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Abstract 

Background  Metastatic prostate cancer (mPCa) has a poor prognosis with limited treatment options. The high 
mobility of tumor cells is the key driving characteristic of metastasis. However, the mechanism is complex and far 
from clarified in PCa. Therefore, it is essential to explore the mechanism of metastasis and discover an intrinsic bio-
marker for mPCa.

Methods  Transcriptome sequencing data and clinicopathologic features of PCa from multifarious public databases 
were used to identify novel metastatic genes in PCa. The PCa tissue cohort containing 102 formalin-fixed paraffin-
embedded (FFPE) samples was used to evaluate the clinicopathologic features of synaptotagmin-like 2 (SYTL2) in 
PCa. The function of SYTL2 was investigated by migration and invasion assays and a 3D migration model in vitro and a 
popliteal lymph node metastasis model in vivo. We performed coimmunoprecipitation and protein stability assays to 
clarify the mechanism of SYTL2.

Results  We discovered a pseudopodia regulator, SYTL2, which correlated with a higher Gleason score, worse progno-
sis and higher risk of metastasis. Functional experiments revealed that SYTL2 promoted migration, invasion and lymph 
node metastasis by increasing pseudopodia formation in vitro and in vivo. Furthermore, SYTL2 induced pseudopodia 
formation by enhancing the stability of fascin actin-bundling protein 1 (FSCN1) by binding and inhibiting the protea-
some degradation pathway. Targeting FSCN1 enabled rescue and reversal of the oncogenic effect of SYTL2.

Conclusions  Overall, our study established an FSCN1-dependent mechanism by which SYTL2 regulates the mobility 
of PCa cells. We also found that the SYTL2-FSCN1-pseudopodia axis may serve as a pharmacological and novel target 
for treating mPCa.
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Introduction
Metastatic prostate cancer exhibits unique characteris-
tics compared with localized PCa. When malignant cells 
escape from primary PCa, settle into distant organs and 
eventually form clinically detectable metastatic lesions, 
the five-year survival rate decreases to 29% [1–3]. Metas-
tasis is a multistep process regulated by various factors 
involved in tumor-intrinsic mechanisms, including onco-
genic mutation, phenotypic switching and cytoskeleton 
reconstruction, and tumor-extrinsic mechanisms, such 
as extracellular matrix (ECM) remodeling, inflammatory 
microenvironment generation and angiogenesis [4–6]. 
The regulators of metastasis vary, and the mechanism 
of metastatic PCa (mPCa) remains unclear. Therefore, it 
is essential to explore the mechanism of PCa metastasis 
and discover an intrinsic biomarker for PCa.

Intrinsic tumor changes are the first and decisive step 
in PCa metastasis. For example, cytoskeleton reconstruc-
tion and pseudopodia formation govern the migration 
rate of malignant prostate cells [7–10]. The formation 
of pseudopodia, which depends on actin dynamics, is 
critical for altering the morphology of tumor cells dur-
ing metastasis [11, 12]. Currently, the literature has noted 
that several signaling axes, such as DOCK7/RAGE/
CDC42 and Hop/RhoC, are involved in pseudopodia for-
mation [13]. Additionally, dishevelled associated activa-
tor of morphogenesis 1 (Daam1) regulates the formation 
of pseudopodia by interacting with fascin actin-bundling 
protein 1 (FSCN1), a key factor in the organization of 
actin filament bundles and the formation of membrane 
ruffles, via the FH2 domain [14–16]. Understanding the 
mechanisms underlying pseudopodia formation in PCa 
will be instrumental in addressing the problem of mPCa.

Synaptotagmin-like 2 (SYTL2), also known as SLP2, is 
located on chromosome 11q14.1 [17]. SYTL2 is a mem-
ber of the C2 domain-containing protein family, which is 
the regulator of vesicular trafficking involved in the Rab 
family and cytoskeleton reconstruction [18]. It contains 
an N-terminal Slp homology domain (SHD) and inter-
acts with the Ras-related protein RAB-27A for vesicular 
trafficking and remodeling the size of renal cells [19–22]. 
Several studies have demonstrated that SYTL2 expres-
sion is positively correlated with a poor prognosis in 
ovarian cancer, bladder cancer and gastric cancer and 
an advanced metastatic capacity [23–25]. However, the 
detailed biological function and mechanism of SYTL2 in 
PCa remain largely unknown.

In this study, the expression level of SYTL2 was found 
to be positively correlated with the Gleason score, 
advanced metastasis status and poor prognosis in mPCa 
patients. SYTL2 also interacts with FSCN1 and inhibits 
its degradation, enhancing the formation of pseudopodia 
and metastasis in PCa.

Methods and materials
Data analysis of databases
Two datasets (GSE45016 [26] and GSE67872 [27]) from 
the Gene Expression Omnibus (https://​www.​ncbi.​nlm.​
nih.​gov/​geo/) were analyzed by the GEO2R tool. The 
GSE45016 dataset (including three nonmetastatic sam-
ples and seven mPCa samples) and GSE67872 (including 
three normal samples, four localized PCa samples and 
three mPCa samples from prostate-specific loss of Pten 
and K-ras activation mice) were based on the GPL570 
and GPL10361 platforms, respectively.

The transcriptome sequencing data of SYLT2 and 
the clinical information of the Chinese Prostate Cancer 
Genome and Epigenome Atlas (CPGEA), including 208 
pairs of primary PCa and matched tumor-adjacent sam-
ples from Chinese patients, 136 pairsof which had the 
transcriptome sequencing data.   [28], and The Cancer 
Genome Atlas (TCGA), including 489 PCa samples and 
51 tumor-adjacent prostate tissue samples, were col-
lected to perform data analysis and disease-free survival 
analysis, respectively. Cases without survival data or 
transcriptome sequencing data were excluded from the 
analysis. The PCa samples from TCGA and CPGEA were 
classified as having low or high levels of SYTL2 expres-
sion by using the median.

Human tissue samples
A total of 102 paraffin-embedded PCa tissues (FFPE-
SYSCC cohort), including 66 radical prostatectomy 
(RP) specimens and 36 transurethral resection prostate 
(TURP) specimens, were obtained at Sun Yat-sen Univer-
sity Cancer Center (Guangzhou, China) between Janu-
ary 2000 and August 2018. All patients provided written 
informed consent for the use of their tissues. The TURP 
samples were collected before 2012, and the patients did 
not tolerate radical prostatectomy, so palliative TURP 
surgery was performed to relieve their symptoms. All 
samples were diagnosed with PCa by two independent 
pathologists. The TNM stage and Gleason score of the 
PCa samples were confirmed according to the guidelines. 
Ethical approval was obtained from Sun Yat-sen Univer-
sity’s Committees for Ethical Review of Research Involv-
ing Human Subjects. All patients were followed up until 
December 2018.

Immunohistochemical (IHC) staining and scoring analyses
IHC staining was performed as previously described [29]. 
Briefly, paraffin sections of the PCa samples were depar-
affinized and hydrated. The microwave method and 0.3% 
H2O2 were used to retrieve the antigen and block endog-
enous peroxidase activity, respectively. For immunohis-
tochemical staining, primary antibodies against SYTL2 
(1:100, PA5-24730, Thermo, USA) were added, followed 
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by secondary antibodies and DAB color development. 
The sections were counterstained with hematoxylin and 
mounted in non‐aqueous mounting medium.

The expression of SYTL2 in the PCa tissues was blindly 
quantified by two pathologists. The score was then cal-
culated as the intensity score (negative = 0, weak = 1, 
moderate = 2, or strong = 3) multiplied by the propor-
tion score (positively stained cells < 25% = 1, 25–50% = 2, 
50–75% = 3 and > 75% = 4) (score = intensity × propor-
tion score). The samples were classified as having low 
(score ≤ 6) or high (score > 6) SYTL2 expression. Images 
were obtained by a Nikon Eclipse Ni-U (Nikon, Japan) 
microscope system and quantified with NIS-Elements 
software.

Cell culture
Human PCa cell lines (DU145 and PC3) were provided 
by the Cell Bank of the Chinese Academy of Sciences 
(Shanghai, China), and human embryonic kidney-293 
(HEK-293) cells were purchased from ATCC (Ameri-
can Type Culture Collection. Manassas, VA, USA). 
DU145 and 293T cells were cultured in DMEM (Gibco, 
Shanghai, China), whereas PC3 cells were cultured in 
RPMI 1640 (Gibco, Shanghai, China) with 10% FBS and 
1% penicillin/streptomycin (Gibco, Shanghai, China). 
Cycloheximide (CHX, used at 50  µg/ml, M4879) and 
MG132 (10  μM, M1902) were purchased from Abmole 
(Houston, TX, USA). The cells were cultured in a humidi-
fied atmosphere of 5% CO2 at 37 °C (BB150, Thermo Sci-
entific, Shanghai, China).

RNA isolation and qRT‒PCR
Total RNA was isolated using RNAiso Plus (9109, 
TaKaRa, Japan) according to the manufacturer’s instruc-
tions. RNA was reverse transcribed into cDNA using the 
PrimeScript RT Reagent Kit (RR047A, TaKaRa, China). 
The expression of mRNA in prostate cell lines was quan-
tified by an ABI QuantStudio Sequence Detection System 
(Applied Biosystems). Each reaction was performed in 
triplicate. The specific primers purchased from IGEbio 
are listed in Additional file 1: Table S1.

Transient transfection
RNA interference (siRNA) oligonucleotides target-
ing SYTL2 and FSCN1 and negative control siRNAs 
were purchased from GenePharma (Shanghai, China). 
The siRNA sequences are listed in Additional file  1: 
Table  S1. Then, 100  nM siRNA with 3  μl/ml Lipo-
fectamine RNAimax (Life Technologies, Waltham, MA, 
USA) was added to the cell culture and incubated for 
48  h for RNA isolation and 72  h for protein collection.
pcDNA3.1 FSCN1 (AGEbio, Guangzhou, China) or an 
empty vector was transiently transfected into prostate 

cells with X-tremeGENE HP DNA Transfection Reagent 
(6366546001, Roche, Basel, Switzerland), cultured for 
48 h, and then subjected to further investigation.

Western blotting
Western blotting was performed as previously 
described[30]. Primary antibodies specific to SYTL1 
(1:500, PA5-24730, Thermo), FSCN1 (1:1000, ab126772, 
Abcam), ubiquitin (1:500, 10201, Proteintech, Wuhan, 
China), and GAPDH (1:1000, AA128, Beyotime, Shang-
hai, China) were used. The secondary antibodies were 
purchased from Cwbiotech (1:10,000, Beijing, China), 
and the blots were visualized using Immobilon Western 
Chemiluminescent HRP Substrate (WBKLS0500, Merck 
Millipore, Germany).

Coimmunoprecipitation (Co‑IP) assays
Co-IP assays of SYTL1 and FSCN1 were performed 
as described in our previous study[31] with the Pierce 
Crosslink Magnetic IP/Co-IP Kit (88805, Thermo Sci-
entific, Shanghai, China). Briefly, 5  μg of an anti-Flag 
(14793), anti-IgG (3900, CST) or anti-FSCN1 (1:1000, 
ab126772, Abcam) antibody was bound to Protein A/G 
Magnetic Beads for 1  h at room temperature. The anti-
body-crosslinked beads were then incubated overnight at 
4 °C with 400 μg of cell lysate that contained Flag-SYTL2 
and FSCN1. The proteins interacting with the antibodies 
were eluted from the magnetic beads. The samples were 
then used for SDS‒PAGE immunoblot analysis, and the 
SDS‒PAGE gel was silver-stained by using the Pierce Sil-
ver Stain Kit (24612, Thermo Scientific) or subjected to 
mass spectrometry (MS) analysis with an Easy nanoLC 
1200—Orbitrap Fusion (Thermo Fisher, USA).

Lentivirus transduction
To establish stable knockdown and overexpression, cell 
lines were constructed as described previously [29, 32]. 
Briefly, full-length SYTL2 or shRNA sequences targeted 
to SYTL2 were cloned into the vectors pCDH-GFP-
CMV-EF1-Puro-3xFlag or pLKO.1-Puro. The sequences 
of the shRNAs are listed in Additional file  1: Table  S1. 
Lentivirus production and infection were conducted as 
described previously.

Protein stability assays
The PCa cell line PC3, with or without stable knockdown 
of SYTL2, was plated at 5 × 105 cells in six-well plates. 
Following adhesion, the cells were treated with cyclohex-
imide (CHX, 50  µg/ml) for 2  h, 4  h, or 8  h to inhibit 
protein synthesis. The cell lysates were prepared and 
analyzed by western blotting. FSCN1 protein bands were 
quantified using ImageJ. GAPDH was used as the loading 
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control. The degradation rate of FSCN1 was displayed as 
the half-life (t1⁄2), which is the time required for 50% of 
the protein to be degraded.

The proteasome inhibitor MG-132 (10 µM) was added 
to the PC3 cell line in six-well plates to inhibit protein 
degradation. Cell lysates were prepared as described 
above. The protein abundance was analyzed by western 
blotting.

Ubiquitination assays
PC3 cell lines, with or without stable overexpression of 
SYTL2, were seeded in 150 mm2 plates. Following adhe-
sion, the cells were treated with MG-132 (10  µM), and 
cell lysates were harvested and incubated with anti-
FSCN1 (ab126772, Abcam) as described for the Co-IP 
assay. The cell lysates eluted from the magnetic beads 
were immunoblotted with the anti-Ub antibody (1:500, 
10201, Proteintech).

Cell migration and invasion assays
Cell migration and invasion assays were performed as 
previously described [33]. Briefly, 40,000 cells/well in 
serum-free DMEM or RPMI 1640 were seeded into 
the top culture insert with 8-μm pores (353097, Corn-
ing, USA), and the bottom well was filled with DMEM 
or RPMI 1640 medium containing 10% FBS. Following 
incubation for 24 h at 37 °C, the membranes were stained 
using crystal violet. The cells in the bottom chamber 
were counted using an Olympus IX71 inverted micro-
scope (Olympus, Japan). The PET membranes were cov-
ered with Matrigel Basement Membrane Matrix (354234, 
Corning, NY, USA) for the cell invasion assays.

3D cell migration model
The 3D cell migration model was established as previ-
ously described [29]. One hundred microliters of Matrigel 
(354234, Corning, NY, USA) was placed in a 24-well plate, 
and the cell suspension (3000/well) was mixed with the gel 
(vol:vol = 1:1) and then incubated for 1 h at 37 °C to allow 
the gel to solidify. The culture medium was added to the 
plate after 24 h, and the plate was then cultured for 72 h 
followed by observation with a Nikon Eclipse Ni-U upright 
microscope (Nikon, Tokyo, Japan).

Actin cytoskeleton staining
Actin cytoskeleton staining was performed to observe 
the formation of pseudopodia. The PCa cell line was 
seeded in confocal dishes at 1 × 105 cells/well. Confo-
cal dishes were washed three times with PBS followed 
by fixation with 4% paraformaldehyde (PFA, YJ0002, 
YongJing bio, Guangzhou, China) for 15  min. After 
another three washes with PBS, rhodamine phalloidin 
(1:100, RM02835, Abclonal, Wuhan, China) was added to 

the dishes and incubated for 1 h at 37 °C in the dark. The 
nuclei were stained with DAPI (2 μg/ml, G1012, Service-
bio, Wuhan, China), and all incubations were followed 
by 3 PBST washes. Before collecting the images under 
a confocal microscope (Zeiss LSM 800), the cells were 
sealed with anti-fluorescence attenuation sealant (S2100, 
Solarbio, Beijing, China).

In vivo metastasis and tumorigenesis experiments
The in vivo metastasis assay was performed as previously 
described [29]. The Institute Animal Care and Use Com-
mittee of Sun Yat-sen University approved all procedures 
involving animals. Male BALB/c nude mice (4–6  weeks 
old) were purchased from the Experimental Animal 
Center of Sun Yat-sen University and housed in specific 
pathogen-free (SPF) barrier facilities. PC3 cells (5 × 106 
cells) stably expressing firefly luciferase, which can be 
captured by a bioluminescence imaging system (Cypris 
FIS-250D (Xupu, China)), were inoculated into the mouse 
footpads. Eight weeks after the injections, the mice were 
euthanized, and the popliteal lymph nodes (LNs) were 
embedded in paraffin and analyzed using hematoxy-
lin–eosin (H&E) staining. Images were obtained using a 
Nikon Eclipse Ni-U system with NIS-Elements software 
(Nikon, Tokyo, Japan). The volumes of the lymph nodes 
were calculated using the following formula: Lymph node 
volume (mm3) = (length [mm]) × (width [mm])2 × 0.5. The 
weights of the lymph nodes were also recorded.

Statistical analyses
The quantitative data obtained from three independent 
experiments are presented as the means ± SDs. To com-
pare the differences between two groups, an unpaired t 
test (two-tailed) was performed. One-way ANOVA fol-
lowed by Dunnett’s multiple comparison test was per-
formed to compare more than two groups. Factorial 
design was performed to determine the relationship 
between SYTL2 and FSCN1, and it was analyzed by two-
way ANOVA.

Pearson’s χ2 test was used to analyze the clinical vari-
ables. Survival analysis was performed using the Kaplan‒
Meier method and log-rank test. To statistically analyze 
the data, SPSS 20.0 software (SPSS, Armonk, NY, USA) 
or GraphPad Prism 5.0 (GraphPad, La Jolla, CA, USA) 
was used. A p value < 0.05 was considered significant.

Results
SYTL2 is an oncogenic gene for mPCa and correlates 
with metastasis and a poor prognosis
To identify potential oncogenes in PCa, a comprehensive 
screening was performed with the data from CPGEA, 
TCGA and two datasets in the GEO database (Fig. 1A). 
First, we compared the expression level between primary 
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Fig. 1  The expression level of SYTL2 is correlated with metastasis and poor prognosis in PCa patients. A Venn diagram shows the intersecting 
genes with high expression in PCa among the CPGEA database (primary PCa vs adjacent nontumor samples, logFC > 1.2, p < 0.05) and two GEO 
datasets, GSE45016 (mPCa vs localized PCa) and GSE67872 (mPCa vs normal, logFC > 1.2, p < 0.05). B, C Kaplan‒Meier curves for DFS (B) and 
BCR-free survival (C) of PCa patients with high versus low expression of SYTL2 in TCGA. D The expression of SYTL2 in GSE67872 compared among 
normal, localized PCa and mPCa samples. E The expression of SYTL2 in CPGEA that compared Gleason scores 6–7 (3 + 4) with Gleason scores 7 
(4 + 3) − 10. F Representative images of SYTL2 expression in mPCa tissues and localized PCa tissues. G–I The expression of SYTL2 in the FFPE-SYSCC 
cohort that compared nonmPCa with mPCa (G), nonlymph node metastatic tissue with lymph node metastatic tissue (H) and Gleason scores 6–7 
(3 + 4) with Gleason scores 7 (4 + 3) − 10 (I). J–L Kaplan‒Meier curves for DFS (J), BCR-free survival (K) and OS (L) of PCa patients with high versus 
low expression of SYTL2 in the FFPE-SYSCC cohort. *p < 0.05, **p < 0.01 and ***p < 0.001, ns no significant, Scale bars: 250 μm (black); 50 μm (red)
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PCa and matched tumor-adjacent samples of CPGEA 
and identified 1165 genes that were expressed at higher 
levels in PCa tissue (log FC > 1.2). Next, 4348 genes and 
2667 genes that were expressed at much higher levels in 
mPCa samples were identified from the GSE45016 and 
GSE67872 datasets, respectively (log FC > 1.2). We found 
15 genes that were expressed at higher levels in mPCa in 
an intersection among CPGEA and the two GEO datasets 
(Fig. 1A; Additional file 1: Table S2). However, we further 
determined that only one gene, SYTL2, was negatively 
correlated with both disease-free survival (DFS) and 
biochemical recurrence (BCR)-free survival in TCGA 
(Fig.  1B, C). Moreover, SYTL2 expression was much 
higher in mPCa samples than in localized and tumor-
adjacent samples (Fig.  1D). Meanwhile, the expression 
level of SYTL2 was positively correlated with the Glea-
son score in CPGEA (Fig. 1E; Additional file 1: Table S3). 
These results demonstrated that SYTL2 positively corre-
lated with malignancy and metastatic status.

To more deeply determine the specific relationship 
between SYTL2 and the clinicopathologic features of 
PCa, the protein level of SYTL2 was analyzed in a sam-
ple cohort containing 102 PCa FFPE samples. We found 
that the protein level of SYTL2 was significantly higher 
in metastatic PCa (mPCa) than in nonmetastatic tumors 
(P = 0.0297, Fig.  1F, G). Moreover, the expression of 
SYTL2 was positively correlated with a higher incidence 
of LN metastasis (P = 0.0075, Fig. 1H) and a higher Glea-
son score (P < 0.0001, Fig.  1I and Table  1). A positive 
relationship between SYTL2 and Gleason score was also 
found in the TCGA and CPGEA databases (Additional 
file  1: Tables S3, S4). In addition, SYTL2 was related to 
poor T stage in TCGA (Additional file  1: Table  S4) and 
higher PSA levels in CPGEA (Additional file 1: Table S4). 
Furthermore, Kaplan‒Meier survival analysis of our data 
demonstrated that high expression of SYTL2 was associ-
ated with shorter overall survival (OS), BCR-free survival 
and DFS (Fig.  1J–L). All of these results demonstrated 
that SYTL2 was associated with the metastasis and poor 
prognosis of PCa.

SYTL2 promotes the migration and invasion of PCa cells 
in vitro
To examine the function of SYTL2 in PCa, two small 
interfering RNAs (siRNAs) targeting SYTL2 and lentivi-
rus overexpressing SYTL2 were transfected into DU145 
and PC3 cell lines. The results showed that the mRNA 
and protein levels of SYTL2 were significantly down-
regulated or increased in the DU145 and PC3 cell lines, 
respectively (Fig. 2A, B). Then, metastasis-related experi-
ments, including cell migration, invasion, wound-heal-
ing assays and three-dimensional (3D) cell culture, were 

performed to explore the role of SYTL2 in regulating the 
motility capacity of PCa cells.

Cell migration and invasion assays revealed that a lower 
expression level of SYTL2 resulted in fewer migrating 
and invading cells, while a high level of SYTL2 showed 
a stronger metastatic capability (Fig.  2C, D). Wound-
healing assays indicated the same results as the migration 
and invasion assays (Fig. 2E, F). Moreover, the 3D culture 
models, which mimicked the extracellular matrix envi-
ronment, demonstrated that SYTL2-knockdown cells 
had an inhibited invasive capability, while overexpress-
ing SYTL2 accelerated the invasion of PCa cells (Fig. 2G). 
Taken together, these data demonstrated that SYTL2 
played a crucial role in PCa migration and invasion.

SYTL2 facilitates lymph node metastasis of PCa cells in vivo
To investigate the functions of SYTL2 in PCa metas-
tasis in  vivo, we constructed a model of popliteal 
lymph node (LN) metastasis in nude mice with PC3/
luciferase (PC3/luc) PCa cell lines (Fig. 3A). We inoc-
ulated PC3/luc cell lines with stable knockdown or 
overexpression of SYTL2 into the footpads of BALB/c 
nude mice. Eight weeks after inoculation, the status 
of lymph node metastasis was determined by a bio-
luminescence imaging system. SYTL2 silencing sig-
nificantly impeded PC3/luc cell metastasis to LNs. In 

Table 1  Associations between SYTL2 expression and 
clinicopathological characteristics of PCa patients in the FFPE-
SYSCC cohort

A total of 102 paraffin-embedded PCa tissues were collected. Some samples 
lacked clinicopathological information, in which 32 samples lacked T stage 
information and 31 lacked lymph node metastasis information. Only 46 samples 
obtained distant metastasis information. Bold indicates p-value < 0.05 was 
considered significant. **p < 0.01, ***p < 0.001

Clinical feature Total 
patients n

Low n High n P value

Age

 ≤ 65 45 29 16 0.814

 > 65 57 38 19

Gleason score

 ≤ 3 + 4 43 39 4  < 0.001***

 ≥ 4 + 3 59 28 31

T state

 T1–2 20 15 5 0.237

 T3–4 50 30 20

Lymph node metastasis

 N0 41 32 9 0.006**

 N1 30 14 16

Distant metastasis

 M0 21 15 6 0.108

 M1 25 12 13
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contrast, a high level of SYTL2 promoted LN metas-
tasis (Fig.  3B). Moreover, the popliteal LNs were dis-
sected for analysis, and the volumes of the popliteal 
LNs were the largest in SYTL2-overexpressing mice 
and the smallest in SYTL2 shRNA mice (Fig.  3C–E). 
H&E staining was performed to confirm the status of 
LN metastasis (Fig. 3F).

SYTL2 interacts with FSCN1 and regulates its stability
To further determine the function of SYTL2 in regulating 
PCa metastasis, the transcriptome data from TCGA were 
divided into two groups according to the expression level 
of SYTL2, and the differentially expressed genes were 
acquired for enrichment analysis. The expression level 
of SYTL2 was positively correlated with cell morpho-
genesis and the actin cytoskeleton (Fig. 4A). Meanwhile, 

Fig. 2  SYTL2 promotes the mobility of PCa cells in vitro. A, B qRT‒PCR (A) and Western blot (B) analysis of SYTL2 expression levels in SYTL2 
knockdown, overexpressing cells and control cells. C, D Representative images of migration (C) and invasion (D) assays using PC-3 and DU145 
cells (left panels) and a quantification analysis of migrated or invaded cell counts (right panels), showing cell migration and invasion after 
downregulation or upregulation of SYTL2. E Representative images of wound-healing assays using PC-3 and DU145 cells showing cell motility 
after downregulation or upregulation of SYTL2. F Quantification analysis of the cell migration index is shown. G Representative images of 
three-dimensional (3D) cell culture using PC-3 and DU145 cells, showing the cell invasive ability in stereoscopic space. *p < 0.05, **p < 0.01 and 
***p < 0.001. Scale bars: 25 μm (red)
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a coimmunoprecipitation (co-IP) experiment was per-
formed by using Flag-labeled SYTL2 to identify the pro-
teins that interact with SYTL2 in the PC3 cell line. The 
magnetic beads were collected for analysis by MS, and an 
obvious band with a molecular weight between 40 and 
55 kDa was observed (Fig. 4B, C).

The proteins detected by MS were screened by their 
biological function. We found that FSCN1, which is 
related to actin filament bundle organization, was 
detected, and the mass spectrum of FSCN1 is shown in 
Fig. 4C. To confirm the interaction between SYTL2 and 
FSCN1, the samples from the co-IP experiment using 
Flag-labeled SYTL2 as bait were detected by FSCN1 
antibody, which showed that SYTL2 could interact with 
FSCN1 and vice versa (Fig. 4D). These results show that 
SYTL2 can bind to FSCN1.

To investigate the relationship between SYTL2 and 
FSCN1, cell lysates from PCa cell lines with SYTL2 

knockdown or overexpression were detected by WB 
experiments. We found that overexpressing SYTL2 
increased the protein level of FSCN1, while knockdown 
of SYTL2 reduced the level of FSCN1 (Fig.  5A). To 
determine whether SYTL2 influences the degradation 
of FSCN1, we performed a protein stability assay with 
cycloheximide (CHX). The cell lysates were harvested at 
different time points after CHX treatment, followed by 
WB detection. The results are shown in Fig.  5B, which 
indicates that the degradation rate of FSCN1 acceler-
ated after silencing SYTL2. We next found that in the 
presence of MG132, FSCN1 degradation was inhibited 
in SYTL2-knockdown PC3 cells (Fig.  5C). To further 
investigate how SYTL2 inhibits FSCN1 degradation, we 
examined the level of FSCN1 ubiquitination regulated 
by SYTL2 (Fig.  5D). The results revealed that the ubiq-
uitination level of FSCN1 was not altered after SYTL2 
overexpression (Fig.  5E). Hence, SYTL2 inhibited the 

Fig. 3  SYTL2 facilitates lymph node metastasis of PCa cells in vivo. A Representative images of the nude BALB/c mouse model of popliteal LN 
metastasis. The indicated PC-3 cells were injected into the footpads of the nude mice, and the popliteal LNs were enucleated and analyzed. B 
Representative images of bioluminescence in popliteal LN metastasis in the indicated cell groups (n = 5 per group). C–E Representative images of 
dissected popliteal LNs (C) and quantification analysis of the LN volume (D) and LN weight (E). F Representative images of H&E staining confirming 
the LN status (n = 5). The black arrow shows the PCa cell. *p < 0.05, **p < 0.01 and ***p < 0.001. Scale bars: 50 μm (red), 500 μm (black)
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proteasomal degradation of FSCN1 via distinct mecha-
nisms not involving ubiquitination.

SYTL2 promotes pseudopodia formation and facilitates 
PCa metastasis in an FSCN1‑dependent manner.
Previous studies have indicated that SYTL2 is a regulator 
of vesicular trafficking involved in cytoskeleton recon-
struction [19, 21, 22], and FSCN1 is also an essential 
factor in the formation of membrane ruffles [15, 16, 34]. 
We speculated that SYTL2 facilitates PCa metastasis by 
regulating cytoskeleton reconstruction and promoting 
the formation of pseudopodia. To test this hypothesis, 
rhodamine phalloidin was used to indicate the formation 
of pseudopodia. The IF results revealed that SYTL2 abla-
tion hindered pseudopodia formation, while SYLT2 over-
expression increased the number of pseudopodia (Fig. 5F, 
G).

Moreover, to study whether SYTL2 regulates the 
metastasis of PCa in an FSCN1-dependent manner, we 

overexpressed FSCN1 in stable SYTL2-knockdown cells 
(Fig. 6A). Then, we found that exogenous FSCN1 overex-
pression rescued the SYTL2 knockdown-induced inhi-
bition of metastasis in PCa cells (Fig. 6B–E). To further 
confirm the mechanism, FSCN1-specific siRNA was 
transfected into the SYTL2-overexpressing PCa cell line 
(Fig.  7A). As expected, silencing FSCN1 attenuated the 
SYTL2-mediated enhanced metastasis of PCa in  vitro 
(Fig.  7B–E). All of these findings demonstrated that 
SYTL2 promoted PCa metastasis in an FSCN1-depend-
ent manner.

Discussion
Cancer metastasis, regulated by tumor-intrinsic and 
tumor-extrinsic factors, contributes to a higher mortality 
rate among patients bearing tumors [4–6]. Understand-
ing the mechanism of mPCa is essential for individual-
ized cancer therapy. In the present study, we revealed 
that a high expression level of SYTL2 was correlated 
with a high rate of metastasis, an advanced clinical tumor 

Fig. 4  SYTL2 regulates the protein level of FSCN1 by interacting with it. A The PCa transcriptome sequence data of TCGA were divided into 
two groups based on the median expression level of SYTL2 for the bubble plot of nonredundant enrichment clusters of KEGG using GSEA. B 
Representative image of silver-stained SDS‒PAGE gels showing separated proteins that were pulled down using Flag-labeled SYTL2. Anti-IgG 
was used as the negative control. C The mass spectrum of a representative peptide fragment of FSCN1. D Western blot analysis determined 
that SYTL2 interacts with FSCN1 after performing the pull-down assay with Flag-labeled SYTL2 (left panel) and an anti-FSCN1 (right panel) 
immunoprecipitation antibody. Anti-IgG was used as the negative control protein in the pull-down assay
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stage and a poor prognosis in PCa samples. Our study 
also demonstrated that SYTL2 promotes pseudopodia 
formation in an FSCN1-dependent manner, leading to 
PCa metastasis.

Metastasis is a complex process in which multiple 
mechanisms contribute to completion of cancer metas-
tasis. Tumor-intrinsic mechanisms, including onco-
genic mutation and epigenetic modification, result in 

Fig. 5  SYTL2 silencing impeded pseudopodia formation and promoted the proteasomal degradation of FSCN1 in a ubiquitin-independent 
manner. A Representative image of the Western blotting analysis of FSCN1 protein levels after SYTL2 knockdown or overexpression in DU145 and 
PC-3 cells. B PC-3 cells with or without SYTL2 knockdown were treated with cycloheximide (CHX) and harvested at different time points. The protein 
level of FSCN1 was analyzed by Western blotting analysis. C The relative protein expression level of FSCN1 was quantitatively analyzed by ImageJ 
and presented in the degradation curve. D PC-3 cells were treated with DMSO (control) or 10 μM MG132 for 6 h. MG132 impeded the alteration in 
FSCN1 protein expression levels mediated by SYTL2 knockdown (left panel) or SYTL2 overexpression (right panel). E To examine the alteration in 
the ubiquitination level of FSCN1 after changing SYTL2 expression, PC-3 cells transfected with vector or SYTL2 were treated with MG132 (10 μM). 
The cell lysates were immunoprecipitated with anti-FSCN1 antibodies, followed by immunoblotting using anti-ubiquitin. F–I Representative image 
of immunofluorescence in PC-3 (F) and DU145 (G) cells using the indicated reagents (DAPI shown in blue and phalloidin (shown in red arrow). The 
protrusions of cells, which represent the ability of pseudopodia formation, were quantitatively analyzed (H, I). Scale bars: 10 μm (white), *p < 0.05
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remodeling of the morphology of tumor cells and pro-
vide them with mobility and extracellular matrix break-
down abilities. Moreover, tumor-intrinsic regulators 
also maintain the survival of circulating tumor cells and 
provide them with the ability to settle in distant organs. 
At the same time, tumor-extrinsic mechanisms, includ-
ing tumor-stromal interactions and premetastatic niche 
formation, enhance cellular differentiation and guide the 
migration direction [35].

Among these mechanisms, cytoskeleton remodeling 
and pseudopodia formation are the central steps of mor-
phological changes and the first step of cancer metasta-
sis. Pseudopodia are actin‐rich protrusions that drive 
cell movement [34, 36, 37]. Several pathways and mole-
cules have been proven to be involved in the cytoskeletal 

regulation of metastasis by previous studies. The Rho/
ROCK signaling pathway is one of the most important 
pathways in cytoskeleton reorganization [38]. Zheng 
et  al. also noted that silencing N-myc downstream reg-
ulated gene-1 (NDRG1) impeded the binding between 
RhoGDIα and CDC42 to activate the CDC42-PAK1/
cofilin signaling pathway and promote the formation of 
pseudopodia [39]. In the present study, SYTL2 enhanced 
PCa migration and promoted pseudopodia formation by 
interacting with FSCN1, which is a member of the fascin 
family of actin-binding proteins [34, 40]. We determined 
that SYTL2 serves as a regulator of pseudopodia forma-
tion in cancer metastasis.

To further investigate the relationship between SYTL2 
and FSCN1, a protein stability assay was performed. 

Fig. 6  Overexpression of FSCN1 rescues the function in SYTL2-knockdown cells. A The levels of SYTL2 and FSCN1 protein were detected by 
Western blotting in SYTL2-knockdown cells transfected with FSCN1. B, C Representative images of cell migration and invasion (B) were analyzed 
using SYTL2-knockdown or control cells combined with FSCN1 transfection, and a quantification analysis of the migrated or invaded cell counts 
(C) is shown. D Representative images of wound-healing assays using SYTL2-knockdown or control cells combined with FSCN1 transfected in PC-3 
cells, showing rescuing cell motility after using FSCN1 plasmid in SYTL2-knockdown cells (left panel) and a quantification analysis of cell migration 
index is shown (right panel). E Representative images of three-dimensional (3D) cell culture using SYTL2-knockdown or control cells combined 
with FSCN1 transfection showing rescued cell motility after using FSCN1 plasmid in SYTL2-knockdown cells; *p < 0.05, **p < 0.01 and ***p < 0.001. 
Two-way ANOVA was performed to analyze factorial designed data, #p < 0.05. Scale bars: 10 μm (red)
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Our study revealed that SYTL2 enhances the formation 
of pseudopodia by impeding the proteasomal degrada-
tion of FSCN1. Although we determined that SYTL2 
positively regulated FSCN1 by decreasing its protea-
somal degradation in a ubiquitin-independent man-
ner, the specific mechanism needs to be elucidated in 
future research. SYTL2 is a protein containing two major 
domains, the C2 domain and SLP domain, which contrib-
ute to regulating cellular morphology [18, 19]. The mor-
phology of kidney epithelial cells is also regulated by the 
interaction between the C2 domain and Rap1Gap2 [41, 
42]. The SLP domain has a relevant function in combina-
tion with the C2 domain [43]. We hypothesize that the 
SLP domain contained in SYTL2 is a protein‒protein 
binding domain that interacts with FSCN1 [43].

In addition, we revealed that SYTL2 is an enhancer 
of PCa metastasis that could be a biomarker for mPCa 
genotyping and a therapeutic target for mPCa. Moreover, 
we also found that SYTL2 enhances the mobility of PCa 
by interacting with FSCN1 and regulating pseudopodia 
formation. Therefore, small agents targeting cytoskeletal 
reorganization also have potential as therapeutic drugs 
for SYTL2-overexpressing mPCa patients.

Conclusion
We discovered that SYTL2 promotes the formation of 
pseudopodia and enhances LN metastasis in a novel, 
Rab27A-independent manner. SYTL2 interacted with 
FSCN1 and inhibited the proteasomal degradation of 
FSCN1 via a ubiquitin-independent pathway (Fig.  8). 

Fig. 7  Inhibitor of FSCN1 reverses the function in SYTL2-overexpressing cells. A The levels of SYTL2 and FSCN1 protein were detected by Western 
blotting in SYTL2-overexpressing cells combined with FSCN1 siRNA. B, C Representative images of cell migration and invasion (B) were analyzed 
using SYTL2-overexpressing or control cells transfected with FSCN1 siRNA, and a quantification analysis of the migrated or invaded cell counts (C) is 
shown. D Representative images of wound-healing assays using SYTL2-overexpressing or control cells combined with FSCN1 siRNA transfected in 
PC-3 cells, showing reversing cell motility after using FSCN1 siRNA in SYTL2-overexpressing cells (left panel) and a quantification analysis of the cell 
migration index is shown (right panel). E Representative images of three-dimensional (3D) cell culture using SYTL2-overexpressing or control cells 
combined with FSCN1 siRNA transfection showing reversed cell motility after using FSCN1 siRNA in SYTL2-overexpressing cells; *p < 0.05, **p < 0.01 
and ***p < 0.001. Scale bars: 10 μm (red)
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SYTL2 and cytoskeletal remodeling could be therapeu-
tic targets for SYTL2-overexpressing mPCa patients. 
Therefore, our findings regarding SYTL2 provide a novel 
approach to the individual treatment of PCa.

Abbreviations
BCR-free survival	� Biochemical recurrence-free survival
ATCC​	� American Type Culture Collection
CHX	� Cycloheximide
co-IP	� Coimmunoprecipitation
CPGEA	� Chinese Prostate Cancer Genome and Epigenome Atlas
Daam1	� Dishevelled associated activator of morphogenesis 1
DFS	� Disease-free survival
FSCN1	� Fascin actin-bundling protein 1
H&E	� Hematoxylin–eosin
LN	� Lymph node
(m)PCa	� (Metastatic) prostate cancer
OS	� Overall survival
PPI	� Protein‒protein interaction
qRT‒PCR	� Quantitative reverse transcriptase-polymerase chain reaction;
TURP	� Transurethral resection prostate
siRNA	� RNA interference
SLP domain	�Synaptotagmin-like protein domain
SPF	� Specific pathogen-free
SYTL2	� Synaptotagmin-like 2

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12967-​023-​04146-y.

Additional file 1: Table S1 The primer, RNAi and shRNA sequences used 
in this article. Table S2 The intersection of differential genes among 
CPGEA, GSE45016 and GSE67872. Table S3 Associations between SYTL2 
expression and clinicopathological characteristics of PCa patients in TCGA 
database. Table S4 Associations between SYTL2 expression and clinico-
pathological characteristics of PCa patients in CPGEA database.

Acknowledgements
Not applicable.

Author contributions
HH, XC designed the study, analyzed data, and performed the initial experi-
mental design. Z’AL, Y’RT and ZG wrote the manuscript and performed data 
analysis. XC, Y’RT and Y’ML critically revise the draft for important intellectual 
content. Z’AL, Y’RT participated in the experiment and performed the IHC 
experiments. Y’RT and K’WL analyzed the clinical data. Y’RT, J’XC performed 
the experiment for cell viability. W’HW, ZG performed the qPCR and western 
blot experiments. All authors read and approved the final manuscript.

Funding
This work was supported by the National Natural Science Foundation of 
China (No: 81974395, 82173036, 82072827, 82273421); Guangdong Basic and 
Applied Basic Research Foundation (No: 2019A1515011437, 2021B151502000); 
International Science and Technology Cooperation Project Plan of Guangdong 
Province (No: 2021A0505030085); Sun Yat-Sen University Clinical Research 
5010 Program (No: 2019005); Sun Yat-Sen Clinical Research Cultivating 
Program (No: 201702); Beijing Bethune Charitable Foundation (mnzl202001); 
Guangzhou Science and Technology Key R&D Project (202206010117); and 
Beijing CSCO Clinical Oncology Research Foundation (Y-tongshu2021/
ms-0162). This work was supported by open research funds from the Sixth 
Affiliated Hospital of Guangzhou Medical University, Qingyuan People’s 
Hospital to Hai Huang.

Fig. 8  A schematic model of the mechanism underlying the role of SYTL2 in PCa metastasis

https://doi.org/10.1186/s12967-023-04146-y
https://doi.org/10.1186/s12967-023-04146-y


Page 14 of 15Li et al. Journal of Translational Medicine          (2023) 21:303 

Availability of data and materials
The transcriptome sequencing data of Chinese patients analyzed during 
the current study are available in the Chinese Prostate Cancer Genome and 
Epigenome Atlas (CPGEA): http://​www.​cpgea.​com/. Two datasets (GSE45016 
and GSE67872) analyzed during the current study are available in the Gene 
Expression Omnibus, https://​www.​ncbi.​nlm.​nih.​gov/​geo/.

Declarations

Ethics approval and consent to participate
We obtained human prostate samples by surgery, needle biopsy or tran-
surethral resection prostate (TURP) with the written consent of patients who 
underwent surgery at Sun Yat-sen University Cancer Center, Sun Yat-sen Uni-
versity. Ethical consent was approved by Sun Yat-sen University’s Committees 
for Ethical Review of Research involving Human Subjects.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1 Department of Urology, Sun Yat‑Sen Memorial Hospital, Sun Yat-Sen Uni-
versity, Guangzhou 510120, China. 2 Guangdong Provincial Key Laboratory 
of Malignant Tumor Epigenetics and Gene Regulation, Sun Yat‑Sen Memorial 
Hospital, Sun Yat-Sen University, 107. W. Yanjiang Road, Guangzhou 510120, 
China. 3 Guangdong Provincial Clinical Research Center for Urological Diseases, 
Sun Yat‑Sen Memorial Hospital, Sun Yat-Sen University, Guangzhou 510120, 
China. 4 Department of Urology, The Sixth Affiliated Hospital of Guangzhou 
Medical University, Qingyuan People’s Hospital, Qingyuan 511518, Guang-
dong, China. 5 Medical Research Center, Sun Yat‑Sen Memorial Hospital, Sun 
Yat-Sen University, Guangzhou 510120, China. 6 Department of Urology, The 
Six Affiliated Hospital, Sun Yat-Sen University, Guangzhou 510655, China. 
7 Department of Urology, Qilu Hospital of Shandong University, Jinan 250000, 
China. 

Received: 1 December 2022   Accepted: 20 April 2023

References
	1.	 Siegel RL, et al. Cancer statistics, 2022. CA Cancer J Clin. 

2022;72(1):7–33.
	2.	 Xia C, et al. Cancer statistics in China and United States, 2022: profiles, 

trends, and determinants. Chin Med J (Engl). 2022;135(5):584–90.
	3.	 Li X, et al. MicroRNA-331-3p inhibits epithelial-mesenchymal transition 

by targeting ErbB2 and VAV2 through the Rac1/PAK1/beta-catenin axis 
in non-small cell lung cancer. Cancer Sci. 2019;110(6):1883–96.

	4.	 Lambert AW, Pattabiraman DR, Weinberg RA. Emerging biological 
principles of metastasis. Cell. 2017;168(4):670–91.

	5.	 Joyce JA, Pollard JW. Microenvironmental regulation of metastasis. Nat 
Rev Cancer. 2009;9(4):239–52.

	6.	 Quail DF, Joyce JA. Microenvironmental regulation of tumor progres-
sion and metastasis. Nat Med. 2013;19(11):1423–37.

	7.	 Wilkinson S, et al. A case report of multiple primary prostate tumors 
with differential drug sensitivity. Nat Commun. 2020;11(1):837.

	8.	 Guan X. Cancer metastases: challenges and opportunities. Acta Phar-
maceutica Sinica B. 2015;5(5):402–18.

	9.	 Yadav SS, et al. Intratumor heterogeneity in prostate cancer. Urol Oncol 
Semin Origin Investig. 2018;36(8):349–60.

	10.	 Gundem G, et al. The evolutionary history of lethal metastatic prostate 
cancer. Nature. 2015;520(7547):353–7.

	11.	 Choi S, et al. Proteomic profiling of human cancer pseudopodia 
for the identification of anti-metastatic drug candidates. Sci Rep. 
2018;8(1):5858.

	12.	 Mei W, et al. The contributions of prostate cancer stem cells in prostate 
cancer initiation and metastasis. Cancers (Basel). 2019;11(4):434.

	13.	 Yamamoto K, et al. DOCK7 is a critical regulator of the RAGE-Cdc42 
signaling axis that induces formation of dendritic pseudopodia in 
human cancer cells. Oncol Rep. 2013;29(3):1073–9.

	14.	 Hao L, et al. Formin homology domains of Daam1 bind to Fascin and 
collaboratively promote pseudopodia formation and cell migration in 
breast cancer. Cell Prolif. 2021;54(3):e12994.

	15.	 Liang Q, et al. HKB99, an allosteric inhibitor of phosphoglycerate 
mutase 1, suppresses invasive pseudopodia formation and upregulates 
plasminogen activator inhibitor-2 in erlotinib-resistant non-small cell 
lung cancer cells. Acta Pharmacol Sin. 2021;42(1):115–9.

	16.	 Ito M, et al. Overexpression of thymosin beta4 increases pseudo-
podia formation in LNCaP prostate cancer cells. Biol Pharm Bull. 
2009;32(6):1101–4.

	17.	 Fukuda M, Mikoshiba K. Synaptotagmin-like protein 1–3: a novel family 
of C-terminal-type tandem C2 proteins. Biochem Biophys Res Com-
mun. 2001;281(5):1226–33.

	18.	 Chavas LMG, et al. Elucidation of Rab27 recruitment by its effec-
tors: structure of Rab27a bound to exophilin4/Slp2-a. Structure. 
2008;16(10):1468–77.

	19.	 Holt O, et al. Slp1 and Slp2-a localize to the plasma membrane of CTL 
and contribute to secretion from the immunological synapse. Traffic 
(Copenhagen, Denmark). 2008;9(4):446–57.

	20.	 Dou Y, et al. Microglial migration mediated by ATP-induced ATP release 
from lysosomes. Cell Res. 2012;22(6):1022–33.

	21.	 Francis CR, Claflin S, Kushner EJ. Synaptotagmin-like protein 2a 
regulates angiogenic lumen formation via Weibel-Palade body 
apical secretion of angiopoietin-2. Arterioscler Thromb Vasc Biol. 
2021;41(6):1972–86.

	22.	 Yasuda T, Fukuda M. Slp2-a controls renal epithelial cell size through 
regulation of Rap-ezrin signaling independently of Rab27. J Cell Sci. 
2014;127(Pt 3):557–70.

	23.	 Ma W, et al. A positive feedback loop of SLP2 activates MAPK signal-
ing pathway to promote gastric cancer progression. Theranostics. 
2018;8(20):5744–57.

	24.	 Yu M, et al. Exophilin4/Slp2-a targets glucagon granules to the plasma 
membrane through unique Ca2+-inhibitory phospholipid-binding 
activity of the C2A domain. Mol Biol Cell. 2007;18(2):688–96.

	25.	 Sung HY, et al. Synaptotagmin-like protein 2 gene promotes the meta-
static potential in ovarian cancer. Oncol Rep. 2016;36(1):535–41.

	26.	 Satake H, et al. The ubiquitin-like molecule interferon-stimulated 
gene 15 is overexpressed in human prostate cancer. Oncol Rep. 
2010;23(1):11–6.

	27.	 Ruscetti M, et al. HDAC inhibition impedes epithelial-mesenchymal 
plasticity and suppresses metastatic, castration-resistant prostate 
cancer. Oncogene. 2016;35(29):3781–95.

	28.	 Li J, et al. A genomic and epigenomic atlas of prostate cancer in Asian 
populations. Nature. 2020;580(7801):93–9.

	29.	 Li Z, et al. The metastatic promoter DEPDC1B induces epithelial-mes-
enchymal transition and promotes prostate cancer cell proliferation via 
Rac1-PAK1 signaling. Clin Transl Med. 2020;10(6): e191.

	30.	 Li K, et al. Discovering novel P38α inhibitors for the treatment of 
prostate cancer through virtual screening methods. Future Med Chem. 
2019;11(24):3125–37.

	31.	 Zhang Q et al., ETV4 mediated tumor-associated neutrophil infiltration 
facilitates lymphangiogenesis and lymphatic metastasis of bladder 
cancer. Adv Sci (Weinh). 2023: e2205613.

	32.	 Huang M, et al. HSF1 facilitates the multistep process of lymphatic 
metastasis in bladder cancer via a novel PRMT5-WDR5-dependent 
transcriptional program. Cancer Commun (Lond). 2022;42(5):447–70.

	33.	 Li Z, et al. Targeting the Rac1 pathway for improved prostate cancer 
therapy using polymeric nanoparticles to deliver of NSC23766. Chin 
Chem Lett. 2022;33(5):2496–500.

	34.	 Hao L, et al. Formin homology domains of Daam1 bind to Fascin and 
collaboratively promote pseudopodia formation and cell migration in 
breast cancer. Cell Prolif. 2021;54(3): e12994.

	35.	 Wan L, Pantel K, Kang Y. Tumor metastasis: moving new biological 
insights into the clinic. Nat Med. 2013;19(11):1450–64.

	36.	 Holmberg B. Inhibition of cellular adhesion and pseudopodia forma-
tion by a dialysable factor from tumor fluids. Nature. 1962;195:45–7.

	37.	 Ozawa M et al., Adherens junction regulates cryptic lamellipodia 
formation for epithelial cell migration. J Cell Biol. 2020; 219(10).

http://www.cpgea.com/
https://www.ncbi.nlm.nih.gov/geo/


Page 15 of 15Li et al. Journal of Translational Medicine          (2023) 21:303 	

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	38.	 Tang Y, et al. LncRNAs regulate the cytoskeleton and related Rho/ROCK 
signaling in cancer metastasis. Mol Cancer. 2018;17(1):77.

	39.	 Aikemu B, et al. NDRG1 regulates filopodia-induced colorectal 
cancer invasiveness by modulating CDC42 activity. Int J Biol Sci. 
2021;17(7):1716–30.

	40.	 Jaiswal R, et al. The formin Daam1 and fascin directly collaborate to 
promote filopodia formation. Curr Biol. 2013;23(14):1373–9.

	41.	 Willmer T, et al. Knockdown of Hop downregulates RhoC expression, 
and decreases pseudopodia formation and migration in cancer cell 
lines. Cancer Lett. 2013;328(2):252–60.

	42.	 Yasuda T, Homma Y, Fukuda M. Slp2-a inactivates ezrin by recruiting 
protein phosphatase 1 to the plasma membrane. Biochem Biophys Res 
Commun. 2015;460(4):896–902.

	43.	 Yasuda T, et al. Rab27 effector Slp2-a transports the apical signaling 
molecule podocalyxin to the apical surface of MDCK II cells and regulates 
claudin-2 expression. Mol Biol Cell. 2012;23(16):3229–39.

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


	SYTL2 promotes metastasis of prostate cancer cells by enhancing FSCN1-mediated pseudopodia formation and invasion
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Introduction
	Methods and materials
	Data analysis of databases
	Human tissue samples
	Immunohistochemical (IHC) staining and scoring analyses
	Cell culture
	RNA isolation and qRT‒PCR
	Transient transfection
	Western blotting
	Coimmunoprecipitation (Co-IP) assays
	Lentivirus transduction
	Protein stability assays
	Ubiquitination assays
	Cell migration and invasion assays
	3D cell migration model
	Actin cytoskeleton staining
	In vivo metastasis and tumorigenesis experiments
	Statistical analyses

	Results
	SYTL2 is an oncogenic gene for mPCa and correlates with metastasis and a poor prognosis
	SYTL2 promotes the migration and invasion of PCa cells in vitro
	SYTL2 facilitates lymph node metastasis of PCa cells in vivo
	SYTL2 interacts with FSCN1 and regulates its stability
	SYTL2 promotes pseudopodia formation and facilitates PCa metastasis in an FSCN1-dependent manner.

	Discussion
	Conclusion
	Anchor 33
	Acknowledgements
	References


