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ABSTRACT
Prostaglandin E-2 (PGE-2) promotes tumor angiogenesis via paracrine secretion
of pro-angiogenic growth factors, such as vascular endothelial growth factor (VEGF).
Since miRNAs regulate several cell processes, including angiogenesis, we sought
to determine whether they would influence PGE-2-induced VEGF. We compared
DU145 and PC3 prostate cancer cells bearing the mPGES-1 enzyme (mPGES-1+/+) and
producing PGE-2, with those in which the enzyme was silenced or deleted (mPGES-1-/-).
We demonstrated that mPGES-1/PGE-2 signaling decreased Dicer expression and
miRNA biogenesis. Genome-wide sequencing of miRNAs revealed that miR-15a and
miR-186, associated with expression of VEGF and hypoxia inducible factor-1α (HIF1α), were down-regulated in mPGES-1+/+ cells. As a consequence, mPGES-1+/+ tumor
cells expressed high levels of VEGF and HIF-1α, induced endothelial cells activation
and formed highly vascularized tumors. Mir-186 mimic inhibited VEGF expression in
mPGES-1+/+ tumor xenografts and reduced tumor growth. In human prostate cancer
specimens, mPGES-1 was over-expressed in tumors with high Gleason score, elevated
expression of VEGF and HIF-1α, high microvessel density and decreased expression
of Dicer, miR15a and miR-186. Thus, clear evidence for regulating miRNA processing
and VEGF output by intrinsic PGE-2 production provides a means to distinguish
between aggressive and indolent prostate tumors and suggests a potential target
for controlling tumor progression.

INTRODUCTION

reported to promote neovascularization [2, 3]. Although,
angiogenesis is often regarded as a distinguishing feature of
aggressive versus indolent phenotype [4], its relevance for
prostate cancer progression has been questioned on the basis
of lack of efficacy of antiangiogenic agents [5, 6]. The robust
tumorigenic drive of DU145 prostate cancer cells has been
associated with constitutive over-expression of microsomal
prostaglandin E synthase-1 (mPGES-1) and higher output
of PGE-2 [7], which, in turn, impinges on several protumorigenic pathways such as EGFR and Wnt [8–13].
Another layer of regulation for prostate cancer
progression is the recently recognized role of miRNA

Like other solid tumors, prostate cancer promotes
angiogenesis to support its survival and inherent propensity
to colonize other tissues. Many reports have described
the close relationship between tumor and endothelium,
as well as documenting the existence of a pool of tumorderived angiocrine factors that induce vessel development,
including vascular endothelial growth factor (VEGFA) [1].
Similar principles govern angiogenesis in prostate cancer,
as VEGF and other factors secreted by tumors have been
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expression, which appears to control several key processes
of tumor biology [14]. In this work we sought to determine
whether mPGES-1/PGE-2 signaling influence miRNA
expression and whether these miRNAs might be involved
in VEGF expression in vitro and tumor angiogenesis in
vivo. By comparing DU145 and PC3 prostate cancer
models bearing the mPGES-1 functional enzyme
(transfected with scrambled control shRNA or CRISPR/
Cas9 control, i.e. mPGES-1+/+ cells) with those in which
the enzyme is silenced or deleted (knocked down or
knocked out, i.e. mPGES-1-/- cells), we provide evidence
that tumor-derived PGE-2 represses miRNA biogenesis,
inhibiting Dicer expression by an autocrine mechanism.
Genome-wide sequencing of miRNAs in mPGES-1+/+
compared to mPGES-1-/- cells revealed repression of miR15a and miR-186, both associated with VEGF expression.
Immunohistochemical analysis of mPGES-1 expression
revealed that the enzyme was strongly expressed in human
tumors with high Gleason score, VEGF, and HIF-1α as
well as with microvessel density, and low expression of
Dicer, miR15a and miR-186. Thus it appears that
mPGES-1/PGE-2 signaling increases VEGF expression
in prostate cancer by inhibiting the miRNA processing.

expression (Figure 2C), indicative of functional vessels
[15]. In line with the in vitro data, VEGF and HIF-1α were
over-expressed in mPGES-1+/+ compared to mPGES-1-/tumors (Figure 2D and Supplementary Figure S1D, panel a
for HIF-1α). Together these results indicate that mPGES-1
expression is functionally associated with VEGF expression
and tumor vascularization in DU145 cells.

mPGES-1/PGE-2 signaling controls miRNA
expression affecting its maturation
MiRNAs regulate angiogenesis [16, 17]. We
investigated whether miRNA expression was involved
in VEGF expression induced by mPGES-1/PGE-2
signaling in prostate cancer cells. DU145 mPGES-1+/+ and
mPGES-1-/- cells underwent miRNA expression-profiling
using miRNA arrays containing 88 human miRNA probes
(Supplementary Figure S2A).
We identified a total of 32 miRNAs, 30 of which
were significantly down-regulated whereas two were upregulated in mPGES-1+/+ relative to mPGES-1-/- (> 2.5-fold
change) (Supplementary Table S1).
Since we postulated that PGE-2 might influence
the miRNA processing by modulating Drosha or Dicer
expression, we assessed protein expression of both
enzymes in tumor cells. In total extract, Drosha protein
was similar in both cell lines (Figure 3A), its localization
being confined to the cell nucleus (Supplementary
Figure S2B, middle lane, DU145 cells). Dicer levels
were significantly lower in both total (Figure 3A) and
cytoplasmic extract of mPGES-1+/+ cells (Supplementary
Figure S2B, DU145 cells) than in mPGES-1-/- cells.
Dicer expression was undetectable in nuclear extract
(Supplementary Figure S2B, DU145 cells). Consistently,
MF63 (10 µM) significantly increased Dicer expression in
mPGES-1+/+ cells (Figure 3B), whereas exogenous PGE-2
(1 µM, 2–24 h) decreased in mPGES-1-/- cells (Figure 3C).
As the Dicer promoter has several binding sites
for AP1 (cJUN+cFOS) and cJUN, we then determined
the expression of cJUN and cFOS in both tumor
cells to obtain insights into the mechanism whereby
mPGES-1/PGE-2 signaling affects Dicer. cJUN and
cFOS expression was found in the nuclear extract of
DU145 mPGES-1-/- cells, but was barely detectable
in mPGES-1+/+ cells (Supplementary Figure S2C).
Involvement of cJUN and cFOS in inducing Dicer
expression was further documented by silencing them
in mPGES-1-/- cells. Knock down of cJUN and/or
cFOS was sufficient to decrease expression of Dicer in
mPGES-1-/- (Supplementary Figure S3A). Additional
evidence of a role of cJUN was obtained by chromatin
immunoprecipitation assay. In basal conditions (10%
FBS), cJUN binding to Dicer promoter was greater
in mPGES-1-/- than in mPGES-1+/+ cells (Figure 3D).
Exogenous PGE-2 of mPGES-1-/- cells decreased cJUN
binding to Dicer promoter (Figure 3D).

RESULTS
mPGES-1 expression is associated with tumor growth,
VEGF expression and vessel density
We investigated how prostate cancer cell-derived
PGE-2 controls VEGF expression and tumor angiogenesis
in DU145 and PC3 cells. VEGF expression/levels were
up-regulated in mPGES-1+/+ compared to mPGES-1-/cells, as measured by QPCR western blot and ELISA
(Figure 1A, 1B, 1C). When mPGES-1 was silenced,
VEGF expression decreased. MF63 (10 µM), a reversible
mPGES-1 inhibitor, significantly decreased VEGF
expression in mPGES-1+/+ cells with maximum effect
at 8–18 h (Figure 1D), while exogenous PGE-2 (1 µM)
increased VEGF release and expression in mPGES-1-/cells time-dependently (Figure 1B, 1E).
In mouse xenograft of DU145 and PC3, mPGES-1+/+
tumor size was significantly higher than mPGES-1-/- tumor
size (Supplementary Figure S1A, S1B). mPGES-1+/+ tumors
displayed higher vessel density and increased luminal size
(Figure 2A left and right graph, respectively). Hoechst
33342 diffusion in mPGES-1+/+ tumors exhibited an
intense and diffused perfusion, indicative of an abnormal
vasculature (Figure 2B, panel A), while mPGES-1-/- tumors
had a reduced vascular perfusion around the vessels (Figure
2B, panel B). Moreover, mPGES-1/PGE-2 signaling
was associated to a total loss of NG2 chondroitin sulfate
proteoglycan staining around the vessels (Supplementary
Figure S1C, panel A). In contrast, the mPGES-1-/- tumor
vessels were positive for either NG2 (Supplementary
Figure S1C, panel B), or α smooth muscle actin (αSMA)
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Since cJUN and cFOS also regulate VEGF, we
evaluated whether their inhibition in mPGES-1-/- cells
directly affected VEGF expression. cJUN or cFOS
silencing was not sufficient to reduce VEGF expression
(Supplementary Figure S3B). Finally, Dicer expression
was up-regulated relative to mPGES-1+/+ in mouse
mPGES-1-/- xenografts in vivo (Figure 3E). These results
suggest that mPGES-1/PGE-2 signaling down-regulates
cJUN/AP1 and consequently Dicer and miRNA expression
in prostate cancer cells.

(Supplementary Table S1). Five miRNAs (miR-15b,
miR-93 miR-15a, miR-186 and miR-103) have been
predicted to target VEGF and HIF-1α on the basis of
DianaMT, PICTAR5, miRanda, miRBASE, miRWALK
and Target Scan analysis (Supplementary Table S2). These
five miRNAs were downregulated in mPGES-1+/+ cells
(Supplementary Figure S2A). QPCR analysis provided
further evidence of down-regulation of miR-15a, miR186 and miR-103 in mPGES-1+/+ cells (Supplementary
Figure S4A). miR-15b and miR-93 were not modified.
We also found that treatment of mPGES-1+/+ cells
with miR-15a, miR-103 or miR-186 mimics (50 nM),
besides increasing the endogenous pool of their respective
miRNAs (Supplementary Figure S4B), down-regulated
VEGF expression/production (p < 0.001, Supplementary
Figure S4C, S4D, S4E and Figure 4A). The exception was
miR-103, which failed to affect VEGF (Supplementary

miR-15a and miR-186 controls VEGF expression
in vitro
Among the miRNAs down-regulated by mPGES-1/
PGE-2 signaling in DU145 cells, some have been involved
in angiogenesis, others in inflammation or stemness

Figure 1: mPGES-1 increases VEGF expression. (A) Western blot analysis of VEGF and mPGES-1 expression in DU145 and PC3

mPGES-1+/+ and in mPGES-1-/- cells exposed to 10% FBS (48 h). b-actin was used to normalize loading; N = 3. (B) ELISA for VEGF in
DU145 and PC3 mPGES-1+/+ and in mPGES-1-/- cells exposed to FBS (1%, 48 h) or to PGE-2 (1 µM, 48 h). DU145 and PC3 mPGES-1-/were obtained by shRNA or CRISP/Cas9 transfection, respectively (see also Materials and Methods for details). ***P < 0.001, **p < 0.01
vs. mPGES-1-/- cells. (C) VEGF mRNA expression in DU145 and PC3 mPGES-1+/+ and in mPGES-1-/- cells exposed to 10% FBS (48 h).
Data are reported as fold increase of mPGES-1+/+ vs. mPGES-1-/- cells. ***P < 0.001 vs. mPGES-1-/- cells. (D) VEGF protein expression in
DU145 and PC3 mPGES-1+/+ exposed to MF63 (10 µM). (E) VEGF protein expression in DU145 and PC3 mPGES-1-/- exposed to PGE-2
(1 µM). b-actin was used to normalize loading. N = 3. Data expressed in A.D.U. (arbitrary density unit) and as mean ± SD. ***P < 0.001
vs. untreated cells.
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Figure S4C, S4D). Conversely, in mPGES-1-/- cells,
antagomirs for miR-15a and miR-186 (50 nM), which
decreased the amount of detectable endogenous miR-15a
or miR-186 (Supplementary Figure S5A), induced VEGF
expression/production (Supplementary Figure S5B, S5C
and S5D). Combination of miR-15a and miR-186 mimics
or antagomirs did not show addictive effects.
To verify the putative direct interaction between
miR-15a and miR-186 and the VEGF 3′-UTR, the
3′-UTR-luciferase reporter construct of VEGF and the
control construct were independently transfected into the
DU145 and PC3 mPGES-1+/+ cells. The activity of these
reporters were evaluated in cells mPGEs-1+/+ treated with
miR-15a, or miR-186 mimics.
The luciferase assays showed that compared with
control, miR-15a and miR-186 dramatically decreased
the luciferase activity of reporter plasmid with the VEGF
3′UTR. However, miR-15a and miR-186 had no effect on

luciferase activity of pMir-target vector (Figure 4B). These
data indicate that VEGF 3′UTR is a specific direct target
of miR-15a and miR-186.
Consistently, PGE-2 treatment (1 µM) reversed
miR-15a and miR-186 expression in mPGES-1-/- cells
(Supplementary Figure S6A and S6B, DU145 cells),
corroborating the indication that mPGES-1/PGE-2
signaling is upstream of miRNAs. Moreover, MF63
increased levels of both miRs in mPGES-1+/+ cells
(Figure 4C), and miR-15a and miR-186 were up-regulated
with respect to mPGES-1+/+ tumors in DU145 mPGES-1-/xenografts in vivo (Figure 4D).
Finally, silencing Dicer in DU145 mPGES-1-/- cells
promoted VEGF expression/secretion (Figure 5A and 5B)
and down-regulated miR-15a and miR-186 (Figure 5C),
indicating that mPGES-1/PGE-2 signaling decreases the
miR-15a and miR-186/VEGF pathways through inhibition
of Dicer expression.

Figure 2: mPGES-1 induces tumor angiogenesis in vivo. (A) Vessel number and size in DU145 and PC3 mPGES-1+/+ and in

mPGES-1-/- tumors. Quantification of human CD31 and vessel lumen was performed counting ten random fields/sections per slide; each
slide had five sections. Data represents number of vessels counted per section (left) or vessel diameter (μm) in tumors (right). ***P < 0.001,
**P < 0.01;*P < 0.05 vs. mPGES-1-/-. (B) Images of vessel perfusion, evaluated by Hoechst 32224 staining (blue), in mPGES-1+/+ (A) or
mPGES-1-/- tumors (B). Scale bars = 100 μm. Images taken at 10X magnification. (C) Images of double-immunostaining for CD31 (green),
αSMA (red) and merge in tumor sections from mPGES-1+/+ (top) or mPGES-1-/- group (bottom). Scale bars = 160 μm. Images obtained
with confocal microscopy at 60X magnification. (D) HIF-1a and VEGF protein expression in tumors from DU145 and PC3 mPGES-1+/+ or
mPGES-1-/- mice. b-actin was used to normalize loading. N = 3.
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Figure 3: PGE-2 modulates Dicer transcriptional activity. (A) Dicer and Drosha protein expression in total extract from DU145

and PC3 mPGES-1+/+ and from mPGES-1-/- cells maintained for 18 h in 10% FBS. b-actin was used to normalize loading. N = 3. (B) Dicer
protein expression in DU145 and PC3 mPGES-1+/+ exposed to MF63 (10 µM). (C) Dicer protein expression in DU145 and PC3 mPGES-1-/exposed to PGE-2 (1 µM). b-actin was used to normalize loading. N = 3. Data expressed in A.D.U. ***P < 0.001, *P < 0.05 vs. untreated
cells. (D) Analysis of specific binding of AP1 to Dicer promoter region in mPGES-1+/+ and mPGES-1-/- cells by EpiTect Chip qPCR primer
assay. AP1 transcription factor was immunoprecipitated from cells in basal condition (10% FBS) or from mPGES-1-/- stimulated with PGE2 (1 µM). Immunoprecipitated DNA was amplified with specific primers for the Dicer proximal promoter region by QPCR. N = 3. Data is
expressed as % of input. The % of input of the positive control (chromatin fragments isolated before immunoprecipitation) was 0.83 ± 0.02
SD. The % of input of the negative control, obtained by immunoprecipitation with normal rabbit serum, was 0.1 ± 0.0 SD. (E) Dicer protein
expression in tumors from DU145 and PC3 mPGES-1+/+ or mPGES-1-/- mice. b-actin was used to normalize loading. N = 3.
www.impactjournals.com/oncotarget
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miR-186 controls tumor growth and VEGF
output in vivo

(a requirement during the angiogenesis process) in vitro
using a co-culture system with endothelial cells and
prostate cancer cells. When HUVEC were cultured with
mPGES-1+/+ tumor cells, plating them in a thin Matrigel
layer, they organized in a network of cord-like structures
that invaded the gel (Supplementary Figure S7A, panel
A). Conversely, when co-cultured with mPGES-1-/cells, the capacity of HUVEC to promote a cord-like
network was lost (Supplementary Figure S7A, panel
B vs. A), but restored by pre-treatment with PGE-2
(Supplementary Figure S7A, panel C vs. panel b, panel
e for quantification). Evidence of the link between VEGF
and mPGES-1 signaling was corroborated by experiments
in which the VEGF neutralizing antibody (bevacizumab)
added to DU145 mPGES-1+/+-HUVEC co-culture
(Supplementary Figure S7A panel D) markedly reduced
cord-like network formation (Supplementary Figure S7A
panel D vs. panel C, panel e for quantification). These
results indicate that mPGES-1/PGE-2 signaling induced
robust activation of endothelial cells controlling the output
of angiogenic factors in prostate cancer cells.
In line with the above results we found that
treatment of DU145 mPGES-1+/+ cells with miR-15a or
miR-186 mimics (50 nM) reduced the ability of HUVEC

The data presented so far underscores the potential
link between miR-186 and VEGF/angiogenesis in vivo.
To test this link, we assayed whether miR-186 inhibiting
VEGF expression, could reduce angiogenesis and tumor
size in vivo. miR-186 mimic treatment (3 µg/mouse) of
DU145 and PC3 mPGES-1+/+ mouse xenograft led to a
significant reduction in mPGES-1+/+ tumor size compared
to control tumors (Figure 6A), showed lower vessel
density and smaller luminal size (Figure 6B left and right
graph, respectively), as well as a comparable reduction
in VEGF protein expression (Figure 6C and 6D). This
indicates that miR-186 is downstream of mPGES-1/PGE2 and that it inhibiting VEGF in prostate cancer might
decrease prostate cancer growth and angiogenesis.

Tumor associated-mPGES-1/PGE-2 signaling
promotes endothelial activation through VEGF
release
Next we investigated the effect of mPGES-1/
PGE-2 signaling on the activation of endothelial cells

Figure 4: mPGES-1 down-regulates miR-15a and miR-186 upstream of VEGF expression. (A) ELISA for VEGF in DU145

and PC3 mPGES-1+/+ cells (1% FBS, 48 h) transfected with miR-15a, miR-186 or miR-103 mimics (50 nM). ***P < 0.001 vs. mPGES-1+/+
control cells. (B) Endogenous requirement of miR-15a and miR-186 as VEGF inhibitors. Bars show expression of the VEGF 3′UTR
reporters in DU145 and PC3 mPGES-1+/+ cells treated with miR-15a and miR-186 mimics. Data are reported as fold increase vs mPGES-1+/+
control cells. ***P < 0.001 vs. mPGES-1+/+ control cells. (C) miRNA levels measured by QPCR in DU145 and PC3 mPGES-1+/+ treated
with MF63 (10 μM, 18 h). ***P < 0.001, *P < 0.05 vs. untreated cells (Ctr). (D) miRNA levels measured by QPCR in tumors from DU145
mPGES-1+/+ or mPGES-1-/- mice. Data is reported as multiples of increase in expression in mPGES-1+/+ vs. mPGES-1-/- cells (=1). N = 5.
***P < 0.001 vs. mPGES-1-/- cells.
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stratification of the tumors, we observed that mPGES-1
expression was clearly detectable in 21 of the 27 advanced
cancers (AC) (78%, Supplementary Table S3), but in
only 7 of the 25 organ-confined (OC) samples (28%,
Supplementary Table S3). Consistently, in 21 out of 27
AC samples (78%), VEGF and HIF-1α also appeared
to be high expressed (Figure 7A and 7B, bottom lane
for representative images). In the AC samples, low
expression of Dicer appeared to be associated with high
expression of mPGES-1, VEGF and HIF-1α (66.7%,
Figure 7A and 7B, bottom lane for representative images).
Conversely, 72% of OC samples showed low expression
of mPGES-1, VEGF and HIF-1α that was associated with
high expression of Dicer Figure 7A and 7B, top lane for
representative images). Moreover, when compared to OC
samples, AC samples showed higher microvessel density
as indicated by CD31 staining (Figure 7C, p < 0.01). In
6 OC and 10 AC samples we also investigated miR-15a
and miR-186 expression. We observed that 66.7 % of OC
samples expressed significant levels of miR-15a and miR186, whereas only 30% and 20% of AC samples expressed
significant levels of miR-15a and miR-186, respectively
(Figure 7A). A weak but negative association among miR-

to form cord-like structures (Supplementary Figure S7B,
panel B, C, and D). Conversely, antagomirs for miR-15a
and miR-186 (50 nM) induced abundant sprouting in
mPGES-1-/- cells (Supplementary Figure S7C panel B, C,
and D). Finally, silencing of Dicer in DU145 mPGES-1+/+
cells increased HUVEC-mediated sprouting in the cocultured model (Supplementary Figure S7D, panel B, and
C), indicating that mPGES-1/PGE-2 promotes activation
of endothelial cells in prostate cancer cells by reducing
Dicer, miR-15a and miR-186 expression, thus promoting
VEGF secretion.

Expression of mPGES-1 in prostate tumors
associates with elevated VEGF expression and
microvessel density
Prostate cancer tissue samples express mPGES-1
[5]. In order to investigate whether there was an
association between mPGES-1, Dicer expression and
VEGF/angiogenesis in these samples we assessed
expression levels of mPGES-1 with Dicer and angiogenic
markers (CD31, VEGF and HIF-1α) in human specimens
with different tumor grade/staging. On histopathologic

Figure 5: miRNA and VEGF expression/production in Dicer silenced mPGES-1-/- cells. (A) Dicer and VEGF protein

expression in scrambled and in Dicer siRNA-transfected DU145 mPGES-1-/- cells. b-actin was used to normalize loading. N = 3. (B) ELISA
immunoassay for VEGF in scrambled and in Dicer siRNA-transfected DU145 mPGES-1-/- cells. ***P < 0.001 compared to scrambled cells.
(C) mRNA levels of mature miRNA measured by QPCR in DU145 mPGES-1-/- cells silenced for Dicer. Results are expressed as multiples
of increase in miRNA expression in DU145 mPGES-1-/- scrambled vs. Dicer siRNA–transfected cells (=1). **p < 0.01, *p < 0.05 compared
to Dicer siRNA-transfected mPGES-1-/- cells.
www.impactjournals.com/oncotarget
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15a or miR-186 and mPGES-1 and VEGF expression in
OC and AC tissue was noted. These miRNAs therefore
appear to be elevated in samples with lower levels of
mPGES-1 and VEGF. Collectively, these results suggest
miR-15a and miR-186 as potential prognostic biomarkers
in advanced prostate cancer linking high mPGES-1 levels
with enhanced VEGF/angiogenic features.

MF63, while in a second set, cells were transfected with
a control shRNA or CRISP/Cas9 plasmid (mPGES-1+/+).
Evidence of miRNA involvement in mPGES-1/PGE2 signaling-promoted tumor angiogenesis was gleaned
over several experiments. For example: a) sharp
downregulation of Dicer, cFOS and cJUN expression
in mPGES-1+/+ cells with respect to mPGES-1-/-, b)
decreasing angiogenic phenotype in mPGES-1+/+ cells
after Dicer silencing, or silencing of its promoters (cFOS
and cJUN); c) reduced binding of cJUN to Dicer in
mPGES-1+/+, detected by chromatin immunoprecipitation;
d) increased Dicer expression in mPGES-1+/+ after enzyme
blockade by MF63.
Insights into the regulatory mechanism of miRNA
were provided by gene profiling, which revealed that
32 out of 88 miRNA genes were significantly different
(change by factor/quotient > 2.5) in mPGES-1+/+ cells,
thirty and two of which were down- and up-regulated,
respectively (see green vs. red color in the Supplementary
Figure S2). Further analysis (QPCR) pointed to three
miRNAs (miR-15a, -103, and -186). The functional
relevance of the selected miRNA was demonstrated in
cultured mPGES-1+/+ cells, where exposure to specific

DISCUSSION
These results demonstrate that prostate cancer cells
constitutively expressing mPGES-1, DU145 cells and PC3
cells, activate endothelial cells through output of VEGF,
which was causally linked to PGE-2 production. Although
the angiogenesis-promoting effect of PGE-2 in tumors
has been described in a number of reports [2, 18–20], its
mechanism remains to be elucidated. Here we showed
that PGE-2 alters tumor miRNA biogenesis, resulting in
increased VEGF expression and in tumor angiogenesis.
These observations were gathered in prostate cancer
cells, in one set of which the mPGES-1 enzyme was
persistently knocked-down and/or deleted (mPGES-1-/-),
or pharmacologically inhibited by the specific inhibitor

Figure 6: miR-186 controls tumor growth and angiogenesis in vivo. (A) Antitumor activity evaluated in nude mice inoculated

with DU145 and PC3 mPGES-1+/+ and treated subcutaneously with miR186 mimic or negative control. Data is expressed as tumor volume
(mm3). ***P < 0.001 compared to mPGES-1+/+ treated with negative non-targeting control. Six nude mice per experimental group. (B)
Vessel number and size in tumors from DU145 or PC3 mPGES-1+/+ treated with control or 186 mimic. Quantification of human CD31 and
vessel lumen was performed by counting ten random fields/sections per slide; each slide had five sections. Data represents the number of
vessels counted per section (left) or vessel diameter (μm) in tumors (right). ***p < 0.001, *p < 0.05 vs. control tumors. (C) VEGF protein
expression in tumors from DU145 or (D) PC3 mPGES-1+/+ treated with control or 186 mimic. β-actin was used to normalize loading. N = 3.
***P < 0.001 vs. Ctr tumors.
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Figure 7: mPGES-1 expression in human prostate cancers is associated with elevated CD31, VEGF, and HIF-1α
expression and reduced Dicer, miR-15a and -186 expression. (A) Pie charts represent the percentage of expression of mPGES-1,

VEGF, HIF-1α and Dicer in donors of prostate tissues (OC A and AC B). Black slice represents samples positive for mPGES-1, VEGF and
HIF-1α and negative for Dicer; grey slice represents samples negative for mPGES-1, VEGF and HIF-1α and positive for Dicer; black slice
with white dot indicates samples negative for mPGES-1, VEGF, HIF-1α and Dicer; squared slice shows samples positive for mPGES-1,
VEGF, HIF-1α and Dicer (positive samples are calculated as sum of H-score 1, 2 and 3). (D) Pie charts display tumor grade and miR-15a (A
and B) and miR-186 (C and D) expression in cancer samples. (B) Immunohistochemical analysis of mPGES-1, VEGF, HIF-1α and Dicer in
organ-confined prostate cancers (OC) with low Gleason score (top lane) and in locally advanced prostate cancers (AC) with high Gleason
score (bottom lane). The hematoxylin-eosin stained sections are included as basal control. Scale bars indicate 50 µm, magnification 25X.
(C) Quantification of human CD31 was performed counting ten random fields/sections per slide; each slide had three sections. *P < 0.05;
T3 prostate cancer (AC) compared to T2 prostate cancer (OC).

miRNA synthetic mimics reduced VEGF and impaired
ability to elicit endothelial cell sprouting. The opposite
emerged from experiments on mPGES-1-/- cells incubated
with synthetic antagomirs, where we observed a large
increase in VEGF output and a rich network of cord-like
structures of endothelial cells, similar to that obtained after
exposure to PGE-2. PGE-2 showed a surprising ability
to reverse the up-regulation of miR-15a and miR-186 in
mPGES-1-/- cells, which indicates that the effect occurred
up-stream of the miRNA system. MiR-186 decreased in
response to PGE-2 in a time dependent manner, while
miR-15a showed a more complex kinetic, which might
be associated with the complexity of the system or the
technical issue [21]. Collectively, this study provides
clear evidence that the oncogenic drive of prostate cancer
cells is closely regulated by the expression of miRNAs
which act by restraining the output of angiocrine factors
from tumor cells. mPGES-1 plays a pivotal role in miRNA
expression, as it decreases Dicer expression.
However, controversies on the role of Dicer in tumor
growth have emerged since in prostate adenocarcinoma,
increase and decrease of Dicer expression have both been
reported [22, 23]. Nonetheless, suppressing Dicer activity
in prostate cancer cells has been shown to reduce growth,
but to lead to a more invasive phenotype [24]. Another
caveat concerns the observed magnitude of mPGES-1
effect in tumor xenografts on VEGF/HIF-1α up-regulation
and tumor growth, suggesting that other miRNAs than
miR-15a and -186, downstream to Dicer inhibition, and
www.impactjournals.com/oncotarget

other target than VEGF, might be involved [25–28]. In
addition, as previously described for miR-15a, deregulated
miRNAs might also affect stroma cell functions supporting
tumor progression and angiogenesis [29, 30]. Reduced
expression of miR-15a has been reported to be associated
with anti-apoptotic, proliferative, invasive and angiogenic
properties of cancer cells [31–33]. Other experiments
comparing mPGES-1+/+ with mPGES-1-/- cells helped
to define the aggressive traits imparted to tumors by
mPGES-1. In fact, when mPGES-1+/+ were co-incubated
with HUVEC (Matrigel assay) we observed enhanced
output of VEGF and abundant cord-like sprouting that
specifically regressed with bevacizumab, a VEGFneutralizing antibody. Moreover, when these cells were
implanted in nude mice we detected enhanced VEGF
and HIF-1α expression, accompanied by significantly
enhanced tumor growth and vessel density compared to
mPGES-1-/- cells. An important experiment performed
on mPGES-1+/+ mouse xenograft models clearly
showed that sub-chronic treatment with miR-186 mimic
significantly reduced tumor growth, angiogenesis and
VEGF expression [34, 35, 36]. Thus, it appears that tumorintrinsic mPGES-1 promotes VEGF expression and new
vessel formation. an harbinger of dissemination favoring
tumor expansion [19]. The involvement of mPGES-1 in
prostate cancer progression is in line with observations in
other tumors and underscores the role of an inflammatory
milieu in the development of malignancies [5, 18, 20,
37–39]. Other evidence documents the role of miR-15a
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and miR-186 as pro-oncogenic molecules [25, 26], as
clinical studies have observed that reduced expression of
these miRNAs is associated with poor clinical prognosis in
prostate cancer, and other tumors [25, 27, 28].
The translational relevance of these results is
indicated by observations on human prostate cancer
specimens from a small set of patients undergoing radical
prostatectomy. The patients were assigned to organconfined and advanced prostate cancer groups on the
basis of PSA level, tumor stage and Gleason score. Given
the small number of samples no statistical analysis was
performed. Nonetheless, we recorded higher expression of
mPGES-1, VEGF and HIF-1α together with lower Dicer
expression in the advanced group (AC) contrasting with
low expression of all parameters in the organ-confined
(OC) group. Sharper differences in vessel density were
also recorded, with the advanced group showing nearly
three times the vessel density of the OC group. Moreover,
high levels of miR-15a and -186 were more frequently
expressed in organ-confined than in advanced tumor
samples, demonstrating a direct association between the
two miRNAs and VEGF expression.
In conclusion, the results demonstrate that high
PGE-2 levels reduce Dicer expression and consequently
miRNA biogenesis in prostate cancer cells. PGE-2mediated downregulation of miR-15a and miR-186 is
specifically related to VEGF production and angiogenesis.
Considering the influence of miR-15a and miR-186 on
angiogenesis and VEGF output in prostate cancer cells,
we suggest that these miRs could be potential candidates
for attenuating the aggressive traits of prostate cancer.
This alternative approach might overcome the chemoresistance often encountered with drugs targeting VEGF
and/or VEGF receptors.

CATCTTGATGACCAGCAGCTTTTTG-3′, the sequence
of plasmid inserted in DU145 cells clone 2 is:
5′-CCGGGCTCTGCAGATCCTCTGGGAACTCGAGTT
CCCAGAGGATCTGCAGAGCTTTTTG-3′. To generate
mPGES-1 knockdown (-/-) cells, 1 × 106 HEK293 cells
(Life Technologies) were transfected with 2.25 μg of
PAX2 packaging plasmid (Addgene, Camb ridge, MA,
USA), 0.75 μg of PMD2G envelope plasmid (Addgene),
and 3 μg of pLKO.1 (Addgene) hairpin vector utilizing
12 μl of Lipofectamine 2000 on 10 cm plates. Polyclonal
populations of transduced cells were generated by
infection with 1 MOI (multiplicity of infectious units) of
lentiviral particles. At 3 days post infection, cells were
selected with 20 μg/ml neomycin/kanamycin (Sigma
Aldrich) for 1 week.
Compared to DU145 wild type (WT), transfection of
cells with the scrambled non-target shRNA (mPGES-1+/+,
detail in Supplementary data) did not affect mPGES-1/
PGE-2 and VEGF expression/production (Supplementary
Figure S8B–S8D). Further, differences in the mPGES-1/
PGE-2 expression/secretion did not affect the in vitro
proliferation rate of these two cell lines (Abs 0.98 ± 0.07
and 0.91 ± 0.1 for DU145 mPGES-1+/+ and mPGES-1-/cells, respectively, measured by MTT assay).
PC3 wild type (WT, passages 8-20, ATCC®
CRL-1435™, certified by STRA) prostate cancer cells
were from ATCC, Milan, Italy. Cells were grown in
RPMI 1640 (Sigma Aldrich, St. Louis, MO, USA)
supplemented with 10% FBS. Gene silencing of
mPGES-1 in PC3 cells by CRISPR/Cas9 technology
is reported below (Supplementary Figure S8E). In this
cell model, mPGES-1 expression slightly increases the
in vitro proliferation rate: (0.93 ± 0.08 and 0.65 ± 0.3
for PC3 mPGES-1+/+ and mPGES-1-/- cells, respectively,
measured by MTT assay). Compared to PC3 wild type
(WT), transfection of cells with control CRISPR/Cas9
vector (mPGES-1-+/+) did not affect mPGES-1/PGE-2 and
VEGF expression/production or in vitro proliferation rate
(Supplementary Figure S8F–S8H; Abs 0.77 ± 0.03 and
0.82 ± 0.08 for PC-3 mPGES-1+/+ and mPGES-1-/- cells,
respectively).
DU145 and PC3 WT prostate cancer cell lines were
immediately expanded after delivery (up to 6 × 107 cells)
and frozen down (1 × 106/vial) such that both cell lines
could be restarted after a maximum of 10 passages every
3 months from a frozen vial of the same batch of cells.
Control of mycoplasma was done from a frozen vial.
Human umbilical vein endothelial cells (HUVEC,
passages 3–10) were from Lonza, Milan, Italy (C2519A,
certified for expression of CD31/105, von WFVIII, and
positivity for acetylated low density lipoprotein uptake).
Cells were grown in endothelial growth medium (EGM-2)
(Clonetics, Milan, Italy) supplemented with 10% FBS. All
cells remained in culture for less than 6 months.

MATERIALS AND METHODS
Cell culture
DU145 wild type (WT, passages 5–20, ATCC®
HTB-81™, certified by STRA, LGC Standards S.r.l., Sesto
San Giovanni, Milan, Italy) is a prostate cancer cell line
with high constitutive expression of mPGES-1 [5]. DU145
mPGES-1 knockdown (mPGES-1-/-, passages 8–20) and
control cells, transfected with scrambled non-target
shRNA (mPGES-1+/+, passages 8–20) cells were obtained
and cultured as described [5].
Three different mPGES-1- knockdown clones have
been used Lenti vector plasmids for mPGES-1 and control
were obtained from Sigma Aldrich (Supplementary Figure
S8A). All the plasmids were sequence verified. The
sequence of plasmid inserted in DU145 cells clone 1 is:
5′-CCGGGCTGCTGGTCATCAAGATGTACTCGAGTA
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Knockout of PTGES1 gene by CRISPR/Cas9mediated genome editing

VEGF immuno-assays
VEGF was determined in supernatant using a
Quantikine kit (R&D System, Milan, Italy). 3 × 104 cells
were exposed to 10% FBS or to PGE-2 (1 μM) for 48 h or
siRNA-transfected for Dicer or transfected with mimics
for miR-15a, miR-186, miR-103 or with miRNA inhibitors
for miR-15a and miR-186. The conditioned media were
collected, diluted in the standard diluents, and assayed as
indicated in manufacturer’s instructions.

PC3 cells were transfected with 1.5 μg RNA
CRISPR plasmids (Santa Cruz, Santa Cruz, CA, USA)
using Lipofectamine 2000 (Life Technologies, Carlsbad,
CA, USA) according to the manufacturer›s instructions.
Beginning the day after transfection, these cells were
treated with 1 μg/ml of puromycin. Surviving cells were
reseeded at 1 cell per well in a 96-well plate. Expression
of mPGES-1 in expanded colonies was detected by
immunoblotting to select the mPGES-1-depleted colonies.
Three different mPGES-1-depleted clones have been used.

QPCR
Total RNA was obtained using an RNA mini kit
(Qiagen, Inc., Milan, Italy). RNA (0.5 µg) was reverse
transcribed using a RT-PCR kit (Applied Biosystems,
Foster City, USA). Used as an internal control, GAPDH
was assessed using premixed reagents from Applied
Biosystems. VEGF mRNA detection was measured
using the optimized TaqMan assay-on-demand (Applied
Biosystems) and GAPDH detection was performed
using TaqMan Universal PCR Master Mix (Applied
Biosystems). The results were expressed as fold increase
-ΔCt
. miRNA expression was measured by QPCR according
to the manufacturer’s instructions (miScript Primer Assay,
Qiagen) and the results are expressed as multiples of
increase or 2^-ΔCt. The mature miRNA sequences used are
listed in Supplementary Table S2.

Reagents
Reagents were as follows: PGE-2 (Sigma Aldrich);
Lipofectamine 2000 (Life technologies); MF63 (AbMole
Biosciences, Colleretto Giacosa, TO, Italy); DY554
phalloidin (Thermo Fisher Scientific, Waltham, MA,
USA), puromycin (Gibco, Thermo Fisher Scientific).

Immunoblot analysis
Total protein lysates were obtained as previously
described [18]. The following antibodies were used:
VEGF (Merck Millipore, Darmstadt, Germania), Dicer
(Abcam, Cambridge), Drosha (Cell Signalling, Danvers,
MA, USA) all 1:1000, mPGES-1 (1:200, Cayman
chemicals, Ann Arbor, Mi, USA) or HIF-1α (1:300, BDTransduction Laboratories, Milan, Italy).

Assay of luciferase activity
3′UTR of VEGF-A construct and pMir-Target
Vector were obtained from Origene (Rockville, MD;USA)
and used according to the manufacturer’s instructions
protocol Cells were harvested 48 h after co-transfection
of miRNA mimics with reporter vector and assayed with
Dual Luciferase Assay (Promega, Milan, Italy) according
to the manufacturer’s instructions protocol.

Nuclear/cytoplasm translocation
To assess translocation of Dicer, Drosha, cJUN and
cFOS from cytosol to nucleus, 8 × 105 cells were plated
in 10 cm diameter dishes, maintained in 10% FBS for
18 h and then scraped, homogenized on ice in a lysis
buffer containing (in mM) 10 HEPES, 1 DTT, 10 KCl,
50 NaF, 0.1 EDTA, 0.1 EGTA, 1 Na3VO4, 0.5 PMSF and
0.1 NP-40 at 4°C, and centrifuged at 1000 g for 10 min
to separate the nuclei. The supernatant was centrifuged
at 13,200 g for 5 min to yield the cytosolic fraction. The
nuclear fraction was lysed in buffer containing (in mM)
20 HEPES, 1 EDTA, 1 EGTA and 0.5 PMSF and analysed
for cFOS (Merck Millipore), Dicer (Abcam), Drosha
and cJUN (Cell Signaling), all 1:1000. Western blot was
performed as described [18]. Images were digitized with
the program CHEMI DOC Quantity One, blots were
analyzed in triplicate by densitometry using NIH Image
1.60B5 software, and the results in arbitrary densitometric
units (A.D.U.) were normalized for β-actin, β-tubulin or
lamin (Sigma Aldrich).
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In vitro endothelial cell sprouting
Tube formation assay was assessed as described
[40]. For detail see supplementary data.

siRNA/miRNA transfection
The
siRNAs
sequences:
human
cJUN
(5`-AAGAACGTGACAGATGAGCAG-3′) and human
cFOS (5′- AACCTGCTGAAGGAGAAGGAA-3′), were
from Qiagen. The day before transfection, cells were
trypsinized, and 2 × 105 cells were seeded in 6-well plates.
Transient transfection of siRNA was carried out using
Lipofectamine 2000 (Life Technologies) according to the
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manufacturer’s instructions. Cells were assayed 48 h after
transfection.
The miRNA mimics and inhibitors for miR103, miR-186 and miR-15a were from Qiagen and
transfection was performed with Lipofectamine 2000 (Life
Technologies) following the manufacturer’s protocol.
Oligonucleotides were used at a final concentration of
50 nM in antibiotic-free opti-modified Eagle’s medium
(Life Technologies). miRNA levels were validated by
QPCR. Conditioned media and cell extracts were prepared
for analysis 48 h after transfection.
Expression of 88 mature human miRNAs in DU145
cells was profiled using QPCR (miFinder, Sabiosciences,
Qiagen). Gene expression data was normalized to SNORD
44, SNORD 47 and SNORD 48. RNU6-2, miRTC and
PPC were controls for the array. Relative expression was
determined for each of the 88 miRNAs using the formula
2^-ΔCt.
To assess differential miRNA expression in
scrambled, Dicer siRNA-transfected DU145 mPGES-1-/cells, we isolated total RNA using miRNeasy Mini
kit (Qiagen). miRNA expression was measured by
QPCR according to the manufacturer’s instructions
(miScript Primer Assay, Qiagen). Gene expression
data was normalized to SNORD 48. The mature
miRNA sequences used are listed in Supplementary
Table S2. miRNA mimics and inhibitors target the
following mature miRNA sequences: for miR-186-5p
(5′-CAAAGAAUUCUCCUUUUGGGCU-3′), for miR15a-5p (5′-UAGCAGCACAUAAUGGUUUGUG-3′)
and for miR-103-3p (5′-AGCAGCAUUGUACAGGGCU
AUGA-3′).

Ministry, d.m. n° (215/2011-B). Samples were obtained as
previously described [18]. Details are in supplementary data.

Human PCa specimen analysis
Radical prostatectomy specimens were collected
from the University Hospital of Florence after written
informed consent to perform this analysis was obtained
from all patients. The hematoxylin-eosin stained sections
were reviewed to confirm the diagnosis. Twenty-five
carcinomas were limited to the prostate (OC, pT2) and were
moderately differentiated (Gleason score = 6), whereas
27 cases were non-organ-confined (locally advanced
PCa, AC, pT3/pT4) with a high Gleason score (≥ 7).
Patients’ median age was 69 years (range 41–80 years).
Representative formalin-fixed, paraffin-embedded
tumor tissue blocks were selected and 4-µm sections
for each lesion were prepared for immunohistochemical
analysis. Antigen retrieval was performed for 20 min
in citrate buffer (pH 6.6) in a microwave at 500 W for
VEGF, mPGES-1, HIF-1α and Dicer, and for 30 min
in TRIS buffer (pH 9) in a microwave at 500 W for
CD31. The sections were then allowed to cool down to
room temperature for 20 minutes. After inactivating
endogenous peroxidase activity and blocking crossreactivity with 3% BSA, the slides were incubated at 4°C
for 18 h with a dilute solution of mPGES-1 (1:50, Thermo
Scientific), VEGF (1:100, Merck Millipore), CD31 (1:50,
Dako, Cernusco sul Naviglio, MI, Italy), Dicer (1:100,
Santa Cruz, Santa Cruz, CA, USA) and HIF-1α (1:100,
Thermo Scientific). Location of primary antibodies was
achieved by subsequent application of biotin-conjugated
anti-primary antibody, streptavidin-peroxidase and
diaminobenzidine (Sigma Aldrich). The staining was
developed using a commercial immunoperoxidase staining
kit following the manufacturer’s instructions (biotinstreptavidin complex method, Merck Millipore). The
slides were counterstained with hematoxylin.
Immunohistochemical staining was interpreted by
two experienced pathologists without knowledge of the
clinical data associated with each specimen. An H-score
was calculated by using intensity (score of 3: strongly
staining; score of 2: moderately staining; score of 1:
weakly staining; score of 0: no staining) × percentage
of tumor tissue stained (score of 1: 0–25%; score of 2:
26–50%, score of 3: 51–75%; score of 4: 76–100%) for
each case.

miRNA expression analysis
For determination of global baseline miRNA
expression, total RNA was isolated from tumor cells using
miRNeasy Mini kit (Qiagen).

Chromatin immunoprecipitation assay
Chromatin immunoprecipitation assays were
performed as previously described [41]. Experimental
details are reported in supplementary data.

Tumor xenograft
Experiments have been performed in accordance
with the EEC guidelines for animal care and welfare
(EEC Law No. 86/609) and National Ethical Committee.
As recommended by EEC guidelines and Italian National
laws for animal experimentation, to investigate the role of
miR-15a and miR-186 mimics and inhibitors on VEGF
expression and growth of DU145 and PC3 xenografts, we
minimized the number of animals focusing on miR-186
mimic. The experiments were approved from Italian Health
www.impactjournals.com/oncotarget

Purification of total RNA, including miRNA,
from FFPE tissue sections
Formalin-fixed, paraffin-embedded sections (10 μm
thick) of human prostate cancer were deparaffinized
with deparaffinization solution (Qiagen) and purified
with a miRNeasy FFPE kit (Qiagen) according to the
manufacturer′s instructions.
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Immunohistological analysis

6. George DJ, Halabi S, Shepard TF, Vogelzang NJ, Hayes DF,
Small EJ, Kantoff PW. Prognostic significance of plasma
vascular endothelial growth factor levels in patients with
hormone-refractory prostate cancer treated on Cancer and
Leukemia Group B 9480. Clin Cancer Res. 2001; 7:1932–1936.

Immunohistological analysis was performed
as previously described [18]. Experimental details of
immunohistological staining of tumor tissues are reported
in supplementary data.

7. Hanaka H, Pawelzik SC, Johnsen JI, Rakonjac M,
Terawaki K, Rasmuson A, Sveinbjörnsson B,
Schumacher MC, Hamberg M, Samuelsson B,
Jakobsson PJ, Kogner P, et al. Microsomal prostaglandin
E synthase 1 determines tumor growth in vivo of prostate
and lung cancer cells. Proc Natl Acad Sci USA. 2009;
106:18757–18762.

Statistical analysis
Results are expressed as means ± SD. Statistical
analysis was carried out using using Student t test when
appropriate and Bonferroni test (GraphPad) for multiple
comparison. P < 0.05 was considered statistically
significant.

8. Buchanan FG, Wang D, Bargiacchi F, DuBois RN.
Prostaglandin E2 regulates cell migration via the
intracellular activation of the epidermal growth factor
receptor. J Biol Chem. 2003; 278:35451–35417.

ACKNOWLEDGMENTS

9. Donnini S, Finetti F, Solito R, Terzuoli E, Sacchetti A,
Morbidelli L, Patrignani P, Ziche M. EP2 prostanoid
receptor promotes squamous cell carcinoma growth through
epidermal growth factor receptor transactivation and iNOS
and ERK1/2 pathways. FASEB J. 2007; 21:2418–2430.

We thank Dr. Laura Poliseno for scientific support
and Dr. Raffaella Santi for immunohistochemical analysis
of human tumor samples.

CONFLICTS OF INTEREST

10. Pai R, Soreghan B, Szabo IL, Pavelka M, Baatar D,
Tarnawski AS. Prostaglandin E2 transactivates EGF
receptor: a novel mechanism for promoting colon cancer
growth and gastrointestinal hypertrophy. Nat Med. 2002;
8:289–293.

The authors declare that they have no conflicts of
interest.

GRANT SUPPORT

11. Buchanan FG, DuBois RN. Connecting COX-2 and Wnt in
cancer. Cancer Cell. 2006; 9:6–8.

This work was funded by Associazione Italiana
sul Cancro (IG10731) (MZ). E.T. is a fellow of the
Fondazione Italiana per la Ricerca sul cancro (FIRC)
AIRC (IG15443) (MZ).

12. Liu XH, Kirschenbaum A, Weinstein BM, Zaidi M, Yao S,
Levine AC. Prostaglandin E2 modulates components of the
Wnt signaling system in bone and prostate cancer cells.
Biochem Biophys Res Commun. 2010; 394:715–720.
13. Wang D, Mann JR, DuBois RN. WNT and
cyclooxygenase-2 cross-talk accelerates adenoma growth.
Cell Cycle. 2004; 3:1512–1515.

REFERENCES
1.

Carmeliet P, Jain RK. Molecular mechanisms and clinical
applications of angiogenesis. Nature. 2011; 473:298–307.

2.

Jain S, Chakraborty G, Raja R, Kale S, Kundu GC.
Prostaglandin E2 regulates tumor angiogenesis in prostate
cancer. Cancer Res. 2008; 68:7750–7759.

3.

Borgström P, Bourdon MA, Hillan KJ, Sriramarao P, Ferrara N.
Neutralizing anti-vascular endothelial growth factor antibody
completely inhibits angiogenesis and growth of human prostate
carcinoma micro tumors in vivo. Prostate. 1998; 35:1–10.

4.

Irshad S, Bansal M, Castillo-Martin M, Zheng T, Aytes A,
Wenske S, Le Magnen C, Guarnieri P, Sumazin P,
Benson MC, Shen MM, Califano A, et al. A molecular
signature predictive of indolent prostate cancer. Sci Transl
Med. 2013; 5:202.

5.

Di Lorenzo G, Figg WD, Fossa SD, Mirone V, Autorino R,
Longo N, Imbimbo C, Perdonà S, Giordano A, Giuliano M,
Labianca R, De Placido S. Combination of bevacizumab and
docetaxel in docetaxel-pretreated hormone-refractory prostate
cancer: a phase 2 study. Eur Urol. 2008; 54:1089–1094.

www.impactjournals.com/oncotarget

14. Fang YX, Gao WQ. Roles of microRNAs during prostatic
tumorigenesis and tumor progression. Oncogene. 2014;
33:135–147.
15. Jain RK. Normalization of tumor vasculature: an emerging
concept in antiangiogenic therapy. Science. 2005; 307:58–62.
16. Kuehbacher A, Urbich C, Zeiher AM, Dimmeler S. Role of
Dicer and Drosha for endothelial microRNA expression and
angiogenesis. Circ Res. 2007; 101:59–68.
17. Suárez Y, Fernández-Hernando C, Yu J, Gerber SA,
Harrison KD, Pober JS, Iruela-Arispe ML,
Merkenschlager M, Sessa WC. Dicer-dependent endothelial
microRNAs are necessary for postnatal angiogenesis. Proc
Natl Acad Sci USA. 2008; 105:14082–14087.
18. Terzuoli E, Donnini S, Giachetti A, Iñiguez MA, Fresno M,
Melillo G, Ziche M. Inhibition of hypoxia inducible factor1alpha by dihydroxyphenylethanol, a product from olive
oil, blocks microsomal prostaglandin-E synthase-1/vascular
endothelial growth factor expression and reduces tumor
angiogenesis. Clin Cancer Res. 2010; 16:4207–4216.
44363

Oncotarget

19. Gupta GP, Nguyen DX, Chiang AC, Bos PD, Kim JY,
Nadal C, Gomis RR, Manova-Todorova K, Massagué J.
Mediators of vascular remodelling co-opted for sequential
steps in lung metastasis. Nature. 2007; 446:765–770.

31. Bandi N, Vassella E. miR-34a and miR-15a/16 are coregulated in non-small-cell lung cancer and control cell
cycle progression in a synergistic and Rb-dependent
manner. Mol Cancer. 2011; 10:55.

20. Finetti F, Terzuoli E, Giachetti A, Santi R, Villari D,
Hanaka H, Radmark O, Ziche M, Donnini S. mPGES-1 in
prostate cancer controls stemness and amplifies epidermal
growth factor receptor-driven oncogenicity. Endocr Relat
Cancer. 2015; 22:665–678.

32. Cittelly DM, Das PM, Salvo VA, Fonseca JP, Burow ME,
Jones FE. Oncogenic HER2{Delta}16 suppresses miR-15a/16
and deregulates BCL-2 to promote endocrine resistance of
breast tumors. Carcinogenesis. 2010; 31:2049–2057.

21. Davis BN, Hata A. Regulation of MicroRNA Biogenesis:
A miRiad of mechanisms. Cell Commun Signal. 2009;
10:7:18.

33. Sun CY, She XM, Qin Y, Chu ZB, Chen L, Ai LS, Zhang L,
Hu Y. miR-15a and miR-16 affect the angiogenesis of
multiple myeloma by targeting VEGF. Carcinogenesis.
2013; 34:426–435.

22. Taylor BS, Schultz N, Hieronymus H, Gopalan A, Xiao Y,
Carver BS, Arora VK, Kaushik P, Cerami E, Reva B,
Antipin Y, Mitsiades N, et al. Integrative genomic profiling
of human prostate cancer. Cancer Cell. 2010; 18:11–22.

34. Cai J, Wu J, Zhang H, Fang L, Huang Y, Yang Y, Zhu X,
Li R, Li M. miR-186 downregulation correlates with poor
survival in lung adenocarcinoma, where it interferes with
cell-cycle regulation. Cancer Res. 2013; 73:756–766.

23. Ozen M, Creighton CJ, Ozdemir M, Ittmann M. Widespread
deregulation of microRNA expression in human prostate
cancer. Oncogene. 2008; 27:1788–1793.

35. Yao K, He L, Gan Y, Zeng Q, Dai Y, Tan J. MiR-186
suppresses the growth and metastasis of bladder cancer by
targeting NSBP1. Diagn Pathol. 2015; 20:10:146.

24. Chiosea S, Jelezcova E, Chandran U, Luo J, Mantha G,
Sobol RW, Dacic S. Overexpression of Dicer in precursor
lesions of lung adenocarcinoma. Cancer Res. 2007; 67:
2345–2350.

36. Cui G, Cui M, Li Y, Liang Y, Li W, Guo H, Zhao S. MiR186 targets ROCK1 to suppress the growth and metastasis
of NSCLC cells. Tumour Biol. 2014; 35:8933–8937.
37. Sasaki Y, Kamei D, Ishikawa Y, Ishii T, Uematsu S,
Akira S, Murakami M, Hara S. Microsomal prostaglandin
E synthase-1 is involved in multiple steps of colon
carcinogenesis. Oncogene. 2012; 31:2943–2952.

25. Liu S, An J, Lin J, Liu Y, Bao L, Zhang W, Zhao JJ. Single
nucleotide polymorphisms of microRNA processing
machinery genes and outcome of hepatocellular carcinoma.
PLoS One. 2014; 9:e92791.
26. Zhu X, Shen H, Yin X, Long L, Xie C, Liu Y, Hui L, Lin X,
Fang Y, Cao Y, Xu Y, Li M, et al. miR-186 regulation
of Twist1 and ovarian cancer sensitivity to cisplatin.
Oncogene. 2016; 35:323–332.

38. Kamei D, Murakami M, Sasaki Y, Nakatani Y, Majima M,
Ishikawa Y, Ishii T, Uematsu S, Akira S, Hara S, Kudo I.
Microsomal prostaglandin E synthase-1 in both cancer
cells and hosts contributes to tumour growth, invasion and
metastasis. Biochem J. 2009; 425:361.

27. Jackstadt R, Hermeking H. MicroRNAs as regulators and
mediators of c-MYC function. Biochim Biophys Acta.
2015; 1849:544–553. ++

39. Mehrotra S, Morimiya A, Agarwal B, Konger R, Badve S.
Microsomal prostaglandin E2 synthase-1 in breast cancer:
a potential target for therapy. J Pathol. 2006; 20:356–363.

28. Cai J, Wu J, Zhang H, Fang L, Huang Y, Yang Y, Zhu X,
Li R, Li M. miR-186 downregulation correlates with poor
survival: in lung adenocarcinoma, where it interferes with
cell-cycle regulation. Cancer Res. 2013; 73:756–766.

40. Finetti F, Terzuoli E, Bocci E, Coletta I, Polenzani L,
Mangano G, Alisi MA, Cazzolla N, Giachetti A, Ziche M,
Donnini S. Pharmacological inhibition of microsomal
prostaglandin E synthase-1 suppresses epidermal growth
factor receptor-mediated tumor growth and angiogenesis.
PLoS One. 2012; 7:e40576.

29. Bonci D, Coppola V, Musumeci M, Addario A,
Giuffrida R, Memeo L, D’Urso L, Pagliuca A,
Biffoni M, Labbaye C, Bartucci M, Muto G, et al. The
miR-15a-miR-16-1 cluster controls prostate cancer by
targeting multiple oncogenic activities. Nat Med. 2008;
14:1271–1277.

41. Donnini S, Finetti F, Terzuoli E, Giachetti A, Iñiguez MA,
Hanaka H, Fresno M, Rådmark O, Ziche M. EGFR
signaling upregulates expression of microsomal
prostaglandin E synthase-1 in cancer cells leading to
enhanced tumorigenicity. Oncogene. 2012; 31:3457–3466.

30. Musumeci M, Coppola V, Addario A, Patrizii M, MaugeriSaccà M, Memeo L, Colarossi C, Francescangeli F,
Biffoni M, Collura D, Giacobbe A, D’Urso L, et al. Control
of tumor and microenvironment cross-talk by miR-15a and
miR-16 in prostate cancer. Oncogene. 2011; 30:4231–4242.

www.impactjournals.com/oncotarget

44364

Oncotarget

