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Abstract

Circular RNAs (circRNAs) is one type of non-coding RNAs (ncRNAs) which have many roles in biological
processes, as well as modulation intracellular gene expression modulation. Nonethless, the roles along
with expression status of the most circRNAs in NSCLC (non-small cell lung cancer) remain unknown.
Herein, we conducted a high-throughput microarray sequencing to identify abnormal expressed
circRNAs. Circ0101675 was found upregulated in NSCLC cell lines and tissues. We carried out colony
formation, transwell, CCK-8, and animal assays to investigate the functions of circ0101675. Silence of
circ0101675 inhibited the migration and proliferation of NSCLC.

To elucidate the mechanism, RNA immunoprecipitation assays along with luciferase enzyme reporter
assays were further employed to explore the cross-talk between circ0101675 and other molecules. We
discovered that circ0101675 facilitates the malignant process of growth and migration via sponging
miR-1278 and upregulating WNT3A/5A expression. In conclusion, we revelaed the vital role of
circ0101675-miR-1278-WNT3A/5A signaling in NSCLC progression via the competing endogenous
RNAs mechanism. Therefore, circ0101675 can be used as a new and useful biomarker for monitoring and
treating NSCLC.
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Introduction

Based on the global cancer statistics, lung cancer
is the most pervasive malignancy (over one in ten of
the overall cases) and is the most frequent cause of
cancer-linked deaths (about one in five of total cancer
deaths) globally [1]. Non-small cell lung cancer
(NSCLC) is the most frequent subtype of lung cancer
responsible for about 85% cases [2]. Only about 15%
patients diagnosed with NSCLC can be alive for more
than 5 years [3]. Once recurrence and metastasis
occur, the outcome and the quality of life of NSCLC
patients will become worse. Thus, to develop an
effective therapeutic approach of NSCLC progression

is of great importance.

Circular RNAs (circRNAs) is a new kind of
single-lined non-coding RNAs transcripts, which
regulates the expression of numerous key genes via
interacting with microRNA (miRNA) or other
molecules in different mechanism [4]. circRNAs are
endogenous noncoding RNAs ordinated from the
back-spliced sequences of introns or exons of pre-
mRNAs (precursor mRNAs) without a 5" head or a 3’
tail which are abundant in most mammalian tissues
[5]. Compared to the linear mRNA counterparts,
circRNAs are more stable in cells because of their
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peculiar circular structure which can resist to RNA
exonuclease [6]. As vital regulators of various
biological processes in the cell, circRNAs change the
expression of vital genes via multiple comprehensive
molecular ~ mechanisms, including  binding
microRNAs, binding proteins and encoding novel
polypeptides [7]. In the last decade, due to the
development of RNA-sequencing technology and
bioinformatic analysis, scientists are increasingly
interested in the role of circRNAs during cancer
process [8]. For instance, the most famous circRNA
ciRS-7/cdrlas increases the proliferation, invasion,
drug resistance, and immune escape by sponging
miR-7 in multiple types of cancers [9-13].
Additionally, circRAD18 and circGNB1 were
identified as oncogenes though the mechanism of
ceRNAs in breast cancer [14,15]. CircFBXW? is absent
in tumor tissues which «can suppress cell
multiplication and migration in glioma and triple-
negative breast cancer by translating a FBXW7-185aa
new protein and sponging miRNA [16,17].
Originating from the second exon of the HIPK3 gene,
circHIPK3 increases cell growth and metastasis by
blocking multiple miRNAs (e.g. miR-124) [18].
However, the underlying molecular mechanism and
the potential roles of most circRNAs remain unclear in
NSCLC, hence should be explored.

Herein, a novel circRNA (hsa_circ_0101675) was
identified in NSCLC by high-throughput microarray.
Upregulation of circ0101675 was found in NSCLC
cells and tissues. Silencing of circ0101675 dramatically
repressed the migration and growth ability in NSCLC
cells and mouse xenograft models. We next
investigate the molecular mechanism of circ0101675 in
NSCLC using conducted relevant experiments. All in
all, our study uncovered the biological role of the
circ0101675-miR-1278-WNT3A/WNT5A  axis in
NSCLC malignant process.

Materials and Methods

Clinical sample data

Fresh primary NSCLC tissues and neighboring
non-malignant lung tissues were acquired from the
First People’s Hospital of Changde City and were
frozen in liquid nitrogen immediately. This study was
approved by the Ethics Committee of the First
People’s Hospital of Changde City and performed in
accordance with the Declaration of Helsinki. All the
study subjects granted written informed consent prior
to participation in this study. The animal protocols
were was approved and performed according to the
guidelines of Institutional Animal Care and Use
Committee of the First People’s Hospital of Changde

City.

Microarray analysis

Four NSCLC tissues and matched neighboring
non-malignant lung tissues from patients were
assessed using Arraystar Human circRNA Array V2.
RNase R was used to degrade linear RNAs to enrich
circular RNAs. The labeled circRNAs were hybridized
onto the Arraystar Human circRNA Array V2 (8x15K,
Arraystar). Quantile normalization and consecutive
data processing was carried using the R software
(limma package).

Cell culture

All cell lines including PC9, H1299, H1975, A549,
and Beas2b used in this study were obtained from the
ATCC. Cancer derived cell lines (PC9, H1299, H1975,
and A549) were grown in DMEM (Gibco, USA)
enriched with 10% FBS (Gibco). The normal human
epithelial cell line Beas2b was cultured in BEBM
media with additives (containing 0.01mg/ml
fibronectin, 0.03 mg/ml bovine collagen type I as well
as 0.01 mg/mL bovine serum albumin). The detection
for mycoplasma infection was performed on a regular
basis. Before experiment, the authenticity of all cell
lines were used to verify the authenticity of all cell
lines.

RT-qPCR analysis

TRIzol (Invitrogen, USA) was utilized to extract
total cellular RNA. qRT-PCR assays were carried out
with SYBR Premix Ex Taq (Takara, Japan). The
primers for circ0101675 are F: 5-GAAGGCCCTCCAC
CTAACAC-3, R: 5- AGCTGTCCAAAGTATGCTC
AGT-3". The primers for NPAS3 are F: 5'- TGTCTTTG
ACTATGTCCACCCC-3, R: 5- GGGCTGGTTGACT
CCACTG-3'. The primers for GAPDH are F: 5'-GGA
GCGAGATCCCTCCAAAAT-3, R: 5- GGCTGTTGT
CATACTTCTCATGG-3'".

Western blot analysis

The total protein from cells was isolated with
RIPA lysis and added with PMSF. The protein was
electro-blotted onto PVDF membranes for 2 hours at
300 mA. The membrane was inoculated with primary
antibody (1:1000) and incubated overnight at 4 °C.
After that, the membrane was inoculated with the
secondary antibody at RT (room temperature) for 1
hour. Primary antibody anti-WNT3A (1:1000, Abcam,
USA) and anti-WNT5A antibody (1:1000, Abcam,
USA) are used to detect certain protein. The protein
bands were exposed.

Actinomycin D assay

H1299 and Ab549 cells were inoculated with 3
ug/ml actinomycin D (MCE) to degrade the linear
mRNA transcription for 0, 8, 16, and 24 hours.
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Afterwards, we harvested the cells were harvested at
certain time period and the linear NPAS3 mRNA and
circRNA circ0101675 were tested by RT-qPCR
analysis.

RNase R digestion assay

After 2 ug extracted total RNA of H1299 and
Ab549 cell line was incubated with RNase R (5 U/ug)
or ddH20O for 30 minutes at 37 °C, the remaining RNA
solution was purified and quantified by RT-qPCR
analysis.

Cell counting kit-8 assay (CCK-8)

The cells were resuspended, and si-circ0101675
(5000 cells per well) and si-circCTR cancer cells (5000
cells per well) were planted into a 96-well plate. The
cells were incubated for 1, 2, 3, as well as 4 days at 37
°C. After that, CCK-8 solution (10 pl) was added to
each small well of the plate before incubating for 2
hours. Using a microplate reader, the absorbance of
each well was measured at 450 nm.

Colony formation assay

A total of 5x10% H1299 and A549 NSCLC cells
were plated and incubated in each well of a 6-well
plate. After incubation at 37 °C for 14 days. Thereafter,
colonies were fixed with methanol and stained with
0.1% crystal violet. Subsequently, Image] software
was employed to determine the colony number.

Transwell assay

Overall, 3x10* cells were resuspended and
introduced to the upper compartments (medium
without FBS) and medium (medium containing 20%
FBS) was added to the lower compartments. Then,
cells in the upper compartments were discarded.
After fixing and staining with crystal violet (1%), the
migrated cells were imaged and counted under a
microscope (Nikon Instruments, NY, USA).

Luciferase reporter assay

H1299 and A549 cells were seeded into 3 x 10*
cells per well (96-well plate). The predicted miR-1287
docking sites of circ0101675, 3’-UTR of WNT3A, and
3-UTR of WNT5A was mutated. The miRNA
inhibitors or mimics and constructed reporting
vectors (circ0101675-wt/mut or WNT3/5A 3’-UTR-
wt/mut) were co-inserted into cells for 48 hours via
co-transfection. Dual-luciferase reporter assay system
kit (Promega) was employed to evaluate relative
luciferase enzyme activity.

RNA immunoprecipitation (RIP)

H1299 and A549 cells were inserted with MS2bs-
circ0101675, MS2bs-circ0101675-mt and MS2bs-Rluc
via transfection. After incubating for 48 hours, RIP

was performed. The level of miR-1278 was
determined after the purification of RNA complexes.
The RIP assays for AGO2 protein were performed
with an anti-Ago2 antibody. The relative abundance
of circ0101675, WNT3A, WNT5A and miR-1278 was
tested after RNA purification.

Mouse xenograft model

A549 cells (1x107) were subcutaneously
administered into nude mice (five mice per group,
5-week-old) and administered with intratumoral
injection (50 pL si-circCTR, or si-circ0101675) every
four days. The volume of tumors was estimated every
four days according to the following formula:
0.5xwidth?xlength. After four weeks, we euthanized
the mice were administered and the tumors were
weighed. Cells (2 x 10%) were injected through tail
veins of nude mice (six mice per group) via mouse
lung metastasis assay. The lungs were extracted after
eight weeks and the number of metastatic sites were
quantified via microscopy of HE-stained sections.

Statistical analysis

All statistical analysis was performed with SPSS
22.0 software (SPSS Inc., Chicago, IL, USA). All data
are reported as the mean * standard deviation (SD).
The expression of circ0101675 in two matched groups
was compared using Paired t test. Groups were
compared using Student’s t test. P<0.05 signified
statistical significance.

Results

Circ0101675 is upregulated in NSCLC

To explore the possible involvement of
circRNAs, a high-throughput circRNAs microarray
assay was performed using four pairs of NSCLC
patient tissues (Figure 1A). We found that circ0101675
was the most up-regulated circRNA between non-
small cell lung cancerous tissues and non-cancerous
matched non-malignant lung tissue. Afterwards, we
assessed the expression level of circ0101675 in thirty
paired cancer tissues and the neighboring
non-malignant lung tissues by RT-qPCR analysis. We
established that circ0101675 expression in NSCLC
tissues was remarkably upregulated (Figure 1B).
Consistently, circ0101675 was overexpressed in cancer
cell lines in contrast with non-malignant lung cell line,
particularly in H1299 and A549 cell lines (Figure 1C).
RNase R assays and actinomycin D assays were then
carried out to explore the circular structure and
stability of circ0101675. The results showed that
circ0101675 was resisted to RNA exonuclease with
longer half-life span than the linear mRNA in H1299
and A549 cell lines (Figure 1D-E).
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Figure 1. Circ0101675 is upregulated in NSCLC with circular characteristics. (A) Cluster heat map illustrating circRNAs which are differentially expressed. (B) The
relative expression level of circ0101675 between NSCLC tissues and neighboring non-malignant lung tissues. (C) The relative expression level of circ0101675 in non-malignant
lung cell line and cancer cell lines. (D) RNase R assay examined the circular structure of circ0101675 in H1299 and A549 cell line. (E) Circular transcripts of circ0101675 were
more stable than its linear mRNA transcripts determined by actinomycin D treated assay in H1299 and A549 cell line.

Knockdown of circ0101675 decreases the
growth and metastasis of NSCLC cells in vitro

Then, functional assays were employed to assess
the possible role of circ0101675 in tumor progression.
The expression level of circ0101675 was diminished
after transfection with siRNA (targeting the
back-splicing junction region of circRNA) which
verified the efficacy of the knockdown assay in H1299
and A549 cell lines (Figure 2A). CCK-8 assays showed
that downregulation of circ0101675 suppressed
multiplication ability of H1299 and A549 cell lines in
vitro (Figure 2B). circ0101675 downregulation
inhibited cell colony formatting ability of cancer cells,
validated by colony formation assays (Figure 2C).
Transwell assays revealed that circ0101675 silencing
suppressed infiltration potential of cancer -cells
(Figure 2D).

Knockdown of circ0101675 decreases the
NSCLC cell growth and metastasis of
non-small cell lung cancer cells in vivo

We next conducted animal assays to further
validate the role of circ0101675 in mouse xenograft
model. Tumor volumes measured at each time point
showed that suppression of circ0101675 could
remarkably inhibit tumor growth (Figure 2A-B). In

addition, Ki67 protein levels in tumor mouse

xenografts of two groups were analyzed by
immunohistochemistry.  In  the  circ0101675
knockdown group, the Ki67 expression was

significantly reduced in tumor tissues (Figure 2C).
Lung metastasis assays showed that downregulation
of circ0101675 could reduce the ability of tumors to
colonize the lungs (Figure 2D-F).

Circ0101675 sponges miR-1278 in NSCLC

In order to explore the mechanism by which
circ0101675 promotes cancer progression, Circular
RNA Interactome database was used to evaluate the
potential interaction between circRNA and miRNAs.
Among all the candidates, miR-1278 was predicted to
interact with circ0101675 (Figure 4A). In NSCLC cell
lines, miR-1278 was downregulated detected by
RT-qPCR as indicated in Figure 4B. Dual luciferase
reporter assays illustrated that the relative luciferase
enzyme activity was remarkably diminished after the
co-transfection of miR-1278 mimics, as well as wild
type vectors (Figure 4C). Then, we conducted
Ago2-related RIP assays to validate the direct cross
talk of circ0101675 with miR-1278. The data illustrated
that miR-1278 was predominantly gathered in the
MS2bs-circ0101675 group (Figure 4D).
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Figure 2. Knockdown of circ0101675 decreases the growth and metastasis of NSCLC cells in vitro. (A) Knockdown efficacy of circ0101675 was validated in H1299
and A549 cell line, assessing by qRT-PCR analysis. (B) After knockdown of circ0101675, CCK-8 assays were carried out. (C) Colony formation assays revealed that circ0101675
silencing suppressed cell colony formatting ability. (D) Transwell assays evaluating cell migration capability in H1299 and A549 cell line. *P<0.05; *P<0.01.

Circ0101675 enhances the progress of NSCLC
via the circ0101675-miR-1278-WNT3A/
WNTS5A cascade

TargetScan algorithm was employed to forecast
the downstream genes of miR-1278. Among the genes,
WNT3A and WNT5A were identified as downstream
target oncogenes (Figure 5A). WNT3A and WNT5A
were proteins have been implicated in several
biological processes, including regulation of cell fate
and cancer proliferation. Detected by RT-qPCR
analysis, WNT3A and WNT5A were found
upregulated (Figure 5B). Luciferase enzyme activity
was remarkably diminished after the transfection of
miR-1278 mimics and WT 3’-UTR- WNT3A and
WNT5A reporter in H1299 and A549 cell lines.

However, after transfection of the mutated reporting
vector, this phenomenon was not further observed
(Figure 5C). After transfection of miR-1278 mimics,
the transcription expression level of WNT3A and
WNT5A was reduced, indicating that WNT3A and
WNT5A are downregulated by miR-1278 (Figure 5D).
Furthermore, AGO2 related RIP assays showed that
circ0101675, miR-1278 and WNT3A/5A were all
enriched to AGO2 RNA binding protein in both
H1299 and A549 cancer cells (Figure 5E). Knockdown
of circ0101675 could remarkably increase WNT3A /5A
enrichment to RNA induced silencing complex (RISC)
(Figure 5E). Analyzed by western blot assays,
overexpression of miR-1278 and silence of circ0101675
could incredibly decrease the protein level of WNT3A
and WNT5A (Figure 5F). Additionally, WNT3A and
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WNT5A protein levels in tumor mouce xenografts of
two groups were analyzed by immunohistochemistry.
In the circ0101675 knockdown group, the WNT3A
and WNT5A expression was significantly reduced in
tumor tissues (Figure 5G-H).

Discussion

Unlike the linear structure of mature mRNA
with start and stop termini, circRNAs are a class of
novel non-coding RNAs which extensively expressed
in mammal tissues with covalently closed loop [5].
These kind of special non-coding circular RNAs are
not useless products of RNA splicing but are very
crucial regulators in cells [19]. In recent years,
thousands of circRNAs were discovered as novel
monitoring biomarkers and promising treatment
targets for tumor therapies [8]. More and more
circRNAs have been verified and well-examined in
the field of tumour research in different kinds of
cancer. A circRNA derived from CTNNBI locus
promotes hepatocellular carcinoma cell progression
via encoding a new 370-aa P-catenin protein which
stimulating the Wnt signaling pathway [20]. circPLK1
were identified as a tumor promoting circRNA by
reducing apoptosis in breast cancer [21,22]. Circular
RNA circRIMS1 promotes malignant process by
binding miR-433-3p and upregulating CCAR1
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expression in bladder cancer [23]. In TNBC, CircRNA
derived from AHNAK1 reduces tumor progression
by interacting with RASA1 and miR-421 [24].
However, there are only few researches investigating
the functions roles and of circRNAs in NSCLC. For
instance, circPRKCI is upregulated in lung cancer
which promotes tumorigenesis via sponging miR-589
and miR-545 [25].

In the current study, circ0101675 was found
upregulated in tissues along with the cell lines by a
high-throughput microarray sequencing in NSCLC.
Knockdown of circ0101675 could remarkably repress
NSCLC cell growth and migration. Besides, relevant
experiments and assays were further conducted to
explore the molecular mechanism of circ0101675. The
outcomes suggested that circ0101675 promotes the
malignant progression of NSCLC by sponging
miR-1278 and upregulating WNT3A and WNT5A
expression.

According to the published studies, miR-1278
was discovered to inhibit cancer progression in many
kinds of cancers. For instance, miR-1278 is
downregulated and inhibits glioma cell proliferation
by degradation of neurofilament medium (NEFM)
[27]. Similarly, miR-1278 could also be sponged by
long non-coding RNA LINC00294 in glioma cell.
Though targeting ATG2B, miR-1278 suppresses
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Figure 3. Silencing of circ0101675 decreases the growth and metastasis of NSCLC cells in vivo. (A) Mouse xenograft models of A549 cell line were established. (B)
Tumor volume was estimated in every four days. (C) Images illustrating immunohistochemistry assessment of Ki-67 expression in xenograft tumors. (D-F) The total number of
lung metastases was counted and recorded. HE-stained sections of lung metastases were presented.
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autophagy and sensitizes cells to cisplatin in
nasopharyngeal carcinoma [28]. In clear cell renal cell
carcinoma, miR-1278 was differentially expressed
which regulated by three circRNAs and could provide
some potential therapeutic options for clear cell renal
cell carcinoma treatment [29]. As a target downstream
of miR-1278, WNT3A and WNT5A are important
regulator of canonical Wnt signaling pathway [30].
WNT3A regulates cancer cell stemness and increases
metastatic potential via CTNNBI signaling pathway
and upregulation of Notch3 [31,32]. Another Wnt
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in NSCLC. Circ0101675 could increase the expression
of WNT3A and WNT5A by the ceRNA mechanism.
In summary, our study demonstrated the core
role of circ0101675 in NSCLC progression via the
mechanism of ceRNA. Thus, circ0101675 might act as
a new and useful marker for monitoring and
treatment target for non-small cell lung cancer.

B 1.2-

1.0-
0.8
0.6
0.4
0.2

miR-1278 expression

-S' 8.0+
*%
E® 6o T
O N
g o
o X 4.0
$E
® © 2.0+
o
X 90 r‘l r‘l

Figure 4. Circ0101675 sponges miR-1278 in NSCLC. (A) Predicted docking sites of miR-1278 within the circ0101675 sequence. (B) The relative expression level of
miR-1278 in non-small cell lung cancer cell lines. (C) Luciferase reporter assay of H1299 cells inserted with miR-1278 mimics and circ0101675 wild type/mutant luciferase
reporter via transfection. (D) MS2-based RIP assay transfected with MS2bs-circ0101675, MS2bs-circ0101675-mt or Rluc control. *P<0.05; *P<0.01.

http://lwww.jcancer.org



Journal of Cancer 2021, Vol. 12

4216

A

Predicted consequential pairing of target region (top)

and miRNA (bottom)
Position 90-86 of WNT3A 3' UTR §" ...ﬁcﬁmmmﬁcfﬁl{ﬁllt...
hsa-miR-1278 3 UAUCUACUAUACGUG UCAUG AU
Predicted consequential pairing of target region (top)
and miRNA (bottom)

Position 1883-1889 of WNTSA3' UTR 6° .. .mmﬂmm&(iﬁlfﬁ?ﬂ .
hsa-miR-1278 3 UAUCUACUAUACGUG UCAUG AU

miR-Control miR-LNA E miR-Control miR-LNA

B
£ 4 5.0 MiR1278 B miR1278-NA 5 5.0 miR-1278 B miRA278-LNA  § 1. 515
g g il a 40
o 20 820 go g
§ 15 § 15 o 500
5 5 < < 0.6
; 1.0 ; 1.0 E 0 E 03
£ os £ 05 = 2, 200
500 500 o~
WNT5A Wt WNT5A mut

£ & 1518 Anti-igG = 8 B si-circControl
£ Z 12/ M Anti-Ago2 iz, O sicirc0101675
ol g9 WNT3A
& E
230 41
E Z £ ﬁ & - WNT5A
g< i . ‘

0 K

'\6\6, «ﬁv. «",v. q;\$ — fractin
S & & ¢
S &
& &t H1299 A549 PCY

200x 400x

si-circCTR
si-circCTR

si-circ0101675
si-circ0101675

miR-1278

> I

NAPS3 DNA WNT3AWNT5A mRNA
N WNT3A

NAPS3 mRNA WNTSA Q O

- NAPS3. —_— miR-1278
n

mil I!-1278QI §InIR-1 278

circ0101675 /|

INSCLC progression

Figure 5. Circ0101675 enhances the progress pf NSCLC via circ0101675-miR-1278-WNT3A/WNT5A cascade. (A) Predicted interacting sites of miR-1278
within the 3'-UTR of WNT3A/5A mRNA by the TargetScan online website. (B) WNT3A/5A expression in NSCLC cell lines. (C) Luciferase enzyme reporter assay of H1299 and
A549 cells co-inserted with miR-1278 mimics and the 3’-UTR of WNT3A/5A wild type/mutant luciferase reporter via co-transfection. (D) Detected by qPCR analysis,
expression of WNT3A/5A was reduced after transfection with miR-1278 mimics. (E) Enrichment of circ0101675, WNT3A/5A and miR-1278 on AGO2 RNA binding protein.
Enrichment of WNT3A/5A to AGO2 was increased after knockdown of circ0101675. (F) Silencing of circ0101675 or overexpression of miR-1278 decreased WNT3A/5A
expression detected by western blot analysis. (G) The immunohistochemistry analysis was performed for xenograft tumors and the representative images of WNT3A expression
are presented. (H) Immunohistochemistry images illustrating WNTS5A expression in xenograft tumors. (I) A schematic model showing that circ0101675 promotes malignant

process via sponging miR-1278 and upregulating WNT3A/5A in NSCLC. *P<0.05; *P<0.01.

http://lwww.jcancer.org



Journal of Cancer 2021, Vol. 12

4217

Acknowledgements

Funding

This work was supported by funds from the

Scientific Research Project of Hunan Provincial Health

Commission

(B20180434),  Clinical ~ Medical

Technology Innovation Guidance Project of Hunan
Province (20185K50203).

Competing Interests

The authors have declared that no competing

interest exists.

References

1.

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

Bray F, Ferlay ], Soerjomataram I, Siegel RL, Torre LA, Jemal A. Global cancer
statistics 2018: GLOBOCAN estimates of incidence and mortality worldwide
for 36 cancers in 185 countries. CA Cancer | Clin. 2018;68(6):394-424.

Gu C, Huang Z, Dai C, Wang Y, Ren Y, She Y, et al. Prognostic Analysis of
Limited Resection Versus Lobectomy in Stage IA Small Cell Lung Cancer
Patients Based on the Surveillance, Epidemiology, and End Results Registry
Database. Front Genet. 2018;9:568.

Li C, Zhang L, Meng G, Wang Q, Lv X, Zhang ], et al. Circular RNAs: pivotal
molecular regulators and novel diagnostic and prognostic biomarkers in
non-small cell lung cancer. ] Cancer Res Clin Oncol. 2019;145(12):2875-89.

Hu W, Bi ZY, Chen ZL, Liu C, Li LL, Zhang F, et al. Emerging landscape of
circular RNAs in lung cancer. Cancer Lett. 2018;427:18-27.

Jeck WR, Sorrentino JA, Wang K, Slevin MK, Burd CE, Liu J, et al. Circular
RNAs are abundant, conserved, and associated with ALU repeats. Rna.
2013;19(2):141-57.

Bach DH, Lee SK, Sood AK. Circular RNAs in Cancer. Mol Ther Nucleic Acids.
2019;16:118-29.

Wang Y, Hou J, He D, Sun M, Zhang P, Yu Y, et al. The Emerging Function
and Mechanism of ceRNAs in Cancer. Trends Genet. 2016;32(4):211-24.

LiS, Teng S, Xu J, Su G, Zhang Y, Zhao J, et al. Microarray is an efficient tool
for circRNA profiling. Brief Bioinform. 2019;20(4):1420-33.

Zou Y, Zheng S, Deng X, Yang A, Xie X, Tang H, et al. The Role of Circular
RNA CDR1as/ciRS-7 in Regulating Tumor Microenvironment: A Pan-Cancer
Analysis. Biomolecules. 2019;9(9).

Zou Y, Zheng S, Deng X, Yang A, Kong Y, Kohansal M, et al. Diagnostic and
prognostic value of circular RNA CDRIlas/ciRS-7 for solid tumours: A
systematic review and meta-analysis. | Cell Mol Med. 2020,24(17):9507-17.
Weng W, Wei Q, Toden S, Yoshida K, Nagasaka T, Fujiwara T, et al. Circular
RNA ciRS-7-A Promising Prognostic Biomarker and a Potential Therapeutic
Target in Colorectal Cancer. Clin Cancer Res. 2017;23(14):3918-28.

Memczak S, Jens M, Elefsinioti A, Torti F, Krueger J, Rybak A, et al. Circular
RNAs are a large class of animal RNAs with regulatory potency. Nature.
2013;495(7441):333-8.

Yang W, Gu ], Wang X, Wang Y, Feng M, Zhou D, et al. Inhibition of circular
RNA CDRlas increases chemosensitivity of 5-FU-resistant BC cells through
up-regulating miR-7. J Cell Mol Med. 2019;23(5):3166-77.

Liu P, Zou Y, Li X, Yang A, Ye F, Zhang ], et al. circGNB1 Facilitates
Triple-Negative Breast Cancer Progression by Regulating miR-141-5p-IGFIR
Axis. Front Genet. 2020;11:193.

Zou Y, Zheng S, Xiao W, Xie X, Yang A, Gao G, et al. circRAD18 sponges
miR-208a/3164 to promote triple-negative breast cancer progression through
regulating IGF1 and FGF2 expression. Carcinogenesis. 2019;40(12):1469-79.

Ye F, Gao G, Zou Y, Zheng S, Zhang L, Ou X, et al. circFBXW7 Inhibits
Malignant Progression by Sponging miR-197-3p and Encoding a 185-aa
Protein in Triple-Negative Breast Cancer. Mol Ther Nucleic Acids. 2019;18:88-98.
Yang Y, Gao X, Zhang M, Yan S, Sun C, Xiao F, et al. Novel Role of FBXW7
Circular RNA in Repressing Glioma Tumorigenesis. | Natl Cancer Inst.
2018;110(3):304-15.

Zheng Q, Bao C, Guo W, Li S, Chen ], Chen B, et al. Circular RNA profiling
reveals an abundant circHIPK3 that regulates cell growth by sponging
multiple miRNAs. Nat Commun. 2016;7:11215.

Chen LL. The biogenesis and emerging roles of circular RNAs. Nat Rev Mol
Cell Biol. 2016;17(4):205-11.

Liang WC, Wong CW, Liang PP, Shi M, Cao Y, Rao ST, et al. Translation of the
circular RNA circp-catenin promotes liver cancer cell growth through
activation of the Wnt pathway. Genome Biol. 2019;20(1):84.

Kong Y, Yang L, Wei W, Lyu N, Zou Y, Gao G, et al. CircPLK1 sponges
miR-296-5p to facilitate triple-negative breast cancer progression. Epigenonics.
2019;11(10):1163-76.

Lin G, Wang S, Zhang X, Wang D. Circular RNA circPLK1 promotes breast
cancer cell proliferation, migration and invasion by regulating miR-4500/IGF1
axis. Cancer Cell Int. 2020;20(1):593.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Wang F, Fan M, Cai Y, Zhou X, Tai S, Yu Y, et al. Circular RNA circRIMS1 Acts
as a Sponge of miR-433-3p to Promote Bladder Cancer Progression by
Regulating CCAR1 Expression. Mol Ther Nucleic Acids. 2020,22:815-31.

Xiao W, Zheng S, Zou Y, Yang A, Xie X, Tang H, et al. CircAHNAKT1 inhibits
proliferation and metastasis of triple-negative breast cancer by modulating
miR-421 and RASA1. Aging (Albany NY). 2019;11(24):12043-56.

Qiu M, Xia W, Chen R, Wang S, Xu Y, Ma Z, et al. The Circular RNA
circPRKCI Promotes Tumor Growth in Lung Adenocarcinoma. Cancer Res.
2018;78(11):2839-51.

Lu T, Qiu T, Han B, Wang Y, Sun X, Qin Y, et al. Circular RNA circCSNK1G3
induces HOXA10 signaling and promotes the growth and metastasis of lung
adenocarcinoma cells through hsa-miR-143-3p sponging. Cell Oncol (Dordr).
2020.

Zhou X, Lv L, Zhang Z, Wei S, Zheng T. LINC00294 negatively modulates cell
proliferation in glioma through a neurofilament medium-mediated pathway
via interacting with miR-1278. | Gene Med. 2020;22(10):€3235.

Zhao Y, Wang P, Wu Q. miR-1278 sensitizes nasopharyngeal carcinoma cells
to cisplatin and suppresses autophagy via targeting ATG2B. Mol Cell Probes.
2020;53:101597.

Bai S, Wu Y, Yan Y, Shao S, Zhang J, Liu J, et al. Construct a circRNA/
miRNA/mRNA regulatory network to explore potential pathogenesis and
therapy options of clear cell renal cell carcinoma. Sci Rep. 2020;10(1):13659.
Bourhis E, Tam C, Franke Y, Bazan JF, Ernst J, Hwang J, et al. Reconstitution of
a frizzled8. Wnt3a.LRP6 signaling complex reveals multiple Wnt and Dkk1
binding sites on LRP6. | Biol Chem. 2010;285(12):9172-9.

Li C, Song G, Zhang S, Wang E, Cui Z. Wnt3a increases the metastatic
potential of non-small cell lung cancer cells in vitro in part via its upregulation
of Notch3. Oncol Rep. 2015;33(3):1207-14.

Noto A, De Vitis C, Pisanu ME, Roscilli G, Ricci G, Catizone A, et al.
Stearoyl-CoA-desaturase 1 regulates lung cancer stemness via stabilization
and nuclear localization of YAP/TAZ. Oncogene. 2017;36(32):4573-84.

Li H, Tong F, Meng R, Peng L, Wang ], Zhang R, et al. E2F]1-mediated
repression of WNT5A expression promotes brain metastasis dependent on the
ERK1/2 pathway in EGFR-mutant non-small cell lung cancer. Cell Mol Life Sci.
2020.

http://lwww.jcancer.org



