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Abstract 

Bladder cancer (BCa) is one of the most common malignancies affecting men. Oncogenic transcription 
factors function as an important regulator in the progression of human cancer. In our study, we aimed to 
construct artificial circular non-coding RNAs (acircRNAs) consisting of three functional units that mimic 
the CRISPR-Cas system and elucidate its therapeutic role in bladder cancer. Additionally, the compare of 
the efficiency in regulating gene expression between acircRNA and CRISPR-dCas systems was 
performed. We connected the cDNA sequences of TFs aptamer and constructed a circRNA. To 
demonstrate the platform's practicality, β-catenin and NF-κB were chosen as functional targets, while 
T24 and 5637 cell lines served as test models. Real-time Quantitative PCR (qPCR), double luciferase assay 
and related phenotype assay were used to detect the expression of related genes and the therapeutic 
effect. To elucidate the functionality of acircRNAs, luciferase vectors capable of detecting β-catenin and 
NF-κB expression were employed to assess the inhibitory impact of acircRNA on β-catenin and NF-κB. 
Consequently, the optimal combination involving acircRNA-3 was determined. Next, qPCR assay was 
employed to assess the relative expression levels of target downstream genes following acircRNA 
treatment. The expression of c-myc and cyclin D1 were used to determine the function of β-catenin, 
while Bcl-XL and TRAF1 were used to determine that of NF-κB. The acircRNAs inhibited the β-catenin 
and NF-κB related signaling in BCa cells specifically. CD63-HuR fusion protein was used to loading 
acircRNA into exosomes. The results showed that acircRNA could inhibit the activity of the target 
transcription factors, and the inhibitory effect was better than that of CRIPSR-dCas9-KRAB. 
Furthermore, functional experiments demonstrated that the transfection of acircRNA in bladder cells 
resulted in decreased proliferation, enhanced apoptosis, and suppressed migration. In conclusion, our 
synthetic gene device exhibited anti-tumor regulatory capabilities and showed greater efficiency in tumor 
suppression compared to the CRISPR-dCas9-KRAB system. Therefore, our device provides a new 
strategy for cancer treatment and could be a useful strategy for cancer cells. 
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Introduction 
Bladder cancer is one of the most common 

malignancies affecting men. β-catenin plays a key role 
in overactivated Wnt-signaling pathways in a variety 
of cancers, including bladder cancer and prostate 
cancer [1]. In the progression of bladder cancer, the 
NF-κB signaling pathway is involved in the initiation 

and maintenance of BCa regardless of 
muscle-invasive bladder cancer (MIBC). Therefore, 
β-catenin and NF-κB hold great potential as 
therapeutic targets for bladder cancer, offering 
promising avenues for achieving effective treatment 
of BCa. However, the instability of linear RNA-based 
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RNA interference fails to effectively impede the 
activity of β-catenin and NF-κB in bladder cancer 
treatment. There is an urgent need for the 
development of novel targeted inhibition approaches. 

CircRNA is a unique type of non-coding RNA 
that exists in a circular rather than a typical linear 
form. The circRNAs are produced by the cellular 
reverse splicing mechanism, which involves the 
fusion of the 5-terminal splicing donor site of the 
downstream exon with the 3-terminal splicing 
receptor site of the upstream exon [2, 3]. There were 
emerging researches have showed that the structure 
of circRNAs is more stable and mainly regulates cell 
phenotype through the interaction with miRNAs [4]. 
Functionally, however, there are much functions of 
circRNAs being largely unknown currently, except as 
molecular sponges for miRNAs [5]. Accumulating 
evidences demonstrated that circRNAs functioned as 
an important factor of the miRNA regulatory 
networks [6]. In addition, circRNAs have been 
proposed to function as protein sponges, and they 
exist in the cellular environment as RNA-protein 
complexes to regulate cell behaviors [7]. Based on the 
stable structure of circRNAs, the design of 
circNRA-dependent intracellular regulatory devices 
has great application prospects. The aptamer exhibits 
a remarkable ability to specifically and selectively 
bind to diverse target substances. When the aptamer 
specifically binds to the target substance, it inhibits 
the function of that substance. However, simple 
nucleic acid aptamers are unstable in the intracellular 
environment, which greatly limits their further use. 
Therefore, we postulate that the inherent stability of 
circular RNA, in conjunction with strategic nucleic 
acid adaptation design, can proficiently target and 
suppress precise intracellular signaling molecules. 

Intracellular RNA delivery mediated by 
nanoparticles or viral vectors is commonly used in 
gene therapy [8, 9]. However, these nucleic acid 
delivery methods show different degrees of toxic side 
effects. Exosomes, extracellular microvesicles with 
diameters ranging from 30 to 150 nm, are ideal drug 
carriers [10, 11]. Naturally occurring exosomes 
transport a diverse array of signaling molecules, 
encompassing double-stranded DNAs, RNAs, and 
proteins. These signals can be actively released by the 
exosomes into recipient cells, thereby playing a 
pivotal role in facilitating intercellular communi-
cation. Therefore, the synthesis of a novel exosomes 
encapsulating specific signaling molecules could 
effectively regulate the malignant phenotype of tumor 
cells. However, there is currently no effective strategy 
for delivering circRNAs to exosomes. The process of 
endogenous RNA sorting and encapsulation into 
exosomes is regulated [12], and RNA-binding 

proteins are involved in the sorting process of target 
RNA [13]. In addition, synthetic exosomes were 
modified to achieve better targeting specificity by 
exosome surface protein modifications. Tetraspanin 
CD63 is an exosome surface marker that has been 
redesigned to trace and label exosomes [14, 15]. 
According to the formation mechanism of exosomes 
and the principle of RNA sorting into exosomes, we 
hypothesized that the fusion of exosomal membrane 
proteins with specific RNA-binding proteins could 
selectively load specific RNA molecules into newly 
synthesized exosomes. 

In our study, we fused CD63 with an RNA 
binding protein, which could bind the target RNA 
with AU rich elements (AREs) in high affinity [16]. 
Aptamers were used to design and construct 
acircRNAs, which bind to β-catenin and NF-κB 
together to exert anti-bladder cancer function and 
determined their effectiveness on inhibition of BCa 
cells. Next, we inserted AREs into acircrNA sequences 
and selectively encapsulated them with exosomes, 
and collected these acircRNA-exosomes for the 
suppression of the malignant phenotype of BCa. Here, 
we established a novel strategy for efficiently loading 
circRNA cargo into exosomes, which may be 
promising in gene therapy for BCa. 

Materials and Methods 
Cell lines and cell transfection 

The BCa cell lines (T24, 5637) used in our study 
were cultured in the DMEM medium (Gibco), which 
was supplemented with 10% fetal bovine serum 
(Gibco). Additionally, the normal human prostatic 
epithelial cell line (RWPE-1) was growth in 
RPMI-1640 (Gibco) medium with 10% fetal bovine 
serum (Gibco). All the cells were growth at the 
temperature of 37℃ with 5% CO2. Cell transfection 
was performed when cell fusion up to 70-80%. In our 
experiment, lipo3000 transfection kit was used for 
transfection. 

Construction of artificial circRNA 
The sequences of β-catenin and NF-κB aptamer 

were derived from previous research, and these two 
aptamers were connected with a fixed scaffold to 
construct the functional unit of acircRNA [17]. In 
addition, the pre-linear RNA of acircRNA was 
constructed by chemical synthesis in vitro. 
Dual-Luciferase reporter assay 

In our study, the functions of β-catenin and 
NF-κB were evaluated by the activity of the 
dual-luciferase reporter vector, which was derived 
from previous studies [18]. 
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RNA extraction and qPCR 
The total RNAs were extracted from the 

transfected cells by using the TRIzol reagent, and the 
experimental operation mainly refer to the 
instructions of manufacturer (Invitrogen, Grand 
Island, NY, United States). The cDNA required for the 
qPCR assay was obtained by reverse transcription of 
total RNA with PrimeScript RT Reagent Kit with 
gDNA Eraser (Takara, Japan). The qPCR assay was 
performed using SYBRR Premix Ex TaqTM (TaKaRa, 
Japan) and the experimental operation mainly 
referred to the instructions of manufacturer. In the 
data analysis of the qPCR, GAPDH was utilized to be 
the control of normalization. All the primers used in 
our work are presented in the supplemental material. 
Cell proliferation assay 

In our study, CCK-8 assay was used to 
determine the cell proliferation of BCa cells. The 
specific steps of the experimental operation mainly 
refer to the instructions of manufacturer (TransGen, 
Beijing, China) and previous literature [19]. In short, 
transfected cells were inoculated in 96-well plates and 
their absorbance was measured at 0h, 12h, 24h, and 
36h. The data was collected from three times assay. 

Cell apoptosis assay 
The level of cell apoptosis was measured by cell 

death detection ELISA assay. The assay was 
performed according to the instruction of 
manufacturer (Roche Applied Science). The 
absorbance of cytoplasmic histone-complexed DNA 
was quantified at 405nm by a microplate reader (Bio–
Rad). The data was collected from three times assay. 
Cell migration assay 

We determined the cell migration of BCa cell via 
the wound-healing assay. The specific steps of the 
experimental operation mainly refer to the previous 
research. Briefly, the assay was performed when the 
cells was up to 90% confluence in a single 6-well plate. 
We used a yellow pipette tip to create a clear wound 
in the cell layer, and the Images were taken from an 
optical microscope system at 0 h and 12 h. The data 
was collected from three times assay. 

Statistical analyses 
SPSS v20.0 software (SPSS, Inc., IL, USA) was 

used to analyse data via Student’s t tests, one-way 
ANOVAs, and chi-squared tests. P < 0.05 was the 
significance threshold. 

Results 
Design and construction of acircRNA 

To construct acircRNAs that specifically bind 

target proteins, we preliminarily designed short 
RNAs that can be efficiently cyclized by endogenous 
RNA ligase. Aptamers were used to bind specifically 
to target molecules β-catenin and NF-κB in our work, 
and each functional unit of acircRNAs was composed 
of one aptamer of β-catenin and one aptamer NF-κB 
(Figure 1A). To make the single linear pre-sequences 
of aptamers smoothly fold into specific functional 
structures, we refer to the design of previous studies 
[17]. To cyclize the linear pre-short RNA molecule, we 
supplemented reverse complementary introns at both 
ends of the sequence (Figure 1B).  

 

 
Figure 1. The schematic diagram of the approximate structure of 
acircRNA. (A) Each functional unit of acircRNAs was composed of one aptamer of 
β-catenin (Red) and one aptamer NF-κB (Green). (B) Each circular RNA consisted of 
three functional units. 

 
The acircRNA sponged and inhibited β-catenin 

and NF-κB in BCa cells specifically. 
To determine the function of acircRNAs, the 

luciferase vectors capable of sensing the expression of 
β-catenin and NF-κB were used to detect the 
inhibitory effect of acircRNA on β-catenin and NF-κB 
(luci-β-catenin and luci- NF-κB) (Figure 2A). To 
determine the detection efficiency of luci-β-catenin 
and luci-NF-κB, we first measured the protein 
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expression of β-catenin and NF-κB in T24, 5637 and 
SV-HUC1 using ELISA assay. We found that both 
β-catenin and NF-κB showed varying degrees of 
upregulation in T24 and 5637, relative to SV-HUC1 
(Figure 2B and 2C). Next, the luci-β-catenin and 
luci-NF-κB were transfected into the BCa cells and the 

normal bladder epithelium cells and the results 
showed that the expression ratio of relative 
fluorescence intensity was consistent with ELISA 
results, which demonstrated that luci-β-catenin and 
luci-NF-κB could sense the expression level of 
β-catenin and NF-κB. 

 
 

 
Figure 2. The effect of acircRNAs inhibiting β-catenin and NF-κB in bladder cancer cells. (A) The description of working mechanism about transcript factor-related 
luciferase reporters. (B) The related expression of β-catenin detected using ELISA assay in SV-HUC1, T24 and 5637 cells. (C) The related expression of NF-κB detected using 
ELISA assay in SV-HUC1, T24 and 5637 cells. (D) Inhibition of β-catenin by different combination strategies of β-catenin aptamers in T24 cells. (E) Inhibition of β-catenin by 
different combination strategies of β-catenin aptamers in 5637 cells. (F) Inhibition of NF-κB by different combination strategies of NF-κB aptamers in T24 cells. (G) Inhibition of 
NF-κB by different combination strategies of NF-κB aptamers in 5637 cells. Results are shown as mean±SD. ***P < 0.001 compared with SV-HUC1. **P < 0.01 compared with 
SV-HUC1. *P < 0.05 compared with SV-HUC1. 
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Figure 3. The acircRNA inhibited the mRNA expression of various 
downstream genes of β-catenin and NF-κB in bladder cancer cells. (A) The 
acircRNA suppressed the expression of c-myc mRNA in bladder cancer cells 
(SV-HUC1, T24 and 5637). (B) The acircRNA suppressed the expression of cyclin D1 
mRNA in bladder cancer cells (SV-HUC1, T24 and 5637). (C) The acircRNA 
suppressed the expression of bcl-XL mRNA in bladder cancer cells (SV-HUC1, T24 
and 5637). (D) The acircRNA suppressed the expression of TRAF1 mRNA in bladder 
cancer cells (SV-HUC1, T24 and 5637). Results are shown as mean±SD. ***P < 0.001 
compared with SV-HUC1. **P < 0.01 compared with SV-HUC1. *P < 0.05 compared 
with SV-HUC1. 

 
We co-transfected acircRNAs containing 

different numbers of functional units (from one to five 
units) with luci-β-catenin and luci-NF-κB into BCa cell 
lines, respectively, to detect the inhibitory effect of 

circRNAs with different construction strategies (from 
acircRNA-1 to acircRNA-4), and to hope for the 
optimal circRNAs construction scheme (Figure 2). As 
shown in figure 2, acircRNA-3 showed the strongest 
inhibitory effect on both β-catenin and NF-κB, while 
acircRNA-1 showed almost no inhibitory effect on 
β-catenin and NF-κB. In addition, acircRNA-3 and 
acircRNA-4 showed no significant difference in 
inhibition of β-catenin and NF-κB (Figure 2). We 
concluded that acircRNA-3 exhibited the best 
inhibition efficiency for β-catenin and NF-κB. 
Therefore, we selected the acircRNA-3 for the further 
experiments. 

The acircRNAs inhibited the β-catenin and 
NF-κB related signaling in BCa cells specifically. 

Through luciferase reporter assay, we found that 
acircRNAs could obviously bind to β-catenin and 
NF-κB specifically. However, it was still not clear that 
acircRNAs could block β-catenin and NF-κB from 
functioning through interactions with downstream 
signaling. In other words, we need to prove that 
acircRNAs specifically bind to β-catenin and NF-κB 
and inhibit their related signaling pathways. 

To further investigate the mechanism of 
acircRNAs, qPCR assay was utilized to evaluate the 
relative expression levels of target downstream genes 
subsequent to acircRNA treatment. The expression of 
c-myc and cyclin D1 were used to determine the 
function of β-catenin, while Bcl-XL and TRAF1 were 
used to determine that of NF-κB. We found that 
acircRNA showed significant inhibitory effect on both 
c-myc and cyclin D1, as well as Bcl-XL and TRAF1 
(Figure 3). 

Efficient loading of acircRNAs into exosomes 
by CD63-HuR fusion protein. 

Exosomes have been widely recognized as drug 
delivery vehicles. Given that endogenous RNA is 
selectively sorted into exosomes by RNA-binding 
proteins, we asked whether exosomes could be 
re-engineered to select target RNA molecules for 
entry into exosomes [11, 20]. To this end, we used 
RNA binding protein HuR to re-engineer tetraspanin 
CD63 and proved its feasibility. In our study, RNA 
binding protein HuR was selected to fuse to the 
C-terminus of CD63 (Figure 4). The 293t cells were 
co-transfected with 100nM acircRNA which including 
AREs and CD63-HuR expressing vector to produce 
the special exosomes encapsulated acircRNA. In 
addition, the acircRNA without AREs were 
co-transfected into 293t cells with CD63-HuR 
expressing vector to serve as control group. The 
results of qPCR assay revealed that acircRNA was 
abundant in the supernatant of acircRNA-AREs/ 
CD63-HuR co-transfected cells, whereas it was almost 
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absent in the control group (Figure 4). Next, the 
exosomes encapsulated with acircRNAs were 
extracted from the cell supernatant and transfected 
into BCa cell. The results showed that exosomes 
efficiently delivered acircRNAs into BCa cell (Figure 
4). 

The exosome delivery acircRNA showed 
higher inhibitory effect of β-catenin and NF-κB 
than CRISPR-Cas9 system 

As a robust gene editing tool, CRISPR-Cas9 has 
completely subverted all aspects of biological research 
including cancer. Here, we wanted to compare the 
inhibitory effects of acircRNAs and CRISPR-Cas9. 
Fusion of Cas9 protein without nuclease activity 
(dCas9) with krüppel-associated box (KRAB) 
repressor (dCas9-KRAB) could inhibit the expression 
of target genes. We targeted CRISPR-dCas9-KRAB to 
the promoters of β-catenin and NF-κB to inhibit them 
expression (Figure 5). Then we compared the 
CRISPR-dCas9-KRAB system and acircRNAs for 
inhibiting target genes.  

We found that both CRISPR-dCas9-KRAB and 
acircRNAs significantly inhibited β-catenin and 
NF-κB, but interestingly, acircRNAs showed a better 
inhibitory effect than CRISPR-dCas9-KRAB in BCa 
cell lines (Figure 5).  

The exosome deliver acircRNAs inhibited the 
malignant phenotype of BCa in vitro. 

Previously, we had demonstrated that 
acircRNAs were used to interfere with β-catenin and 
NF-κB associated oncogenic signaling pathways. 
Firstly, we investigated the inhibition of 
exo-acircRNAs on malignant phenotype of BCa cells. 

ELISA assay was performed to evaluate acircRNAs 
induced apoptosis levels. Apoptosis levels of BCa cell 
lines (T24 and 5637) that transfected with acircRNAs 
were determined by ELISA (Figure 6). Based on these 
experimental results, we concluded that the 
exo-acircRNAs we designed could effectively induce 
BCa cell apoptosis. Previous studies have reported 
that β-catenin inhibits apoptosis by inhibiting the 
effects of cleaved PARP-apoptosis protein. Therefore, 
exo-acircRNAs induced BCa cell apoptosis by 
suppressing β-catenin related pathways. 

Next, we investigated whether exo-acircRNA 
could effectively inhibit cell proliferation in BCa cell 
lines (T24 and 5637). C-myc and Cyclin D1 were 
well-known cell cycle regulators and served as 
carcinogenic factors function on promoting cell 
proliferation. In previous experimental results, we 
have shown that exo-acircRNA does indeed 
down-regulate the expression of c-myc and Cyclin D1. 
In our study, cell proliferation of BCa cell lines T24 
and 5637 were determined by CCK-8 assay (Figure 6). 
Through comparison, we found that exo-acircRNA 
could effectively inhibit cell proliferation of BCa cells. 

Finally, we sought to clarify whether 
exo-acircRNA functions as a cell migration inhibitor 
in BCa cells. It had been reported that targeted 
β-catenin, as well as NF-κB, induce cancer cell 
migration and invasion by inducing 
epithelial-mesenchymal transformation (EMT). We 
hypothesized that exo-acircRNA inhibited BCa cell 
migration by inhibiting EMT. In addition, we found 
that cell migration of BCa cells was significantly 
reduced in the presence of exo-acircRNA (Figure 6). 

 

 
Figure 4. Efficient acircRNA encapsulation into the CD63-HuR fusion protein functionalized exosomes. (A) Schematic diagram of the structure of the functional 
exosome of CD63-HuR fusion protein. (B) Expression of acircRNA in HEK293T cells measured as indicated. (C) Expression of acircRNA in exosomes derived from HEK293T 
cells transfected into SV-HUC1, T24 and 5637 cells as indicated. Results are shown as mean±SD. ***P < 0.001 compared with control. **P < 0.01 compared with control. *P < 
0.05 compared with control. 
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Figure 5. The inhibitory effect of Exo-acircRNA was better than CRISPR-Cas9 and acircRNA. (A) The construction of Cas9 and the targets of gRNA. (B) The 
qRT-PCR assay analysed the expression levels of c-myc, cyclin D1, bcl XL and TRAF1 in the BCa cell line T24 after transfected with the acircRNA and CRISPR-Cas9 compared 
with exo-acircRNA. (C) The qRT-PCR assay analysed the expression levels of c-myc, cyclin D1, bcl XL and TRAF1 in the BCa cell line 5637 after transfected with the acircRNA 
and CRISPR-Cas9 compared with exo-acircRNA. ***P < 0.001 compared with control. **P < 0.01 compared with control. *P < 0.05 compared with control. 

 

Discussion 
Worldwide, the incidence of bladder cancer is 

one of among the highest among all malignancies [21]. 
BCa is a malignancy characterized by a significantly 
elevated recurrence rate within the urinary system 
[22]. After surgical treatment, patients still have a high 
probability of recurrent bladder cancer, and the 
recurrence of tumors has a trend of increasing 
malignancy. With the in-depth research on the 
pathogenesis of bladder cancer and the identification 
of bladder cancer-related genes, the rise of gene 
therapy provides a new thinking direction for the 
treatment of bladder cancer [23]. 

Aptamers needed to be screened in vitro with a 
specific series of nucleotide sequences, which can 

bind to a specific ligand with high affinity and strong 
specificity [24]. In theory, any small molecule has a 
specific aptamer. We utilized the relationship between 
aptamers and ligands to construct the acircRNAs that 
specifically silenced carcinogenic signaling and 
inhibit BCa cells. β-catenin and NF-κB are well-known 
cancer-related factors, and the pathways involved in 
them regulate tumor progression, and both of them 
play key roles in these pathways [25, 26]. In our study, 
we linked the aptamers of β-catenin and NF-κB 
together to construct the functional unit of acircRNA. 
The anticancer acircRNA molecule here was 
constructed by effectively binding the aptamers 
sequence of the oncogenic transcription factor. The 
acircRNA constructed by us inhibits the malignant 
phenotype of BCa cells by specifically binding to 
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oncogenic factors. The results showed that the nucleic 
acid molecule constructed in the form of acircRNA 
could effectively inhibit the malignant phenotype of 
BCa cells. Meanwhile, the inhibitory effect of 
acircRNA was superior to that of CRISPR-dCas9- 
KRAB system. This strategy to inhibit the progression 
of BCa may also provide new ideas for the treatment 
of other malignancies. 

However, there were still some deficiencies in 
our work, which will be investigated in further work. 
First, our work focused on the in vitro level and could 
not prove that acircRNA is still effective in complex 
bodies. The key is still the problem of gene delivery, in 
the future, we plan to use exosome or viral vectors to 
carry these acircRNAs devices into tissue cells. At 
present, we do not have sufficient evidence to prove 
the effectiveness of acircRNA in vivo, which requires 
more evidence to prove the clinical value of this 
strategy. Secondly, in our work, we mainly used 
transfection method to introduce acircRNAs into 
cancer cells. However, the delivery efficiency of this 
method is not high, especially in vivo. Therefore, the 
development of biological vectors that can efficiently 
transport acircRNA into cells is the focus of our 
further work. In conclusion, we successfully 

constructed artificial circRNAs that inhibited different 
tumor factors to effectively inhibit bladder cancer, 
which may be a potentially effective treatment 
strategy for advanced bladder cancer. 
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palindromic repeats-CRISPR-associated proteins; 
KRAB: Krüppel-associated box; BCa: bladder cancer; 
qRT-PCR: quantitative Real Time PCR; AcircRNA: 
Artificial circular Ribonucleic Acid; CircRNA: circular 
Ribonucleic Acid; NF-κB: nuclear factor kappa-B; 
MIBC: Muscle-invasive bladder cancer; AREs: The 
adenine and uridine-rich elements. 

Supplementary Material 
Supplementary table.  
https://www.jcancer.org/v15p1770s1.pdf 

Acknowledgments 
We are indebted to the donors whose names 

were not included in the author list, but who 
participated in this program. This work was 
supported by the Natural Science Foundation of 
Hunan (2021JJ40511), This work was supported by the 

 
Figure 6. The significant inhibitory effect of exo-circRNA on bladder cancer cells. (A) The ELISA assay showed the relative expression of caspases-3 in BCa cell lines 
with and without exo-acircRNA. (B) The CCK-8 assay determined the cell proliferation in T24 cell lines with and without exo-acircRNA. (C) The CCK-8 assay determined the 
cell proliferation in 5637 cell lines with and without exo-acircRNA. (D) The relative rate of cell migration was determined in T24 and 5637 cells with or without exo-circRNAs 
using the wound-healing assay. (E) Quantification of the relative rate of cell migration was determined in T24 and 5637 cells with or without exo-circRNAs using the 
wound-healing assay. ***P < 0.001 compared with control. **P < 0.01 compared with control. *P < 0.05 compared with control. 

 



 Journal of Cancer 2024, Vol. 15 

 
https://www.jcancer.org 

1778 

Natural Science Foundation of Hunan (2023JJ30556), 
General guidance subject of Hunan Provincial Health 
Commission (202204054199). 

Data availability 
All data included in this study are available 

upon request by contact with the corresponding 
author. 

Author contributions 
Qun Zhou, Hao Fu and Lan Fang designed the 

study. Lan Fang, Yachun Tang and Qing Wang 
performed the experiments, Qun Zhou, Xin Tang and 
Lexi Zhu analyzed the data. Qun Zhou, Baoyuan 
Wang wrote and revised the manuscript. Qun Zhou, 
Na Peng, Wenke Song and Hao Fu provided financial 
support for the project. 

Competing Interests 
The authors have declared that no competing 

interest exists. 

References 
1. Schneider J, Craven T, Kasper A, Yun C, Haugbro M, Briggs E, et al. Design of 

Peptoid-peptide Macrocycles to Inhibit the β-catenin TCF Interaction in 
Prostate Cancer. Nature communications. 2018; 9: 4396. 

2. Jeck WR, Sharpless NE. Detecting and characterizing circular RNAs. Nature 
biotechnology. 2014; 32: 453-61. 

3. Kristensen LS, Andersen MS, Stagsted LVW, Ebbesen KK, Hansen TB, Kjems J. 
The biogenesis, biology and characterization of circular RNAs. Nature reviews 
Genetics. 2019; 20: 675-91. 

4. Hansen TB, Jensen TI, Clausen BH, Bramsen JB, Finsen B, Damgaard CK, et al. 
Natural RNA circles function as efficient microRNA sponges. Nature. 2013; 
495: 384-8. 

5. Hansen T, Jensen T, Clausen B, Bramsen J, Finsen B, Damgaard C, et al. 
Natural RNA circles function as efficient microRNA sponges. Nature. 2013; 
495: 384-8. 

6. Piwecka M, Glažar P, Hernandez-Miranda L, Memczak S, Wolf S, Rybak-Wolf 
A, et al. Loss of a mammalian circular RNA locus causes miRNA deregulation 
and affects brain function. Science (New York, NY). 2017; 357 (6357):eaam8526. 

7. Schneider T, Hung L, Schreiner S, Starke S, Eckhof H, Rossbach O, et al. 
CircRNA-protein complexes: IMP3 protein component defines subfamily of 
circRNPs. Scientific reports. 2016; 6: 31313. 

8. Tam C, Wong JH, Cheung RCF, Zuo T, Ng TB. Therapeutic potentials of short 
interfering RNAs. Applied microbiology and biotechnology. 2017; 101: 
7091-111. 

9. Li B, Zhang X, Dong Y. Nanoscale platforms for messenger RNA delivery. 
Wiley interdisciplinary reviews Nanomedicine and nanobiotechnology. 2019; 
11: e1530. 

10. Pap E, Pállinger E, Pásztói M, Falus A. Highlights of a new type of intercellular 
communication: microvesicle-based information transfer. Inflammation 
research : official journal of the European Histamine Research Society [et al]. 
2009; 58: 1-8. 

11. S ELA, Mäger I, Breakefield XO, Wood MJ. Extracellular vesicles: biology and 
emerging therapeutic opportunities. Nature reviews Drug discovery. 2013; 12: 
347-57. 

12. Hurley JH. ESCRTs are everywhere. The EMBO journal. 2015; 34: 2398-407. 
13. Wu B, Su S, Patil DP, Liu H, Gan J, Jaffrey SR, et al. Molecular basis for the 

specific and multivariant recognitions of RNA substrates by human hnRNP 
A2/B1. Nat Commun. 2018; 9: 420. 

14. Böker KO, Lemus-Diaz N, Rinaldi Ferreira R, Schiller L, Schneider S, Gruber J. 
The Impact of the CD9 Tetraspanin on Lentivirus Infectivity and Exosome 
Secretion. Molecular therapy : the journal of the American Society of Gene 
Therapy. 2018; 26: 634-47. 

15. Schiller LT, Lemus-Diaz N, Rinaldi Ferreira R, Böker KO, Gruber J. Enhanced 
Production of Exosome-Associated AAV by Overexpression of the 
Tetraspanin CD9. Molecular therapy Methods & clinical development. 2018; 9: 
278-87. 

16. García-Mauriño SM, Rivero-Rodríguez F, Velázquez-Cruz A, 
Hernández-Vellisca M, Díaz-Quintana A, De la Rosa MA, et al. RNA Binding 
Protein Regulation and Cross-Talk in the Control of AU-rich mRNA Fate. 
Frontiers in molecular biosciences. 2017; 4: 71. 

17. Zhan H, Li A, Cai Z, Huang W, Liu Y. Improving transgene expression and 
CRISPR-Cas9 efficiency with molecular engineering-based molecules. Clinical 
and translational medicine. 2020; 10: e194. 

18. Xie H, Zhan H, Gao Q, Li J, Zhou Q, Chen Z, et al. Synthetic artificial "long 
non-coding RNAs" targeting oncogenic microRNAs and transcriptional 
factors inhibit malignant phenotypes of bladder cancer cells. Cancer letters. 
2018; 422: 94-106. 

19. Xiao L, Li J, Sheng Y, Wang Y, Dou X. Synthetic molecular sensors based on 
CRISPR-Cas9 redirect anticancer signal flows to treat retinoblastomas. Clinical 
and translational medicine. 2021; 11: e618. 

20. Santangelo L, Giurato G, Cicchini C, Montaldo C, Mancone C, Tarallo R, et al. 
The RNA-Binding Protein SYNCRIP Is a Component of the Hepatocyte 
Exosomal Machinery Controlling MicroRNA Sorting. Cell reports. 2016; 17: 
799-808. 

21. Siegel RL, Miller KD, Wagle NS, Jemal A. Cancer statistics, 2023. CA: a cancer 
journal for clinicians. 2023; 73: 17-48. 

22. Sanli O, Dobruch J, Knowles MA, Burger M, Alemozaffar M, Nielsen ME, et al. 
Bladder cancer. Nature reviews Disease primers. 2017; 3: 17022. 

23. Liu Y, Li J, Chen Z, Huang W, Cai Z. Synthesizing artificial devices that 
redirect cellular information at will. eLife. 2018; 7:e31936. 

24. Kinghorn AB, Fraser LA, Lang S, Shiu SCC, Tanner JA. Aptamer 
Bioinformatics. International journal of molecular sciences. 2017; 18(12):2516. 

25. Zhang Q, Mao Z, Sun J. NF-kappaB inhibitor, BAY11-7082, suppresses M2 
tumor-associated macrophage induced EMT potential via 
miR-30a/NF-kappaB/Snail signaling in bladder cancer cells. Gene. 2019; 710: 
91-7. 

26. Xie X, Li H, Pan J, Han X. Knockdown of TRIM26 inhibits the proliferation, 
migration and invasion of bladder cancer cells through the 
Akt/GSK3beta/beta-catenin pathway. Chemico-biological interactions. 2021; 
337: 109366. 


