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Abstract. Pancreatic cancer (PC) is the seventh most 
common cause of cancer‑associated mortality worldwide. 
The current study aimed to investigate the function and 
molecular mechanism underlying long non‑coding (lnc)
RNA SNHG15 in PC tissues and cells. Relative expression 
levels of lncRNA SNHG15, miR‑345‑5p and RAB27B in 
PC cells and tissues were examined by performing reverse 
transcription‑quantitative PCR. The association between 
SNHG15, miR‑345‑5p and RAB27B was validated using a 
Dual‑luciferase reporter assay. Proliferation, invasion and 
migration of PC cells were analysed by conducting MTT, 
wound healing and Transwell assays. Western blotting was 
performed to detect the relative expression of the RAB27B 
protein. The relative expression level of lncRNA SNHG15 and 
RAB27B was elevated, but that of miR‑345‑5p was decreased 
in PC. Silencing of SNHG15 suppressed the proliferation, 
invasion and migration of PC cells in vitro and suppressed 
tumour growth in xenograft mice in vivo. miR‑345‑5p was 
the target gene of SNHG15 and suppressed cell proliferation, 
migration and invasion in PC. Furthermore, miR‑345‑5p 
targeted RAB27B. The use of miR‑345‑5p inhibitor or 
overexpression of RAB27B reversed the suppressive effect 
of the small interfering RNA si‑SNHG15‑1 exerted on the 
proliferation, invasion and migration of PC cells. Silencing 
of SNHG15 inhibited the proliferation, invasion and migra‑
tion of PC cells by mediating the miR‑345‑5p/RAB27B axis, 
thereby implying its potential as a prognostic marker and 
target for PC therapy.

Introduction

Pancreatic cancer (PC) is the seventh most common cause of 
cancer‑associated mortality worldwide, resulting in ~227,000 
deaths annually (1,2). The 5‑year total survival rate of patients 
with PC is ~6%  (ranging from  2‑8%)  (3) with a median 
survival time of patients with metastasised PC between 6 and 
11 months (4). Moreover, a lack of evident symptoms during 
the early stages is often associated with the time of diag‑
nosis, and patients with advanced PC are more likely to be 
associated with poor outcomes (5). Recently, imidazo [2,1‑b]
[1,3,4] thiadiazole derivatives have been identified as useful 
anticancer agents for the treatment of advanced PC (6‑8). 
Therefore, to develop more effective strategies for the treat‑
ment of patients diagnosed with advanced PC, more efforts 
should be engaged for the exploration of potential therapeutic 
targets for PC.

Long non‑coding RNAs (lncRNAs) are non‑protein‑coding 
transcripts with a length >200  nucleotides  (9). lncRNAs 
have been revealed to play critical functions in regulating 
the biological processes of several cancer types, including 
PC  (10‑12). Downregulation of SBF2‑AS1 expression in 
M2  macrophage‑derived exosomes has been reported to 
suppress the tumorigenic ability of PC cells (13). Silencing of 
lncRNA HOTTIP leads to the suppression of cell proliferation 
and results in increased apoptosis in PC (14). LSAMP‑AS1 
attenuates the proliferation of PC tumour cells by upregu‑
lating the expression of DCN and by binding to microRNA 
(miR)‑183‑5p (15). Additionally, increasing evidence highlights 
the lack of availability of potential biomarkers for diagnosis 
and treatment as a major obstacle in PC therapy  (16,17). 
Therefore, it is imperative to identify novel candidates of 
therapeutic targets and effective biomarkers for PC.

SNHG15, located at 7p13 with a length of 860 bp, was 
initially reported and described in 2012, and has been repeat‑
edly described in the literature as a promoter of carcinogenesis 
and metastasis  (18‑20). Clinicopathological analyses have 
revealed that overexpressed SNHG15 is associated with 
tumour differentiation, tumour stage and lymph node metas‑
tasis in PC (19). Ma et al (21) deciphered the mechanism of 
SNHG15/EZH2/P15/KLF2 axis of PC and demonstrated 
that knockdown of SNHG15 inhibited the proliferation and 
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apoptosis of PC cells. However, a conclusive study on the 
mechanism of SNHG15 in PC is warranted.

lncRNAs are molecules that modulate the pathophysiology 
of human diseases via the regulation of miRNAs (22). Among 
the numerous known miRNAs, only miR‑345 has been 
confirmed as a critical regulator in PC (23). A previous study 
has confirmed that miR‑345 expression level is decreased in PC 
tissues and cell lines compared with non‑cancerous pancreatic 
cells, and it induces the apoptosis of PC cells (23). Additionally, 
a recent study has shown that xenograft mice treated with both 
miR‑345 and gemcitabine exhibit decreased tumour growth 
and metastasis to distant organs compared with mice treated 
using a single drug (24). Overexpression of miR‑345‑5p results 
in the inhibition of cell proliferation and metastasis in PC (25). 
However, the possible interaction between lncRNA SNHG15 
and miR‑345‑5p has not been explored in PC.

RABs belonging to the Ras superfamily act as regulators 
of vesicular transport in eukaryotic cells (26). RAB27B, a 
member of the RAB family of small GTPases, is a major regu‑
lator of vesicle fusion and trafficking (27). A recent study has 
demonstrated that RAB27B plays a significant role in PC (28). 
RAB27B is an independent prognostic indicator of pancreatic 
ductal adenocarcinoma (PDAC)  (27). Furthermore, down‑
regulation of RAB27B expression enhances the sensitivity to 
cisplatin in PC cells, and the knockdown of RAB27B signifi‑
cantly prevents cancer invasion and proliferation in human PC 
cells (29). However, the interdependency association between 
RAB27B and miR‑345‑5p remains obscure in PC.

Hence, the present study aimed to explore the biological 
function and regulatory mechanism of SNHG15 in PC cells, 
and to validate the association between SNHG15, miR‑345‑5p 
and RAB27B. The present study may provide further insights 
into the discovery of a potential target for PC therapy.

Materials and methods

PC tissues. Specimens of PC and adjacent non‑cancerous 
tissues in pairs (n=60) were obtained from Weifang People's 
Hospital between January 2016 and October 2018. In total, 
33 patients were female and 27 patients were male (age range, 
34.67‑81.23 years; mean age, 56.94±10.79 years). All patients 
did not receive chemotherapy or radiation prior to the surgery. 
Additionally, according to the median expression level of 
lncRNA SNHG15  (4.49), patients were divided into low 
(n=30) and high (n=30) groups, as shown in Table I. This study 
was approved by the Ethics Committee of Weifang People's 
Hospital in accordance with the Declaration of Helsinki. 
Written informed consent was obtained from all participants.

Cell culture. Immortalised human pancreatic duct epithelial 
cell line (HPDE6), purchased from the American Type Culture 
Collection, was cultured in keratinocyte serum‑free medium 
supplemented with bovine pituitary extract and 2.5 µg/500 ml 
epidermal growth factor (Gibco; Thermo Fisher Scientific, 
Inc.). Human pancreatic adenocarcinoma cell lines (BXPC‑3 
and PANC‑1) were purchased from The Cell Bank of Type 
Culture Collection of The Chinese Academy of Sciences. Cells 
were cultured in DMEM (Gibco; Thermo Fisher Scientific, 
Inc.). supplemented with 10% FBS (Gibco; Thermo Fisher 
Scientific, Inc.). Cells were cultivated with 5% CO2 at 37˚C, 

digested using 0.25% trypsin at 80% confluence, and passaged 
every other day.

Reverse transcription‑quantitative PCR (RT‑q)PCR. RNA 
isolation assay was performed using TRIzol® reagent (Sangon 
Biotech Co., Ltd.). The M‑MLV Reverse Transcriptase 
kit (Sangon Biotech Co., Ltd.) was used for performing 
reverse transcription of cDNA at 42˚C for 45 min. RT‑qPCR 
was performed using the SYBR Green PCR kit (Takara 
Biotechnology Co., Ltd.). Thermal cycling conditions were 
as follows: 2 min at 50˚C; 10 min at 95˚C; 40 cycles of 95˚C 
for 15 sec, and 60˚C for 30 sec, followed by 72˚C for 45 sec. 
All primers were purchased from Invitrogen; Thermo Fisher 
Scientific, Inc.. Primer sequences used in the present study 
are listed in Table II. GAPDH and U6 were used as internal 
controls for the RT‑PCR assay. Normalisation of SNHG15 and 
RAB27B expression values was performed against GAPDH 
expression, whereas the miR‑345‑5p expression value was 
normalised against U6 expression. Gene expression was 
calculated using the 2‑ΔΔCq method (30).

Cell transfection. Small interfering RNAs (siRNAs) against 
SNHG15 (si‑SNHG15‑1 and si‑SNHG15‑2), siRNA nega‑
tive control (si‑NC), miR‑NC, miR‑345‑5p mimics, inhibitor 
NC, miR‑345‑5p inhibitor, pcDNA‑RAB27B and empty 
vector (pcDNA‑NC) were purchased from Guangzhou 
RiboBio Co., Ltd.. Subsequently, the aforementioned vectors 
were transfected into BXPC‑3 and PANC‑1 cells using the 
Lipofectamine®  3000 Transfection Reagent (Invitrogen; 
Thermo Fisher Scientific, Inc.) according to the manufacturer's 
instructions.

Target prediction. The miRNA targets of SNHG15 were 
predicted using the StarBase ver2.0 software (http://starbase.
sysu.edu.cn/index.php), and results yielded 76 targets. Among 
these miRNA targets, miR‑345‑5p was selected for the 
following assays because of its important role demonstrated 
in PC (25) and unknown regulatory association with SNHG15. 
Additionally, the mRNA targets of miR‑345‑5p were predicted 
using miRDB (http://mirdb.org/), of which 319 targets were 
predicted. RAB27B was also selected for the following assays 
because of its important role demonstrated in PC (28,29).

Dual‑luciferase reporter (DLR) assay. The predicted binding 
sequences of SNHG15 (binding sites: GCC​CUU​CUG​GAA​
GGA​GUC​AG) and the corresponding mutation sequences 
(CGG​GAU​CUC​CUU​CCU​CAG​UC) were inserted into 
the pGL3 vector (Promega Corporation) to establish the 
SNHG15‑wild‑type (WT) or SNHG15‑mutant‑type (MUT). 
Similarly, the predicted binding sequences of RAB27B 
(binding sites: GAGUCAGA) and the corresponding muta‑
tion sequences (CUCAGUC) were inserted into the pGL3 
vector to construct the RAB27B‑WT/RAB27B‑MUT. 
BXPC‑3 and PANC‑1 cells (1x105  cells/well) were 
co‑transfected with SNHG15‑MUT/RAB27B‑MUT or 
SNHG15‑WT/RAB27B‑WT (80  ng) and miR‑345‑5p 
mimics/miR‑NC (50  nM) using Lipofectamine®  3000 
Transfection Reagent (Invitrogen; Thermo Fisher Scientific, 
Inc.) at 37˚C. After 48 h of incubation, luciferase activity 
was detected using a Dual‑luciferase reporter assay system 
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(Promega Corporation). The activity of firefly luciferase was 
normalised to that of Renilla luciferase.

MTT assay. The transfected PANC‑1 and BXPC‑3 cells were 
plated into 96‑well plates at a density of 5x103 cells/well. 
A volume of 10 µl MTT reagent (5 mg/ml) was added to each 
well at different time points following the first MTT treatment 
(24, 48, 72 and 96 h). After 4 h, 150 µl dimethyl sulfoxide 
was added. The optical density of each well was measured at 
490 nm using a microplate reader (MG Labtech).

Wound‑healing assay. The transfected PANC‑1 and BXPC‑3 
cells were seeded into 6‑well plates (5x104 cells/well) coated with 
10 µg/ml extracellular matrix molecule, and routinely cultured 
in the DMEM containing 10% FBS until the cells were grown 
to 100% confluence. Scratches were inflicted at the bottom of 
the plate using a sterile pipette tip, to create wounds on the cell 
monolayer. Subsequently, relative lengths of the scratches were 
measured. After conducting washing steps using phosphate buff‑
ered saline (PBS), cells were cultured in a serum‑free medium at 
37˚C for 24 h. Finally, cells were analysed using an inverted light 
microscope (magnification, x400; TE2000; Nikon Corporation) 
and were imaged for measuring the wound‑healing distance. The 
wound‑healing rate was calculated using the following formula: 
(1‑24 h scratch width/0 h scratch width) x100.

Transwell assay. Cell invasion was observed using a Transwell 
chamber coated with Matrigel (BD Biosciences). Firstly, the 
transfected cells (2x105  cells/well) in serum‑free medium 
were plated in the upper area of the Transwell chamber 
(BD Biosciences). DMEM (600 µl) containing 20% FBS was 
added to the lower chamber. After 24 h of incubation at 37˚C 
with 5% CO2, the Transwell chamber was removed. The cells 
in the upper compartment were removed by sponging using 
cotton swabs, and the cells in the lower compartment were 
stained with 0.1% crystal violet for 5 min. After subjection 
to washing steps using PBS, the number of invading cells in 
five randomly selected fields of each specimen was counted 
using an inverted light microscope (magnification,  x400; 
Olympus Corporation).

Nude mice tumorigenesis assay. All laboratory procedures 
were conducted in compliance with the guidelines outlined 
by the National Institutes of Health Guide for the Care 
and Use of Laboratory Animals and were approved by the 
Ethics Committee of Weifang People's Hospital. A total of 
20 female BALB/c nude mice (age, 6 weeks) were purchased 
from Shanghai SIPPR‑BK Laboratory Animal Co. Ltd.. To 
prepare the lentivirus vector (Lv), si‑SNHG15‑1 or si‑NC was 
cloned into the pENTR vector (Invitrogen; Thermo Fisher 
Scientific, Inc.). The vector and lentivirus packaging plasmids 
(GenePharma Co., Ltd.) were transfected into 293T  cells 
according to the manufacturer's instructions of Lipofectamine 
3000 (Invitrogen; Thermo Fisher Scientific, Inc.). The super‑
natant containing lentivirus was concentrated and purified 
by performing filtration and centrifugation (4x103 x g for 
1 h) after 48‑72 h of transfection, and the high‑titre lentivirus 
fluid was synthesized by Shanghai GeneChem Co., Ltd.. 
Next, Lv‑si‑SNHG15‑1 or Lv‑si‑NC was transfected into 
PANC‑1 cells using the aforementioned Lipofectamine 3000 
Transfection Reagent (Invitrogen; Thermo Fisher Scientific, 
Inc.) at 37˚C. The transfected cells were then injected into 
the right flank of the mice at a density of 1x107 cells/200 µl 
(n=5 per group). Tumor volume was assessed every 5 days 
using the following formula: (AxB2)/2, (A, the longest diam‑
eter; B, the shortest diameter). On the 30th day after injection, 
mice were anaesthetised using 50 mg/kg pentobarbital sodium 
and sacrificed by cervical dislocation. Tumor xenografts were 
removed and weighed.

Western blotting. Cells were lysed using the RIPA buffer 
(Beyotime Institute of Biotechnology). The protein concen‑
tration was detected using a BCA Protein Assay kit. Equal 
volumes of the eluted proteins (20 µg/lane) were separated 
using 10% SDS‑PAGE gel electrophoresis. Protein samples 
were transferred onto polyvinylidene fluoride membranes 
and blocked using 5% skimmed milk for 1 h at 25˚C. Next, 
the protein samples were incubated with RAB27B (1:1,000; 
cat. no. 13412‑1‑AP; Wuhan Sanying Biotechnology) primary 
antibody overnight at 4˚C. After performing washing and 
recycling steps for the primary antibody, the secondary 
antibody (1:5,000; cat.  no.  SA00001‑2; Wuhan Sanying 
Biotechnology) labelled with horseradish peroxidase was 
incubated with the membrane at 37˚C for 1 h. The relative 
expression of RAB27B was compared with that of β‑actin 
(1:6,000; cat. no. ab115777; Abcam). The membranes were 

Table I. Clinical parameters of patients with PC included in 
this study.

	 SNHG15
	 expression,
	 n=30
	 ‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑‑
Variable	 Total	 Low	 High	 P‑value

Age, years				    0.605
  <55	 28	 13	 15	
  ≥55	 32	 17	 15	
Sex				    0.795
  Male	 33	 17	 16	
  Female	 27	 13	 14	
Differentiation				    0.297
  Well/moderate	 26	 11	 15	
  Poor	 34	 19	 15	
Tumour size, cm				    0.018a

  <2	 25	 8	 17	
  ≥2	 35	 22	 13	
TNM stage				    0.004b

  I/II	 29	 20	 9	
  Ⅲ/IV	 31	 10	 21	
Lymph node metastasis				    0.003b

  Positive	 37	 13	 24	
  Negative	 23	 17	 6	

aP<0.05; bP<0.01; TNM, Tumour Node Metastasis; PC, pancreatic 
cancer.
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developed using an ECL reagent (Thermo Fisher Scientific, 
Inc.) and quantified using the Gel‑Pro Analyser (version 4.0; 
Media Cybernetics, Inc.).

Bioinformatics analysis. A web‑based tool, Gene Expression 
Profiling Interactive Analysis (GEPIA, http://gepia.cancer‑pku.
cn), was used to analyse expression levels of target genes in PC 
tissues (n=179) and non‑cancerous tissues using data obtained 
from the Cancer Genome Atlas (TCGA; https://www.cancer.
gov/about‑nci/organization/ccg/research/structural‑genomics/tcga) 
database.

Statistical analysis. Each experiment was performed at 
least three times. Statistical analysis was performed using 
SPSS Statistics  22.0 (IBM  Corp.). Data are presented as 
mean ± standard deviation. One‑way ANOVA was performed 
for comparison between multiple groups (test for homogeneity 
of variance before analysis), and Tukey's multiple comparisons 
test was used for pairwise comparisons. Student's t‑test was 
used for comparisons between the two groups. Pearson's corre‑
lation analysis was used to determine the correlation between 
SNHG15, miR‑345‑5p and RAB27B in PC tissues. P<0.05 was 
considered to indicate a statistically significant significance.

Results

SNHG15 expression is upregulated in PC. TCGA database‑​
based analysis showed that SNHG15 expression was augmented 
in pancreatic adenocarcinoma (PAAD) specimens compared 
with that observed in the adjacent non‑cancerous tissues 
(P<0.05; Fig.  1A), which was confirmed by performing 
RT‑qPCR (P<0.01; Fig. 1B). To investigate the clinical signifi‑
cance of SNHG15 in human PC cells the association between 
the clinicopathological features and expression of SNHG15 
was analysed in PC cases. It was found that the expression 
of SNHG15 was associated with tumour size, tumour node 
metastasis (TNM) stage, and lymph node metastasis, but 
did not exhibit an association with other variables such as 
sex and age (Table I). Patients with PC at TNM stage I/II 
presented with lower expression of SNHG15 compared with 
those at TNM stage III/IV (P<0.01; Fig. 1C). Additionally, 
SNHG15 expression was remarkably upregulated in PANC‑1 
and BXPC‑3 cells compared with HPDE6 cells (all P<0.01; 
Fig. 1D).

Silencing of lncRNA SNHG15 inhibits the development 
of PC. To explore the potential biological function and 

regulatory mechanism of SNHG15, SNHG15 was subjected 
to silencing in PANC‑1 and BXPC‑3 cells. Results showed 
that the expression of SNHG15 was markedly decreased in 
the si‑SNHG15‑1 and si‑SNHG15‑2 groups compared with 
those observed in the si‑NC groups with PANC‑1 and BXPC‑3 
cells (P<0.01; Fig. 2A). Si‑SNHG15‑1 was selected due to 
its high silencing efficiency. MTT assay results showed that 
silencing of SNHG15 decreased the viability of BXPC‑3 and 
PANC‑1 cells (P<0.01; Fig. 2B). Wound‑healing assay results 
revealed that the wound‑healing rates of PANC‑1 and BXPC‑3 
cells were decreased by the silencing of SNHG15 (P<0.01; 
Fig. 2C). Moreover, Transwell assay results revealed that the 
silencing of SNHG15 suppressed the invasion of PANC‑1 and 
BXPC‑3 cells (P<0.01; Fig. 2D). To probe the regulatory effect 
of SNHG15 in vivo, a tumorigenesis assay was performed in 
mice. The curves plotted using data on tumour growth demon‑
strated that tumour volume in the Lv‑si‑SNHG15‑1 group was 
markedly decreased on the 20, 25 and 30th day after injection 
compared with the Lv‑si‑NC group (P<0.01; Fig. 2E). Tumour 
weight in the Lv‑si‑SNHG15‑1 group was also significantly 
lower than that in the Lv‑si‑NC group on the 30th day after 
injection (P<0.01; Fig. 2E). Additionally, it was found that 
after the injection of Lv‑si‑SNHG15‑1, the expression levels 
of SNHG15 and RAB27B in tumour xenograft tissues were 
significantly decreased, but increases were observed for 
miR‑345‑5p (P<0.01; Fig. 2F).

miR‑345‑5p is a target of SNHG15. To investigate the regu‑
latory mechanism of lncRNA SNHG15, the target miRNAs 
were explored using the StarBase ver2.0 database. The results 
showed that SNHG15 harboured a binding sequence for 
miR‑345‑5p (Fig. 3A). As shown in Fig. 3B, the expression 
levels of miR‑345‑5p were markedly elevated in PANC‑1 and 
BXPC‑3 cells after transfection with si‑SNHG15‑1 (P<0.01), 
suggesting the existence of a negative regulatory loop between 
SNHG15 and miR‑345‑5p in human PC cells. Additionally, to 
validate the association between SNHG15 and miR‑345‑5p, 
DLR assay results revealed that the relative luciferase activity of 
PANC‑1 and BXPC‑3 cells transfected with the SNHG15 WT 
plasmid was significantly decreased after the transfection of 
miR‑345‑5p mimics (P<0.01; Fig. 3C), while those transfected 
with the SNHG15 MUT plasmid prior to the transfection with 
miR‑345‑5p mimics showed no significant change (Fig. 3C). 
Additionally, it was discovered that miR‑345‑5p expression 
was distinctly downregulated in tumour tissues compared with 
that in the adjacent non‑cancerous tissues (P<0.01; Fig. 3D). 
Pearson's correlation analysis results revealed that miR‑345‑5p 

Table II. Primers for reverser transcription‑quantitative polymerase chain reaction in this study.

Gene	 Forward	 Reverse

SNHG15	 5'‑TTGTGAAGCCCAGT‑GAAAGTACTGC‑3'	 5'‑TTCACTGT‑GGAGACTGTCGTTGGT‑3'
miR‑345‑5p	 5'‑GCTGACTCCTAGTCCA‑3'	 5'‑TGGTGTCGTGGAGTCG‑3'
RAB27B	 5'‑TGCGGGACAAGAGCGGTTCCG‑3'	 5'‑GCCAGTTCCCGAGCTTGCCGTT‑3'
β‑actin	 5'‑CTTAGTTGCGTTACACCCTTTCTTG‑3'	 5'‑CTGTCACCTTCACCGTTCCAGTTT‑3'

miR, microRNA.
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was negatively correlated with SNHG15 expression in human 
PC tissues (P<0.0001; r=‑0.5243; Fig. 3E). It was also found 
that the relative expression of miR‑345‑5p was downregulated 
in BXPC‑3 and PANC‑1 cells compared with that observed in 
HPDE6 cells (P<0.01; Fig. 3F).

miR‑345‑5p inhibits cell proliferation, migration and invasion 
in PC. The results of RT‑qPCR revealed that transfection with 
miR‑345‑5p mimics significantly elevated the expression of 
miR‑345‑5p in BXPC‑3 and PANC‑1 cells, while the trans‑
fection with the miR‑345‑5p inhibitor showed the opposite 
effect (P<0.01, Fig. 4A). Results from MTT assay indicated 
that the use of miR‑345‑5p mimics significantly attenuated 
the viability of PANC‑1 and BXPC‑3 cells (P<0.01; Fig. 4B). 
Additionally, wound‑healing assay results revealed that the 
use of miR‑345‑5p mimics inhibited the migration of PANC‑1 
and BXPC‑3 cells (P<0.01; Fig. 4C). Transwell assay results 
showed that overexpression of miR‑345‑5p decreased the 
efficiencies of PANC‑1 and BXPC‑3 cell invasion (P<0.01; 
Fig. 4D).

RAB27B is a direct target of miR‑345‑5p. The miRDB software 
was utilised to predict the interaction between miR‑345‑5p and 
RAB27B, which revealed the binding sites existing between 
miR‑345‑5p and RAB27B (Fig. 5A). Additionally, DLR assay 

results revealed the targeting association between miR‑345‑5p 
and RAB27B. The relative luciferase activity of PANC‑1 and 
BXPC‑3 cells transfected with the RAB27B WT plasmid was 
visibly decreased after subjection to transfection with the 
miR‑345‑5p mimics (P<0.01; Fig. 5B), while those transfected 
with the RAB27B MUT plasmid prior to the transfection with 
miR‑345‑5p mimics showed no significant alteration (Fig. 5B). 
Data from the TCGA database indicated that the expression of 
RAB27B was increased in PAAD specimens compared with 
that observed in the adjacent non‑cancerous tissues (P<0.05; 
Fig. 5C). RT‑qPCR results showed that RAB27B expression 
was also distinctly upregulated in tumour tissues compared 
with that in the adjacent non‑cancerous tissues (P<0.001; 
Fig. 5D). Pearson's correlation analysis results demonstrated 
that SNHG15 expression in human PC tissues was positively 
correlated with RAB27B (P=0.0038, r=0.3684; Fig. 5E) but 
showed a negative correlation with miR‑345‑5p (P<0.0001, 
r=‑0.6019; Fig. 5F). Finally, RT‑qPCR results showed that 
RAB27B expression was significantly upregulated in PANC‑1 
and BXPC‑3 cells compared with that observed in HPDE6 
cells (P<0.01; Fig. 5G).

lncRNA SNHG15 regulates cell invasion, migration and 
proliferation through the miR‑345‑5p/RAB27B axis. 
Transfection with miR‑345‑5p mimics and si‑SNHG15‑1 

Figure 1. Dysregulation of long non‑coding RNA SNHG15 in pancreatic cancer. (A) Relative expression of SNHG15 in PAAD tissues compared with 
non‑cancerous tissues from The Cancer Genome Atlas database. *P<0.05, vs. N. (B) Relative expression of SNHG15 in tumour tissues and adjacent 
non‑cancerous tissues. **P<0.01, vs. adjacent non‑cancerous tissues. (C) Relative expression of SNHG15 in tumours at Tumour Node Metastasis stages I/II and 
III/IV was determined by RT‑qPCR. **P<0.01, vs. I/II. (D) Relative expression of SNHG15 in HPDE6, BXPC‑3 and PANC‑1 cells determined by RT‑qPCR. 
**P<0.01, vs. HPDE6. PAAD, pancreatic adenocarcinoma; N, non‑cancerous tissues; RT‑qPCR, reverse transcription‑quantitative polymerase chain reaction.
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significantly suppressed the relative expression of RAB27B 
in PANC‑1 cells (all P<0.01; Fig.  6A). Meanwhile, 
pcDNA‑RAB27B/NC was also transfected into PANC‑1 
cells. It was found that RAB27B protein level was 
significantly increased in PANC‑1 cells after transfection, 
suggesting that pcDNA‑RAB27B was transfected success‑
fully (P<0.01; Fig.  6A). Furthermore, MTT assay results 

showed that silencing of SNHG15 decreased the viability 
of PANC‑1 cells (P<0.01) and overexpression of RAB27B 
or silencing of miR‑345‑5p reversed the inhibitory effect of 
SNHG15 (P< 0.05; Fig. 6B). Additionally, overexpression of 
RAB27B or silencing of miR‑345‑5p inhibitor reversed the 
suppressive effects of SNHG15 exerted on the migration and 
invasion of PANC‑1 cells (P<0.01; Fig. 6C and D).

Figure 2. Knockdown of long non‑coding RNA SNHG15 inhibits proliferation, migration and invasion of pancreatic cancer cells. (A) Relative expression 
of SNHG15 in BXPC‑3 and PANC‑1 cells after transfection with si‑SNHG15‑1, si‑SNHG15‑2 and si‑NC was detected by reverse transcription‑quanti‑
tative polymerase chain reaction. **P<0.01, vs. si‑NC. (B) Cell viability in BXPC‑3 and PANC‑1 cells was detected by 3‑(4, 5‑Dimethyl‑2‑Thiazolyl)‑2, 
5‑Diphenyl‑2‑H‑Tetrazolium Bromide assay. *P<0.05, **P<0.01, vs. si‑NC. (C) Wound‑healing rate of BXPC‑3 and PANC‑1 cells was detected by wound‑healing 
assay. **P<0.01, vs. si‑NC. (D) Number of invading cells was detected by Transwell assay. **P<0.01, vs. si‑NC. (E) The growth of tumour xenograft in mice 
injected with PANC‑1 cells transfected with Lv‑si‑SNHG15‑1 or Lv‑si‑NC. **P<0.01, vs. Lv‑si‑NC. (F) The expression levels of SNHG15, miR‑345‑5p and 
RAB27B in tumour xenograft after injection with Lv‑si‑SNHG15‑1 or Lv‑si‑NC. **P<0.01, vs. Lv‑si‑NC. si‑, small interfering RNA‑; NC, negative control; 
miR, microRNA; Lv, lentivirus vector.

RETRACTED



EXPERIMENTAL AND THERAPEUTIC MEDICINE  22:  1273,  2021 7

Figure 4. miR‑345‑5p inhibits proliferation, migration and invasion of pancreatic cancer cells. (A) Relative expression of miR‑345‑5p was detected by 
reverse transcription‑quantitative polymerase chain reaction. **P<0.01, vs. miR‑NC, ##P<0.01, vs. inhibitor NC. (B) The cell viability was determined by 
3‑(4, 5‑Dimethyl‑2‑Thiazolyl)‑2, 5‑Diphenyl‑2‑H‑Tetrazolium Bromide assay in BXPC‑3 and PANC‑1 cells. **P<0.01, vs. miR‑NC. (C) Wound‑healing rate of 
BXPC‑3 and PANC‑1 cells was determined by wound‑healing assay. **P<0.01, vs. miR‑NC. (D) Number of invasion cells in BXPC‑3 and PANC‑1 cells was 
detected by Transwell assay. **P<0.01, vs. miR‑NC. miR, microRNA; NC, negative control.

Figure 3. miR‑345‑5p is the target gene of SNHG15. (A) The binding sequence between SNHG15 and miR‑345‑5p was predicted by StarBase ver2.0. (B) Relative 
expression of miR‑345‑5p was detected by RT‑qPCR. **P<0.01, vs. si‑NC. (C) The interaction between SNHG15 and miR‑345‑5p in BXPC‑3 and PANC‑1 cells 
was validated by dual‑luciferase reporter assay. **P<0.01, vs. miR‑NC. (D) Relative expression of miR‑345‑5p was detected by RT‑qPCR in tumour tissues 
and adjacent non‑cancerous tissues. **P<0.001, vs. adjacent non‑cancerous tissues. (E) Correlation analysis of SNHG15 and miR‑345‑5p in tumour tissues. 
(F) Relative expression of miR‑345‑5p in HPDE6, BXPC‑3 and PANC‑1 cells detected by RT‑qPCR. **P<0.01, vs. HPDE6. miR, microRNA; RT‑qPCR, reverse 
transcription‑quantitative polymerase chain reaction; si‑, small interfering RNA‑; NC, negative control; WT, wild type; MUT, mutant.

RETRACTED

https://www.spandidos-publications.com/10.3892/etm.2021.10708


JIANG et al:  SILENCING OF SNHG15 INHIBITS THE TUMOURIGENESIS OF PC8

Discussion

lncRNAs are the main components of the mammalian tran‑
scriptome, and their high‑efficiency applications as potential 
targets for tumour therapy have gained considerable atten‑
tion  (31). Upregulated expression of lncRNAs has been 
detected in PC, such as lncRNA PVT1  (32), SNHG7  (33) 
and SNHG15  (19,21). Similarly, the present study found 
that SNHG15 expression was also upregulated in PC tissues 
compared with that observed in adjacent non‑cancerous 
tissues. Moreover, Ma et al (21) reported that upregulation of 
SNHG15 expression was markedly associated with tumour 
size, advanced TNM stage and lymph node metastasis in 
patients with PC. Likewise, it was found that SNHG15 was 
associated with clinicopathological parameters such as lymph 
node metastasis, tumour size and TNM stage, suggesting the 
potential applicability of SNHG15 as a diagnostic molecular 
marker of PC. The association between SNHG15 and lymph 
node metastasis further highlights its applicability as a prog‑
nostic tool, since lymph node metastasis is a robust indicator 
for poor prognosis in PC (34).

Previous studies have revealed that SNHG15 participates 
in the development of cancer (21,35). For example, suppres‑
sion of SNHG15 expression decreases cell invasion, migration, 
and proliferation in colorectal carcinoma (35). Knockdown 
of lncRNA SNHG15 attenuates the invasion, migration and 
proliferation of PC cells (21). In the present study, silencing of 
SNHG15 inhibited the proliferation, invasion and migration of 
PC cells in vitro and attenuated tumour growth in mice in vivo. 
Therefore, SNHG15 has been consistently demonstrated as a 
promising therapeutic target for PC.

miRNAs have been considered as critical regulators of gene 
expression and play crucial roles in environmental cues and 
human malignancies (36). Recent research has revealed that 
miR‑345‑5p expression is downregulated in PDAC cells, and 
overexpression of miR‑345‑5p inhibits cell proliferation and 
metastasis in PDAC (25). Similarly, miR‑345‑5p expression 
was distinctly downregulated in PC tissues in comparison with 
the adjacent non‑cancerous tissues investigated in the present 
study. The present results revealed that miR‑345‑5p expres‑
sion inhibited the proliferation, migration and invasion of PC. 
lncRNAs have also been confirmed to establish interactions 

Figure 5. miR‑345‑5p can target RAB27B. (A) The binding site and mutant sites between miR‑345‑5p and RAB27B was predicted by miRDB. (B) Dual‑luciferase 
reporter assay was used to confirm the targeting association between miR‑345‑5p and RAB27B in BXPC-3 and PANC-1 cells. **P<0.01, vs. miR‑NC. (C) Relative 
expression of RAB27B in PAAD tissues compared with non‑cancerous tissues from The Caner Genome Atlas database. *P<0.05, vs. non‑cancerous tissues (N). 
(D) RT‑qPCR was used to detect the expression of RAB27B in tumour tissues and adjacent non‑cancerous tissues. **P<0.01, vs. adjacent non‑cancerous tissues. 
(E) The correlation between SNHG15 and RAB27B in PC tissues was analysed by Pearson's correlation analysis. (F) The association between RAB27B 
and miR‑345‑5p in pancreatic cancer tissues was analysed by Pearson's correlation analysis. (G) Relative expression of RAB27B in HPDE6, BXPC‑3 and 
PANC‑1 cells was detected by RT‑qPCR. **P<0.01, vs. HPDE6. miR, microRNA; NC, negative control; PAAD, pancreatic adenocarcinoma; RT‑qPCR, reverse 
transcription‑quantitative polymerase chain reaction; WT, wild type; MUT, mutant.

RETRACTED



EXPERIMENTAL AND THERAPEUTIC MEDICINE  22:  1273,  2021 9

with miRNAs in the exhibition of pathobiological behaviour 
of PC (37). The functions of lncRNA XIST‑miR‑133a (38) 
and ZEB2‑AS1‑miR‑204 (39) have been reported in PC. It 
was found that miR‑345‑5p was a negatively correlated target 
of SNHG15. The use of a miR‑345‑5p inhibitor reversed the 
suppressive effect of lncRNA SNHG15 exerted on the viability, 
wound‑healing rate and invasion rate of PANC‑1 cells. Taken 
together, the present results suggested that SNHG15 might 
play roles in PC cell development by establishing interactions 
with miR‑345‑5p.

RAB27B expression is associated with the development and 
progression of PC (28), and its overexpression was markedly 
associated with perineural and vascular invasion, as well as 
distant metastasis (27). The knockdown of RAB27B remark‑
ably suppressed cell invasion and proliferation in PC cells (29). 
RAB27B is also reportedly targeted by other miRNAs, 
including miR‑599, miR‑34c‑5p and miR‑193a, in various 
types of cancer (40‑42). In the present study, the expression of 
RAB27B was increased in PC cells targeted by miR‑345‑5p. 
Moreover, the results obtained by Pearson's correlation 
analysis demonstrated that SNHG15 was negatively correlated 

with miR‑345‑5p, and RAB27B was negatively correlated with 
miR‑345‑5p in human PC tissues. Based on the aforemen‑
tioned results, it can be deduced that miR‑345‑5p functioned 
as a tumour suppressor by targeting RAB27B expression in 
PC. Additionally, RAB27B expression reversed the suppres‑
sive effect of SNHG15 exerted on the viability, wound‑healing 
rate and invasion rate of PANC‑1 cells. Taken together, there is 
convincing evidence that indicates that silencing of SNHG15 
may downregulate the expression of the miR‑345‑5p/RAB27B 
axis in PC, which yields the anti‑tumour effect.

The present study has certain limitations. Firstly, SNHG15 
overexpression was not performed to validate its biological 
function in PC. Secondly, the rescue experiment was performed 
solely using the PANC‑1 cell line, and the rigors of the study 
could be enhanced by using both PANC‑1 and BXPC‑3 
cell lines. Thirdly, the upstream regulatory mechanisms of 
SNHG15 were not elucidated in the present study. Further 
investigations of the aforementioned aspects are crucial.

In summary, the present study revealed that lncRNA 
SNHG15 expression was upregulated in PC tissues and cells. 
RAB27B is a target of miR‑345‑5p and silencing of SNHG15 

Figure 6. Long non‑coding RNA SNHG15 regulates cell proliferation, migration and invasion through miR‑345‑5p/RAB27B axis. (A) Protein expression 
of RAB27B was detected by western blotting. **P<0.01 vs. si‑NC. ##P<0.01 vs. miR‑NC. &&P<0.01 vs. pcDNA‑NC. (B) Cell viability was determined by 
3‑(4, 5‑Dimethyl‑2‑Thiazolyl)‑2, 5‑Diphenyl‑2‑H‑Tetrazolium Bromide assay in PANC‑1 cells. *P<0.05, **P<0.01, vs. si‑NC. #P<0.05, vs. si‑SNHG15‑1. (C) Cell 
migration was determined by wound‑healing assay. **P<0.01, vs. si‑NC. ##P<0.01, vs. si‑SNHG15‑1. (D) Cell invasion in PANC‑1 cells was detected by 
Transwell assay. **P<0.01, vs. si‑NC. ##P<0.01, vs. si‑SNHG15‑1. miR, microRNA; NC, negative control; si‑, small interfering RNA‑.
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attenuated the proliferation, invasion and migration of PC cells 
by downregulating the expression of the miR‑345‑5p/RAB27B 
axis, suggesting its potential consideration as a therapeutic 
target for PC.
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