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Simple Summary: Prostate cancer is the most commonly diagnosed cancer in men in the UK,
accounting for the deaths of over 11,000 men per year. A major problem in this disease are tumours
which no longer respond to available treatments. Understanding how this occurs will reveal new
ways to treat these patients. In this review, the latest findings regarding a particular group of
cellular factors which make up a signalling network called the Hippo pathway will be described.
Accumulating evidence suggests that this network contributes to prostate cancer progression and
resistance to current treatments. Identifying how this pathway can be targeted with drugs is a
promising area of research to improve the treatment of prostate cancer.

Abstract: Identifying novel therapeutic targets for the treatment of prostate cancer (PC) remains a
key area of research. With the emergence of resistance to androgen receptor (AR)-targeting therapies,
other signalling pathways which crosstalk with AR signalling are important. Over recent years,
evidence has accumulated for targeting the Hippo signalling pathway. Discovered in Drosophila
melanogasta, the Hippo pathway plays a role in the regulation of organ size, proliferation, migration
and invasion. In response to a variety of stimuli, including cell–cell contact, nutrients and stress, a
kinase cascade is activated, which includes STK4/3 and LATS1/2 to inhibit the effector proteins YAP
and its paralogue TAZ. Transcription by their partner transcription factors is inhibited by modulation
of YAP/TAZ cellular localisation and protein turnover. Trnascriptional enhanced associate domain
(TEAD) transcription factors are their classical transcriptional partner but other transcription factors,
including the AR, have been shown to be modulated by YAP/TAZ. In PC, this pathway can be
dysregulated by a number of mechanisms, making it attractive for therapeutic intervention. This
review looks at each component of the pathway with a focus on findings from the last year and
discusses what knowledge can be applied to the field of PC.

Keywords: Hippo pathway; prostate cancer; YAP/TAZ; cell signalling

1. Introduction

Prostate cancer (PC) is the most commonly diagnosed cancer in men in the UK,
accounting for the deaths of over 11,000 men per year (Prostate Cancer UK). As an androgen-
regulated cancer, initial treatments revolve around targeting the activity of the androgen
receptor (AR) which is initially very effective. However, patients will become unresponsive
to this treatment and go on to develop castration-resistant PC (CRPC). Treatments for PC
have improved over the years with the introduction of second-generation anti-androgens
such as enzalutamide; however, treatment relapse is still a problem. Therefore, there is
still an unmet clinical need to develop novel treatments for CRPC and to understand the
molecular pathways which lead to this disease status. In addition, with an increase in
the occurrence of AR-negative neuroendocrine tumours (NEPC) following anti-androgen
treatments, greater understanding of other cellular signalling pathways will yield novel
therapeutic targets for these types of aggressive and fatal tumours.

One such signalling pathway that has been gaining significant interest in PC research
is the Hippo pathway (Figure 1). Indeed, this pathway is proving to be critical in many
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cancers. Originally discovered in the fruitfly, Drosophila melanogaster [1], its conservation
across the species to regulate organ size, proliferation and stem cell biology makes its
dysregulation an obvious interest to cancer biologists. The Hippo pathway is a cascade of
kinase enzymes which, in response to various stimuli including cell–cell contact, nutrients
and the surrounding microenvironment, inhibit downstream effector proteins, namely,
YAP/TAZ, to switch off transcriptional programmes which promote cell growth. Critically,
this is not the only method of regulation for these effector proteins which themselves have
been found to be altered in cancers, including PC.
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detail [2,3] and its role in PC was nicely reviewed by Salem and Hansen in early 2019 [4]. 
However, there has been a burst of activity in this field in the last year and this review 
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2. STK4/STK3 
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cascade which will ultimately regulate the activity of effector proteins, YAP/TAZ, as well 
as having Hippo-independent effects within the cell. STK4 is activated by 
autophosphorylation within its activation loop at Thr183 which in turn results in caspase-
mediated cleavage under apoptotic conditions to produce a more activated form [5–8]. 
This form is then able to move to the nucleus of the cell where it results in activation of 
apoptotic gene expression via histone modification and chromatin condensation 
processes [9]. STK4 can directly interact with Akt1 to repress STK4 kinase activity [10] by 
phosphorylation at Thr120 resulting in inhibition of caspase-mediated cleavage [11]. With 
PTEN loss being observed in a large proportion of PCs, AKT activity is enhanced, 

Figure 1. The Hippo pathway. In response to a variety of stimuli, upstream kinases STK4/3 are activated by their interaction
with SAV to phosphorylate LATS1/2 and MOB1. LATS kinase activity is activated, resulting in phosphorylation of effector
proteins YAP/TAZ. This results in cytoplasmic sequestration and interaction with the chaperone protein, 14-3-3, in the
cytoplasm to inhibit its ability to promote transcription. Further phosphorylation of YAP/TAZ then occurs via CK1 to result
in β-TrCP-mediated ubiquitination and proteasomal degradation. When YAP/TAZ cannot be phosphorylated, it resides in
the nucleus where it can associate with transcription factors, such as Transcriptional Enhanced Associate Domain (TEAD)
transcription factors, to stimulate transcription of genes involved in cell proliferation, cell cycle regulation, prevention of
apoptosis, migration and invasion.

Recently, the Hippo pathway and its upstream activators were reviewed in great
detail [2,3] and its role in PC was nicely reviewed by Salem and Hansen in early 2019 [4].
However, there has been a burst of activity in this field in the last year and this review will
focus on providing a critical update in this fast-moving area of research, focusing primarily
on PC and identifying where progress in other cancers could be applied to further advance
our knowledge.

2. STK4/STK3

STK4 (MST1) and STK3 (MST2) are stress-activated kinases at the top of the kinase
cascade which will ultimately regulate the activity of effector proteins, YAP/TAZ, as well
as having Hippo-independent effects within the cell. STK4 is activated by autophospho-
rylation within its activation loop at Thr183 which in turn results in caspase-mediated
cleavage under apoptotic conditions to produce a more activated form [5–8]. This form
is then able to move to the nucleus of the cell where it results in activation of apoptotic
gene expression via histone modification and chromatin condensation processes [9]. STK4
can directly interact with Akt1 to repress STK4 kinase activity [10] by phosphorylation at
Thr120 resulting in inhibition of caspase-mediated cleavage [11]. With PTEN loss being
observed in a large proportion of PCs, AKT activity is enhanced, suggesting a mechanism
for SKT4 activity to be reduced in these cancers. Interestingly, STK4 has been shown to
influence many oncogenic signalling pathways including AR signalling in PC [12].
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STK4 has been found to be mutated in CRPC which results in decreased levels of
LATS phosphorylation; however, only 11 patients were screened [13]. Yet STK4 contained
mutations in around 1.4% of CRPC samples in CBioportal. The STK3 mutation rate is
very low in prostate adenocarcinoma samples deposited in CBioportal, whilst 70 CRPC
samples did not present any mutations. However, 7.3% of prostate adenocarcinomas had
amplification of STK3 [14] (Figure 2).
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MicroRNAs can play a role in the post-transcriptional regulation of STK4, in particular
miR-18a, which is overexpressed in PC [15]. Interestingly, STK4 and STK3 are not detected
at the protein level in prostate tissues in the Human Protein Atlas (www.proteinatlas.
org) [16], and tissue microarray analysis performed by Cinar et al. showed a reduction
in expression of STK4 in metastatic PC samples [10]. Low expression of these upstream
kinases is thought to be due to epigenetic silencing as a consequence of c-Myc and EZH2
activity. Indeed, re-expression has been observed in response to stimuli such as JQ1, which
down-regulates c-Myc [17]. Furthermore, protein turnover plays a role in the low protein
expression of STK4. The heat shock protein, HSP27, can promote proteasomal degradation
of STK4 which results in the failure of the kinase cascade to be activated. Moreover, STK4
down-regulation by HSP27 has been shown to mediate cisplatin resistance in PC cells [18].
HSP27 is up-regulated in PC and in particular in response to androgen ablation treatment
(reviewed in [19]). As patients with high levels of HSP27 have a poor prognosis, this may
well be associated with an impact on STK4 levels, which in turn prevents or reduces the
ability of LATS to prevent YAP activation. Further supporting this theory, HSP27 has been
shown to regulate the transcriptional programmes of YAP/TAZ and HSP27 loss does lead
to a rise in STK4 protein levels in PC cells [20]. Therefore, regulation at the protein level
appears to be important for STK4.

www.proteinatlas.org
www.proteinatlas.org
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STK4 is a key mediator of signalling from Par3/Merlin/LATS2. Par3 (polarity protein)
is a scaffold protein which plays a key role in the regulation of cell polarity, an upstream
signal regulator of the Hippo pathway. In order for STK4 to be able to associate with LATS
and permit phosphorylation and activation, Par3 is required. Par3 loss in combination with
a signalling block of the Hippo pathway can result in initiation of PC [21]. Recently, IKBKE
was shown to play a role in Par3 cellular localisation [22]. As IKBKE plays a role in the reg-
ulation of LATS turnover [23,24] as discussed below, further study of Par3/LATS/IKBKE
may be warranted in PC.

3. LATS1/2 Kinases

LATS1/2 are tumour suppressor genes which have been well studied for their role
in the Hippo pathway. Upstream kinases target a hydrophobic motif within the molecule
which, upon phosphorylation, facilitates autophosphorylation of the activation loop. How-
ever, not all LATS phosphorylation events result in kinase activation; SRC can inhibit LATS
via GTPase activating protein (GIT) [25] and via direct Tyr phosphorylation [26]. Regu-
lation of LATS is primarily by post-translational mechanisms, but some transcriptional
mechanisms have also been determined.

LATS expression can be regulated as part of a feedback loop from the Hippo effector
proteins YAP/TAZ/TEAD and a role for miRNAs in LATS regulation has been discovered.
Specifically, MiR302 and MiR367 have been shown to play a role in CRPC via LATS
regulation which subsequently impacts the effector protein YAP [27]. Similarly, MiR-93
was discovered to regulate LATS in hepatocellular carcinoma and breast cancer. Upon
investigation in PC, MiR-93 was found to be overexpressed [28]. Most recently, miR-
15b-5b has also been shown to modulate LATS [29]. All studies demonstrate that these
miRs are overexpressed in PC and result in a down-regulation in LATS to cause increased
cellular proliferation, colony forming and invasion which can be rescued by overexpression
of LATS2.

Reduced LATS expression is seen in tumours with FOXP3 mutations [30]. FOXP3
inhibits expression of ErbB2 [31], cMyc [32] and skp2 [33] and induces p21 [34] to inhibit
cell growth. As cMyc, skp2 and LATS are all YAP-regulated genes, it would suggest that
a FOXP3-mediated reduction in LATS down-regulates YAP activity. Loss of LATS1/2 in
ovarian granulosa cells causes the ovarian parenchyma to be replaced with bone tissue and
seminiferous tubule-like structures. Up-regulation of YAP/TAZ and their recruitment to
sex-determining region Y box9 and bone gamma carboxyglutamate protein under these
conditions result in transdifferentiation into Sertoli-like cells and osteoblasts [35]. This may
suggest a role for loss of LATS1/2 in PC bone metastases.

3.1. Post-Translational Activation of LATS1/2

Activation of LATS activity is an important function in limiting cell proliferation
stimulated by its effector proteins including YAP/TAZ. There is increasing evidence that
activation of the Hippo pathway integrates with many cellular pathways, many of which
are defective in cancers. Many of these pathways involve post-translational modification of
LATS. Classically, phosphorylation by kinases such as STK4/3, TAOK kinases and MAP4K
kinases has been shown to activate LATS kinase activity. Indeed, redundancy between
these kinases is thought to be present and their individual roles dependent on cell type.
Signals which initiate this cascade of phosphorylation events include cell–cell interaction,
cellular stress and interaction with the extracellular matrix. Activation of LATS1/2 in
non-transformed RWPE prostate cells by cell detachment resulted in down-regulation of
YAP/TAZ activities to activate anoikis. This study determined that the activating event
occurred downstream of STK3/4 but upstream of LATS1/2, but ruled out Src, FAK and Rho
kinase, yet microtubule integrity was important [36]. Therefore, abnormal Hippo signalling
may play a role in preventing anoikis and therefore promote metastatic capability. Due
to the reported down-regulation of LATS1/2 in advanced PC, this could be a significant
contributing factor.
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Protein Tyrosine Phosphatase, non-receptor type 14 (PTPN14), which is regulated
by cell–cell adhesion and cell–matrix adhesion, activates LATS1 to down-regulate YAP,
resulting in inhibition of cellular proliferation. In PC, PTPN14 is down-regulated and upon
re-expression, PTPN14 inhibits cellular proliferation via LATS1-mediated inhibition of
YAP [37]. Interestingly, the deubiquitinase BAP1 has been shown to enhance the protein
stability of LATS. Somatic mutations in BAP1 are rare in PC, similar to breast, gastric and
colorectal cancers [38]; however, cellular localisation may be important, with nuclear BAP1
being associated with tumour aggressiveness in a subset of patients [39–41]. Contrary
to this, Deng et al. recently published some similar experimentations with the opposite
outcomes and demonstrated that BAP1 knockdown promotes tumourigenesis by stabilising
PTEN [42]. This highlights that further investigations are needed and considerations
regarding other signalling molecules may be important cofactors in what conclusions
are drawn.

STK25 phosphorylates LATS within the activation loop. However, this is different
to other kinases as phosphorylation within the hydrophobic motif is not involved in the
activation process [43]. More recently, STK25 has been found to phosphorylate SAV1,
resulting in increased PP2A activity to inhibit MST1 [44] and contradicting the findings
of Lim et al. Therefore, further investigation is required to unravel the role of STK25 in
these events. Loss of STK25, which is reported in many cancers, results in activation of
YAP [43]. Yet upon investigation of STK25 deletion in CBioportal [14], a deep deletion
frequency of 1% is reported and the only protein staining data in prostate tissue suggest an
increase in STK25 is seen in cancer [45] which is contradictory to samples detailed in the
Human Protein Atlas, where 7 samples out of 11 PCs had no detectable expression of STK25
(www.proteinatlas.org) [16]. However, mRNA expression is significantly up-regulated
3-fold in prostate carcinoma compared to a normal prostate gland in the Tomlins Prostate
dataset [46] within Oncomine™. This may suggest a disconnect between STK25 mRNA
levels and protein levels.

3.2. Post-Translation Repression of LATS1/2

Repression of LATS activity can also be achieved by post-translational modification.
LATS2 levels inversely correlate with cancer stage in a number of malignancies including
PC. The most important method of repressing LATS activity is via proteasomal degradation.
Indeed, in the Human Protein Atlas, 9 out of 12 PC specimens did not contain any LATS2
protein (www.proteinatlas.org) [16]. Gα13-mediated phosphorylation of LATS at Serine 909
results in recruitment of the E3 ligase Itchy to result in LATS degradation in ovarian cancer
cells [47]. Interestingly, ITCH is reported as down-regulated in PC and its loss is associated
with tumour stage [48]. Yet conflicting data suggest ITCH promotes PC progression [49].
Therefore, it is impossible to speculate at this stage whether ITCH assists in the down-
regulation of LATS in PC. Similarly, IKBKE can phosphorylate LATS to promote its turnover
by the proteasome [24], an observation which was supported by IKBKE knockdown in PC
cells whereby LATS expression was increased at the protein level [23]. Furthermore, with
IKBKE levels elevated in cancers, including PC, aberrant IKBKE activity offers another
explanation as to why LATS protein levels are down-regulated in cancers.

LATS activity can also be reduced by post-translational modifications which prevent
interaction with its activating proteins. The PP2A regulatory subunit, PR55, inhibits MOB1
autoactivation of LATS1/2 to result in YAP activation in pancreatic cancer cells [50]. More
recently, FAK has been shown to phosphorylate MOB1 at Y26, which causes it to dissociate
from LATS to result in YAP activation [51]. Furthermore, modification at Thr436 with O-
GlcNAc prevents LATS from interacting with MOB1-MST. This is observed in the presence
of high glucose in breast cancer cells to prevent phosphorylation at Ser872 and Thr1041
which is critical for LATS kinase activation [52].

ALK has been discovered as a novel LATS inhibitor kinase using an inhibitor library
screen. Further validation demonstrated that ALK inhibitors increased LATS activity and
that overexpression of ALK suppressed activity [53]. ALK amplification is associated

www.proteinatlas.org
www.proteinatlas.org
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with poor outcome in PC and a clinically relevant mutation, F1174C, yielded enhanced
growth and neurone-specific enolase (NSE) expression which may indicate a role in the
development of NEPC [54]. Other kinases that were identified in this inhibitor screen
included eEf2K, IRE1, SMG1, PIM and TrkA as positive regulators and TBK1, gamma-
secretase, JAK2 and PLK as negative regulators [53].

GPR4, a G-protein coupled receptor which detects protons, is overexpressed in col-
orectal cancer and correlates with late-stage tumours and reduced overall survival. Upon
detecting protons, GPR4 activates RhoA and results in F-actin rearrangement, which in-
hibits LATS activity [55]. When GPR4 is overexpressed in TRAMP-C1, cellular migration is
inhibited [56] which may suggest a similar pathway exists in PC. RhoA activation can also
occur in response to mechanical stresses to yield inhibition of LATS activity via the same
pathway [57]. Heat stress is another extracellular stimuli that can result in LATS activation.
Specifically, LATS is inactivated by PP5 in an HSP90-dependent manner. Interestingly,
downstream of LATS, YAP can still be phosphorylated and inactivated by other kinases
such as NLK and AMPK in response to their activating stimuli—energy starvation and
osmotic stress, respectively [58]. Therefore, other kinases may also be able to influence YAP
activity in the absence of LATS.

POPX2, a member of the PP2C family of Ser/Thr phosphatases, dephosphorylates
Thr1079 to inactivate LATS kinase activity. The gene encoding POPX2, PPM1F, has been
described as an annexin A1-regulated gene in PC. With an inversely related expression
profile to the AR, it is suggested that annexin A1 may facilitate invasion and metastasis in
response to androgen deprivation therapy [59]. Indeed, upon investigation of the Tomlins
Prostate dataset [46] within Oncomine™, there is an up-regulation of POPX2 in hormone-
refractory samples compared to hormone-naïve samples. Furthermore, in breast cancer
cells, knockout of POPX2 impaired anchorage-independent growth [60]. Inactivation of
LATS by dephosphorylation in pancreatic cancer is caused by PKCiota cooperation with
mutant KRas [61], both of which are up-regulated in PC and associated with disease
progression [62].

Another mechanism of LATS kinase activity regulation is by interaction with other
proteins. CDH1, which is up-regulated in malignant tumours, associates with LATS and
has been hypothesised to reduce its kinase activity due to the site of interaction. However,
this has not been confirmed experimentally. Reduction in CDH1 does result in enhanced
YAP phosphorylation and a corresponding down-regulation in the levels of YAP-regulated
genes which supports this theory [63].

LATS can also directly phosphorylate other cellular components to influence other sig-
nalling pathways. For example, phosphorylation of Raptor at Ser606 results in attenuation
of mTORC1 kinase activity. The consequence of this is inhibition of glycolysis and lipid
biometabolism [64]. Interestingly, mTORC1 is a therapeutic target in PC and a recent study
demonstrated that DEPTOR, whose phosphorylation by LATS promotes its inhibitory
association with mTORC1, is reduced in PC at both the protein and mRNA levels [65].

4. YAP1

Downstream effectors of the Hippo pathway are classically YAP and its paralogue TAZ
(WW domain containing transcription regulator protein 1). YAP functions as a transcription
factor co-activator to modulate gene programmes that promote proliferation, migration
and invasion. It is most studied alongside the TEAD family of transcription factors but
can also associate with other transcription factors including the AR [66]. YAP activity is
regulated by LATS-mediated phosphorylation to result in export from the nucleus where it
binds to 14-3-3 mediated by S127 phosphorylation. LATS-mediated phosphorylation at
Ser381 mediates phosphorylation by Casein Kinase (CK) to recruit the β-TrCP ubiquitin
ligase, leading to destruction by the proteasome [67]. Similarly, TAZ is phosphorylated
to undergo the same signalling process to inhibit its activity. In addition, NDR1/2 can
phosphorylate YAP and the NDR1/2-associated protein FRY (furry) can associate with
YAP to support cytosolic sequestration [68].
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YAP is often overexpressed and hyperactivated in many cancers including PC; how-
ever, mechanisms which lead to hyperactivation were poorly understood. Recently, new
mechanisms and hypotheses have been proposed, suggesting new targets for therapeu-
tic intervention and/or patient stratification. Importantly, transcriptional regulation of
YAP has been implicated in PC. In ~45% of PC patients, the presence of the gene fusion
TMPRSS2-ERG results in the overexpression of ERG which is a transcription factor for YAP.
In cell line models, up-regulation of ERG causes YAP promoter activation; however, this
does not appear to be the case for mRNA in clinical samples where the presence of this
gene fusion does not associate with increased YAP expression (www.oncomine.org) [69–71].
However, positive correlations between TMPRSS2-ERG fusions and YAP1 protein expres-
sion were observed in a large study of patient samples by immunohistochemistry [72].
Additionally, several miRNAs that are down-regulated in cancer have been discovered to
target YAP including MiR-205, MiR-132 and MiR-16-1 [73]. More recently, a decrease in the
YAP-targeting MiR-27a-15a-16, as a consequence of increased ZNFX1 anti-sense RNA 1
(ZFAS1) in PC, was discovered to enhance YAP levels to promote proliferation, invasion
and EMT [74].

Enhanced protein stability appears to be a major mechanism by which YAP activity
can be increased in cancers. MK5, also known as MAPKAPK5, has recently been shown
to be a positive regulator of YAP in both mesothelioma and uveal melanoma, by its
association with YAP preventing CK1δ/ε-mediated proteasomal degradation. In support
of MK5′s oncogenic role, enhanced MK5 levels correlate with YAP levels, resulting in a poor
prognosis [75]. However, independent proteomic analysis of YAP1 in the presence of MK5
revealed no novel phosphorylation sites, suggesting MK5 may not directly phosphorylate
YAP [76]. Interestingly, MK5 is up-regulated in cancer versus normal samples within the
Grasso Prostate dataset [71], suggesting further investigation may be warranted in PC. In
contrast, NEK1 was found to phosphorylate YAP at multiple sites to result in enhanced
protein stability [76]. Similarly, PIN1, which is overexpressed in PC [77], has been shown
to enhance the stability of YAP/TAZ in breast cancer to produce taxol resistance [78].
Furthermore, in melanoma studies, PIN1 can interact with STK3 to induce its proteasomal
turnover and plays an important role in TAZ nuclear localisation and association with
TEAD to enhance TAZ-regulated gene expression [79].

Four studies have been published in 2020 detailing immunohisotchemical data for
YAP/TAZ. The first used 203 tissue samples taken from 70 high-risk localised PCs, reveal-
ing that patients who underwent chemohormonal therapy (neoadjuvant chemohormonal
therapy combined with androgen deprivation therapy, docetaxel and estramustine phos-
phate) had the highest levels of nuclear YAP. As expected, these patients also had the lowest
level of nuclear AR staining; however, nuclear GR, cytoplasmic MOB4A and stromal PR
were up-regulated. Interestingly, in residual cancer found after therapy where YAP levels
were elevated, higher levels of biochemical recurrence were noted. A much larger study
looking at 17,000 samples was performed by Marx et al. (2020) and revealed that high
levels of both nuclear and cytoplasmic YAP1 associated with early biochemical relapse
and advanced tumour stage, Gleason grade, positive surgical margins, increased Ki67
staining and positive nodal stage. Associations between YAP1 staining and increased
AR expression, PTEN loss and 8p deletions were also discovered [72]. A smaller study
compared the expression of YAP1 in 22 benign prostatic hyperplasia samples to increasing
grades of prostate adenocarcinoma and 12 neuroendocrine biopsy samples. They found
that YAP1 is localised to basal epithelial cells in normal prostate and its protein expression
increased with grade in prostate adenocarcinoma. However, upon investigation of mRNA
levels in NEPCs, expression of YAP1 appears to be reduced, whilst in 12 samples that were
investigated for protein expression, 6 did not show expression, with the other 6 showing
staining in less than 25% of cells [80]. Therefore, it would be useful to assess not only
more samples to clarify any associations of YAP expression with the NEPC phenotype, but
to also investigate both the protein and the transcript in the same samples to determine

www.oncomine.org
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whether there is a discord between the two, particularly when protein stability appears to
be a key regulating factor for YAP.

YAP monoubiquitination has been uncovered as another method by which subcel-
lular localisation, and therefore activity, can be modulated. This occurs independent of
Hippo signalling as the mutant YAP protein, which cannot be phosphorylated at S127
and therefore resides in the nucleus, can still be sequestered to the cytoplasm when sites
of ubiquitination are also mutated [81]. Similarly, Mastermind-like (MAML), a coacti-
vator of Notch-dependent transcription, can promote YAP/TAZ nuclear localisation at
low cell density independent of Hippo signalling [82]. Investigation into whether MAML
and monoubiquitination of YAP function in the same pathway has not been investigated.
Monoubiquitination of YAP is performed by the E3 ubiquitin ligase complex SCFSkp2, which
adds K63-linked ubiquitin to result in enhanced YAP activity by promoting YAP–TEAD
interaction in the nucleus. Conversely, OTUD1 has been identified as the deubiquitinase
which can remove this modification and return YAP to the cytoplasmic compartment [81].
Interestingly, S-phase kinase associated protein 2 (Skp2) has been identified as a YAP-
regulated gene which suggests a positive feedback loop is present between YAP and
skp2 [83]. Indeed, Skp2 is up-regulated in PC [84] and is involved in the development of
drug resistance in cancer [85–89].

Other post-translational modifications of YAP include acetylation by p300/CBP
at a number of lysine residues [90] and O-GlcNAcylation by O-GlcNAc transferase at
Ser109 [91]. Acetylation impairs activation of YAP, whilst deacetylation by SIRT1 results in
nuclear accumulation and enhances the association with TEAD4 in response to cisplatin
treatment in HepG2 cells [90]. O-GlcNAcylation of YAP by O-GlcNAc transferase at Ser109
enhances YAP activity by preventing an interaction with the upstream kinase LATS in
response to glucose [91]. Similar observations were made in liver cancer cells, where
O-GlcNAcylation at Thr241 was observed [92].

FERM Domain Containing 6 (FRMD6), a protein involved in maintaining epithelial
cell structure, can activate Hippo kinases to down-regulate YAP activity [93]. FRMD6 has
recently been identified as a tumour suppressor gene in PC which is down-regulated in
PC with low expression being associated with biochemical recurrence [94]. Co-expression
of FRMD6 with ILK is highly correlated in the Taylor Prostate 3 dataset (0.809) [95]. ILK
kinase activity can result in inactivation of NF2/Merlin and inhibition in prostate cells
leads to activation of Hippo kinases to inactivate YAP/TAZ [96]. A connection between
ILK/FRMD6 and YAP activity may require further investigation.

5. TAZ/WWTR1

The paralogue of YAP, TAZ, shares 46% homology with YAP. In a number studies,
both YAP and TAZ are referred to as a pair as many antibodies detect both proteins due
to their high similarity. Importantly, YAP and TAZ cannot compensate for each other [97].
Studies using a constitutively active TAZ found increased migration and colony forming
ability but no enhancement of proliferation. This was accompanied by increased expression
of E-Cadherin, FN1, vimentin and B-catenin [98]. TAZ can function independently of YAP
to enhance DNA synthesis and also appears to be important in cell cycle regulation [99].
In lung cancer cells, MEKK5 has been found to prevent TAZ translocation to the nucleus,
thereby preventing proliferation and migration independent of YAP [100]. TAZ activity
can also be stimulated by shear stress which is increased in cells circulating in the blood
stream [99], suggesting a role in the metastatic process. Hypoxia is reported to enhance
phosphorylation of TAZ at Ser69 to down-regulate its activity, but phosphorylation of YAP
is reduced, enhancing its activity in a number of cell lines including PC3 cells [101]. As
hypoxia is associated with radioresistance in many cancers, it is interesting to note that in
oesophageal cancer, TAZ regulates the expression of genes involved in non-homologous
end joining that are a causative factor in radioresistance [102]. In addition, TAZ plays a
role in EMT, migration and anchorage-independent growth in a number of cancers but
it remains understudied in PC. The question of PC stage-specific expression has been
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answered in part by a study showing that both protein and transcript expressions associate
with PC grade [103]. However, the loss of TAZ expression has been reported in PC and it
has been proposed that when TAZ is re-expressed, it results in a more aggressive disease.
Contrary to this, expression in NEPC is reported as reduced or lost [80]; therefore, further
investigation is still required. In breast cancers, the deubiquitinase USP1 can interact with
TAZ to cause increased protein stability [104]. USP1 is also proposed as a therapeutic target
in prostate cancer [105], although its role in YAP/TAZ signalling has not been investigated.

6. Extracellular Matrix Sensing

The extracellular matrix within which cancer cells grow can influence the signalling
pathways to influence cell growth, invasion and migration capabilities. The Hippo pathway
has been shown in numerous studies to play a role in environment sensing. This can
be particularly important during metastatic processes and may explain, in part, why
PCs favour deposition in bone once they have escaped the primary tumour site. Cell
growth on materials of different stiffness has revealed some interesting observations. A
comparison of PC3 cells grown in tissue culture dishes to mimic a hard growth surface
and on decellularised spinach leaves to mimic a soft growth surface revealed slowed
proliferation, down-regulated YAP/TAZ signalling and also altered cellular morphology.
Furthermore, the response to cellular stress, including radiation exposure, was altered,
yet DNA repair was effective on both growth surfaces, suggesting that YAP can promote
radioresistance in PC [106]. However, the origin of the cell can affect how a response is
made. For example, cells derived from bone metastases show higher proliferation and
migration on high-stiffness substrates, whereas lymphatic-derived cells grown on low-
stiffness substrates see higher levels of proliferation and migration [107]. These findings
highlight the importance of studying this pathway in vitro under the correct conditions to
mimic where cells grow in the body.

7. Self-Renewal

Cancer stem cells are important in driving therapy resistance and transcription factors
associated with pluripotency, specifically Nanog, Oct4 and Sox2, have been associated with
aggressive PC [108]. In other cancers, deletion of LATS and the resultant up-regulation in
YAP/TAZ activity resulted in uncontrolled expansion of Sox2-positive cells [109], whilst
LATS1/2 activity can trigger self-renewal of cancer stem cells in aggressive oral cancer [110].
Therefore, it would be interesting to investigate the levels of Hippo pathway activity in
this subgroup of patients with high expression of Oct 4, Sox2 and Nanog. TAZ is thought
to be more important for stemness [111] and is found to be expressed at higher levels in
PC3-derived cancer stem cells alongside phosphodiesterase 5 (PDE5). Indeed, both Sox2
and Nanog expressions were reduced in response to TAZ knockdown [112]. It is thought
that PDE5 promotes TAZ activity as inhibition functions through PKG to activate STK4
to activate the Hippo pathway and result in TAZ inactivation [112]. This is contradicted
by development studies which showed that transcription of Sox2 can be inhibited by
YAP/TAZ and TEAD4 to prevent premature expression of Sox2, thereby limiting the
pleuripotency gene programmes until day 16 [113]. This raises the question of whether
a developmental process has been initiated in these PC3-derived stem cells which is
malfunctioning so that instead of TAZ inhibiting Sox2, it is promoting its expression.

In intestinal stem cells, activation of TAZ by LATS deletion inhibits Wnt by interacting
with Groucho/TLE to block Wnt/TCF-mediated transcription [114]. Conversely, YAP/TAZ
have been shown to be under the control of the Wnt pathway and be downstream effec-
tors [115,116]. As LATS and TAZ down-regulation is prevalent in PCs, this may partially
explain why Wnt signalling is able to stimulate AR and YAP translocation to the nucleus
under androgen deprivation conditions [117].
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8. Cell Cycle

Oscillations in both LATS and YAP/TAZ activities are seen during the cell cycle,
suggesting a role for the Hippo pathway in cell cycle regulation. Indeed, a delay in the
progression through G1 to S is observed when YAP/TAZ is knocked down. LATS1/2
activity peaks during G2/M, whilst YAP/TAZ activity is highest during G1. During the
G1 and S phases, TAZ protein levels are increased, whilst phosphor-YAP is decreased to
result in higher nuclear localisation in comparison to G2/M phases [63]. This is particularly
interesting as AR has been described as a driver of G1/S transition via transcriptional
regulation [118].

9. Interplay with the AR

Interestingly, LATS2 has been shown to interact with the AR, whereby it can impede
the interaction of the N- and C-terminal domains, which is important for transcriptional
activation. Surprisingly, LATS2 interaction with AR appeared to occur in the presence
of androgen stimulation which might suggest that activation of LATS2 kinase activity by
stimuli such as cell–cell contact may signal to turn off AR activity. However, LATS2 kinase
activity was not investigated in this process [119]. LATS can also associate with MDM2
which results in inhibition of its E3 ligase activity and activation of p53. MDM2 can also
associate with AR to play a role in its ubiquitination and destruction by the proteasome.
Whether LATS and MDM2 can work together in terms of AR signalling remains unstudied.
As LATS interacts with AR in the presence of androgens and MDM2 can function to signal
AR turnover, it would be interesting to test whether these two proteins work to turn off AR
transcription at the chromatin level and play a role in AR cycling on and off chromatin.

The Hippo signalling pathway as a whole can modulate the activity of the AR. Not
only can LATS, whose expression is often lost in PC, modulate AR activity but down-stream
effectors can modulate the expression of AR. In particular, YAP activation results in higher
levels of c-Myc, which in turn up-regulates transcription of AR. YAP can also interact with
the AR in the nucleus and facilitate its transcriptional activity [66], further supporting
a role for aberrant signalling in PC. Furthermore, the down-regulation of YAP activity
by treatment with IKBKE inhibitors also reduced proliferation, colony forming ability
and AR activity in enzalutamide-resistant cell line models [23], therefore supporting the
reactivation of the Hippo pathway as a method of targeting CRPC.

10. Conclusions and Perspectives

The role of each component of the Hippo signalling pathway in PC development and
progression is being uncovered. The importance of crosstalk between this pathway and
well-established driver signalling pathways in PC is clear. Effects on AR, cancer stem cell
biology, radioresistance, hypoxia-mediated signalling and response to the microenviron-
ment all suggest that targeting this pathway therapeutically is warranted. With multiple
new regulator molecules of this pathway being identified (Figure 3), a number of new
therapeutic targets to restart Hippo signalling and turn off the activities of its effector
proteins, YAP/TAZ, have been identified.

10.1. Therapeutic Options

The ability to target a dysregulated Hippo pathway therapeutically is growing ever
closer. As reviewed in 2018 [120], a number of therapies can already down-regulate the
activity of YAP/TAZ (Table 1). We can now add other therapeutic strategies to this list.
These molecular targets include ALK, FAK, HSP27, IKBKE and POPX2. ALK inhibitors
crizotinib and alectinib have both been described to be effective in the treatment of small
cell carcinoma of the prostate where ALK activity is up-regulated [54]. FAK inhibition
has recently been shown to abolish YAP activation in PC [121]. Indeed, a number of FAK
inhibitors have been tested in clinical trials with promising results in prostate and other
cancers [122–124]. The HSP27 antisense oligonucleotide, apatorsen (OGX427), has been
used in Phase II clinical trials in patients with metastatic CRPC and demonstrated increased
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response rates compared to controls [125]. These studies suggest that targeting in humans
is possible and that the effects of these therapies will provide patient benefit.

Cancers 2021, 13, x FOR PEER REVIEW 11 of 17 
 

 

 
Figure 3. Potential therapeutic targets to reactivate the Hippo pathway. Modulation of upstream kinases STK3/4 and 
LATS1/2 occurs via post-translational modifications and transcriptional regulation. In cancer, a number of these molecules 
responsible for this regulation are altered. Molecules can be mutated (orange), overexpressed (red) or lost (grey) to result 
in high turnover or transcriptional silencing. This turns off the Hippo signalling cascade, allowing effector proteins, 
YAP/TAZ, to enter the nucleus and activate gene transcription, resulting in higher cell proliferation, cell cycle modulation, 
expression of other oncogenes such as c-Myc and AR and prevention of apoptosis, to name but a few processes. 

10.1. Therapeutic Options 
The ability to target a dysregulated Hippo pathway therapeutically is growing ever 

closer. As reviewed in 2018 [120], a number of therapies can already down-regulate the 
activity of YAP/TAZ (Table 1). We can now add other therapeutic strategies to this list. 
These molecular targets include ALK, FAK, HSP27, IKBKE and POPX2. ALK inhibitors 
crizotinib and alectinib have both been described to be effective in the treatment of small 
cell carcinoma of the prostate where ALK activity is up-regulated [54]. FAK inhibition has 
recently been shown to abolish YAP activation in PC [121]. Indeed, a number of FAK 
inhibitors have been tested in clinical trials with promising results in prostate and other 
cancers [122–124]. The HSP27 antisense oligonucleotide, apatorsen (OGX427), has been 
used in Phase II clinical trials in patients with metastatic CRPC and demonstrated 
increased response rates compared to controls [125]. These studies suggest that targeting 
in humans is possible and that the effects of these therapies will provide patient benefit. 

Verteprofin, which is approved by the FDA, is the most widely used YAP inhibitor, 
although its mode of action appears to be multimodal depending on the cellular 
background. Cell lines which do not express YAP still show a reduction in proliferation, 
which in one study was shown to be a consequence of impacting STAT3 activity [126]. 
However, results are promising nonetheless, but development of more specific YAP 
inhibitors is required. Similar findings are present for IKBKE inhibitors. Whilst the 
inhibitor Amlexanox has been successfully used in patients without major toxicities for 
other conditions, its specificity could be improved, but this may be challenging. 

  

Figure 3. Potential therapeutic targets to reactivate the Hippo pathway. Modulation of upstream kinases STK3/4 and
LATS1/2 occurs via post-translational modifications and transcriptional regulation. In cancer, a number of these molecules
responsible for this regulation are altered. Molecules can be mutated (orange), overexpressed (red) or lost (grey) to result in
high turnover or transcriptional silencing. This turns off the Hippo signalling cascade, allowing effector proteins, YAP/TAZ,
to enter the nucleus and activate gene transcription, resulting in higher cell proliferation, cell cycle modulation, expression
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Table 1. Therapies which down-regulate YAP/TAZ activity.

Drug Target Mechanism

Verteporfin YAP Up-regulates 14-3-3
Dasatinib Tyr inhibitor Promotes proteasomal degradation of YAP/TAZ
Pazpanib Tyr inhibitor Promotes proteasomal degradation of YAP/TAZ
Cerivastin HMGCoA reductase Cytoplasmic sequestration of YAP/TAZ

XAV939 Tankynase Decreased YAP/TAZ-mediated expression
Statins HMGCoA reductase Cytoplasmic sequestration of YAP/TAZ

C19 Activates MST1 and LATS1
MF-438 SCD1

Verteprofin, which is approved by the FDA, is the most widely used YAP inhibitor, al-
though its mode of action appears to be multimodal depending on the cellular background.
Cell lines which do not express YAP still show a reduction in proliferation, which in one
study was shown to be a consequence of impacting STAT3 activity [126]. However, results
are promising nonetheless, but development of more specific YAP inhibitors is required.
Similar findings are present for IKBKE inhibitors. Whilst the inhibitor Amlexanox has been
successfully used in patients without major toxicities for other conditions, its specificity
could be improved, but this may be challenging.

10.2. Outlook

With the field of Hippo signalling progressing so quickly, the prospect of seeing a
therapeutic in a clinical trial for PC is real. A point for consideration is if patients have
multiple defects in their Hippo pathway, for example, a loss of LATS1/2 expression and up-
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regulation of a YAP/TAZ-stabilising kinase, it may prove more effective for combinations of
therapies to be administered in a personalised medicine approach. Therefore, how patients
are stratified to receive such a treatment will be important based on the significance of post-
translational modifications in the regulation of these pathways rather than transcriptional
or mutational processes. Whilst there are still some questions remaining regarding the
mechanistics and crosstalk of this pathway that are relevant to PC, the evidence for targeting
this pathway therapeutically grows ever stronger.

Funding: This work was supported by a Movember funded Prostate Cancer UK Career Development
Award [CDF12-006]. The APC was funded by Prostate Cancer UK.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data analysed in this study are openly in CBioportal [14], Oncomine
[46,69–71] and Protein Atlas [15].

Acknowledgments: Thanks to Alex Bainbridge for technical and administrative support.

Conflicts of Interest: The author declares no conflict of interest.

References
1. Dong, J.; Feldmann, G.; Huang, J.; Wu, S.; Zhang, N.; Comerford, S.A.; Gayyed, M.F.; Anders, R.A.; Maitra, A.; Pan, D. Elucidation

of a universal size-control mechanism in Drosophila and mammals. Cell 2007, 130, 1120–1133. [CrossRef] [PubMed]
2. Ma, S.; Meng, Z.; Chen, R.; Guan, K.L. The Hippo Pathway: Biology and Pathophysiology. Annu. Rev. Biochem. 2019, 88, 577–604.

[CrossRef] [PubMed]
3. Rausch, V.; Hansen, C.G. The Hippo Pathway, YAP/TAZ, and the Plasma Membrane. Trends Cell Biol. 2020, 30, 32–48. [CrossRef]

[PubMed]
4. Salem, O.; Hansen, C.G. The Hippo Pathway in Prostate Cancer. Cells 2019, 8, 370. [CrossRef] [PubMed]
5. Ahn, S.H.; Cheung, W.L.; Hsu, J.Y.; Diaz, R.L.; Smith, M.M.; Allis, C.D. Sterile 20 kinase phosphorylates histone H2B at serine 10

during hydrogen peroxide-induced apoptosis in S. cerevisiae. Cell 2005, 120, 25–36. [CrossRef]
6. Cheung, W.L.; Ajiro, K.; Samejima, K.; Kloc, M.; Cheung, P.; Mizzen, C.A.; Beeser, A.; Etkin, L.D.; Chernoff, J.; Earnshaw, W.C.;

et al. Apoptotic phosphorylation of histone H2B is mediated by mammalian sterile twenty kinase. Cell 2003, 113, 507–517.
[CrossRef]

7. Graves, J.D.; Draves, K.E.; Gotoh, Y.; Krebs, E.G.; Clark, E.A. Both phosphorylation and caspase-mediated cleavage contribute
to regulation of the Ste20-like protein kinase Mst1 during CD95/Fas-induced apoptosis. J. Biol. Chem. 2001, 276, 14909–14915.
[CrossRef] [PubMed]

8. Praskova, M.; Khoklatchev, A.; Ortiz-Vega, S.; Avruch, J. Regulation of the MST1 kinase by autophosphorylation, by the growth
inhibitory proteins, RASSF1 and NORE1, and by Ras. Biochem. J. 2004, 381, 453–462. [CrossRef] [PubMed]

9. Ura, S.; Masuyama, N.; Graves, J.D.; Gotoh, Y. Caspase cleavage of MST1 promotes nuclear translocation and chromatin
condensation. Proc. Natl. Acad. Sci. USA 2001, 98, 10148–10153. [CrossRef] [PubMed]

10. Cinar, B.; Fang, P.K.; Lutchman, M.; Di Vizio, D.; Adam, R.M.; Pavlova, N.; Rubin, M.A.; Yelick, P.C.; Freeman, M.R. The
pro-apoptotic kinase Mst1 and its caspase cleavage products are direct inhibitors of Akt1. EMBO J. 2007, 26, 4523–4534. [CrossRef]
[PubMed]

11. Yuan, Z.; Kim, D.; Shu, S.; Wu, J.; Guo, J.; Xiao, L.; Kaneko, S.; Coppola, D.; Cheng, J.Q. Phosphoinositide 3-kinase/Akt inhibits
MST1-mediated pro-apoptotic signaling through phosphorylation of threonine 120. J. Biol. Chem. 2010, 285, 3815–3824. [CrossRef]
[PubMed]

12. Ready, D.; Yagiz, K.; Amin, P.; Yildiz, Y.; Funari, V.; Bozdag, S.; Cinar, B. Mapping the STK4/Hippo signaling network in prostate
cancer cell. PLoS ONE 2017, 12, e0184590. [CrossRef]

13. Hao, L.; Li, H.; Zhang, S.; Yang, Y.; Xu, Z.; Zhang, Y.; Liu, Z. Integrative Exome Sequencing Analysis in Castration-Resistant
Prostate Cancer in Chinese Population. Curr. Pharm. Biotechnol. 2020, 21, 140–148. [CrossRef] [PubMed]

14. Cerami, E.; Gao, J.; Dogrusoz, U.; Gross, B.E.; Sumer, S.O.; Aksoy, B.A.; Jacobsen, A.; Byrne, C.J.; Heuer, M.L.; Larsson, E.; et al.
The cBio cancer genomics portal: An open platform for exploring multidimensional cancer genomics data. Cancer Discov. 2012, 2,
401–404. [CrossRef] [PubMed]

15. Hsu, T.I.; Hsu, C.H.; Lee, K.H.; Lin, J.T.; Chen, C.S.; Chang, K.C.; Su, C.Y.; Hsiao, M.; Lu, P.J. MicroRNA-18a is elevated in prostate
cancer and promotes tumorigenesis through suppressing STK4 in vitro and in vivo. Oncogenesis 2014, 3, e99. [CrossRef]

16. Uhlen, M.; Fagerberg, L.; Hallstrom, B.M.; Lindskog, C.; Oksvold, P.; Mardinoglu, A.; Sivertsson, A.; Kampf, C.; Sjostedt, E.;
Asplund, A.; et al. Proteomics. Tissue-based map of the human proteome. Science 2015, 347, 1260419. [CrossRef] [PubMed]

17. Kuser-Abali, G.; Alptekin, A.; Cinar, B. Overexpression of MYC and EZH2 cooperates to epigenetically silence MST1 expression.
Epigenetics 2014, 9, 634–643. [CrossRef]

http://doi.org/10.1016/j.cell.2007.07.019
http://www.ncbi.nlm.nih.gov/pubmed/17889654
http://doi.org/10.1146/annurev-biochem-013118-111829
http://www.ncbi.nlm.nih.gov/pubmed/30566373
http://doi.org/10.1016/j.tcb.2019.10.005
http://www.ncbi.nlm.nih.gov/pubmed/31806419
http://doi.org/10.3390/cells8040370
http://www.ncbi.nlm.nih.gov/pubmed/31018586
http://doi.org/10.1016/j.cell.2004.11.016
http://doi.org/10.1016/S0092-8674(03)00355-6
http://doi.org/10.1074/jbc.M010905200
http://www.ncbi.nlm.nih.gov/pubmed/11278782
http://doi.org/10.1042/BJ20040025
http://www.ncbi.nlm.nih.gov/pubmed/15109305
http://doi.org/10.1073/pnas.181161698
http://www.ncbi.nlm.nih.gov/pubmed/11517310
http://doi.org/10.1038/sj.emboj.7601872
http://www.ncbi.nlm.nih.gov/pubmed/17932490
http://doi.org/10.1074/jbc.M109.059675
http://www.ncbi.nlm.nih.gov/pubmed/19940129
http://doi.org/10.1371/journal.pone.0184590
http://doi.org/10.2174/1389201019666191003142119
http://www.ncbi.nlm.nih.gov/pubmed/31580249
http://doi.org/10.1158/2159-8290.CD-12-0095
http://www.ncbi.nlm.nih.gov/pubmed/22588877
http://doi.org/10.1038/oncsis.2014.12
http://doi.org/10.1126/science.1260419
http://www.ncbi.nlm.nih.gov/pubmed/25613900
http://doi.org/10.4161/epi.27957


Cancers 2021, 13, 611 13 of 17

18. Ren, A.; Yan, G.; You, B.; Sun, J. Down-regulation of mammalian sterile 20-like kinase 1 by heat shock protein 70 mediates
cisplatin resistance in prostate cancer cells. Cancer Res. 2008, 68, 2266–2274. [CrossRef] [PubMed]

19. Hoter, A.; Rizk, S.; Naim, H.Y. The Multiple Roles and Therapeutic Potential of Molecular Chaperones in Prostate Cancer. Cancers
2019, 11, 1194. [CrossRef]

20. Vahid, S.; Thaper, D.; Gibson, K.F.; Bishop, J.L.; Zoubeidi, A. Molecular chaperone Hsp27 regulates the Hippo tumor suppressor
pathway in cancer. Sci. Rep. 2016, 6, 31842. [CrossRef]

21. Zhou, P.J.; Wang, X.; An, N.; Wei, L.; Zhang, L.; Huang, X.; Zhu, H.H.; Fang, Y.X.; Gao, W.Q. Loss of Par3 promotes prostatic
tumorigenesis by enhancing cell growth and changing cell division modes. Oncogene 2019, 38, 2192–2205. [CrossRef] [PubMed]

22. Jouette, J.; Guichet, A.; Claret, S.B. Dynein-mediated transport and membrane trafficking control PAR3 polarised distribution.
Elife 2019, 8. [CrossRef] [PubMed]

23. Bainbridge, A.; Walker, S.; Smith, J.; Patterson, K.; Dutt, A.; Ng, Y.M.; Thomas, H.D.; Wilson, L.; McCullough, B.; Jones, D.; et al.
IKBKE activity enhances AR levels in advanced prostate cancer via modulation of the Hippo pathway. Nucleic Acids Res. 2020, 48,
5366–5382. [CrossRef] [PubMed]

24. Liu, Y.; Lu, J.; Zhang, Z.; Zhu, L.; Dong, S.; Guo, G.; Li, R.; Nan, Y.; Yu, K.; Zhong, Y.; et al. Amlexanox, a selective inhibitor of
IKBKE, generates anti-tumoral effects by disrupting the Hippo pathway in human glioblastoma cell lines. Cell Death Dis. 2017,
8, e3022. [CrossRef]

25. Lamar, J.M.; Xiao, Y.; Norton, E.; Jiang, Z.G.; Gerhard, G.M.; Kooner, S.; Warren, J.S.A.; Hynes, R.O. SRC tyrosine kinase activates
the YAP/TAZ axis and thereby drives tumor growth and metastasis. J. Biol. Chem. 2019, 294, 2302–2317. [CrossRef] [PubMed]

26. Si, Y.; Ji, X.; Cao, X.; Dai, X.; Xu, L.; Zhao, H.; Guo, X.; Yan, H.; Zhang, H.; Zhu, C.; et al. Src Inhibits the Hippo Tumor Suppressor
Pathway through Tyrosine Phosphorylation of Lats1. Cancer Res. 2017, 77, 4868–4880. [CrossRef] [PubMed]

27. Guo, Y.; Cui, J.; Ji, Z.; Cheng, C.; Zhang, K.; Zhang, C.; Chu, M.; Zhao, Q.; Yu, Z.; Zhang, Y.; et al. miR-302/367/LATS2/YAP
pathway is essential for prostate tumor-propagating cells and promotes the development of castration resistance. Oncogene 2017,
36, 6336–6347. [CrossRef]

28. Liu, J.J.; Zhang, X.; Wu, X.H. miR-93 Promotes the Growth and Invasion of Prostate Cancer by Upregulating Its Target Genes
TGFBR2, ITGB8, and LATS2. Mol. Ther. Oncolytics 2018, 11, 14–19. [CrossRef] [PubMed]

29. Liu, Z.J.; Liu, S.H.; Li, J.R.; Bie, X.C.; Zhou, Y. MiR-15b-5b Regulates the Proliferation of Prostate Cancer PC-3 Cells via Targeting
LATS2. Cancer Manag. Res. 2020, 12, 10669–10678. [CrossRef] [PubMed]

30. Li, W.; Wang, L.; Katoh, H.; Liu, R.; Zheng, P.; Liu, Y. Identification of a tumor suppressor relay between the FOXP3 and the
Hippo pathways in breast and prostate cancers. Cancer Res. 2011, 71, 2162–2171. [CrossRef] [PubMed]

31. Zuo, T.; Wang, L.; Morrison, C.; Chang, X.; Zhang, H.; Li, W.; Liu, Y.; Wang, Y.; Liu, X.; Chan, M.W.; et al. FOXP3 is an X-linked
breast cancer suppressor gene and an important repressor of the HER-2/ErbB2 oncogene. Cell 2007, 129, 1275–1286. [CrossRef]

32. Wang, L.; Liu, R.; Li, W.; Chen, C.; Katoh, H.; Chen, G.Y.; McNally, B.; Lin, L.; Zhou, P.; Zuo, T.; et al. Somatic single hits inactivate
the X-linked tumor suppressor FOXP3 in the prostate. Cancer Cell 2009, 16, 336–346. [CrossRef] [PubMed]

33. Zuo, T.; Liu, R.; Zhang, H.; Chang, X.; Liu, Y.; Wang, L.; Zheng, P.; Liu, Y. FOXP3 is a novel transcriptional repressor for the breast
cancer oncogene SKP2. J. Clin. Investig. 2007, 117, 3765–3773. [CrossRef] [PubMed]

34. Liu, R.; Wang, L.; Chen, G.; Katoh, H.; Chen, C.; Liu, Y.; Zheng, P. FOXP3 up-regulates p21 expression by site-specific inhibition of
histone deacetylase 2/histone deacetylase 4 association to the locus. Cancer Res. 2009, 69, 2252–2259. [CrossRef] [PubMed]

35. Tsoi, M.; Morin, M.; Rico, C.; Johnson, R.L.; Paquet, M.; Gevry, N.; Boerboom, D. Lats1 and Lats2 are required for ovarian
granulosa cell fate maintenance. FASEB J. 2019, 33, 10819–10832. [CrossRef]

36. Zhao, B.; Wei, X.; Li, W.; Udan, R.S.; Yang, Q.; Kim, J.; Xie, J.; Ikenoue, T.; Yu, J.; Li, L.; et al. Inactivation of YAP oncoprotein by
the Hippo pathway is involved in cell contact inhibition and tissue growth control. Genes Dev. 2007, 21, 2747–2761. [CrossRef]

37. Wang, R.; Du, Y.; Shang, J.; Dang, X.; Niu, G. PTPN14 acts as a candidate tumor suppressor in prostate cancer and inhibits cell
proliferation and invasion through modulating LATS1/YAP signaling. Mol. Cell. Probes 2020, 53, 101642. [CrossRef]

38. Je, E.M.; Lee, S.H.; Yoo, N.J. Somatic mutation of a tumor suppressor gene BAP1 is rare in breast, prostate, gastric and colorectal
cancers. APMIS 2012, 120, 855–856. [CrossRef]

39. Oh, H.; Lee, Y.J.; Kang, S.G.; Ahn, B.; Kim, E.; Chae, Y.S.; Lee, Y.; Lee, J.H.; Kim, C.H. BRCA1-associated protein 1 expression and
prognostic role in prostate adenocarcinoma. Investig. Clin. Urol. 2020, 61, 166–172. [CrossRef] [PubMed]

40. Park, C.M.; Lee, J.E.; Kim, J.H. BAP1 functions as a tumor promoter in prostate cancer cells through EMT regulation. Genet. Mol.
Biol. 2020, 43, e20190328. [CrossRef]

41. Steurer, S.; Schwemmer, L.; Hube-Magg, C.; Buscheck, F.; Hoflmayer, D.; Tsourlakis, M.C.; Clauditz, T.S.; Luebke, A.M.; Simon, R.;
Sauter, G.; et al. Nuclear up regulation of the BRCA1-associated ubiquitinase BAP1 is associated with tumor aggressiveness in
prostate cancers lacking the TMPRSS2:ERG fusion. Oncotarget 2019, 10, 7096–7111. [CrossRef] [PubMed]

42. Deng, R.; Guo, Y.; Li, L.; He, J.; Qiang, Z.; Zhang, H.; Chen, R.; Wang, Y.; Zhao, X.; Yu, J. BAP1 suppresses prostate cancer
progression by deubiquitinating and stabilizing PTEN. Mol. Oncol. 2020. [CrossRef] [PubMed]

43. Lim, S.; Hermance, N.; Mudianto, T.; Mustaly, H.M.; Mauricio, I.P.M.; Vittoria, M.A.; Quinton, R.J.; Howell, B.W.; Cornils, H.;
Manning, A.L.; et al. Identification of the kinase STK25 as an upstream activator of LATS signaling. Nat. Commun. 2019, 10, 1547.
[CrossRef] [PubMed]

44. Bae, S.J.; Ni, L.; Luo, X. STK25 suppresses Hippo signaling by regulating SAV1-STRIPAK antagonism. Elife 2020, 9. [CrossRef]
[PubMed]

http://doi.org/10.1158/0008-5472.CAN-07-6248
http://www.ncbi.nlm.nih.gov/pubmed/18381433
http://doi.org/10.3390/cancers11081194
http://doi.org/10.1038/srep31842
http://doi.org/10.1038/s41388-018-0580-x
http://www.ncbi.nlm.nih.gov/pubmed/30467379
http://doi.org/10.7554/eLife.40212
http://www.ncbi.nlm.nih.gov/pubmed/30672465
http://doi.org/10.1093/nar/gkaa271
http://www.ncbi.nlm.nih.gov/pubmed/32324216
http://doi.org/10.1038/cddis.2017.396
http://doi.org/10.1074/jbc.RA118.004364
http://www.ncbi.nlm.nih.gov/pubmed/30559289
http://doi.org/10.1158/0008-5472.CAN-17-0391
http://www.ncbi.nlm.nih.gov/pubmed/28754671
http://doi.org/10.1038/onc.2017.240
http://doi.org/10.1016/j.omto.2018.08.001
http://www.ncbi.nlm.nih.gov/pubmed/30294667
http://doi.org/10.2147/CMAR.S266421
http://www.ncbi.nlm.nih.gov/pubmed/33149674
http://doi.org/10.1158/0008-5472.CAN-10-3268
http://www.ncbi.nlm.nih.gov/pubmed/21278236
http://doi.org/10.1016/j.cell.2007.04.034
http://doi.org/10.1016/j.ccr.2009.08.016
http://www.ncbi.nlm.nih.gov/pubmed/19800578
http://doi.org/10.1172/JCI32538
http://www.ncbi.nlm.nih.gov/pubmed/18008005
http://doi.org/10.1158/0008-5472.CAN-08-3717
http://www.ncbi.nlm.nih.gov/pubmed/19276356
http://doi.org/10.1096/fj.201900609R
http://doi.org/10.1101/gad.1602907
http://doi.org/10.1016/j.mcp.2020.101642
http://doi.org/10.1111/j.1600-0463.2012.02909.x
http://doi.org/10.4111/icu.2020.61.2.166
http://www.ncbi.nlm.nih.gov/pubmed/32158967
http://doi.org/10.1590/1678-4685-gmb-2019-0328
http://doi.org/10.18632/oncotarget.27270
http://www.ncbi.nlm.nih.gov/pubmed/31903168
http://doi.org/10.1002/1878-0261.12844
http://www.ncbi.nlm.nih.gov/pubmed/33155366
http://doi.org/10.1038/s41467-019-09597-w
http://www.ncbi.nlm.nih.gov/pubmed/30948712
http://doi.org/10.7554/eLife.54863
http://www.ncbi.nlm.nih.gov/pubmed/32292165


Cancers 2021, 13, 611 14 of 17

45. Zhang, H.; Ma, X.; Peng, S.; Nan, X.; Zhao, H. Differential expression of MST4, STK25 and PDCD10 between benign prostatic
hyperplasia and prostate cancer. Int. J. Clin. Exp. Pathol. 2014, 7, 8105–8111. [PubMed]

46. Tomlins, S.A.; Mehra, R.; Rhodes, D.R.; Cao, X.; Wang, L.; Dhanasekaran, S.M.; Kalyana-Sundaram, S.; Wei, J.T.; Rubin, M.A.;
Pienta, K.J.; et al. Integrative molecular concept modeling of prostate cancer progression. Nat. Genet. 2007, 39, 41–51. [CrossRef]
[PubMed]

47. Yagi, H.; Onoyama, I.; Asanoma, K.; Hori, E.; Yasunaga, M.; Kodama, K.; Kijima, M.; Ohgami, T.; Kaneki, E.; Okugawa, K.; et al.
Galpha13-mediated LATS1 down-regulation contributes to epithelial-mesenchymal transition in ovarian cancer. FASEB J. 2019,
33, 13683–13694. [CrossRef]

48. Huang, E.; Chen, X.; Yuan, Y. Downregulated circular RNA itchy E3 ubiquitin protein ligase correlates with advanced pathologic T
stage, high lymph node metastasis risk and poor survivals in prostate cancer patients. Cancer Biomark. 2019, 26, 41–50. [CrossRef]

49. Wang, X.; Wang, R.; Wu, Z.; Bai, P. Circular RNA ITCH suppressed prostate cancer progression by increasing HOXB13 expression
via spongy miR-17-5p. Cancer Cell Int. 2019, 19, 328. [CrossRef]

50. Hein, A.L.; Brandquist, N.D.; Ouellette, C.Y.; Seshacharyulu, P.; Enke, C.A.; Ouellette, M.M.; Batra, S.K.; Yan, Y. PR55alpha
regulatory subunit of PP2A inhibits the MOB1/LATS cascade and activates YAP in pancreatic cancer cells. Oncogenesis 2019, 8, 63.
[CrossRef]

51. Feng, X.; Arang, N.; Rigiracciolo, D.C.; Lee, J.S.; Yeerna, H.; Wang, Z.; Lubrano, S.; Kishore, A.; Pachter, J.A.; Konig, G.M.; et al. A
Platform of Synthetic Lethal Gene Interaction Networks Reveals that the GNAQ Uveal Melanoma Oncogene Controls the Hippo
Pathway through FAK. Cancer Cell 2019, 35, 457–472.e455. [CrossRef] [PubMed]

52. Kim, E.; Kang, J.G.; Kang, M.J.; Park, J.H.; Kim, Y.J.; Kweon, T.H.; Lee, H.W.; Jho, E.H.; Lee, Y.H.; Kim, S.I.; et al. O-GlcNAcylation
on LATS2 disrupts the Hippo pathway by inhibiting its activity. Proc. Natl. Acad. Sci. USA 2020, 117, 14259–14269. [CrossRef]
[PubMed]

53. Nouri, K.; Azad, T.; Lightbody, E.; Khanal, P.; Nicol, C.J.; Yang, X. A kinome-wide screen using a NanoLuc LATS luminescent
biosensor identifies ALK as a novel regulator of the Hippo pathway in tumorigenesis and immune evasion. FASEB J. 2019, 33,
12487–12499. [CrossRef] [PubMed]

54. Carneiro, B.A.; Pamarthy, S.; Shah, A.N.; Sagar, V.; Unno, K.; Han, H.; Yang, X.J.; Costa, R.B.; Nagy, R.J.; Lanman, R.B.; et al.
Anaplastic Lymphoma Kinase Mutation (ALK F1174C) in Small Cell Carcinoma of the Prostate and Molecular Response to
Alectinib. Clin. Cancer Res. 2018, 24, 2732–2739. [CrossRef] [PubMed]

55. Yu, M.; Cui, R.; Huang, Y.; Luo, Y.; Qin, S.; Zhong, M. Increased proton-sensing receptor GPR4 signalling promotes colorectal
cancer progression by activating the hippo pathway. EBioMedicine 2019, 48, 264–276. [CrossRef] [PubMed]

56. Castellone, R.D.; Leffler, N.R.; Dong, L.; Yang, L.V. Inhibition of tumor cell migration and metastasis by the proton-sensing GPR4
receptor. Cancer Lett. 2011, 312, 197–208. [CrossRef]

57. Wada, K.; Itoga, K.; Okano, T.; Yonemura, S.; Sasaki, H. Hippo pathway regulation by cell morphology and stress fibers.
Development 2011, 138, 3907–3914. [CrossRef]

58. Luo, M.; Meng, Z.; Moroishi, T.; Lin, K.C.; Shen, G.; Mo, F.; Shao, B.; Wei, X.; Zhang, P.; Wei, Y.; et al. Heat stress activates
YAP/TAZ to induce the heat shock transcriptome. Nat. Cell Biol. 2020, 22, 1447–1459. [CrossRef] [PubMed]

59. Yang, W.; Wang, K.; Ma, J.; Hui, K.; Lv, W.; Ma, Z.; Huan, M.; Luo, L.; Wang, X.; Li, L.; et al. Inhibition of Androgen Receptor
Signaling Promotes Prostate Cancer Cell Migration via Upregulation of Annexin A1 Expression. Arch. Med. Res. 2020. [CrossRef]

60. Rahmat, M.B.; Zhang, S.; Koh, C.G. POPX2 is a novel LATS phosphatase that regulates the Hippo pathway. Oncotarget 2019, 10,
1525–1538. [CrossRef] [PubMed]

61. Wang, P.; Zhang, H.; Yang, J.; Li, Z.; Wang, Y.; Leng, X.; Ganapathy, S.; Isakson, P.; Chen, C.; Zhu, T. Mu-KRAS attenuates Hippo
signaling pathway through PKCiota to sustain the growth of pancreatic cancer. J. Cell Physiol. 2020, 235, 408–420. [CrossRef]
[PubMed]

62. Apostolatos, A.H.; Ratnayake, W.S.; Win-Piazza, H.; Apostolatos, C.A.; Smalley, T.; Kang, L.; Salup, R.; Hill, R.; Acevedo-Duncan,
M. Inhibition of atypical protein kinase Ciota effectively reduces the malignancy of prostate cancer cells by downregulating the
NF-kappaB signaling cascade. Int. J. Oncol. 2018, 53, 1836–1846. [CrossRef] [PubMed]

63. Kim, W.; Cho, Y.S.; Wang, X.; Park, O.; Ma, X.; Kim, H.; Gan, W.; Jho, E.H.; Cha, B.; Jeung, Y.J.; et al. Hippo signaling is intrinsically
regulated during cell cycle progression by APC/C(Cdh1). Proc. Natl. Acad. Sci. USA 2019, 116, 9423–9432. [CrossRef] [PubMed]

64. Gan, W.; Dai, X.; Dai, X.; Xie, J.; Yin, S.; Zhu, J.; Wang, C.; Liu, Y.; Guo, J.; Wang, M.; et al. LATS suppresses mTORC1 activity to
directly coordinate Hippo and mTORC1 pathways in growth control. Nat. Cell Biol. 2020, 22, 246–256. [CrossRef] [PubMed]

65. Chen, X.; Xiong, X.; Cui, D.; Yang, F.; Wei, D.; Li, H.; Shu, J.; Bi, Y.; Dai, X.; Gong, L.; et al. DEPTOR is an in vivo tumor suppressor
that inhibits prostate tumorigenesis via the inactivation of mTORC1/2 signals. Oncogene 2020, 39, 1557–1571. [CrossRef] [PubMed]

66. Kuser-Abali, G.; Alptekin, A.; Lewis, M.; Garraway, I.P.; Cinar, B. YAP1 and AR interactions contribute to the switch from
androgen-dependent to castration-resistant growth in prostate cancer. Nat. Commun. 2015, 6, 8126. [CrossRef]

67. Zhao, B.; Li, L.; Lei, Q.; Guan, K.L. The Hippo-YAP pathway in organ size control and tumorigenesis: An updated version. Genes
Dev. 2010, 24, 862–874. [CrossRef]

68. Irie, K.; Nagai, T.; Mizuno, K. Furry protein suppresses nuclear localization of yes-associated protein (YAP) by activating NDR
kinase and binding to YAP. J. Biol. Chem. 2020, 295, 3017–3028. [CrossRef]

http://www.ncbi.nlm.nih.gov/pubmed/25550858
http://doi.org/10.1038/ng1935
http://www.ncbi.nlm.nih.gov/pubmed/17173048
http://doi.org/10.1096/fj.201901278R
http://doi.org/10.3233/CBM-182111
http://doi.org/10.1186/s12935-019-0994-8
http://doi.org/10.1038/s41389-019-0172-9
http://doi.org/10.1016/j.ccell.2019.01.009
http://www.ncbi.nlm.nih.gov/pubmed/30773340
http://doi.org/10.1073/pnas.1913469117
http://www.ncbi.nlm.nih.gov/pubmed/32513743
http://doi.org/10.1096/fj.201901343R
http://www.ncbi.nlm.nih.gov/pubmed/31431076
http://doi.org/10.1158/1078-0432.CCR-18-0332
http://www.ncbi.nlm.nih.gov/pubmed/29559559
http://doi.org/10.1016/j.ebiom.2019.09.016
http://www.ncbi.nlm.nih.gov/pubmed/31530502
http://doi.org/10.1016/j.canlet.2011.08.013
http://doi.org/10.1242/dev.070987
http://doi.org/10.1038/s41556-020-00602-9
http://www.ncbi.nlm.nih.gov/pubmed/33199845
http://doi.org/10.1016/j.arcmed.2020.10.005
http://doi.org/10.18632/oncotarget.26689
http://www.ncbi.nlm.nih.gov/pubmed/30863499
http://doi.org/10.1002/jcp.28981
http://www.ncbi.nlm.nih.gov/pubmed/31230347
http://doi.org/10.3892/ijo.2018.4542
http://www.ncbi.nlm.nih.gov/pubmed/30226591
http://doi.org/10.1073/pnas.1821370116
http://www.ncbi.nlm.nih.gov/pubmed/31000600
http://doi.org/10.1038/s41556-020-0463-6
http://www.ncbi.nlm.nih.gov/pubmed/32015438
http://doi.org/10.1038/s41388-019-1085-y
http://www.ncbi.nlm.nih.gov/pubmed/31685947
http://doi.org/10.1038/ncomms9126
http://doi.org/10.1101/gad.1909210
http://doi.org/10.1074/jbc.RA119.010783


Cancers 2021, 13, 611 15 of 17

69. Arredouani, M.S.; Lu, B.; Bhasin, M.; Eljanne, M.; Yue, W.; Mosquera, J.M.; Bubley, G.J.; Li, V.; Rubin, M.A.; Libermann, T.A.;
et al. Identification of the transcription factor single-minded homologue 2 as a potential biomarker and immunotherapy target in
prostate cancer. Clin. Cancer Res. 2009, 15, 5794–5802. [CrossRef] [PubMed]

70. Demichelis, F.; Setlur, S.R.; Beroukhim, R.; Perner, S.; Korbel, J.O.; Lafargue, C.J.; Pflueger, D.; Pina, C.; Hofer, M.D.; Sboner, A.;
et al. Distinct genomic aberrations associated with ERG rearranged prostate cancer. Genes Chromosomes Cancer 2009, 48, 366–380.
[CrossRef] [PubMed]

71. Grasso, C.S.; Wu, Y.M.; Robinson, D.R.; Cao, X.; Dhanasekaran, S.M.; Khan, A.P.; Quist, M.J.; Jing, X.; Lonigro, R.J.; Brenner, J.C.;
et al. The mutational landscape of lethal castration-resistant prostate cancer. Nature 2012, 487, 239–243. [CrossRef] [PubMed]

72. Marx, A.; Schumann, A.; Hoflmayer, D.; Bady, E.; Hube-Magg, C.; Moller, K.; Tsourlakis, M.C.; Steurer, S.; Buscheck, F.; Eichenauer,
T.; et al. Up regulation of the Hippo signalling effector YAP1 is linked to early biochemical recurrence in prostate cancers. Sci.
Rep. 2020, 10, 8916. [CrossRef] [PubMed]

73. Li, D.; Wang, Q.; Li, N.; Zhang, S. miR205 targets YAP1 and inhibits proliferation and invasion in thyroid cancer cells. Mol. Med.
Rep. 2018, 18, 1674–1681. [CrossRef] [PubMed]

74. Cui, X.; Piao, C.; Lv, C.; Lin, X.; Zhang, Z.; Liu, X. ZNFX1 anti-sense RNA 1 promotes the tumorigenesis of prostate cancer by
regulating c-Myc expression via a regulatory network of competing endogenous RNAs. Cell Mol. Life Sci. 2020, 77, 1135–1152.
[CrossRef] [PubMed]

75. Seo, J.; Kim, M.H.; Hong, H.; Cho, H.; Park, S.; Kim, S.K.; Kim, J. MK5 Regulates YAP Stability and Is a Molecular Target in
YAP-Driven Cancers. Cancer Res. 2019, 79, 6139–6152. [CrossRef]

76. Khalil, M.I.; Ghosh, I.; Singh, V.; Chen, J.; Zhu, H.; De Benedetti, A. NEK1 Phosphorylation of YAP Promotes Its Stabilization and
Transcriptional Output. Cancers 2020, 12, 3666. [CrossRef]

77. Chen, S.Y.; Wulf, G.; Zhou, X.Z.; Rubin, M.A.; Lu, K.P.; Balk, S.P. Activation of beta-catenin signaling in prostate cancer by
peptidyl-prolyl isomerase Pin1-mediated abrogation of the androgen receptor-beta-catenin interaction. Mol. Cell Biol. 2006, 26,
929–939. [CrossRef]

78. Khanal, P.; Yeung, B.; Zhao, Y.; Yang, X. Identification of Prolyl isomerase Pin1 as a novel positive regulator of YAP/TAZ in breast
cancer cells. Sci. Rep. 2019, 9, 6394. [CrossRef] [PubMed]

79. Kim, G.; Bhattarai, P.Y.; Lim, S.C.; Kim, J.Y.; Choi, H.S. PIN1 facilitates ubiquitin-mediated degradation of serine/threonine kinase
3 and promotes melanoma development via TAZ activation. Cancer Lett. 2020. [CrossRef]

80. Cheng, S.; Prieto-Dominguez, N.; Yang, S.; Connelly, Z.M.; StPierre, S.; Rushing, B.; Watkins, A.; Shi, L.; Lakey, M.; Baiamonte,
L.B.; et al. The expression of YAP1 is increased in high-grade prostatic adenocarcinoma but is reduced in neuroendocrine prostate
cancer. Prostate Cancer Prostatic Dis. 2020. [CrossRef]

81. Yao, F.; Zhou, Z.; Kim, J.; Hang, Q.; Xiao, Z.; Ton, B.N.; Chang, L.; Liu, N.; Zeng, L.; Wang, W.; et al. SKP2- and OTUD1-regulated
non-proteolytic ubiquitination of YAP promotes YAP nuclear localization and activity. Nat. Commun. 2018, 9, 2269. [CrossRef]

82. Kim, J.; Kwon, H.; Shin, Y.K.; Song, G.; Lee, T.; Kim, Y.; Jeong, W.; Lee, U.; Zhang, X.; Nam, G.; et al. MAML1/2 promote
YAP/TAZ nuclear localization and tumorigenesis. Proc. Natl. Acad. Sci. USA 2020, 117, 13529–13540. [CrossRef] [PubMed]

83. Jang, W.; Kim, T.; Koo, J.S.; Kim, S.K.; Lim, D.S. Mechanical cue-induced YAP instructs Skp2-dependent cell cycle exit and
oncogenic signaling. EMBO J. 2017, 36, 2510–2528. [CrossRef]

84. Yang, G.; Ayala, G.; De Marzo, A.; Tian, W.; Frolov, A.; Wheeler, T.M.; Thompson, T.C.; Harper, J.W. Elevated Skp2 protein
expression in human prostate cancer: Association with loss of the cyclin-dependent kinase inhibitor p27 and PTEN and with
reduced recurrence-free survival. Clin. Cancer Res. 2002, 8, 3419–3426.

85. Clement, E.; Inuzuka, H.; Nihira, N.T.; Wei, W.; Toker, A. Skp2-dependent reactivation of AKT drives resistance to PI3K inhibitors.
Sci. Signal. 2018, 11. [CrossRef] [PubMed]

86. Ding, L.; Wang, C.; Cui, Y.; Han, X.; Zhou, Y.; Bai, J.; Li, R. S-phase kinase-associated protein 2 is involved in epithelial-
mesenchymal transition in methotrexate-resistant osteosarcoma cells. Int. J. Oncol. 2018, 52, 1841–1852. [CrossRef]

87. Huang, J.; Zhang, F.; Jiang, L.; Hu, G.; Sun, W.; Zhang, C.; Ding, X. Inhibition of SKP2 Sensitizes Bromocriptine-Induced Apoptosis
in Human Prolactinoma Cells. Cancer Res. Treat. 2017, 49, 358–373. [CrossRef] [PubMed]

88. Yang, Y.; Lu, Y.; Wang, L.; Mizokami, A.; Keller, E.T.; Zhang, J.; Fu, J. Skp2 is associated with paclitaxel resistance in prostate
cancer cells. Oncol. Rep. 2016, 36, 559–566. [CrossRef] [PubMed]

89. Yu, X.; Wang, R.; Zhang, Y.; Zhou, L.; Wang, W.; Liu, H.; Li, W. Skp2-mediated ubiquitination and mitochondrial localization of
Akt drive tumor growth and chemoresistance to cisplatin. Oncogene 2019, 38, 7457–7472. [CrossRef] [PubMed]

90. Mao, B.; Hu, F.; Cheng, J.; Wang, P.; Xu, M.; Yuan, F.; Meng, S.; Wang, Y.; Yuan, Z.; Bi, W. SIRT1 regulates YAP2-mediated cell
proliferation and chemoresistance in hepatocellular carcinoma. Oncogene 2014, 33, 1468–1474. [CrossRef] [PubMed]

91. Peng, C.; Zhu, Y.; Zhang, W.; Liao, Q.; Chen, Y.; Zhao, X.; Guo, Q.; Shen, P.; Zhen, B.; Qian, X.; et al. Regulation of the Hippo-YAP
Pathway by Glucose Sensor O-GlcNAcylation. Mol. Cell 2017, 68, 591–604.e595. [CrossRef] [PubMed]

92. Zhang, X.; Qiao, Y.; Wu, Q.; Chen, Y.; Zou, S.; Liu, X.; Zhu, G.; Zhao, Y.; Chen, Y.; Yu, Y.; et al. The essential role of YAP
O-GlcNAcylation in high-glucose-stimulated liver tumorigenesis. Nat. Commun. 2017, 8, 15280. [CrossRef] [PubMed]

93. Angus, L.; Moleirinho, S.; Herron, L.; Sinha, A.; Zhang, X.; Niestrata, M.; Dholakia, K.; Prystowsky, M.B.; Harvey, K.F.; Reynolds,
P.A.; et al. Willin/FRMD6 expression activates the Hippo signaling pathway kinases in mammals and antagonizes oncogenic
YAP. Oncogene 2012, 31, 238–250. [CrossRef] [PubMed]

http://doi.org/10.1158/1078-0432.CCR-09-0911
http://www.ncbi.nlm.nih.gov/pubmed/19737960
http://doi.org/10.1002/gcc.20647
http://www.ncbi.nlm.nih.gov/pubmed/19156837
http://doi.org/10.1038/nature11125
http://www.ncbi.nlm.nih.gov/pubmed/22722839
http://doi.org/10.1038/s41598-020-65772-w
http://www.ncbi.nlm.nih.gov/pubmed/32488048
http://doi.org/10.3892/mmr.2018.9074
http://www.ncbi.nlm.nih.gov/pubmed/29845281
http://doi.org/10.1007/s00018-019-03226-x
http://www.ncbi.nlm.nih.gov/pubmed/31321444
http://doi.org/10.1158/0008-5472.CAN-19-1339
http://doi.org/10.3390/cancers12123666
http://doi.org/10.1128/MCB.26.3.929-939.2006
http://doi.org/10.1038/s41598-019-42767-w
http://www.ncbi.nlm.nih.gov/pubmed/31015482
http://doi.org/10.1016/j.canlet.2020.11.033
http://doi.org/10.1038/s41391-020-0229-z
http://doi.org/10.1038/s41467-018-04620-y
http://doi.org/10.1073/pnas.1917969117
http://www.ncbi.nlm.nih.gov/pubmed/32482852
http://doi.org/10.15252/embj.201696089
http://doi.org/10.1126/scisignal.aao3810
http://www.ncbi.nlm.nih.gov/pubmed/29535262
http://doi.org/10.3892/ijo.2018.4345
http://doi.org/10.4143/crt.2016.017
http://www.ncbi.nlm.nih.gov/pubmed/27488872
http://doi.org/10.3892/or.2016.4809
http://www.ncbi.nlm.nih.gov/pubmed/27175797
http://doi.org/10.1038/s41388-019-0955-7
http://www.ncbi.nlm.nih.gov/pubmed/31435020
http://doi.org/10.1038/onc.2013.88
http://www.ncbi.nlm.nih.gov/pubmed/23542177
http://doi.org/10.1016/j.molcel.2017.10.010
http://www.ncbi.nlm.nih.gov/pubmed/29100056
http://doi.org/10.1038/ncomms15280
http://www.ncbi.nlm.nih.gov/pubmed/28474680
http://doi.org/10.1038/onc.2011.224
http://www.ncbi.nlm.nih.gov/pubmed/21666719


Cancers 2021, 13, 611 16 of 17

94. Haldrup, J.; Strand, S.H.; Cieza-Borrella, C.; Jakobsson, M.E.; Riedel, M.; Norgaard, M.; Hedensted, S.; Dagnaes-Hansen, F.; Ulhoi,
B.P.; Eeles, R.; et al. FRMD6 has tumor suppressor functions in prostate cancer. Oncogene 2020. [CrossRef]

95. Taylor, B.S.; Schultz, N.; Hieronymus, H.; Gopalan, A.; Xiao, Y.; Carver, B.S.; Arora, V.K.; Kaushik, P.; Cerami, E.; Reva, B.; et al.
Integrative genomic profiling of human prostate cancer. Cancer Cell 2010, 18, 11–22. [CrossRef] [PubMed]

96. Serrano, I.; McDonald, P.C.; Lock, F.; Muller, W.J.; Dedhar, S. Inactivation of the Hippo tumour suppressor pathway by integrin-
linked kinase. Nat. Commun. 2013, 4, 2976. [CrossRef] [PubMed]

97. Zhao, B.; Li, L.; Wang, L.; Wang, C.Y.; Yu, J.; Guan, K.L. Cell detachment activates the Hippo pathway via cytoskeleton
reorganization to induce anoikis. Genes. Dev. 2012, 26, 54–68. [CrossRef]

98. Liu, C.Y.; Yu, T.; Huang, Y.; Cui, L.; Hong, W. ETS (E26 transformation-specific) up-regulation of the transcriptional co-activator
TAZ promotes cell migration and metastasis in prostate cancer. J. Biol. Chem. 2017, 292, 9420–9430. [CrossRef] [PubMed]

99. Lee, H.J.; Ewere, A.; Diaz, M.F.; Wenzel, P.L. TAZ responds to fluid shear stress to regulate the cell cycle. Cell Cycle 2018, 17,
147–153. [CrossRef]

100. Han, T.; Gao, J.; Wang, L.; Qu, Y.; Sun, A.; Peng, K.; Zhu, J.; Liu, H.; Yang, W.; Shao, G.; et al. ASK1 inhibits proliferation and
migration of lung cancer cells via inactivating TAZ. Am. J. Cancer Res. 2020, 10, 2785–2799.

101. Yan, L.; Cai, Q.; Xu, Y. Hypoxic conditions differentially regulate TAZ and YAP in cancer cells. Arch. Biochem. Biophys. 2014, 562,
31–36. [CrossRef] [PubMed]

102. Zhou, W.; Zhang, L.; Chen, P.; Li, S.; Cheng, Y. Thymine DNA glycosylase-regulated TAZ promotes radioresistance by targeting
nonhomologous end joining and tumor progression in esophageal cancer. Cancer Sci. 2020, 111, 3613–3625. [CrossRef] [PubMed]

103. Lin, M.; Bu, C.; He, Q.; Gu, J.; Wang, H.; Feng, N.; Jiang, S.W. TAZ is overexpressed in prostate cancers and regulates the
proliferation, migration and apoptosis of prostate cancer PC3 cells. Oncol. Rep. 2020, 44, 747–756. [CrossRef] [PubMed]

104. Mussell, A.; Shen, H.; Chen, Y.; Mastri, M.; Eng, K.H.; Bshara, W.; Frangou, C.; Zhang, J. USP1 Regulates TAZ Protein Stability
Through Ubiquitin Modifications in Breast Cancer. Cancers 2020, 12, 3090. [CrossRef] [PubMed]

105. Cui, S.Z.; Lei, Z.Y.; Guan, T.P.; Fan, L.L.; Li, Y.Q.; Geng, X.Y.; Fu, D.X.; Jiang, H.W.; Xu, S.H. Targeting USP1-dependent KDM4A
protein stability as a potential prostate cancer therapy. Cancer Sci. 2020, 111, 1567–1581. [CrossRef]

106. Lacombe, J.; Harris, A.F.; Zenhausern, R.; Karsunsky, S.; Zenhausern, F. Plant-Based Scaffolds Modify Cellular Response to Drug
and Radiation Exposure Compared to Standard Cell Culture Models. Front. Bioeng. Biotechnol. 2020, 8, 932. [CrossRef] [PubMed]

107. Liu, Z.; Wang, L.; Xu, H.; Du, Q.; Li, L.; Wang, L.; Zhang, E.S.; Chen, G.; Wang, Y. Heterogeneous Responses to Mechanical Force
of Prostate Cancer Cells Inducing Different Metastasis Patterns. Adv. Sci. 2020, 7, 1903583. [CrossRef]

108. Hepburn, A.C.; Steele, R.E.; Veeratterapillay, R.; Wilson, L.; Kounatidou, E.E.; Barnard, A.; Berry, P.; Cassidy, J.R.; Moad, M.;
El-Sherif, A.; et al. The induction of core pluripotency master regulators in cancers defines poor clinical outcomes and treatment
resistance. Oncogene 2019, 38, 4412–4424. [CrossRef]

109. Lodge, E.J.; Santambrogio, A.; Russell, J.P.; Xekouki, P.; Jacques, T.S.; Johnson, R.L.; Thavaraj, S.; Bornstein, S.R.; Andoniadou, C.L.
Homeostatic and tumourigenic activity of SOX2+ pituitary stem cells is controlled by the LATS/YAP/TAZ cascade. Elife 2019, 8.
[CrossRef]

110. Nozaki, M.; Yabuta, N.; Fukuzawa, M.; Mukai, S.; Okamoto, A.; Sasakura, T.; Fukushima, K.; Naito, Y.; Longmore, G.D.; Nojima,
H. Lats1/2 kinases trigger self-renewal of cancer stem cells in aggressive oral cancer. Oncotarget 2019, 10, 1014–1030. [CrossRef]

111. Esposito, S.; Russo, M.V.; Airoldi, I.; Tupone, M.G.; Sorrentino, C.; Barbarito, G.; Di Meo, S.; Di Carlo, E. SNAI2/Slug gene is
silenced in prostate cancer and regulates neuroendocrine differentiation, metastasis-suppressor and pluripotency gene expression.
Oncotarget 2015, 6, 17121–17134. [CrossRef] [PubMed]

112. Liu, N.; Mei, L.; Fan, X.; Tang, C.; Ji, X.; Hu, X.; Shi, W.; Qian, Y.; Hussain, M.; Wu, J.; et al. Phosphodiesterase 5/protein kinase G
signal governs stemness of prostate cancer stem cells through Hippo pathway. Cancer Lett. 2016, 378, 38–50. [CrossRef]

113. Frum, T.; Watts, J.L.; Ralston, A. TEAD4, YAP1 and WWTR1 prevent the premature onset of pluripotency prior to the 16-cell
stage. Development 2019, 146. [CrossRef] [PubMed]

114. Li, Q.; Sun, Y.; Jarugumilli, G.K.; Liu, S.; Dang, K.; Cotton, J.L.; Xiol, J.; Chan, P.Y.; DeRan, M.; Ma, L.; et al. Lats1/2 Sustain
Intestinal Stem Cells and Wnt Activation through TEAD-Dependent and Independent Transcription. Cell Stem Cell 2020, 26,
675–692.e678. [CrossRef]

115. Azzolin, L.; Panciera, T.; Soligo, S.; Enzo, E.; Bicciato, S.; Dupont, S.; Bresolin, S.; Frasson, C.; Basso, G.; Guzzardo, V.; et al.
YAP/TAZ incorporation in the beta-catenin destruction complex orchestrates the Wnt response. Cell 2014, 158, 157–170. [CrossRef]
[PubMed]

116. Azzolin, L.; Zanconato, F.; Bresolin, S.; Forcato, M.; Basso, G.; Bicciato, S.; Cordenonsi, M.; Piccolo, S. Role of TAZ as mediator of
Wnt signaling. Cell 2012, 151, 1443–1456. [CrossRef] [PubMed]

117. Seo, W.I.; Park, S.; Gwak, J.; Ju, B.G.; Chung, J.I.; Kang, P.M.; Oh, S. Wnt signaling promotes androgen-independent prostate
cancer cell proliferation through up-regulation of the hippo pathway effector YAP. Biochem. Biophys. Res. Commun. 2017, 486,
1034–1039. [CrossRef] [PubMed]

118. Balk, S.P.; Knudsen, K.E. AR, the cell cycle, and prostate cancer. Nucl. Recept. Signal. 2008, 6, e001. [CrossRef] [PubMed]
119. Powzaniuk, M.; McElwee-Witmer, S.; Vogel, R.L.; Hayami, T.; Rutledge, S.J.; Chen, F.; Harada, S.; Schmidt, A.; Rodan, G.A.;

Freedman, L.P.; et al. The LATS2/KPM tumor suppressor is a negative regulator of the androgen receptor. Mol. Endocrinol. 2004,
18, 2011–2023. [CrossRef] [PubMed]

http://doi.org/10.1038/s41388-020-01548-w
http://doi.org/10.1016/j.ccr.2010.05.026
http://www.ncbi.nlm.nih.gov/pubmed/20579941
http://doi.org/10.1038/ncomms3976
http://www.ncbi.nlm.nih.gov/pubmed/24356468
http://doi.org/10.1101/gad.173435.111
http://doi.org/10.1074/jbc.M117.783787
http://www.ncbi.nlm.nih.gov/pubmed/28408625
http://doi.org/10.1080/15384101.2017.1404209
http://doi.org/10.1016/j.abb.2014.07.024
http://www.ncbi.nlm.nih.gov/pubmed/25078107
http://doi.org/10.1111/cas.14622
http://www.ncbi.nlm.nih.gov/pubmed/32808385
http://doi.org/10.3892/or.2020.7616
http://www.ncbi.nlm.nih.gov/pubmed/32468018
http://doi.org/10.3390/cancers12113090
http://www.ncbi.nlm.nih.gov/pubmed/33114077
http://doi.org/10.1111/cas.14375
http://doi.org/10.3389/fbioe.2020.00932
http://www.ncbi.nlm.nih.gov/pubmed/32850759
http://doi.org/10.1002/advs.201903583
http://doi.org/10.1038/s41388-019-0712-y
http://doi.org/10.7554/eLife.43996
http://doi.org/10.18632/oncotarget.26583
http://doi.org/10.18632/oncotarget.2736
http://www.ncbi.nlm.nih.gov/pubmed/25686823
http://doi.org/10.1016/j.canlet.2016.05.010
http://doi.org/10.1242/dev.179861
http://www.ncbi.nlm.nih.gov/pubmed/31444221
http://doi.org/10.1016/j.stem.2020.03.002
http://doi.org/10.1016/j.cell.2014.06.013
http://www.ncbi.nlm.nih.gov/pubmed/24976009
http://doi.org/10.1016/j.cell.2012.11.027
http://www.ncbi.nlm.nih.gov/pubmed/23245942
http://doi.org/10.1016/j.bbrc.2017.03.158
http://www.ncbi.nlm.nih.gov/pubmed/28366633
http://doi.org/10.1621/nrs.06001
http://www.ncbi.nlm.nih.gov/pubmed/18301781
http://doi.org/10.1210/me.2004-0065
http://www.ncbi.nlm.nih.gov/pubmed/15131260


Cancers 2021, 13, 611 17 of 17

120. Gibault, F.; Sturbaut, M.; Bailly, F.; Melnyk, P.; Cotelle, P. Targeting Transcriptional Enhanced Associate Domains (TEADs). J. Med.
Chem. 2018, 61, 5057–5072. [CrossRef]

121. Goto, Y.; Ando, T.; Izumi, H.; Feng, X.; Arang, N.; Gilardi, M.; Wang, Z.; Ando, K.; Gutkind, J.S. Muscarinic receptors promote
castration-resistant growth of prostate cancer through a FAK-YAP signaling axis. Oncogene 2020, 39, 4014–4027. [CrossRef]
[PubMed]

122. Mohanty, A.; Pharaon, R.R.; Nam, A.; Salgia, S.; Kulkarni, P.; Massarelli, E. FAK-targeted and combination therapies for the
treatment of cancer: An overview of phase I and II clinical trials. Expert Opin. Investig. Drugs 2020, 29, 399–409. [CrossRef]
[PubMed]

123. Schultze, A.; Fiedler, W. Therapeutic potential and limitations of new FAK inhibitors in the treatment of cancer. Expert Opin.
Investig. Drugs 2010, 19, 777–788. [CrossRef]

124. Sulzmaier, F.J.; Jean, C.; Schlaepfer, D.D. FAK in cancer: Mechanistic findings and clinical applications. Nat. Rev. Cancer 2014, 14,
598–610. [CrossRef] [PubMed]

125. Yu, E.Y.; Ellard, S.L.; Hotte, S.J.; Gingerich, J.R.; Joshua, A.M.; Gleave, M.E.; Chi, K.N. A randomized phase 2 study of a HSP27
targeting antisense, apatorsen with prednisone versus prednisone alone, in patients with metastatic castration resistant prostate
cancer. Investig. New Drugs 2018, 36, 278–287. [CrossRef] [PubMed]

126. Zhang, N.; Zhao, F.; Zou, Q.; Li, Y.; Ma, G.; Yan, X. Multitriggered Tumor-Responsive Drug Delivery Vehicles Based on Protein
and Polypeptide Coassembly for Enhanced Photodynamic Tumor Ablation. Small 2016, 12, 5936–5943. [CrossRef] [PubMed]

http://doi.org/10.1021/acs.jmedchem.7b00879
http://doi.org/10.1038/s41388-020-1272-x
http://www.ncbi.nlm.nih.gov/pubmed/32205868
http://doi.org/10.1080/13543784.2020.1740680
http://www.ncbi.nlm.nih.gov/pubmed/32178538
http://doi.org/10.1517/13543784.2010.489548
http://doi.org/10.1038/nrc3792
http://www.ncbi.nlm.nih.gov/pubmed/25098269
http://doi.org/10.1007/s10637-017-0553-x
http://www.ncbi.nlm.nih.gov/pubmed/29250742
http://doi.org/10.1002/smll.201602339
http://www.ncbi.nlm.nih.gov/pubmed/27622681

	Introduction 
	STK4/STK3 
	LATS1/2 Kinases 
	Post-Translational Activation of LATS1/2 
	Post-Translation Repression of LATS1/2 

	YAP1 
	TAZ/WWTR1 
	Extracellular Matrix Sensing 
	Self-Renewal 
	Cell Cycle 
	Interplay with the AR 
	Conclusions and Perspectives 
	Therapeutic Options 
	Outlook 

	References

