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Abstract

Inflammation is a common condition of prostate tissue, whose
impact on carcinogenesis is highly debated. Microbial colonization
is a well-documented cause of a small percentage of prostatitis
cases, but it remains unclear what underlies the majority of sterile
inflammation reported. Here, androgen- independent fluctuations
of PSA expression in prostate cells have lead us to identify a pro-
minent function of the Transient Receptor Potential Cation Channel
Subfamily M Member 8 (TRPM8) gene in sterile inflammation.
Prostate cells secret TRPM8 RNA into extracellular vesicles (EVs),
which primes TLR3/NF-kB-mediated inflammatory signaling after
EV endocytosis by epithelial cancer cells. Furthermore, prostate
cancer xenografts expressing a translation-defective form of
TRPM8 RNA contain less collagen type I in the extracellular matrix,
significantly more infiltrating NK cells, and larger necrotic areas as
compared to control xenografts. These findings imply sustained,
androgen-independent expression of TRPM8 constitutes as a pro-
moter of anticancer innate immunity, which may constitute a
clinically relevant condition affecting prostate cancer prognosis.
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Introduction

The term inflammation describes a condition where eukaryotic cells
react to a wide range of dangerous stimuli by releasing specific
molecular signals aimed at activating the immune response. The
presence of pathogens is the main cause of an inflammatory state.
Epithelial cells, fibroblasts, and immune cells express proteins
collectively defined Pattern Recognition Receptors (PRRs) with the
precise function of intercepting microbic molecules (DNA, RNA,
proteins, lipids; pathogen-associated molecular patterns, PAMPs)
both inside and outside the cell. Well characterized PRRs are the
Toll-like receptors (TLRs), cytoplasmic NOD-like receptors
(NLRs), intracellular retinoic acid-inducible gene I-like receptors
(RLRs), transmembrane C-type lectin receptors (CLRs), absent in
melanoma 2-like receptors (AIM2s) and cGAS/STING. Once
engaged, PRRs activate a signal cascade reaching effector proteins
such as STATs and NF-kB whose primary goal is to induce the
transcription of pro-inflammatory cytokines and chemokines that
are then secreted by the cell (Cao, 2016; Li and Wu, 2021).
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A second type of inflammation is the so-called sterile inflammation.
In this case, the triggers are molecules released by dying cells due to
trauma, ischemia, tissue aging, or by cancer cells (damage-
associated molecular patterns, DAMPs). Both types of inflamma-
tion are characterized by the activation of multiple PRRs at the very
same time due to the concomitance of different PAMPs or DAMPs
that channel a large volume of downstream signals to the effector
proteins. As an integral part of innate and adaptive immunity, the
acute inflammatory response is a crucial safeguard mechanism,
regardless of the underlying trigger (Chen and Nuñez, 2010).

Much more controversial are the origins of chronic inflammation
and the consequences of this condition on tissues and organs health and
function. Cirrhosis and Inflammatory Bowel Disease are classical
examples of chronic inflammatory disorders with proven causal roles in
liver and colorectal tumorigenesis, respectively (Axelrad et al, 2016;
Keller et al, 2019; Pinter et al, 2016). This link is much more subtle for
other tissues due to a growing body of conflicting clinical and preclinical
evidence. Prostatitis, benign prostatic hyperplasia (BPH) and prostate
cancer (PCa) are common diseases associated with aging in men (Ørsted
and Bojesen, 2013). Inflammation is a typical condition across the
spectrum of prostate pathologies and one of the most debated topics in
prostate disease. Considered a major player in BPH and prostate
carcinogenesis according to pre-clinical models (de Bono et al, 2020),
clinical studies associate chronic inflammation of the prostate gland with
a lower tumor grade and a better prognosis compared to malignancies
developed in noninflamed organ (Naha et al, 2021; Zhang et al, 2019).
Infections are responsible for only 10% of cases, while obesity, diet and
tobacco smoking are all factors commonly indicated as possible causes
of chronic inflammation. Overall, the origin of sterile inflammatory
states in tissues and organs is very often elusive, and the underlying
molecular mechanisms are still controversial (Ørsted and Bojesen,
2013). Stratifying the different types of inflammation based onmolecular
drivers, sensors, effectors and magnitude of response can help untangle
ambiguities about the effect the inflammatory process may cause in the
specific context under examination.

Here, we demonstrate that the RNA of Transient Receptor
Potential Cation Channel Subfamily M Member 8 (TRPM8), a gene
highly expressed in the prostate epithelium, triggers a sterile
inflammatory condition in both normal and tumoral prostate cells
via Toll-like receptor 3 (TLR3). In vitro, sterile inflammation
promotes the AR-independent expression of KLK3 gene coding for
PSA but leaves cell proliferation and survival unaffected. In vivo,
when transplanted in BALB/c nude mice, LNCaP prostate cancer
cells experiencing TRPM8 RNA-induced sterile inflammation form
tumors characterized by low collagen I deposition, high numbers of
infiltrating Natural Killer (NK) cells, and widespread necrosis.

This study deciphers a novel molecular mechanism of aseptic
inflammation in the prostate epithelium caused by the interaction of
TRPM8 RNA with TLR3, which exerts a tumor-suppressive role in the
prostate by promoting the safeguarding activity of innate immunity.

Results

TRPM8 regulates PSA levels in prostate cells regardless
of the androgen pathway

TRPM8 encodes for a 128 kDa cation channel. Based on previous
literature and our recent work, TRPM8 expression characterizes the

luminal compartment of the prostate epithelium in mammals,
showing different levels of correlation with the expression of
classical androgen target genes such as TMPRSS2, KLK2, NKX3.1,
and KLK3 both in normal tissue and in hormone naive prostate
cancer (PCa) (Alaimo et al, 2020; Genovesi et al, 2022; Lunardi
et al, 2021). Moreover, androgens and PSA have been proposed as
endogenous agonists of the channel (Asuthkar et al, 2015; Gkika
et al, 2010), thus suggesting a possible operative network linking
TRPM8 function to AR activity.

In LNCaP hormone-sensitive metastatic prostate cancer cells
genetically modified to express different amounts of TRPM8
(Alaimo et al, 2020), TRPM8 expression paralleled KLK3 (PSA)
expression at both RNA and protein levels, while leaving
unchanged other canonical AR transcriptional targets, such as
KLK2, NKX3.1 and TMPRSS2 (Figs. 1A and EV1A). Transient
knock-down of TRPM8 (Fig. 1B,C) and the correlation between
TRPM8 and KLK3 gene expression in human samples from the
TCGA database (Fig. EV1B) strengthened this finding. Unexpect-
edly, the results were recapitulated even under complete androgen
blockade (Fig. 1D). To further explore the connection between
TRPM8 and KLK3 genes, we expanded our analysis on the
immortalized prostate cell line RWPE-1, which is characterized
by a very low activity of the androgen pathway and undetectable
PSA protein. RWPE-1 cells stably expressing exogenous TRPM8
RNA (Alaimo et al, 2020) showed a significant increase of KLK3
mRNA and PSA levels (Figs. 1E–G and EV1C,D), which was
unaffected by complete androgen blockade (Fig. EV1E). Along with
the evidence of an AR-independent mechanism, the PSA amount in
both LNCaP and RWPE-1 cells was not influenced by gating
TRPM8 channel with its potent agonist WS-12 or antagonist
AMBT (Fig. 1H,I), suggesting that channel activity is not involved
in the observed effects associated with TRPM8 overexpression.

Extracellular vesicles secreted TRPM8 RNA induces Toll-
like receptor 3 (TLR3) signaling

In recent years, a growing amount of works has changed the field of
biology describing a plethora of molecular functions played by long
non-coding RNAs (Mattick et al, 2023). To untangle possible
translational-independent functions of TRPM8 RNA that could
help explain the correlation between KLK3 mRNA and PSA levels,
we mutagenized the TRPM8 cDNA to replace methionine +1 and
+10 to leucine (Fig. 2A). TRPM8 mutant transcript (MM) was
stable (Figs. 2B and EV2A), roughly 50 times more abundant than
endogenous TRPM8 RNA (Fig. 2C), but unable to encode for the
protein in both LNCaP and RWPE-1 TRPM8 knock-out (CAS) cell
lines and in PC3 cells (Fig. EV2B,C). Nevertheless, TRPM8 MM
RNA expression raised KLK3 RNA level (Fig. 2D and EV2D,E) and
PSA amount (Fig. 2E,F) in both cell lines.

Interestingly, NF-kB has been demonstrated to promote AR-
independent KLK3 gene transcription in prostate cells (Chen and
Sawyers, 2002). Cell fractionation showed an increase in the
amount of NF-kB p65 in the nucleus of LNCaP cells expressing
endogenous levels of TRPM8 RNA (LNCaP WT) compared with
LNCaP cells in which TRPM8 expression was eliminated (LNCaP
CAS) (Figs. 2G and EV2F). In contrast, NF-kB p65 localized
exclusively in the cytosol of RWPE-1 WT and RWPE-1 CAS cells,
consistent with the very low amount of TRPM8 RNA in these cells
(Fig. 2H). NF-kB p65 mainly localized in the nucleus of RWPE-1
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and LNCaP prostate cells when the coding (M8) or noncoding
(MM) transcript of TRPM8 was exogenously expressed in these
cells (Figs. 2G–I and EV2F), along with the canonical NF-kB and
IRF3 targeted genes that were markedly induced (Fig. EV2G,H).
Notably, the morphology, proliferation and survival rates, and
migratory and invasive capabilities of prostate cells remained
unchanged (Appendix Fig. S1; and ref. (Alaimo et al, 2020)). In
support of a molecular circuit connecting TRPM8 transcript to
innate immunity (Fig. 2L), the TRPM8 transcript was recently
described in the blood of PCa patients (De Souza et al, 2020).
Specifically, we detected TRPM8 RNA into extracellular vesicles
(EVs) collected from the supernatant of LNCaP wild type (WT)
and MM cell lines (Figs. 3A and EV3A), as well as into EVs isolated
from the blood of PCa patients (Fig. 3B). To investigate if the
secretion of TRPM8 RNA was responsible for NF-kB activation and
PSA induction (Fig. 3C), LNCaP and RWPE-1 CAS cell lines were
conditioned with the supernatants of WT (LNCaP only), CAS, M8,
and MM LNCaP and RWPE-1 cell lines, respectively. Consistently,
supernatants of WT, M8, and MM cells triggered NF-kB nuclear
shuttling and increased PSA levels in TRPM8 knocked-out (CAS)
LNCaP and RWPE-1 cells (Figs. 3D and EV3B,C). Isolation of EVs
from supernatants of CAS, WT, and MM LNCaP cells formally
proved the direct involvements of EVs-delivered TRPM8 RNA in
NF-kB activation in prostate cells (Fig. 3E). Pattern-recognition
receptors (PRR) are a special class of proteins that function as
sensors for microbial molecules in eukaryotic cells (Wicherska-
Pawłowska et al, 2021). Among them, the Toll-like family of
receptors are transmembrane proteins localized both in the plasma
membrane (TLR-1, TLR-2, TLR-4, TLR-5, TLR-6) and endosomes
(TLR-3, TLR-7, TLR-9), with the latter recognizing endocytosed
single- and double-stranded RNAs (Wicherska-Pawłowska et al,
2021; Medzhitov, 2001). Once activated by binding to their ligands,
TLRs signaling triggers the nuclear shuttling of NF-kB and the
transcriptional induction of a potent pro-inflammatory program
(Karin, 2006; Kawai and Akira, 2007). Endosomal TLRs activate
NF-kB via TGF-beta Activated Kinase 1 (TAK1), which promotes
nuclear translocation and transcriptional activity of p65 through
phosphorylation of serine 536. Further strengthening the hypoth-
esis of a spurious endosomal TLR signaling, treatments with the
TAK1 inhibitor Takinib abolished NF-kB activation and PSA
induction in both RWPE-1 and LNCaP cell lines expressing either
coding (M8) or non-coding (MM) forms of the TRPM8 transcript
(Fig. EV3D,E). Of the three TLRs (TLR3, TLR7 and TLR8) that
operate in the endosomal compartment as RNA sensors, TLR3 is
the most represented in RWPE-1 and LNCaP cell lines (Fig. EV4A).
TLR3 is a sensor of viral infection and sterile tissue necrosis
through the recognition of double-stranded RNAs (Tatematsu et al,

2013). In silico prediction of TRPM8 RNA structure showed several
highly stable stems with bulge/internal loops that are considered
potent TLR3 agonists (Fig. EV4B,C). Pharmacological inhibition of
TLR3 (Figs. 3F,G and EV4D,E), but not TLR7/8, RIG1, and PKR
(Figs. 3G and EV4F), turned off the signal in both LNCaP and
RWPE-1 cell lines thus demonstrating the involvement of this
receptor in TRPM8 RNA sensing and activation of an extensive
cascade of inflammatory molecular circuits (Fig. EV4E). Finally,
both native RIP and fCLIP experiments formally proved the
binding of different fragments of the endogenous (WT) and
exogenous (MM) TRPM8 RNA to the immunoprecipitated TLR3
RNA sensor (Figs. 3H–J and EV4G, Appendix Fig. S2).

TRPM8-induced sterile inflammation shapes prostate
tumor microenvironment

While on one side acute inflammatory response is a crucial safeguard
mechanism, on the other side chronic inflammation can lead to serious
clinical conditions. Cirrhosis, a chronic inflammatory status of the
liver, is associated with the increased incidence of hepatocellular
carcinoma (HCC) (Pinter et al, 2016), while inflammatory bowel
diseases (IBD) such as ulcerative colitis or Crohn’s disease increase the
risk of developing colorectal cancer (CRC) (Axelrad et al, 2016; Keller
et al, 2019). Remarkably, the robust pro-inflammatory signature
elicited in both LNCaP and RWPE-1 cell lines by TRPM8-dependent
NF-kB activation did not interfere with their features in vitro
(Appendix Fig. S1). In vivo, WT and MM LNCaP cells injected
subcutaneously in BALB/c nudemice showed comparable tumorigenic
potential at a macroscopic level (Fig. 4A,B). Nevertheless, histopatho-
logical analyses revealed several important features discriminating WT
from MM xenografts. Western blot and immunohistochemistry
confirmed a higher amount of PSA and a greater percentage of
PSA-positive LNCaP cells in MM compared with WT xenografts
(Figs. 4C and EV5A,B), while quantification of circulating total (free+
complexed) PSA in mouse plasma suggested the opposite (Fig. EV5C).
Trichrome staining highlighted lower deposition of collagen type I in
xenografts generated by LNCaP MM cells compared to those obtained
with WT LNCaP (Figs. 4D and EV5D), a condition that is further
proved by Western blot analysis of Col1A1 (Fig. 4C). Cancer
Associated Fibroblasts are the main producers of collagens in the
cancer microenvironment. Analysis of fibroblasts markers α-Smooth
muscle actin (α-Sma) and Vimentin showed a significant increase of
the latter in fibroblasts surrounding the LNCaP MM cells (Figs. 4C,E
and EV5E). To shed some light on the lower deposition of collagen
type I, we analyzed COL1A1 production by human fibroblasts isolated
from surgically resected normal and prostate cancer specimens (Fig.
EV5F). Normal Associated Fibroblasts (NAFs) and Cancer Associated

Figure 1. TRPM8 affects PSA levels independently from AR activity in prostate cells.

(A) RT-qPCR analysis of TRPM8, and AR transcriptional targeted genes KLK3, KLK2, NKX3.1, TMPRSS2 in wild type (WT) and genetically modified (TRPM8 overexpression,
M8; TRPM8 knock-out, Crisper/CAS9 hereafter CAS) LNCaP cells. (B,C) RT-qPCR (B) and Western blotting (C) of LNCaP cells transfected with non-targeting (siCTR) or
TRPM8 targeting (siRNA1 and siRNA2) small interfering RNA molecules. (D) RT-qPCR analysis of wild type (WT) and genetically engineered (M8 and CAS) LNCaP cells
cultured in steroid-stripped charcoal serum and treated with 100 nM Enzalutamide for 48 h. (E,F) RT-qPCR (E) and immunoblot (F) analyses showing expression of
TRPM8, KLK3 (PSA) and the indicated genes in RWPE-1 wild type (WT) and RWPE-1 stably overexpressing TRPM8 (M8). (G) Immunohistochemistry of PSA on paraffin
embedded RWPE-1 WT and RWPE-1 M8 cell pellets. Scale bar, 50 μm. (H,I) Immunoblotting analysis showing expression of PSA in RWPE-1 and LNCaP cells treated or not
with WS-12 (TRPM8 agonist, 1 μM, 12 h, (H)) and treated or not with AMTB (TRPM8 antagonist, 10 μM, 24 h, (I)). GAPDH was used as loading control. Data Information:
In (A,B and D,E) data are presented as mean ± SD of n= 4 (A,B,E) and n= 3 (D) independent biological replicates. *P ≤ 0.05; **P ≤ 0.01; ***P ≤ 0.001; ns, not statistically
significant (Two-tailed Student’s t-test). Source data are available online for this figure.
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Fibroblasts (CAFs) were either maintained in their medium (CTR) or
conditioned with the supernatants of LNCaP WT, CAS, and MM.
Western blot analysis showed a substantial reduction of COL1A1
protein only in CAFs exposed to the MM supernatant (Fig. 4F). The
TCGA datasets underscored a mild but significant anticorrelation
between TRPM8 and P3H3 and COLGALT1, two essential genes of the
metabolism of type I collagen (Fig. EV5G). Both genes resulted
significantly downregulated in CAFs conditioned with the supernatant
of LNCaP MM cells (Figs. 4G and EV5H), whereas their expression
did not change in CAFs treated simultaneously with TLR3 inhibitor
(Fig. EV5I,J), which seems to suggest, but not prove, a possible role of
EV-transported TRPM8 RNA in shaping the functions of CAFs.
Notably, supernatants from LNCaP MM cells promoted the expres-
sion of CXCL1, CXCL10, IL1b, and IL6 genes in CAFs, whereas only
the expression of CXCL10 and IL6 increased in NAFs (Fig. EV5K,L). A
further substantial difference between LNCaP WT and MM tumors
was the large extension of necrotic areas characterizing the MM
xenografts (Fig. 4H,I). Nude mice have a partially impaired immune
system due to the lack of the thymus gland and the almost complete
absence of mature T cells. Since several other components of the
immune system are retained in these mice, immunohistochemistry
analyses for the antigen presenting cell (APC) marker MHC-II,
macrophages marker Iba1, B-cell marker CD45R (B220), and natural
killer (NK) marker NKp46 were performed to investigate the possible
role TRPM8/TLR3/NF-kB circuit in anti-cancer immunity. APCs
resulted highly abundant in both WT and MM tumors, but mainly
distributed at the periphery (Figs. 4H and EV5M). Few B-cells and
macrophages were observed in both WT and MM tumors. In contrast
to APCs, B220+ and Iba1+ cells infiltrated tumormasses (Figs. 4H,J,K
and EV5M). Finally, numerous NKp46+ cells preferentially distrib-
uted around the areas of necrosis were identified in both xenografts,
with LNCaP MM tumors showing significantly higher numbers of
infiltrating NKp46+ cells than LNCaP WT tumors (Figs. 4H,L and
EV5M). Of note, the genes NCR3LG1 and BG6, which encode for the
two known ligands of NKp46 receptor used to bind target cells to be
eliminated, showed higher expression in LNCaP MM than in LNCaP
WT cells, while their expression was further reduced in LNCaP CAS
(Fig. 4M).

Discussion

The Toll-like receptor family consists of 13 different members,
most of which recruit MyD88 and IRAK to activate downstream
effectors upon recognition of PAMPs. Differently, TLR3 interacts
with TRIF to signal the presence of short double-stranded RNAs

thus promoting a type 1 interferon (IFN) response along with NF-
kB activation. In the context of prostate cancer, Toll-Like Receptor
3 (TLR3) has been shown to play an immune surveillance role in
TRAMP mice (Chin et al, 2010). Activation of TLR3 by
polyinosinic-polycytidylic acid (polyI:C) counteracts PCa growth
in syngeneic transplanted mice through the recruitment of NK cells
(Chin et al, 2010). In line with that, the secretion of extracellular
vesicles containing the RNA encoding for the TRPM8 ion channel
promotes a sterile inflammatory state purely dependent on
TLR3 signaling in prostate cells. TRPM8-induced sterile inflamma-
tion significantly increases NK cell infiltration in PCa xenografts,
which could account for the widespread necrosis favored by the
raised expression in PCa cells of NKp46 ligands. Interestingly, the
inflammatory wave propagates from the prostate cells to the
fibroblasts, particularly CAFs, which on the one hand amplify the
inflammatory signals while, on the other hand, produce and secrete
a lower amount of type I collagen. Desmoplastic stroma is
considered a clinical marker of poor prognosis in different types
of solid tumors, including prostate carcinoma (Miles et al, 2019).
CAFs can promote cancer cell survival by generating an immune
suppressive environment and favor tumor progression by secreting
high amounts of growth signals. They are also major contributors
to the deposition of type I collagen, which plays distinct and
controversial roles in tumorigenesis. Increased collagen density
within the tumor extracellular matrix may modulate tumor cell
metabolism in favor of glutamine instead of glucose to fuel the TCA
cycle under nutrient starvation (Hsu et al, 2022; Morris et al, 2016).
Increasing matrix stiffness promotes tumor progression through
mechano-signals (Paszek et al, 2005; Provenzano et al, 2009;
Mammoto et al, 2009; Calvo et al, 2013; Panciera et al, 2017), while
concurrently suppressing tumor progression by mechanically
limiting the spread of tumor cells (Bhattacharjee et al, 2021).
Conversely, dense collagen type I matrix promotes invasiveness and
metastasis once collagen fibers are linearized by physical stresses or
enzymatic activities (Jia et al, 2019). Noteworthy, PSA has been
recently linked to type I collagen degradation in PCa (Pellegrino
et al, 2021). The amount of PSA detected within the prostate tissue
(tPSA) inversely correlates with clinical and pathological para-
meters of PCa more precisely than the levels of circulating PSA.
Functionally, tPSA hinders the propensity of cancer cells to invade
the extracellular matrix by lowering the collagen type I/Integrin
beta 1 signaling (Pellegrino et al, 2021). In addition to the direct
influence on cancer cell survival and aggressiveness, recent works
have shed light on the roles of collagen in cancer immunity. Dense
type I collagen matrix has been shown to slow the migratory
capacity of T cells, reduce tumor mass infiltration, and counteract

Figure 2. TRPM8 RNA increases KLK3 RNA and PSA amount.

(A) Sequences alignment of wild type (WT) and translationally defective mutant (MM) TRPM8. (B) End-point PCR analysis showing the stability of full-length TRPM8 MM
RNA in both LNCaP and RWPE-1. Expression of endogenous TRPM8 RNA (WT) was used as reference. (C) ddPCR quantification of TRPM8 gene expression in WT and
MM. Concentration of TRPM8 and ACTB. (left panel) and total number of TRPM8 copies normalized to total number of ACTB copies (right panel). (D) RT-qPCR analysis
of TRPM8, KLK3 and other known AR-targeted genes in both wild type (WT) and genetically engineered (CAS and MM) LNCaP cell lines. (E) Western blotting analysis of
TRPM8, PSA, KLK2, and NKX3.1 in both wild type (WT) and genetically engineered (CAS and MM) LNCaP and RWPE-1 cell lines. GAPDH was used as loading control. (F)
PSA amount (ng/ml) in the indicated cell-conditioned culture medium. (G,H) Immunoblot analysis of NF-kB p65 in cytosolic and nuclear fractions of CAS, WT, M8, and
MM engineered LNCaP (G) and RWPE-1 (H) cell lines. β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as cytoplasmic and nuclear markers, respectively. (I)
Immunolocalization of NF-kB in wild type (WT) and MM RWPE-1cells. Scale bare 10 μm. (L) Schematic representation of TRPM8 RNA mediated activation of NF-kB/IRF3
response (Created with BioRender.com). Data Information: In (C,D) data are presented as mean ± SD of n= 3 (C) and n= 4 (D) independent biological replicates. In (F)
data are presented as results of a single experiment. **P ≤ 0.01; ***P ≤ 0.001 (Two-tailed Student’s t-test). Source data are available online for this figure.
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the killing activity of CD8+ cytotoxic-T and NK cells (Hartmann
et al, 2014; Rygiel et al, 2011; Hörner et al, 2019; Nicolas-Boluda
et al, 2021; Tabdanov et al, 2021; Kuczek et al, 2019; Sun et al,
2021). Therefore, we cannot exclude the possibility that decreased
type I collagen deposition by fibroblasts and increased degradation
promoted by higher levels of tPSA in PCa xenografts undergoing
TRPM8/TLR3-dependent sterile inflammation may contribute to
the greater tumor infiltration and killing activity of NK cells in
these tumors. However, changes in fibroblast populations and
extracellular matrix structure associated with the tumor process
(Mayorca-Guiliani et al, 2017; Affo et al, 2021) may influence
cancer immunity by following organ-specific rules, as suggested by
the immune suppressive effect of genetic deletion of type I collagen
in α-Sma+myofibroblasts described by Chen and colleagues in
mouse models of pancreatic cancer (Chen et al, 2021).

Overall, this work defines a novel type of sterile inflammation
with critical roles in prostate disease and tumorigenesis (Fig. 5).
Identification of molecular mechanisms responsible for aseptic
chronic prostatitis may lead to tailored anti-inflammatory treat-
ments (e.g., Takinib), while a better understanding of the regulatory
pathways controlling PSA can contribute to a more accurate
interpretation of tumor response to therapy. By promoting
androgen-independent transcription of the KLK3 gene via NF-kB
and intratumor sequestration of PSA shaping the tumor micro-
environment, sterile inflammation induced by PCa cells secretion of
TRPM8 RNA in EVs may introduce a further layer of complexity in
the evaluation of PSA levels or PSA derivatives affecting our ability
to monitor the disease (PSA doubling time, PSA velocity,
biochemical recurrence, biochemical response/progression).
Finally, by advancing our knowledge of the molecular circuits
governing innate and adaptive immunity, this work provides
important insights towards the definition of new therapeutic routes
in oncology focused on TLR3 targeting (Le Naour et al, 2020).

Methods

Cell culture

LNCaP (#CRL-1740), RWPE-1 (#CRL-11609) and PC-3 (#CRL-
1435) cell lines were commercially obtained from the ATCC in July

2015. Plasmid construction and lentiviral transduction for TRPM8
overexpression and TRPM8 Knock Out, used to achieve the lines
RWPE-1 M8, LNCaP M8, RWPE-1 CAS, and LNCaP CAS, were
established as previously described (Alaimo et al, 2020). To obtain
the cell lines LNCaP MM and RWPE-1 MM, containing the
TRPM8 transcript (MM) that is unable to translate the channel, the
TRPM8 cDNA was mutated to convert methionine 1 and 10 in
leucine, PCR amplificated and cloned into the NotI- and BsrGI-
digested pAIB lentiviral vector. The final product was sequence
verified. Stable cell lines were generated by lentiviral transduction
in LNCaP CAS and RWPE-1 CAS followed by selection with
blasticidin (10 μg/ml, InvivoGen) as previously described (Alaimo
et al, 2020). Human prostate fibroblast cell lines were derived from
radical prostatectomy. Prostate cancer patients were enrolled with
written informed consent on a protocol approved by the Ethical
Committee of the Molinette Hospital, Turin (Rep. Int. 0009136).
Tissue samples from both normal and cancerous parts as per
pathologist analysis were collected in Tissue Storage Buffer
(Miltenyi Biotec) under sterile conditions. After extensive washing
in PBS and medium containing 2X Pen/Strep, samples were
chopped into small pieces, washed twice in complete medium
(DMEM supplemented with 10% FBS, glutamax, 100 U/mL Pen/
Strept; cDMEM) and digested O/N with 1 mg/ml of collagenase II
(Sigma-Aldrich) at 37 °C, with shaking, followed by cDMEM
washing, digestion with 0.05% Trypsin/EDTA and DNase I
(Roche), 25 mg/ml. The pellet was suspended in cDMEM 20%
FBS and seeded at 37 °C, 5% CO2, and 95% humidity. The derived
cell populations were analyzed by FACS highlighting
CD90+CD45-CD31-EpCAM- cells EpCAM (Milteny Biotec,
#130113-826), CD45 (Milteny Biotec, #130-110769), CD31-
VioBlue (Milteny Biotec, #130-119-980), CD90-APC (Milteny
Biotec, #130-114-903). Cultures were passaged 1:3 after reaching
confluence and used up to passage 4. For immortalization, passage
2 fibroblasts were transduced with the pBABE-puro-hTERT vector
(Addgene, #1771), followed by two rounds of 48 h selection with
puromycin (2 μg/ml) to obtain stable cell lines and subsequent
regular passages. Cells were cultured in a humidified incubator at
37 °C and 5% CO2 and maintained according to the manufacturer’s
instructions. In experiments where the effects of the androgens
were assessed, LNCaP cells were grown in RPMI 1640 without
phenol red supplemented with 10% charcoal-stripped FBS

Figure 3. EVs secreted TRPM8 RNA triggers NF-kB activation via TLR3 signaling.

(A) Relative amount of TRPM8 RNA carried by extracellular vesicles harvested from the supernatants of the indicated cell lines. TRPM8 not expressing (PC-3) and
knocked-out (LNCaP CAS) prostate cancer cell lines were used as negative controls. (B) RNA-seq analysis of isolated extracellular vesicles (EVs) circulating in the blood of
healthy donors (HD, n= 16) and PCa patients (PCa, n= 27) demonstrating the presence of TRPM8 RNA in EVs isolated from the blood of PCa patients. (C) Schematic
representation of the TRPM8 RNA/TLR3 molecular circuit triggering sterile inflammation (Created with BioRender.com). (D) Nucleus/Cytosol fractionation and Western
blot analysis of NF-kB p65 and PSA in LNCaP CAS cells conditioned with the supernatants of LNCaP (CAS, M8, and MM). β-Tubulin (β-TUB) and Fibrillarin (FBL) were
used as markers of the cytosolic and nuclear fractions, respectively. (E) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 in LNCaP CAS cells
conditioned with EVs and the EVs-depleted supernatants (SN-EVs) of LNCaP (CAS, WT, and MM). β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of the
cytosolic and nuclear fractions, respectively. (F) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 and PSA in LNCaP MM and M8 cell lines in the
presence or absence of TLR3/dsRNA Complex Inhibitor (TLR3 inhibitor; 20 μM, 24 h). β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of the cytosolic and
nuclear fractions, respectively. (G) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 in LNCaP MM cells in the presence of TLR3 Inhibitor (20 μM,
24 h), TLR7/8 inhibitor M5049 (1 μM, 6 h), or the combination of RIG1 inhibitor RIG012 (2 μM, 6 h) and PKR inhibitor C16 (2 μM, 6 h). Untreated LNCaP MM cells served
as positive control for NF-kB nuclear localization. β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of the cytosolic and nuclear fractions, respectively. (H)
Western blot analysis of TLR3 immunoprecipitation from LNCaP under native and formalin fixed (0.1% f.c., 10 min) conditions. Input line shows 10% of total protein
extract. (I,J) PCR analysis of total (I) and TLR3-bound (J) TRPM8 transcript in LNCaP MM, WT and CAS cell lines with sets of primers spanning different exons (Ex) of the
coding sequence of TRPM8 RNA. Data Information: In (A) data are presented as results of a single experiment (replicates are presented in Fig. EV3A). In (B) box-plots
elements indicate the median (center line), upper and lower quartiles (box limits). Whiskers extend to the most extreme value included in 1.5 × interquartile range. (Two-
sided Wilcoxon rank-sum test). Source data are available online for this figure.
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(Hyclone, Celbio) for 72 h and then treated as indicated. All cell
lines were routinely tested for Mycoplasma contamination
(MycoAlert, Lonza).

Growth assay

LNCaP cells were plated in 12-well plate (1 × 104 cells/well) in
triplicates. Afterward, cells were washed with PBS, fixed with 10%
formalin (Sigma), and stained with 0.1% Crystal Violet (Sigma) in
20% methanol solution for 30 min. Cells were washed with dH20,
dried, and Crystal Violet was extracted with 10% acetic acid for
30 min. Finally, absorbance was measured at 595 nm.

Migration assays

Transwell cell migration assays were performed using the
CHEMICON® QCM™ fluorimetric Cell Migration Assay Kit
(Merck-Millipore, ECM 509), following the manufacturer’s

instructions. Cells were serum starved for 24 h, then 300 μl of
5 × 104 cells supplemented with 0,1% BSA were seeded into the
migration chamber. A total of 500 μl of complete RPMI medium
(with 10% FBS as a chemoattractant for LNCaP cells) was added to
the feeder tray. The migration chamber plate was incubated in the
cell detachment solution for 30 min at 37 °C, then 75 μl of Lysis
Buffer/Dye Solution was added to the well and incubated for 15 min
at RT, and fluorescence was measured with an Infinite M-200 Pro
fluorescence plate reader (Tecan) using 480/520 nm a filter set.
Transwell migration experiments were run in triplicates, quantified
and reported graphically as bar charts. For the scratch motility
experiments, cells were cultured to confluence in six-well plates at
37 °C. A 200 μl pipette tip was used to scratch the cells monolayer
across the wells and images were captured using a Leica DFC 450 C
microscope after the scratch (0 h) and after 24, 48, and 72 h. The
migration rates of the LNCaP cells were estimated using ImageJ
software (ImageJ 1.46r NIH). Experiments were performed in
triplicates.

Flow cytometry analysis

For cycle analysis, LNCaP WT and LNCaP MM were harvested,
collected and washed in ice-cold PBS. Cells were fixed in ice-cold
EtOH 70% at 4 °C for 1 h, then washed in PBS. Afterward, cell
pellet was incubated in 100 μl PBS containing 0.5 μg/ml RNaseA
(Life Tech) for 30 min at 37 °C. Cells were incubated with 100 μL
propidium iodide (50 μg/mL, Life Tech) in PBS for 30 min at room
temperature before the analysis. Cell death was determined with
Annexin-V-FITC and propidium iodide staining according to
manufacturer’s instructions (Annexin V FITC Kit, Miltenyi Biotec).
For FACS analysis a BD FACSymphony™ A1 Cell Analyzer (BD
Biosciences) was used, and data were analyzed and quantified with
FlowJo software (Treestar). FACS analysis were performed in three
independent biological replicates; representative data are shown.

Quantitative RT-qPCR and end-point PCR

RT-qPCR and end-point PCR amplification were carried out as
described in ref. (Lorenzoni et al, 2022). Analyses were performed
with at least three independent biological replicates unless stated in
the figure legend, and results were normalized to GAPDH mRNA
levels. The specific primer sequences used are reported in
Table EV1.

Figure 5. Sterile inflammation and cancer immunity.

Molecular and cellular consequences of sterile inflammation triggered by
TRPM8 RNA in the prostate cancer microenvironment (Created with
BioRender.com).

Figure 4. TRPM8/TLR3 inflammation promotes Natural Killer cells infiltration and tumor necrosis.

(A) Images showing in vivo bioluminescence quantification of subcutaneous xenografts obtained with LNCaP WT luc (n= 10) and LNCaP MM luc (n= 7) 8 weeks after
cells injection. (B) Images (left) and weight (right) of LNCaP WT luc- and LNCaP MM luc-derived xenografts 8 weeks after cells injection. (C) Western blot analysis of
proteins extracted from FFPE sections of LNCaP WT and LNCaP MM xenografts and in vitro cultured LNCaP WT and LNCaP MM cell lines. β-Actin was used as loading
control. (D) Trichrome staining showing lower deposition of collagen (blue staining) in xenografts generated by LNCaP MM cells (n= 3) compared to those obtained with
LNCaP WT (n= 3). Scale bars, 100 μm. (E) Immunofluorescence analysis of alpha-Smooth muscle actin (α-Sma) and Vimentin in FFPE sections of LNCaP WT and LNCaP
MM xenograft. Scale bars, 100 μm. (F) Immunoblotting analysis of COL1A1 in NAF and CAF cells derived from human prostate tissues and conditioned with the
supernatants of both LNCaP (CAS, WT, MM) and RWPE-1 (CAS, WT, MM) cell lines, respectively. GAPDH was used as loading control. (G) RT-qPCR analysis of the
indicated genes of the metabolism of type I collagen in CAF cells. (H) Cytochemistry and immunohistochemistry analyses of LNCaP WT and MM xenografts.
Representative images of hematoxylin and eosin (H&E) staining (necrosis) and IHC analyses for MHCII, CD45R (B220), IBA1 and NKp46 in tissue sections from PDXs.
Scale bars, 200 μm. (I,L) Quantitation of necrotic areas and immune cells infiltrate in multiple sections of LNCaP WT (n= 3) and LNCaP MM (n= 3) xenografts. (M) RT-
qPCR analysis of NCR3LG1 and BG6, two known ligands of NKp46 receptor, in LNCaP WT, CAS and MM cell lines. Data Information: In (A,B) data are presented as
mean ± SD. Not statistically significant (ns). (Student’s t-test). In (G,M) data are presented as mean ± SD of n= 3 independent biological replicates. *P ≤ 0.05; **P ≤ 0.01;
***P ≤ 0.001. (Two-tailed Student’s t-test). In (I–L) box-plots elements indicate the median (center line), upper and lower quartiles (box limits). Whiskers extend from the
minimum to the maximum. *P ≤ 0.05 (Student’s t-test). Source data are available online for this figure.
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Digital PCR

cDNA was generated from total cellular RNA (300 ng) according to
iScript Select cDNA Synthesis Kit (Bio-Rad; #1708896) for
oligo(dT) priming. ddPCR Supermix for Probes (Bio-Rad,
#1863024) was used in sample preparation for droplets generation
in the QX200 Droplet Digital PCR System (Bio-Rad Laboratories,
Inc.) and PCR reactions were run on a C1000 touch thermal cycler
(Bio-Rad, Hercules, CA, USA). Probes for TRPM8
(dHsaCPE5026734) and ACTIN BETA (dHsaCPE5190200) were
from Bio-Rad Laboratories Inc. PCR plates were analyzed on a Bio-
Rad QX200 droplet reader (Bio-Rad Laboratories, Inc.) and analysis
of ddPCR data was performed by using QX Manager Software,
standard edition (Bio-Rad Laboratories, Inc.).

Protein analysis

Nuclear/cytoplasmic fractionation was performed using NE-PER
Nuclear and Cytoplasmic Extraction Kit (Life Tech) according to
the manufacturer’s instructions. To extract proteins from
Formalin-fixed paraffin-embedded (FFPE) we used the FFPE
Protein Extraction Solution Kit (Agilent) following the manufac-
turer’s instructions. Extracted protein samples were separated on
10–12% SDS-PAGE gels and transferred to a Polyvinylidene
fluoride (PVDF, AmershamTM HybondTM, Fisher Scientific) mem-
brane, as previously described (Genovesi et al, 2022). Western blots
were performed in at least three independent biological replicates;
representative data are shown. The primary antibodies used are
provided in Table EV2. The amount of PSA in the supernatants was
determined through the Elecsys total PSA (Roche Diagnostic) using
the Cobas E801 immunoassay analyzer (Roche Diagnostic).

Immunoprecipitation

Cells were washed with ice-cold PBS, incubated with 0.1%
formaldehyde crosslinking solution for 10 min, quenched with
150 mM glycine and washed again with PBS. Each experiment was
also carried out under native conditions. Cells were lysed in RIPA
buffer plus protease inhibitor cocktail and centrifugated at
18,000 × g at 4 °C for 20 min. Supernatants were collected and
incubated with 1 μg of anti-TLR3 antibody (Novus, NBP2-24875)
or 1 μg of Control IgG (BioLegend, 400940) O/N at 4 °C.
Subsequently, Protein A sepharose beads (10 μL, Invivogen) were
added to the complex and incubated at 4 °C for 3 h. Beads were
washed twice with ice-cold PBS and bound proteins were eluted by
heating with 5X Laemmli buffer at 95 °C for 10 min. Proteins
immunoprecipitated were probed by WB for TLR3 with an anti-
TLR3 antibody (Novus, NB100-5657).

RIP and fCLIP

Formaldehyde crosslinking immunoprecipitation (fCLIP) and
Native RIP experiments were performed according to the protocol
described in (Kim and Kim, 2019) with minimal modifications.
Briefly, formaldehyde-treated and untreated cells were washed,
harvested, and lysed in CLIP Wash buffer containing protease
inhibitor cocktail and RNase inhibitor (SUPERase In RNase
Inhibitor, Invitrogen). Cell lysates were centrifuged, and super-
natants incubated with 10 μl of anti-TLR3 antibody (1 μg, Novus,

NBP2-24875) – Protein A sepharose bead slurry for 4 h at 4 °C.
Following the incubation, beads were washed and the elution of the
TLR3 – RNA complexes and the recovery of RNA were performed
as described (Kim and Kim, 2019). RNA was extracted (Acid-
Phenol:Chloroform, Invitrogen), treated with DNAase I, and
reverse-transcribed. qPCR analysis was performed with sets of
primers for TRPM8, GAPDH and Y3 (see Table EV1). The
obtained amplicons were loaded into an agarose gel, run and then
purified for sequencing (see Appendix Fig. S2).

Chemicals and drugs

Takinib, TLR3/dsRNA Complex Inhibitor, and WS-12 were
purchased from Sigma-Aldrich, AMTB from Alomone Labs, and
Enzalutamide from Cayman chemicals, Staurosporine from Sigma,
M5049 (Enpatoran) and Poly(I:C) from Invivogen, RIG012 from
Axon Medchem, PKR-IN-C16 from Selleckchem. All drugs were
maintained as stock solutions and stored at −80 °C or −20 °C. In
each experiment, the same volume of solvent used for tested drugs
and chemicals was added to the control solution.

Small interfering RNA against TRPM8

For gene knockdown of TRPM8, LNCaP cells were transfected with
non-targeting (siCTR) or TRPM8 targeting (siRNA1 or siRNA2)
small interfering RNA molecules (obtained from Ambion, Life
Tech), following the approach described in (Alaimo et al, 2020).
Downregulation of the expression of TRPM8 in LNCaP cells was
confirmed using RT-qPCR and Western blot analyses 48 h after
transfection.

Extracellular vesicles isolation and RNA profiling

Prostate cancer patients’ blood samples were collected as part of the
funded PRIME project (PI and program coordinator, prof. F.
Demichelis – University of Trento), aiming to build minimally
invasive multimodal assays for advanced prostate cancer clinical
management. Patients were prospectively enrolled with written
informed consent on a protocol approved by the Ethics Committee
of the Santa Chiara Hospital in Trento (Rep. Int. 2562 of February
12, 2019; coordinating clinical center) and subsequently by the
Ethics Committee of the Istituto Oncologico Veneto (IOV),
Padova. Patients included in the study (n = 27) had CRPC diagnosis
at IOV, started Enzalutamide treatment within 120 days from the
diagnosis, and had no prior chemotherapy. Whole blood samples
were collected from patients in K2EDTA tubes (Vacuette) at
baseline. Plasma samples from healthy donors (n = 16) were
purchased from Precision Medicine Group, LLC. Single plasma
aliquots were processed using the ONCE protocol (https://doi.org/
10.1101/2023.03.02.530645) to concomitantly extract extracellular
vesicles (EV) and circulating nucleic acids. EV were isolated by
ultracentrifugation on an Optima MAX-XP ultracentrifuge (Beck-
man Coulter) equipped with a TLA55 rotor as previously reported
(Thery C, Amigorena S, Raposo G, Clayton A. Isolation and
characterization of exosomes from cell culture supernatants and
biological fluids. Curr Protoc Cell Biol 2006). RNA was purified
with qEV RNA Extraction Kit (IZON) according to the manu-
facturer’s instructions and treated with RNAse-free DNAse I Kit
(Norgen Biotek). RNA libraries were prepared according to the
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manufacturer’s instructions using Clontech Takara SMARTer
smRNA-Seq Kit. Sequencing was performed on Illumina Novaseq
6000 by the NGS facility at the University of Trento. Fastq files
were trimmed with Cutadapt (Martin, 2011) according to the
library preparation kit manual to remove artificial poly-A and
SMART template-switching bases. Reads were aligned to hg38
using STAR v2.7.2b (Dobin et al, 2013). RNA fold analysis was
performed using the RNAfold function of ViennaRNA 2.5.1
(Lorenz et al, 2011). Pileup files were generated using Pacbam
(Valentini et al, 2019). Statistical testing and data visualization were
performed using R (https://www.R-project.org) and ggplot package
(Wickham, 2016).

EVs isolation from the supernatants of PC-3, LNCaP CAS,
LNCaP WT and LNCaP MM cell cultures was carried out by
ultracentrifugation as described in (Di Vizio et al, 2012). Total RNA
was extracted from using QIAzol reagent (QIAGEN) according to
the manufacturer’s instructions and retrotranscribed into cDNA.
Gene expression analysis was performed via qPCR with specific sets
of primers (Table EV1).

TRPM8 RNA structure prediction

The secondary structures of human and mouse TRPM8 mRNA
were predicted with RNAfold from the ViennaRNA package v2.5.0
(Lorenz et al, 2011) using the -p and --MEA options. The resulting
structures were then plotted with RNAplot from the same package,
using the RNApuzzler algorithm (-t 4 option) and custom
postscript code to highlight potential TLR3 binding sites (--pre
option). Base-pair probabilities were eventually added to the
secondary structure plot using the relplot.pl script (also from the
ViennaRNA package). The mountain plot of base-pair probabilities
was obtained with the mountain.pl script of the ViennaRNA
package v2.5.0.

LNCaP WT and MM cells transduction with mutant click
beetle luciferase

For the preparation of the lentivirus expressing the mutant click
beetle luciferase, HEK-293T cells were transfected with 4 µg of
envelope expressing plasmid pMD2.G (Addgene #12259), 7.5 µg of
lentiviral vector packaging plasmid psPAX2 (Addgene #12260) and
12.5 µg of ATG-2460 containing the mutant click beetle luciferase.
ATG-2460 was a gift from Keith Wood (Addgene #108713). LNCaP
WT and MM cells were transduced with EF1-CBR2opt-T2A-
copGFP (ATG-2460) lentivirus, and FACS sorted for GFP
expression at confluency.

Animal studies

Animal experiments were conducted according to Bern cantonal
guidelines under the license BE 67/20. Mice had unrestricted access
to food and fresh water and were housed in max 5 animals per cage.
Male BALB/c nude mice were used for subcutaneous transplanta-
tion experiments. Mice were anesthetized with a cocktail of
medetomidin (Dorbene) 1 mg/kg, midazolam (Dormicum)
10 mg/kg, and fentanyl 0.1 mg/kg. Anesthesia was reversed by
subcutaneous injection with atipamezol (Revertor®) 2.5 mg/kg and
flumazenil (Anexate®) 0.5 mg/kg. Two experimental groups of 5
mice stratified by weight were generated and randomly assigned to

the injection of LNCaP WT or LNCaP MM. Two million LNCaP
WT or LNCaP MM cells were injected in 50 µl of Geltrex
subcutaneously in the scapular area. Mouse weight and tumor size
were monitored once a week, tumor size was tracked both by
bioluminescence measurement and caliper measurement (once
tumor reached palpable size). Whole body bioluminescent imaging
(BLI) was performed using IVIS Spectrum CT (Xenogen/Perkin
Elmer). Mice were anesthetized using isoflurane and injected
intraperitoneally with 100 µl of 2 mg D-luciferin (Per bio Science
Nederland B.V.). Analyses for each injected site were performed
after definition of the region of interest and quantified with Living
Image 4.2 (Caliper Life Sciences). Electrochemiluminescence
Immunoassay “ECLIA” on cobas® e 801 was performed to measure
total (free and complexed) prostate-specific antigen (tPSA) in the
mouse plasma. Results are indicated in µg/L.

Immunofluorescence analysis

Cells were seeded on coverslips, fixed with 4% paraformaldehyde
(PFA) and permeabilized in 5% FBS with 0.1% Triton X-100. Cells
were incubated with NF-kB primary antibody (see Table EV2)
overnight at 4 °C. After washing, cells were incubated with Alexa
Fluor conjugated secondary antibody and counterstained
with DAPI.

Histology and immunohistochemistry analysis

Tissue specimens and RWPE-1 cell pellets were fixed in 4% PFA,
dehydrated, and embedded in paraffin wax. Formalin-fixed
paraffin-embedded (FFPE) sections were cut at a thickness of
5 μm according to standard procedures and stained with hematox-
ylin and eosin (HE, Merck) for histologic analysis. For direct
visualization of collagen fibers and histochemical evaluation of
collagen deposition, sections were analyzed with the Masson’s
Trichrome staining (Masson Trichrome kit, Bio-Optica). Immuno-
fluorescence staining with anti-α-SMA and anti-Vimentin anti-
bodies was performed according to the previous study (Cambuli
et al, 2022). Immunohistochemical staining with anti-PSA, anti-
MHCII, anti-NKp46/NCR1 and anti-IBA1 antibodies was achieved
as previously described (Genovesi et al, 2022; Cambuli et al, 2022).
Briefly, antigens were retrieved with citrate buffer (pH 6.0; Vector
Lab), then slides were incubated in blocking solution (5%
FBS+ 0.1% Triton-X in PBS), before proceeding to staining with
primary antibodies, at 4 °C, overnight. After washes, sections
were incubated with biotin-conjugated secondary antibodies and
the immunoreaction visualization was performed according to the
procedure mentioned previously (Alaimo et al, 2020; Lorenzoni
et al, 2022). The IHC analysis with B220 rat monoclonal antibody
clone RA3-6 was performed at the Division of Pathology (San
Raffaele Hospital, Milan, Italy). Sections were counterstained with
Hematoxylin. All the slides were reviewed independently by three
trained pathologists (MB, GB and FGC). Images were acquired
using an Axio Imager M2 (Zeiss). Primary antibodies are listed in
Table EV2. Images of whole xenograft sections were acquired as
MosaiX with a Zeiss Axio Imager M2 up-right wide-field
microscope equipped with a Zeiss AxioCam MRc color camera,
using an EC Plan-Neofluar 10x/0.3 numerical aperture (NA)
objective and the Zeiss AxioVision Software. Quantification of
collagen was performed with QuPath version v.0.3.2 (Bankhead
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et al, 2017). The algorithm was based on a pixel classifier and was
trained on multiple regions of different tissue sections with
dedicated annotations. Detection of PSA+ and NKp46+ cells was
conducted using QuPath’s built-in “Positive cell detection”
(QuPath version v.0.3.2) (Bankhead et al, 2017).

Gene expression analysis

The gene expression data from RWPE-1 and LNCaP cell lines were
downloaded from the Gene Expression Omnibus (GEO) (Barrett et al,
2012) together with the corresponding metadata using the GEOquery
R package (Davis and Meltzer, 2007). Probes were annotated to their
corresponding Gene Symbols, and in the case of multiple probes
mapping to the same gene, only the most highly expressed probe (on
average) was retained. Gene lengths for RPKM normalizations of
GSE141323, GSE73784, GSE64529, and GSE117922 datasets (pro-
vided as counts) were obtained from the EDASeq package (Risso et al,
2011). Data were log2 transformed with an offset of 1. The heatmap
was plotted with the pheatmap package, scaling gene expression by
row. All the analyses were done with R 4.0.3.

Statistical analysis

Data are presented as mean ± SD of at least three biological
replicates and Two-tailed Student’s t-test was used to assess
statistical significance, unless differently specified. P < 0.05 was set
as threshold for significant results. All statistical data analysis was
performed using GraphPad Prism 8.0.

Data availability

All data needed to evaluate the conclusions in the paper are
presented in the paper and/or Supplementary Materials. The GEO
ids of the selected datasets are: Data ref: GSE98898 (Luo et al,
2017), Data ref: GSE112007 (Li et al, 2019), Data ref: GSE128399
(Kamdar et al, 2019), Data ref: GSE141323 (Koirala et al, 2020),
Data ref: GSE73784 (Taberlay et al, 2016), Data ref: GSE64529
(Metzger et al, 2016), Data ref: GSE162947 (Xu et al, 2021), Data
ref: GSE117922 (Mazzu et al, 2020), Data ref: GSE89226 (Mu et al,
2017), Data ref: GSE55030 (Zhao et al, 2016), Data ref: GSE80450
(Paltoglou et al, 2017), Data ref: GSE83547 (Flaig et al, 2017), Data
ref: GSE85556 (Shukla et al, 2017). No additional large-scale data
amenable to public repository deposition were generated in this
study.

Expanded view data, supplementary information, appendices are
available for this paper at https://doi.org/10.1038/s44318-024-00040-5.

Peer review information

A peer review file is available at https://doi.org/10.1038/s44318-024-00040-5

References

Affo S, Nair A, Brundu F, Ravichandra A, Bhattacharjee S, Matsuda M, Chin L,

Filliol A, Wen W, Song X et al (2021) Promotion of cholangiocarcinoma

growth by diverse cancer-associated fibroblast subpopulations. Cancer Cell

39:883

Alaimo A, Lorenzoni M, Ambrosino P, Bertossi A, Bisio A, Macchia A, Zoni E,

Genovesi S, Cambuli F, Foletto V et al (2020) Calcium cytotoxicity sensitizes

prostate cancer cells to standard-of-care treatments for locally advanced

tumors. Cell Death Dis 11:1039

Asuthkar S, Demirkhanyan L, Sun X, Elustondo PA, Krishnan V, Baskaran P,

Velpula KK, Thyagarajan B, Pavlov EV, Zakharian E (2015) The TRPM8 protein

is a testosterone receptor. J Biol Chem 290:2670–2688

Axelrad JE, Lichtiger S, Yajnik V (2016) Inflammatory bowel disease and cancer:

The role of inflammation, immunosuppression, and cancer treatment. WJG

22:4794

Bankhead P, Loughrey MB, Fernández JA, Dombrowski Y, McArt DG, Dunne PD,

McQuaid S, Gray RT, Murray LJ, Coleman HG et al (2017) QuPath: Open

source software for digital pathology image analysis. Sci Rep 7:16878

Barrett T, Wilhite SE, Ledoux P, Evangelista C, Kim IF, Tomashevsky M,

Marshall KA, Phillippy KH, Sherman PM, Holko M et al (2012) NCBI GEO:

archive for functional genomics data sets—update. Nucleic Acids Res

41:D991–D995

Bhattacharjee S, Hamberger F, Ravichandra A, Miller M, Nair A, Affo S, Filliol A,

Chin L, Savage TM, Yin D et al (2021) Tumor restriction by type I collagen

opposes tumor-promoting effects of cancer-associated fibroblasts. J Clin

Investig 131:e146987

Calvo F, Ege N, Grande-Garcia A, Hooper S, Jenkins RP, Chaudhry SI, Harrington

K, Williamson P, Moeendarbary E, Charras G et al (2013)

Mechanotransduction and YAP-dependent matrix remodelling is required for

the generation and maintenance of cancer-associated fibroblasts. Nat Cell Biol

15:637–646

Cambuli F, Foletto V, Alaimo A, De Felice D, Gandolfi F, Palumbieri MD, Zaffagni

M, Genovesi S, Lorenzoni M, Celotti M et al (2022) Intra‐epithelial non‐

canonical Activin A signaling safeguards prostate progenitor quiescence.

EMBO Rep 23:e54049

Cao X (2016) Self-regulation and cross-regulation of pattern-recognition receptor

signalling in health and disease. Nat Rev Immunol 16:35–50

Chen CD, Sawyers CL (2002) NF-κB activates prostate-specific antigen

expression and is upregulated in androgen-independent prostate cancer. Mol

Cell Biol 22:2862–2870

Chen GY, Nuñez G (2010) Sterile inflammation: sensing and reacting to damage.

Nat Rev Immunol 10:826–837

Chen Y, Kim J, Yang S, Wang H, Wu C-J, Sugimoto H, LeBleu VS, Kalluri R (2021)

Type I collagen deletion in αSMA+ myofibroblasts augments immune

suppression and accelerates progression of pancreatic cancer. Cancer Cell

39:548–565.e6

Chin AI, Miyahira AK, Covarrubias A, Teague J, Guo B, Dempsey PW, Cheng G

(2010) Toll-like receptor 3–mediated suppression of TRAMP prostate cancer

shows the critical role of type I interferons in tumor immune surveillance.

Cancer Res 70:2595–2603

Davis S, Meltzer PS (2007) GEOquery: a bridge between the Gene Expression

Omnibus (GEO) and BioConductor. Bioinformatics 23:1846–1847

de Bono JS, Guo C, Gurel B, De Marzo AM, Sfanos KS, Mani RS, Gil J, Drake CG,

Alimonti A (2020) Prostate carcinogenesis: inflammatory storms. Nat Rev

Cancer 20:455–469

De Souza MF, Kuasne H, Barros-Filho MDC, Cilião HL, Marchi FA, Fuganti PE,

Rogatto SR, Cólus IMDS (2020) Circulating mRNA signature as a marker for

high-risk prostate cancer. Carcinogenesis 41:139–145

Di Vizio D, Morello M, Dudley AC, Schow PW, Adam RM, Morley S, Mulholland

D, Rotinen M, Hager MH, Insabato L et al (2012) Large oncosomes in human

prostate cancer tissues and in the circulation of mice with metastatic disease.

Am J Pathol 181:1573–1584

Alessandro Alaimo et al The EMBO Journal

© The Author(s) The EMBO Journal 13

D
ow

nloaded from
 https://w

w
w

.em
bopress.org on February 6, 2024 from

 IP 130.92.28.40.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE141323
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE73784
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE64529
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE117922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE98898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE112007
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE128399
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE141323
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE73784
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE64529
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162947
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE117922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE89226
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55030
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80450
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83547
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE85556
https://doi.org/10.1038/s44318-024-00040-5
https://doi.org/10.1038/s44318-024-00040-5


Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, Batut P, Chaisson

M, Gingeras TR (2013) STAR: ultrafast universal RNA-seq aligner.

Bioinformatics 29:15–21

Flaig TW, Salzmann-Sullivan M, Su L-J, Zhang Z, Joshi M, Gijón MA, Kim J,

Arcaroli JJ, Van Bokhoven A, Lucia MS, et al (2017) Gene Expression Omnibus

GSE83547 https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83547

[DATASET]

Genovesi S, Moro R, Vignoli B, De Felice D, Canossa M, Montironi R, Carbone FG,

Barbareschi M, Lunardi A, Alaimo A (2022) Trpm8 expression in human and

mouse castration resistant prostate adenocarcinoma paves the way for the

preclinical development of TRPM8-based targeted therapies. Biomolecules

12:193

Gkika D, Flourakis M, Lemonnier L, Prevarskaya N (2010) PSA reduces prostate

cancer cell motility by stimulating TRPM8 activity and plasma membrane

expression. Oncogene 29:4611–4616

Hartmann N, Giese NA, Giese T, Poschke I, Offringa R, Werner J, Ryschich E

(2014) Prevailing role of contact guidance in intrastromal T-cell trapping in

human pancreatic cancer. Clin Cancer Res 20:3422–3433

Hörner M, Raute K, Hummel B, Madl J, Creusen G, Thomas OS, Christen EH, Hotz

N, Gübeli RJ, Engesser R et al (2019) Phytochrome‐based extracellular matrix

with reversibly tunable mechanical properties. Adv Mater 31:1806727

Hsu K-S, Dunleavey JM, Szot C, Yang L, Hilton MB, Morris K, Seaman S, Feng Y,

Lutz EM, Koogle R et al (2022) Cancer cell survival depends on collagen

uptake into tumor-associated stroma. Nat Commun 13:7078

Jia H, Janjanam J, Wu SC, Wang R, Pano G, Celestine M, Martinot O, Breeze‐

Jones H, Clayton G, Garcin C et al (2019) The tumor cell‐secreted

matricellular protein WISP 1 drives pro‐metastatic collagen linearization. EMBO

J 38:e101302

Kamdar S, Isserlin R, Van der Kwast T, Zlotta AR, Bader GD, Fleshner NE, Bapat B

(2019) Gene Expression Omnibus GSE128399 https://www.ncbi.nlm.nih.gov/

geo/query/acc.cgi?acc=GSE128399 [DATASET]

Karin M (2006) Nuclear factor-κB in cancer development and progression.

Nature 441:431–436

Kawai T, Akira S (2007) Signaling to NF-κB by Toll-like receptors. Trends Mol

Med 13:460–469

Keller DS, Windsor A, Cohen R, Chand M (2019) Colorectal cancer in

inflammatory bowel disease: review of the evidence. Tech Coloproctol 23:3–13

Kim B, Kim VN (2019) fCLIP-seq for transcriptomic footprinting of dsRNA-

binding proteins: lessons from DROSHA. Methods 152:3–11

Koirala S, Klein J, Zheng Y, Glenn NO, Eisemann T, Fon Tacer K, Miller DJ, Kulak

O, Lu M, Finkelstein DB, et al (2020) Gene Expression Omnibus GSE141323

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE141323

[DATASET]

Kuczek DE, Larsen AMH, Thorseth M-L, Carretta M, Kalvisa A, Siersbæk MS,

Simões AMC, Roslind A, Engelholm LH, Noessner E et al (2019) Collagen

density regulates the activity of tumor-infiltrating T cells. J Immunotherapy

Cancer 7:68

Le Naour J, Galluzzi L, Zitvogel L, Kroemer G, Vacchelli E (2020) Trial watch:

TLR3 agonists in cancer therapy. OncoImmunology 9:1771143

Li D, Wu M (2021) Pattern recognition receptors in health and diseases. Sig

Transduct Target Ther 6:291

Li X, Chen Y, Zhao J, Shi J, Wang M, Qiu S, Hu Y, Xu Y, Cui Y, Liu C et al (2019)

The specific inhibition of SOD1 selectively promotes apoptosis of cancer cells

via regulation of the ROS signaling network. Oxidative Med Cell Longevity

2019:1–21

Lorenz R, Bernhart SH, Höner zu Siederdissen C, Tafer H, Flamm C, Stadler PF,

Hofacker IL (2011) ViennaRNA Package 2.0. Algorithms Mol Biol 6:26

Lorenzoni M, De Felice D, Beccaceci G, Di Donato G, Foletto V, Genovesi S,

Bertossi A, Cambuli F, Lorenzin F, Savino A et al (2022) ETS-related gene

(ERG) undermines genome stability in mouse prostate progenitors via Gsk3β

dependent Nkx3.1 degradation. Cancer Lett 534:215612

Lunardi A, Barbareschi M, Carbone FG, Morelli L, Brunelli M, Fortuna N, Genovesi

S, Alaimo A (2021) TRPM8 protein expression in hormone naïve local and

lymph node metastatic prostate cancer. Pathologica 113:95–101

Luo Z, Rhie SK, Lay FD, Farnham PJ (2017) A prostate cancer risk element

functions as a repressive loop that regulates HOXA13. Cell Rep 21:1411–1417

Mammoto A, Connor KM, Mammoto T, Yung CW, Huh D, Aderman CM,

Mostoslavsky G, Smith LEH, Ingber DE (2009) A mechanosensitive

transcriptional mechanism that controls angiogenesis. Nature 457:1103–1108

Martin M (2011) Cutadapt removes adapter sequences from high-throughput

sequencing reads. EMBnet J 17:10

Mattick JS, Amaral PP, Carninci P, Carpenter S, Chang HY, Chen L-L, Chen R,

Dean C, Dinger ME, Fitzgerald KA et al (2023) Long non-coding RNAs:

definitions, functions, challenges and recommendations. Nat Rev Mol Cell Biol

24:430–447

Mayorca-Guiliani AE, Madsen CD, Cox TR, Horton ER, Venning FA, Erler JT

(2017) ISDoT: in situ decellularization of tissues for high-resolution imaging

and proteomic analysis of native extracellular matrix. Nat Med 23:890–898

Mazzu YZ, Armenia J, Nandakumar S, Chakraborty G, Yoshikawa Y, Jehane LE,

Lee GM, Atiq M, Khan N, Schultz N et al (2020) Gene Expression Omnibus

GSE117922 https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?

acc=GSE117922 [DATASET]

Medzhitov R (2001) Toll-like receptors and innate immunity. Nat Rev Immunol

1:135–145

Metzger E, Willmann D, McMillan J, Forne I, Metzger P, Gerhardt S, Petroll K, von

Maessenhausen A, Urban S, Schott A-K et al (2016) Assembly of methylated

KDM1A and CHD1 drives androgen receptor–dependent transcription and

translocation. Nat Struct Mol Biol 23:132–139

Miles B, Ittmann M, Wheeler T, Sayeeduddin M, Cubilla A, Rowley D, Bu P, Ding

Y, Gao Y, Lee M et al (2019) Moving beyond Gleason Scoring. Arch Pathol Lab

Med 143:565–570

Morris BA, Burkel B, Ponik SM, Fan J, Condeelis JS, Aguirre-Ghiso JA, Castracane

J, Denu JM, Keely PJ (2016) Collagen matrix density drives the metabolic shift

in breast cancer cells. EBioMedicine 13:146–156

Mu P, Zhang Z, Benelli M, Karthaus WR, Hoover E, Chen C-C, Wongvipat J, Ku S-

Y, Gao D, Cao Z et al (2017) Gene Expression Omnibus GSE89226 https://

www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE89226 [DATASET]

Naha U, Nickel JC, Andriole GL, Freedland SJ, Moreira DM (2021) Chronic baseline

prostate inflammation is associated with lower tumor grade in men with prostate

cancer on repeat biopsy: results from the REDUCE study. J Urol 205:755–760

Nicolas-Boluda A, Vaquero J, Vimeux L, Guilbert T, Barrin S, Kantari-Mimoun C,

Ponzo M, Renault G, Deptula P, Pogoda K et al (2021) Tumor stiffening

reversion through collagen crosslinking inhibition improves T cell migration

and anti-PD-1 treatment. eLife 10:e58688

Ørsted DD, Bojesen SE (2013) The link between benign prostatic hyperplasia and

prostate cancer. Nat Rev Urol 10:49–54

Paltoglou S, Das R, Townley SL, Hickey TE, Tarulli GA, Coutinho I, Fernandes R,

Hanson AR, Denis I, Carroll JS et al (2017) Gene Expression Omnibus

GSE80450 https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?

acc=GSE80450 [DATASET]

Panciera T, Azzolin L, Cordenonsi M, Piccolo S (2017) Mechanobiology of YAP

and TAZ in physiology and disease. Nat Rev Mol Cell Biol 18:758–770

Paszek MJ, Zahir N, Johnson KR, Lakins JN, Rozenberg GI, Gefen A, Reinhart-King

CA, Margulies SS, Dembo M, Boettiger D et al (2005) Tensional homeostasis

and the malignant phenotype. Cancer Cell 8:241–254

Pellegrino F, Coghi A, Lavorgna G, Cazzaniga W, Guazzoni E, Locatelli I, Villa I,

Bolamperti S, Finocchio N, Alfano M et al (2021) A mechanistic insight into

the anti-metastatic role of the prostate specific antigen. Transl Oncol 14:101211

The EMBO Journal Alessandro Alaimo et al

14 The EMBO Journal © The Author(s)

D
ow

nloaded from
 https://w

w
w

.em
bopress.org on February 6, 2024 from

 IP 130.92.28.40.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83547
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83547
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE128399
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE128399
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE128399
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE141323
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE141323
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE117922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE117922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE117922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE89226
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE89226
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE89226
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80450
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80450
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80450


Pinter M, Trauner M, Peck-Radosavljevic M, Sieghart W (2016) Cancer and liver

cirrhosis: implications on prognosis and management. ESMO Open

1:e000042

Provenzano PP, Inman DR, Eliceiri KW, Keely PJ (2009) Matrix density-induced

mechanoregulation of breast cell phenotype, signaling and gene expression

through a FAK-ERK linkage. Oncogene 28:4326–4343

Risso D, Schwartz K, Sherlock G, Dudoit S (2011) GC-Content Normalization for

RNA-Seq Data. BMC Bioinformatics 12:480

Rygiel TP, Stolte EH, de Ruiter T, van de Weijer ML, Meyaard L (2011) Tumor-

expressed collagens can modulate immune cell function through the inhibitory

collagen receptor LAIR-1. Mol Immunol 49:402–406

Shukla S, Cyrta J, Murphy DA, Walczak EG, Ran L, Agrawal P, Xie Y, Chen Y,

Wang S, Zhan Y et al (2017) Gene Expression Omnibus GSE85556 https://

www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE85556 [DATASET]

Sun X, Wu B, Chiang H-C, Deng H, Zhang X, Xiong W, Liu J, Rozeboom AM,

Harris BT, Blommaert E et al (2021) Tumour DDR1 promotes collagen fibre

alignment to instigate immune exclusion. Nature 599:673–678

Tabdanov ED, Rodríguez-Merced NJ, Cartagena-Rivera AX, Puram VV,

Callaway MK, Ensminger EA, Pomeroy EJ, Yamamoto K, Lahr WS, Webber

BR et al (2021) Engineering T cells to enhance 3D migration through

structurally and mechanically complex tumor microenvironments. Nat

Commun 12:2815

Taberlay PC, Achinger-Kawecka J, Lun ATL, Buske FA, Sabir K, Gould CM,

Zotenko E, Bert SA, Giles KA, Bauer DC et al (2016) Three-dimensional

disorganization of the cancer genome occurs coincident with long-range

genetic and epigenetic alterations. Genome Res 26:719–731

Tatematsu M, Nishikawa F, Seya T, Matsumoto M (2013) Toll-like receptor 3

recognizes incomplete stem structures in single-stranded viral RNA. Nat

Commun 4:1833

Valentini S, Fedrizzi T, Demichelis F, Romanel A (2019) PaCBAM: fast and

scalable processing of whole exome and targeted sequencing data. BMC

Genomics 20:1018

Wicherska-Pawłowska K, Wróbel T, Rybka J (2021) Toll-like receptors (TLRs),

NOD-like receptors (NLRs), and RIG-I-like receptors (RLRs) in innate

immunity. TLRs, NLRs, and RLRs ligands as immunotherapeutic agents for

hematopoietic diseases. IJMS 22:13397

Wickham H (2016) ggplot2: elegant graphics for data analysis Second edition.

Switzerland: Springer

Xu F, Shangguan X, Pan J, Yue Z, Shen K, Ji Y, Zhang W, Zhu Y, Sha J, Wang Y

et al (2021) HOXD13 suppresses prostate cancer metastasis and BMP4 ‐induced

epithelial‐mesenchymal transition by inhibiting SMAD1. Int J Cancer

148:3060–3070

Zhang Y, Zhou CK, Rencsok EM, Fall K, Lotan TL, Loda M, Giunchi F, Platz EA, De

Marzo AM, Mucci LA et al (2019) A prospective study of intraprostatic

inflammation, focal atrophy, and progression to lethal prostate cancer. Cancer

Epidemiol Biomarkers Prev 28:2047–2054

Zhao Y, Wang L, Ren S, Wang L, Blackburn PR, McNulty MS, Gao X, Qiao M,

Vessella RL, Kohli M et al (2016) Gene Expression Omnibus GSE55030

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55030

[DATASET]

Acknowledgements
We thank current and former members of the Lunardi laboratory for

experimental support and advice. We are grateful to all the staff at the CIBIO

core facilities for their help. Department CIBIO Core Facilities are supported by

the European Regional Development Fund (ERDF) 2014–2020. Furthermore,

we thank all the staff at the Department of Histopathology (S. Chiara Hospital,

Trento, Italy) for their technical support with the histological work. Illustrations

were created with Inkscape and BioRender.com. This work was supported by

the Giovanni Armenise-Harvard Foundation (Career Development Award), the

Italian Ministry of University and Research (PRIN 20174PLLYN), the

Associazione Italiana per la Ricerca sul Cancro (AIRC-IG 27893), the Lega

Italiana Lotta ai Tumori (LILT-Bolzano), and by the core funding from the

Department CIBIO to AL; by the Italian Ministry of University and Research

(PRIN 20174PLLYN) and Associazione Italiana per la Ricerca sul Cancro (AIRC-

IG 24851) to VP; by the Italian Ministry of University and Research (PRIN

20174PLLYN) to IMB; by the Italian Ministry of University and Research (PRIN

20174PLLYN) to MGP; by the Associazione Italiana per la Ricerca sul Cancro

(AIRC MFAG 2017-ID 20621) to AR; by the Associazione Italiana per la Ricerca

sul Cancro (AIRC-IG 25978) to RT; by AIRC Foundation (ID 22792) and

Cancer Research UK (CRUK, ID A26822) Accelerator Award 2018 to FD; by

Krebsliga Schweiz (KFS-4960-02-2020) and Swiss National Science

Foundation Sinergia grant (SNSF 31003A_169352) to MKDJ; by Fondazione

Pezcoller to OC; by the University of Trento (Starting Grants Young

Researchers 2019) to AA Individual fellowships were awarded from the

Fondazione Umberto Veronesi (FUV 2016) to AA, and from the University of

Trento (Ph.D. fellowship) to DDF.

Author contributions
Alessandro Alaimo: Conceptualization; Data curation; Formal analysis;

Validation; Investigation; Visualization; Methodology; Writing—original draft;

Project administration; Writing—review and editing. Sacha Genovesi: Data

curation; Formal analysis; Validation; Investigation; Methodology. Nicole

Annesi: Data curation; Formal analysis; Validation; Investigation. Dario De

Felice: Data curation; Validation; Investigation; Methodology. Saurav Subedi:

Data curation; Formal analysis; Validation; Investigation; Methodology. Alice

Macchia: Data curation; Validation; Investigation; Methodology. Federico La

Manna: Data curation; Formal analysis; Investigation; Methodology. Yari Ciani:

Data curation; Software; Validation; Investigation; Methodology. Federico

Vannuccini: Data curation; Validation; Investigation; Methodology. Vera

Mugoni: Data curation; Formal analysis; Validation; Investigation;

Methodology. Michela Notarangelo: Formal analysis; Investigation;

Methodology. Michela Libergoli: Formal analysis; Investigation; Methodology.

Francesca Broso: Formal analysis; Investigation; Methodology. Riccardo Taulli:

Investigation; Methodology. Ugo Ala: Investigation; Methodology. Aurora

Savino: Software; Formal analysis; Validation; Investigation; Methodology.

Martina Cortese: Formal analysis; Investigation; Methodology. Somayeh

Mirzaaghaei: Resources; Investigation; Methodology. Valeria Poli: Resources;

Visualization; Methodology. Ian-Marc Bonapace: Resources; Visualization;

Methodology. Mauro Papotti: Resources; Visualization; Methodology. Luca

Molinaro: Resources; Visualization; Methodology. Claudio Doglioni: Resources;

Visualization; Methodology. Orazio Caffo: Resources; Visualization;

Methodology. Adriano Anesi: Resources; Formal analysis; Methodology.

Michael Nagler: Resources; Formal analysis; Methodology. Giovanni Bertalot:

Resources; Formal analysis; Visualization; Methodology. Francesco Giuseppe

Carbone: Resources; Formal analysis; Investigation; Visualization;

Methodology. Mattia Barbareschi: Resources; Visualization; Methodology.

Umberto Basso: Resources; Formal analysis; Methodology. Erik Dassi:

Resources; Data curation; Formal analysis; Validation; Methodology. Massimo

Pizzato: Resources; Validation; Visualization; Methodology. Alessandro

Romanel: Resources; Software; Formal analysis; Validation; Visualization;

Methodology. Francesca Demichelis: Resources; Data curation; Software;

Formal analysis; Validation; Visualization; Methodology. Marianna Kruithof-de

Julio: Resources; Formal analysis; Validation; Investigation; Visualization;

Methodology. Andrea Lunardi: Conceptualization; Data curation; Formal

analysis; Supervision; Funding acquisition; Validation; Investigation;

Visualization; Methodology; Writing—original draft; Writing—review and

editing.

Alessandro Alaimo et al The EMBO Journal

© The Author(s) The EMBO Journal 15

D
ow

nloaded from
 https://w

w
w

.em
bopress.org on February 6, 2024 from

 IP 130.92.28.40.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE85556
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE85556
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE85556
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55030
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55030


Disclosure and competing interests statement
The authors declare no competing interests.

Open Access This article is licensed under a Creative Commons Attribution 4.0

International License, which permits use, sharing, adaptation, distribution and

reproduction in any medium or format, as long as you give appropriate credit to

the original author(s) and the source, provide a link to the Creative Commons

licence, and indicate if changes were made. The images or other third party

material in this article are included in the article’s Creative Commons licence,

unless indicated otherwise in a credit line to the material. If material is not

included in the article’s Creative Commons licence and your intended use is not

permitted by statutory regulation or exceeds the permitted use, you will need to

obtain permission directly from the copyright holder. To view a copy of this

licence, visit http://creativecommons.org/licenses/by/4.0/. Creative Com-

mons Public Domain Dedication waiver http://creativecommons.org/public-

domain/zero/1.0/ applies to the data associated with this article, unless

otherwise stated in a credit line to the data, but does not extend to the graphical

or creative elements of illustrations, charts, or figures. This waiver removes legal

barriers to the re-use and mining of research data. According to standard

scholarly practice, it is recommended to provide appropriate citation and

attribution whenever technically possible.

© The Author(s) 2024

The EMBO Journal Alessandro Alaimo et al

16 The EMBO Journal © The Author(s)

D
ow

nloaded from
 https://w

w
w

.em
bopress.org on February 6, 2024 from

 IP 130.92.28.40.

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/


Expanded View Figures

Figure EV1. TRPM8 favors KLK3 expression in prostate cells.

(A) Immunoblot analysis showing expression of TRPM8, PSA and the other indicated proteins in LNCaP wild type (WT) and stably overexpressing TRPM8 (M8). GAPDH
was used as loading control. (B) List of genes ranked by correlation coefficient whose expression in cancer correlates with TRPM8 expression (TCGA, cBioportal). (C,D)
RT-qPCR (C) and Western blot (D) analyses of TRPM8 and KLK3 (PSA) expression in RWPE-1 wild type (WT) and in three independent clones of RWPE-1 stably
overexpressing TRPM8 (M8.1; M8.2; M8.3). GAPDH was analyzed after stripping of the primary and secondary antibodies used for PSA. (E) RT-qPCR analysis of RWPE-1
and RWPE-1 M8 cells treated with 100 nM Enzalutamide for 48 h. The Ct values associated with KLK3 expression in RWPE-1 (34.33, 34.56, 34.72) confirmed the negligible
expression of KLK3 gene in these cells. Data Information: In (C,E) data are presented as mean ± SD of n= 3 independent biological replicates. *P ≤ 0.05; **P ≤ 0.01;
***P ≤ 0.001; ns, not statistically significant (Two-tailed Student’s t-test). Source data are available online for this figure.
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Figure EV2. Pro-inflammatory activity of the mutant non-coding RNA of TRPM8.

(A,B) End-point PCR (A) and Western blot analysis (B) of TRPM8 in LNCaP (WT), RWPE-1 (WT) and PC-3 (WT and MM) cell lines. GAPDH was used as loading control.
(C) Immunoblotting analysis of TRPM8 protein with the Alomone (#ACC-049) antibody in wild type and genetically modified (M8, CAS, MM) LNCaP and RWPE-1 cell
lines. (D) RT-qPCR analysis of TRPM8, KLK3 and TMPRSS2 genes in both wild type (WT) and genetically engineered (MM, two independent clones) LNCaP cell lines
expressing reduced levels of TRPM8 RNA compared to clones described in Fig. 1C. (E) Immunoblot analysis of NF-kB p65 in cytosolic and nuclear fractions of CAS, WT,
and MM (described in D) engineered LNCaP cell lines. β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as cytoplasmic and nuclear markers, respectively. (F,G) RT-qPCR
analyses of canonical NF-kB and IRF3 targets genes in both LNCaP and RWPE-1 CAS and MM cells. Data Information: In (D,E,G,H) data are presented as mean ± SD of
n= 4 (D), n= 2 (E), and n= 3 (G,H) independent biological replicates. *P ≤ 0.05; **P ≤ 0.01; ns, not statistically significant (Two-tailed Student’s t-test). Source data are
available online for this figure.
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Figure EV3. TRPM8 RNA secretion modulates TLR3/TAK1 signal cascade.

(A) RT-qPCR analysis of TRPM8 transcript released by WT and MM LNCaP cells into extracellular vesicles (EVs). Specificity and sequence of amplicons obtained with sets
of primers spanning different exons (Ex) of the coding sequence of TRPM8 RNA are shown. Y3 transcript was used to normalize the data. (B) Nucleus/Cytosol
fractionation and Western blot analysis of NF-kB p65 and PSA in LNCaP CAS cells conditioned with the supernatants of LNCaP WT cells. β-Tubulin (β-TUB) and Fibrillarin
(FBL) were used as markers of the cytosolic and nuclear fractions, respectively. (C) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 and PSA in
RWPE-1 CAS cells conditioned with the supernatants of RWPE-1 (CAS, M8, and MM). β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of the cytosolic and
nuclear fractions, respectively. (D,E) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 and PSA in RWPE-1 MM and M8 (D) and LNCaP MM and M8
(E) cell lines in the presence or absence of Takinib (TAK1 inhibitor; 10 μM, 24 h). β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of the cytosolic and nuclear
fractions, respectively. Data Information: In (A) data are presented as mean ± SD of n= 3 biological replicates. Source data are available online for this figure.
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Figure EV4. Prediction of TRPM8 RNA structures highlights putative TLR3 binding motifs.

(A) TLRs expression in LNCaP and RWPE-1 prostate cell lines based on publicly available datasets. (B) In silico prediction of the secondary structure of human TRPM8
transcript. Highly stable dsRNA stems with bulge/internal loops are indicated in red. (C) Mountain plot of (B). (D) Nucleus/Cytosol fractionation and Western blot
analysis of NF-kB p65 and PSA in RWPE-1 MM and M8 cell lines in the presence or absence of TLR3/dsRNA Complex Inhibitor (TLR3 inhibitor; 20 μM, 24 h). β-Tubulin
(β-TUB) and Fibrillarin (FBL) were used as markers of the cytosolic and nuclear fractions, respectively. (E) Nucleus/Cytosol fractionation and Western blot analysis of NF-
kB p65, c-Rel, phospho-p50, STAT1, IRF3 and PSA in LNCaP CAS cells conditioned with the supernatants of LNCaP MM cells. β-Tubulin (β-TUB) and Fibrillarin (FBL) were
used as markers of the cytosolic and nuclear fractions, respectively. (F) Nucleus/Cytosol fractionation and Western blot analysis of NF-kB p65 in LNCaP CAS cells
transfected with Poly(I:C) (2 μg/mL, 24 h) and treated or not with the the combination of the RIG1 inhibitor RIG012 (2 μM, 6 h) and the PKR inhibitor C16 (2 μM, 6 h).
Untransfected and untreated LNCaP CAS cells served as control for the activation of NF-kB by Poly(I:C). β-Tubulin (β-TUB) and Fibrillarin (FBL) were used as markers of
the cytosolic and nuclear fractions, respectively. (G) PCR analysis of TLR3-bound TRPM8 transcript (native RIP) in LNCaP WT cells treated or not with TLR3/dsRNA
complex inhibitor. Sets of primers spanning different exons (Ex) of the coding sequence of TRPM8 RNA are shown. Data Information: In (A) the heatmap was plotted with
the pheatmap package, scaling gene expression by row. All the analyses were done with R 4.0.3. Source data are available online for this figure.
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Figure EV5. TRPM8 RNA secretion alters fibroblasts functions.

(A,B) Immunolocalization of PSA in FFPE sections of LNCaP WT (n= 3 xenografts/5 sections) and MM (n= 2 xenografts/4 sections) tumors (A), coupled with the
percentage of PSA+ cells (total number of cells counted: WT= 142.293; MM= 106.013) (B). (C) Quantification of total PSA (free and complexed) circulating in the
plasma of xenografted mice (WT, n= 4; MM, n= 4). (D) Quantification of Collagen Type-I (percentage of blue area to total section area; n= 6 sections per genotype),
relative to Fig. 4D. (E) Quantification of Vimentin and α-Sma in FFPE sections of LNCaP WT and LNCaP MM xenograft (a minimum of 5 different areas per genotype were
analyzed), relative to Fig. 4E. (F) Western blot analysis of Vimentin and α-SMA proteins in NAF, CAF, LNCaP and PC-3 cell lines. GAPDH was used as loading control. (G)
Inverse correlation in PCa of the expression of P3H3 (left panel) and COLGALT1 (right panel) with respect to TRPM8 (TCGA, cBioportal). (H) RT-qPCR analysis of the
indicated genes of the metabolism of type I collagen in NAF cells. (I) RT-qPCR analysis of PH3, PH4, COLGALT1, and COLGALT2 genes expression in CAFs conditioned with
the supernatant of LNCaP MM cells and treated or not with the TLR3 inhibitor (20 μM, 24 h). (J) Western blot analysis of COL1A1 levels in CAFs conditioned with the
supernatant of LNCaP MM cells and treated or not with the TLR3 inhibitor (XX μM, 24 h). GAPDH was used as loading control. (K,L) RT-qPCR analysis of canonical NF-kB
targets genes in NAF (K) and CAF (L) cells conditioned with the supernatants of LNCaP (CAS, WT, MM) cell lines. (M) Magnification images of MHCII, CD45R (B220),
IBA1 and NKp46 immunolocalization in FFPE sections of LNCaP wild type (WT) and LNCaP MM xenografts. Scale bars, 20 μm. Data Information: In (B–E) box-plots
elements indicate the median (center line), upper and lower quartiles (box limits). Whiskers extend from the minimum to the maximum. *P ≤ 0.05; **P ≤ 0.01. (Student’s t-
test). In (H,I,K,L) data are presented as mean ± SD of n= 3 independent biological replicates. *P ≤ 0.05; **P ≤ 0.01; ***P ≤ 0.001. (Two-tailed Student’s t-test). Source data
are available online for this figure.
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