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Abstract 

Competing endogenous RNAs (ceRNAs) are a newly discovered class of molecular regulators involved in 
many diseases, especially tumors. Therefore, exploration of the potential ceRNA regulatory network 
regarding the occurrence and development of pancreatic cancer will provide a new theoretical basis for 
its diagnosis and treatment. Based on the above background, we applied a bioinformatics approach to 
mine the public database The Cancer Genome Atlas (TCGA) and performed a series of subsequent 
molecular biology assays to confirm the hypothesis that HOXA10-AS/ miR-340-3p/HTR1D axis could 
modulate the malignant progression of pancreatic cancer. Here, our present study demonstrated that the 
expression level of HTR1D, positively correlated with the level of lncRNA HOXA10-AS and negatively 
associated with the level of miR-340-3p, was significantly increased in pancreatic cancer cell lines (PCs) 
compared with that in normal HPDE6-C7 cells. Knocking down HTR1D obviously inhibited the 
proliferation and migration of PCs and promoted apoptosis by upregulating p-AKT. Elevated miR-340-3p 
blocked the progression of pancreatic cancer by downregulating HTR1D. Lessened level of lncRNA 
HOXA10-AS reduced the sponging of miR-340-3p, resulting in an increase of miR-340-3p and a 
subsequent decrease of HTR1D to ultimately suppress the malignant biological behaviors of cancer. 
These data illustrated that the HOXA10-AS/miR-340-3p/HTR1D ceRNA axis acted a crucial part in the 
malignant biological behavior of pancreatic cancer in an AKT-dependent manner. 

Key words: pancreatic cancer, ceRNA, HTR1D, HOXA10-AS, miR-340-3p 

Introduction 
Pancreatic cancer is a lethal disease worldwide 

which has a KRAS mutation rate as high as 90% [1]. 
Pancreatic cancer is characterized by early metastasis 
during the disease progression period and a lack of 
effective therapeutic methods, which leads to an 
extremely poor prognosis and a low survival rate 
[2-5]. Resistance to chemotherapy plays an imperative 
role in its lethality, and surgery is known as the only 

existing curative treatment for pancreatic cancer [6, 7]. 
Therefore, it is essential to investigate accurate and 
predictable biomarkers to diagnose pancreatic cancer 
at an earlier stage. 

5-Hydroxytryptamine (5-HT or serotonin) is a 
neurotransmitter involved in numerous neurological 
processes of cellular signals transduction and cell 
growth maintenance [8-10]. In addition, 5-HT 
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receptors (5-HTRs) serve vital roles in these processes 
by binding to the surface of cell membrane [11]. 
According to recent studies, 5-HTRs were linked to 
malignant tumors, such as melanoma [12], breast 
cancer [13, 14], lung cancer [15] and colon cancer [16]. 
For example, 5-HTR1B, 5-HTR3 and 5-HTR4 were 
proven to promote the proliferation of colorectal 
cancer cells (CRCs) [17]. Therefore, 5-HTRs could be 
potential clinical targets of cancer therapies. HTR1D is 
one of 14 types of HTRs, and only a few studies 
investigated its roles in tumors. The extracts of the 
traditional Chinese medicine Zuojin Wancan were 
reported to influence the biological behavior of CRCs 
by regulating HTR1D [8]. At present, there are no 
research reports on HTR1D in the context of 
pancreatic cancer. Therefore, exploring the role of 
HTR1D in pancreatic cancer may provide a novel 
molecular therapeutic target. 

Noncoding RNA (ncRNA) refers to a type of 
RNA that does not encode protein, including rRNA, 
long noncoding RNA (lncRNA), microRNA (miRNA) 
and so on. Even if ncRNAs can’t encode proteins, the 
regulatory network regarding them contains many 
molecular targets, so ncRNAs were considered as key 
regulators in many physiological processes [18]. 
Among them, lncRNAs and miRNAs are the most 
extensively studied ncRNAs that have been 
confirmed to be associated with various biological 
processes, such as transcription regulation, cell 
proliferation, chromatin remodeling, and even 
tumorigenesis [19-21]. In pancreatic cancer, ncRNAs 
also have been identified as important tumor drivers 
or suppressors [22]. The ceRNAs have recently 
attracted much attention from the academia, because 
they represent a novel mode of gene expression 
regulation [23]. Mechanistically, ceRNAs (miRNA, 
lncRNA, pseudogene, etc.) can compete with the same 
miRNA via miRNA response elements (MREs) to alter 
the expression level of targets [24, 25]. For instance, a 
recent study showed that lncRNA PVT1, served as a 
ceRNA, could promote gemcitabine resistance in 
pancreatic cancer by activating the Wnt/β-catenin 
and autophagy pathways through modulating the 
miR-619-5p/Pygo2 and miR-619-5p/ATG14 axes [26]. 
Another work found that lncRNA GSTM3TV2 could 
function as a ceRNA to upregulate LAT2 and OLR1 
through competitively sponging let-7, which 
promoted gemcitabine resistance in pancreatic cancer 
[27]. Moreover, Yushui Ma et al. claimed that the 
lncRNA NORAD, a novel ceRNA, could promote the 
proliferation and self-renewal of pancreatic cancer 
stem cells [28]. Nevertheless, only a small number of 
ncRNAs have been revealed to be relevant to 
pancreatic cancer, and more additional ncRNAs, 
which can precisely predict the occurrence and 

progression of pancreatic cancer, should be 
discovered. 

In this work, we identified three new molecular 
targets, namely HTR1D, HOXA10-AS and 
miR-340-3p. Fortunately, none of these molecules 
have been previously reported in pancreatic cancer. 
Therefore, an in-depth understanding of their roles in 
the tumorigenesis of pancreatic cancer will provide 
new strategies for clinical diagnosis and treatment. 

Materials and methods 
Cell culture 

Six human PCs (BxPC-3, SW1990, PANC-1, 
CFPAC-1, AsPC-1, and T3M4) and the nonmalignant 
pancreatic ductal epithelial cell line HPDE6-C7 were 
obtained from Peking University School of Medicine. 
The cells were cultured in high-glucose compete 
DMEM supplemented with 10% FBS (Gibco, USA) at 
37°C in an atmosphere of 5% CO2 in a constant 
humidity incubator. 

RNA extraction and quantitative real 
time-PCR assay 

Total RNA was extracted from the tumor cells 
and tissues using TRIzol (Sigma) reagent according to 
a previously described protocol [29]. A NanoDrop 
2000 (Thermo, USA) was used to quantify the 
concentrations of the RNA. Total RNA was then 
reverse transcribed to complementary DNA (cDNA) 
using a miScript II RT kit (TaKaRa Biotechnology Co., 
Ltd., Dalian, China), and qPCR was performed using 
TB Green® Premix Ex Taq™ (RR820A, Takara, Japan) 
and a Bio-Rad real-time PCR instrument. 

The primer sequences are listed in 
Supplementary Table 1. 

Western blotting (WB) 
Protein samples were prepared by lysis of the 

cells and tissues in RIPA buffer and subsequent 
centrifugation. A bicinchoninic acid (BCA) protein 
assay kit (Thermo Fisher) was used to quantify the 
protein concentrations according to the manufac-
turer’s protocol. SDS–PAGE (10% or 12.5%) was used 
to separate 20 µg of protein per sample, and the 
proteins were transferred onto the nitrocellulose (NC) 
membranes at a constant voltage of 80 V for 2 h. Then, 
5% skim milk was used to block the NC membranes 
for 1 h, and the membranes were incubated with 
primary antibodies at 4°C overnight. The NC 
membranes were washed three times with 
Tris-buffered saline containing 0.1% Tween 20 (TBST), 
and incubated with horseradish peroxidase- 
conjugated secondary antibodies at room temperature 
for 1 h. Specific bands were detected using a Bio–Rad 
chemiluminescence imaging system. The following 
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antibodies were used: anti-HTR1D (ABP57360, 
Abbkine), anti-Bax (ab32503, Abcam), anti-Bcl-2 
(ab32124, Abcam), anti-p-AKT (4060S, Cell Signaling), 
and anti-AKT (4685S, Cell Signaling). 

Transwell assay 
The migration ability of PANC-1 and CFPAC-1 

cells was assessed by the Transwell assays. 
Serum-free DMEM (300 μl) was added to each 
Transwell chamber, and 1×104 PANC-1 and CFPAC-1 
cells in the logarithmic growth phase were inoculated 
in every chamber. Next, 500 μl of 10% complete 
DMEM was added to the wells of a 24-well plate, and 
the samples were incubated in a constant temperature 
incubator at 37°C and 5% CO2 for 12 h. Then, 500 μl of 
paraformaldehyde was added for 30 min to fix the 
cells. Afterward, 500 μl of crystal violet dye 
(Beyotime, China) was added for 15 min to stain the 
cells. Finally, the images were acquired after complete 
drying of the Transwell chambers. 

Wound healing assay 
Initially, a marker pen was used to draw a series 

of lines at the intervals of 1 cm on the exterior bottom 
surface of a 6-well plate across all wells to ensure that 
the area of each well contained at least 5 lines. Then, 
5×105 cells were added to each well and incubated in a 
constant temperature incubator at 37°C until the cells 
were confluent. The next day, two parallel lines were 
scratched using a 10 µl pipette tip positioned at a 90° 
angle to the markings. Then, the cells were washed 3 
times with PBS to remove detached cells, and the cells 
were incubated in serum-free medium in an incubator 
at 37°C and 5% CO2. The wells were monitored, and 
the images were acquired using an inverted 
microscope after 0, 24, and 48 h. 

Flow cytometry 
Apoptosis was detected using a kit (C1062L, 

Beyotime). PANC-1 and CFPAC-1 cells were seeded 
and cultured in 6-well plates, and the cells at a density 
of 80% were digested by trypsin to generate a single 
cell suspension (1×106 cells/ml). After cell suspension 
was centrifuged to remove the supernatant (1,000 g, 5 
min), 195 μl of Annexin V-fluorescein isothiocyanate 
(FITC) binding solution was used to resuspend the 
cells. Then, 5 µl of Annexin V-FITC and 10 µl of 
propidium iodide (PI) staining solutions were added 
to this cell suspension, and the samples were 
incubated at room temperature in the dark for 20 min. 
The results were obtained by flow cytometry (FITC 
signal corresponded to green fluorescence, and the PI 
signal was registered as red fluorescence). 

Cell Counting Kit-8 (CCK-8), EdU, and colony 
formation assays 

A total of 5×103 cells/well in the logarithmic 
growth phase were seeded into a 96-well plate 
approximately 24 h prior to the transfections or 
treatments. Then, 10 μl of CCK-8 reagent (Bimake, 
USA) was added to each well for 1-4 h (37°C and 5% 
CO2). The absorbance was detected at 450 nm using a 
microplate autoreader to evaluate relative cell 
viability. Briefly, all EdU staining procedures were 
performed according to the manufacturer’s 
instructions as described previously [29]. For the 
colony formation assay, 1×103 cells/well in the 
logarithmic growth phase were seeded into a 6-well 
plate approximately 24 h prior to the transfections or 
treatments and cultured in complete DMEM 
containing 10% FBS in a stable environment (37°C and 
5% CO2) for approximately 2 weeks. Finally, the cells 
were removed from the incubator, fixed, stained, and 
imaged. 

Dual-luciferase reporter assay 
The potential binding targets of miR-340-3p 

(HTR1D and HOXA10-AS containing miR-340-3p 
binding sites and their corresponding mutants 
without miR-340-3p binding sites) were subcloned 
into the 3' untranslated region (UTR) of R-luciferase 
(Renilla) in the psiCHECK2 luciferase reporter vector. 
Then, all the constructed plasmids above were 
cotransfected into cells with miR-340-3p. All 
fluorescent activity detection procedures were 
performed according to the manufacturer’s 
instructions of the Dual Luciferase Assay Kit (RG027, 
Beyotime, China). 

Immunohistochemical staining 
A human pancreatic cancer tissue microarray 

used in the present study was purchased from 
Shanghai Xinchao Biotechnology Co., Ltd. (China), 
and the fragments of mouse subcutaneous tumor 
tissue were embedded and sectioned by the 
laboratory technician Hongqiang Yu. The 
paraffin-embedded sections were placed in an oven at 
65°C for 30 min; then, the sections were immersed in 
antigen retrieval solution, dewaxed, and transferred 
into a microwave oven set on high power for two 
rounds of 8-min incubation. Next, the sections were 
treated with 3% hydrogen peroxide and methanol for 
30 min at room temperature. The samples were 
blocked with goat serum and incubated with a 
primary antibody at 4°C overnight. The samples were 
treated with a secondary antibody, and 3,3’-diamino-
benzidine (DAB) was used as a chromogenic agent to 
evaluate the samples using a microscope. Finally, 
hematoxylin reagent was added to stain the nuclei, 
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and the samples were sealed using neutral gum. The 
following antibodies were used: anti-HTR1D 
(ABP57360, Abbkine, 1:200) and anti-KI67 (12202S, 
Cell Signaling, 1:500). 

Subcutaneous tumor xenograft model in nude 
mice 

The proliferation ability of tumor cells was 
assessed in vivo in a subcutaneous tumor xenograft 
model in nude mice. All animal experiments were 
approved by the Animal Ethics Committee of 
Chongqing Medical University. Male nude mice aged 
4-6 weeks were purchased from Jicui Yaokang 
Biotechnology Co., Ltd. (Jiangshu, China). A total of 
3×106 PANC-1 cells and 5×106 CFPAC-1 cells with 
stable expression of the corresponding plasmids were 
suspended in 100 μl of phosphate-buffered saline 
(PBS) and injected subcutaneously into the right 
armpit of nude mice. Then, the mice were fed and 
housed under normal conditions. After approxi-
mately 2-3 weeks, the tumor masses were removed, 
weighed, imaged, and prepared for subsequent 
experiments according to the growth status of the 
tumors. 

Statistical analysis 
All the data were presented as the 

mean±standard deviation, and the experiments were 
repeated at least three times independently. The 
differences were analyzed using 2-tailed t tests. 
Multiple-group comparisons were performed by 
two-way analysis of variance (ANOVA). All analyses 
were performed using SPSS 26 for Windows (SPSS, 
Inc., Chicago, IL, USA) and GraphPad Prism (Version 
6.0) for Windows (GraphPad Software, Inc., San 
Diego, CA, USA). P≤0.05 was considered to indicate 
statistical significance (*p<0.05; **p<0.01; ***p<0.001; 
n.s., not significant). 

Results 
HTR1D was identified by TCGA database 
analysis 

To discover more additional biomarkers for 
pancreatic cancer with diagnostic and therapeutic 
significance, we downloaded pancreatic cancer data 
from the official TCGA website and performed 
relevant bioinformatics analysis. We performed a 
two-way hierarchical clustering analysis of mRNA 
data, and the results showed that there were 
significant differences between tumor samples and 
their paired normal samples (Fig. 1a). We obtained 
191 upregulated genes and 128 downregulated genes 
(data not shown). Then, we performed Gene Ontology 
(GO) and Kyoto Encyclopedia of Genes and Genomes 
(KEGG) enrichment analysis on these differentially 

expressed genes (DEGs), and the results revealed that 
the PI3K-AKT signaling pathway was significantly 
enriched in the upregulated genes (Fig. 1c). To screen 
out target genes, we used the Search Tool for the 
Retrieval of Interacting Genes/Proteins (STRING) 
online website and Cytoscape software to construct a 
protein interaction network of DEGs and then utilized 
the cytoHubba plug-in to calculate 5 hub genes 
(CCR1, CCR5, GNG4, FPR1, and HTR1D), as shown 
in Fig. 1d-f. Then, we analyzed the prognostic value of 
these 5 hub genes separately, and found that only 
HTR1D was a statistically significant prognostic 
indicator (Fig. 1g-h, Fig. S1a-d), so we focused our 
studies on HTR1D. Finally, we applied the Gene 
Expression Profiling Interactive Analysis (GEPIA) 
website to verify the prediction results. The results 
showed that HTR1D, highly expressed in pancreatic 
cancer, was a significant indicator of patient survival 
(Fig. 1i-j). 

HTR1D promoted the proliferation and 
migration of PCs in vitro 

To deeply understand the function of HTR1D in 
pancreatic cancer in detail, we also performed a series 
of in vitro and in vivo experiments. We purchased a 
human pancreatic cancer tissue chip from Shanghai 
Xinchao Company and performed an immunohisto-
chemical experiment. The results illustrated that 
HTR1D was expressed at a high level in pancreatic 
cancer tissues compared to that in the normal 
pancreatic tissues (Fig. 2a). For the sake of further 
exploring the specific underlying mechanism of 
HTR1D in pancreatic cancer, we used qPCR to detect 
the mRNA expression level of HTR1D in different 
PCs. The results showed that HTR1D was elevated in 
PCs, and that the HTR1D acquired the highest mRNA 
expression level in PANC-1 and CFPAC-1 cells 
among all PCs, so we selected PANC-1 and CFPAC-1 
for subsequent experimental verification (Fig. 2b). 
Then, we constructed two HTR1D knockdown 
sequences (sh-HTR1D-1 and sh-HTR1D-2). The 
subsequent experiments showed that both sequences 
exhibited obvious effects, but the knockdown 
efficiency of sh-HTR1D-1 was better (Fig. 2c). In 
addition, we performed several other functional 
assays to verify the effect of HTR1D on PCs in vitro. 
The CCK-8 assay results demonstrated that lessened 
HTR1D had a lower OD value at 450nm compaired to 
that in the control group (Fig. 2d-e). EdU results 
showed that knocking down HTR1D could 
significantly reduce the EdU fluorescence ratio (Fig. 
2f-i). The results of Transwell and colony formation 
experiments descriped that decreased HTR1D 
significantly reduced the migration rate and colonies 
of PCs (Fig. 2j-m). Furthermore, the results of the 
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wound healing assay showed that the wound healing 
degree of the sh-HTR1D group was significantly 

decreased at the corresponding time points (Fig. 
2n-q). 

 

 
Fig. 1. Screening for the target gene (HTR1D). a The heatmap for differentially expressed mRNAs of paired pancreatic cancer in TCGA database. b-c GO (b) and KEGG (c) 
analysis for differentially expressed mRNAs. d-e PPI network for differentially expressed mRNAs. f 5 hub genes of differentially expressed mRNAs. g-h The expression difference 
and survival analysis curve of HTR1D using RStudio based on the bioinformatics analysis of TCGA data. i-j The expression difference and survival analysis curve of HTR1D based 
on GEPIA online website. 



Int. J. Biol. Sci. 2022, Vol. 18 
 

 
https://www.ijbs.com 

3782 

 
Fig. 2. HTR1D promotes proliferation and migration of PCs in vitro. a The expressed level of HTR1D in 4 random pairs among 90 pairs of pancreatic cancer and paracancerous 
tissue microarrays. b The mRNA Expression level of HTR1D in different PCs. c The efficiency of two knockdown sequences was tested by qPCR in PANC-1 and CFPAC-1. d-e 
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The absorbance at 450nm was measured to evaluate the effect on cell viability by CCK8. f-g EdU incorporation assay was performed to detect the proliferation of PANC-1 (f) 
and CFPAC-1 (g). h-i Quantification of the data shown in f and g. j-k Representative images of the migration ability of PANC-1 and CFPAC-1 by Transwell assay. l-m 
Representative images of colony formation assay for PANC-1 and CFPAC-1. n-o Representative images of wound healing assay for PANC-1 (n) and CFPAC-1 (o). p-q 
Quantification of the data shown in n and o. Each experiment was performed three times independently and results are presented as mean ± s.d. Student’s t-test was used to 
analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 

 

HTR1D inhibited the apoptosis of PCs in vitro 
and promoted the proliferation in vivo 

To further clarify the function of HTR1D, we 
next used WB and flow cytometry to detect apoptosis 
in PCs. After knocking down HTR1D, the 
proapoptotic gene Bax was upregulated, while the 
apoptosis-suppressing gene Bcl-2 was downregulated 
(Fig. 3a). Meanwhile, we also found that the 
phosphorylation level of AKT, a key gene in the 
PI3K-AKT signaling pathway, was significantly 
reduced. Interestingly, we reversed the effects of 
HTR1D on pancreatic cancer using MK-2206, 
indicating that the effect of HTR1D on pancreatic 
cancer, at least in part, was mediated by the 
PI3K-AKT signaling pathway (Fig. 3b). The results of 
flow cytometry experiments showed that knocking 
down HTR1D caused a significant increase in the 
proportion of apoptotic cells in PCs (Fig. 3c-d). We 
also generated a mouse subcutaneous tumor model to 
observe the effect of HTR1D on the proliferation of 
PCs in vivo (Fig. 3e). We found that both tumor size 
and tumor weight were significantly decreased 
second to the reduced HTR1D (Fig. 3f-i). What’s more, 
we detected the Ki67 proliferation index of tumor 
samples in immunohistochemical experiments, and 
the results suggested that Ki67 was significantly 
reduced with the decreased HTR1D (Fig. 3j-m). In 
summary, HTR1D could affect the proliferation, 
migration and apoptosis of pancreatic cancer partly 
via the PI3K-AKT signaling pathway. 

Hsa-miR-340-3p, which was negatively 
correlated with HTR1D in PCs, could directly 
targeted HTR1D and inhibited the expansion 
of PCs in vitro 

In order to ulteriorly excavate the upstream 
regulatory ceRNA network of HTR1D, we utilized 
relevant databases to screen candidate targets and 
finally identify miR-340-3p as the only target (Fig. 4a). 
Based on the analysis of differential expression, 
survival and correlations, the expression level of 
miR-340-3p was decreased in PCs (Fig. 4b) and was 
negatively correlated with HTR1D (Fig. 4d). We also 
found that miR-340-3p had a significant impact on the 
survival of patients (Fig. 4c). To dig deeper into the 
role of miR-340-3p in pancreatic cancer, we detected 
its mRNA expression level in PANC-1 and CFPAC-1 
cells. As shown in Fig.4e, miR-340-3p was 
downregulated in PCs, which was consistent with our 
previous assumptions. To determine the interaction 

between miR-340-3p and HTR1D, we performed a 
dual luciferase reporter gene experiment, and the 
results showed that miR-340-3p could indeed act on 
HTR1D followed by causing a remarkable decrease of 
fluorescence activity (Fig. 4f). Moreover, we also 
transfected miR-340-3p mimics into PCs and detected 
the expression level of HTR1D by qPCR. The results 
showed that miR-340-3p could significantly inhibit 
the expression of HTR1D in mRNA level (Fig. 4g-h), 
indicating that miR-340-3p regulates HTR1D by 
promoting mRNA degradation rather than inhibiting 
protein translation. 

For purpose of proving that miR-340-3p can 
affect the progression of pancreatic cancer through 
modulating HTR1D, we cotransfected cells with 
related plasmids and performed a series of functional 
phenotyping assays. The WB results showed that the 
overexpression of miR-340-3p could promote apop-
tosis, but increased HTR1D could antagonize the 
effect of elevated miR-340-3p on PCs (Fig. 4i-j). The 
results of wound healing assays illustrated that the 
upregulated miR-340-3p could significantly inhibit 
the healing rate of PCs and that elevated HTR1D 
could reverse the above effect (Fig. 5a-d). The results 
of colony formation assays showed that enhancive 
miR-340-3p could significantly reduce the number of 
colonies, while raised HTR1D could attenuation the 
above phenomenon (Fig. 5e-f). The results of 
Transwell experiments demonstrated that upregu-
lating the expression of miR-340-3p could obviously 
decrease the migration rate of PCs, while increased 
HTR1D could neutralize the above inhibitory effect of 
miR-340-3p on cellular migration (Fig. 5g-h). 
Moreover, the flow cytometry, EdU and CCK-8 
results were all consistent with the above 
experimental results (Fig. 6). In short, here we found 
that miR-340-3p inhibited the progression of 
pancreatic cancer by degrading HTR1D. 

LncRNA HOXA10-AS, which was negatively 
correlated with miR-340-3p and positively 
correlated with HTR1D in PCs, could directly 
interacted with miR-340-3p 

To continue the identification of the upstream 
regulatory molecules of the miR-340-3p/HTR1D axis, 
we took the intersection of the predicted lncRNAs 
from LncBase database and the differentially 
expressed lncRNAs from TCGA, and obtained 9 
candidate lncRNAs (Fig. 7a).  
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Fig. 3. HTR1D inhibits apoptosis in vitro and promotes proliferation in vivo. a-b Western blot was performed to detect apoptosis-related proteins and phosphorylated AKT 
with or without MK-2206 (AKT inhibitor) in each cell line transfected with designated plasmids. c-d Flow cytometry analysis was applied to test cell apoptosis for PANC-1 and 
CFPAC-1. e Schematic diagram of subcutaneous tumor formation. f-g Tumors derived from each cell line were displayed. h-i Quantification of tumor weight from f and g. j-k 
Representative images of immumohistochemical staining of tumors from f and g. l-m Quantification of the data shown in j and k. Each experiment was performed three times 
independently and results are presented as mean ± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Fig. 4. hsa-miR-340-3p is negatively correlated with the expression of HTR1D in pancreatic cancer, and promotes the apoptosis of PCs in vitro. a The venn diagram for the 
intersection of the upstream regulatory miRNAs of HTR1D predicted by different databases and the differentially expressed miRNAs of liver cancer samples in TCGA database. 
b-c The expression difference and survival analysis curve of hsa-miR-340-3p using RStudio based on the bioinformatics analysis of TCGA data. d Correlation analysis of the 
expression of HTR1D and hsa-miR-340-3p in TCGA pancreatic cancer samples. e The mRNA expression level of hsa-miR-340-3p was detected by qPCR in PANC-1 and 
CFPAC-1. f The dual luciferase reporter gene assay was performed to verify the interaction between HTR1D and hsa-miR-340-3p. g-h The effect of overexpressing 
hsa-miR-340-3p on the expression level of HTR1D in each cell line by qPCR. i-j Western blot was performed to detect apoptosis-related proteins and phosphorylated AKT in 
each cell line transfected with designated plasmids. Each experiment was performed three times independently and results are presented as mean ± s.d. Student’s t-test was used 
to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Fig. 5. hsa-miR-340-3p inhibits the migration of pancreatic cancer cells in vitro. a-d Representative images of wound healing assay for two cell lines transfected with corelated 
plasmids. b and d revealed quantification of the data shown in a and c. e-f Representative images of colony formation assay for PANC-1 and CFPAC-1. g-h Representative images 
of the migration ability of PANC-1 and CFPAC-1 by Transwell assay. Each experiment was performed three times independently and results are presented as mean ± s.d. 
Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Fig. 6. hsa-miR-340-3p inhibits the proliferation of PCs in vitro. a-b Flow cytometry analysis was applied to detect cell apoptosis for two cell lines transfected with corelated 
plasmids. b revealed quantification of the data shown in a. c-d EdU incorporation assay was performed to detect the proliferation of PANC-1 (c) and CFPAC-1 (d). e-f 
Quantification of the data shown in c and d. g-h CCK8 was performed to evaluate the cell viability of PANC-1 (g) and CFPAC-1 (h). Each experiment was performed three times 
independently and results are presented as mean ± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Among all the candidate lncRNAs, only lncRNA 
HOXA10-AS and lncRNA AP000679.2 had 
statistically significant effects on the survival of 
pancreatic cancer patients (Fig. S1i-p). Unfortunately, 
lncRNA AP000679.2 had no significant correlation 
with the miR-340-3p/HTR1D axis (data not shown), 
so we finally choose lncRNA HOXA10-AS as the 
research candidate. As shown in Fig. 7b-f, we found 
that HOXA10-AS was upregulated and correlated 
with the miR-340-3p/HTR1D axis in pancreatic 
cancer, as well as had a significant impact on patient 
survival. Then, we constructed related reporter gene 
plasmids and performed a dual luciferase reporter 
gene experiment. The results showed that the 
fluorescence activity of the group cotransfected 
HOXA10-AS-WT and miR-340-3p mimic was 
significantly reduced compared with that of the other 
groups (Fig. 7g-h). In addition, qPCR results revealed 
that the expression level of miR-340-3p was 
upregulated after eliminating HOXA10-AS, and that 
HTR1D was downregulated accordingly (Fig. 7i-j). 

LncRNA HOXA10-AS, as a ceRNA, competed 
with HTR1D and miR-340-3p to promote the 
malignant progression of pancreatic cancer in 
vitro 

To test whether lncRNA HOXA10-AS promotes 
the progression of pancreatic cancer through the 
miR-340-3p/HTR1D axis, a series of gain- or 
loss-of-function assays were performed. According to 
the WB results, we found that lessened lncRNA 
HOXA10-AS cut down the expression level of 
HTR1D, Bcl-2, p-AKT, and conversely increased Bax. 
However, either decreased miR-340-3p or elevated 
HTR1D attenuated the above effects of reduced 
HOXA10-AS (Fig. 7k-l, Fig. 8a-b). Then, we performed 
flow cytometry and found that the knockdown of 
lncRNA HOXA10-AS obviously increased the 
apoptosis ratio of PCs, which was neutralized by 
upregulated HTR1D (Fig. 8c-d). The CCK-8 results 
showed that the downregulation of lncRNA 
HOXA10-AS reduced the absorbance of tumor cells at 
450nm, whereas increased HTR1D reversed this 
phenomenon (Fig. 8e-f). Knocking down HOXA10-AS 
significantly reduced the wound healing rate of PCs, 
while overexpressing HTR1D eliminated the above 
effect (Fig. 9a-d). Similarly, the results of colony 
formation assays and Transwell assays showed that 
downregulated HOXA10-AS had a significant 
inhibitory effect on the colony number and migration 
rate of PCs. Nevertheless, we overexpressed HTR1D 
after knocking down HOXA10-AS, and we finally 
found that the number of colonies and the migration 
rate rebounded (Fig. 9e-h). In addition, we performed 
EdU assays and finally found that, consistent with the 

previous trend, knocking down HOXA10-AS led to a 
remarkable decrease in the fluorescence ratio, while 
overexpressing HTR1D would increase the 
fluorescence ratio (Fig. 10a-d). Finally, we generated a 
brief mechanism diagram through the Biorender 
website (https://biorender.com/) (Fig. 10e). All in all, 
we found that lncRNA HOXA10-AS could function as 
a ceRNA to sponge miR-340-3p to regulate HTR1D, 
which promoted the progression of pancreatic cancer. 

Discussion 
Pancreatic cancer is one of the most malignant 

tumors at present, and its pathogenesis is poorly 
understood, which leads to the limitations in its 
treatment [30]. Therefore, exploring novel biomarkers 
for early detection and treatment is of great 
significance and will provide us with powerful ideas 
and strategies to overcome pancreatic cancer. With 
the improvement of scientific research technology and 
the continuous research, increasing evidences have 
shown that the ceRNA regulatory network plays a 
crucial role in the occurrence and development of 
diseases, especially malignant tumors such as 
pancreatic cancer [31]. For example, Lei S et al. found 
that lncRNA 00976 could promote pancreatic cancer 
progression by competitively sponging miR-137 to 
upregulate OTUD7B through the EGFR/MAPK 
pathway [32]. Zhang H et al. found that lncRNA 
PSMB8-AS1 contributed to the progression of 
pancreatic cancer by modulating the miR-382-3p/ 
STAT1/PD-L1 axis [33]. At present, there are many 
similar studies. Although many molecular targets 
have been found to be involved, there are still very 
few that can truly be applied for clinical diagnosis and 
treatment. Therefore, there is an urgent need to 
discover increasingly useful molecular biomarkers to 
improve the efficiency of the diagnosis and treatment 
of pancreatic cancer. 

In this work, the three components of HOXA10- 
AS/miR-340-3p/HTR1D axis were all reported for the 
first time to be significantly related to the occurrence 
and development of pancreatic cancer. Although it is 
not clear what the application prospects of these three 
molecules are, this study provides a theoretical basis 
for their application in the diagnosis and treatment of 
pancreatic cancer. We have proven that 
HOXA10-AS/miR-340-3p/HTR1D axis can regulate 
the progression of pancreatic cancer, but it is still 
unclear whether the key molecule HTR1D affects the 
PI3K-AKT signaling pathway directly or indirectly, so 
more mechanistic studies are needed. In addition, we 
have not yet further explored what other transcription 
factors are involved in the upstream regulation of this 
axis. We will address these gaps in future works. In 
the present research, we performed a series of in vitro 
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and in vivo assays to clarify the importance of HTR1D 
in pancreatic cancer, but we did not construct 
knockout mice or tumor orthotopic transplantation 

models to provide stronger evidence due to funding 
and other reasons, but these approaches are worth 
further exploration. 

 

 
Fig. 7. LncRNA HOXA10-AS is negatively correlated with the expression of hsa-miR-340-3p and positively correlated with the expression of HTR1D in pancreatic cancer. a The 
venn diagram for the intersection of the upstream regulatory LncRNAs of hsa-miR-340-3p predicted by Lncbaset database and the differentially expressed LncRNAs calculated 
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by different R packages in TCGA liver cancer samples. b-c The expression difference and survival analysis curve of LncRNA HOXA10-AS using RStudio based on the 
bioinformatics analysis of TCGA data. d-e Correlation analysis of the expression of HTR1D/hsa-miR-340-3p/HOXA10-AS in TCGA pancreatic cancer samples. f The mRNA 
expression level of LncRNA HOXA10-AS was detected by qPCR in PANC-1 and CFPAC-1. g-h The dual luciferase reporter gene assay was performed to verify the interaction 
between LncRNA HOXA10-AS and hsa-miR-340-3p. i-j The effect of decreasing LncRNA HOXA10-AS on the expression level of HTR1D and hsa-miR-340-3p in each cell line 
by qPCR. k-l Western blot was performed to detect designated proteins in each cell line transfected with specific plasmids. Each experiment was performed three times 
independently and results are presented as mean ± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 

 
Fig. 8. LncRNA HOXA10-AS inhibits the apoptosis of PCs in vitro. a-b Western blot was performed to detect designated proteins in each cell line transfected with specific 
plasmids. c-d Flow cytometry analysis was applied to detect cell apoptosis for two cell lines transfected with corelated plasmids. d revealed quantification of the data shown in 
c. e-f CCK8 was performed to evaluate the cell viability of PANC-1 (e) and CFPAC-1 (f). Each experiment was performed three times independently and results are presented 
as mean ± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Fig. 9. LncRNA HOXA10-AS promotes the migration and proliferation of pancreatic cancer cells in vitro. a-d Representative images of wound healing assay for two cell lines 
transfected with corelated plasmids. b and d revealed quantification of the data shown in a and c. e-f Representative images of colony formation assay for PANC-1 and CFPAC-1. 
g-h Representative images of the migration ability of PANC-1 and CFPAC-1 by Transwell assay. Each experiment was performed three times independently and results are 
presented as mean ± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 
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Fig. 10. Schematic diagram. a-d EdU incorporation assay was performed to detect the proliferation of PANC-1 (a) and CFPAC-1 (c). b and d revealed quantification of the data 
shown in a and c. e The schematic diagram for the overall idea of this research. Each experiment was performed three times independently and results are presented as mean 
± s.d. Student’s t-test was used to analyze the data. (*p < 0.05; **p < 0.01; ***p < 0.001) 

 
Even though we reported the involvement of 

HOXA10-AS/miR-340-3p/HTR1D axis in the ceRNA 
network of this study, this phenomenon didn’t mean 
that there were no other ncRNAs participating in the 
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regulation of HTR1D and thus affected the 
progression of pancreatic cancer. Other ncRNAs 
involved in the regulation of HTR1D in the 
development of pancreatic cancer still need to be 
further explored. Although this was the first time that 
lncRNA HOXA10-AS and miR-340-3p were reported 
to be relevant to the progression of pancreatic cancer, 
there exsited other studies reporting that lncRNA 
HOXA10-AS promoted the proliferation of oral cancer 
[34] and was also a new oncogene in gliomas [35]. 
LncRNA HOXA10-AS could also promote the 
progression of lung adenocarcinoma through the 
Wnt/β-catenin signaling pathway [36]. In addition, 
some studies demonstrated that miR-340-3p exerted a 
major effect on other tumors. For instance, Yan L et al. 
found that lncRNA H19, as a ceRNA, could sponge 
miR-340-3p to promote epithelial-mesenchymal 
transition by regulating YWHAZ expression in 
paclitaxel-resistant breast cancer cells [37]. The 
research team from China Medical University 
declared that the miR-340-3p-HUS1 axis inhibited the 
proliferation and migration of lung adenocarcinoma 
cells [38]. Another study pointed out that the circular 
RNA circPPFIA1 promoted disease progression by 
sponging miR-340-3p and regulating ELK1 expression 
in laryngeal squamous carcinoma [39]. Whether 
HTR1D also plays pivotal roles in other kinds of 
tumors is still unknown and remains to be discovered 
by interested research groups. 

In summary, although this work initially 
substantiated that the lncRNA HOXA10-AS/miR- 
340-3p/HTR1D axis was involved in the occurrence of 
pancreatic cancer, more direct evidence was still 
needed to further confirm our conjecture. Meanwhile, 
we need to perform more experiments to clarify the 
specific underlying molecular mechanism regarding 
this ceRNA network. Cancer is the most well-studied 
disease worldwide, the diagnosis and treatment of 
tumors is still a major obstacle. Therefore, the 
discovery of increasingly practical and useful 
biomarkers and clarification of the molecular 
mechanisms are very important for developing 
effective tumor treatments. We believe that people 
will find the key to tumor treatment in the near future. 

Abbreviations 
PCs: Pancreatic cancer cell lines; HTR1D: 

Hydroxytryptamine receptor 1D; ceRNA: Competing 
endogenous RNA; WB: Western blotting; IHC: 
Immunohistochemistry; CRC: Colorectal cancer; 
ncRNA: Noncoding RNA; PI: Propidium iodide; PBS: 
Phosphate-buffered saline; UTR: Untranslated region; 
GEPIA: Gene Expression Profiling Interactive 
Analysis; GO: Gene Ontology; KEGG: Kyoto 
Encyclopedia of Genes and Genomes; TBST: 

Tris-buffered saline with 0.1% Tween20; cDNA: 
Complementary DNA; CCK-8: Cell Counting Kit-8; 
MRE: MicroRNA response element.  

Supplementary Material  
Supplementary figure and table.  
https://www.ijbs.com/v18p3777s1.pdf  

Acknowledgments 
We thank Hepatobiliary Surgery Laboratory of 

Army Medical University for research equipment and 
technical support for this research. 

Author contributions  
WW performed the main part of experiments 

and wrote this manuscript. JPG and MHW designed 
the entire project and supervised the whole process. 
QJL, ZZ and CML performed a small part of 
experiments and analyzed the data. PLL and XZ 
provided the support with experimental materials 
and methods. YL provided some part of the funding. 
All authors read and approved the final manuscript. 

Funding 
This research was supported by National 

Natural Science Foundation of China Youth Science 
Fund (82100604, H0307). 

Availability of data and materials 
All HCC data for differential analysis in this 

work were obtained from TCGA database 
(https://portal.gdc.cancer.gov/). The upstream 
miRNA data of HTR1D were obtained from miRWalk 
(http://mirwalk.umm.uni-heidelberg.de/), Target-
scan (http://www.targetscan.org/vert_72/) and 
miRDB (http://mirdb.org/). In addition, the 
upstream LncRNA data of miR-340-3p were obtained 
from lncBase v.2 (http://carolina.imis.athena- 
innovation.gr/). All the other data generated or 
analyzed during this research were included within 
the article.  

Ethics approval and consent to participate 
Animal research was reviewed and approved by 

the Animal Ethics and Use Committee of the Second 
Clinical College of Chongqing Medical University. 

Consent for publication 
All the authors read and agreed to publish this 

manuscript. 

Competing Interests 
The authors have declared that no competing 

interest exists. 



Int. J. Biol. Sci. 2022, Vol. 18 
 

 
https://www.ijbs.com 

3794 

References 
1. Carrer A, Trefely S, Zhao S, Campbell SL, Norgard RJ, Schultz KC, et al. 

Acetyl-CoA Metabolism Supports Multistep Pancreatic Tumorigenesis. 
Cancer Discov. 2019; 9: 416-35. 

2. Singhi AD, Koay EJ, Chari ST, Maitra A. Early Detection of Pancreatic Cancer: 
Opportunities and Challenges. Gastroenterology. 2019; 156: 2024-40. 

3. Elyada E, Bolisetty M, Laise P, Flynn WF, Courtois ET, Burkhart RA, et al. 
Cross-Species Single-Cell Analysis of Pancreatic Ductal Adenocarcinoma 
Reveals Antigen-Presenting Cancer-Associated Fibroblasts. Cancer Discov. 
2019; 9: 1102-23. 

4. Halbrook CJ, Lyssiotis CA. Employing Metabolism to Improve the Diagnosis 
and Treatment of Pancreatic Cancer. Cancer Cell. 2017; 31: 5-19. 

5. Roe JS, Hwang CI, Somerville TDD, Milazzo JP, Lee EJ, Da Silva B, et al. 
Enhancer Reprogramming Promotes Pancreatic Cancer Metastasis. Cell. 2017; 
170: 875-88 e20. 

6. Biffi G, Oni TE, Spielman B, Hao Y, Elyada E, Park Y, et al. IL1-Induced 
JAK/STAT Signaling Is Antagonized by TGFbeta to Shape CAF Heterogeneity 
in Pancreatic Ductal Adenocarcinoma. Cancer Discov. 2019; 9: 282-301. 

7. Qin C, Yang G, Yang J, Ren B, Wang H, Chen G, et al. Metabolism of 
pancreatic cancer: paving the way to better anticancer strategies. Mol Cancer. 
2020; 19: 50. 

8. Pan J, Xu Y, Song H, Zhou X, Yao Z, Ji G. Extracts of Zuo Jin Wan, a traditional 
Chinese medicine, phenocopies 5-HTR1D antagonist in attenuating 
Wnt/beta-catenin signaling in colorectal cancer cells. BMC Complement 
Altern Med. 2017; 17: 506. 

9. Rudnick G, Sandtner W. Serotonin transport in the 21st century. J Gen Physiol. 
2019; 151: 1248-64. 

10. De Deurwaerdere P, Di Giovanni G. Serotonin in Health and Disease. Int J Mol 
Sci. 2020; 21. 

11. Karmakar S, Lal G. Role of serotonin receptor signaling in cancer cells and 
anti-tumor immunity. Theranostics. 2021; 11: 5296-312. 

12. Wu H, Zhao Y, Huang Q, Cai M, Pan Q, Fu M, et al. NK1R/5-HT1AR 
interaction is related to the regulation of melanogenesis. FASEB J. 2018; 32: 
3193-214. 

13. Sola-Penna M, Paixao LP, Branco JR, Ochioni AC, Albanese JM, Mundim DM, 
et al. Serotonin activates glycolysis and mitochondria biogenesis in human 
breast cancer cells through activation of the Jak1/STAT3/ERK1/2 and 
adenylate cyclase/PKA, respectively. Br J Cancer. 2020; 122: 194-208. 

14. Gwynne WD, Shakeel MS, Girgis-Gabardo A, Kim KH, Ford E, 
Dvorkin-Gheva A, et al. Antagonists of the serotonin receptor 5A target 
human breast tumor initiating cells. BMC Cancer. 2020; 20: 724. 

15. Liu Y, Zhang H, Wang Z, Wu P, Gong W. 5-Hydroxytryptamine1a receptors 
on tumour cells induce immune evasion in lung adenocarcinoma patients with 
depression via autophagy/pSTAT3. Eur J Cancer. 2019; 114: 8-24. 

16. Yasi EA, Allen AA, Sugianto W, Peralta-Yahya P. Identification of Three 
Antimicrobials Activating Serotonin Receptor 4 in Colon Cells. ACS Synth 
Biol. 2019; 8: 2710-7. 

17. Ataee R, Ajdary S, Rezayat M, Shokrgozar MA, Shahriari S, Zarrindast MR. 
Study of 5HT3 and HT4 receptor expression in HT29 cell line and human 
colon adenocarcinoma tissues. Arch Iran Med. 2010; 13: 120-5. 

18. Anastasiadou E, Jacob LS, Slack FJ. Non-coding RNA networks in cancer. Nat 
Rev Cancer. 2018; 18: 5-18. 

19. Huang F, Chen W, Peng J, Li Y, Zhuang Y, Zhu Z, et al. LncRNA PVT1 triggers 
Cyto-protective autophagy and promotes pancreatic ductal adenocarcinoma 
development via the miR-20a-5p/ULK1 Axis. Mol Cancer. 2018; 17: 98. 

20. Li H, Wang X, Wen C, Huo Z, Wang W, Zhan Q, et al. Long noncoding RNA 
NORAD, a novel competing endogenous RNA, enhances the hypoxia-induced 
epithelial-mesenchymal transition to promote metastasis in pancreatic cancer. 
Mol Cancer. 2017; 16: 169. 

21. Gebert LFR, MacRae IJ. Regulation of microRNA function in animals. Nat Rev 
Mol Cell Biol. 2019; 20: 21-37. 

22. Lv Y, Huang S. Role of non-coding RNA in pancreatic cancer. Oncol Lett. 2019; 
18: 3963-73. 

23. Smillie CL, Sirey T, Ponting CP. Complexities of post-transcriptional 
regulation and the modeling of ceRNA crosstalk. Crit Rev Biochem Mol Biol. 
2018; 53: 231-45. 

24. Thomson DW, Dinger ME. Endogenous microRNA sponges: evidence and 
controversy. Nat Rev Genet. 2016; 17: 272-83. 

25. Zhong Y, Du Y, Yang X, Mo Y, Fan C, Xiong F, et al. Circular RNAs function as 
ceRNAs to regulate and control human cancer progression. Mol Cancer. 2018; 
17: 79. 

26. Zhou C, Yi C, Yi Y, Qin W, Yan Y, Dong X, et al. LncRNA PVT1 promotes 
gemcitabine resistance of pancreatic cancer via activating Wnt/beta-catenin 
and autophagy pathway through modulating the miR-619-5p/Pygo2 and 
miR-619-5p/ATG14 axes. Mol Cancer. 2020; 19: 118. 

27. Xiong G, Liu C, Yang G, Feng M, Xu J, Zhao F, et al. Long noncoding RNA 
GSTM3TV2 upregulates LAT2 and OLR1 by competitively sponging let-7 to 
promote gemcitabine resistance in pancreatic cancer. J Hematol Oncol. 2019; 
12: 97. 

28. Ma YS, Yang XL, Liu YS, Ding H, Wu JJ, Shi Y, et al. Long non-coding RNA 
NORAD promotes pancreatic cancer stem cell proliferation and self-renewal 
by blocking microRNA-202-5p-mediated ANP32E inhibition. J Transl Med. 
2021; 19: 400. 

29. Wu W, Guo L, Liang Z, Liu Y, Yao Z. Lnc-SNHG16/miR-128 axis modulates 
malignant phenotype through WNT/beta-catenin pathway in cervical cancer 
cells. J Cancer. 2020; 11: 2201-12. 

30. Wang Y, Yang G, You L, Yang J, Feng M, Qiu J, et al. Role of the microbiome in 
occurrence, development and treatment of pancreatic cancer. Mol Cancer. 
2019; 18: 173. 

31. Weng W, Zhang Z, Huang W, Xu X, Wu B, Ye T, et al. Identification of a 
competing endogenous RNA network associated with prognosis of pancreatic 
adenocarcinoma. Cancer Cell Int. 2020; 20: 231. 

32. Lei S, He Z, Chen T, Guo X, Zeng Z, Shen Y, et al. Long noncoding RNA 00976 
promotes pancreatic cancer progression through OTUD7B by sponging 
miR-137 involving EGFR/MAPK pathway. J Exp Clin Cancer Res. 2019; 38: 
470. 

33. Zhang H, Zhu C, He Z, Chen S, Li L, Sun C. LncRNA PSMB8-AS1 contributes 
to pancreatic cancer progression via modulating miR-382-3p/STAT1/PD-L1 
axis. J Exp Clin Cancer Res. 2020; 39: 179. 

34. Yan X, Cong B, Chen Q, Liu L, Luan X, Du J, et al. Silencing lncRNA 
HOXA10-AS decreases cell proliferation of oral cancer and HOXA10-antisense 
RNA can serve as a novel prognostic predictor. J Int Med Res. 2020; 48: 
300060520934254. 

35. Dong CY, Cui J, Li DH, Li Q, Hong XY. HOXA10AS: A novel oncogenic long 
noncoding RNA in glioma. Oncol Rep. 2018; 40: 2573-83. 

36. Sheng K, Lu J, Zhao H. ELK1-induced upregulation of lncRNA HOXA10-AS 
promotes lung adenocarcinoma progression by increasing Wnt/beta-catenin 
signaling. Biochem Biophys Res Commun. 2018; 501: 612-8. 

37. Yan L, Yang S, Yue CX, Wei XY, Peng W, Dong ZY, et al. Long noncoding 
RNA H19 acts as a miR-340-3p sponge to promote epithelial-mesenchymal 
transition by regulating YWHAZ expression in paclitaxel-resistant breast 
cancer cells. Environ Toxicol. 2020; 35: 1015-28. 

38. Ren K, Yu Y, Wang X, Liu H, Zhao J. MiR-340-3p-HUS1 axis suppresses 
proliferation and migration in lung adenocarcinoma cells. Life Sci. 2021; 274: 
119330. 

39. Shuang Y, Liu J, Niu J, Guo W, Li C. A novel circular RNA circPPFIA1 
promotes laryngeal squamous cell carcinoma progression through sponging 
miR-340-3p and regulating ELK1 expression. Bioengineered. 2021; 12: 5220-30. 

 


