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1  | INTRODUC TION

The incidence and mortality of cancer are increasing every year, 
and projections for 2020 in the United States alone suggest 1.8 
million new cancer cases and 600,000 cancer deaths.1 Colorectal 
cancer (CRC) ranks second in mortality and third in incidence of 
cancers worldwide and has a higher burden of disease in regions 

with high socioeconomic development.2 With 19 million disability- 
adjusted life- years (DALYs) and over 18 million years of life lost 
(YLLs) in 2017 alone, CRC continues to have a significant impact 
on global public health.3 Westernized diets, sedentary lifestyle be-
haviour and obesity are common modifiable risk factors.4 As the 
world becomes more digitalized in addition to increasing obesity 
rates and globalization of Western diets, the incidence of CRC is 
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Abstract
Circular RNA (circRNA) is a highly abundant type of single- stranded non- coding RNA. 
Novel research has discovered many roles of circRNA in colorectal cancer (CRC) in-
cluding proliferation, metastasis and apoptosis. Furthermore, circRNAs also play a 
role in the development of drug resistance and have unique associations with tumour 
size, staging and overall survival in CRC that lend circRNAs the potential to serve as 
diagnostic and prognostic biomarkers. Among cancers worldwide, CRC ranks second 
in mortality and third in incidence. In order to have a better understanding of the 
influence of circRNA on CRC development and progression, this review summarizes 
the role of specific circRNAs in CRC and evaluates their potential value as therapeu-
tic targets and biomarkers for CRC. We aim to provide insight in the development of 
therapy and clinical decision- making.
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expected to only rise. This emphasizes the necessity to have a bet-
ter understanding of CRC development and progression, with re-
cent research suggesting that circular RNA (circRNA) has a crucial 
role to play.

CircRNAs are a type of single- stranded non- coding RNA that are 
highly abundant in mammalian cells.5 The majority of circRNAs are 
endogenously produced through a process known as back- splicing 
which can result in exon shuffling.6 Given their covalently closed 
loop structure, lack of free terminals, and resistance to digestion 
by exonucleases and RNase R, circRNAs are more stable and evo-
lutionarily conserved than linear RNAs.7 Research in recent years 
has discovered functions of circRNAs ranging from being microRNA 
(miRNA) sponges and transcription regulators to having protein in-
teractions and allowing for translation.8- 11

Although the function and properties of many specific circRNAs 
remain unknown, novel research has eagerly explored the roles 
of circRNAs in human cancer (Figure 1). Some studies have discov-
ered circRNAs with general oncogenic and tumour suppressor roles, 
with specific circRNAs changing gene expression in cancer cells.12,13 
Increasing research has shown that circRNAs are dysregulated in 
various stages of CRC and that circRNA levels could also be used as 
biomarkers for diagnosis and prognosis, even having the potential to 
serve as therapeutic targets. Certain circRNAs have been identified to 
be differentially expressed in drug- resistant CRC cells.14 This suggests 
that circRNAs could serve as prognostic biomarkers and also aid in 
clinical decision- making by focusing the treatment scope. This review 
aims to evaluate the potential value of circRNA in the diagnosis and 
treatment of CRC in clinical practice.

2  | MECHANISTIC PRINCIPLES AND 
PROPERTIES OF CIRCRNA

2.1 | Biogenesis of circRNA

The co- transcriptional production of circRNAs could be mediated by 
three major mechanisms: intron- pairing- driven circularization, RNA- 
binding protein (RBP)/trans- factor- driven circularization and lariat- 
driven circularization.15

CircRNAs are generally derived from the back- splicing of 
RNA transcripts at canonical splice sites (Figure 2), which occurs 
in intron- pairing- driven and RBP/trans- factor- driven circulariza-
tion.5,16 Back- splicing joins a downstream splice- donor site with 
an upstream splice- acceptor site. The region flanked by the splice- 
donor and acceptor sites is then spliced out as a covalently closed 
circular form.17 The formation of a circRNA relies on the successful 
back- splicing that competes against the splicing of pre- mRNA.17,18 
In intron- pairing- driven circulation, the base pairing of long intronic 
sequences that contain inverted repeats, such as ALU elements, 
promote circularization.19 These events could result in exonic cir-
cRNAs (ecircRNA) or exon- intron circRNAs (EIciRNAs) depending 
on the removal or retainment of introns in the circularized region.20 

In RBP/trans- factor- driven circularization, RBPs (such as FUS and 
Quaking (HQK)) and trans- factors dimerize and bind to specific 
motifs present in flanking introns to mediate circularization.21,22 
Furthermore, research in Drosophila demonstrated that circRNA 
biogenesis could also be influenced by the combinatorial actions 
of multiple heterogenous nuclear ribonucleoprotein and serine- 
arginine proteins.23

In lariat- driven circularization, lariats are first generated from 
exon skipping, where alternative exons are spliced out of the mRNA 
during canonical RNA slicing as part of the lariat. The lariat under-
goes subsequent internal back- splicing and intron removal to produce 
ecircRNAs.5,24 Furthermore, intronic lariats containing a 7 nt GU- rich 
element at the 5’ splice site and an 11 nt C- rich element near the 
branchpoint can escape debranching and generate intronic circRNAs 
(ciRNAs).25

EcircRNA, ciRNA and EIciRNA constitute the three major classi-
fications of circRNAs resulting from circRNA biogenesis (Figure 2C). 
The majority of circRNAs are ecircRNAs, which are located in the cy-
toplasm. In contrast, ciRNA and EIciRNA are mostly located in the 
nucleus.20

2.2 | Detection of circRNA

The detection of circRNA can be challenging given that they have 
the same sequences as their linear RNA equivalents. Current tech-
niques for the detection and quantification of circRNAs include cir-
cRNA microarray profiling, RNA- sequencing (RNA- seq) and reverse 
transcription- quantitative polymerase chain reaction (RT- qPCR) 
with divergent primers, northern blotting and in situ hybridization 
with probes specific to the back- splice junction.26

2.3 | General function of circRNA in cell activities

CircRNAs have been found to serve many functions, from acting 
as miRNA sponges and interacting with proteins to regulating tran-
scription and allowing for translation. New functions and properties 
of circRNA continue to be discovered.

2.3.1 | CircRNA as miRNA sponges

One of the identified roles of circRNA is to function as miRNA 
sponges, with some circRNAs having multiple direct binding sites 
for miRNAs.8 Hence, the significance of those circRNAs in patho-
genic pathways can be studied in the context of their target miRNAs. 
MiRNAs function to silence their target gene expression by partially 
base pairing with their home gene and negatively regulating gene 
expression.27 By sponging miRNAs, circRNAs are able to reverse the 
silencing effect of their target miRNA, thereby increasing the ex-
pression of the gene targeted by the miRNA.
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2.3.2 | Regulation of transcription

Recent functional studies have found that circRNAs play a role 
in regulating the expression of RNA transcripts. Some circRNA 
can bind to RNA polymerase II, an enzyme for transcription, pro-
moting and further regulating transcription.15 CircRNA can also 
affect their home gene expression through epigenetic regulation 
by binding to the promoter region.28 Given the co- transcriptional 
biogenesis of circRNA, the expression of linear RNA often de-
creases when the majority of spliced transcripts circularises.18 
CircRNAs can serve an important role in modulating gene ex-
pression given that they have been found to have differential 

expression relative to linear RNAs depending on their source tis-
sue type.29,30

2.3.3 | Translation of circRNA

The ability for circRNA to be translated has been heavily debated in 
the past given that circRNAs lack 5’ and 3’ terminal ends.11 However, 
increasing studies indicate the translation of circRNAs without a 
need for the 7- Methylguanosine cap.31 The presence of a single N6- 
methyladenosine site is sufficient for the initiation of translation, 
and through mass spectrometry, computational predictions and 

F I G U R E  1   Roles of circRNA in 
colorectal cancer. CircRNAs have been 
identified to be involved in colorectal 
cancer growth, proliferation, apoptosis, 
migration, invasion, metastasis and drug 
resistance. Many circRNAs have also been 
proposed as potential diagnostic and 
prognostic biomarkers

F I G U R E  2   CircRNA biogenesis and 
interactions. A, The splicing of pre- mRNA 
and removal of introns to form linear RNA. 
B, Back- splicing of pre- mRNA to form 
circRNA competing against linear RNA 
splicing. C, The three types of circRNA: 
Exon circRNA, exon- intron circRNA and 
intron circRNA. D, Interactions of circRNA 
in transcription regulation through RNA 
polymerase II and promoter region 
binding, miRNA sponging, translation, 
protein scaffolding and RNA- binding 
proteins (RBP)
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polysome profiling, a few endogenous circRNAs have been found to 
have the potential for translation.32

2.3.4 | CircRNA- protein interactions

CircRNAs facilitate protein contact and assembly by acting as dy-
namic scaffolding molecules.10 Through these interactions, circRNA 
exert various functions. CircRNAs have been found to regulate tran-
scription by mediating the recruitment of transcription factor com-
plexes to promotor regions for transcription initiation.33 CircRNAs 
can also interact with transcription factors, serving as a protein scaf-
fold for the formation of ternary complexes, thus increasing both 
overall expression and nuclear translocation.34 Moreover, circRNA- 
protein interactions can suppress translation of proteins by com-
petitively binding to mRNA transcripts, lowering protein translation 
rates.35

RBPs play a key role in post- transcriptional gene expression by 
regulating the splicing, processing, localization and stabilization of 
circRNA.36 Some RBPs bind to RNA and promote back- splicing, facil-
itating the production of circRNAs. Furthermore, there are circRNAs 
that are produced directly from RBP genes themselves, containing 
binding sites for their respective RBPs. Interestingly enough, since 
circRNAs are not translated in the same manner that linear mRNAs 
are, ribosomes do not displace any RBPs bound to circRNAs. As 
such, some RBPs can be bound to certain circRNAs with high spec-
ificity, significantly affecting biosynthesis, miRNA binding and ex-
pression levels.18

2.4 | Properties of circRNA

2.4.1 | Abundance

CircRNAs are abundantly expressed across a diversity of eukary-
otes, from humans and mice to zebrafish, Drosophila, and plants.37 
Over one million circRNAs across six vertebrate species (human, 
macaque, mouse, rat, pig and chicken) are currently recorded in the 
circAtlas database.38

CircRNAs are widely expressed across numerous human cell 
types. There are 148,811 circRNAs originating from 12,251 genes 
in lung cells recorded in the circ2GO database as of 2020.39 In 
human fibroblast cells, 14.4% of expressed genes were found to 
produce circRNA and the expression of some circRNAs was 10- 
fold higher compared to that of their associated linear transcripts.5 
It was estimated that the total circRNA abundance was roughly 
1% of the poly- adenylated RNA abundance in A549, AG04450 and 
HeLa cells. CircRNA isoforms were more abundantly expressed 
than linear isoforms for around 50 genes in each cell line, while 
most genes expressed circRNA at 5- 10% of their linear isoforms.40 
In leukocytes, circular isoforms were shown to constitute a sub-
stantial fraction of spliced transcripts belonging to hundreds of 
genes.16 Overall, the abundance of circRNAs provide a novel and 

valuable resource to investigate physiology and pathology of the 
body.

2.4.2 | Stability

One of the outstanding properties of circRNAs is their exceptional 
stability. CircRNAs are much more resistant to degradation by exo-
nucleases as opposed to their associated linear mRNAs. RNase R is 
an exonuclease that requires a 3’ overhang of a minimum of seven 
nucleotides for tight binding and nuclease activity. Due to its cir-
cular nature, the absence of a 3’ overhang allows circRNAs to be 
preserved under RNase R treatment.41 Similarly, ribonuclease II and 
polynucleotide phosphorylase also preserve circRNA integrity while 
degrading their linear counterparts.41 CircRNAs demonstrated long 
half- lives (over 48 hours) compared to their associated linear tran-
scripts (less than 20 hours) when Hs68 cells were treated with ac-
tinomycin D.5

2.4.3 | Cell, tissue, developmental stage and disease- 
specific expression

Multiple studies have demonstrated the cell- type- specific expres-
sion of circRNA.40,42 CircRNAs are substantially up- regulated in 
mouse brain tissue compared to heart, liver, lung and testis tissues. 
Explanations could be that the parent genes of many circRNAs are 
exclusively expressed in the brain or that the ratio between the 
relative circRNA transcript abundance and the total transcriptional 
output of the parent gene locus is higher in the brain compared to 
other tissues.42 CircRNA expression profiles were also different for 
distinct cardiac developmental stages in humans, demonstrating 
stage- specific expression of circRNA.43 In mice, a global trend of cir-
cRNA up- regulation was identified during the ageing process of neu-
ral tissues; however, no general trend was observed for linear RNA 
up- regulation.30 The age- dependent neural accumulation of circR-
NAs was also observed in Drosophila, where circRNA expression 
was far greater in adult heads compared to other larval, pupal and 
adult tissues.44 CircRNAs are found to be differentially expressed in 
diseases, such as diabetes mellitus, cardiovascular diseases, neuro-
logical disorders and cancer, compared to healthy controls.45,46 The 
expression of many circRNAs is also correlated with the stages of 
cancer, such as in CRC.47- 49

3  | CircRNA A S THER APEUTIC TARGETS 
IN CRC

3.1 | Aberrant expression of circRNA in CRC

As described above, Alu elements regulate RNA transcript back- 
splicing and circRNA biogenesis. The association of the mutation 
and methylation of Alu elements with CRC could be a possible 
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explanation for aberrant circRNA expression.50,51 Distinct expres-
sion profiles of circRNA between CRC and normal non- malignant 
cells are thus anticipated and recent growing studies have supported 
this postulation. Moreover, the aberrant expressions of circRNAs are 
found to closely correlate with CRC pathology. The investigation of 
differentially expressed circRNAs between healthy and cancerous 
tissues and between primary and secondary tumours shines light on 
the novel role of circRNAs as potential CRC therapeutic targets.

3.1.1 | Tumour tissue versus healthy normal 
adjacent tissue

A global reduction of circRNA abundance was observed in CRC tis-
sue and cell lines compared to normal colon tissue and global circRNA 
abundance was shown to be negatively correlated with proliferation. 
52 Through microarray analysis, Zhang et al discovered 201 differen-
tially expressed circRNAs out of 4,342 circRNAs detected between 
six pairs of CRC and normal colorectal tissue, of which 76 were up- 
regulated and 125 were down- regulated. Over 85% of differentially 
expressed circRNAs were located in exons.53 More recently, Ma 
et al reported the detection of 139 up- regulated and 118 down- 
regulated circRNAs in five CRC tissue samples compared to paired 
adjacent normal tissue through microarray analysis.54 Meanwhile, Li 
et al used RNA- sequencing and detected 394 up- regulated and 54 
down- regulated circRNAs in four CRC tissue samples compared to 
paired adjacent normal tissue.47 The discrepancy in the number of 
differentially expressed circRNAs between these studies could have 
been attributed to differences in the number of samples, method 
of circRNA detection and statistical analysis. Furthermore, the data 
were based on a limited number of circRNA junction reads, which 
could have impacted accuracy. Nonetheless, several circRNAs have 
been found to be consistently differentially expressed between CRC 
and adjacent healthy tissues. These include up- regulated circRNAs 
such as ciRS- 7,48,55,56 circ- HIPK356,57 and down- regulated circRNAs 
such as circ- ITGA7.56,58,59 Overall, a significant number of circRNAs 
are found to be differentially expressed between CRC and normal 
tissue, and their specific expression patterns may point to their po-
tential involvement in CRC pathways.

3.1.2 | Primary tumour versus metastatic tissues

Metastasis is a major concern in CRC with approximately 20% of 
CRC patients already having metastasis at diagnosis.60 Lymph nodes 
are often the first metastatic site for CRC and other solid tumours. 
The liver is a common site for distant metastasis and is a leading 
cause of CRC mortality.61,62 There have been 92 up- regulated and 
21 down- regulated circRNAs identified in metastatic CRC tissue 
compared to primary CRC tissue.63 Differentially expressed circR-
NAs originated from all chromosomes except for the Y chromosome. 
The up- regulated circ_0001178 and circ_0000826 in CRC metas-
tasis were predicted to bind to multiple miRNAs and demonstrated 

high diagnostic potential for CRC metastasis.63 In a meta- analysis 
of circRNA expression profiles in 1,430 CRC patients, differentially 
expressed circRNA in CRC correlated with tumour diameter, differ-
entiation, TNM stage, invasion, and lymph node and distant metas-
tasis. In particular, circRNAs up- regulated in CRC correlated with 
worse overall survival, whereas circRNAs down- regulated in CRC 
correlated with prolonged overall survival.64 Additionally, the com-
parison between primary SW480 cells and metastatic SW620 cells 
revealed 623 differentially expressed circRNA, of which 275 were 
up- regulated and 348 were down- regulated in SW620 cells.65 Many 
circRNAs, such as those derived from the GLI3 and RAPGEF5 genes, 
were down- regulated to undetectable levels in SW620 cells despite 
high expression in SW480 cells. Meanwhile, circRNAs derived from 
the organic cation transporter SLC22A3 locus were detected in 
SW620 cells but absent in SW480 cells.65

3.1.3 | Tumour cell lines versus non- malignant cells

Comparing the circRNA expression profile of the normal colon cell 
line NCM640 and the CRC cell lines SW480 and SW620, NCM460 
contained a significantly higher number of circRNAs. Furthermore, 
13,410 circRNAs were exclusively found in the NCM640 cell line, 
and 8,633 circRNAs were exclusively found in either SW480 or 
SW620 cells. There were 2,919 differentially expressed circRNAs 
between the NCM640 and CRC cell lines, of which 2,056 were be-
tween the NCM640 and SW480 cell lines and 1,758 were between 
the NCM640 and SW620 cell lines.65 Many studies confirmed dif-
ferential expression of particular circRNAs between normal colon 
and CRC cell lines. Circ_000984 was highly expressed in CRC cell 
lines compared to normal colon cells and intestinal epithelial cells.66 
Furthermore, circCCDC66 was detected in CRC cell lines Caco- 2, 
HCT116, HT- 29 and LS123, but absent in the normal colon- derived 
cell line CCD 841 CoN.67 Yuan et al demonstrated that expression 
of tumour suppressor circ_0026344 was lower in CRC cell lines 
HCT116, SW480, SW620 and HT- 29, compared to normal colon 
cell lines FHC and NCM460.68 Li et al revealed that the expression 
of circ- ITGA7 was down- regulated in seven CRC cell lines, SW480, 
SW620, HCT116, RKO, Caco- 2, LoVo, and DLD1, compared to the 
normal colon cell line FHC.58

Distinguishing the expression profiles of circRNAs between nor-
mal versus CRC cells/tissue and between primary versus metastatic 
tumours lend circRNAs the potential to serve as therapeutic targets 
and diagnostic biomarkers.

3.2 | Potential therapeutic targets for CRC

CircRNAs participate in a multitude of ways in CRC pathogenesis. 
Their functions are reflected in the consequences of their aberrant 
expressions in CRC. Understanding the role of circRNAs in CRC 
development and progression provides valuable insight into cre-
ating effective circRNA- based therapeutic approaches. Potential 
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TA B L E  1   CircRNA as therapeutic targets

CircRNA
Parent 
Gene

Expression in 
CRC Target miRNA

Target Gene and 
Pathway Role in CRC Reference

CDR1as/CiRS- 7 CDR1 Up- regulated miR- 7 Up- regulate EGFR, 
IGF1R, and RAF1

Promote: Proliferation; 
Growth;

Invasion

48,55

circHIPK3/
circ_0000284

HIPK3 Up- regulated miR- 7 Up- regulate FAK, YY1, 
IGF1R, and EGFR

Promote:
Proliferation; Invasion; 

Migration
Suppress:
Apoptosis

57

circRNA- ACAP2 ACAP2 Up- regulated miR- 21- 5p Up- regulate Tiam1 Promote:
Proliferation;
Migration;
Invasion

69

circ_000984 CDK6 Up- regulated miR- 106b Up- regulate CDK6 Promote:
Growth;
Tumourigenesis

66

circ_0001955 CSNK1G1 Up- regulated miR- 145 Up- regulate CDK6, 
MMP12, and RAB3IP

— 70,106

circ_0055625 DUSP2 Up- regulated miR- 106b Up- regulate ITGB8 Promote:
Proliferation;
Migration;
Invasion

49,76

circ- BANP BANP Up- regulated — Down- regulated 
phosphorylated Akt

Promote:
Proliferation

71

circ_0000826 ANKRD12 Up- regulated — — Promote:
Tumourigenesis;
Migration;
Invasion;
Metastasis

63,72

circPPP1R12A/
circ_0000423

PPP1R12A Up- regulated — Activate Hippo- Yap 
pathway

Promote:
Proliferation;
Migration;
Invasion

73

circ_0001178 USP25 Up- regulated miR- 
382/587/616

Up- regulate ZEB1 Promote:
Migration;
Invasion;
Metastasis

63,78

circ- NSD2 NSD2 Up- regulated miR- 199b- 5p Up- regulate DDR1 and 
JAG1

Promote:
Cell matrix interaction;
Migration;
Invasion;
Metastasis

79

circ_001569 ABCC1 Up- regulated miRNA- 145 Up- regulate E2F5, BAG4 
and FMNL2

Promote:
Proliferation;
Invasion
Suppress:
Apoptosis

76,80

circNSUN2 NSUN2 Up- regulated — Stabilize HMGA2 
transcript

Promote:
Metastasis

77

circ- ITGA7 ITGA7 Down- 
regulated

miR- 370- 3p Up- regulate ASXL1, NF1, 
ITGA7

Down- regulate RREB1
Suppress Ras signalling 

pathway

Promote:
Apoptosis
Suppress:
Growth;
Proliferation;
Migration;
Metastasis

58,59

(Continues)
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therapeutic circRNAs, their mechanism of action and their parent 
genes are summarized in Table 1.

3.2.1 | CircRNA in cell growth, proliferation and 
apoptosis of CRC

Many up- regulated circRNAs in CRC have been demonstrated to 
promote cell growth and proliferation. Consequently, silencing their 
expressions effectively inhibits these processes and also promotes 
cell apoptosis. CDR1as, also known as CiRS- 7,48,55,56 and circH-
IPK356,57 are two of the top 10 most commonly found circRNAs, 
and both of them are up- regulated in cancer. CDR1as promotes CRC 
progression by sponging the tumour suppressor miR- 7 and positively 
regulating the expression of miR- 7- suppressed oncogenes such as 
EGFR, IGF1R and RAF1.48,55 CDR1as knockdown decreased cell 
viability and colony- formation capacity and increased the number 
of cells in the G0/G1 phase in CRC cells.48 CircHIPK3, also known 
as circ_0000284, is up- regulated in CRC tissue and HT- 29, SW480 
and SW620 cells. CircHIPK3 functions as an miR- 7 sponge and pro-
motes CRC through positively regulating the expression of miR- 7 
targets FAK, YY1, IGF1R and EGFR.57 Silencing circHIPK3 inhibited 
proliferation and induced apoptosis in HCT116 and HT- 29 cells.57 
Altogether, this evidence strongly suggests that CDR1as and circH-
IPK3 potentially serve as significant therapeutic targets. Other circR-
NAs, such as circRNA- ACAP2,69 circ_000984,66 circ_000195570 and 
circ_0055625,49 have also been discovered as potential therapeutic 
targets for CRC and function through sponging miRNAs (Table 1). 
The knockdown of these circRNAs produced similar results of CRC 
growth and proliferation suppression while promoting apoptosis. 
These findings improve the understanding between the circRNA/
miRNA regulatory networks and CRC pathogenesis and suggest the 

therapeutic potential of silencing these circRNAs or up- regulating 
their target miRNAs. Moreover, the knockdown of circ- BANP re-
duced CRC cell proliferation and the expression of phosphorylated 
Akt, suggesting that circ- BANP could possibly promote CRC pro-
gression through the PI3K/Akt pathway.71 Hypoxia- induced up- 
regulation of circ_0000826 promoted CRC tumourigenesis in mouse 
xenograft models.72 In other cases, circRNAs contain ORFs and are 
capable of producing fully functional proteins. CircPPP1R12A, also 
known as circ_0000423, contains an ORF encoding the functional 
protein circPPP1R12A- 73aa which promoted the proliferation of 
CRC through activation of the Hippo- Yap pathway.73

CircRNAs down- regulated in CRC are often involved in the 
suppression of cell growth and proliferation, whereas their over-
expression or ectopic expression enhance the inhibition of these 
processes and promote apoptosis. Similar to up- regulated circRNAs, 
these down- regulated circRNAs mostly function through sponging 
miRNAs. Circ- ITGA7 is one of the top 10 most commonly found 
circRNAs and is also one of the most down- regulated circRNAs in 
CRC.56,58,59 Ectopic expression of circ- ITGA7 in SW480 and HCT116 
cells suppressed proliferation, enhanced apoptosis and increased the 
number of cells in the G1 stage.58 Circ- ITGA7 suppressed CRC pro-
liferation by inhibiting the Ras signalling pathways through sponging 
miR- 370- 3p and up- regulating the miRNA target, NF1.58 Circ- ITGA7 
could also sponge miR- 3187- 3p and up- regulate the miRNA tar-
get, ASXL1.59 CircITCH expression is down- regulated in CRC, and 
its overexpression decreased proliferation of HCT116 and SW480 
cells.74 CircITCH negatively regulated the Wnt/β- catenin signal-
ling pathway through the up- regulation of ITCH.74,75 CircDDX17,47 
circ_002634468,76 and circ- FBXW777 are also down- regulated in 
CRC. The overexpression or ectopic expression of these three cir-
cRNAs also led to the suppression of CRC proliferation, suggesting 
their therapeutic potential. Overall, the current understanding of the 

CircRNA
Parent 
Gene

Expression in 
CRC Target miRNA

Target Gene and 
Pathway Role in CRC Reference

circDDX17 DDX17 Down- 
regulated

— — Promote:
Apoptosis
Suppress:
Proliferation;
Migration;
Invasion

47

circ_0026344 ACVRL1 Down- 
regulated

miR- 21, miR- 31 — Promote:
Apoptosis
Suppress:
Proliferation;
Invasion

68,76

circ- FBXW7 FBXW7 Down- 
regulated

— Activate PTEN
Suppress NEK2 pathway 

and mTOR pathway

Suppress:
Growth;
Proliferation;
Migration;
Invasion

82

circITCH ITCH Down- 
regulated

miR- 20a, miR- 7, 
and miR- 214

Up- regulate ITCH
Suppress Wnt/β- catenin 

signaling pathway

Suppress:
Proliferation

74,75

TA B L E  1   (Continued)
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involvement of these circRNAs in tumour pathways provides insight 
into their potential use to limit the growth and proliferation of CRC.

3.2.2 | CircRNA in migration, invasion and 
metastasis of CRC

CircRNAs up- regulated in CRC usually promote the migration, 
invasion and metastasis of CRC. Silencing the expression of 
these circRNAs or up- regulating the expression of their target 
miRNAs has been shown to reduce these processes. The previ-
ously mentioned CDR1as,48,55 circHIPK3,57 circRNA- ACAP2,69 
circ_0055625,49 circPPP1R12A73 and circ_000082663,72 also 
promote CRC migration, invasion and metastasis, while their 
knockdown is effective in suppressing these processes. These 
circRNAs could potentially serve as promising therapeutic tar-
gets to limit not only growth and proliferation, but also the 
migration, invasion and metastasis of CRC. Circ_0001178 is up- 
regulated in CRC and specifically promotes CRC migration, in-
vasion and metastasis.63 Its knockdown inhibited cell migration 
and invasion in vitro and also inhibited lung and liver metasta-
sis in vivo.78 Through sponging miR- 382/587/616, circ_0001178 
up- regulated ZEB1, a key initiator of epithelial to mesenchymal 
transition, and consequently promoted metastatic dissemina-
tion.78 Circ- NSD2 is also up- regulated in CRC liver metastatic 
tumours.79 It promoted cell matrix interaction and metastasis in 
HCT116 cells by sponging miR- 199b- 5p and up- regulating the 
expression of miR- 199b- 5p targets DDR1 and JAG1. Silencing 
of circ- NSD2 suppressed migration and invasion in HCT116 and 
RKO cells and decreased lung metastasis in mouse models, sug-
gesting its potential as a therapeutic target for CRC metastasis.79 
Circ_001569 is up- regulated in CRC tissues and its knockdown 
inhibited proliferation and invasion, and promoted apoptosis in 
metastatic SW620 and LoVo cells.80 Circ_001569 could possibly 
promote CRC invasion through sponging miRNA- 145 and up- 
regulating the miR- 145 targets E2F5, BAG4 and FMNL2, while 
also facilitating metastasis by activating the Wnt/β- catenin sig-
nalling pathway.80,81 Altogether, these results suggest that the 
inhibition of these up- regulated circRNAs may reduce the mi-
gratory, invasive and metastatic potential of CRC. Additionally, 
circNSUN2, which was found up- regulated in tissue and serum 
of CRC liver metastasis patients, formed a ternary complex with 
IGF2BP2 and HMGA2 RNA.77 This interaction enhanced the 
stability of the HMGA2 transcript and consequently promoted 
CRC liver metastasis. Silencing circNSUN2 in patient- derived 
xenograft CRC cells inhibited tumour metastasis in liver and lung 
in mouse models. This demonstrated the potential for circRNA 
expression to be targeted directly, affecting CRC protein expres-
sion independent of miRNA.77

Down- regulated circRNAs often have tumour suppressing roles 
in CRC migration, invasion and metastasis. Aside from suppressing 
CRC proliferation, circ- ITGA7,58 circDDX17,47 circ_002634468 and 
circ- FBXW782 function to inhibit tumour migration, invasion and 

metastasis. Consequently, their overexpression or ectopic expres-
sion reduced these processes both in vitro and in vivo. Taken to-
gether, these results suggest that up- regulating the expression of 
these circRNAs could suppress CRC migration, invasion and metas-
tasis, along with growth and proliferation.

Understanding the functions of circRNAs in CRC pathogenesis 
provides valuable insight into the potential for targeting circRNA 
in CRC therapeutics. Generally, the practicality of targeting up- 
regulated circRNAs exceeds that of down- regulated circRNAs due to 
their ease of detection and knockdown. Future therapeutic methods 
may also consider engineering exogenous circRNAs to target spe-
cific miRNAs or proteins to inhibit oncogenic pathways.

4  | CircRNA AND DRUG RESISTANCE IN 
CRC

Chemoresistance of CRC has become increasingly challenging and 
prevalent, being a burden on effective treatment and associated 
with a poor prognosis.83 By looking at circRNA expression profiles 
of drug- resistant CRC tissue and determining circRNAs mechanisms 
in tumour invasion and signalling, dysregulated circRNAs could serve 
as biotargets to increase chemosensitivity.

4.1 | 5- fluorouracil resistance in CRC

Several circRNAs have been identified to confer drug resistance to 
CRC when dysregulated. 5- fluorouracil (5- FU), a pyrimidine analog, 
is the primary therapeutic component of regiments being offered to 
CRC patients.84,85 However, with near 50% of CRC patients estimated 
to develop a level of resistance towards 5- FU in late stages of treat-
ment, the risk of mortality and the risk of recurrence both increase con-
siderably due to limited remaining effective therapeutic options.85,86 
CircRNA expression profiles identified 71 circRNAs that were differen-
tially expressed between 5- FU resistant CRC cells and parental control 
cells.86 Three circRNAs in particular, circ_0007031, circ_0000504 and 
circ_0007006, were significantly up- regulated. This dramatic modula-
tion suggests their utility to predict the development of chemoresist-
ance in CRC. Of these, circ_0007031 was up- regulated 116- fold in 
chemoresistant CRC cells and acted as a sponge for miR- 885- 3p, which 
is linked to the development of 5- FU resistance.87 This overexpression 
of circ_0007031 has been suggested to play an important role in the 
development of 5- FU resistance.88,89 Thus, circ_0007031 has the po-
tential to serve as both a therapeutic target to be down- regulated and 
as a prognostic biomarker for treatment efficiency.

Circ_0000504 is highly up- regulated in chemoresistant CRC 
cells.86 This circRNA sponges miR- 485- 5p, which negatively regu-
lates STAT3, a transcription factor protein.34 The silencing of STAT3 
has been found to significantly decrease the survival of 5- FU resis-
tant cells following treatment by 5- FU and irradiation.90 Given that 
STAT3 is shown to increase chemosensitivity of 5- FU resistant CRC 
cells, targeted down- regulation of circ_0000504 would allow for the 
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down- regulation of STAT3, potentially allowing for 5- FU resistance 
to be overcome.

4.2 | Other drug resistances in CRC

Resistance to other drugs has been found to be conferred by various 
circRNAs as well. Several circRNAs have been identified to confer drug 
resistance to CRC when dysregulated. Microarray analysis of circRNA 
expression profiles identified 1,505 dysregulated circRNAs between 
chemosensitive and chemoresistant HCT116 CRC cells. Of these cir-
cRNAs, 773 were up- regulated and 732 were down- regulated, and the 
authors identified circ_32883 in particular as a biotarget for CRC drug 
resistance since it was found considerably up- regulated in oxaliplatin- 
resistant cells compared to chemosensitive CRC cells.91 Another study 
found that circ_0000338 increased FOLFOX drug sensitivity in CRC 
cells, while its knockdown resulted in increased chemoresistance.91 
This suggests that circ_0000338 may increase the sensitivity of CRC 
cells to chemotherapy. However, when circ_0000338 was highly ex-
pressed in CRC exosomes, it was found to also have oncogenic prop-
erties, promoting viability against chemotherapy in chemoresistant 
cells compared to control.92 These different properties, given the on-
cogenic role in exosomes compared to the tumour suppressive role in 
CRC cells, suggest that circ_0000338 has a dual regulatory role, which 
is a feature that has been documented in certain miRNAs. Metastatic 
cancer cells can maximize their proliferation by expressing oncogenic 
miRNAs while exporting tumour suppressor miRNAs out of the cell.93 
Thus, circ_0000338 may sponge exported tumour suppressor miRNAs 
when expressed in exosomes, highlighting the continued complexities 
and questions behind circRNA function.

Additionally, it was found that higher levels of circ_0005963 
were detected in exosomes isolated from both oxaliplatin- resistant 
patient serum and the oxaliplatin- resistant cell line SW480/L- OHP 
compared to levels in exosomes from oxalipatin- sensitive samples.88 
However, the oxalipatin- sensitive cell line SW480 developed drug 
resistance to oxaliplatin both in vitro and in vivo when its levels of 
circ_0005963 were increased by treatment with circ_0005963 ex-
pression plasmids or by circ_0005963 enriched exosomes prepared 
from SW480/L- OHP.88

By looking at circRNA expression profiles of drug- resistant CRC 
tissue and determining circRNAs mechanisms in tumour invasion 
and signalling, dysregulated circRNAs could serve as biotargets to 
increased chemosensitivity.

5  | CircRNA A S BIOMARKERS FOR CRC 
DE VELOPMENT

CircRNAs have several remarkable characteristics that provide tre-
mendous potential for their use as biomarkers due to their abun-
dance, stability, conservation across species, and disease- specific 
and dynamic expressions. Table 2 provides a summary of the follow-
ing circRNAs as potential biomarkers.

5.1 | CircRNA as diagnostic markers

Receiver operating characteristic (ROC) curves are commonly used 
to assess the diagnostic ability of biomarkers. The area under the 
curve (AUC) of ROC is a value from 0 to 1 which summarizes the 
overall accuracy of the diagnostic test. A value of 0.5 demonstrates 
no discrimination between diseased and healthy states, while a value 
of 0.7- 0.8, 0.8- 0.9, and 0.9 and over suggests acceptable, excellent 
and outstanding diagnostic accuracy, respectively.

Circ_0001178 is up- regulated in CRC and its AUC was 0.945, 
one of the highest values among all circRNAs, thus suggesting its 
outstanding diagnostic accuracy as a potential CRC diagnostic 
marker for CRC liver metastasis.63 CircRNAs with AUC between 
0.8 and 0.9 include circCCDC66,67 circITGA7,58 circ_0000567,94 
circ_0001649,95 circ_0003906,96 circ_000082663 and 
circ_0000711,97 suggesting their excellent diagnostic accuracy 
as CRC biomarkers (Table 2). CircITGA7 was down- regulated by 
91.38% in the majority of CRC tissues compared to adjacent nor-
mal tissues.58 Circ_0000567 expression was negatively associated 
with tumour size and the staging of lymph, distal and tumour- node 
metastasis.94 Circ_0001649 is down- regulated in CRC, and its 
expression was negatively correlated with CRC pathological dif-
ferentiation.95 Circ_0003906 is down- regulated in CRC, and its 
low expression was correlated with lymph metastasis and poor 
differentiation.96 Finally, the AUC of the circ_001988 ROC curve 
was 0.788, suggesting acceptable accuracy as a diagnostic marker. 
Circ_001988 is down- regulated in CRC, and its expression was 
shown to correlate with differentiation and invasion.98

The diagnostic potential of many other circRNAs have not been 
investigated using ROC curves, but their expressions are nonethe-
less closely related to the clinicopathological factors of CRC. It 
was found that the expression of circPPP1R12A was positively 
correlated with tumour proliferation, invasion and metastasis.73 
CiRS- 7 is up- regulated in CRC, and its expression was positively 
correlated with tumour size, stage and metastasis.48,55 One study 
identified 623 differentially expressed circRNAs between the 
metastatic SW620 cells and the primary SW480 cells. The top 
15 circRNAs were proposed as potential diagnostic markers for 
metastasis.65

CircRNAs are also abundant and highly stable in exosomes found 
in serum.99 RNA- seq analysis demonstrated that circRNAs were en-
riched in secreted exosomes compared to the cells. Furthermore, 
circRNAs from cancer xenografts were shown to enter the circu-
lation and were readily measured in the serum, suggesting the ef-
fectiveness and simplicity of diagnostic circRNA detection from 
the serum.99 Plasma levels of circ- CCDC66, circ- ABCC1 and circ- 
STIL were significantly decreased in CRC compared to normal con-
trols.100 The AUC of the ROC curve of the three- circRNA panel was 
0.78, which was higher than that of traditional protein biomarkers, 
carcinoembryonic antigen (CEA) and carbohydrate antigen 19- 9 
(CA19- 9). The combination of the three- circRNA panel with CEA and 
CA19- 9 demonstrated an AUC of 0.855, thus potentially improving 
diagnostic ability.100 Though its specific diagnostic accuracy has 
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not been confirmed through ROC curve analysis, the expression of 
circNSUN2 was significantly increased in the serum from CRC with 
liver metastasis compared to primary CRC, suggesting its diagnostic 
potential.77 CircRNAs from serum have also been reported as poten-
tial diagnostic markers in other cancers, such as circ_0001785 for 
breast cancer.101

5.2 | CircRNA as prognostic markers

CircRNAs can provide prognostic value, serving as markers for over-
all survival. Aside from their diagnostic potential, circCCDC66,67 
circPPP1R12A,73 ciRS- 748,55 and circ_0000711 can also serve as 
prognostic markers,97 as suggested by the association between 
their respective aberrant expression in CRC and poor overall sur-
vival. Numerous studies also identified many other circRNAs with 
their respective aberrant expressions in CRC associated with poor 
overall survival, suggesting their prognostic potential. These in-
clude circ_0136666,102 circ_0014717,103 circ_100290,104 circ- 
FBXW782 and circ_0026344 (Table 2).68 The circScore based on a 

four- circRNA panel of circ_0122319, circ_0087391, circ_0079480 
and circ_0008039 developed by Ju et al can be used as a reliable 
prognostic tool for the recurrence of post- operative diseases in 
stage II/III CRC patients. The inclusion of the circScore nomograms 
produced high accuracy in predicting the overall survival of stage II/
III CRC patients.105

Increasing evidence has pointed towards the diagnostic and 
prognostic potentials of circRNAs for CRC. The use of circRNA alone 
or in combination with other conventional CRC biomarkers may pro-
vide more accurate screening for CRC patients, leading to earlier and 
more effective therapeutic intervention.

6  | CONCLUSION

The potential applications offered by circRNAs continue to grow as we 
gain a better understanding of them. With the level of ease that cir-
cRNA can be collected from patients through saliva and blood, circRNA 
may one day be added to the arsenal of common clinical laboratory 
tests. Their ability to serve as biomarkers may even be used as screening 

TA B L E  2   CircRNA as biomarkers of CRC

CircRNA Parent Gene Expression in CRC Type of biomarker
AUC 
Value Reference

circ_0001178 USP25 Up- regulated Diagnostic marker 0.945 63

circCDC66 CCDC66 Up- regulated Diagnostic marker, 
Prognostic marker

0.884 67

circITGA7 ITGA7 Down- regulated Diagnostic marker 0.879 58

circ_0000567 SETD3 Down- regulated Diagnostic marker 0.865 76,94

circ_0001649 SHPRH Down- regulated Diagnostic marker 0.857 76,95

circ_0003906 Chr6:29 989 443- 30 003 760 (no 
associated gene symbol)

Down- regulated Diagnostic marker 0.818 96

circ_0000826 ANKRD12 Up- regulated Diagnostic marker 0.816 63

circ_0000711 NFATC3 Down- regulated Diagnostic marker, 
Prognostic marker

0.810 76,97

circ_001988 FBXW7 Down- regulated Diagnostic marker 0.788 76,98

circPPP1R12A/
circ_0000423

PPP1R12A Up- regulated Diagnostic marker, 
Prognostic marker

— 73

CDR1as/CiRS- 7 CDR1 Up- regulated Diagnostic marker, 
Prognostic marker

— 48,55

circCCDC66, 
circABCC1, circSTIL

CCDC66, ABCC1, STIL Collectively 
Down- regulated

Diagnostic marker — 100

circNSUN2 NSUN2 Up- regulated Diagnostic marker — 77

circ_0136666 PRKDC Up- regulated Prognostic marker — 76,102

circ_0014717 CCNB1 Down- regulated Prognostic marker — 76,103

circ_100290 SLC30A7 Up- regulated Prognostic marker — 76,104

circ- FBXW7 FBXW7 Down- regulated Prognostic marker — 82

circ_0026344 ACVRL1 Down- regulated Prognostic marker — 68,76

circ_0122319, 
circ_0087391, 
circ_0079480, 
circ_0008039

PLOD2, AGTPBP1, ISPD, PRKAR1B Up- regulated Prognostic marker — 105
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tools for CRC prevention. The abilities to dampen miRNA function and 
to regulate protein function render circRNA not only as a master gene 
regulator in development and progression of CRC, but also as novel 
therapeutic targets with more robust effects for treating CRC. Results 
from in vitro cell culture models and preclinical animal models are pro-
viding us with a promising future where retuning circRNA expression in 
CRC patients will reduce CRC, DALY and YLL rates regardless of cancer 
stage, level of severity, or drug resistance. We recognize the complex-
ity and numerous questions behind the many circRNAs that escape our 
understanding and hope that this is a priority for future research to elicit 
ground- breaking change.

ACKNOWLEDG EMENTS
This work was supported by the Canadian Institutes of Health 
Research (PJT 162448) and the Natural Sciences and Engineering 
Research Council of Canada (RGPIN- 2019- 04545).

CONFLIC T OF INTERE S T
The authors declare that they have no conflict of interests.

AUTHOR CONTRIBUTIONS
Anthony Li: Conceptualization (equal); Data curation (equal); 
Visualization (equal); Writing- original draft (equal); Writing- review 
& editing (equal). Wei Cen Wang: Conceptualization (equal); Data 
curation (equal); Visualization (equal); Writing- original draft (equal); 
Writing- review & editing (equal). Vivian McAlister: Supervision (sup-
porting); Writing- review & editing (equal). Qinfeng Zhou: Writing- 
review & editing (equal). Xiufen Zheng: Conceptualization; Funding 
acquisition (lead); Supervision (lead); Writing- original draft (support-
ing); Writing- review & editing (equal).

DATA AVAIL ABILIT Y S TATEMENT
Data sharing is not applicable to this article as no new data were cre-
ated or analysed in this study.

ORCID
Xiufen Zheng  https://orcid.org/0000-0001-9988-697X 

R E FE R E N C E S
 1. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2020. CA Cancer J 

Clin. 2020;70(1):7- 30.
 2. Bray F, Ferlay J, 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 J Clin. 2018;68(6):394- 424.

 3. Safiri S, Sepanlou SG, Ikuta KS, et al. The global, regional, and na-
tional burden of colorectal cancer and its attributable risk factors 
in 195 countries and territories, 1990– 2017: a systematic analysis 
for the Global Burden of Disease Study 2017. Lancet Gastroenterol 
Hepatol. 2019;4(12):913- 933.

 4. Padmanabhan S, Waly MI, Taranikanti V, et al. Modifiable and 
Non- modifiable Risk Factors for Colon and Rectal Cancer. In: 
Waly MI, Rahman MS, eds. Bioactive Components, Diet and Medical 
Treatment in Cancer Prevention. Springer International Publishing; 
2018:121- 130.

 5. Jeck WR, Sorrentino JA, Wang K, et al. Circular RNAs are 
abundant, conserved, and associated with ALU repeats. RNA. 
2013;19(2):141- 157.

 6. Yu C- Y, Kuo H- C. The emerging roles and functions of circular 
RNAs and their generation. J Biomed Sci. 2019;26(1):29.

 7. Liu C- X, Li X, Nan F, et al. Structure and degradation of cir-
cular RNAs regulate PKR activation in innate immunity. Cell. 
2019;177(4):865- 880.e21.

 8. Hansen TB, Jensen TI, Clausen BH, et al. Natural RNA cir-
cles function as efficient microRNA sponges. Nature. 
2013;495(7441):384- 388.

 9. Li Z, Huang C, Bao C, et al. Exon- intron circular RNAs reg-
ulate transcription in the nucleus. Nat Struct Mol Biol. 
2015;22(3):256- 264.

 10. Du WW, Zhang C, Yang W, Yong T, Awan FM, Yang BB. Identifying 
and Characterizing circRNA- Protein Interaction. Theranostics. 
2017;7(17):4183- 4191.

 11. Pamudurti NR, Bartok O, Jens M, et al. Translation of CircRNAs. 
Mol Cell. 2017;66(1):9- 21.e7.

 12. Guarnerio J, Bezzi M, Jeong JC, et al. Oncogenic role of fusion- 
circRNAs derived from cancer- associated chromosomal transloca-
tions. Cell. 2016;165(2):289- 302.

 13. Han D, Li J, Wang H, et al. Circular RNA circMTO1 acts as the 
sponge of microRNA- 9 to suppress hepatocellular carcinoma pro-
gression. Hepatology. 2017;66(4):1151- 1164.

 14. Hon KW, Othman N, Hanif EAM, et al. Chapter 8 -  Predictive bio-
markers of drug resistance in colorectal cancer— Recent updates. In: 
Cho CH, Hu T (Eds). Drug Resistance in Colorectal Cancer: Molecular 
Mechanisms and Therapeutic Strategies. Vol 8. Cancer Sensitizing 
Agents for Chemotherapy. Academic Press; 2020:135- 151.

 15. Qu S, Yang X, Li X, et al. Circular RNA: a new star of noncoding 
RNAs. Cancer Lett. 2015;365(2):141- 148.

 16. Salzman J, Gawad C, Wang PL, Lacayo N, Brown PO. Circular 
RNAs are the predominant transcript isoform from hundreds of 
human genes in diverse cell types. PLoS One. 2012;7(2):e30733.

 17. Kristensen LS, Andersen MS, Stagsted LVW, Ebbesen KK, Hansen 
TB, Kjems J. The biogenesis, biology and characterization of circu-
lar RNAs. Nat Rev Genet. 2019;20(11):675- 691.

 18. Ashwal- Fluss R, Meyer M, Pamudurti NR, et al. circRNA biogenesis 
competes with pre- mRNA splicing. Mol Cell. 2014;56(1):55- 66.

 19. Zhang X- O, Wang H- B, Zhang Y, Lu X, Chen L- L, Yang L. 
Complementary sequence- mediated exon circularization. Cell. 
2014;159(1):134- 147.

 20. Zhao X, Cai Y, Xu J Circular RNAs: Biogenesis, Mechanism, and 
Function in Human Cancers. Int J Mol Sci. 2019;20(16):3926.

 21. Conn SJ, Pillman KA, Toubia J, et al. The RNA binding protein quak-
ing regulates formation of circRNAs. Cell. 2015;160(6):1125- 1134.

 22. Errichelli L, Dini Modigliani S, Laneve P, et al. FUS affects circu-
lar RNA expression in murine embryonic stem cell- derived motor 
neurons. Nat Commun. 2017;8(1):14741.

 23. Kramer MC, Liang D, Tatomer DC, et al. Combinatorial control of 
Drosophila circular RNA expression by intronic repeats, hnRNPs, 
and SR proteins. Genes Dev. 2015;29(20):2168- 2182.

 24. Kelly S, Greenman C, Cook PR, Papantonis A. Exon skip-
ping is correlated with exon circularization. J Mol Biol. 
2015;427(15):2414- 2417.

 25. Zhang Y, Zhang X- O, Chen T, et al. Circular intronic long noncoding 
RNAs. Mol Cell. 2013;51(6):792- 806.

 26. Altesha M- A, Ni T, Khan A, Liu K, Zheng X. Circular RNA in cardio-
vascular disease. J Cell Physiol. 2019;234(5):5588- 5600.

 27. Behm- Ansmant I, Rehwinkel J, Izaurralde E. MicroRNAs si-
lence gene expression by repressing protein expression and/
or by promoting mRNA decay. Cold Spring Harb Symp Quant Biol. 
2006;71:523- 530.

https://orcid.org/0000-0001-9988-697X
https://orcid.org/0000-0001-9988-697X


3678  |     LI et aL.

 28. Chen N, Zhao G, Yan X, et al. A novel FLI1 exonic circular RNA 
promotes metastasis in breast cancer by coordinately regulating 
TET1 and DNMT1. Genome Biol. 2018;19(1):218.

 29. Huang S, Yang B, Chen BJ, et al. The emerging role of circular RNAs 
in transcriptome regulation. Genomics. 2017;109(5):401- 407.

 30. Gruner H, Cortés- López M, Cooper DA, Bauer M, Miura P. CircRNA 
accumulation in the aging mouse brain. Sci Rep. 2016;6(1):38907.

 31. Wesselhoeft RA, Kowalski PS, Anderson DG. Engineering circu-
lar RNA for potent and stable translation in eukaryotic cells. Nat 
Commun. 2018;9(1):2629.

 32. Yang Y, Fan X, Mao M, et al. Extensive translation of circular RNAs 
driven by N 6 - methyladenosine. Cell Res. 2017;27(5):626- 641.

 33. Ding L, Zhao Y, Dang S, et al. Circular RNA circ- DONSON facilitates 
gastric cancer growth and invasion via NURF complex dependent 
activation of transcription factor SOX4. Mol Cancer. 2019;18(1):45.

 34. Yang Z- G, Awan FM, Du WW, et al. The circular RNA interacts 
with STAT3, increasing its nuclear translocation and wound 
repair by modulating Dnmt3a and miR- 17 function. Mol Ther. 
2017;25(9):2062- 2074.

 35. Abdelmohsen K, Panda AC, Munk R, et al. Identification of HuR 
target circular RNAs uncovers suppression of PABPN1 translation 
by CircPABPN1. RNA Biol. 2017;14(3):361- 369.

 36. Mansoori B, Mohammadi A, Davudian S, Shirjang S, Baradaran B. 
The different mechanisms of cancer drug resistance: a brief re-
view. Adv Pharm Bull. 2017;7(3):339- 348.

 37. Wang PL, Bao Y, Yee M- C, et al. Circular RNA is expressed across 
the eukaryotic tree of life. PLoS One. 2014;9(6):e90859.

 38. Wu W, Ji P, Zhao F. CircAtlas: an integrated resource of one mil-
lion highly accurate circular RNAs from 1070 vertebrate transcrip-
tomes. Genome Biol. 2020;21(1):101.

 39. Lyu Y, Caudron- Herger M, Diederichs S. circ2GO: a database link-
ing circular RNAs to gene function. Cancers (Basel). 2020;12(10).

 40. Salzman J, Chen RE, Olsen MN, Wang PL, Brown PO. Cell- 
Type specific features of circular RNA expression. PLoS Genet. 
2013;9(9):e1003777.

 41. Suzuki H, Zuo Y, Wang J, Zhang MQ, Malhotra A, Mayeda A. 
Characterization of RNase R- digested cellular RNA source that 
consists of lariat and circular RNAs from pre- mRNA splicing. 
Nucleic Acids Res. 2006;34(8):e63.

 42. You X, Vlatkovic I, Babic A, et al. Neural circular RNAs are derived 
from synaptic genes and regulated by development and plasticity. 
Nat Neurosci. 2015;18(4):603- 610.

 43. Li Y, Zhang J, Huo C, et al. Dynamic organization of lncRNA and cir-
cular RNA regulators collectively controlled cardiac differentiation 
in humans. EBioMedicine. 2017;24:137- 146.

 44. Westholm JO, Miura P, Olson S, et al. Genomewide analysis of 
Drosophila circular RNAs reveals their structural and sequence 
properties and age- dependent neural accumulation. Cell Rep. 
2014;9(5):1966- 1980.

 45. Fang Y, Wang X, Li W, et al. Screening of circular RNAs and vali-
dation of circANKRD36 associated with inflammation in patients 
with type 2 diabetes mellitus. Int J Mol Med. 2018;42(4):1865- 1874.

 46. Garikipati VNS, Verma SK, Cheng Z, et al. Circular RNA CircFndc3b 
modulates cardiac repair after myocardial infarction via FUS/
VEGF- A axis. Nat Commun. 2019;10(1):4317.

 47. Li X- N, Wang Z- J, Ye C- X, Zhao B- C, Li Z- L, Yang Y. RNA sequenc-
ing reveals the expression profiles of circRNA and indicates that 
circDDX17 acts as a tumor suppressor in colorectal cancer. J Exp 
Clin Cancer Res. 2018;37:325.

 48. Tang W, Ji M, He G, et al. Silencing CDR1as inhibits colorectal can-
cer progression through regulating microRNA- 7. Onco Targets Ther. 
2017;10:2045- 2056.

 49. Zhang J, Liu H, Zhao P, Zhou H, Mao T. Has_circ_0055625 from 
circRNA profile increases colon cancer cell growth by sponging 
miR- 106b- 5p. J Cell Biochem. 2019;120(3):3027- 3037.

 50. Jordà M, Díez- Villanueva A, Mallona I, et al. The epigenetic 
landscape of Alu repeats delineates the structural and func-
tional genomic architecture of colon cancer cells. Genome Res. 
2017;27(1):118- 132.

 51. Nyström- Lahti M, Kristo P, Nicolaides NC, et al. Founding muta-
tions and Alu- mediated recombination in hereditary colon cancer. 
Nat Med. 1995;1(11):1203- 1206.

 52. Bachmayr- Heyda A, Reiner AT, Auer K, et al. Correlation of circular 
RNA abundance with proliferation –  exemplified with colorectal 
and ovarian cancer, idiopathic lung fibrosis, and normal human tis-
sues. Sci Rep. 2015;5:8057.

 53. Zhang P, Zuo Z, Shang W, et al. Identification of differentially ex-
pressed circular RNAs in human colorectal cancer. Tumour Biol. 
2017;39(3):1010428317694546.

 54. Ma Z, Han C, Xia W, et al. circ5615 functions as a ceRNA to pro-
mote colorectal cancer progression by upregulating TNKS. Cell 
Death Dis. 2020;11(5):1- 14.

 55. Weng W, Wei Q, Toden S, et al. Circular RNA ciRS- 7 –  A prom-
ising prognostic biomarker and a potential therapeutic target in 
colorectal cancer. Clin Cancer Res. 2017;23(14):3918- 3928.

 56. Stagsted L, Nielsen K, Daugaard I, Hansen T. Noncoding AUG cir-
cRNAs constitute an abundant and conserved subclass of circles. 
Life Sci Alliance. 2019;2(3):e201900398.

 57. Zeng K, Chen X, Xu M, et al. CircHIPK3 promotes colorectal 
cancer growth and metastasis by sponging miR- 7. Cell Death Dis. 
2018;9(4):417.

 58. Li X, Wang J, Zhang C, et al. Circular RNA circITGA7 inhibits col-
orectal cancer growth and metastasis by modulating the Ras path-
way and upregulating transcription of its host gene ITGA7. J Pathol. 
2018;246(2):166- 179.

 59. Yang G, Zhang T, Ye J, et al. Circ- ITGA7 sponges miR- 3187- 3p to 
upregulate ASXL1, suppressing colorectal cancer proliferation. 
Cancer Manag Res. 2019;11:6499- 6509.

 60. van der Geest LGM, Lam- Boer J, Koopman M, Verhoef C, Elferink 
MAG, de Wilt JHW. Nationwide trends in incidence, treatment and 
survival of colorectal cancer patients with synchronous metasta-
ses. Clin Exp Metastasis. 2015;32(5):457- 465.

 61. Manfredi S, Lepage C, Hatem C, Coatmeur O, Faivre J, Bouvier 
A- M. Epidemiology and management of liver metastases from col-
orectal cancer. Ann Surg. 2006;244(2):254- 259.

 62. Abdalla EK, Adam R, Bilchik AJ, Jaeck D, Vauthey J- N, Mahvi D. 
Improving resectability of hepatic colorectal metastases: expert 
consensus statement. Ann Surg Oncol. 2006;13(10):1271- 1280.

 63. Xu H, Wang C, Song H, Xu Y, Ji G. RNA- Seq profiling of circular 
RNAs in human colorectal Cancer liver metastasis and the poten-
tial biomarkers. Mol Cancer. 2019;18(1):8.

 64. Li C, He X, Zhang L, Li L, Zhao W. A pair- wise meta- analysis high-
lights circular RNAs as potential biomarkers for colorectal cancer. 
BMC Cancer. 2019;19(1):957.

 65. Jiang W, Zhang X, Chu Q, et al. The circular RNA profiles of col-
orectal tumor metastatic cells. Front Genet. 2018;9:34.

 66. Xu X- W, Zheng B- A, Hu Z- M, et al. Circular RNA hsa_circ_000984 
promotes colon cancer growth and metastasis by sponging miR- 
106b. Oncotarget. 2017;8(53):91674- 91683.

 67. Hsiao K- Y, Lin Y- C, Gupta SK, et al. noncoding effects of circu-
lar RNA CCDC66 promote colon cancer growth and metastasis. 
Cancer Res. 2017;77(9):2339- 2350.

 68. Yuan Y, Liu W, Zhang Y, Zhang Y, Sun S. CircRNA circ_0026344 as 
a prognostic biomarker suppresses colorectal cancer progression 
via microRNA- 21 and microRNA- 31. Biochem Biophys Res Commun. 
2018;503(2):870- 875.

 69. He J- H, Li Y- G, Han Z- P, et al. The CircRNA- ACAP2/Hsa- miR- 
21- 5p/ Tiam1 regulatory feedback circuit affects the prolifera-
tion, migration, and invasion of colon cancer SW480 cells. CPB. 
2018;49(4):1539- 1550.



     |  3679LI et aL.

 70. Ding B, Yao M, Fan W, Lou W. Whole- transcriptome analysis re-
veals a potential hsa_circ_0001955/hsa_circ_0000977- mediated 
miRNA- mRNA regulatory sub- network in colorectal cancer. Aging 
(Albany NY). 2020;12(6):5259- 5279.

 71. Zhu M, Xu Y, Chen Y, Yan F. Circular BANP, an upregulated circular 
RNA that modulates cell proliferation in colorectal cancer. Biomed 
Pharmacother. 2017;88:138- 144.

 72. Shi L, Tao C, Tang Y, Xia Y, Li X, Wang X. Hypoxia- induced hsa_
circ_0000826 is linked to liver metastasis of colorectal cancer. J 
Clin Lab Anal. 2020;00:e23405.

 73. Zheng X, Chen L, Zhou Y, et al. A novel protein encoded by a 
circular RNA circPPP1R12A promotes tumor pathogenesis and 
metastasis of colon cancer via Hippo- YAP signaling. Mol Cancer. 
2019;18(1):47.

 74. Huang G, Zhu H, Shi Y, Wu W, Cai H, Chen X. cir- ITCH plays an in-
hibitory role in colorectal cancer by regulating the Wnt/β- Catenin 
pathway. PLoS One. 2015;10(6):e0131225.

 75. Wei W, Li M, Wang J, Nie F, Li L. The E3 ubiquitin ligase ITCH neg-
atively regulates canonical Wnt signaling by targeting dishevelled 
protein. Mol Cell Biol. 2012;32(19):3903- 3912.

 76. Hao S, Cong L, Qu R, Liu R, Zhang G, Li Y. Emerging roles of circular 
RNAs in colorectal cancer. Onco Targets Ther. 2019;12:4765- 4777.

 77. Chen R- X, Chen X, Xia L- P, et al. N 6 - methyladenosine modifi-
cation of circNSUN2 facilitates cytoplasmic export and stabilizes 
HMGA2 to promote colorectal liver metastasis. Nat Commun. 
2019;10(1):4695.

 78. Ren C, Zhang Z, Wang S, Zhu W, Zheng P, Wang W. Circular RNA 
hsa_circ_0001178 facilitates the invasion and metastasis of col-
orectal cancer through upregulating ZEB1 via sponging multiple 
miRNAs. Biol Chem. 2020;401(4):487- 496.

 79. Chen L- Y, Zhi Z, Wang L, et al. NSD2 circular RNA promotes me-
tastasis of colorectal cancer by targeting miR- 199b- 5p- mediated 
DDR1 and JAG1 signalling. J Pathol. 2019;248(1):103- 115.

 80. Xie H, Ren X, Xin S, et al. Emerging roles of circRNA_001569 tar-
geting miR- 145 in the proliferation and invasion of colorectal can-
cer. Oncotarget. 2016;7(18):26680- 26691.

 81. Geng X, Jia Y, Zhang Y, et al. Circular RNA: biogenesis, degrada-
tion, functions and potential roles in mediating resistance to anti-
carcinogens. Epigenomics. 2019;12(3):267- 283.

 82. Lu H, Yao B, Wen X, Jia B. FBXW7 circular RNA regulates prolif-
eration, migration and invasion of colorectal carcinoma through 
NEK2, mTOR, and PTEN signaling pathways in vitro and in vivo. 
BMC Cancer. 2019;19(1):918.

 83. Abu N, Hon KW, Jeyaraman S, et al. Identification of differentially 
expressed circular RNAs in chemoresistant colorectal cancer. 
Epigenomics. 2019;11(8):875- 884.

 84. Hong YS, Nam B- H, Kim K- P, et al. Oxaliplatin, fluorouracil, and 
leucovorin versus fluorouracil and leucovorin as adjuvant che-
motherapy for locally advanced rectal cancer after preoperative 
chemoradiotherapy (ADORE): an open- label, multicentre, phase 2, 
randomised controlled trial. Lancet Oncol. 2014;15(11):1245- 1253.

 85. Kim JY, Kim JS, Baek MJ, et al. Prospective multicenter phase II 
clinical trial of FOLFIRI chemotherapy as a neoadjuvant treatment 
for colorectal cancer with multiple liver metastases. J Korean Surg 
Soc. 2013;85(4):154- 160.

 86. Xiong W, Ai Y- Q, Li Y- F, et al. Microarray analysis of circular RNA 
expression profile associated with 5- Fluorouracil- based chemo-
radiation resistance in colorectal cancer cells. Biomed Res Int. 
2017;2017:8421614.

 87. Summerer I, Niyazi M, Unger K, et al. Changes in circulating mi-
croRNAs after radiochemotherapy in head and neck cancer pa-
tients. Radiat Oncol. 2013;8(1):296.

 88. Wang X, Zhang H, Yang H, et al. Exosome- delivered circRNA pro-
motes glycolysis to induce chemoresistance through the miR- 122- 
PKM2 axis in colorectal cancer. Mol Oncol. 2020;14(3):539- 555.

 89. Hua X, Sun Y, Chen J, et al. Circular RNAs in drug resistant tumors. 
Biomed Pharmacother. 2019;118:109233.

 90. Spitzner M, Roesler B, Bielfeld C, et al. STAT3 inhibition sensitizes 
colorectal cancer to chemoradiotherapy in vitro and in vivo. Int J 
Cancer. 2014;134(4):997- 1007.

 91. Hon KW, Ab- Mutalib NS, Abdullah NMA, Jamal R, Abu N. 
Extracellular Vesicle- derived circular RNAs confers chemoresis-
tance in Colorectal cancer. Sci Rep. 2019;9(1):16497.

 92. Pucci M, Reclusa Asiáin P, Duréndez Sáez E, et al. Extracellular 
vesicles as miRNA nano- shuttles: dual role in tumor progression. 
Target Oncol. 2018;13(2):175- 187.

 93. Baassiri A, Nassar F, Mukherji D, Shamseddine A, Nasr R, Temraz 
S. Exosomal non coding RNA in liquid biopsies as a promising bio-
marker for colorectal cancer. Int J Mol Sci. 2020;21(4):1398.

 94. Wang J, Li X, Lu L, He L, Hu H, Xu Z. Circular RNA hsa_circ_0000567 
can be used as a promising diagnostic biomarker for human col-
orectal cancer. J Clin Lab Anal. 2018;32(5):e22379.

 95. Ji W, Qiu C, Wang M, Mao N, Wu S, Dai Y. Hsa_circ_0001649: A 
circular RNA and potential novel biomarker for colorectal cancer. 
Biochem Biophys Res Commun. 2018;497(1):122- 126.

 96. Zhuo F, Lin H, Chen Z, Huang Z, Hu J. The expression profile and 
clinical significance of circRNA0003906 in colorectal cancer. Onco 
Targets Ther. 2017;10:5187- 5193.

 97. Li J, Ni S, Zhou C, Ye M. The expression profile and clinical appli-
cation potential of hsa_circ_0000711 in colorectal cancer. Cancer 
Manag Res. 2018;10:2777- 2784.

 98. Wang X, Zhang Y, Huang L, et al. Decreased expression of hsa_
circ_001988 in colorectal cancer and its clinical significances. Int J 
Clin Exp Pathol. 2015;8(12):16020- 16025.

 99. Li Y, Zheng Q, Bao C, et al. Circular RNA is enriched and stable 
in exosomes: a promising biomarker for cancer diagnosis. Cell Res. 
2015;25(8):981- 984.

 100. Lin J, Cai D, Li W, et al. Plasma circular RNA panel acts as a 
novel diagnostic biomarker for colorectal cancer. Clin Biochem. 
2019;74:60- 68.

 101. Yin W- B, Yan M- G, Fang X, Guo J- J, Xiong W, Zhang R- P. Circulating 
circular RNA hsa_circ_0001785 acts as a diagnostic biomarker for 
breast cancer detection. Clin Chim Acta. 2018;487:363- 368.

 102. Jin C, Wang A, Liu L, Wang G, Li G. Hsa_circ_0136666 promotes 
the proliferation and invasion of colorectal cancer through miR- 
136/SH2B1 axis. J Cell Physiol. 2019;234(5):7247- 7256.

 103. Wang F, Wang J, Cao X, Xu L, Chen L. Hsa_circ_0014717 is down-
regulated in colorectal cancer and inhibits tumor growth by pro-
moting p16 expression. Biomed Pharmacother. 2018;98:775- 782.

 104. Fang G, Ye B- L, Hu B- R, Ruan X- J, Shi Y- X. CircRNA_100290 pro-
motes colorectal cancer progression through miR- 516b- induced 
downregulation of FZD4 expression and Wnt/β- catenin signaling. 
Biochem Biophys Res Commun. 2018;504(1):184- 189.

 105. Ju H, Zhao Q, Wang F, et al. A circRNA signature predicts post-
operative recurrence in stage II/III colon cancer. EMBO Mol Med. 
2019;11(10):e10168.

 106. Yao Z, Xu R, Yuan L, et al. Circ_0001955 facilitates hepatocellular 
carcinoma (HCC) tumorigenesis by sponging miR- 516a- 5p to re-
lease TRAF6 and MAPK11. Cell Death Dis. 2019;10(12):945.

How to cite this article: Li A, Wang WC, McAlister V, Zhou Q, 
Zheng X. Circular RNA in colorectal cancer. J Cell Mol Med. 
2021;25:3667– 3679. https://doi.org/10.1111/jcmm.16380

https://doi.org/10.1111/jcmm.16380

