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ABSTRACT
Circular RNAs (circRNAs) play an important role in cancer development and progression by regulating gene
expression. The present study aimed to investigate the function of circRNA_100859 in colon cancer. circRNA
expression profiles from a human circRNAs chip were analyzed. The effects of circRNA_100859 on cell proliferation
and apoptosis were assessed in vitro and interactions between circRNA_100859 and its micro (mi)RNA and target
genes were analyzed. The diagnostic and prognostic significance of circRNA_100859 was also investigated. It was
identified that circRNA_100859 was overexpressed in colon cancer tissues and promoted cell proliferation and
inhibited cell apoptosis. Additionally, bioinformatics and a dual-luciferase reporter assay confirmed that
circRNA_100859 acted as a miR-217 sponge, and miR-217 directly targeted hypoxia-inducible factor (HIF)-1α.
Rescue assays demonstrated that HIF-1α protein and mRNA expression levels and cell proliferation were regulated
by the circRNA_100859/miR-217 axis (P<0.05). Furthermore, statistical analysis showed that the circRNA_100859miR-217-HIF-1α axis was associated with Tumor-Node-Metastasis (TNM) stage, histological grade, and KRAS
mutations, and also showed high diagnostic and prognostic value for patients with colon cancer (P<0.05).
Therefore, it was concluded that circRNA_100859 functions as an oncogene in colon cancer by sponging the miR217-HIF-1α pathway. In addition, the circRNA_100859-miR-217-HIF-1α axis may serve as a novel diagnostic and
prognostic biomarker for patients with colon cancer.

INTRODUCTION
Colon cancer is derived from intestinal epithelium and is
one of the most common gastrointestinal malignancies,
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and the incidence of the disease has rapidly increased in
recent years [1]. The tumorigenesis and metastasis of
colon cancer is a complicated process with many steps
concerning the activation of oncogenes and inactivation of
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anti-oncogenes [2, 3]. Although comprehensive therapies
have been used, the prognosis of colon cancer is still poor,
which may be due to the lack of early diagnosis and
effective targeted therapy agents [4]. Therefore, efficient
diagnosis and therapeutic approaches are important for
colon cancer research.
non-coding RNA (ncRNA) plays an important role in the
regulation of gene expression levels, RNA shearing and
modification but does not encode proteins [5].
microRNAs (miRNAs/miRs) are an important class of
endogenous single-stranded ncRNAs and function as
sequence-specific negative regulators in posttranscriptional gene silencing by base-pairing with target
mRNAs, which leads to mRNA cleavage or translational
repression [6]. circRNAs are a type of endogenous
ncRNAs characterized by covalently closed-loop
structures and regulate gene expression in eukaryotic cells
[7]. Many studies [8, 9] have highlighted that circRNAs
are extensively involved in various physiological
processes and abnormal expression and regulation of
circRNAs are closely related to carcinogenesis,
progression, and metastasis of tumors. circRNAs can be
divided into three subtypes according to the sequence
formation and combination [10]: exon-derived, intronderived, and exonic-intronic. Current studies [10, 11]
argue that circRNA functions as a miRNA sponge
suppressing miRNA expression levels and function, and
ultimately modulates gene transcription at the posttranscriptional level. Also, some circRNAs may play
crucial roles in gene transcription and protein synthesis,
but the precise mechanism of these functions remains
unclear and requires further study.
In the present study, circRNA expression profiles were
screened and it was found that circRNA_100859 was
overexpressed in colon cancer tissues, and
circRNA_100859 promoted colon cancer progression
by sponging miR-217 to upregulate hypoxia-inducible
factor (HIF)-1α expression levels. This indicated that
the circRNA_100859-miR-217-HIF-1α axis may have
value in diagnosis and prognosis prediction for patients
with colon cancer.

RESULTS
Different circRNA expression profiles of colon
cancer
The differential circRNA expression profiles of three
paired colon cancer and adjacent tissues were
estimated using the Arraystar Human circRNAs chip.
Scatterplots (Supplementary Figure 1A) and volcano
plots (Supplementary Figure 1B) demonstrated the
variation of differentially expressed circRNAs
between colon cancer and adjacent tissues. The
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circRNAs chip signals diagram based on the
differentially expressed circRNAs were obtained by
using an Axon Gene Pix 4000B Chip scanner
(Supplementary Figure 1C).
circRNA_100859 is significantly overexpressed in
colon cancer
After normalization and data analysis, there were 103
differentially expressed circRNAs, including 32 upregulated by 2-fold and 71 down-regulated by 2-fold
in colon cancer tissues compared with adjacent
normal tissues. Heat mapping (Figure 1A) revealed
the top 10 significantly up and down-regulated
circRNAs in colon cancer compared with adjacent
normal tissues. Full details these top 10 differentially
expressed circRNAs are listed in Table 1. Of the 20
differentially expressed circRNAs, after filtering out
circRNAs with low raw intensity, it was found that
circRNA_100859 was significantly overexpressed by
6.98-fold in colon cancer tissue in high raw intensity
samples. RT-qPCR was used to verify the circRNAs
chip analysis results. The results demonstrated that
circRNA_100859 was significantly overexpressed in
colon cancer tissues (n=50) (Figure 1B, P<0.05),
compared with adjacent tissues, and matched pair
analysis showed that the expression levels of
circRNA_100859 in colon cancer tissues were higher
than in corresponding adjacent non-cancer tissues
(Figure 1C, P<0.05).
Cells transfected successfully
In the present study, HCT116, HT29, SW480, Lovo
cells and HIEC cells were used. RT-qPCR analysis
demonstrated that circRNA_100859 was most highly
expressed in Lovo cells, followed by HT29 and SW480
cells, whilst the lowest expression levels of
circRNA_100859 were observed in HCT116 cells
compare with HIEC cells (Figure 2A, P<0.05). The
plasmid
overexpressing
circRNA_100859
was
transfected into HCT116 cells to upregulate
circRNA_100859 expression levels, while shRNA was
transfected into Lovo cells to silence circRNA_100859
expression. RT-qPCR results showed that the expression
levels of circRNA_100859 were significantly increased
in the circRNA_100859 overexpressing group,
compared with the empty vector group, and dramatically
decreased in the sh-circRNA_100859 group, compared
with the sh-NC group (Figure 2B, P<0.05). Also, the
miR-217 mimic, inhibitor, and NC were transfected into
Lovo and HCT116 cells. RT-qPCR assay results
confirmed that miR-217 expression levels were
significantly increased in the mimic group, and
significantly reduced in inhibitor group, compared with
the NC group (Figure 2C, P<0.05).
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circRNA_100859 promotes cell proliferation and
inhibit cell apoptosis
MTT and flow cytometry assays were used to assess the
role of circRNA_100859 in cell proliferation and
apoptosis in vitro. The MTT assay indicated that
circRNA_ 100859 overexpression significantly
promoted cell proliferation in HCT116 cells, while
circRNA_100859 silencing dramatically inhibited cell
proliferation in Lovo cells (Figure 3A, P<0.05).
Conversely, for cell apoptosis, the flow cytometry assay
demonstrated that circRNA_100859 overexpression
inhibited the rate of apoptosis, while circRNA_100859
silencing increased the rate of apoptosis (Figure 3B,
P<0.05). Together, the aforementioned results
demonstrated that circRNA_100859 overexpression
promoted cell proliferation and inhibited cell apoptosis,
and that circRNA_100859 silencing can inhibit cell
proliferation and promote apoptosis, indicating that
circRNA_100859 has an oncogenic role in colon cancer
procession.
circRNA_100859 acts as a competing endogenous
(ce)RNA to sponge miR-217
The fundamental structure of circRNA_100859 were
predicted using Cancer-Specific circRNA (http://gb.

whu.edu.cn/CSCD) and shown in Figure 4A. circRNA
can function as a miRNA sponge to suppress miRNA
expression. In order to elucidate the interaction between
circRNA_100859 and its target miRNAs, the miRanda
database was used (http://www.ebi.ac.uk/enright-srv/
microcosiTi/htdo/targets/v5) to predict the circRNA
_100859 binding sites on target miRNAs. There were 5
potential target miRNAs predicted, and miR-217
showed the highest context score (Figure 4B, 4C,
P<0.05). miR-217 was selected (Figure 5A) for further
analysis. To determine whether circRNA_100859
directly targeted miR-217, a dual-luciferase reporter
assay was performed to verify the MRE-based
circRNA_100859-miR-217 interaction. psiCHECK2circRNA_100859-wt and mut type plasmids were
constructed, and luciferase activity was estimated after
co-transfection with miR-217 mimic and miR-217 NC.
The results demonstrated that the miR-217 mimic
significantly inhibited the activity of circRNA_100859wt in HCT116 and Lovo cells compared with the miR217 NC (Figure 5B, P<0.05). Additionally, the
expression levels of miR-217 in colon cancer tissues
were determined using RT-qPCR. The results indicated
that miR-217 was dramatically down-regulated in
colorectal cancer tissues (n=50) (Figure 5C, P<0.05),
and Pearson’s analysis showed that was a negative
correlation between circRNA_100859 and miR-217

Figure 1. circRNA_100859 is significantly overexpressed in colon cancer and verified by RT-qPCR (n=3). (A) The heat mapping
revealed the top ten significantly increased and decreased circRNAs. (B) RT-qPCR assay verifies that it significantly over-expressed in colon
cancer tissues (n=50), compared with adjacent non-cancer tissues. (C) Matched pair analysis showed the expression of circRNA_100859 in
colon cancer tissues was mostly higher than corresponding adjacent non-cancer tissues. N: adjacent non-cancer tissues, C: colon cancer tissues.
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Table 1. The top 10 significantly up-and down-regulated circRNAs.
circRNA
hsa_circRNA_402438
hsa_circRNA_100859
hsa_circRNA_000320
hsa_circRNA_101736
hsa_circRNA_100923
hsa_circRNA_004299
hsa_circRNA_104018
hsa_circRNA_008561
hsa_circRNA_102502
hsa_circRNA_104289
hsa_circRNA_003613

P-value
0.036410256
0.011448038
0.037806042
0.028113005
0.028496393
0.036327512
0.014580554
0.046482742
0.010099194
0.040986664
0.032246337

FDR
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763
0.541205763

FC (abs)
6.9848956
6.6872112
6.056733
5.9997955
5.0672873
5.0554866
5.0397681
4.5019564
4.4760374
4.469468
6.0363774

Regulation
up
up
up
up
up
up
up
up
up
up
down

source
25242744
circBase
circBase
circBase
circBase
circBase
circBase
circBase
circBase
circBase
circBase

chrom
chr2
chr11
chr11
chr16
chr11
chr7
chr5
chr22
chr19
chr7
chr1

hsa_circRNA_404493

0.007203568

0.541205763

5.5870737

down

25070500

chr1

hsa_circRNA_104179
hsa_circRNA_090181

0.029554524
0.038800405

0.541205763
0.541205763

5.5658284
5.0924081

down
down

circBase
circBase

chr6
chrX

hsa_circRNA_001543

0.047464488

0.541205763

5.0328232

down

circBase

chr7

hsa_circRNA_001233
hsa_circRNA_403472
hsa_circRNA_406309
hsa_circRNA_104456
hsa_circRNA_102670

0.031753546
0.036627096
0.01797211
0.026157055
0.012829811

0.541205763
0.541205763
0.541205763
0.541205763
0.541205763

5.0098082
4.5210286
4.1653952
3.0142349
2.6244007

down
down
down
down
down

circBase
25242744
25070500
circBase
circBase

chr12
chr5
chr3
chr7
chr2

type
exonic
exonic
intronic
exonic
exonic
exonic
exonic
exonic
exonic
exonic
exonic
sense
overlapping
exonic
exonic
sense
overlapping
antisense
exonic
intronic
exonic
exonic

GeneSymbol
ORC2
KDM2A
AHNAK
SMG1
PICALM
ARPC1B
SFXN1
TCF20
URI1
EIF3B
NRD1
C1orf50
ZUFSP
DMD
RSBN1L
EP400NL
NR3C1
CMSS1
PUS7
BIRC6

Figure 2. Cell transfected successfully. (A) RT-qPCR assay showed that circRNA _ 100859 was up-regulated in Lovo, HT29, SW480,
HCT116 cells, *P < 0.05, **P < 0.01 versus HIEC cells. (B) RT-qPCR assay showed that circRNA_100859 was increased in HCT116 cells, and
decreased in Lovo cells. (C) RT-qPCR assay demonstrated that miR-217 expression levels were significantly increased in the mimic group, and
significantly reduced in inhibitor group. *P < 0.05, **P < 0.01 versus corresponding NC group.
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(Figure 5D, P<0.05). Furthermore, it was found that
circRNA_100859 overexpression inhibited miR-217
expression, while circRNA_100859 silencing increased
miR-217 expression levels (Figure 5E, 5F, P<0.05). In
brief, the aforementioned results demonstrated that
circRNA_100859 acts as a miRNA sponge for miR-217
in colon cancer.
HIF-1α is directly targeted by miR-217
To further elucidate the interaction between miR-217
and potential targeting genes, the target genes of miR217 were predicted using miRanda version 5
(http://www.ebi.ac.uk/enright-srv/microcosiTi/htdo/
targets/v5), TargetScan (http://www.targetscan.org),
and mibase (http://pictar.mdc-berlin.de/). The circRNAmiRNA-mRNA network was predicted using Cytoscape
software (version 3.6.1:http://cytoscape.org/) and HIF1α had relatively high target score (Figure 6). To assess
the targeting regulatory relationship between HIF-1α
and miR-217. The miR-217 binding site in the HIF-1α
3’untranslated region is shown in Figure 7A and the
dual-luciferase reporter assay demonstrated that the
miR-217 mimic significantly inhibited the activity of
HIF-1α-wt in HCT116 and Lovo cells compared with
the miR-217 NC (Figure 7B, P<0.05). Additionally,
RT-qPCR demonstrated that HIF-1α mRNA was
markedly overexpressed in colon cancer tissues (n=50)
(Figure 7C, P<0.05), and Pearson’s analysis indicated

that there was negative correlation between miR-217
and HIF-1α mRNA expression levels (Figure 7D,
P<0.05). Furthermore, HIF-1α mRNA expression levels
were significantly decreased in the miR-217 mimic
group and dramatically increased in the miR-217
inhibitor group compared with the miR-217 NC group
both in HCT116 and Lovo cells (Figure 7E, 7F,
P<0.05). These results suggested that HIF-1α was
directly targeted by miR-217 in colon cancer.
Rescue assays
The
aforementioned
studies
showed
that
circRNA_100859 acts as a ceRNA to sponge miR-217
and HIF-1α by directly targeted miR-217. Furthermore,
in order to determine the interaction between the
circRNA_100859-miR-217 axis and HIF-1α, and the
roles of the circRNA_100859-miR-217-HIF-1α axis in
colon cancer progression, rescue assays were
performed. HIF-1α expression levels and cell
proliferation were detected after co-transfection with the
circRNA_100859 overexpressing plasmid and miR-217
mimic in HCT116 cells, and co-transfection with shcircRNA_100859 and miR-217 inhibitor into Lovo
cells. The results showed that circRNA_100859
overexpression increased HIF-1α protein and mRNA
expression levels, but this effect was reversed by the
miR-217 mimic, while circRNA_100859 silencing
inhibited HIF-1α protein and mRNA expression, but

Figure 3. circRNA_100859 can promote cell proliferation and inhibit cell apoptosis. (n=3). (A) MTT assay; (B) Flow Cytometry
assay. *P < 0.05, **P < 0.01 versus corresponding NC group.
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this effect was reversed by the miR-217 inhibitor
(Figure 8A, 8B, P<0.05). Furthermore, the miR-217
mimic rescued proliferation in HCT116 cells with
circRNA_100859 overexpression, and the miR-217
inhibitor rescued proliferation in Lovo cells with
circRNA_100859 silencing (Figure 9A, P<0.05). In
short, the above results indicated that HIF-1α

expression levels and cell proliferation were
regulated by the circRNA_100859-miR-217 axis, and
that the circRNA_100859-miR-217-HIF-1α axis
contributed to colon cancer progression. In brief, as
illustrated in Figure 9B, these results demonstrated that
circRNA_100859 can directly sponge miR-217 to target
HIF-1α, contributing to colon cancer progression.

Figure 4. circRNA-miRNA interaction (A) The fundamental structure modes of circRNA_100859 predicted by CSCD. (B) 5 potential target
miRNAs of circRNA_100859. (C) The interaction sequences of circRNA_100859 to miRNAs.
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Figure 5. circRNA_100859 acts as a ceRNA to sponge miR-217. (A) The potential binding sequences of circRNA_100859 to miR-217.
(B) The relative luciferase activities were estimated after co-transfection with circRNA_100859-wt or mut and miR-217 mimics or miR-217 NC
were analyzed. **P<0.01 vs. empty vector+NC. #P>0.05 vs. mut+mimic. (C) miR-217 was dramatically down-regulated in colon cancer tissues
(n=50), *P < 0.05, **P < 0.01 versus adjacent non-cancer tissues. (D) Pearson's analysis suggested that the negative correlation between
circRNA_100859 and miR-217. (E, F) RT-qPCR demonstrated that circRNA_100859 overexpression inhibited miR-217 expression, while
circRNA_100859 silencing increased miR-217 expression. *P < 0.05, **P < 0.01 versus corresponding NC group.

Figure 6. circRNA-miRNA-mRNA network. Yellow color represents circRNA_100859, the red color and light-blue color represent miRNA
and mRNA, respectively.
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Figure 7. HIF-1α was directly targeted by miR-217. (A) The potential binding sequences of HIF-1α to miR-217. (B) T The relative
luciferase activities were estimated after co-transfection with HIF-1α-wt or mut and miR-217 mimics or miR-217 NC. **P<0.01 vs. empty
vector+NC. #P>0.05 vs. mut+mimic. (C) HIF-1αwas significantly over-expressed in colon cancer tissues (n=50), *P < 0.05, **P < 0.01 versus
adjacent noncancer tissues. (D) Pearson's analysis suggested that the negative correlation between HIF-1α and miR-217. (E, F) RT-qPCR
demonstrated that HIF-1α mRNA expression were significantly decreased in miR-217 mimic group, and dramatically increased in miR-217
inhibitor group. *P < 0.05, **P < 0.01 versus miR-217 NC group.

Figure 8. circRNA_100859 can directly sponge to miR-217 to further target HIF-1α. (A) HIF-1α protein expression. (B) HIF-1α mRNA
expression. *P < 0.05, **P < 0.01 versus corresponding NC group.

www.aging-us.com

13345

AGING

Diagnostic and prognostic value of the circRNA_
100859-miR-217-HIF-1α axis in colon cancer
Receiver operating curve analysis was used to explore
the potential diagnostic value of the circRNA_100859miR-217-HIF-1α axis in patients with colon cancer. The
results
demonstrated
that
components
the
circRNA_100859-miR-217-HIF-1α axis showed high
diagnostic efficiency for patients with colon cancer with
area under the curve (AUC) =0.9865, 0.9680, and
0.8825, respectively (Figure 10A–C, P<0.05). Also, all
50 colon cancer cases were divided into high and low
circRNA_100859, miR-217, and HIF-1α expression
groups by using the median circRNA_100859, miR217, and HIF-1α expression values, respectively.
Kaplan-Meier survival analysis indicated that high
circRNA_100859 and HIF-1α expression levels were
associated with shorter progression-free survival (PFS)
(median (m) PFS, 21.5 vs 31.2 months, P=0.036; 28.1
months vs 31.1 months, P=0.039; Figure 10B), and

lower miR-217 expression levels were correlated with
shorter PFS (mPFS, 32.4 vs 22.7 months, P=0.025,
Figure 10D–F). Furthermore, multivariate Cox
regression analysis revealed that high circRNA_100859,
low miR-217, high HIF-1α expression levels as well as
histological grade were a poor prognostic factors for
colon cancer (Figure 11A). These results demonstrated
that the circRNA_100859-miR-217-HIF-1α axis
showed high diagnostic and prognostic value in patients
with colon cancer.
Relationship with clinicopathological features
The association between the circRNA_100859-miR-217HIF-1α axis and clinicopathological features were
analyzed using Chi-square tests. The results indicated that
stage III and poorly differentiated tissues showed higher
circRNA_100859 and higher HIF-1α expression levels
compared with stage I/II and well/moderate differentiated
tissues (Figure 11B, 11C). On the contrary, stage III and

Figure 9. Rescue assays. (A) MTT assay showed the effects of circRNA_141539/miR-4469 axis on cell proliferation, *P < 0.05, **P < 0.01
versus corresponding NC group. (B) Schematic diagram of circRNA_100859-miR-217- HIF-1α axis in colon cancer procession.
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poorly differentiated tissues showed lower miR-217
expression levels (Figure 11D). Also, circRNA_100859
expression levels were positively associated with KRAS
mutations, but miR-217 and HIF-1α expression levels
were not correlated with KRAS mutations.

DISCUSSION
Previous studies have proved that the development of
colon cancer is a complicated process, involving the
activation of multiple oncogenes and inactivation of
tumor suppressor genes, and is also often accompanied
by epigenetic modifications. ncRNA is an important
component of epigenetic regulation, including
regulation of gene expression levels and participating
in a variety of biological processes [12, 13]. Also,
unlike linear ncRNA, such as miRNA or long noncoding RNA, circRNAs are a special type of
endogenous ncRNAs characterized by a covalently
closed loop without 5’ caps and 3’ tails and are highly
conserved and stably expressed in eukaryotic cells.

Recent research [14, 15] indicated that abnormal
expression and regulation of circRNAs are involved in
the occurrence and development of a variety of
tumors. Li et al. [16] reported that circRNA_0002483
can enhance Taxol sensitivity of non-small cell lung
cancer cells by targeting miR-182-5p. Additionally,
Liu et al. [17] reported that circRNA_5692 inhibits
hepatocellular carcinoma progression by sponging
miR-328-5p to enhance DAB2IP expression levels.
Furthermore, Wang et al. [18] reported that
circRNA_LMTK2 acts as a miR-150-5p sponge and
promotes proliferation and metastasis in gastric cancer.
However, research investigating the function of
circRNAs in colon cancer is limited.
In the present study, different circRNA expression
profiles of colon cancer were established using a
circRNA chip and it was demonstrated that
circRNA_100859 was significantly overexpressed in
colon cancer tissues using RT-qPCR. In vitro assays
demonstrated that circRNA_100859 promoted cell

Figure 10. Diagnostic and Prognostic Value of circRNA_100859-miR-217-HIF-1α axis in colon cancer. ROC curve for
(A) circRNA_100859, (B) miR-217, and (C) HIF-1α expression. Kaplan-Meier survival curve of (D) higher and lower circRNA_100859, (E) miR217, and (F) HIF-1α expression in colon cancer patients.
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proliferation and inhibited cell apoptosis, suggesting that
circRNA_100859 functions an oncogene and may serve
as a novel therapeutic target in colon cancer treatment.
From the chip data, circRNA_100859 was exonic and
located on chromosome 11: 66985201-66986874. Using
the circNet database, miR-217 was a predicted target of
circRNA_100859 and this was confirmed using a dualluciferase reporter assay. In addition, miR-217 was
down-regulated and negatively correlated with
circRNA_100859,
which
suggested
that
circRNA_100859 acts as a miR-217 sponge in colon
cancer. miR-217 is located on chromosome 2p16.1 [19],
and a previous study [20] reported that miR-217
functions as a tumor suppressor and is a useful
diagnostic biomarker and prognosis predictor for
several types of cancer. The present findings indicated

that the circRNA_100859- miR-217 axis is involved in
colon cancer progression.
Additionally, in order to further determine the
mechanisms responsible for the oncogenic role of
circRNA_100859-miR-217 axis, target genes and
biological processes were explored. Prediction from
bioinformatics tools combined with luciferase
reporter assays demonstrated that miR-217 directly
targeted the HIF-1α gene and inhibited its expression.
Rescue assays further suggested that HIF-1α
expression levels and cell proliferation was regulated
by the circRNA_100859- miR-217 axis. These results
indicated that the circRNA_100859-miR-217-HIF-1α
axis contributes to colon cancer progression. Hypoxia
is the most common and obvious neoplastic

Figure 11. Relationship between circRNA_100859-miR-217-HIF-1α axis and clinic pathological features. (A) Multivariate Cox
regression analysis. (B) Box Plots for analysis circRNA_100859 expression, (C) Box Plots analysis for miR-217 expression. (D) Box Plots analysis
for HIF-1α expression.
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microenvironment in solid tumors and occurs due to
the rapid proliferation of tumor cells [21, 22]. HIF-1α
is a nuclear protein with transcriptional activity in the
hypoxic environment [23] and HIF-1α can activate
downstream genes participating in crucial aspects of
cancer biology, including angiogenesis, cell survival,
glucose metabolism and invasion [24, 25]. In the
present study, it was speculated that the
circRNA_100859-miR-217-HIF-1α axis may promote
colon cancer progression and that HIF-1α may be a
potentially novel therapeutic target for colon cancer.
Furthermore, circRNA-miRNA-mRNA axis components
may function as potential biomarkers for disease
diagnosis and treatment. The diagnostic and prognostic
significance of the circRNA_100859-miR-217-HIF-1α
axis in colon cancer were analyzed in the present study.
Statistical analysis showed that the circRNA_ 100859miR-217-HIF-1α axis was associated with Tumor-NodeMetastasis stage, histological grade, showing high
diagnostic and prognostic value for patients with colon
cancer. Notably, it was found that circRNA_100859
levels were positively associated with KRAS mutations,
but miR-217 and HIF-1α expression levels were not
correlated with KRAS mutations. This may be a key part
of future research.

the Department of Pathology, the Second Xiangya
Hospital. All participants gave written informed consent
and the study was approved by The Institutional Ethical
Review
Board.
None
of
cases
received
chemoradiotherapy prior to operation. All samples were
stored at -80 °C refrigerator after operation. After surgery,
all patients received standard treatment according to
National Comprehensive Cancer Network (NCCN)
guidelines, and all patients follow up ranged 15-35
months, the median time of follow-up was 23 months, the
last follow-up date was 12/25/2019. Human colon cancer
cell lines HCT116, HT29, SW480, Lovo and normal
human intestinal epithelial (HIEC) cell lines were bought
from Cell Resource Center, Shanghai Institutes for
Biological Sciences. The cells after resuscitation were
cultured in high glucose DMEM medium, containing 10%
fetal bovine serum and incubated at a constant incubator
at 37°C, 5% CO2. All the cell lines used in the
experiments were approved by the institutional ethical
review board.
Reagents

However, there are several limitations of the present
study. Firstly, no in vivo experiments were performed.
Secondly, the biological processes responsible for the
oncogenic role of circRNA_100859 need further
investigation. Furthermore, only 50 patients were
enrolled, therefore the sample size was relatively small
and the results of the present study require further largescale clinical validation.

RPMI1640, fetal bovine serum and trypsase all were
bought from Sigma Co.Ltd (USA). RNeasy Mini Kit were
purchased from Hilden Co.Ltd (Germany). Arraystar
Human circRNAs chip were purchased from Rockville
Co. Ltd(USA). TRIzol reagent, MTT, DMSO, crystal
violet, PCR reverse transcription kit were bought from
Invitrogen Co.Ltd (USA). Annexin V/PI cell apoptosis
kits were purchased from Sigma Co.Ltd (USA). Rabbit
anti-HIF-1α antibody (1:1000 dilution, catalog number:
ab203848), and Goat Anti-Rabbit IgG H&L (HRP)
(1:1000, catalog number: ab205718) were purchased from
Abcam Co.Ltd (USA).

CONCLUSION

circRNA chip detection

The present study identified that circRNA_100859 was
significantly overexpressed in colon cancer tissues for
the first time, to the best of our knowledge. It was also
demonstrated that circRNA_100859 functions as an
oncogene in colon cancer by sponging the miR-217HIF-1α pathway. Furthermore, the components of the
circRNA_100859-miR-217-HIF-1α axis may serve as a
novel diagnostic and prognostic biomarkers for patients
with colon cancer, although further exploration and
large-scale clinical validation is needed.

MATERIALS AND METHODS

The total RNA of three paired colon cancer and adjacent
normal tissues were obtained using a RNeasy Mini kit
(Qiagen, Hilden, Germany), and RNA quality and
quantity were evaluated using a ND-2000 nanodrop
spectrophotometer. Then, linear RNAs were removed
and circRNAs were amplified. Different circRNA
expression profiles were evaluated using the ArrayStar
Human circRNs chip (8×15 K, Arraystar, Rockville, MD,
USA). circRNAs demonstrating P-values < 0.05 had
significant differential expression. The log2-ratio was
used for quantile normalization. circRNA detection was
performed using Shanghai Genechem Co. Ltd (Chinese).

Materials

Reverse transcription-quantitative PCR (RT-qPCR)

Tissues and cells
Fifty samples of pathologically diagnosed colon cancer
with paired adjacent normal tissues were obtained from

Total RNA was extracted from paired tissues using
TRIzol® reagent (Invitrogen). cDNA was synthesized
using a RT kit. qPCR was performed using the SYBR
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Green system. circRNAs and mRNA relative expression
levels were estimated using the 2−ΔΔCt method
(ΔCt=Cttarget -CtU6). The Forward (F) and reverse (R)
primers sequence for qRT-PCR were as follows:
circRNA_100859:
Forward:
5′-TATGCAGTTAA
AAATATACA-3′, Reverse: 5′-GATCGGACACG
GGTCTT-3′; miR-217: Forward: 5′-ACCTCCAGCTG
GGAGGTTAGTCAAGGACTA-3′, Reverse: 5′-TGG
TGTCGTGGAGTCG-3′; HIF-1α: Forward: 5′-TGA
TTGCATCTCCATCTCCTACC-3′, Reverse: 5′-GACT
CAAAGCGACAGATAACACG-3′; U6: Forward: 5′CGCTTCGGCAGCACATATACTAAAATTGGAAC3′, Reverse: 5′-GCTTCACGAATTTGCGTGTCATCC
TTGC-3′.

were added into each well for 15 min and 30 min,
respectively. Apoptotic cells were evaluated using flow
cytometry (Attune NxT, ThermoFisher).
Luciferase assay
circRNA_100859 sequence [wild-type (wt) and mutant
(mut)] and full-length HIF-1α (wt and mut) were
amplified using PCR and cloned into the dual-luciferase
reporter pmirGLO vector and co-transfected with the
miR-217 mimic or miR-217 NC into HCT116 and Lovo
cells. After transfection for 48 h, luciferase activity was
estimated using a Dual-Luciferase Reporter assay
system. Renilla luciferase activity was normalized
against firefly luciferase activity.

Cell transfection
Western blotting
The full length of circRNA_100859 (circRNA_100859
overexpression) was cloned into pcDNA3.1 vector, and
the small hairpin (sh)RNA sequence targeting
circRNA_100859 (sh-circRNA_100859) was inserted
into a lentiviral vector using Shanghai Genechem Co.
Ltd (Chinese). All vector were labeled with a green
fluorescent protein (GFP). The sequence of
circRNA_100859 OE and si-circRNA_100859 were 5′TCCCTATGCAGTTAAA AAT-3′, 5′-ATACAACATT
GAAGATCG-3′, respectively. The concentration of
plasmid were 50 nM. The miR-217 mimic and miR217 inhibitor were also constructed by Shanghai
Genechem Co. Ltd (Chinese). The sequence of miR-217
mimics, inhibitors and Negative control were 5′UACUGCAUCAGGAACUGAUUGGAU-3′, 5′-ATCC
AATCAGTTCCTG ATGCAGTA-3′, 5′-CUCAAGG
AUGCGUUAAGGUUACUA-3′, respectively.
Transfection was performed using Lipofectamine®TM
3000 transfection reagent (Invitrogen). A pcDNA3.1
empty vector, sh-negative control (NC) and miR-217
NC were used as NCs. After 24 h of transfection, the
transfection efficiency was observed under a
fluorescence microscope and verified using RT-qPCR.
MTT assay
Transfected cells in the logarithmic growth phase were
seeded into 96-well culture plates and cultured for 0, 12,
24, 48, and 72 h. Then, 20 μl MTT regent was added to
each well for 4 h. In turn, 100 μl DMSO was added into
each well for 30 min. The absorbance was assessed at
optical density 490 nm using a micro plate reader.
Flow cytometry
Transfected cells in logarithmic growth phase were
seeded into 96-well culture plates, and cultured for 48 h.
Then, 5 μl Annexin V-FITC and 5 μl propidium iodide
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Total protein of transfected cells in logarithmic growth
phase was extracted using RIPA lysis buffer. Then, 50
μg isolated protein were separated loaded onto a 10%
gel, resolved using SDS-PAGE, transferred to PVDF
membranes, and then blocked with 5% non-fat milk and
probed with primary antibodies overnight at 4°C. Then,
HRP-conjugated secondary antibodies were added at
room temperature for 1 h. β-actin was used as a control.
Blot bands were visualized using an ECL-PLUS kit.
Statistical analysis
All statistical analyses in this project were performed
using SPSS version 17.0. Experiments were repeated
three times. All data are shown as mean ± standard
deviation. A two-tailed Student’s t-test or paired t-test
was performed to compare two groups. Analysis of
variance was used for multiple comparisons. The
association between circRNA_100859 expression levels
and clinicopathological features was analyzed using
Chi-square tests. Progression-free survival curves were
performed using the Kaplan-Meier method. Prognostic
analysis as conducted using univariate and multivariate
Cox regression analysis. The correlation between
circRNA_100859 and miR-217 and HIF-1α were
evaluated using Pearson’s correlation analysis. P<0.05
was considered to indicate a statistically significant
difference.

AUTHOR CONTRIBUTIONS
Yinghuan Dai and Zhiyuan Li designed and directed the
project. Peng Zhou conceived of the presented idea and
planned the experiments. Wei Xie and Hua-Lin Huang
verified the analytical methods. Rongqi Huang, Chao
Tian, and Hongbo Zhu aided in interpreting the results
and worked on the manuscript. All authors discussed
the results and contributed to the final manuscript.

AGING

ACKNOWLEDGMENTS
We thank all the members who contributed to this
article.

in epithelial to mesenchymal transition in cancer. Front
Biosci (Elite Ed). 2020; 12:48–78.
PMID:31585869
7.

Burgess DJ. Coming full circle in cancer. Nat Rev Genet.
2019; 20:191.
https://doi.org/10.1038/s41576-019-0104-8
PMID:30804444

8.

Yu T, Wang Y, Fan Y, Fang N, Wang T, Xu T, Shu Y.
CircRNAs in cancer metabolism: a review. J Hematol
Oncol. 2019; 12:90.
https://doi.org/10.1186/s13045-019-0776-8
PMID:31484561

9.

Shang Q, Yang Z, Jia R, Ge S. The novel roles of
circRNAs in human cancer. Mol Cancer. 2019; 18:6.
https://doi.org/10.1186/s12943-018-0934-6
PMID:30626395

CONFLICTS OF INTEREST
There is no conflicts of interests and non-financial
competing interests in all of authors.

FUNDING
This paper was supported by frontier Research Programs
of Guangzhou Regenerative Medicine and Health
Guangdong Laboratory (Grant No. 2018GZR110105020
and 2018GZR110105019), The National Natural Science
Foundation of China (31671211), Science and
Technology Planning Project of Guangdong Province,
China (2017B030314056).

REFERENCES
1.

2.

3.

4.

Harada S, Morlote D. Molecular pathology of colorectal
cancer. Adv Anat Pathol. 2020; 27:20–26.
https://doi.org/10.1097/PAP.0000000000000247
PMID:31503031
Osterman E, Mezheyeuski A, Sjöblom T, Glimelius B.
Beyond the NCCN risk factors in colon cancer: an
evaluation in a swedish population-based cohort. Ann
Surg Oncol. 2020; 27:1036–45.
https://doi.org/10.1245/s10434-019-08148-3
PMID:31893351
Ferrer-Mayorga G, Larriba MJ, Crespo P, Muñoz A.
Mechanisms of action of vitamin D in colon cancer. J
Steroid Biochem Mol Biol. 2019; 185:1–6.
https://doi.org/10.1016/j.jsbmb.2018.07.002
PMID:29981368
Vasaikar S, Huang C, Wang X, Petyuk VA, Savage SR,
Wen B, Dou Y, Zhang Y, Shi Z, Arshad OA, Gritsenko MA,
Zimmerman LJ, McDermott JE, et al, and Clinical
Proteomic Tumor Analysis Consortium. Proteogenomic
analysis of human colon cancer reveals new therapeutic
opportunities. Cell. 2019; 177:1035–49.e19.
https://doi.org/10.1016/j.cell.2019.03.030
PMID:31031003

10. Zang J, Lu D, Xu A. The interaction of circRNAs and RNA
binding proteins: an important part of circRNA
maintenance and function. J Neurosci Res. 2020;
98:87–97.
https://doi.org/10.1002/jnr.24356 PMID:30575990
11. Zhang L. Circular RNA: the main regulator of energy
metabolic reprogramming in cancer cells. Thorac
Cancer. 2020; 11:6–7.
https://doi.org/10.1111/1759-7714.13251
PMID:31773871
12. Vincent A, Ouelkdite-Oumouchal A, Souidi M, Leclerc J,
Neve B, Van Seuningen I. Colon cancer stemness as a
reversible epigenetic state: implications for anticancer
therapies. World J Stem Cells. 2019; 11:920–36.
https://doi.org/10.4252/wjsc.v11.i11.920
PMID:31768220
13. Mohammad HP, Barbash O, Creasy CL. Targeting
epigenetic modifications in cancer therapy: erasing the
roadmap to cancer. Nat Med. 2019; 25:403–18.
https://doi.org/10.1038/s41591-019-0376-8
PMID:30842676
14. Wu J, Qi X, Liu L, Hu X, Liu J, Yang J, Yang J, Lu L, Zhang
Z, Ma S, Li H, Yun X, Sun T, et al. Emerging epigenetic
regulation of circular RNAs in human cancer. Mol Ther
Nucleic Acids. 2019; 16:589–96.
https://doi.org/10.1016/j.omtn.2019.04.011
PMID:31082792

5.

Sun B, Liu C, Li H, Zhang L, Luo G, Liang S, Lü M.
Research progress on the interactions between long
non-coding RNAs and microRNAs in human cancer.
Oncol Lett. 2020; 19:595–605.
https://doi.org/10.3892/ol.2019.11182
PMID:31897175

15. Vo JN, Cieslik M, Zhang Y, Shukla S, Xiao L, Zhang Y, Wu
YM, Dhanasekaran SM, Engelke CG, Cao X, Robinson
DR, Nesvizhskii AI, Chinnaiyan AM. The landscape of
circular RNA in cancer. Cell. 2019; 176:869–81.e13.
https://doi.org/10.1016/j.cell.2018.12.021
PMID:30735636

6.

Shukla V, Adiga D, Jishnu PV, Varghese VK,
Satyamoorthy K, Kabekkodu SP. Role of miRNA clusters

16. Li X, Yang B, Ren H, Xiao T, Zhang L, Li L, Li M, Wang X,
Zhou H, Zhang W. Hsa_circ_0002483 inhibited the

www.aging-us.com

13351

AGING

progression and enhanced the taxol sensitivity of nonsmall cell lung cancer by targeting miR-182-5p. Cell
Death Dis. 2019; 10:953.
https://doi.org/10.1038/s41419-019-2180-2
PMID:31844042
17. Liu Z, Yu Y, Huang Z, Kong Y, Hu X, Xiao W, Quan J, Fan
X. CircRNA-5692 inhibits the progression of
hepatocellular carcinoma by sponging miR-328-5p to
enhance DAB2IP expression. Cell Death Dis. 2019;
10:900.
https://doi.org/10.1038/s41419-019-2089-9
PMID:31776329
18. Wang S, Tang D, Wang W, Yang Y, Wu X, Wang L, Wang
D. circLMTK2 acts as a sponge of miR-150-5p and
promotes proliferation and metastasis in gastric
cancer. Mol Cancer. 2019; 18:162.
https://doi.org/10.1186/s12943-019-1081-4
PMID:31722712
19. Chen G, Yang Z, Feng M, Wang Z. microRNA-217
suppressed epithelial-to-mesenchymal transition
through targeting PTPN14 in gastric cancer. Biosci Rep.
2020; 40:BSR20193176.
https://doi.org/10.1042/BSR20193176
PMID:31793993
20. Wang B, Qu XL, Liu J, Lu J, Zhou ZY. HOTAIR promotes
osteosarcoma development by sponging miR-217 and
targeting ZEB1. J Cell Physiol. 2019; 234:6173–81.
https://doi.org/10.1002/jcp.27394
PMID:30367466
21. Shakeri A, Ward N, Panahi Y, Sahebkar A. Antiangiogenic activity of curcumin in cancer therapy: a
narrative review. Curr Vasc Pharmacol. 2019;
17:262–69.

www.aging-us.com

13352

https://doi.org/10.2174/1570161116666180209113014
PMID:29424316
22. Yang W, Ma J, Zhou W, Cao B, Zhou X, Zhang H, Zhao
Q, Hong L, Fan D. Reciprocal regulations between
miRNAs and HIF-1α in human cancers. Cell Mol Life Sci.
2019; 76:453–71.
https://doi.org/10.1007/s00018-018-2941-6
PMID:30317527
23. Li X, Lee Y, Kang Y, Dai B, Perez MR, Pratt M, Koay EJ,
Kim M, Brekken RA, Fleming JB. Hypoxia-induced
autophagy of stellate cells inhibits expression and
secretion of lumican into microenvironment of
pancreatic ductal adenocarcinoma. Cell Death Differ.
2019; 26:382–93.
https://doi.org/10.1038/s41418-018-0207-3
PMID:30283082
24. Renga G, Oikonomou V, Moretti S, Stincardini C, Bellet
MM, Pariano M, Bartoli A, Brancorsini S, Mosci P,
Finocchi A, Rossi P, Costantini C, Garaci E, et al.
Thymosin β4 promotes autophagy and repair via HIF1α stabilization in chronic granulomatous disease. Life
Sci Alliance. 2019; 2:e201900432.
https://doi.org/10.26508/lsa.201900432
PMID:31719116
25. Xu WL, Wang SH, Sun WB, Gao J, Ding XM, Kong J,
Xu L, Ke S. Insufficient radiofrequency ablationinduced autophagy contributes to the rapid
progression of residual hepatocellular carcinoma
through the HIF-1α/BNIP3 signaling pathway. BMB
Rep. 2019; 52:277–82.
https://doi.org/10.5483/BMBRep.2019.52.4.263
PMID:30940322

AGING

SUPPLEMENTARY MATERIALS
Supplementary Figure

Supplementary Figure 1. Differential circRNA expression profiles of colon cancer were established successfully. (A) Volcano
plots were constructed using fold change values and P-values. (B) Scatter plot illustrates the distribution of the data in circRNA profiles. The
values of x and y axes in the scatter plot are the normalized signals of the samples (log2 scaled). (C) The circRNA microarray hybridization
signals diagram of three pairs of samples.

www.aging-us.com

13353

AGING

