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Circular RNA circNHSL1 promotes gastric
cancer progression through the miR-1306-
3p/SIX1/vimentin axis
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Abstract

Background: Mounting evidences indicate that circular RNAs (circRNAs) play vital roles in the development and
progression of various cancers. However, the detail functions and underlying mechanisms of circRNAs in gastric
cancer remain largely unknown.

Methods: The expression profile of metastasis-related circRNAs was screened by RNA-seq analysis. qRT-PCR was
used to determine the level and prognostic values of circNHSL1 in gastric cancer tissues. In vitro cell wound
healing and transwell (migration and invasion) and in vivo tumorigenesis and metastasis assays were performed to
evaluate the functions of circNHSL1. Luciferase reporter, RNA immunoprecipitation (RIP) and rescued assays were
employed to confirm the interactions between circNHSL1, miR-1306-3p and SIX1. It’s widely accepted that as a
mesenchymal marker, Vimentin promotes invasion and metastasis in various cancers. Luciferase reporter assay was
used to determine the regulation of SIX1 on Vimentin. In addition, In situ hybridization (ISH) was performed to
detect the level and prognostic values of miR-1306-3p.

Results: We found that the level of circNHSL1 was significantly up-regulated in gastric cancer, and positively
correlated with clinicopathological features and poor prognosis of patients with gastric cancer. Functionally,
circNHSL1 promoted cell mobility and invasion, as well as in vivo tumorgenesis and metastasis. Mechanistically,
circNHSL1 acted as a miR-1306-3p sponge to relieve the repressive effect of miR-1306-3p on its target SIX1.
Moreover, SIX1 enhanced Vimentin expression in the transcriptional level through directly binding to the promoter
domain of Vimentin, thereby promoting cell migration and invasion. In addition, miR-1306-3p was down-regulated
and negatively correlated with pathological features and poor prognosis in gastric cancer.

Conclusions: CircNHSL1 promotes gastric cancer progression through miR-1306-3p/SIX1/Vimentin axis, and may
serve as a novel diagnostic marker and target for treatment of gastric cancer patients.
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Background
Gastric cancer is the fifth most common cancer and the
third major cause of cancer-related deaths worldwide [1].
Direct infiltration, hematogenous metastasis, transcoelo-
mic spread and lymphatic metastasis are the main path-
ways of metastasis for gastric cancer, which are the
leading causes of poor prognosis for patients in the ad-
vanced stage. Despite of many advancements in diagnoses

and treatments for gastric cancer, most patients are found
to be in the advanced stage as soon as being diagnosed,
and the overall 5-year survival rate is still less than 30% [2,
3]. Hence, it is extremely urgent to elucidate the molecular
mechanisms underlying gastric cancer development and
progression and discover novel molecular targets for early
diagnoses and treatments.
Circular RNAs (circRNAs) have emerged as a new type

of endogenous non-coding RNA [4, 5] and are character-
ized by a continuous covalently closed loop with a back
splice site between 5′- and 3′-end, which is different from
the formation of linear RNA [6–8]. The circular structure
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of circRNAs is responsible for their stable existence and
high abundance in different species. Previous studies have
proved their broadly evolutionary conservation, abundant
presence in exosomes and plasma, tissue and space-time
specificity [9, 10]. Thereby, circRNAs have great potential
as diagnoses, treatments and prognosis biomarkers for
various diseases, especially cancers. With the development
of high-throughput sequencing technique and bioinfor-
matics analysis, multiple circRNAs were discovered and
confirmed to be involved in diversified biological pro-
cesses, such as cell cycle, proliferation, apoptosis, autoph-
agy, migration and invasion, in different types of cancers
[11–15]. In recent years, circRNAs have been identified to
play roles in several molecular mechanisms, such as spon-
ging microRNAs (miRNAs), protein translation and bind-
ing to RNA-binding proteins [16, 17], of which miRNA
sponge is the most common roles of circRNAs in the de-
velopment and progression of tumors. Despite several cir-
cRNAs have been reported in gastric cancer, few tumor
metastasis-related circRNAs and their functions and mo-
lecular mechanisms have been clearly elucidated.
As a member of the homeobox gene family, Sine oculis

homeobox homolog 1 (SIX1) encodes a homeodomain-
containing transcription factor [18, 19]. Ectopic expres-
sion of SIX1 ubiquitously exists in numerous types of
cancer and plays important roles in both tumor initi-
ation and progression [20, 21]. The overexpression of
SIX1 correlates with advanced clinicopathological char-
acteristics and poor prognosis in esophageal cancer,
colorectal cancer and hepatocellular carcinoma [22–24].
It has been reported that SIX1 enhances TGFβ signaling
and transcriptionally promotes VEGF-C expression,
thereby promoting lymphangiogenesis and metastasis of
cervical squamous carcinoma [25]. SIX1 could transcrip-
tionally suppress the expression of miR-200 family and
post-transcriptionally promote ZEB1 expression, conse-
quently repressing E-cadherin expression and promoting
epithelial-mesenchymal transition (EMT) in colorectal
cancer [26]. In addition, SIX1 decreases the expression
of p53 through a competitive mechanism involving sim-
ultaneous downregulation of ribosomal protein L26
(RPL26) and upregulation of miR-27a-3p in breast can-
cer [21]. However, little is known about the functions
and regulatory mechanisms of SIX1 in gastric cancer.
Vimentin is widely accepted as a mesenchymal bio-
marker to promote EMT of various cancer cells, thereby
promoting invasion and metastasis in vitro and in vivo
[27]. Bioinformatics analysis indicated that SIX1 shares
the binding sites of the promoter domain of Vimentin.
In this study, we identified a novel metastasis-related

circRNA circNHSL1 from exons of the NHS like-1
(NHSL1), with a circBase ID of hsa_circ_0006835. We
found that circNHSL1 was up-regulated in both gastric
cancer tissues and cell lines, and correlated with advanced

clinical stage, distant metastasis, lymph node metastasis
and poor prognosis. Importantly, circNHSL1 promoted
invasion and metastasis of gastric cancer by acting as a
miR-1306-3p sponge to relieve its repression on target
SIX1. Furthermore, we firstly demonstrated that SIX1 en-
hanced the expression of Vimentin in transcriptional level
by directly binding to the promoter domain of Vimentin.
Collectively, our data show that circNHSL1 acts as an
oncogenic gene in gastric cancer progression through
miR-1306-3p/SIX1/Vimentin axis, and may serve as a
novel diagnostic marker and target for treatment of gastric
cancer patients.

Methods
Clinical specimens and ethical approval
There are two groups of gastric cancer and adjacent nor-
mal tissues were collected. The first group of 57 paired
gastric cancer and matched normal samples from 2013
to 2014 was obtained from patients with primary gastric
cancer during surgical resection in Shanghai General
Hospital and immediately fixed in formalin. The group
of samples was embedded in paraffin to construct tissue
microarray (TMA), and the final TMA contained 54
paired gastric cancer samples. Another group of fresh
frozen specimens (93 pairs) was collected from 2015 to
2017 and stored in liquid nitrogen. None of the patients
received radiotherapy or chemotherapy before surgery.
All clinicopathological diagnoses were confirmed by two
pathologists according to the guidelines of the Union for
International Cancer Control (UICC). The present study
was approved by the Ethics Committee of Shanghai
General Hospital. Written informed consent was ob-
tained from all subjects before enrollment in this study.

Cell lines and culture conditions
Human gastric cancer cell lines (MKN-28, AGS, MKN-
45, BGC-823, MGC-803, HGC-27, SGC-7901) and nor-
mal human gastric epithelial cells-1 (GES-1) were ob-
tained from Type Culture Collection of the Chinese
Academy of Science (Shanghai, China). All cell lines
were maintained in RPMI 1640 medium with 10% fetal
bovine serum (FBS) (Gibco, Grand Island, NY, USA)
and 1% penicillin-streptomycin at 37 °C in a humidified
atmosphere containing 5% CO2.

Transfection, oligonucleotides and plasmids
To regulate circNHSL1, miR-1306-3p and SIX1 expres-
sion, oligonucleotides and plasmids were constructed. The
following siRNAs targeting circNHSL1 were designed by
RiboBio (Guangzhou, China): si-circ-1 target, 5′-ACA-
CAGCAAAGGATAAA-3′; si-circ-2 target, 5′-ACAG-
CAAAGGATAAAG-3′; and si-circ-3 target, 5′-CAAAGG
ATAAAGATGGAAA-3′. Full length circNHSL1 was
cloned into the pEX-3 (GenePharma, Shanghai, China)
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overexpression vector. The mimics, inhibitor and negative
controls for hsa-miR-1306-3p were purchased from
RiBoBio (Guangzhou, China). The shRNA-SIX1 se-
quences were as follows: 5′-CCAGCTCAGAAGAG
GAATT-3′ (target), 5′- CCAGCTCAGAAGAGGAATT-
3′ (sense), and 5′-AATTCCTCTTCTGAGCTGG-3′
(antisense). The SIX1 gene was cloned into pLVX plas-
mids (HarO Life, Shanghai, China). The oligonucleotides
and plasmids were transfected into cells with Lipofecta-
mine™ 2000 (Invitrogen, Carlsbad, CA, USA) according to
the manufacturer’s instructions.

RNA extraction, nuclear-cytoplasmic fractionation, RNase
R treatment and quantitative real-time PCR (qRT-PCR)
Total RNA was extracted from gastric cancer tissues and
cell lines using TRIzol (TaKaRa, Shiga, Japan) according
to the manufacturer’s instructions. Nuclear and cytoplas-
mic RNA fractionation was isolated with PARIS™ Kit
(Invitrogen, USA) following the manufacturer’s instruc-
tion. For RNase R treatment, 10 μg total RNA was incu-
bated for 15 min at 37 °C with 40 U RNase R (Epicentre
Technologies, Madison, USA). For circRNA and mRNA,
RNA was reversely transcribed into cDNA using a Pri-
meScript™ RT Master Mix reagent kit (TaKaRa, Shiga,
Japan). For miRNA, cDNA was synthesized by the Pri-
meScript™ RT reagent kit (TaKaRa, Shiga, Japan). RNA
expression was quantified by qRT-PCR with SYBR Pre-
mix Ex Taq™ (TaKaRa, Shiga, Japan). GAPDH or U6
were used as internal controls for circRNA, mRNA or
miRNA. The 2-ΔΔCt method was used to analyze relative
expression levels. The specific primers were listed in
Additional file 1: Table S1.

Protein extraction and western blotting
Total protein was extracted from gastric cancer cells
using radioimmunoprecipitation assay buffer with 1%
protease inhibitor phenylmethanesulfony fluoride (Beyo-
time Biotechnology, Jiangsu, China). BCA protein assay
kit (Beyotime Biotechnology, Jiangsu, China) was used to
measure protein concentrations. SDS-polyacrylamide gel
electrophoresis (SDS-PAGE) was performed with 30 μg
of total protein for each sample. Then, the protein was
transferred onto polyvinylidene fluoride (PVDF) mem-
brane (Millipore, MA, USA). Next, the membrane was
blocked in 5% non-fat milk at room temperature for 1.5
h, and then was incubated with primary antibody at 4 °C
overnight. Next day, the secondary antibody was
incubated at room temperature for 1 h. Each Protein
band was visualized by ECL chemiluminescent reagent
(Millipore, MA, USA). The antibodies were listed as fol-
lows: SIX1 (1:1000, Cell Signaling Technology, MA,
USA); Vimentin (1:2000, Abcam, MA, USA); GAPDH
(1:5000; Cell Signaling Technology, MA, USA).

Immunohistochemical analysis (IHC)
After dewaxing and rinsing, the TMA was boiled in 10
mM sodium-citrate buffer for 5 min to retrieve antigen.
Then, the TMA was blocked in 3% hydrogen peroxide
for 10 min in case of the intervention of endogenous
peroxidase activity. Thereafter, the TMA was incubated
with the primary anti-SIX1 antibody (1:200, Cell Signal-
ing Technology, MA, USA) at 4 °C overnight. Next day,
the TMA was incubated with secondary antibody at
room temperature for 30 min. Next, the TMA was
stained with DAB and hematoxylin. Lastly, the TMA
was covered with coverslips for microscopic observation.

In situ hybridization (ISH)
The TMA was dealt with Proteinase K for 10 min at
37 °C after de-waxing and re-hydration, followed by in-
cubating with hybridization mix for 1 h at 57 °C. Then,
the TMA was blocked for 15 min in blocking solution
and hybridized with digoxigenin (DIG)-labeled miR-
1306-3p probes at 50 °C for 16 h. Next day, the TMA
was treated with 0.5% blocking reagent for 30 min after
washing twice. Then, the TMA was incubated with anti-
DIG and horseradish peroxidase for 2 h at room
temperature, followed by washing twice with TBST and
dehydration with xylene. Finally, the TMA was covered
with coverslips. The staining scores were assessed by
two independent pathologists blinded to the clinicopath-
ological data. The staining scores were based on two in-
dicators: the staining intensity and the proportion of
positively stained cells. The staining intensity was scored
with the following score system, 0 (negative staining), 1
(weak staining), 2 (moderate staining) and 3 (strong
staining).The proportion of positively stained cells was
evaluated with five levels, 0 (< 10%), 1 (10–25%), 2 (25–
50%), 3 (50–75%) and 4 (> 75%). The products of the
above two indicators were considered the final score.
The final scores were divided into two grades, low ex-
pression (≤4), high expression (> 4).

Cell wound healing and transwell assays
For cell wound healing assay, the cells were firstly cul-
tured to full confluence in 6-well plates. Subsequently,
the cells were scratched with a 200 μl micropipette tip in
the center of the well. Then, the cells were incubated
with serum-free medium. Representative images were
captured at 0 h and 24 h after injury. The width of
wound healing was quantified and compared with base-
line values. All experiments were repeated independently
in triplicate.
For transwell assay, 2 × 104 cells of each group in

200 μl serum-free medium were seeded in the upper
chamber (8.0 μm pore, Corning, USA) without (migra-
tion) or with (invasion) Matrigel (BD Bioscience, USA).
600 μl RPIM medium with 10% FBS was added to the
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lower chamber. After incubating for 24 h, the upper
chambers were fixed with 4% polymethanol for 30 min
and then stained with 0.1% crystal violet for 30 min. The
cells that migrated or invaded to the reverse side of the
upper chambers were photographed. Five random fields
were selected to calculate cells that migrated or invaded.

Luciferase reporter assay
The luciferase reporter plasmids (pGL3-Firefly-Renilla
containing circNHSL1 sequence and Mutant sequence,
pGL3-Firefly-Renilla containing SIX1 3′-UTR sequence
and Mutant sequence) were synthesized by GenePharma
Co. (Shanghai, China). The firefly luciferase reporter
plasmids (pGL4.27-Luc containing Vimentin promoter
and Mutant sequence) and renilla luciferase plasmids
(pRL) were generated by HarO Life Co. (Shanghai,
China). The luciferase reporter plasmids were co-trans-
fected into cells with mimics, inhibitor, LV-shSIX1 and
pRL or pLVX-shSIX1 and pRL using Lipofectamine™
2000 reagent. After 36 h, the firefly luciferase and renilla
luciferase activity were detected. The effects of miR-
1306-3p or SIX1 on luciferase reporter plasmids were
calculated with the ratio of firefly luciferase/Renilla lucif-
erase activity. All experiments were independently re-
peated in triplicate.

RNA immunoprecipitation (RIP) assay
RIP assay was conducted with magna RIPTM RNA-
binding Protein Immunoprecipitation kit (Millipore, Bil-
lerica, MA). MKN-28 cells were transfected with miR-
1306-3p mimics or negative control. The cells were lysed
in complete RNA lysis buffer after 48 h. Then, the RIP
immunoprecipitation buffer including magnetic beads
conjugated with negative control mouse IgG or human
anti-AGO2 antibody (Mouse, Millipore, Billerica, USA)
was added into cell lysates. Subsequently, the lysates
were rotated overnight. Next day, after incubating with
Proteinase K for 30min, the immunoprecipitated RNA
was extracted. Last, qRT-PCR and agarose gel electro-
phoresis were performed to identify the expression of
circNHSL1 and miR-1306-3p.

Animal experiments
To establish xenograft mouse models, the shRNA
against circNHSL1 (the same target with si-circ-1) and
negative control were cloned into pLL3.7 vector, and the
full-length cDNA of circNHSL1 or a negative control
were cloned into PLCDH-ciR vector, containing a front
and back circular frame. Then, the stable cell lines with
knockdown or overexpression of circNHSL1 were con-
structed with MKN-28 or SGC-7901 cells. For in vivo
tumorigenesis assay, 1.0 × 107 MKN-28 or SGC-7901
cells in 150 μl PBS were subcutaneously injected into left
inguinal region of male BALB/c athymic nude mice (4

weeks old). Tumor volumes were calculated by the for-
mula: tumor = (length×width2)/2 and measured every
three days. Finally, the mice were sacrificed, and the vol-
ume and weight of tumors were detected.
For in vivo liver metastasis assay, 1.0 × 107 cells were

intravenously injected into ileocolic vein of nude mice as
we did previously [28]. For in vivo peritoneal metastasis
assays, 1.0 × 107 cells were injected into the abdominal
cavity of nude mice. After 4 weeks, the livers were re-
moved and the peritoneal metastatic nodules were ob-
served. The livers were paraffin-embedded and finally
validated by hematoxylin and eosin (H&E) staining. The
animal experiments were approved by the Institutional
Animal Care and Use Committee of Shanghai General
Hospital, and were performed according to the guide-
lines for the care and use of laboratory animals.

Statistical analysis
The SPSS 22.0 software was conducted for statistical
analyses. Data were calculated by the χ2 or Fisher’s exact
test. The correlations were analyzed by Pearson’s test (r,
P). Paired and unpaired continuous variables were com-
pared by Student’s t-test or the Mann-Whitney U test.
The survival curves were drawn using the Kaplan-Meier
method and were analyzed by log-rank tests. p < 0.05
was considered statistically significant in all tests.

Results
CircNHSL1 is up-regulated in gastric cancer tissues and
correlates with the progression and poor prognosis
To characterize metastasis-related circRNA transcripts,
RNA-seq analysis between 3 gastric cancer tissues with
metastasis and 2 gastric cancer tissues without metastasis
was conducted (Fig. 1a). We found a total of 38 differen-
tially expressed circRNAs with a cut-off criteria of fold
change > 2.0 and p < 0.05, of which 37 were up-regulated
and 1 was down-regulated in gastric cancer tissues with
metastasis. In the top 10 up-regulated circRNAs, we found
that circNHSL1, also named hsa_circ_0006835 according
to the annotation of circBase (http://www.circbase.org/),
was the highest up-regulated circRNA in gastric cancer
tissues with metastasis, which was spliced from NHSL1
gene located at chr6: 138,743,180–138,893,726 and finally
formed a sense-overlapping circular transcript of 335 nt
(Fig. 1b). Sanger sequencing confirmed the head-to-tail
splicing (Fig. 1b). To detect the level of circNHSL1 and
NHSL1, we designed two sets of primers, divergent
primers that were expected to amplify circNHSL1 and
convergent primers to amplify linear NHSL1 mRNA. We
found that the level of circNHSL1 was obviously higher in
multiple gastric cancer cells than in GES-1 cell (Fig. 1c).
Among these cell lines, MKN-28 and AGS cells exhibited
the highest level of circNHSL1, while SGC-7901 and
MGC-803 cells the lowest level (Fig. 1c). To detect
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Fig. 1 CircNHSL1 is up-regulated in gastric cancer tissues and correlated with the progression and poor prognosis. a CircRNA microarray between
3 gastric cancer tissues without metastasis and 2 gastric cancer tissues with metastasis. b Schematic illustration of the formation of circNHSL1 via
the circularization of exons in NHSL1 gene. Sanger sequencing conformed the head-to-tail splicing of circNHSL1. c Relative expression of
circNHSL1 in cell lines by qRT-PCR. d and e The gel electrophoresis validated the existence of circNHSL1. Divergent primers amplified circNHSL1
in cDNA but not gDNA. GAPDH was used as a linear control. f Relative expression of circNHSL1 and NHSL1 mRNA in both MKN-28 and SGC-7901
cells was detected by qRT-PCR in the presence or absence of RNase R. g circNHSL1 was mainly located in the cytoplasm by nuclear-cytoplasmic
fractionation assay. h Relative circNHSL1 expression in 93 paired fresh frozen normal gastric tissues and gastric cancer tissues. i The level of
circNHSL1 was significantly higher in gastric cancer tissues with M1 stage than with M0 stage (p < 0.01). j Kaplan-Meier survival analysis (log-rank
test) showed that gastric cancer patients with high circNHSL1 expression have a lower OS and DFS than these with low circNHSL1 expression
(p < 0.01). All data are presented as the mean ± SEM. *p < 0.05, **p < 0.01
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whether the head-to-tail splicing of circNHSL1 results
from trans-splicing or genomic rearrangements, we ex-
tracted cDNA and gDNA from MKN-28 and SGC-7901
cells. The gel electrophoresis results showed that
circNHSL1 was detected only in cDNA, but not in gDNA,
(Fig. 1d and e) indicating that the loop structure of
circNHSL1 comes from reverse splicing. To confirm the
stability of circNHSL1, MKN-28 and SGC-7901 cells were
treated with RNase R, a processive 3′ to 5′ exoribonu-
clease. As shown in Fig. 1f, circNHSL1 resisted the diges-
tion of RNase R, but the linear form of NHSL1 was
digested sharply. In addition, the results of Nuclear-
cytoplasmic fractionation illustrated that circNHSL1
was predominantly localized in the cytoplasm (Fig. 1g).
These results indicate that circNHSL1 is highly stable
in cytoplasm of gastric cancer cells, implying its poten-
tial to be an appropriate diagnostic or prognostic
marker.

To determine the level of circNHSL1, we collected 93
pairs of fresh frozen gastric cancer tissues and matched
normal tissues. qRT-PCR results showed that consistent
with the results of gastric cancer cells, circNHSL1 expres-
sion was higher in most (80.65%, 75/93) gastric cancer tis-
sues than in normal gastric tissues (Additional file 2: Figure
S1, Fig. 1h). To further analyze the correlation between the
level of circNHSL1 with clinicopathological features and
prognosis, these samples were divided into two groups, high
circNHSL1 group and low circNHSL1 group based on the
median expression of circNHSL1. As shown in Table 1,
high level of circNHSL1 was positively correlated with
UICC stages, pathological T stages, lymphatic metastasis,
distant metastasis and grades. Also, the level of circNHSL1
was higher in tissues with M1 stage than these with M0
stage (Fig. 1i), which confirmed the RNA-seq results that
circNHSL1 is an oncogenic and metastasis-related cir-
cRNA. Furthermore, the Kaplan-Meier analysis showed

Table 1 Correlation between circNHSL1 expression and clinicopathological parameters in gastric cancer (n = 93)

Parameters Category No. CircNHSL1 expression χ2 p

Low (46) High (47)

Age 0.592 0.442

< 65 57 30 27

≥65 36 16 20

Gender 0.872 0.350

Male 57 26 31

Female 36 20 16

Differentiation 9.451 0.002

Well 14 12 2

Mederate+ Poor 79 34 45

T stage 6.412 0.011

T1 + T2 29 20 9

T3 + T4 64 26 38

N stage 4.111 0.043

N0+ N1 33 21 12

N2+ N3 60 25 35

M stage 5.470 0.019

M0 79 43 36

M1 14 3 11

UICC stage 9.451 0.002

I 14 12 2

II + III 79 34 45

Nerve invasion 0.093 0.761

Yes 50 24 26

No 43 22 21

Vessel invasion 0.104 0.747

Yes 51 26 25

No 42 20 22
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that gastric cancer patients with high circNHSL1 expres-
sion had the significantly poorer OS and DFS compared
with patients with low circNHSL1 expression (Fig. 1j). In
summary, circNHSL1 was confirmed to be a highly stable
circRNA and an appropriate diagnostic and prognostic
marker for gastric cancer.

CircNHSL1 promotes migration and invasion of gastric
cancer cells in vitro
To test the functions of circNHSL1 in gastric cancer cells,
three si-RNAs targeted the junction sites of circNHSL1
and overexpression plasmids of circNHSL1 were designed
and transfected into MKN-28 and AGS cells or SGC-7901
and MGC-803 cells, respectively. CircNHSL1 expression
was significantly silenced by si-circ-1 and si-circ-2, while
NHSL1 mRNA did not change (Fig. 2a, Additional file 3:
Figure S2b). Similarly, circNHSL1 was obviously overex-
pressed, and no significant change in NHSL1 mRNA was
observed (Fig. 2b, Additional file 3: Figure S2a). Among
the 3 si-RNAs, si-circ-1 had the highest knockdown effi-
ciency in MKN-28 and SGC-7901 cells, while si-circ-2 in
AGS cells. The mobility of gastric cancer cells was prom-
inently decreased by down-regulation of circNHSL1, and
the effect was also confirmed by the transwell migration
and invasion assays in MKN-28, AGS and SGC-7901 cells
(Fig. 2c, Additional file 3: Figure S2e and f). Nevertheless,
overexpression of circNHSL1 promoted the mobility, mi-
gration and invasion of gastric cancer cells in SGC-7901,
MGC-803 and MKN-28 cells (Fig. 2d, Additional file 3:
Figure S2c and d). Taken together, these findings suggest
that circNHSL1 promotes the progression of gastric can-
cer in vitro.

CircNHSL1 promotes the progression of gastric cancer via
SIX1
According to the hypothesis of competing endogenous
RNA (ceRNA) [29, 30], circRNAs may promote the ex-
pression of target genes by sponging miRNAs. Since
circNHSL1 is located in the cytoplasm and exhibits high
stability, we speculated that circNHSL1 could act as a
miRNA sponge to increase target gene expression. To
discover the genes positively correlated with circNHSL1
expression, RNA-seq for cDNA between above 3 gastric
cancer tissues without metastasis and 2 gastric cancer
tissues with metastasis in RNA-seq for circRNA was per-
formed (Fig. 3a). The level of NHSL1 mRNA was low in
gastric cancer tissues with metastasis. Combined with the
results that NHSL1 expression was not changed by down-
regulation or up-regulation of circNHSL1 in gastric cancer
cells (Fig. 2a and b), circNHSL1 did not regulate NHSL1
mRNA expression through sponging miRNAs. The top 10
up-regulated genes in gastric cancer tissues with metasta-
sis were selected. CircNHSL1 silencing significantly de-
creased MAP4K4 and SIX1 expression in both MKN-28

and AGS cells (Fig. 3b, Additional file 4: Figure S3a), while
only AMOT and SIX1 expression increased in both SGC-
7901 and MGC-803 cells after up-regulation of
circNHSL1 (Fig. 3c, Additional file 4: Figure S3b).
Thereby, we assumed that circNHSL1 positively regulated
SIX1 expression. To confirm the hypothesis, a luciferase
reporter plasmid with wild type of SIX1 mRNA 3′-UTR
was constructed, and luciferase reporter assays were per-
formed. CircNHSL1 silencing significantly decreased the
luciferase activity, while circNHSL1 overexpression obvi-
ously increased the luciferase activity (Fig. 3d). Further-
more, down-regulation or up-regulation of circNHSL1
decreased or increased SIX1 protein expression in gastric
cancer cells, respectively (Fig. 3e and f, Additional file 4:
Figure S3c and d). We analyzed the level of circNHSL1
and SIX1 in 61 paired gastric cancer tissues among above
93 paired gastric cancer tissues, and found that the level of
circNHSL1 positively correlated with the level of SIX1
(p < 0.01) (Fig. 3g). Similarly, the level of SIX1 in the high
circNHSL1 group was significantly higher than in the low
circNHSL1 group (Fig. 3h).
To test the effects of SIX1 on the functions of

circNHSL1, cell wound healing, transwell migration and
invasion assays were performed. The results showed that
overexpression of SIX1 reversed the ability of circNHSL1
silencing to suppress the mobility, migration and inva-
sion of gastric cancer cells (Fig. 3i), while down-regula-
tion of SIX1 decreased the enhanced ability of mobility,
migration and invasion induced by overexpression of
circNHSL1 (Fig. 3j). In addition, circNHSL1 promoted
the expression of mRNA and protein of Vimentin, while
overexpression of SIX1 relieved the suppression of
circNHSL1 silencing on Vimentin expression, and de-
crease in SIX1 attenuated the promotion of circNHSL1
overexpression on Vimentin expression, indicating that
circNHSL1 promoted Vimentin expression via SIX1
(Fig. 3e and f). Taken together, circNHSL1 promotes
gastric cancer progression via SIX1.

SIX1 promotes the progression of gastric cancer by
transcriptionally regulating vimentin expression
As a transcription factor of the homeobox gene family,
SIX1 may regulate target gene expression in transcrip-
tional level, thereby exerting biological functions. We ana-
lyzed the potential binding DNA sequence logo of SIX1
(Additional file 5: Figure S4a) and found two theoretical
binding sites in the top 2000 nt of the promoter domain of
Vimentin gene (http://jaspar.genereg.net) (Fig. 4d). Hence,
we speculated that SIX1 may regulate Vimentin expres-
sion in the transcriptional level. Pearson correlation
analysis showed that the mRNA expression level of SIX1
was positively correlated with that of Vimentin in above 61
paired gastric cancer tissues (p < 0.05) (Fig. 4a). SIX1 pro-
moted Vimentin expression in the level of mRNA and
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protein, as shown in Fig. 4b and c. Furthermore, a luciferase
plasmid with the top 2000 nt of the promoter domain of
Vimentin gene (pLuc-WT) and a luciferase plasmid with
mutant sequences in both two binding sites of the top 2000
nt of the promoter domain (pLuc-Mutant) were generated
(Fig. 4d). Luciferase reporter assays demonstrated that SIX1
enhanced the luciferase activity of pLuc-WT in a dose-
dependent manner, but not that of pLuc-Mutant (Fig. 4e
and f), suggesting that SIX1 enhanced Vimentin expression
by directly binding to the promoter domain of Vimentin.
Then, we tested the functions of SIX1 in gastric cancer cells.
The results illustrated that SIX1 promoted cell mobility, mi-
gration and invasion of gastric cancer cells (Fig. 4g-j). To

summary, SIX1 promotes gastric cancer progression by posi-
tively regulating Vimentin expression in the transcriptional
level.

CircNHSL1 acts as a miRNA sponge of miR-1306-3p
Previous studies have revealed that circRNAs can serve as
miRNA sponges to abrogate the functions of miRNAs. In
the following studies, we explored whether circNHSL1
promoted gastric cancer progression by sponging miR-
NAs. Firstly, we predicted the potential target miRNAs of
circNHSL1 with miRanda database (http://www.microrna.
org) and the possible upstream miRNAs of SIX1 with Tar-
getScan database (http://www.targetscan.org). The results

Fig. 2 CircNHSL1 promotes migration and invasion of gastric cancer cells in vitro. a and b Relative expression of circNHSL1 and NHSL1 mRNA
was detected by qRT-PCR in gastric cancer cells after transfection of si-circNHSL1, pEX-3-circNHSL1 or negative control. c The cell mobility,
migration and invasion were evaluated by wound healing and transwell migration and invasion assays after knockdown of circNHSL1 in MKN-28
and AGS cells. d The cell mobility, migration and invasion were evaluated by wound healing and transwell assays after overexpression of
circNHSL1 in SGC-7901 and MGC-803 cells. All data are presented as the mean ± SEM of three experiments. **p < 0.01
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showed that circNHSL1 and SIX1 share microRNA re-
sponse elements (MREs) of miR-1306-3p with high scores
(Fig. 5d, Additional file 5: Figure S4b). Next, the level of
miR-1306-3p was examined in above 61 paired gastric

cancer tissues and matched normal tissues, and the results
indicated that miR-1306-3p was remarkably down-
regulated in 80.33% (49/61) gastric cancer tissues than in
normal gastric tissues (Additional file 6: Figure S5a).

Fig. 3 CircNHSL1 promotes the progression of gastric cancer via SIX1. a CircRNA microarray between 3 gastric cancer tissues without metastasis
and 2 gastric cancer tissues with metastasis. b and c Relative expression of 10 mRNA candidates was detected by qRT-PCR in gastric cancer cells
after transfection of si-circNHSL1, pEX-3-circNHSL1 or negative control. d Relative luciferase activities were detected in gastric cancer cells after
transfecting luciferase reporter plasmid with wild type of SIX1 mRNA 3′-UTR with si-circNHSL1, pEX-3-circNHSL1 or negative control. e and f The
effects of cicrNHSL1 and SIX1 on the mRNA and protein expressions of SIX1 and Vimentin were detected by qRT-PCR and western blotting. g
Pearson correlation analysis determined the significantly positive correlation between the levels of circNHSL1 and SIX1 in 61 paired gastric cancer
tissues (p < 0.01). h The level of SIX1 was higher in tissues with high circNHSL1 expression than with low circNHSL1 expression (p < 0.01). i and j
The effects of cicrNHSL1 and SIX1 on the mobility, migration and invasion were confirmed by wound healing and transwell assays. All data are
presented as the mean ± SEM of three experiments. **p < 0.01
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Pearson correlation analysis showed that the level of
circNHSL1 negatively correlated with the level of miR-
1306-3p in above gastric cancer tissues (p < 0.01) (Fig. 5a).
In addition, knockdown or overexpression of circNHSL1
caused up-regulation or down-regulation of miR-1306-3p,
respectively, in gastric cancer cells (Fig. 5b). Then, lucifer-
ase reporter plasmids with a wild type of circNHSL1
sequence (WT) and mutant circNHSL1 sequence in the
binding sites of miR-1306-3p (Mutant) (Fig. 5d) were
generated. Luciferase reporter assays illustrated that

overexpression of miR-1306-3p suppressed the luciferase
activity of WT and knockdown of miR-1306-3p increased
the luciferase activity of WT, but did not change the lucif-
erase activity of Mutant (Fig. 5c), demonstrating the direct
interaction between circNHSL1 and miR-1306-3p. It has
been widely known that miRNAs bind to MREs through
RNA-induced silencing complex (RISC), of which Argo-
naute2 (AGO2) protein is the key component. Thereby,
an anti-AGO2 RIP assay was performed in MKN-28 cells
to pull down circNHSL1 and miR-1306-3p with an anti-

Fig. 4 SIX1 promotes the progression of gastric cancer by transcriptionally regulating Vimentin expression. a The level of SIX1 positively
correlated with the level of Vimentin in 61 paired gastric cancer tissues by Pearson correlation analysis (p < 0.01). b and c Relative expression of
SIX1 and Vimentin was detected by qRT-PCR and western blotting in gastric cancer cells after transfection of LV-shSIX1, pLVX-SIX1 or negative
control. d Schematic illustration of the sequences of wild type of Vimentin promoter domain and mutant sequences in the binding sites of SIX1
on Vimentin promoter domain are shown. e and f Relative luciferase activities were detected in gastric cancer cells after transfecting luciferase
reporter plasmids with wild type of Vimentin promoter domain or mutant Vimentin promoter domain with LV-shSIX1, pLVX-SIX1 or negative
control. g-j The effects of SIX1 on the mobility, migration and invasion were detected by wound healing and transwell assays. All data are
presented as the mean ± SEM of three experiments. **p < 0.01
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Fig. 5 CircNHSL1 promotes gastric cancer progression by serving as a miRNA sponge of miR-1306-3p. a Pearson correlation analysis determined the
significantly negative correlation between the levels of circNHSL1 and miR-1306-3p in 61 paired gastric cancer tissues (p < 0.01). b The effects of circNHSL1
on the expression of SIX1 was detected by qRT-PCR. c The effects of mimics, inhibitor and negative control on the luciferase activities were detected in
gastric cancer cells after transfecting luciferase reporter plasmids with wild type of WT, Mutant or negative control. d Schematic illustration of the sequence
of wild type of SIX1 3′-UTR (WT) and mutant sequences on the complementary sites of SIX1 3′-UTR with miR-1306-3p (Mutant). e and f Anti-AGO2 RIP
assay was performed in MKN-28 cells after transfection with mimics or negative control, followed by agarose gel electrophoresis (e) and qRT-PCR (f) to
detect the expression of circNHSL1 and miR-1306-3p. g The effects of circNHSL1 and miR-1306-3p on the luciferase activities of wild type of SIX1 mRNA 3′-
UTR in gastric cancer cells were detected. h and i The effects of circNHSL1 and miR-1306-3p on the mRNA and protein expressions of SIX1 and Vimentin
were detected by qRT-PCR and western blotting. j and k The effects of circNHSL1 and miR-1306-3p on the mobility, migration and invasion were
confirmed by wound healing and transwell assays. All data are presented as the mean ± SEM of three experiments. **p< 0.01
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AGO2 antibody (IgG as negative control, none as Input).
The results showed that both circNHSL1 and miR-1306-
3p were efficiently pulled down by anti-AGO2 antibody
compared with IgG, and significantly enriched by overex-
pression of miR-1306-3p compared with negative control
(Fig. 5e and f). Collectively, these data demonstrated that
circNHSL1 acts as a sponge of miR-1306-3p in gastric
cancer.

MiR-1306-3p reverses the ability of circNHSL1 to promote
gastric cancer progression
To explore whether circNHSL1 exerts its biological
function by sponging miR-1306-3p, rescued experiments
were performed with up-regulation or down-regulation
of miR-1306-3p on the basis of ectopic circNHSL1 ex-
pression. Luciferase reporter assays demonstrated that
miR-1306-3p inhibitor increased the luciferase activity of
the luciferase reporter plasmid with wild type of SIX1
mRNA 3′-UTR, which was suppressed by knockdown of
circNHSL1, while miR-1306-3p mimics decreased the
luciferase activity induced by overexpression of
circNHSL1 (Fig. 5g). Furthermore, miR-1306-3p re-
versed the ability of circNHSL1 to enhance mRNA and
protein expression of SIX1 and Vimentin in gastric can-
cer cells (Fig. 5h and i). Then, wound healing and trans-
well migration and invasion assays were conducted. The
results showed that miR-1306-3p attenuated the ability
of circNHSL1 to promote mobility, migration and inva-
sion of gastric cancer cells (Fig. 5j and k). In summary,
circNHSL1 promotes gastric cancer progression through
sponging miR-1306-3p.

MiR-1306-3p is down-regulated in gastric cancer tissues
and negatively correlates with clinicopathological
features and prognosis
Few studies about miR-1306-3p have been reported,
and the expression level, functions and roles of miR-
1306-3p in cancers have not been explored. There-
fore, miR-1306-3p has yet to be understood. In this
study, we used another group of gastric cancer tissues
(a TMA including 54 paired gastric cancer tissues
and matched normal tissues) to detect the level of
miR-1306-3p with ISH. The results indicated that
consistent with qRT-PCR results in above 61 paired
fresh frozen gastric cancer tissues, the level of miR-
1306-3p was significantly higher in normal gastric tis-
sues than in gastric cancer tissues (Fig. 6a and b).
Further analysis showed that miR-1306-3p was mark-
edly higher in gastric cancer tissues of UICC stage II,
distant metastasis M0 stage, well differentiation (G1
stage) and pathological T2 and T3 stages than in
these of UICC stage III, distant metastasis M1 stage,
moderate and poor differentiation (G2 and G3 stages)
and pathological T4 stage, respectively (Fig. 6c-f).

MiR-1306-3p expression in gastric cancer tissues
negatively correlated with differentiation, pathological
T stage, distant metastasis and UICC stage (Table 2).
The Kaplan-Meier analysis showed that gastric cancer
patients with low miR-1306-3p expression had a
shorter OS and DFS (Fig. 6g and h), indicating low
miR-1306-3p expression predicted a poor prognosis.
In general, miR-1306-3p acts as a tumor suppressor
and high miR-1306-3p predicts a promising prognosis
in gastric cancer.

SIX1 is a direct target of miR-1306-3p
According to the TargetScan database, SIX1 mRNA con-
tains the MRE of miR-1306-3p, implying that miR-1306-
3p may direct target SIX1. We analyzed the expression
of miR-1306-3p and SIX1 in above 61 paired gastric can-
cer tissues, and found SIX1 was up-regulated in 77.05%
(47/61) gastric cancer tissues (Fig. 7a) and the level of
miR-1306-3p negatively correlated with the level of SIX1
(Fig. 7b). Then, the level of SIX1 was determined in
above mentioned TMA of gastric cancer using immuno-
histochemistry. Pearson correlation analysis indicated
that miR-1306-3p ISH score negatively correlated with
SIX1 IHC score in both gastric cancer tissues and nor-
mal gastric tissues (Fig. 7c and d). In addition, overex-
pression of miR-1306-3p significantly decreased the
expression of SIX1 mRNA and protein, while down-
regulation of miR-1306-3p remarkably increased it, in
MKN-28 and SGC-7901 cells (Fig. 7e and f, Add-
itional file 7: Figure S6a and b). Furthermore, luciferase
reporter plasmids with the wild type of SIX1 mRNA 3′-
UTR (WT) and mutant SIX1 mRNA 3′-UTR in the
binding sites of miR-1306-3p (Mutant) were constructed
(Additional file 5: Figure S4c). Luciferase reporter assays
showed miR-1306-3p mimics significantly decreased the
luciferase activity of WT, while miR-1306-3p inhibitor
remarkably increased it, but not that of Mutant, in
MKN-28 and SGC-7901 cells (Fig. 7g and h, Additional
file 7: Figure S6c and d). These data suggested that miR-
1306-3p suppresses SIX1 expression by directly binding
to 3′-UTR of SIX1 mRNA.

MiR-1306-3p suppresses gastric cancer progression
through inhibiting SIX1 expression
Given the roles of circNHSL1 and SIX1 on promoting
gastric cancer progression, we detected the role of miR-
1306-3p on the migration and invasion of gastric cancer
cells. The results showed that miR-1306-3p mimics sup-
pressed the mobility, migration and invasion of MKN-28
and SGC-7901 cells (Fig. 7i, Additional file 7: Figure
S6f), while miR-1306-3p inhibitor enhanced the mobility,
migration and invasion of gastric cancer cells (Fig. 7j,
Additional file 7: Figure S6e).

Zhu et al. Molecular Cancer          (2019) 18:126 Page 12 of 20



To further explore the effects of SIX1 on the roles of
miR-1306-3p in gastric cancer progression, rescued ex-
periments were conducted. As shown in Fig. 7e and f,
Additional file 7: Figure S6a and b, SIX1 reversed the
ability of miR-1306-3p to suppress the mRNA and pro-
tein level of SIX1 and Vimentin. Functionally, SIX1 re-
versed the ability of miR-1306-3p to inhibit the mobility,
migration and invasion of gastric cancer cells (Fig. 7i

and j, Additional file 7: Figure S6e and f). To summary,
miR-1306-3p suppresses gastric cancer progression
through inhibiting SIX1 expression.

CircNHSL1 enhances the growth and metastasis of
xenograft tumors of gastric cancer cells in vivo
To investigate the functions of circNHSL1 in vivo, the
stable MKN-28 cells with sh-circNHSL1 or sh-NC and

Fig. 6 MiR-1306-3p is down-regulated in gastric cancer tissues and correlated with the progression and poor prognosis. The expression of
miR-1306-3p was detected by ISH with TMA including 54 paired gastric cancer tissues and paired normal tissues. a Represent images of
miR-1306-3p expression in normal gastric mucosa and gastric cancer tissues with Stage II, Stage III, M0, M1, G1, G2, G3, pT2, pT3 and pT4.
b The level of miR-1306-3p in gastric cancer tissues was significantly lower than in normal gastric tissues. c-f The level of miR-1306-3p in
gastric cancer tissues with Stage II (c), M0 (d), well differentiation (e) and pT2 and pT3 (f) was significantly higher than these with Stage
III, M1, moderate and poor differentiation and pT4. g-h Kaplan-Meier survival analysis (log-rank test) showed that gastric cancer patients
with low miR-1306-3p expression have a lower OS and DFS than these with high miR-1306-3p expression (p < 0.01). All data are
presented as the mean ± SEM. **p < 0.01
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SGC-7901 cells with circNHSL1 or NC were constructed,
according to circNHSL1 expression in 7 gastric cancer
cells. The xenograft mouse model was established by sub-
cutaneously injecting of gastric cancer cells. After 28 days,
all mice were sacrificed and tumor samples were harvested
(Fig. 8a and d). The weight (Fig. 8b) and volume (Fig. 8c)
of tumors with knockdown of circNHSL1 were markedly
lower than those with control in MKN-28 cells, while the
weight (Fig. 8e) and volume (Fig. 8f) of tumors with over-
expression of circNHSL1 were significantly higher than
the control tumors of SGC-7901 cells.

The role of circNHSL1 on metastasis was confirmed
by in vivo liver metastasis and peritoneal metastasis
assays. We observed that the number of liver surface
metastatic nodules in mice bearing MKN-28 cells
with sh-circNHSL1 was lower than in mice bearing
MKN-28 cells with sh-NC (Fig. 8g), whereas the
number of liver surface metastatic nodules in mice
bearing SGC-7901 cells with circNHSL1 was much than
in mice bearing SGC-7901 cells with NC (Fig. 8h). Necropsy
revealed that the number of peritoneal metastatic nodules
was reduced in mice bearing MKN-28 cells with sh-

Table 2 Correlation between miR-1306-3p expression and clinicopathological parameters in gastric cancer (n = 54)

Parameters Category No. miR-1306-3p expression χ2 P

Low High

Age 0.845 0.358

< 65 26 18 8

≥65 28 16 12

Gender 0.327 0.568

Male 38 23 15

Female 16 11 5

T stage 19.703 < 0.001

T2 + T3 26 8 18

T4 28 26 2

N stage 2.000 0.157

N0+ N1 23 12 11

N2+ N3 31 22 9

M stage 0.030

M0 47 27 20

M1 7 7 0

UICC stage 8.145 0.004

II 17 6 11

III 37 28 9

Nerve invasion 4.469 0.035

Yes 29 22 7

No 25 12 13

Vessel invasion 0.021 0.884

Yes 29 16 9

No 25 18 11

Differentiation 0.046

Well 3 0 3

Mederate+ Poor 51 34 17

Toumor size 0.454 0.561

≤3 cm 23 15 7

> 3 cm 31 18 13

Tumor 54 34 20 18.328 < 0.001

Normal 54 12 42
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Fig. 7 MiR-1306-3p suppresses gastric cancer progression through directly targeting SIX1. a SIX1 expression is up-regulated in 77.05% (47/61)
gastric cancer tissues. b Pearson correlation analysis determined the significantly negative correlation between the levels of miR-1306-3p and SIX1
in 61 paired gastric cancer tissues (p < 0.01). c and d The ISH scores of miR-1306-3p negatively correlated with the IHC scores of SIX1 in both
normal gastric mucosa tissues (c) and gastric cancer tissues (d) of TMA. e and f The effects of miR-1306-3p and SIX1 on the mRNA and protein
expressions of SIX1 and Vimentin were detected by qRT-PCR (e) and western blotting (f). g and h The effects of mimics (g) and inhibitor (h) of
miR-1306-3p on the luciferase activities of wild type of SIX1 mRNA 3′-UTR (WT) and mutant SIX1 mRNA 3′-UTR (Mutant) were detected. i and j
The effects of miR-1306-3p and SIX1 on the mobility, migration and invasion were detected by wound healing and transwell assays. All data are
presented as the mean ± SEM of three experiments. **p < 0.01
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circNHSL1 compared with sh-NC (Fig. 8i), while SGC-7901
cells with circNHSL1 colonized the visceral organs and
formed multiple metastatic nodules (Fig. 8j), revealing that
circNHSL1 enhanced tumor colonization and metastasis.
Overall, these data demonstrate that circNHSL1 promotes
cell growth and metastasis of gastric cancer in vivo.

Discussion
CircRNAs are a new type of highly stable and abundant en-
dogenous noncoding RNAs. With the development of
high-throughput sequencing and bioinformatics analysis,
an increasing number of circRNAs have been identified and
confirmed to regulate the development and progression of

Fig. 8 CircNHSL1 promotes growth and metastasis of gastric cancer cells in vivo. a Images of subcutaneous xenograft tumors of MKN-28 cells. b
Tumor weight of MKN-28 cells was shown. c Tumor volumes of MKN-28 cells measured every 3 days for 6 times were analyzed. d Image of
subcutaneous xenograft tumors of SGC-7901 cells. e Tumor weight of SGC-7901 cells was shown. f Tumor volumes of SGC-7901 cells measured every
3 days for 6 times were analyzed. g Representative images of liver metastasis assay and HE staining of the liver of MKN-28 cells. Knockdown of
circNHSL1 decreased the number of liver surface metastasis compared with negative control. h Representative images of liver metastasis assay and HE
staining of the liver of SGC-7901 cells. Overexpression of circNHSL1 increased the number of liver surface metastasis compared with negative control.
i-j Representative images of peritoneal metastasis assays. Knockdown of circNHSL1 decreased the number of peritoneal metastasis nodules compared
with negative control (i), whereas overexpression of circNHSL1 increased the number of peritoneal metastasis nodules (j). **p < 0.01
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various human cancers in recent years [31–33]. However,
few circRNAs have been well functionally and mechanistic-
ally characterized in gastric cancer, and the biological func-
tions of most circRNAs have yet to be explored. In this
study, we identified a novel metastasis-related circRNA
circNHSL1, which is dramatically up-regulated in gastric
cancer tissues and cells.
Invasion and metastasis are the biggest obstacles to suc-

cessful surgical resection of tumors, as well as the leading
cause of high mortality of gastric cancer patients [34].
Hence, it is urgent to discover metastasis-related genes
and illustrate the molecular mechanisms of invasion and
metastasis of gastric cancer. In the present study, we ap-
plied RNA-seq analysis to access the expression profile of
metastasis-related circRNA between 3 gastric cancer tis-
sues without metastasis and 2 gastric cancer tissues with
metastasis. The most highly up-regulated circRNA in 2
gastric cancer tissues with metastasis, circNHSL1, was fur-
ther confirmed to be obviously high in 61 paired gastric
cancer tissues and positively correlate with pathological T
stages, lymphatic metastasis, distant metastasis and poor
prognosis. Functionally, circNHSL1 promotes invasion
and metastasis of gastric cancer cells in vitro and in vivo,
implying that circNHSL1 is a tumor promoter in gastric
cancer. Due to the stable loop structure, great resistance
to exoribonuclease and high abundance in the cytoplasm,
circNHSL1 may be an efficient diagnostic and therapeutic
target and a promising biomarker for prognosis in gastric
cancer.
CircRNAs have been reported to have multiple and di-

verse molecular mechanisms in the development and
progression of various cancers, among which ceRNA is
the most important and frequently reported. CeRNA hy-
pothesis suggests that circRNAs serve as ceRNAs to
positively regulate the expression of miRNA target genes
[35, 36]. For example, circAKT3 promotes PIK3R1 ex-
pression via miR-198 suppression in gastric cancer [37].
CircPSMC3 acts as a miR-296-5p sponge to promote the
expression of Phosphatase and Tensin Homolog (PTEN)
[38]. In the present study, RNA-seq between above 3
gastric cancer tissues without metastasis and 2 gastric
cancer tissues with metastasis used in RNA-seq for cir-
cRNAs was performed to analyze metastasis-related
genes. The top 10 genes of high expression in 2 gastric
cancer tissues with metastasis were selected. A series of
molecular experiments demonstrated that circNHSL1
promotes SIX1 expression in gastric cancer. Subsequent
rescued experiments confirmed that overexpression of
SIX1 reverse the ability of decreased circNHSL1 to sup-
press the mobility, migration and invasion, while down-
regulation of SIX1 attenuated the ability of enhanced
circNHSL1 to promote the mobility, migration and inva-
sion. In summary, circNHSL1 promotes malignance of
gastric cancer cells through enhancing SIX1 expression.

The ceRNA hypothesis constructs a complicated regu-
latory network and mechanism. CircRNAs contain one
or more MREs that act as miRNA sponges to negatively
modulate miRNA activity, attenuating the inhibitory ef-
fect on their target genes. Indeed, an increasing amount
of evidence demonstrated the posttranscriptional func-
tion of circRNAs. The most well-known exonic cricRNA
CDR1as/ciRS-7 has been demonstrated to contain 63 or
70 binding sites for miR-7 and considered as one of the
most powerful miRNA sponge [29, 30]. CircNRIP1 acti-
vates AKT1/mTOR pathway by sponging miR-149-5p in
gastric cancer [39]. In addition, circRNA-MYLK pro-
motes cell proliferation, migration and invasion by dir-
ectly binding to miR-29a and subsequently relieves
suppression for target VEGFA, which activates VEGFA/
VEGFR2 signaling pathway in bladder cancer [40]. Here,
bioinformatics analysis showed that circNHSL1 and
SIX1 share MRE of miR-1306-3p, implying the forma-
tion of circNHSL1/miR-1306-3p/SIX1 axis. Luciferase
reporter and RIP assays confirmed the direct interaction
between circNHSL1 and miR-1306-3p. Likewise, loss
and gain and luciferase reporter assays demonstrated
that miR-1306-3p directly suppresses SIX1 expression
through binding to 3′-UTR of SIX1 mRNA. Due to the
unknown levels and functions of miR-1306-3p in tu-
mors, we detected the expression levels and functions of
miR-1306-3p in gastric cancer. We first demonstrated
that miR-1306-3p was down-regulated in gastric cancer
tissues, negatively correlated with clinicalpathological
features and poor prognosis and suppressed the progres-
sion of gastric cancer, implying that miR-1306-3p may
act as a tumor suppressor. Furthermore, miR-1306-3p
reverses the ability of circNHSL1 to promote SIX1 ex-
pression and the mobility, migration and invasion, while
SIX1 reverses the ability of miR-1306-3p to suppress the
mobility, migration and invasion. Combining previous
results, we demonstrate that circNHSL1 promotes gas-
tric cancer progression through serving as a miR-1306-
3p sponge and relieving its suppression on target gene
SIX1 expression.
SIX1 is a transcription factor of the homeobox gene

family. Previous studies have reported that SIX1 plays
important roles in the development and progression of
multiple cancers [41, 42]. SIX1 is up-regulated in pan-
creatic cancer tissues and promotes cell migration and
invasion in vitro and growth in vivo [43]. SIX1 is also
up-regulated in colorectal cancer, correlates with poor
overall survival and promotes cancer cell growth and
metastasis in vitro and in vivo [44]. Additionally, as a
transcription factor, SIX1 enhances VEGF-C and ZEB1
expression to promote EMT, invasion and metastasis of
cancer cells [26]. Nevertheless, the detail functions and
mechanisms of SIX1 in gastric cancer remain unknown.
We detected that SIX1 is up-regulated in gastric cancer

Zhu et al. Molecular Cancer          (2019) 18:126 Page 17 of 20



tissues, and promotes the mobility, migration and inva-
sion of gastric cancer cells. Bioinformatics analysis indi-
cated that the promoter domain of Vimentin, a key
mesenchymal marker that promotes cell EMT, invasion
and metastasis [27], contains two binding sites of SIX1.
Further molecular experiments demonstrated that SIX1
transcriptionally promotes Vimentin expression through
directly binding to the promoter domain of Vimentin.
Taken together, circNHSL1 promotes gastric cancer
progression by miR-1306-3p/SIX1/Vimentin axis.
It is widely accepted that circRNAs exist in different

species, possessing the features of broadly evolutionary
conservation, high abundance, tissue specificity and
space-time specificity. The discovery of the novel cir-
cRNA circNHSL1 would be enlightening. It has been re-
ported that some circRNAs exist stably in plasma and
exosomes [9, 45, 46], which makes it possible to be bio-
markers and targets for diagnosis, prognosis and therapy
in certain diseases. Therefore, whether circNHSL1 can
be detected in plasma and exosomes needs further inves-
tigation. In addition, one circRNA may contain multiple
different miRNA binding sites, and one miRNA can also
bind to several circRNAs. Hence, circRNAs and miRNAs
may crosstalk with each other in biological processes.
Moreover, lots of unknown circRNAs and their func-
tions in the development and progression of cancers re-
main to be discovered. Accordingly, more endeavors and
further studies are needed to reveal the functions and
mechanisms of circRNAs in cancers.

Conclusion
In summary, we identified that a novel metastasis-related
circRNA circNHSL1 is up-regulated in gastric cancer tis-
sues and positively correlates with clinicopathological fea-
tures and poor prognosis. Furthermore, we demonstrated
that circNHSL1 promotes invasion and metastasis of gas-
tric cancer cells in vitro and in vivo by targeting the miR-
1306-3p/SIX1/Vimentin axis. Our findings firstly identify
the role of circNHSL1, which may offer an effective bio-
marker for diagnosis and prognosis and a promising target
for therapy in gastric cancer.
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Additional file 1: Table S1. The sequences of primers for qRT-PCR.
(DOCX 17 kb)

Additional file 2: Figure S1. The relative expression of circNHSL1 in 93
paired fresh frozen normal gastric tissues and gastric cancer tissues.
CircNHSL1 expression was significantly higher in most (80.65%, 75/93)
gastric cancer tissues than in normal gastric tissues. (TIF 180 kb)

Additional file 3: Figure S2. CircNHSL1 promotes migration and
invasion of gastric cancer cells in vitro. a and b Relative expression of
circNHSL1 and NHSL1 mRNA was detected by qRT-PCR in gastric cancer
cells after transfection of si-circNHSL1, pEX-3-circNHSL1 or negative
control. c and d The cell mobility, migration and invasion were evaluated

by wound healing and transwell migration and invasion assays after
overexpression of circNHSL1 in MKN-28 cells. e and f The cell mobility,
migration and invasion were evaluated by wound healing and transwell
assays after knockdown of circNHSL1 in SGC-7901 cells. All data are
presented as the mean ± SEM of three experiments. **p < 0.01. (TIF 5301 kb)

Additional file 4: Figure S3. The effects of circNHSL1 on the expression
of the top 10 gene candidates. a The effects of knockdown of circNHSL1
on the expression of the top 10 gene candidates in AGS cells. b The
effects of overexpression of circNHSL1 on the expression of the top 10
gene candidates in MGC-803 cells. c and d The effects of knockdown and
overexpression of circNHSL1 on the expression of SIX1 mRNA (c) and
protein (d) in AGS and MGC-803 cells. (TIF 381 kb)

Additional file 5: Figure S4. Schematic illustration of the
complementary sites of SIX1 mRNA 3′-UTR with miR-1306-3p. a The
potential binding DNA sequence logo of SIX1 protein. b The prediction
of binding sites of SIX1 mRNA 3′-UTR with miR-1306-3p based on
TargetScan database. c The luciferase reporter plasmids containing the
wild type of SIX1 mRNA 3′-UTR (WT) and mutant sequence in the
binding sites of SIX1 mRNA 3′-UTR with miR-1306-3p (Mutant) were
constructed. (TIF 252 kb)

Additional file 6: Figure S5. The expression of miR-1306-3p. a The level
of miR-1306-3p was down-regulated in 80.33% (49/61) gastric cancer
tissues. b The efficiencies of transfection with mimics and inhibitor of miR-
1306-3p were determined in MKN-28 and SGC-7901 cells. (TIF 272 kb)

Additional file 7: Figure S6. MiR-1306-3p suppresses gastric cancer
progression through directly targeting SIX1. a and b The effects of miR-
1306-3p and SIX1 on the mRNA and protein expressions of SIX1 and
Vimentin were detected by qRT-PCR (a) and western blotting (b). c and d
The effects of inhibitor (c) and mimics (d) of miR-1306-3p on the
luciferase activities of wild type of SIX1 mRNA 3′-UTR (WT) and mutant
SIX1 mRNA 3′-UTR (Mutant) were detected in MKN-28 and SGC-7901
cells. e and f The effects of miR-1306-3p and SIX1 on the mobility,
migration and invasion were detected by wound healing and transwell
assays in MKN-28 and SGC-7901 cells. All data are presented as the
mean ± SEM of three experiments. **p < 0.01. (TIF 5078 kb)

Abbreviations
3’UTR: 3′ -untranslated region; ceRNA: Competing endogenous RNA;
CircRNA: Circular RNA; DFS: Disease-free survival; EMT: Epithelial–
mesenchymal transition; H&E: Hematoxylin and eosin;
IHC: Immunohistochemical analysis; ISH: In situ hybridization;
miRNA: MicroRNA; MREs: microRNA response elements; NHSL1: the NHS like-
1; OS: Overall survival; PTEN: Phosphatase and Tensin Homolog;
PVDF: Polyvinylidene fluoride; qRT-PCR: Real-time quantitative polymerase
chain reaction; RIP: RNA immunoprecipitation; RPL26: Ribosomal protein L26;
SIX1: Sine oculis homeobox homolog 1; TMA: Tissue microarray; UICC: the
Union for International Cancer Control

Acknowledgements
Not applicable.

Authors’ contributions
CH and ZZ designed the experiments, analyzed the data and revised the
manuscript. ZZ wrote the manuscript. ZR and ZL performed most of the
experiments. ZY, JZ and ZQ performed the experiments. All of the authors
discussed the results and reviewed the manuscript.

Funding
This work was supported by grants from the National Natural Science
Foundation of China (817725276) received by C. H., Shanghai Municipal
Education Commission-Gaofeng Clinical Medicine Grant Support (20161425)
received by C. H., Shanghai Jiaotong University Medical Cross Fund
(YG2017MS28) received by C. H., Shanghai Municipal Science and Technol-
ogy Committee (14411966800) received by C. H., and the Techpool Fund
(UF201419) received by C. H.. No funding bodies had any role in study de-
sign, data collection and analysis, decision to publish, or preparation of the
manuscript.

Zhu et al. Molecular Cancer          (2019) 18:126 Page 18 of 20

https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7
https://doi.org/10.1186/s12943-019-1054-7


Availability of data and materials
The datasets used for the current study are available from the corresponding
author on reasonable request.

Ethics approval and consent to participate
Ethics approval was granted by the Ethics Committee of Shanghai General
Hospital. Animal experiments were carried out according to the Shanghai
General Hospital Animal Care and Use Guidelines, and the experimental
protocols were approved by the Shanghai Resource Center of Laboratory
Animals of the Chinese Academy of Science. Written informed consents
were obtained from all patients.

Consent for publication
All authors give consent for publication of the manuscript in Molecular
Cancer.

Competing interests
The authors declare that they have no competing interests.

Received: 25 May 2019 Accepted: 14 August 2019

References
1. Siegel RL, Miller KD, Jemal A. Cancer statistics, 2018. CA Cancer J Clin. 2018;

68:7–30.
2. Wang TT, Zhao YL, Peng LS, Chen N, Chen W, Lv YP, Mao FY, Zhang JY,

Cheng P, Teng YS, et al. Tumour-activated neutrophils in gastric cancer
foster immune suppression and disease progression through GM-CSF-PD-L1
pathway. Gut. 2017;66:1900–11.

3. Chen W, Zheng R, Baade PD, Zhang S, Zeng H, Bray F, Jemal A, Yu XQ, He J.
Cancer statistics in China, 2015. CA Cancer J Clin. 2016;66:115–32.

4. Chen S, Huang V, Xu X, Livingstone J, Soares F, Jeon J, Zeng Y, Hua JT,
Petricca J, Guo H, et al. Widespread and Functional RNA Circularization in
Localized Prostate Cancer. Cell. 2019;176:831–43.e22.

5. Bhandari V, Hoey C. Molecular landmarks of tumor hypoxia across cancer
types. Nat Genet. 2019;51:308–18.

6. Vo JN, Cieslik M, Zhang Y, Shukla S, Xiao L, Zhang Y, Wu YM, Dhanasekaran
SM, Engelke CG, Cao X, et al. The Landscape of Circular RNA in Cancer. Cell.
2019;176:869–81.e13.

7. Conn SJ, Pillman KA, Toubia J, Conn VM, Salmanidis M, Phillips CA, Roslan S,
Schreiber AW, Gregory PA, Goodall GJ. The RNA binding protein quaking
regulates formation of circRNAs. Cell. 2015;160:1125–34.

8. Guarnerio J, Bezzi M, Jeong JC, Paffenholz SV, Berry K, Naldini MM, Lo-Coco
F, Tay Y, Beck AH, Pandolfi PP. Oncogenic role of fusion-circRNAs derived
from Cancer-associated chromosomal translocations. Cell. 2016;165:289–302.

9. Li Y, Zheng Q, Bao C, Li S, Guo W, Zhao J, Chen D, Gu J, He X, Huang S.
Circular RNA is enriched and stable in exosomes: a promising biomarker for
cancer diagnosis. Cell Res. 2015;25:981–4.

10. Zhang H, Zhu L, Bai M, Liu Y, Zhan Y, Deng T, Yang H, Sun W, Wang X, Zhu
K, et al. Exosomal circRNA derived from gastric tumor promotes white
adipose browning by targeting the miR-133/PRDM16 pathway. Int J Cancer.
2019;144:2501–15.

11. Zhang M, Zhao K, Xu X, Yang Y, Yan S, Wei P, Liu H, Xu J, Xiao F, Zhou H, et al.
A peptide encoded by circular form of LINC-PINT suppresses oncogenic
transcriptional elongation in glioblastoma. Nat Commun. 2018;9:4475.

12. Yu J, Xu QG, Wang ZG, Yang Y, Zhang L, Ma JZ, Sun SH, Yang F, Zhou WP.
Circular RNA cSMARCA5 inhibits growth and metastasis in hepatocellular
carcinoma. J Hepatol. 2018;68:1214–27.

13. Hsiao KY, Lin YC, Gupta SK, Chang N, Yen L, Sun HS, Tsai SJ. Non-coding
effects of circular RNA CCDC66 promote colon cancer growth and
metastasis. Cancer Res. 2017;77:2339–50.

14. Han D, Li J, Wang H, Su X, Hou J, Gu Y, Qian C, Lin Y, Liu X, Huang M, et al.
Circular RNA circMTO1 acts as the sponge of microRNA-9 to suppress
hepatocellular carcinoma progression. Hepatology. 2017;66:1151–64.

15. Meng J, Chen S, Han JX, Qian B, Wang XR, Zhong WL, Qin Y, Zhang H, Gao
WF, Lei YY, et al. Twist1 regulates vimentin through Cul2 circular RNA to
promote EMT in hepatocellular carcinoma. Cancer Res. 2018;78:4150–62.

16. Kristensen LS, Hansen TB, Veno MT, Kjems J. Circular RNAs in cancer:
opportunities and challenges in the field. Oncogene. 2018;37:555–65.

17. Chen X, Yang T, Wang W, Xi W, Zhang T, Li Q, Yang A, Wang T. Circular RNAs
in immune responses and immune diseases. Theranostics. 2019;9:588–607.

18. Imam JS, Buddavarapu K, Lee-Chang JS, Ganapathy S, Camosy C, Chen Y,
Rao MK. MicroRNA-185 suppresses tumor growth and progression by
targeting the Six1 oncogene in human cancers. Oncogene. 2010;29:4971–9.

19. Wang CA, Jedlicka P, Patrick AN, Micalizzi DS, Lemmer KC, Deitsch E, Casás-
Selves M, Harrell JC, Ford HL. SIX1 induces lymphangiogenesis and
metastasis via upregulation of VEGF-C in mouse models of breast cancer. J
Clin Invest. 2012;122:1895–906.

20. Li L, Liang Y, Kang L, Liu Y, Gao S, Chen S, Li Y, You W, Dong Q, Hong T, et
al. Transcriptional Regulation of the Warburg Effect in Cancer by SIX1.
Cancer Cell. 2018;33:368–85.e7.

21. Towers CG, Guarnieri AL, Micalizzi DS, Harrell JC, Gillen AE. The Six1
oncoprotein downregulates p53 via concomitant regulation of RPL26 and
microRNA-27a-3p. Nat Commun. 2015;6:10077.

22. Kong J, Zhou X, Liu S, Jin T, Piao Y, Liu C, Lin Z. Overexpression of sineoculis
homeobox homolog 1 predicts poor prognosis of hepatocellular carcinoma.
Int J Clin Exp Pathol. 2014;7:3018–27.

23. Nishimura T, Tamaoki M, Komatsuzaki R, Oue N, Taniguchi H, Komatsu M,
Aoyagi K, Minashi K, Chiwaki F, Shinohara H, et al. SIX1 maintains tumor
basal cells via transforming growth factor-β pathway and associates with
poor prognosis in esophageal cancer. Cancer Sci. 2017;108:216–25.

24. Iwanaga R, Wang CA, Micalizzi DS, Harrell JC, Jedlicka P, Sartorius CA, Kabos
P, Farabaugh SM, Bradford AP, Ford HL. Expression of Six1 in luminal breast
cancers predicts poor prognosis and promotes increases in tumor initiating
cells by activation of extracellular signal-regulated kinase and transforming
growth factor-beta signaling pathways. Breast Cancer Res. 2012;14:R100.

25. Liu D, Li L, Zhang XX, Wan DY, Xi BX, Hu Z, Ding WC, Zhu D, Wang XL, Wang
W, et al. SIX1 promotes tumor lymphangiogenesis by coordinating TGFbeta
signals that increase expression of VEGF-C. Cancer Res. 2014;74:5597–607.

26. Ono H, Imoto I, Kozaki K, Tsuda H, Matsui T, Kurasawa Y, Muramatsu T,
Sugihara K, Inazawa J. SIX1 promotes epithelial-mesenchymal transition in
colorectal cancer through ZEB1 activation. Oncogene. 2012;31:4923–34.

27. Nieto MA, Huang RY, Jackson RA, Thiery JP. EMT: 2016. Cell. 2016;166:21–45.
28. Huang C, Qiu Z, Wang L, Peng Z, Jia Z, Logsdon CD, Le X, Wei D, Huang S,

Xie K. A novel FoxM1-caveolin signaling pathway promotes pancreatic
cancer invasion and metastasis. Cancer Res. 2012;72:655–65.

29. Memczak S, Jens M, Elefsinioti A, Torti F, Krueger J, Rybak A, Maier L,
Mackowiak SD, Gregersen LH, Munschauer M, et al. Circular RNAs are a large
class of animal RNAs with regulatory potency. Nature. 2013;495:333–8.

30. Hansen TB, Jensen TI, Clausen BH, Bramsen JB, Finsen B, Damgaard CK,
Kjems J. Natural RNA circles function as efficient microRNA sponges. Nature.
2013;495:384–8.

31. Gao D, Qi X, Zhang X, Fang K, Guo Z, Li L. hsa_circRNA_0006528 as a
competing endogenous RNA promotes human breast cancer progression
by sponging miR-7-5p and activating the MAPK/ERK signaling pathway. Mol
Carcinog. 2019;58:554–64.

32. Cai X, Zhao Z, Dong J, Lv Q, Yun B, Liu J, Shen Y, Kang J, Li J. Circular RNA
circBACH2 plays a role in papillary thyroid carcinoma by sponging miR-139-
5p and regulating LMO4 expression. Cell Death Dis. 2019;10:184.

33. Xu L, Feng X, Hao X, Wang P, Zhang Y, Zheng X, Li L, Ren S, Zhang M, Xu M.
CircSETD3 (Hsa_circ_0000567) acts as a sponge for microRNA-421 inhibiting
hepatocellular carcinoma growth. J Exp Clin Cancer Res. 2019;38:98.

34. Zhang J, Zhu Z, Wu H, Yu Z, Rong Z, Luo Z, Xu Y, Huang K, Qiu Z, Huang C.
PODXL, negatively regulated by KLF4, promotes the EMT and metastasis
and serves as a novel prognostic indicator of gastric cancer. Gastric Cancer.
2019;22:48–59.

35. Piwecka M, Glazar P, Hernandez-Miranda LR, Memczak S, Wolf SA, Rybak-
Wolf A, Filipchyk A, Klironomos F. Loss of a mammalian circular RNA locus
causes miRNA deregulation and affects brain function. Science. 2017;357.

36. Zheng Q, Bao C, Guo W, Li S, Chen J, Chen B, Luo Y, Lyu D, Li Y, Shi G, et al.
Circular RNA profiling reveals an abundant circHIPK3 that regulates cell
growth by sponging multiple miRNAs. Nat Commun. 2016;7:11215.

37. Huang X, Li Z, Zhang Q, Wang W, Li B, Wang L, Xu Z, Zeng A, Zhang X,
Zhang X, et al. Circular RNA AKT3 upregulates PIK3R1 to enhance cisplatin
resistance in gastric cancer via miR-198 suppression. Mol Cancer. 2019;18:71.

38. Rong D, Lu C, Zhang B, Fu K, Zhao S, Tang W, Cao H. CircPSMC3 suppresses
the proliferation and metastasis of gastric cancer by acting as a competitive
endogenous RNA through sponging miR-296-5p. Mol Cancer. 2019;18:25.

39. Zhang X, Wang S, Wang H, Cao J, Huang X, Chen Z, Xu P, Sun G, Xu J, Lv J,
et al. Circular RNA circNRIP1 acts as a microRNA-149-5p sponge to promote
gastric cancer progression via the AKT1/mTOR pathway. Mol Cancer. 2019;
18:20.

Zhu et al. Molecular Cancer          (2019) 18:126 Page 19 of 20



40. Zhong Z, Huang M, Lv M, He Y, Duan C, Zhang L, Chen J. Circular RNA
MYLK as a competing endogenous RNA promotes bladder cancer
progression through modulating VEGFA/VEGFR2 signaling pathway. Cancer
Lett. 2017;403:305–17.

41. Auvergne RM, Sim FJ, Wang S, Chandler-Militello D, Burch J, Al Fanek Y,
Davis D, Benraiss A, Walter K, Achanta P, et al. Transcriptional differences
between normal and glioma-derived glial progenitor cells identify a core
set of dysregulated genes. Cell Rep. 2013;3:2127–41.

42. Adrados I, Larrasa-Alonso J, Galarreta A, Lopez-Antona I, Menendez C, Abad
M, Gil J, Moreno-Bueno G, Palmero I. The homeoprotein SIX1 controls
cellular senescence through the regulation of p16INK4A and differentiation-
related genes. Oncogene. 2016;35:3485–94.

43. Lerbs T, Bisht S, Scholch S, Pecqueux M, Kristiansen G, Schneider M,
Hofmann BT, Welsch T, Reissfelder C, Rahbari NN, et al. Inhibition of Six1
affects tumour invasion and the expression of cancer stem cell markers in
pancreatic cancer. BMC Cancer. 2017;17:249.

44. Xu H, Zhang Y, Pena MM, Pirisi L, Creek KE. Six1 promotes colorectal cancer
growth and metastasis by stimulating angiogenesis and recruiting tumor-
associated macrophages. Carcinogenesis. 2017;38:281–92.

45. Li P, Chen S, Chen H, Mo X, Li T, Shao Y, Xiao B, Guo J. Using circular RNA
as a novel type of biomarker in the screening of gastric cancer. Clin Chim
Acta. 2015;444:132–6.

46. Zhang H, Deng T, Ge S, Liu Y, Bai M, Zhu K, Fan Q, Li J, Ning T, Tian F, et al.
Exosome circRNA secreted from adipocytes promotes the growth of
hepatocellular carcinoma by targeting deubiquitination-related USP7.
Oncogene. 2019;38:2844–59.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Zhu et al. Molecular Cancer          (2019) 18:126 Page 20 of 20


	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Clinical specimens and ethical approval
	Cell lines and culture conditions
	Transfection, oligonucleotides and plasmids
	RNA extraction, nuclear-cytoplasmic fractionation, RNase R treatment and quantitative real-time PCR (qRT-PCR)
	Protein extraction and western blotting
	Immunohistochemical analysis (IHC)
	In situ hybridization (ISH)
	Cell wound healing and transwell assays
	Luciferase reporter assay
	RNA immunoprecipitation (RIP) assay
	Animal experiments
	Statistical analysis

	Results
	CircNHSL1 is up-regulated in gastric cancer tissues and correlates with the progression and poor prognosis
	CircNHSL1 promotes migration and invasion of gastric cancer cells in vitro
	CircNHSL1 promotes the progression of gastric cancer via SIX1
	SIX1 promotes the progression of gastric cancer by transcriptionally regulating vimentin expression
	CircNHSL1 acts as a miRNA sponge of miR-1306-3p
	MiR-1306-3p reverses the ability of circNHSL1 to promote gastric cancer progression
	MiR-1306-3p is down-regulated in gastric cancer tissues and negatively correlates with clinicopathological features and prognosis
	SIX1 is a direct target of miR-1306-3p
	MiR-1306-3p suppresses gastric cancer progression through inhibiting SIX1 expression
	CircNHSL1 enhances the growth and metastasis of xenograft tumors of gastric cancer cells in vivo

	Discussion
	Conclusion
	Additional files
	Abbreviations
	Acknowledgements
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	References
	Publisher’s Note

