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ABSTRACT
Circular RNAs (circRNAs) are a type of non-coding RNAs that have been
identified as critical regulators in various diseases, especially in cancers. However,
the expression profiles and functions of circRNAs in cervical cancer are still unclear.
In present study, human circRNAs microarray were performed to screen the circRNAs
expression in cervical cancer tissue. Microarray analysis revealed 45 significantly
expressed circRNAs with 4 fold change. Among these up-regulated circRNAs, hsa_
circ_0018289 was validated to be significantly up-regulated in 35 pairs of cervical
cancer tissue compared with adjacent normal tissue and cell lines. Loss-of-function
experiments revealed that, in vitro and in vivo, hsa_circ_0018289 knockdown
inhibited the proliferation, migration and invasion of cervical cancer cells. Via
bioinformatics prediction program and luciferase reporter assays, hsa_circ_0018289
was observed to directly bind to miR-497. Taken together, the results indicate that
hsa_circ_0018289 plays important role in cervical cancer proliferation, migration and
invasion, suggesting the miRNA ‘sponge’ of hsa_circ_0018289 and its oncogenic role
on cervical cancer tumorigenesis.

mechanisms in cervical cancer tumorigenesis are still
unclear and need to be fully identified [5].
Circular RNAs (circRNAs) is an emerging type
of ncRNAs without protein translation capacity [6–8].
CircRNAs is characterized by covalently closed loops
without 3’- and 5’- end, which is absolutely different from
linear RNA [9]. Compared to microRNAs (miRNAs) and
long non-coding RNAs (lncRNAs), circRNAs have more
stable construction and sequence conservation to resist
the digestion of enzyme. Thus, circRNAs could much
easier to be accumulated in cytoplasm or interstitial fluid,
presenting higher concentration than corresponding linear
RNAs. Increasing evidences have indicated that circRNAs
take part in the regulation of tumorigenesis, including
genesis, differentiation, migration and metastasis [10].
For instance, in hepatocellular carcinoma, ciRS-7 is

INTRODUCTION
Cervical cancer is one of the most common
gynecologic tumors and accounts for large percentage of
tumor associated death worldwide [1, 2]. Every year, there
are hundreds or thousands of new cervical cancer patients
reported in developing country or developed country
[3]. Presently, although various methods have attempted
for the treatment of cervical cancer, including surgery,
radiotherapy and chemotherapy, the high lymphatic
metastasis and distant metastases still induce the poor
prognosis and low survival rate [4]. It must be admitted
that multifarious molecular and pathways are involved in
the carcinogenesis of cervical cancer, such as regulating
proteins and non-coding RNAs (ncRNAs). In spite of
this, the underlying functional molecular and regulation
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significantly correlated with the clinicopathological
characteristics of HCC patients and acts as an independent
risk factor of hepatic microvascular invasion [11].
Besides, due to the stable expression and abundance,
circRNAs could also act as valuable diagnostic marker
for cancer detection. For instance, hsa_circ_0005075, a
new identified circRNA, is involved in the progression
of hepatocellular carcinoma and could act as a diagnostic
marker [12].
MicroRNAs (miRNAs) are a kind of noncoding RNA
with about 18-22 nucleotides. Usually, miRNAs participate
in post-transcriptional regulation by targeting the 3’-UTR
region of target genes. Plentiful researches have revealed
the important role of miRNAs in various diseases. In
cervical cancer, hundreds of miRNAs have been testified
to regulate the proliferation, migration, invasion, and
apoptosis. MiR-497 has been identified as tumor suppressor
and inhibits the proliferation, migration and invasion of
retinoblastoma, cervical cancer cells [13, 14].
In present study, our team screened the circRNAs
expression profiles in cervical cancer tissue using human
circRNA microarray assay, and ultimately identified a
significantly overexpressed hsa_circ_0018289. Hsa_
circ_0018289 is located at chr10:46968580-46969453
with 348 spliced length. Series of functional experiments
revealed the important role of hsa_circ_0018289 on
cervical cancer tumorigenesis. Besides, we also detected
the interaction of hsa_circ_0018289 with miR-497. These
finding provides valuable assistance for the prevention and
treatment of cervical cancer.

cancer tissue compared to normal tissue. Among these upregulated circRNAs, 6 circRNAs were randomly selected
and validated using RT-PCR, showing the significant
overexpression of candidate circRNAs (Figure 2A).
Hsa_circ_0018289 was one of the up-regulated candidate
circRNAs, and its expression was validated in 35 pairs
of cervical cancer tissue and adjacent normal tissue
(Figure 2B). Besides, hsa_circ_0018289 expression was
upregulated in 94.3% (33/35) cervical cancer tissues
compared with their adjacent non-tumor tissues (Figure
2C). In cervical cancer cells, hsa_circ_0018289 expression
was also upregulated up compared to human epidermal
cells (Figure 2D). Taken together, results confirmed the
up-regulated expression of hsa_circ_0018289 in cervical
cancer tissue and cells, suggesting a potential functional
circRNAs in cervical cancer tumorigenesis.

Hsa_circ_0018289 knockdown inhibited cervical
cancer cells proliferation
Hsa_circ_0018289 was one of the significant
up-regulated circRNAs in cervical cancer tissue and
cells. To investigate the role of hsa_circ_0018289 in
cervical cancer carcinogenesis, we performed loss-offunction experiments for hsa_circ_0018289 in vitro.
Specially designed interfering oligonucleotides targeting
hsa_circ_0018289 were synthesized to knock down
hsa_circ_0018289 expression in HeLa and SiHa cells
(Figure 3A). Colony formation assay showed that hsa_
circ_0018289 knockdown could decrease clone number
compared to control group (Figure 3B). Moreover, CCK8 assay showed that hsa_circ_0018289 knockdown
significantly suppressed the proliferation ability compared
to control group (Figure 3C). In summary, results showed
that hsa_circ_0018289 knockdown could inhibit the
proliferation of cervical cancer cells in vitro.

RESULTS
CircRNA expression profile in cervical cancer
tissue
In initial stage of experiments, 4 pairs of cervical
cancer tissue and adjacent noncancerous tissue were
performed for circRNA expression profile. Scatter plot
and volcano plot revealed that total 393 dysregulated
circRNAs with 2 fold change (P<0.01) were screened
(Figure 1A). Heat map showed 45 significantly expressed
circRNAs with 4 fold change (P<0.01) were presented,
including 19 downregulated and 26 up-regulated (Figure
1B, 1C). This was the first time to reveal the circRNA
expression profiles in cervical cancer tissue compared to
normal tissue. These aberrantly expressed circRNAs might
participate in cervical cancer tumorigenesis and play
important role for tumor occurrence and development,
providing plentiful potential functional circRNAs in
cervical cancer carcinogenesis.

Hsa_circ_0018289 knockdown inhibited cervical
cancer cells migration and invasion
It had been verified that hsa_circ_0018289
knockdown could inhibit cervical cancer cells proliferation
in HeLa and SiHa cells in vitro. To further investigate
the role of hsa_circ_0018289 on tumor physiological
characteristics, transwell assay was performed in
HeLa and SiHa cells in vitro. Results showed that hsa_
circ_0018289 knockdown could suppress the migration
(Figure 4A-4B) and invasion (Figure 4C-4D) vitality
compared to control group, suggesting the suppressive
role of hsa_circ_0018289 knockdown on cervical cancer
cells aggression.

Hsa_circ_0018289 was up-regulated in cervical
cancer tissue and cells

Hsa_circ_0018289 knockdown inhibited tumor
growth in vivo

CircRNA microarray assay revealed the expression
profiles of aberrantly expressed circRNAs in cervical

To investigate the role of hsa_circ_0018289
on tumor growth, xenograft model experiments were
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performed in vivo. HeLa cells stably transfected with
si-hsa_circ_0018289 or empty were subcutaneously
injected into flank of nude mice. The neoplastic volume
was measured every 3 days after injection, and the
weight was measured after three weeks. Results showed
that hsa_circ_0018289 knockdown markedly decreased
the tumor volumes and weights compared to the control
group (Figure 5A-5C), suggesting the suppression of hsa_
circ_0018289 knockdown on tumor growth in vivo.

within hsa_circ_0018289 and miR-497, showing the
decreasing of luciferase intensity when hsa_circ_0018289
vector combined with miR-497 (Figure 6B). HeLa cells
transfected with miR-497 mimics or inhibitor showed
the decreased or increased expression levels of hsa_
circ_0018289 (Figure 6C). Moreover, the co-transfection
of si-hsa_circ_0018289 and miR-497 inhibitor could
decrease the miR-497 expression compared to hsa_
circ_0018289 knockdown group (Figure 6D). Results
indicated that hsa_circ_0018289 interacted with miR497, suggesting the miRNA ‘sponge’ role and the potential
downstream targets of hsa_circ_0018289 in cervical
cancer tumorigenesis.

Hsa_circ_0018289 acted as ‘sponge’ and
interacted with miR-497
Presently, the role of circRNAs in tumor progression
was still non-completely identified. The major admissive
function of circRNAs was miRNAs ‘sponge’. The
possible target miRNAs for hsa_circ_0018289 was
predicted using Arraystar’s home-made software (Figure
6A). Luciferase reporter assay validated the combination

DISCUSSION
Presently, the role and mechanism of circRNAs
in tumor progression are still not well identified [15].
Although circRNAs have been discovered for decades,

Figure 1: CircRNA expression profile in cervical cancer tissue. (A) Volcano plot revealed the differently expressed circRNAs
in cervical cancer tissue compared to adjacent normal tissue. (B) Scatter plot showed the differently expressed circRNAs. (C) Heat map
showed the 45 significantly expressed circRNAs with 4 fold change (P<0.01) were presented, including 19 downregulated and 26 upregulated circRNAs. Red indicated the upregulated expression with high fold-change and green indicated the downregulated expression
with low fold-change.
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the significance of circRNAs is recognized with the
developing of high-throughput RNA-sequencing (RNASeq) and bioinformatics analysis [16, 17]. Emerging
evidences have illustrated that circRNAs play important
role in multiple physiological and pathological functions,
involving cardiovascular system disease, nervous system
disease and series of tumors [18–20]. Up to now, this is
the first time to screen the circRNAs expression profiles
in cervical cancer tissue, providing a vital insight for the
regulation of circRNAs on cervical cancer genesis.
In present study, our team revealed the circRNAs
expression profiles using human circRNAs microarray
analysis in 4 pairs of cervical cancer tissue and adjacent
noncancerous tissue. Total of 393 dysregulated circRNAs
with 2 fold change were screened, and we further
identified 45 significantly expressed circRNAs with 4 fold
change, including 19 downregulated and 26 up-regulated.
Among these up-regulated circRNAs, hsa_circ_0018289

was validated to be significantly up-regulated in 35 pairs
of cervical cancer tissue and adjacent normal tissue.
These aberrantly expressed circRNAs might participate in
cervical cancer tumorigenesis and play important role for
tumor occurrence and development.
Acting as a crucial member of ncRNAs family,
circRNAs have been testified to exert more and more
important role in multiple tumorigenesis [21]. For
instance, circRNAs ciRS-7 (Cdr1as) expression level
is much more upregulated in HCC than that in matched
non-tumor tissues, and significantly correlated with
hepatic microvascular invasion, acting as a promising
biomarker and a novel therapy target for HCC [11]. In our
study, loss-of-function experiments were performed to
investigate the biological functions of hsa_circ_0018289
in cervical cancer tumor characteristics. Results revealed
that hsa_circ_0018289 knockdown could suppress
cervical cancer cells proliferation, migration and invasion

Figure 2: Hsa_circ_0018289 was up-regulated in cervical cancer tissue and cells. (A) Six circRNAs were randomly selected to

validate using RT-PCR, showing the significant overexpression of candidate circRNAs. (B) Hsa_circ_0018289 expression was validated in
35 pairs of cervical cancer tissue and adjacent normal tissue. (C) Hsa_circ_0018289 expression was upregulated in 94.3% (33/35) cervical
cancer tissues. (D) Hsa_circ_0018289 expression was validated to be upregulated in cervical cancer cells compared to human epidermal
cells. Data was represented as mean ± SEM. *P<0.05, **P<0.01 represents statistical differences calculated.
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Figure 3: Hsa_circ_0018289 knockdown inhibited cervical cancer cells proliferation. (A) Specially designed interfering

oligonucleotides targeting hsa_circ_0018289 were synthesized to knock down hsa_circ_0018289 expression in HeLa and SiHa cells.
(B) Colony formation assay showed the clone number in hsa_circ_0018289 knockdown and control group. (C) CCK-8 assay showed
the proliferation ability in hsa_circ_0018289 knockdown and control group. Data was represented as mean ± SEM. *P<0.05, **P<0.01
represents statistical differences calculated.

Figure 4: Hsa_circ_0018289 knockdown inhibited cervical cancer cells migration and invasion. (A) Representative
migrative images of HeLa and SiHa cells transfected with hsa_circ_0018289 siRNAs or control. (B) Relative migration value of HeLa and
SiHa cells transfected with hsa_circ_0018289 siRNAs or control. (C) Representative invasive images of HeLa and SiHa cells. (D) Relative
invasion value of HeLa and SiHa cells. Data was represented as mean ± SEM. **P<0.01 represents statistical differences calculated.
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Figure 5: Hsa_circ_0018289 knockdown inhibited tumor growth in vivo. (A) Tumor volumes and size of subcutaneous

implantation mice models of HeLa cells stably transfected with si-hsa_circ_0018289 or controls. (B) The resected neoplasm from mice
models, including si-NC (left) and hsa_circ_0018289 knockdown (right). (C) Tumor weight of control group and hsa_circ_0018289
knockdown group. Data was represented as mean ± SEM. **P<0.01 represents statistical differences calculated.

Figure 6: Hsa_circ_0018289 interacted with miR-497. (A) The putative target miR-497 for hsa_circ_0018289 predicted using

Arraystar’s home-made software. (B) Luciferase reporter assay validated the interaction within hsa_circ_0018289 and miR-497. (C)
Expression level of hsa_circ_0018289 in HeLa cells transfected with miR-497 mimics or inhibitor. (D) Expression level of miR-497 in
HeLa cells transfected with si-hsa_circ_0018289 and/or miR-497 inhibitor. Data was represented as mean ± SEM. **P<0.01, *P<0.05
represents statistical differences calculated.
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in vitro. Furthermore, xenograft model experiments in
vivo indicated that the tumor growth was inhibited in the
hsa_circ_0018289 knockdown group, injected with stably
transfected si-hsa_circ_0018289 HeLa cells, comparing
to that in control group. In summary, loss-of-function
experiments in vitro and in vivo collectively indicated the
inhibition of hsa_circ_0018289 knockdown on cervical
cancer proliferation and metastasis, suggesting the
oncogenic role of hsa_circ_0018289 on cervical cancer
growth.
In the research of circRNAs, high-throughput RNA
sequencing and microarray analysis exert more and more
important roles on the expression profilesscreening, and
thousands of aberrantly expressed circRNAs have been
reported [22]. In the initial stage, the focus of circRNAs
research mainly concentrates on the expression profiles
detection, for example, circRNA microarray discovers and
identifies 23 upregulated and 48 downregulated circRNAs
in basal cell carcinoma, describing a variety of potentially
circRNAs involved in the molecular pathogenesis of
BCC [23]. In radioresistant esophageal cancer cells, highthroughput sequencing detected 3752 candidate circRNA
genes, containing 57significant upregulated circRNAs and
17 downregulated circRNAs, revealing a comprehensive
expression and functional profile of differentially
expressed circRNAs [24]. For cervical cancer tissue, our
study firstly revealed the differently expressed circRNAs
profiles, and showed the potential functional circRNAs in
the cervical cancer carcinogenesis.
CircRNAs are a type of non-protein coding RNAs
consisting of a circular loop with multiple miRNA binding
sites, being called as miRNA response elements (MREs)
and functioning as miRNA sponges. Until now, the major
canonical function of circRNAs is miRNAs ‘sponge’,
as well as lncRNAs. Because circRNAs have a specific
covalently closed circular construction, it might harbor
numerous miRNAs binding sites, acting as a huge ‘sponge’
to consume target miRNAs. For example, CDR1as (ciRS7) comes from “circular RNA sponge for miR-7” with
near 70 miR-7 binding site in the loop [25]. Moreover,
in oral squamous cell carcinomas, circRNA_100290
regulate CDK6 expression through sponging miR-29b
family members [26]. In present study, hsa_circ_0018289
was observed to directly bind to miR-497, which was
validated by luciferase reporter assays. Although the
further functional experiments are absent, the interaction
within hsa_circ_0018289 and miR-497 could indicate the
sponge role of hsa_circ_0018289 to miR-497.
Another important role of circRNAs is to act
as biomarker for early detection in series of tumors.
Due to the conservative covalently closed circular
structure, circRNAs could resist the digestion of RNA
enzyme, making its enrichment in peripheral blood
or body fluid. For instance, the aberrant expression of
hsa_circRNA_103636 in peripheral blood mononuclear
cells is tested to be a potential novel biomarker for the
www.impactjournals.com/oncotarget

diagnosis and treatment of major depressive disorder [27].
For cervical cancer, hsa_circ_0018289 is significantly upregulated in tumor tissue and cells, providing a potential
biomarker for cervical cancer patients’ early detection.
In summary, our study reveals the circRNAs
expression profiles in cervical cancer tissue and identifies
the functional candidate hsa_circhsa_circ_0018289 for
cervical cancer tumorigenesis, suggesting the important
suppressive role of hsa_circhsa_circ_0018289 knockdown
on proliferation. These results provide a novel insight of
circRNAs for cervical cancer carcinogenesis.

MATERIALS AND METHODS
Clinical specimens
A total of 35 pairs of cervical cancer tissue and
matched non-tumor tissue were collected for the study in
the Cangzhou Central Hospital and Zibo Central Hospital
between Dec 2015 and Aug 2016. None of the cervical
cancer patients received chemotherapy or radiotherapy
before surgery or biopsy. All tissue samples were rapidly
stored at −80°C after resection. This study was approved
by the Ethics Committee of Cangzhou Central Hospital
and Zibo Central Hospital. All the enrolled patients have
signed the informed consent.

CircRNA microarray analysis
Four pairs of cervical cancer tissue and matched
non-tumor tissue samples were selected for microarray
studies. RNA extraction and microarray hybridization were
performed based on the Arraystar’s standard protocols. In
briefly, total RNA was digested with Rnase R (Epicentre,
Madison, USA) to remove linear RNA and enrich circular
RNA. Then, RNAs were amplified for cRNA and labeled
with an Arraystar Super RNA Labeling Kit (Arraystar,
Rockville, the USA). Finally, these labeled RNAs were
hybridized using Arraystar mouse circRNA Array (V1.0,
Arraystar), and scanned by the Agilent Scanner G2505C.

Cervical cancer cells and culture
Cervical cancer cells (HeLa, CaSki, SiHa, HT-3 and
C33A), human epidermal cell (HaCaT) were purchased
from the American Type Culture Collection (ATCC,
Rockville, MD, USA). Cervical cancer cells were
cultured in Dulbecco's modified Eagle medium (DMEM,
Invitrogen, Carlsbad, CA, USA) supplemented with 10%
FBS, L-glutamine (2 mM), 100 mg/ml penicillin and 100
mg/ml streptomycin (Invitrogen, Carlsbad, CA, USA).
All cells were grown at 37°C in a cell incubator with a
humidified atmosphere containing 5% CO2. Cells were
transfected with indicated nucleotides or plasmid using
Lipofectamine 2000 (Invitrogen, CA, USA) according to
manufacturer’s instructions.
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and cloned into the downstream of the firefly luciferase
gene pGL3 (Invitrogen, Carlsbad, Calif, USA). Then,
HEK293T cells were co-transfected with wild type vector
(150 ng) or mutant vector (150 ng). Besides, miR-497
mimics or miR-NC (2 ng) were also transfected into
HEK293T cells using Lipofectamie 2000 (Invitrogen).
After 48 h of transfection, the luciferase activities
were detected using dual-luciferase reporter assay kit
(Promega) normalized to Renilla luciferase activity. All
the experiments were performed in triplicate.

Total RNA were isolated from cervical cancer tissues
and cells using Trizol reagent (Invitrogen, Carlsbad, Calif,
USA). Then, cDNA were synthesized using RevertAid
First Strand cDNA Synthesis kit (Thermo Fisher Scientific,
USA). Quantitative RT-PCR was performed using the
SYBR-Green PCR Master Mix kit (Takara, Dalian, China).
GAPDH acted as the endogenous control. All specific
primers for circRNAs and miRNA were purchased from
Sangon Biotech (Shanghai, China). The primer sequences
were shown as follows: hsa_circ_0018289 (outward
facing primers): 5’-TCACCAACCTTTGCCCTTCACAC
CT-3’, and 5’-AAGACTTACGTCTGTGTGCGTTGT-3’;
miR-497, forward, 5’-CTCTTGAACTGCAGACTCA-3,
reverse, 5’-TATGACATTTCAAGAATT-3’; GAPDH,
forward, 5’-TCGACAGTCAGCCGCATCTTCTTT-3’,
reverse, 5’-ACCAAATCCGTTGACTCCGACCTT-3’.
Relative levels of gene expression were normalized to
GAPDH housekeeping genes and calculated using the 2ΔΔCt
method.

Xenograft mouse model
The xenograft mouse models were performed in
nude mouse to determine the tumorigenicity. The animal
assay was approved by the Institutional Committee of
Cangzhou Central Hospital and Zibo Central Hospital and
carried out based on the Institutional Animal Care and
Use Committee’s guidelines. Male BALB/c nude mice
(6 weeks) were purchased from Slac Laboratory Animal
Center (Shanghai, China) and maintained under specific
pathogen-free conditions. HeLa cells (5×106 cells in 100
μl) transfected with si-hsa_circhsa_circ_0018289 were
subcutaneously injected into the back of nude mice. The
tumour size was measured every 3 days. At indicated
times, the mice were sacrificed and tumor weight were
measured.

Cell proliferation assay
Cell count kit-8 (CCK-8, Dojindo, Japan) was
used to detect cell proliferation. Briefly, 3×104 cervical
cancer cells (HeLa and SiHa) were seeded into 96-well
plates and 10 μl CCK-8 solution was added to each well.
Then, the cells were incubated at 37°C for 90 minutes.
At the indicated time points, the absorbance at 450 nm
was measured using a spectrophotometer. The data are
representative of three individual experiments carried out
in triplicate.

Statistical analysis
All statistical analysis in this study were performed
by the Statistical Product and Service Solutions (SPSS) 16.0
software package (IBM, Chicago, IL, USA) and GraphPad
Prism 6.0 (GraphPad Software, La Jolla, CA, USA). Paired
t test, independent t test and one way analysis of variance
(ANOVA) were used in this study correctly. P value of 0.05
or less was considered statistically significant.

Migration and invasion assay
Transwell assay was performed for cervical cells
(HeLa and SiHa) migration and invasion. In briefly, the
inserts were coated with 50 μL Matrigel (BD Biosciences,
Franklin Lakes, NJ, USA). Cells (5×104) were suspended
in 100 μl serum-free medium and then seeded on the upper
floor of Transwell chambers (BD Biosciences, Franklin
Lakes, NJ, USA). The lower chamber was added 500 μl
serum with 20% FBS. After 48 h of incubating at 37°C
with 5% CO2, the un-invaded cells were wiped with a
cotton swab, and invaded cells were fixed in methanol and
stained with 0.1% crystal violet. The number was counted
under microscope. Each experiment was performed in
triplicate.

Author contributions
Yu-Jin Dong and Bo Xu conceived and designed
the whole experiments and manuscript. Ya-Li Gao and ZiShen Zhao performed the major work of the assay. MingYun Zhang and Li-Jie Han collected and analyzed the data.

ACKNOWLEDGMENTS AND FUNDING
This work was supported by Central Laboratory of
Zibo Central Hospital and Basic Medical Research Center
of Shangdong University. The funding was supported
by National Natural Science Foundation of China
(812084129).

Bioinformatics analysis and luciferase reporter
assay
The circRNA-miRNA interaction was predicted
using Arraystar’s home-made miRNA target prediction
software based on TargetScan and miRanda. For luciferase
reporter assay, hsa_circ_0018289 cDNA was amplified
www.impactjournals.com/oncotarget

CONFLICTS OF INTEREST
All authors declare no conflicts of interest.
86632

Oncotarget

REFERENCES

14. Luo M, Shen D, Zhou X, Chen X, Wang W.
MicroRNA-497 is a potential prognostic marker in human
cervical cancer and functions as a tumor suppressor
by targeting the insulin-like growth factor 1 receptor.
Surgery. 2013; 153:836-47.

1. Bobdey S, Sathwara J, Jain A, Balasubramaniam G. Burden
of cervical cancer and role of screening in India. Indian J
Med Paediatr Oncol. 2016; 37:278-85.
2. Huang QT, Man QQ, Hu J, Yang YL, Zhang YM, Wang
W, Zhong M, Yu YH. Prognostic significance of neutrophilto-lymphocyte ratio in cervical cancer: A systematic
review and meta-analysis of observational studies.
Oncotarget. 2017; 8:16755–64. https://doi.org/10.18632/
oncotarget.15157.

15. Ebbesen KK, Hansen TB, Kjems J. Insights into circular
RNA biology. RNA Biol. 2016:1-11.

3. Suneja G, Brown D, Chang A, Erickson B, Fidarova E,
Grover S, Mahantshetty U, Nag S, Narayan K, BvochoraNsingo M, Viegas C, Viswanathan AN, Lin MY, et al.
American Brachytherapy Society: Brachytherapy treatment
recommendations for locally advanced cervix cancer for
low-income and middle-income countries. Brachytherapy.
2017; 16:85-94.

17. Metge F, Czaja-Hasse LF, Reinhardt R, Dieterich C.
FUCHS-towards full circular RNA characterization using
RNAseq. PeerJ. 2017; 5:e2934.

16. Becker HF, Heliou A, Djaout K, Lestini R, Regnier M,
Myllykallio H. High-throughput sequencing reveals circular
substrates for an archaeal RNA ligase. RNA Biol. 2017;
65:1-11.

18. Greene J, Baird AM, Brady L, Lim M, Gray SG, McDermott
R, Finn SP. Circular RNAs: Biogenesis, Function and Role
in Human Diseases. Front Mol Biosci. 2017; 4:38.
19. Li H, Hao X, Wang H, Liu Z, He Y, Pu M, Zhang H,
Yu H, Duan J, Qu S. Circular RNA Expression Profile
of Pancreatic Ductal Adenocarcinoma Revealed by
Microarray. Cell Physiol Biochem. 2016; 40:1334-44.

4. Mezei AK, Armstrong HL, Pedersen HN, Campos NG,
Mitchell SM, Sekikubo M, Byamugisha JK, Kim JJ,
Bryan S, Ogilvie GS. Cost-effectiveness of cervical cancer
screening methods in low- and middle-income countries: A
systematic review. Int J Cancer. 2017; 141:437-46.

20. Li P, Chen H, Chen S, Mo X, Li T, Xiao B, Yu R, Guo J.
Circular RNA 0000096 affects cell growth and migration in
gastric cancer. Br J Cancer. 2017; 116:626-33.

5. Zhao Y, Hang B, Xiong GW, Zhang XW. Laparoscopic
Radical Hysterectomy in Early Stage Cervical Cancer: A
Systematic Review and Meta-analysis. J Laparoendosc Adv
Surg Tech A. 2017; 23:565-73.

21. Xin Z, Ma Q, Ren S, Wang G, Li F. The understanding of
circular RNAs as special triggers in carcinogenesis. Brief
Funct Genomics. 2017; 16:80-6.

6. Muller S, Appel B. in vitro circularization of RNA. RNA
Biol. 2016:1-10.

22. Caiment F, Gaj S, Claessen S, Kleinjans J. Highthroughput data integration of RNA-miRNA-circRNA
reveals novel insights into mechanisms of benzo[a]
pyrene-induced carcinogenicity. Nucleic Acids Res. 2015;
43:2525-34.

7. Floris G, Zhang L, Follesa P, Sun T. Regulatory Role of
Circular RNAs and Neurological Disorders. Mol Neurobiol.
2016; 21:24-32.
8. Panda AC, Grammatikakis I, Munk R, Gorospe M,
Abdelmohsen K. Emerging roles and context of circular
RNAs. Wiley Interdiscip Rev RNA. 2017; 8.

23. Sand M, Bechara FG, Sand D, Gambichler T, Hahn
SA, Bromba M, Stockfleth E, Hessam S. Circular RNA
expression in basal cell carcinoma. Epigenomics. 2016;
8:619-32.

9. Kulcheski FR, Christoff AP, Margis R. Circular RNAs
are miRNA sponges and can be used as a new class of
biomarker. J Biotechnol. 2016; 238:42-51.
10. Bonizzato A, Gaffo E, Te Kronnie G, Bortoluzzi
S. CircRNAs in hematopoiesis and hematological
malignancies. Blood Cancer J. 2016; 6:e483.

24. Su H, Lin F, Deng X, Shen L, Fang Y, Fei Z, Zhao L, Zhang
X, Pan H, Xie D, Jin X, Xie C. Profiling and bioinformatics
analyses reveal differential circular RNA expression in
radioresistant esophageal cancer cells. J Transl Med. 2016;
14:225-31.

11. Xu L, Zhang M, Zheng X, Yi P, Lan C, Xu M. The circular
RNA ciRS-7 (Cdr1as) acts as a risk factor of hepatic
microvascular invasion in hepatocellular carcinoma. J
Cancer Res Clin Oncol. 2017; 143:17-27.

25. Kumar L, Shamsuzzama, Haque R, Baghel T, Nazir A.
Circular RNAs: the Emerging Class of Non-coding RNAs
and Their Potential Role in Human Neurodegenerative
Diseases. Mol Neurobiol. 2016; 23:12-21.

12. Shang X, Li G, Liu H, Li T, Liu J, Zhao Q, Wang C.
Comprehensive Circular RNA Profiling Reveals That hsa_
circ_0005075, a New Circular RNA Biomarker, Is Involved
in Hepatocellular Crcinoma Development. Medicine
(Baltimore). 2016; 95:e3811.

26. Chen L, Zhang S, Wu J, Cui J, Zhong L, Zeng L, Ge S.
circRNA_100290 plays a role in oral cancer by functioning
as a sponge of the miR-29 family. Oncogene. 2017;
43:54-64.
27. Cui X, Niu W, Kong L, He M, Jiang K, Chen S, Zhong A,
Li W, Lu J, Zhang L. hsa_circRNA_103636: potential novel
diagnostic and therapeutic biomarker in Major depressive
disorder. Biomarkers Med. 2016; 10:943-52.

13. Li J, Zhang Y, Wang X, Zhao R. microRNA-497
overexpression decreases proliferation, migration and
invasion of human retinoblastoma cells via targeting
vascular endothelial growth factor A. Oncol Lett. 2017;
13:5021-7.
www.impactjournals.com/oncotarget

86633

Oncotarget

