182 expression in NSCLC cells (H1299 and A549) and 16HBE cells was detected by
qRT-PCR. **p < 0.01, ***p < 0.001, ****p < 0.0001
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evaluate Exs marker (CD63 and CD9) protein using anti-
CD63 (1:1000, ab68418) and anti-CD9 (1:500, ab223052).

Statistical analysis

Data were presented as mean � standard deviation (SD).
Student’s t-test or ANOVA was performed for compari-
sons between groups. GraphPad Prism 7.0 software was
used for data analysis. p < 0.05 was considered as
significant.

RESULTS

Circ_0002476 was upregulated in NSCLC
tissues and cells

Through GSE158695 database (https://www.ncbi.nlm.nih.gov/
geo/geo2r/?acc=GSE158695), we confirmed that circ_0002476

(ID number: hsa_circRNA_100900) had elevated expression in
3 paired NSCLC tumor tissues compared to normal tissues
(Figure 1(a),(b)). In our research, we analyzed circ_0002476
expression in 28 paired NSCLC tumor tissues and adjacent
normal tissues using qRT-PCR and found that circ_0002476
was highly expressed in NSCLC tumor tissues (Figure 1(c)). In
addition, high expression of circ_0002476 was associated with
lower overall survival in patients with NSCLC (Figure 1(d)).
We found that circ_0002476 expression was related to the
tumor, node, and metastasis (TNM) grade, lymph node metas-
tasis, and the tumor size of patients with NSCLC (Table 1). In
NSCLC cells (H1299 and A549), circ_0002476 was markedly
higher than that in 16HBE cells (Figure 1(e)). Moreover,
circ_0002476 could resist the digestion of RNase R, which
showed that circ_0002476 expression had not any changed
and linear RNA β-actin expression was significantly reduced in
H1299 and A549 cells after RNase R treatment (Figure 1(f ),
(g)). Further analysis showed that circ_0002476 was mainly
distributed in the cytoplasm of H1299 and A549 cells (Figure 1
(h),(i)).

F I G U R E 4 Effects of sh-circ_0002476 and anti-miR-1182 on NSCLC cell progression. H1299 and A549 cells were transfected with sh-circ_0002476 and
anti-miR-1182. (a) MiR-1182 expression was detected by qRT-PCR. Cell proliferation, apoptosis and invasion were determined using CCK8 assay (b), EdU
assay (c), colony formation assay (d),(e), flow cytometry (f ), and transwell assay (g). (h),(i) Protein expression was examined using WB analysis. (j)–(l) The
mtDNA damage was analyzed by measuring mtDNA copy number and mtDNA transcript levels (ND1 and ATP6). **p < 0.01, ***p < 0.001, ****p < 0.0001
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Knockdown of circ_0002476 suppressed NSCLC
cell growth, invasion and promoted mtDNA
damage

To reveal the role of circ_0002476 in NSCLC progression,
circ_0002476 was silenced by sh-circ_0002476 in H1299 and
A549 cells (Figure 2(a)). Next, NSCLC cell proliferation, apo-
ptosis, invasion, and mtDNA damage were evaluated. The
results showed that circ_0002476 knockdown inhibited NSCLC
cell viability, EdU-positive cell rate, and the number of colonies,
while enhanced cell apoptosis rate (Figure 2(b)–(e)). After
circ_0002476 downregulation, the number of invasive NSCLC
cells was remarkably reduced (Figure 2(f)). WB analysis was
used to measure the protein expression of apoptosis marker
Bax, cleaved-caspase-3, and anti-apoptosis marker Bcl-2. As
shown in Figure 2(g),(h), circ_0002476 knockdown increased
Bax and cleaved-caspase-3 protein expression, while it
decreased Bcl-2 protein expression. Furthermore, circ_0002476
silencing could strikingly restrain the mtDNA copy number
and mtDNA transcript levels (ND1 and ATP6) in H1299 and
A549 cells (Figure 2(i)–(k)). The above data confirmed that
circ_0002476 might promote NSCLC growth, increase invasion,
and alleviate mtDNA damage.

Circ_0002476 could negatively regulate
miR-1182

The circinteractome software predicted that circ_0002476 had
binding sites with miR-1182 (Figure 3(a)). MiR-1182 mimic

was used to overexpress miR-1182 in H1299 and A549 cells
(Figure 3(b)). Next, dual-luciferase reporter assay was performed
and the results suggested that only the luciferase activity of WT-
circ_0002476 vector could be reduced by miR-1182 mimic
(Figure 3(c),(d)). Moreover, circ_0002476 enrichment had been
confirmed to be increased in the bio-miR-1182 probe (Figure 3
(e),(f)). The above results verified the interaction between
circ_0002476 and miR-1182. MiR-1182 was underexpressed in
NSCLC tumor tissues and its expression was negatively corre-
lated with circ_0002476 expression (Figure 3(g),(h)). We
detected the lowly expressed miR-1182 in both NSCLC cells
(H1299 and A549) compared to 16HBE cells (Figure 3(i)).

The influence of sh-circ_0002476 on NSCLC
cell progression could be abolished by
anti-miR-1182

Afterward, sh-circ_0002476 and anti-miR-1182 were co-
transfected into H1299 and A549 cells to further investigate
whether circ_0002476 regulated NSCLC progression by
sponging miR-1182. The detection of miR-1182 expression
showed that circ_0002476 knockdown markedly
enhanced miR-1182 expression, whereas the addition of
anti-miR-1182 reduced miR-1182 expression (Figure 4
(a)). Functional experiments revealed that anti-miR-1182
reversed the suppressive effects of circ_0002476 knock-
down on NSCLC cell viability, EdU-positive cell rate, the
number of colonies, the number of invasive cells, and
Bcl-2 protein expression, as well as eliminated the

F I G U R E 5 MiR-1182 targeted TFAM. (a) The sequences of WT-TFAM 3’UTR and MUT-TFAM 3’UTR vectors were shown. Dual-luciferase reporter assay
(b),(c) and RNA pull-down assay (d),(e). (f),(g) TCGA database analyzed TFAM expression in LUAD tumor tissues and normal tissues. (h) TFAMmRNA expression
in NSCLC tumor tissues (n = 28) and adjacent normal tissues (n = 28) was analyzed by qRT-PCR. (i) The correlation between miR-1182 and TFAM expression was
analyzed by Pearson correlation analysis. (j),(k) TFAM protein expression in NSCLC tissues and cells (H1299 and A549) was detected by WB analysis. (l) TFAM
protein expression was tested by WB analysis in H1299 and A549 transfected with sh-circ_0002476 and anti-miR-1182. **p < 0.01, ***p < 0.001, ****p < 0.0001
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promotion effects on cell apoptosis rate, Bax protein
expression and cleaved-caspase-3 protein expression
(Figure 4(b)–(i)). Moreover, the inhibitory effects of sh-
circ_0002476 on mtDNA copy number and mtDNA tran-
script levels (ND1 and ATP6) in H1299 and A549 cells
also were overturned by miR-1182 inhibitor (Figure 4(j)–
(l)). Above all, we pointed out that circ_0002476 sponged
miR-1182 to promote NSCLC cell growth, invasion, and
inhibit mtDNA damage.

MiR-1182 directly interacted with TFAM

Targetscan software predicted that miR-1182 could bind
with the 3’UTR of TFAM (Figure 5(a)). The interaction
between them was confirmed by dual-luciferase reporter
assay and RNA pull-down assay, showing that miR-1182
mimic significantly reduced the luciferase activity of WT-
TFAM 3’UTR vector and TFAM enrichment was markedly
increased in the bio-miR-1182 probe (Figure 5(b)–(e)). The
Cancer Genome Atlas (TCGA) database analyzed that

TFAM was overexpressed in the tumor tissues of lung ade-
nocarcinoma (LUAD, belongs to NSCLC) (Figure 5(f),(g)).
Here, we observed highly expressed TFAM messenger RNA
(mRNA) in NSCLC tumor tissues and found that there had
negatively correlation between TFAM mRNA expression
and miR-1182 expression (Figure 5(h),(i)). At the protein
levels, we confirmed that TFAM expression was upregulated
in NSCLC tumor tissues and cells (Figure 5(j),(k)). In
NSCLC co-transfected with sh-circ_0002476 and anti-miR-
1182, the detection of TFAM protein expression showed
that TFAM expression could be reduced by circ_0002476
knockdown, and miR-1182 inhibiter could reverse this effect
(Figure 5(l)). Therefore, we pointed out that circ_0002476
positively regulated TFAM by sponging miR-1182.

MiR-1182 suppressed NSCLC cell progression
by targeting TFAM

In the following study, H1299 and A549 cells were co-
transfected with miR-1182 mimic and pcDNA TFAM

F I G U R E 6 Effects of miR-1182 and TFAM on NSCLC cell progression. H1299 and A549 cells were transfected with miR-1182 mimic and pcDNA
TFAM overexpression vector. (a) TFAM protein expression was detected by WB analysis. Cell proliferation, apoptosis, and invasion were assessed by CCK8
assay (b), EdU assay (c), colony formation assay (d),(e), flow cytometry (f), and transwell assay (g). (h),(i) WB analysis was performed to measure protein
expression. (j)–(l) The mtDNA copy number and mtDNA transcript levels (ND1 and ATP6) were determined to analyze mtDNA damage. *p < 0.05,
**p < 0.01, ***p < 0.001, ****p < 0.0001
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overexpression vector to explore whether miR-1182 regu-
lated NSCLC cell progression by TFAM. Overexpressed
miR-1182 significantly inhibited TFAM protein expression,
and this effect could be eliminated by pcDNA TFAM over-
expression vector (Figure 6(a)). MiR-1182 overexpression
had an inhibitive effect on NSCLC cell viability, EdU-
positive cell rate, and the number of invasive cells, whereas
these effects could be overturned by TFAM overexpression
(Figure 6(b)–(e)). Moreover, miR-1182 overexpression pro-
moted NSCLC cell apoptosis, Bax protein expression, and
cleaved-caspase-3 protein expression, while suppressed
the number of invasive cells and Bcl-2 protein expres-
sion. However, these effects also were reversed by overex-
pressing TFAM (Figure 6(f )–(i)). The mtDNA copy
number and mtDNA transcript levels (ND1 and ATP6)
in NSCLC cells could be decreased by miR-1182 mimic,
and TFAM overexpression could abolish this effect
(Figure 6(j)–(l)). These results showed that miR-1182
regulated NSCLC cell growth, invasion, and mtDNA
damage by targeting TFAM.

Interference of circ_0002476 inhibited the
tumor growth of NSCLC in vivo

Animal experiments were carried out to confirm the role of
circ_0002476 in vivo. A549 cells transfected with sh-
circ_0002476 were injected into nude mice. After 23 days,
we found that the tumor volume and weight were markedly
reduced compared to the sh-NC group (Figure 7(a),(b)). In
the tumor tissues of sh-circ_0002476 group, circ_0002476
expression was decreased, miR-1182 expression was
increased, whereas TFAM protein expression was reduced
(Figure 7(c),(d)). Moreover, we detected that Bax protein
expression was promoted and Bcl-2 protein expression was
inhibited in the tumor tissues of sh-circ_0002476 group
(Figure 7(e)). Additionally, IHC staining results showed that
TFAM, Ki67 and Bcl-2-positive cells were significantly
reduced, whereas Bax-positive cells were enhanced in the
tumor tissues of sh-circ_0002476 group (Figure 7(f)). Above
all, we confirmed that circ_0002476 could promote NSCLC
tumor growth in vivo.

F I G U R E 7 Effects of sh-circ_0002476 on the tumor growth of NSCLC in vivo. (a) Tumor volume was measured every 3 days after 8 days. (b) Tumor
weight was detected after 23 days. (c) Circ_0002476 and miR-1182 expression was assessed by qRT-PCR. (d),(e) Protein expression was examined by WB
analysis. (f) IHC staining assessed TFAM, Ki67, Bax, and Bcl-2-positive cells. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001
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Exs could transport circ_0002476 in NSCLC
cells

Exs were extracted from H1299 and A549 cells, and its
ultrastructure was observed by TEM (Figure 8(a)). Through
WB, we detected Exs markers CD63 and CD9, confirming
that the extraction of Exs was successful (Figure 8(b)).
Moreover, the particle size of Exs was analyzed by NTA
(Figure 8(c)). The circ_0002476 expression was measured in
the Exs of H1299 and A549 cells, and we confirmed that it
was higher than that in 16HBE cells (Figure 8(d)). To con-
firm the transportation of Exs on circ_0002476, 16HBE cells
were incubated with the Exs extracted from H1299 and
A549 cells. By detecting circ_0002476 expression, we con-
firmed that circ_0002476 expression was significantly
enhanced after Exs treatment (Figure 8(e),(f)). These data
showed that Exs were involved in the transport of
circ_0002476 between cells.

DISCUSSION

Many highly expressed circRNAs are believed to play a
carcinogenic role in NSCLC progression. For example,
circ_0000429 interference suppressed NSCLC proliferation
and metastasis via regulating MAPK-associated death
domain-containing protein (MADD) expression by spong-
ing miR-1197.20 CircRNA_001010 had been confirmed to
elevate NSCLC cell proliferation and metastasis through
absorbing miR-5112 to upregulate CDK4.21 Moreover,

circBIRC6 was confirmed to sponge miR-145, thereby
enhancing NSCLC cell growth and tumorigenesis.22 Here, we
explored the role of a new circRNA in the NSCLC process.
Consistent with the results of high-throughput sequencing, we
confirmed the high expression of circ_0002476 in NSCLC tis-
sues. In functional experiments, circ_0002476 silencing could
restrain NSCLC cell proliferation, invasion, while increase apo-
ptosis. It has been found that mtDNA copy number abnormal-
ity may increase mitochondrial oxidative stress and cell
apoptosis, thereby aggravating NSCLC process.23 In this, sh-
circ_0002476 reduced mtDNA copy number and mtDNA
transcript level (ND1 and ATP6), confirming that
circ_0002476 knockdown might exacerbate mtDNA damage.
Additionally, we detected the increased circ_0002476 expres-
sion in 16HBE cells after incubated with Exs isolated from
NSCLC cells, confirming that Exs mediated circ_0002476
transport. Not only that, downregulated circ_0002476 mark-
edly reduced NSCLC tumor growth in vivo. The results indi-
cated that circ_0002476 served as oncogene in NSCLC, similar
to its role in bladder cancer.11

To complete the mechanism of circRNA/miRNA/
mRNA,12,13 we performed bioinformatics analysis and pointed
out that circ_0002476 might sponge miR-1182. Previous data
revealed that miR-1182 could hinder ovarian cancer cell metas-
tasis and proliferation,24 and its overexpression attenuated gas-
tric cancer proliferation and migration.25 In NSCLC-related
study, miR-1182 was confirmed to be downregulated in tumor
tissues and had been suggested to suppress cancer cell prolifera-
tion, glycolysis, and metastasis.14,15,26 Therefore, miR-1182
played a tumor suppressor role in many cancers. Consistent

F I G U R E 8 Exs transported circ_0002476 in NSCLC cells. (a) The ultrastructure of Exs was observed by TEM. (b) WB detected Exs markers CD63 and
CD9. (c) The particle size of Exs was analyzed by NTA. (d) The circ_0002476 expression was measured in the Exs of 16HBE and NSCLC cells (H1299 and
A549). (e),(f) Circ_0002476 expression was detected by qRT-PCR in 16HBE cells treated with or without Exs from H1299 and A549 cells. **p < 0.01,
***p < 0.001, ****p < 0.0001
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with previous research, the lowly expressed miR-1182 in
NSCLC was confirmed in our study. MiR-1182 could be
absorbed by circ_0002476, and its knockdown reversed the
function of sh-circ_0002476 in NSCLC cells. We confirmed
that miR-1182 mimic not only repressed NSCLC cell prolifera-
tion and invasion, but also enhanced cell apoptosis and mtDNA
damage. Above all, it was confirmed that circ_0002476 acceler-
ated NSCLC development through miR-1182.

TFAM has the ability of binding and unwinding
mtDNA, which plays a vital role in regulating mtDNA repli-
cation, transcription, and damage repair.27 In this, TFAM
was confirmed to be targeted by miR-1182. Many researches
had suggested that TFAM was overexpressed in many
tumors, such as glioma28 and cervical cancer.29 TFAM
knockdown had been shown to change gastric cancer cell
morphology and suppress cell proliferation by inactivating
mtDNA transcription.30 Moreover, TFAM silencing might
reduce mtDNA copy number and mitochondrial function,
therefore, inhibiting the invasion ability of colorectal cancer
cells.31 Similar to a previous study,19 we confirmed that TFAM
had elevated expression in NSCLC tissues. The rescue experi-
ments showed that overexpressed TFAM overturned miR-
1182-mediated cell function and mtDNA damage, verifying
that miR-1182 targeted TFAM to inhibit NSCLC development.
Additionally, we pointed out that circ_0002476 positively regu-
lated TFAM level, which completed the hypothesis of
circ_0002476/miR-1182/TFAM pathway.

There are some limitations to our study. Although we
have confirmed that Exs are involved in the transport of
circ_0002476, it is not clear whether exosomal circ_0002476
can be used as a diagnostic biomarker in patients with
NSCLC. In the future, we need to collect blood from NSCLC
patients to enrich our results. In addition, more clinical sam-
ples are needed to further validate our conclusions in the
future.

In conclusion, our study pointed to a new regulatory axis
that mediated NSCLC progression. Our research showed
that circ_0002476 regulated NSCLC cell growth, invasion,
and mtDNA damage through miR-1182/TFAM pathway.
The present study indicated that circ_0002476 might be a
potential target for NSCLC therapy, a finding with impor-
tant clinical significance.
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