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Abstract 

Rationale: Resistance to androgen-deprivation therapy (ADT) associated with metastatic progression 
remains a challenging clinical task in prostate cancer (PCa) treatment. Current targeted therapies for 
castration-resistant prostate cancer (CRPC) are not durable. The exact molecular mechanisms mediating 
resistance to castration therapy that lead to CRPC progression remain obscure. 
Methods: The expression of MYB proto-oncogene like 2 (MYBL2) was evaluated in PCa samples. The 
effect of MYBL2 on the response to ADT was determined by in vitro and in vivo experiments. The survival 
of patients with PCa was analyzed using clinical specimens (n = 132) and data from The Cancer Genome 
Atlas (n = 450). The mechanistic model of MYBL2 in regulating gene expression was further detected by 
subcellular fractionation, western blotting, quantitative real-time PCR, chromatin immunoprecipitation, 
and luciferase reporter assays. 
Results: MYBL2 expression was significantly upregulated in CRPC tissues and cell lines. Overexpression 
of MYBL2 could facilitate castration-resistant growth and metastatic capacity in androgen-dependent PCa 
cells by promoting YAP1 transcriptional activity via modulating the activity of the Rho GTPases RhoA and 
LATS1 kinase. Importantly, targeting MYBL2, or treatment with either the YAP/TAZ inhibitor 
Verteporfin or the RhoA inhibitor Simvastatin, reversed the resistance to ADT and blocked bone 
metastasis in CRPC cells. Finally, high MYBL2 levels were positively associated with TNM stage, total PSA 
level, and Gleason score and predicted a higher risk of metastatic relapse and poor prognosis in patients 
with PCa. 
Conclusions: Our results reveal a novel molecular mechanism conferring resistance to ADT and 
provide a strong rationale for potential therapeutic strategies against CRPC. 
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Introduction 
Prostate cancer (PCa) is the second most frequent 

cancer and the fifth leading cause of cancer-related 
deaths in men [1]. Androgen-deprivation therapy 

(ADT) is the mainstay treatment for newly diagnosed 
advanced PCa and recurrence after radical therapy, 
owing to the lineage-specific dependence on 
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androgen receptor (AR) signaling at all stages of PCa 
progression [2]. ADT initially results in tumor 
remission, but subsequently elicits resistance, 
ultimately leading to relapse with a more aggressive 
and often metastatic disease, termed 
castration-resistant prostate cancer (CRPC) [3]. 
Patients with CRPC have poor clinical outcomes, with 
a median survival of 9–30 months [4]. Current 
treatments for metastatic CRPC that target the 
androgen receptor (AR) axis such as enzalutamide 
and abiraterone improve patient survival but 
ultimately fail [5]. However, growing evidence 
suggests that stimulation of alternative oncogenic 
signaling programs to bypass androgen dependency 
plays a critical role in CRPC development.  

The Hippo-YAP pathway was initially identified 
as an evolutionarily conserved regulator of tissue 
growth and has been shown to control tumorigenesis, 
metastasis, and chemotherapy resistance in various 
human cancers [6, 7]. Previous studies have 
demonstrated that Hippo-YAP signaling plays a 
crucial role in CRPC development. In primary tumors, 
nuclear expression of YAP has been shown to be 
significantly associated with tumor recurrence after 
primary treatment [8], while YAP has also been 
shown to be upregulated and markedly 
hyperactivated in castration-resistant prostate tumors 
compared with primary tumors [9]. Moreover, ectopic 
expression of YAP facilitates the progression of 
androgen-sensitive LNCaP PCa cells to an 
androgen-independent status in vitro and confers 
castration-resistant growth of PCa cells in vivo [9]. 
Importantly, inhibition of YAP activity in vivo has 
been shown to prevent PCa recurrence in castrated 
mice [8]. Nonetheless, the precise mechanism that 
leads to dysregulation of the Hippo-YAP pathway 
during PCa progression to castration resistance is 
unknown. 

MYB proto-oncogene like 2 (MYBL2) belongs to 
the MYB transcription factor family and plays an 
important role in regulating cell cycle progression, cell 
survival, and apoptosis [10-12]. MYBL2 is widely 
expressed in proliferating cells and is required for 
inner cell mass formation during early embryonic 
development [13, 14]. Overexpression of MYBL2 has 
been observed in various types of cancer and has been 
linked to aggressive tumor growth and poor clinical 
prognosis [15-17]. Interestingly, microarray-based 
bioinformatic analyses revealed that MYBL2 was 
significantly overexpressed in prostate metastases 
and WISH-PC14 xenografts, derived from an 
androgen-insensitive metastatic prostate tumor [18]. 
Furthermore, constitutive expression of MYBL2 
allowed BALB/c 3T3 fibroblasts to grow with reduced 
growth factor requirements [19]. Knockdown of 

MYBL2 significantly inhibited the proliferation of 
22RV1 cells in the absence of androgens [20], implying 
the involvement of MYBL2 in metastatic CRPC 
development. Notably, CRPC-related YAP cooperates 
with the Myb-MuvB (MMB) complex subunit of 
MYBL2 to induce mitosis-associated gene expression 
and to support the proliferation of lung and liver 
cancer cells [21, 22]. However, the clinical significance 
and biological functions of MYBL2 in advanced PCa 
progression and the cross-talk between MYBL2 and 
YAP in prostate tumor cells require further 
investigation. 

In the present study, we found that MYBL2 was 
significantly upregulated in CRPC samples. 
Overexpression of MYBL2 inhibited Hippo signaling 
and stimulated YAP activity by inducing Rac GTPase 
activating protein 1 (RACGAP1)-mediated RhoA 
activation and conferred ADT resistance and a 
metastatic phenotype in androgen-dependent PCa 
cells. Silencing MYBL2, or treatment with either the 
YAP/TAZ inhibitor Verteporfin or the RhoA inhibitor 
Simvastatin, notably blocked PCa castration-resistant 
growth and bone metastasis in a castrated mouse 
model. These results demonstrate that MYBL2 
functions as a key player in CRPC progression by 
acting upstream of RACGAP1 and uncoveres a novel 
mechanism for constitutive YAP activation in PCa. 

Materials and Methods 
Cell lines and cell culture 

The human PCa cell lines, LNCaP, 22Rv1, VCaP, 
PC-3, MDA PCa 2b, and C4-2B, and the immortalized 
prostate epithelial cell lines, RWPE-1 and HPrEC, 
were purchased from the American Type Culture 
Collection (ATCC). LNCaP and 22Rv1 cells were 
cultured in RPMI-1640 medium (Invitrogen) 
supplemented with 10% fetal bovine serum (FBS, 
HyClone). VCaP cells were grown in Dulbecco's 
modified Eagle's medium (DMEM, Invitrogen) 
supplemented with 10% FBS. PC-3 and MDA PCa 2b 
cells were cultured in F-12K medium (Invitrogen) 
supplemented with 10% FBS. C4-2B cells were 
maintained in T-medium (Invitrogen) supplemented 
with 10% FBS. RWPE-1 and HPrEC cells were 
cultured in Keratinocyte Serum Free Medium 
(K-SFM) kit (Invitrogen). All cell lines were 
authenticated by short tandem repeat (STR) profiling. 
The cells were grown in a humidified incubator under 
5% CO2 at 37 °C. All cell lines were tested regularly 
for mycoplasma using the LookOut Mycoplasma PCR 
Detection Kit (Sigma-Aldrich). 
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Establishment of the androgen-independent 
LNCaP (LNCaP-AI) subline  

The LNCaP-AI subline was constructed as 
described previously [23]. Briefly, the parental LNCaP 
cells were cultured in RPMI-1640 supplemented with 
10% charcoal-stripped FBS (CS-FBS; Gibco). The 
steroid-free culture medium was replaced two or 
three times a week, and the cells were passaged after 
dissociation at 1:2 or 1:4 split ratios approximately 
once a week. After approximately 6 months, a 
derivative of the LNCaP cells that was adapted to 
steroid-deprived conditions (LNCaP-AI cells) was 
achieved and maintained in RPMI-1640 
supplemented with 10% CS-FBS. 

Patients and tissue specimens  
This study was conducted on 187 archived 

paraffin-embedded clinical specimens (including 21 
benign prostatic tissues, 132 primary or localized PCa 
tissues, and 34 CRPC specimens), which were both 
clinically and pathologically diagnosed. These tissues 
were obtained during surgery or needle biopsy at the 
First Affiliated Hospital of Sun Yat-sen University 
between January 2010 and December 2017. Prior 
informed consent from the patients and ethics 
approval from the Institutional Research Ethics 
Committee were obtained for the use of clinical 
samples for research purposes. This study was 
conducted in accordance with the 1975 Declaration of 
Helsinki. 

Plasmid construction, transfection, and 
establishment of stable cell lines 

Full-length cDNA encoding human MYBL2 was 
PCR-amplified and cloned into a pMSCV-puro-retro 
vector (TaKaRa). To silence endogenous MYBL2, two 
short hairpin RNA (shRNA) oligonucleotide 
sequences targeting human MYBL2 were constructed 
into the pLKO.1-puro vector (Invitrogen). Different 
regions of the human MYBL2 promoter sequences 
generated by PCR amplification were cloned into the 
pGL3 luciferase reporter plasmid (Promega) to 
construct the corresponding luciferase reporters. A 
site-specific mutagenesis kit (Stratagene) was used to 
synthesize promoter reporter constructs with 
mutations in the MYBL2-binding motif. Transfection 
of plasmids was performed using Lipofectamine 3000 
(Invitrogen) according to the manufacturer’s protocol. 
Stable cell lines expressing MYBL2 or MYBL2-shRNA 
were generated by retroviral or lentiviral infection, 
respectively, and selected with 0.5 μg/mL puromycin 
after a 10-day culture period. Cells infected with the 
pGL3 luciferase retrovirus were selected with 250 
μg/mL G418. 

Western blotting analysis 
Cells were harvested in lysis buffer [50 mmol/L 

Tris (pH 6.8), 1% SDS, 10% Glycerol, and protease 
inhibitor cocktail (Sigma)] and heated for 5 min at 100 
°C. The protein concentration was measured using the 
bicinchoninic acid (BCA) assay (Pierce) following the 
manufacturer’s instructions. Equal quantities of 
protein were separated electrophoretically on 9% 
SDS/polyacrylamide gels and transferred onto 
polyvinylidene difluoride membranes (Roche). The 
membranes were probed with a primary antibody. 
Protein expression was determined using a 
horseradish peroxidase–conjugated secondary 
antibody and enhanced chemiluminescence (Pierce) 
according to the manufacturer’s suggested protocols. 
The following primary antibodies were used in this 
study: anti-MYBL2 rabbit antibody (#PA5-79713; 
Invitrogen), anti-RACGAP1 rabbit antibody 
(#NBP1-33455; Novus), anti-YAP mouse antibody 
(#12395; Cell Signaling Technology), anti-p-YAP 
(S127) rabbit antibody (#13008; Cell Signaling 
Technology), anti-TAZ mouse antibody (#71192; Cell 
Signaling Technology), anti-LATS1 rabbit antibody 
(#3477; Cell Signaling Technology), anti-p-LATS1 
(T1079) rabbit antibody (#8654; Cell Signaling 
Technology), anti-RhoA mouse antibody (ab54835; 
Abcam), anti-ECT2 rabbit antibody (07-1364; 
Sigma-Aldrich), anti-c-PARP mouse antibody 
(#32563; Cell Signaling Technology), and 
anti-c-Caspase3 rabbit antibody (#9661; Cell Signaling 
Technology). Goat anti-rabbit immunoglobulin G 
(ab7090; Abcam) and goat anti-mouse 
immunoglobulin G (ab97040; Abcam) were used as 
secondary antibodies. The membranes were stripped 
and re-probed with an anti-α-tubulin antibody 
(T9026; Sigma-Aldrich) as a loading control. P84 
(ab487; Abcam) was used as a nuclear marker. For the 
RhoA activity assay, cells were lysed and 
immunoprecipitated with anti-active RhoA antibody 
(#NB-26904, NewEast Biosciences) and then 
immunoblotted with anti-RhoA antibody (ab54835; 
Abcam). 

RNA extraction, reverse transcription, and 
quantitative real-time PCR (qRT-PCR) 

Total RNA was extracted from the indicated PCa 
cells and tissues using Trizol reagent (Invitrogen) and 
reverse-transcribed to cDNA using M-MLV Reverse 
Transcriptase (Promega) according to the 
manufacturer’s instructions. qRT-PCR analysis was 
conducted using TB Green Fast qPCR Mix (Takara) on 
a CFX96 Real-Time System C1000 Cycler (Bio-Rad 
Laboratories). Human mRNA expression data were 
normalized to the housekeeping gene, GAPDH. The 
relative expression levels of the target genes were 
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calculated as 2-[(Ct of gene) - (Ct of GAPDH)], where Ct 
represents the threshold cycle for each transcript. The 
designed qRT-PCR primers are listed in Table S1. 

Immunofluorescence staining 
PCa cells (2 × 104) were cultured on coverslips in 

a 24-well plate and grown to 70% confluence. The cells 
were then washed with phosphate buffered saline 
(PBS) and fixed with 4% paraformaldehyde. After 
rinsing with PBS, the cells were blocked with PBS 
containing 1% Triton X-100. Following incubation 
with anti-YAP rabbit antibody (Alexa Fluor® 647 
Conjugate, #38707; Cell Signaling Technology) at 4 °C 
overnight, the cells were stained with antifade reagent 
with DAPI (#8961, Cell Signaling Technology) to 
visualize the nuclei. Finally, the cells were rinsed in 
PBS and examined using a confocal laser scanning 
microscope system Olympus FV1000 (Olympus 
Medical Systems, Tokyo, Japan). 

Immunohistochemistry (IHC) 
IHC staining was performed on paraffin- 

embedded tissue sections using the Histostain-Plus 
Kit (ThermoFisher) according to the manufacturer’s 
instructions, as described previously [24]. The 
primary antibodies used for IHC staining included 
anti-MYBL2 rabbit antibody (#PA5-79713; 
Invitrogen), anti-RACGAP1 rabbit antibody 
(#NBP1-33455; Novus), and anti-YAP mouse 
antibody (#12395; Cell Signaling Technology). 
Immunostaining was evaluated and scored separately 
by two independent pathologists who were blinded to 
the clinical data of the patients. Tumor cell 
proportions were scored according to the following 
criteria: 0, no positive tumor cells; 1, < 10% positive 
tumor cells; 2, 10%–35% positive tumor cells; 3, 35%–
75% positive tumor cells; and 4, > 75% positive tumor 
cells. The protein staining intensity was graded using 
the following criteria: absent (no staining), scored as 0; 
weak staining (light yellow staining), scored as 1; 
moderate staining (yellow brown staining), scored as 
2; and strong staining (brown staining), scored as 3. 
Protein expression was determined by calculating the 
staining index (SI) as the sum of the staining intensity 
score multiplied by the proportion of positive tumor 
cells, with possible scores of 0, 1, 2, 3, 4, 6, 8, 9, and 12. 
All scores were subdivided into two categories: 
specimens with an SI ≥ 6 were defined as having high 
expression, and those with an SI < 6 were defined as 
having low expression, according to the optimal 
threshold value of the receiver operating 
characteristic (ROC) curve. 

Cell viability assay 
For the cell viability assay, 2.0 × 103 PCa cells 

were plated per well in 96-well plates. The 
proliferation rate was measured by the WST-1 assay 
using the WST-1 Cell Proliferation and Cytotoxicity 
Assay Kit (Beyotime, Shanghai, China). Briefly, the 
WST-1 assay reagent was added to the cell culture 
media and incubated for 1 h. Then, the plate was 
shaken to mix the contents for 1 min, and the amount 
of formazan dye produced was determined by 
measuring the absorbance at 450 nm. 

Colony formation assay 
The colony formation assay was performed as 

previously described [25]. Briefly, 1 × 103 PCa cells per 
well were seeded into 6-well plates. After 10–14 days 
in culture, colonies were fixed with methanol, stained 
with crystal violet, and counted under microscopy. 
For quantification, survival colonies formed by more 
than 50 cells were counted, and the survival fractions 
were calculated. 

Terminal deoxynucleotidyl transferase 
nick-end labeling (TUNEL) assay 

Apoptosis in tissues was detected using a 
TUNEL staining kit (KeyGen Biotech) according to 
the manufacturer’s protocol. Briefly, tissue sections 
were deparaffinized, rehydrated, and permeabilized. 
After incubation in TdT Enzyme reaction mix, the 
tissues were labeled with Streptavidin-TRITC at 37 °C 
in a humidified box for 30 min. The tissue sections 
were counterstained with DAPI, and the localized red 
fluorescence indicating apoptotic areas was detected 
by fluorescence microscopy. In each case, the 
percentage of apoptotic cells in 500 cells per field was 
microscopically counted and used to evaluate the 
mean apoptotic index. 

Apoptosis assay 
Apoptosis assays were employed to evaluate cell 

apoptosis using the Annexin V-FITC/PI Apoptosis 
Detection Kit (KeyGEN BioTECH) according to the 
manufacturer’s instructions. Briefly, 2 × 106 cells were 
collected by centrifugation, resuspended in binding 
buffer, stained with fluorochrome-conjugated 
Annexin V and propidium iodide, and quantified by 
flow cytometry (Beckman Coulter, Brea, CA, USA). 

Luciferase activity assay 
The luciferase activity assay was initiated by 

plating the indicated cells (3 × 103 cells/well) in 
48-well plates in triplicate. After 24 h in culture, 100 
ng of the indicated luciferase reporter plasmids or the 
control luciferase plasmid, plus 3 ng pRL-TK Renilla 
plasmid (Promega), was transfected into the PCa cells 
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using Lipofectamine 3000 (Invitrogen) following the 
manufacturer’s protocol. Luciferase and Renilla 
signals were detected 24 h after transfection using the 
Dual Luciferase Reporter Assay Kit (Promega) 
according to the manufacturer’s recommendations. 

Chromatin immunoprecipitation (ChIP) assay 
The ChIP assay was conducted using the 

SimpleChIP Enzymatic Chromatin IP Kit (Magnetic 
Beads) (Cell Signaling Technology) following the 
manufacturer’s protocol, as described previously [26]. 
Briefly, the indicated cells (4 × 106) were plated in a 
100-mm culture dish and treated with 1% formalin to 
cross-link the proteins to DNA. Glycine (1 ×) was used 
to terminate the cross-linking. The indicated cells 
were lysed in SDS buffer, and sonication was used to 
fragment the DNA (ranging from to 300–1,000 bp). 
Sheared chromatin (10 μg) was incubated with 5 μg of 
anti-MYBL2 antibody (sc-390198 X; Santa Cruz 
Biotechnology), anti-H3K4me3 (#9751; Cell Signaling 
Technology), anti-p300 (#ab14984; Abcam), anti-RNA 
polymerase II (#05-623; Millipore), or anti- 
immunoglobulin G antibody (#I8765; Sigma-Aldrich) 
overnight at 4 °C with constant rotation. ChIP-grade 
protein G magnetic beads were added and incubated 
for 2 h at 4 °C with rotation. The immunoprecipitated 
chromatin was rinsed with low- and high-salt ChIP 
buffer. PCR was performed after releasing the DNA 
fragments from the protein/DNA cross-linking. The 
ChIP efficiency of certain binding sites was measured 
using the percentage of chipped DNA against input 
chromatin. The primers used for the ChIP assay are 
listed in Table S2. 

In vivo animal studies 
All animal experiments were approved by the 

Institutional Animal Care and Use Ethics Committee 
of Sun Yat-sen University, and the experimental 
procedures were performed in accordance with the 
institutional guidelines. Male BALB/c nude mice (5 
weeks old, 18–20 g) were purchased from the 
Slac-Jingda Animal Laboratory (Hunan, China) and 
raised in a barrier facility under a 12-h light/dark 
cycle. The mice were anesthetized using isoflurane 
inhalation. For the intracardiac injection model of 
bone metastasis, PCa cells (5 × 105) suspended in 100 
μL of PBS solution were injected into the left ventricle 
of anesthetized mice using an insulin syringe 
(28.5-gauge, 300 μL). Bone metastasis in the mice was 
detected twice a week using the IVIS Spectrum 
Imaging System (Caliper Life Sciences, Hopkinton, 
MA, USA). The incidence of bone metastasis was 
evaluated based on the luminescent signals in the 
mouse bones. The area of the osteolytic lesions caused 
by tumor metastasis in the two hind limbs was 

quantified using the Inveon Micro-CT/PET system 
(Siemens, Erlangen, Germany) and was expressed in 
square millimeters. Mice were euthanized on the 
indicated day. The two hind limbs were excised, fixed 
in formalin, decalcified for 3 weeks, embedded in 
paraffin, and subjected to hematoxylin and eosin 
(H&E) staining. Histomorphometric analysis was 
performed using Image-Pro Plus 7.0 software (Media 
Cybernetics, MD, USA), and the tumor burden of 
individual mice was defined as the area of bone 
occupied by tumor cells as validated by H&E staining.  

To investigate whether MYBL2 overexpression 
confers castration-resistant growth in vivo, 5 × 106 
LNCaP-AI cells suspended in 100 mL PBS with 50% 
Matrigel (BD Biosciences) were injected 
subcutaneously into the flank region of intact 
BALB/c-nude mice (n = 8/group). Surgical castration 
was performed when the tumor xenografts reached a 
volume of approximately 200 mm3. The tumor 
volume was measured using an external caliper and 
calculated using the formula (L × W2)/2, where L is 
the tumor length and W is the width. The kinetics of 
tumor formation and growth were measured by 
monitoring the tumor volume every 3 days. After the 
mice were sacrificed, the tumors were excised and 
weighed. The tumors were then dissected and 
subjected to IHC analysis. The proliferative index was 
scored by calculating the percentage of Ki67-positive 
cells. The apoptotic index based on TUNEL staining 
(DeadEnd™ Fluorometric TUNEL System, Promega) 
was determined by counting the percentage of 
TUNEL-positive cells.  

To evaluate the effect of Verteporfin 
(Sigma-Aldrich) or Simvastatin (Sigma-Aldrich) on 
castration-resistant growth and bone metastasis in 
vivo, tumor-bearing mice were randomly grouped and 
treated with Verteporfin (100 mg/kg body weight, 
every 2 days, intraperitoneal injection) or Simvastatin 
(5 mg/kg body weight, 5 days a week, intraperitoneal 
injection) alone. 

Bioinformatics and data analysis 
MYBL2 mRNA levels in prostate tissues and PCa 

tissues were assessed by analyzing the GSE21032, 
GSE10645, and GSE35988 PCa mRNA datasets 
acquired from the Gene Expression Omnibus (GEO) 
(http://www.ncbi.nlm.nih.gov/geo/), and the 
prostate adenocarcinoma (PRAD) dataset acquired 
from The Cancer Genome Atlas (TCGA) data portal 
(https://tcga-data.nci.nih.gov/tcga/tcgaHome2.jsp). 
We downloaded the series matrix files of microarray 
datasets from the GEO and RNA-Seq data from the 
TCGA database. Gene expression was presented as 
the mean value of multiple probes for each gene after 
log2 transformation. Samples in the TCGA datasets 
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were separated into high or low MYBL2 expression 
groups using the extreme quartiles, as previously 
described [27]. Using this method, samples with the 
lowest quartiles were defined as MYBL2-low, and 
those with the highest quartiles were defined as 
MYBL2-high. 

Statistical analysis 
Statistical analyses were conducted using SPSS 

21.0 or GraphPad Prism 7 software. Student’s t-test 
was used for comparisons between the two groups, 
and analysis of variance (ANOVA) was used to 
analyze the differences between more than two 
groups. The χ2 test was used to analyze the 
relationship between MYBL2 expression and 
clinicopathological characteristics. Survival curves 
were plotted using the Kaplan–Meier method and 
were compared using the log-rank test. Multivariate 
statistical analysis was performed using Cox 
proportional hazard regression models. Results were 
considered statistically significant at P < 0.05. 

Results 
MYBL2 shows upregulated expression in 
CRPC tissues and cell lines 

To explore the role of MYBL2 in advanced PCa 
progression, we first analyzed the MYBL2 expression 
profile in clinical prostatic tumors using publicly 
available GEO and TCGA data. We found that MYBL2 
mRNA levels were robustly upregulated in metastatic 
PCa samples compared with those in non-metastatic 
PCa or benign tissues, in T3–4 tumors compared with 
T2, in N1 PCa compared with N0, and correlated 
significantly with the Gleason score and PSA level 
(Figure 1A and Figure S1A–E). A similar increase in 
MYBL2 expression was observed in PCa tissues from 
patients with local or metastatic recurrence after 
prostatectomy, as compared with that in tissues from 
patients with no evidence of disease progression 
(Figure 1B and Figure S1F). Notably, the analysis 
revealed a stepwise upregulation of MYBL2 toward 
aggressiveness, showing the lowest expression in 
benign tissues, followed by primary or localized PCa 
tissues, and finally, metastatic CRPC specimens 
(Figure 1C). We further validated the data in the 
public domain. As shown in Figure 1D–E, both the 
mRNA and protein levels of MYBL2 were 
significantly higher in CRPC cell lines (22Rv1, C4-2B, 
PC-3, and VCaP) than in hormone-sensitive PCa cell 
lines (MDA PCa 2b and LNCaP) and in 
non-neoplastic prostate epithelial cells (HPrEC and 
RWPE-1). Consistently, IHC staining verified that the 
nuclear staining of MYBL2 was significantly stronger 
in patients with CRPC, while MYBL2 staining was 

weak in localized PCa and undetectable in benign 
prostate tissues (Figure 1F). These results suggest that 
MYBL2 is upregulated in CRPC tumors.  

Upregulation of MYBL2 correlates with 
advanced progression and poor prognosis in 
PCa 

We then investigated whether the expression of 
MYBL2 was related to the clinicopathological 
characteristics of patients with PCa. As shown in 
Table S3, high expression of MYBL2 correlated 
significantly with T stage (P < 0.001), lymph node 
metastasis (P < 0.001), high total PSA level (P = 0.028), 
Gleason score (P = 0.045), and relapse or metastasis 
status in patients with PCa (P < 0.001). Notably, 
Kaplan–Meier survival curves and log-rank tests 
revealed that patients with high MYBL2 expression 
had significantly poorer disease-free survival (DFS) 
than those with low MYBL2 expression (P = 0.003; 
Figure 1G), which was consistent with the results 
from the TCGA PRAD cohort (Figure S1G). 
Additionally, multivariate analyses revealed that high 
MYBL2 expression and N stage were independent 
prognostic factors for DFS in patients with PCa 
(Figure 1H and Table S4). These findings implicate 
MYBL2 as a clinically significant player in the 
advanced progression of PCa and suggest that 
MYBL2 could be a marker of poor prognosis in PCa. 

MYBL2 confers resistance to androgen- 
deprivation treatment in PCa cells in vitro 

Next, we constructed an androgen-independent 
LNCaP-AI cell line derived from androgen-sensitive 
parental LNCaP cells by long-term culture in 
RPMI-1640 medium with charcoal-stripped serum 
(CSS). The MYBL2 expression level was significantly 
increased in androgen-independent LNCaP-AI and 
PC-3 cell lines compared to that in androgen-sensitive 
LNCaP cells and MDA PCa 2b cells (Figure 2A). To 
explore the biological function of MYBL2 and 
investigate whether it plays a positive role in CRPC 
progression, we established LNCaP and MDA PCa 2b, 
stably expressing MYBL2, as well as LNCaP-AI and 
PC-3 cell lines, stably transduced with an MYBL2 
shRNA (Figure 2B).  

Notably, MYBL2 overexpression dramatically 
accelerated the growth of LNCaP and MDA PCa 2b 
cells, while MYBL2 silencing markedly inhibited the 
growth rate of LNCaP-AI cells; the pro-proliferation 
function of MYBL2 on PCa cells was more remarkable 
in the castrated condition with CSS medium (Figure 
2C). The proliferation of AR-negative PC-3 cells was 
significantly suppressed by MYBL2 silencing; 
however, the inhibitory effect was independent of the 
culture conditions (Figure 2C). Moreover, 



Theranostics 2021, Vol. 11, Issue 12 
 

 
http://www.thno.org 

5800 

MYBL2-overexpressing PCa cells formed more and 
larger colonies than did the vector control, whereas 
colonies derived from MYBL2-knockdown androgen- 
independent PCa cells were significantly fewer and 
smaller, and an additional pro-growth effect of 
MYBL2 was evident under CSS conditions in all PCa 
cells, except PC-3 (Figure 2D). In addition, 
overexpression of MYBL2 reduced, while silencing of 

MYBL2 dramatically increased the percentage of 
apoptotic cells under androgen-ablated conditions, as 
well as the protein levels of classic apoptosis markers 
such as c-Caspase3 and c-PARP (Figure 2E–F). These 
results suggest that MYBL2 overexpression confers in 
vitro resistance to androgen-deprivation conditions in 
PCa cells. 

 

 
Figure 1. Upregulation of MYBL2 contributes to the development of CRPC. (A–C) MYBL2 mRNA levels in PCa tissues were assessed by analyzing the GSE21032 (A), 
GSE10645 (B), and GSE35988 (C) PCa mRNA datasets (NED control: No evidence of disease, PSA control: PSA recurrence but no evidence of clinical progression within 5 years, 
SYS: Systemic progression within 5 years after PSA recurrence, CRPC: Castration-resistant prostate cancer). (D) QRT-PCR analysis of MYBL2 expression in the indicated cell 
lines. GAPDH was used an internal control. In (A–D), P-values were determined by one-way ANOVA test. (E) Western blotting analysis of MYBL2 expression in the indicated 
cell lines. α-Tubulin was used as a loading control. (F) Left panel: Representative IHC images of MYBL2 in benign prostate tissues (n = 21), primary tissues (n = 132), and CRPC 
tissues (n = 34). Scale bars: 50 μm. Right panel: Statistical quantification of the MYBL2 IHC score (one-way ANOVA test). (G) Kaplan–Meier analysis of disease-free survival (DFS) 
curves for patients with PCa with low MYBL2 expression versus high MYBL2 expression (log-rank test, n = 132). (H) Multivariate analysis of DFS by Cox-regression analysis in 
patients with PCa (n = 132 cases). Data were presented as mean ± SD. *P < 0.05, ***P < 0.001, n.s, no significance. 
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Figure 2. MYBL2 confers resistance to androgen-deprivation treatment in PCa cells in vitro. (A and B) Western blotting analysis of MYBL2 expression in the 
indicated cell lines. α-Tubulin was used as a loading control. (C) Cell viability was assessed in the indicated cells, cultured either in medium with fetal bovine serum (FBS) or with 
charcoal-stripped serum (CSS), every day for 5 days after seeding (two-way ANOVA test). (D) Representative images (left panel) and quantification (right panel) of colonies 
formed by the indicated cell lines cultured either in medium with FBS or CSS. (E) Apoptosis assessed by flow cytometry using Annexin V-FITC/PI staining in the indicated cells 
treated in medium supplemented with 0.5% CSS for 4 days. In (D-E), P-values were determined by two-tailed student’s t test when comparing two groups and one-way ANOVA 
test when comparing three groups. (F) Western blotting analysis of the indicated protein expression in the indicated cells cultured in medium with CSS. α-tubulin was used as a 
loading control. Data were presented as mean ± SD, **P < 0.01, ***P < 0.001. 
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Silencing of MYBL2 suppresses 
castration-resistant growth and the bone 
metastatic capacity of CRPC cells 

To investigate whether silencing of MYBL2 
could improve the anti-tumor effect of ADT treatment 
in established CRPC tumors in vivo, an LNCaP-AI cell 
line with a doxycycline-inducible MYBL2 shRNA 
(MYBL2-Ri#1-Dox) was constructed. LNCaP-AI/ 
MYBL2-Ri#1-Dox cells mixed with Matrigel were 
subcutaneously injected into the inguinal folds of 
BALB/c nude mice. Castration treatment was 
initiated once the tumor volume reached 
approximately 200 mm3, and the doxycycline regimen 
or vehicle was introduced approximately 2 weeks 
later (Figure 3A). The in vivo animal model results 
supported that doxycycline treatment significantly 
blocked LNCaP-AI/MYBL2-Ri#1-Dox xenograft 
tumor growth in castrated mice (Figure 3B–C). 
Importantly, doxycycline treatment resulted in 
reduced expression of Ki67 and an increased 
percentage of apoptotic cells in 
LNCaP-AI/MYBL2-Ri#1-Dox tumor xenografts 
compared with that in the vehicle-treated groups 
(Figure 3D). These results suggest that MYBL2 
silencing inhibits castration-resistant growth of PCa 
cells in vivo. 

CRPC represents an advanced stage of PCa that 
progresses despite ADT and correlates with frequent 
bone metastases [28]. To study the role of MYBL2 in 
PCa bone metastasis directly in vivo, we established a 
rapid bone metastasis model using intracardiac 
injections of luciferase-labeled PC-3 cells in 
BALB/c-nude mice. Bone metastatic lesion areas in 
the MYBL2-silencing group were much smaller than 
those in the vector control group according to 
micro-CT and histomorphometric analyses (Figure 
3E). The growth curve showed that silencing of 
MYBL2 significantly decreased castration-resistant 
tumor growth in the hindlimb bone 
microenvironment (Figure 3F). Importantly, MYBL2 
knockdown significantly reduced the incidence of 
bone metastasis (from 62.5% to 12.5%) and the 
number of bone metastatic lesions (from 2 to 0.25) in 
tumor-bearing mice (Figure 3G). Repeated 
experiments and subsequent survival analysis 
revealed that MYBL2 silencing notably delayed the 
onset of bone metastasis and prolonged the overall 
survival of mice (Figure 3H). These findings suggest 
that MYBL2 plays a critical role in promoting the 
colonization and growth of PCa cells within the bone. 

MYBL2 inhibits Hippo signaling leading to YAP 
activation 

Inhibition of Hippo signaling plays an important 
role in favoring the acquisition of CRPC features and 

contribute to PCa aggressiveness [9]. To further 
explore the mechanism by which MYBL2 regulates 
castration-resistant growth and metastasis of PCa 
cells, we analyzed the changes in protein expression 
profiles of the Hippo signaling pathway in TCGA 
datasets. We found that the levels of p-YAP1-S127, a 
negative form of YAP1, were significantly 
downregulated in MYBL2-high expressing PCa 
tissues compared to those in MYBL2-low tissues 
(highest vs. lowest quartile, 0.1620 ± 0.09511 versus 
−0.2084 ± 0.1013, Z-score values, P = 0.008) (Figure 
4A). Western blotting analysis confirmed that MYBL2 
overexpression reduced the levels of phosphorylated 
YAP1 and LATS1 and enhanced the abundance and 
nuclear levels of YAP and TAZ, whereas MYBL2 
silencing had the opposite effect (Figure 4B). 
Meanwhile, fluorescence immunostaining indicated 
that MYBL2 overexpression induced the nuclear 
translocation of YAP1 in PCa cells (Figure 4C).  

YAP is a transcription cofactor that can shuttle 
from the cytoplasm to the nucleus, where it stimulates 
gene transcription together with TEA-domain family 
members (TEADs) and another cofactor, TAZ. We 
employed HOP/HIP flash luciferase assays to further 
investigate the effect of MYBL2 on YAP/TAZ-TEAD 
transcriptional activity. As expected, the activity ratio 
of HOP/HIP increased significantly in MYBL2- 
overexpressing androgen-dependent PCa cells and 
was reduced in MYBL2-knockdown CRPC cells 
(Figure 4D). Accordingly, the product of typical 
YAP/TAZ downstream target genes, such as CCN1, 
HOXA1, and AMOTL2, were upregulated 
significantly after ectopic expression of MYBL2, but 
were decreased in MYBL2 knockdown cells (Figure 
4E). Notably, MYBL2 silencing-mediated suppression 
of YAP/TAZ-TEAD reporter activity, and typical 
YAP/TAZ downstream target gene expression was 
abrogated by LATS1 deletion (Figure S2A–B). In 
addition, the results of in vitro experiments indicated 
that silencing of LATS1 or transduction of mutant 
YAP-S127A (which cannot be inactivated by Hippo 
kinases) in PCa cells significantly reversed the 
anti-proliferation and pro-apoptotic effects after 
RNAi-mediated depletion of MYBL2 in 
androgen-ablated medium (Figure S2C–D). These 
results revealed that MYBL2 promotes and relies on 
YAP activity to induce castration resistance in PCa 
cells. 

MYBL2 transcriptionally upregulates 
RACGAP1, a critical repressor of Hippo 
signaling 

In the canonical Hippo signaling cascade, 
MST1/2 phosphorylates and activates LATS1/2, 
which in turn phosphorylates YAP1 at Ser127, leading 
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to cytoplasmic retention and degradation of YAP1 
[29]. As a member of the MYB family of transcription 
factors, MYBL2 localizes to the nucleus and exerts its 
effects by modulating downstream gene transcription. 
To explore the possible mechanism by which MYBL2 
activates YAP/TAZ signaling, we examined whether 
MYBL2 regulates the transcription of negative 
modulators of Hippo signaling, such as NPHP4, 
TP53BP2, CIT, and RACGAP1 [30-33]. Interestingly, 
we observed a strong positive correlation between 
MYBL2 mRNA levels and RACGAP1 and CIT 
expression by analyzing the TCGA PRAD cohort 
(Figure S3A). qRT-PCR analysis confirmed higher 
RACGAP1 expression in LNCaP-AI cells than in 
parental LNCaP cells and significant downregulation 
in MYBL2-silenced PCa cells (Figure S3B-C), 
indicating that MYBL2 might modulate YAP activity 
by inducing RACGAP1 expression. Further qRT-PCR 
and western blotting analyses demonstrated that 
RACGAP1 was potently regulated by MYBL2 (Figure 
5A–B). Moreover, we identified two putative MYBL2 
binding sites on the promoter region of RACGAP1 
using JASPAR [34]. Luciferase reporter assays 
revealed that downregulation of MYBL2 attenuated 
the luciferase activity of the RACGAP1 promoter 
containing the first putative wild-type, but not 
mutated, MYBL2-binding site (Figure 5C). In 
addition, ChIP assays showed that endogenous 
MYBL2 could bind to the RACGAP1 promoter at the 
first binding site (Figure 5D). Furthermore, MYBL2 
overexpression increased, while silencing of 
endogenous MYBL2 reduced the enrichment of p300, 
RNA polymerase II, and the gene-activating marks 
H3K4me3 on the RACGAP1 promoter (Figure 5E). 

Importantly, the MYBL2-mediated increase in 
YAP/TAZ-TEAD reporter activity and typical 
YAP/TAZ downstream target gene expression was 
abrogated by RACGAP1-knockdown (Figure S3D–E). 
The results of in vitro experiments indicated that 
silencing RACGAP1 significantly reduced the colony 
number and increased the apoptotic rate of 
MYBL2-overexpressing PCa cells in androgen-ablated 
medium (Figure S3F–G). These results indicate that 
MYBL2 activates YAP1 signaling by enhancing 
RACGAP1 transcription, leading to PCa castration 
resistance. 

MYBL2 promotes YAP signaling by inducing 
RACGAP1-mediated RhoA activation 

A previous study demonstrated that RACGAP1 
promotes ECT2-mediated RhoA activation, leading to 
F-actin formation and YAP activation [33]. 
Meanwhile, RhoA promotes TAZ/YAP activation via 
both Hippo-LATS kinase cascade-dependent and 
-independent mechanisms in PCa cells [35]. We 

further evaluated the importance of RACGAP1- 
mediated RhoA activation in MYBL2-induced YAP 
activation. As expected, the expression of active RhoA 
and ECT2 was upregulated in MYBL2-overexpressing 
PCa cells, while knockdown of RACGAP1 reversed 
these effects (Figure 6A). In addition, treatment with 
Simvastatin, a RhoA subfamily Rho GTPase inhibitor, 
significantly increased the levels of phosphorylated 
LATS1 and YAP1 and reduced the nuclear levels of 
YAP1 in MYBL2-overexpressing PCa cells (Figure 
6A–B). Importantly, the MYBL2-mediated increase in 
YAP/TAZ-TEAD reporter activity and typical 
YAP/TAZ downstream target gene expression was 
reversed by Simvastatin, similar to the effects of YAP1 
depletion or Verteporfin treatment (Figure 6C–D). 
These results suggest that RACGAP1-mediated RhoA 
activation is indispensable for MYBL2-induced 
YAP/TAZ activity. 

Simvastatin and Verteporfin abrogate the 
promotion of castration-resistant growth and 
bone metastasis by MYBL2 

We next examined whether the pro-growth and 
pro-metastasis functions of MYBL2 are mediated by 
RACGAP1-mediated RhoA activation and YAP 
signaling activation. The results of an in vitro 
experiment indicated that either Simvastatin or 
Verteporfin treatment and YAP1 silencing 
significantly reduced the colony number and 
increased the apoptotic rate of MYBL2-overexpressing 
PCa cells in androgen-ablated medium (Figure 6E–F). 
In the in vivo experiments, the tumor xenografts 
formed by LNCaP-MYBL2 cells appeared to show no 
response to castration treatment and continued to 
grow aggressively at enhanced rates in contrast to 
tumor xenografts formed by LNCaP-Vector clones 
that stopped growing, and even shrank (Figure 6G–
H). Importantly, administration of Simvastatin or 
Verteporfin resulted in persistent suppression of 
castration-resistant tumor growth in MYBL2 
high-expressing LNCaP tumor xenografts (Figure 6G–
H). In addition, the creation of a rapid bone metastasis 
model by intracardiac injections of MDA PCa 2b cells 
into nude mice revealed that MYBL2 overexpression 
increased the hindlimb tumor burden and the number 
of bone metastatic lesions, significantly accelerated 
the onset of bone metastasis, and markedly shortened 
the survival time in tumor-bearing mice (Figure 6I–K). 
Meanwhile, Simvastatin or Verteporfin almost 
completely reversed these effects (Figure 6I–K). These 
results indicate that MYBL2 relies on 
RACGAP1-mediated RhoA activation and YAP 
signaling to exert its castration-resistant and 
pro-metastatic effects on PCa cells. 
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Figure 3. Silencing of MYBL2 suppresses castration-resistant growth and bone metastatic capacity of CRPC cells. (A) Schematic illustration of in vivo models of 
castration therapy performed in the mice bearing tumor xenografts formed by LNCaP-AI/MYBL2-Ri#1-DOX cells, followed by treatment with vehicle or doxycycline (DOX). (B) 
Tumor growth curves of the indicated xenograft tumors (n = 8/group) during the experiments shown in (A) (two-way ANOVA test). (C) Quantification of the xenograft tumor 
weight at the end of the experiments shown in (A). (D) Representative images (left panel) and quantification (right panel) of IHC staining of MYBL2 and Ki67, and TUNEL analysis 
of apoptotic cells in the xenografts tissues. Scale bars: 50 μm. (E) Representative BLI, Micro-CT, and histological images (H&E) of bone lesions from mice inoculated intracardially 
with PC-3/Ri-vector or PC-3/MYBL2-Ri#1 cells in each experimental group (n = 8/group). T, tumor tissues; N, normal tissues. Scale bars: 400 μm. Quantification of hind-limb 
osteolysis in each experimental group using Micro-CT analysis (right upper panel). Histomorphometric quantification of the tumor area in hind limbs from each experimental 
group (right lower panel). In (C-E), P-values were determined by two-tailed student’s t test. (F) The growth curve for bone metastasis burden as quantified by BLI in each group 
(two-way ANOVA test). (G) Numbers of metastatic lesions in bones from each mouse in two groups (Student’s t test). (H) Kaplan–Meier curves of bone metastasis-free survival 
(BMFS) and overall survival (OS) in mice inoculated with PC-3/Ri-vector or PC-3/MYBL2-silenced cells (log-rank test). Data were presented as mean ± SD. *P < 0.05, ***P < 0.001. 
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Figure 4. MYBL2 inhibits Hippo signaling leading to YAP activation. (A) Analysis of the TCGA PCa protein dataset revealed that p-YAP-S127 expression was 
significantly downregulated in PCa samples with the highest quartiles versus those with the lowest quartiles of MYBL2 (two-tailed Student’s t test). (B) Western blotting analysis 
of the indicated protein expression in the indicated cells. α-tubulin was used as a loading control for total extracts; P84 was used as a loading control for nuclear extracts. (C) Left 
panel: Expression and subcellular localization of YAP1 were analyzed in the indicated cells with altered MYBL2 expression and visualized by fluorescence and laser confocal 
microscopy. Scale bars: 20 μm. Right panel: Percentage of subcellular localization of YAP1 in the indicated cells (Nucleus (N); Cytoplasm (C)). (D) HOP/HIP luciferase activity was 
analyzed in the indicated cells. HOP-Flash luciferase assay shows YAP/TAZ-TEAD transcriptional activity; HIP-Flash is a HOP-flash mutant. P-values were determined by 
two-tailed Student’s t test when comparing two groups and one-way ANOVA test when comparing three groups. (E) Fold change of the mRNA expression of indicated genes 
in qRT-PCR analysis comparing cells overexpressing MYBL2 versus vector (V) or MYBL2-Ri#1 (Ri#1) versus Ri-vector (Ri-V), generated by log2 transformation. Data were 
presented as mean ± SD. *P < 0.05, **P < 0.01, ***P < 0.001. 
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Figure 5. MYBL2 transcriptionally upregulates RACGAP1, a critical repressor of Hippo signaling. (A) QRT-PCR analysis of RACGAP1 expression in MYBL2 
silenced-, MYBL2 overexpressing-, and control cells. GAPDH was used as an internal control. (B) Western blotting analysis of RACGAP1 expression in the indicated cells. 
α-Tubulin was used as a loading control. (C) Left upper panel: schematic illustration of the predicted binding site for MYBL2 in the indicated RACGAP1 promoter regions. Left 
lower panel: schematic illustration of the wild-type or mutant RACGAP1 promoter regions cloned into the pGL3 luciferase reporter plasmid. Right panel: quantification of 
luciferase activity of the RACGAP1 promoter reporter in the indicated cells. Putative MYBL2-binding sites are shown as red filled circles, and the blue filled box represents the 
mutated site. The red letters in each binding region indicate the putative or mutated MYBL2-binding sequences. Vct: Empty vector, Wt: Wild-type, Mut: Mutant. (D) ChIP analysis 
of enrichment of MYBL2 on the RACGAP1 gene promoter. IgG was used as a negative control. The red squares represent the qRT-PCR region. (E) ChIP assays were performed 
in the indicated cells using anti-p300 acetyltransferase, anti-RNA POL II (RNAP II), and anti-H3K4me3 antibodies. In (A, C-E), data were presented as mean ± SD, P-values were 
determined by two-tailed Student’s t test when comparing two groups and one-way ANOVA test when comparing three groups. **P < 0.01, ***P < 0.001, n.s, no significance. 
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Figure 6. MYBL2 promotes castration-resistance and bone-metastasis of PCa by activating RhoA and YAP signaling. (A) For the RhoA activity assay, cells were 
immunoprecipitated with anti-active RhoA antibody and then immunoblotted with anti-RhoA antibody. A portion of the cell lysate (1/30) was also directly immunoblotted with 
anti-RhoA antibody. Western blotting analysis of the indicated protein expression in the indicated groups of LNCaP cells. α-tubulin was used as a loading control of total protein; 
P84 was used as a loading control of nuclear protein. Sim, Simvastatin, 5 μM, 24 h. (B) Left panel: Expression and subcellular localization of YAP1 was analyzed in the indicated 
groups of LNCaP cells with Simvastatin treatment and visualized by fluorescence and laser confocal microscopy. Scale bars: 20 μm. Right panel: Percentage of the subcellular 
localization of YAP1 in the indicated cells (Nucleus (N); Cytoplasm (C)). (C) Luciferase activity of the YAP/TAZ-TEAD promoter reporter was examined in the indicated groups 
of LNCaP cells. Simvastatin (5 μM, 24 h); Ver, Verteporfin (10 µM, 3 h). (D) QRT-PCR analysis of YAP1-targeted genes mRNA expression in the indicated groups of LNCaP cells. 
Gene expression levels were normalized to GAPDH. (E) Representative images (left panel) and quantification (right panel) of colonies formed by the indicated cells with 
Simvastatin or Verteporfin treatment. (F) Apoptosis assessed in the indicated cells treated in medium supplemented with 0.5% CSS for 4 days and subsequently treated with 
Simvastatin or Verteporfin. (G) Tumor growth curves of the indicated LNCaP xenograft tumors (n = 8/group). Mice were administered with intraperitoneal injection of 
Simvastatin (5 mg/kg, five days a week) or Verteporfin (100 mg/kg, every two days). (H) Quantification of xenograft tumor weight at the end of the experiment shown in (F). (I) 
Growth curve for bone metastasis burden as quantified by BLI in the indicated groups of MDA PCa 2b cells. (J) Numbers of metastatic lesions in bones from each group. (K) 
Kaplan–Meier curves of bone metastasis-free survival (BMFS) and overall survival (OS) in mice inoculated with the indicated groups of MDA PCa 2b cells (log-rank test). In (C–
F, H and J), P-values were determined by one-way ANOVA test. In (G), P-values were determined by two-way ANOVA test. Data were presented as mean ± SD. *P < 0.05, **P 
< 0.01, ***P < 0.001. 
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Figure 7. Clinical relevance of the MYBL2/RACGAP1/YAP axis in human PCa. (A) Representative images of MYBL2, RACGAP1, YAP1, and p-YAP1 IHC staining in 
132 breast cancer patient specimens. Scale bars: 50 μm. (B) Percentage of PCa specimens showing MYBL2 expression relative to the level of RACGAP1 and nuclear YAP1 (χ2 
test). ***P < 0.001. (C) Kaplan–Meier survival analysis of patients with PCa (n = 132). The log-rank test P-values are shown. (D) Model: overexpression of MYBL2 stimulates the 
YAP signaling through inducing RACGAP1-mediated RhoA activation, ultimately leading to castration-resistant growth and bone metastasis in PCa. 

 

Clinical relevance of the MYBL2/RACGAP1/ 
YAP axis in human PCa 

Finally, we evaluated the clinical relevance of the 
MYBL2 and YAP signaling pathways in human PCa 
specimens. IHC staining showed that MYBL2 

expression was positively and significantly correlated 
with RACGAP1 expression (P < 0.001) and nuclear 
YAP expression (P < 0.001) (Figure 7A–B). 
Importantly, survival analysis revealed that patients 
with high expression of both MYBL2 and RACGAP1 
or with high expression of MYBL2 and nuclear YAP 
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had worse DFS than other groups among all patients 
with PCa (Figure 7C). Collectively, these results 
support the notion that overexpression of MYBL2 
stimulates YAP signaling by inducing 
RACGAP1-mediated RhoA activation, ultimately 
leading to castration-resistant growth and poor 
prognosis in PCa (Figure 7D). 

Discussion 
CRPC remains dependent on AR for growth and 

is characterized by aberrant reactivation of AR 
signaling [36, 37]. However, further suppression of 
AR signaling using second-generation AR antagonists 
and inhibitors of androgen synthesis is not curative, 
and despite extending survival, disease progression is 
inevitable [5]; this is because CRPC tumors are highly 
heterogeneous, with variable clinical outcomes, and 
CRPC progression might also involve bypass and 
compensatory signaling pathways [9, 38]. In the 
present study, we identified MYBL2 as a potential 
driver of ADT resistance. Mechanistically, MYBL2 
induced castration-resistant growth and bone 
metastasis of PCa cells by controlling Hippo-YAP 
signaling through RACGAP1-mediated RhoA 
activation. MYBL2 silencing or treatment with either 
the YAP/TAZ inhibitor Verteporfin or the RhoA 
inhibitor Simvastatin, reversed resistance to ADT and 
blocked bone metastasis of CRPC cells. Therefore, our 
results identified a new molecular mechanism 
conferring resistance to ADT and revealed potential 
therapeutic strategies against metastatic CRPC. 

MYBL2 has been characterized as a putative 
oncogene in aggressive cancers [15, 16]. MYBL2 
promotes the malignant progression of tumors by 
controlling cancer cell proliferation, therapy 
resistance, and metastasis [19, 39, 40]. Notably, 
MYBL2 is implicated in castration-resistant PCa 
growth [20, 41, 42]. However, few previous studies 
have examined the specific functional and clinical 
implications of MYBL2 in CRPC. Herein, we found 
that MYBL2 expression was progressively 
upregulated in benign prostate tissues, primary or 
localized PCa, and metastatic CRPC, which is 
consistent with a previous report [18]. Moreover, high 
MYBL2 expression was positively associated with 
TNM stage, total PSA levels, and Gleason score and 
predicted a higher risk of metastatic relapse and poor 
prognosis in patients with PCa, indicating that 
MYBL2 expression is a sign of aggressive PCa. 
Remarkably, MYBL2 overexpression in 
androgen-dependent PCa cells enhanced in vitro 
growth and anti-apoptosis in androgen-deprived 
conditions and facilitated castration-resistant growth 
and metastatic capacity in vivo. Thus, MYBL2 also 
functions as an oncogene in CRPC progression and 

exerts its effects by regulating the Hippo-YAP 
signaling pathway.  

The regulation of MYBL2 itself is comprehensive 
and involves control of expression at the 
transcriptional, translational, and post-translational 
levels. Notably, amplification rates of MYBL2 
transcription were found to be significantly increased 
during the development of hormone escape [43], 
suggesting that genomic amplification may be 
involved in MYBL2 dysregulation. Moreover, MYBL2 
is also directly controlled at the transcriptional level 
by the dimerization partner, RB-like, E2F and 
multi-vulval class B (DREAM) multiprotein complex 
during the cell cycle [44]. In addition, a previous 
study reported that miR-30a was downregulated in 
CRPC and could bind to the 3’ UTR of MYBL2 mRNA 
to reduce its abundance [20]. The protein level of 
MYBL2 is also modulated by post-translational 
modifications such as phosphorylation and 
acetylation [45, 46]. Cyclin A/E-CDK2 phosphorylates 
MYBL2 and induces its transactivation activity, 
subsequently leading to ubiquitin-mediated 
proteolysis of MYBL2 protein [45]. However, the 
molecular mechanism of MYBL2 dysregulation in 
CRPC requires further investigation. 

In the present study, we found that MYBL2 
could upregulate RACGAP1 expression by directly 
binding to the consensus MYBL2 binding sequence in 
the RACGAP1 promoter, consistent with previous 
reports, indicating that the transactivation of several 
pro-survival target gene promoters occurs via direct 
binding of MYBL2 to a consensus Myb-binding site 
(MBS) [11, 47-49]. However, it was recently shown 
that the multi-vulval class B (MuvB) core dissociates 
from the DREAM complex upon cell cycle entry and 
sequentially recruits MYBL2 (MYBL2-MuvB complex) 
to bind to the promoters of G2/M genes during S 
phase and activates their transcription [44, 50]. 
Notably, knockdown of either MYBL2 or components 
of the MuvB core prohibited the binding of both 
factors to the promoters of these genes [50]. 
Consistently, mutation of either MBS or the cell cycle 
gene homology region (CHR, bound by LIN54 of the 
MuvB core) element in the promoters of these target 
genes independently disrupts the promoter activity of 
MYBL2 and the MuvB core [51, 52]. These results 
show a dependency of both factors and their 
DNA-binding domains in transactivating late cell 
cycle genes. Thus, it is possible that RACGAP1 is 
regulated by the MYBL2-MuvB complex, and that 
MYBL2 is recruited to the RACGAP1 promoter, 
dependent on CHR promoter element-mediated 
binding of MuvB. Nevertheless, further research is 
necessary to validate this hypothesis. 
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Overexpression and/or nuclear translocation of 
YAP is relatively common in human cancers, 
suggesting constitutive activation of YAP/TAZ [53]. 
The Hippo pathway is regulated by many biological 
mechanisms, including cell polarity, cell-cell contact, 
and mechanotransduction [54]. Moreover, genetic and 
epigenetic modifications, or post-transcriptional 
regulation of Hippo signaling cascade members, as 
well as crosstalk with other signaling pathways such 
as G-protein-coupled receptor (GPCR) signaling 
contribute to Hippo pathway disturbance [55]. 
Further understanding of the regulatory mechanisms 
of the Hippo-YAP pathway may identify novel 
therapeutic targets for PCa. In the present study, we 
found that MYBL2 transcriptionally activates 
RACGAP1, thereby disrupting the activity of LATS1 
kinase and enhancing YAP-TEAD transcriptional 
programming by modulating RhoA. Interestingly, 
previous studies have revealed a connection between 
the YAP signaling pathway and the MMB complex 
subunit MYBL2 in the control of cell cycle progression 
[21, 22]. Specifically, YAP induces MYBL2 gene 
expression and promotes the binding of MYBL2 to the 
promoters of several pro-proliferation genes to 
activate their transcription [21]. The results of the 
present study extend our understanding of their 
connection by showing that MYBL2 also affects 
YAP-TEAD transcriptional activity by regulating the 
RACGAP1/RhoA/LATS1 kinase cascade, implying a 
positive feedback mechanism between MYBL2 and 
YAP signaling in tumor initiation and malignant 
progression.  

The Hippo-YAP pathway is an important 
downstream branch of the mevalonate-RhoA GTPase 
signaling system [56]. Simvastatin, a potent inhibitor 
of 3-hydroxy-3-methylglutaryl-CoA reductase, 
traditionally used in cardiovascular diseases to reduce 
lipid levels, could induce YAP phosphorylation by 
repressing Rho GTPase activity and actin 
rearrangement [57]. Emerging evidence indicates that 
Simvastatin inhibits cancer cell proliferation, 
migration, and survival by regulating Rho GTPase 
activation [58]. Verteporfin, traditionally used to treat 
age-related macular degeneration, is a small molecule 
inhibitor of YAP-TEAD interactions that potently 
suppresses YAP-induced oncogenic growth [59]. 
Developing drugs that target oncogenic transcription 
factors or directly restore tumor suppressor kinase 
function has proven challenging. In the present study, 
we attempted to use the FDA-approved drugs 
Simvastatin and Verteporfin to achieve 
pharmacological inhibition of key nodes in the 
MYBL2/RACGAP1/RhoA/YAP signaling cascade 
and found that these treatment regimens were 
sufficient to reverse ADT resistance and the metastatic 

phenotype in CRPC cells. Consistent with our results, 
growing evidence supports the role of statins in 
reducing the risk of advanced and lethal PCa [60]. 
Further clinical trials have shown that statins are 
promising candidates for adjuvant therapy with 
abiraterone in patients with metastatic CRPC and 
correlated with superior overall survival [61]. In 
addition, both Simvastatin and Verteporfin are 
clinically applied drugs with few side effects, while 
Simvastatin is a low-cost drug. Our results provide 
evidence supporting the use of these drugs in PCa 
therapy. However, whether Simvastatin or 
Verteporfin treatment strategies are effective for 
patients with CRPC requires further investigation. 

Conclusions 
Our study demonstrated that MYBL2 controls 

the development of castration resistance and 
metastatic relapse in PCa by modulating the 
Hippo-YAP signaling pathway by facilitating 
RACGAP1-mediated RhoA activation. We propose 
that therapeutic intervention centered on eliminating 
MYBL2 expression or inhibiting YAP/TAZ function 
as a consequence of dysregulated RhoA GTPase 
activity could be useful in preventing ADT resistance 
and blocking bone metastasis in PCa. 

Abbreviations 
ADT: Androgen-deprivation therapies; AR: 

Androgen-receptor; ATCC: American Type Culture 
Collection; ChIP: Chromatin immunoprecipitation; 
CRPC: Castration-resistant prostate cancer; DFS: 
Disease-free survival; GEO: Gene Expression 
Omnibus; GPCR: G-protein-coupled receptor; H&E: 
Hematoxylin and eosin; IHC: Immunohistochemistry; 
MYBL2: MYB proto-oncogene like 2; PRAD: Prostate 
Adenocarcinoma; qRT-PCR: Quantitative real-time 
PCR; RACGAP1: Rac GTPase activating protein 1; 
shRNA: Short hairpin RNA; TCGA: The Cancer 
Genome Atlas; TUNEL: Terminal deoxynucleotidyl 
transferase nick-end labeling. 

Supplementary Material  
Supplementary figures and tables. 
http://www.thno.org/v11p5794s1.pdf  

Acknowledgments 
The present study was supported by grants from 

the National Natural Science Foundation of China 
(82072905, 81802666 and 81802681), the PhD Start-up 
Fund of Natural Science Foundation of Guangdong 
Province, China (2018A030310321), Shenzhen Science 
and Technology Program (Grant No. 
RCBS20200714115000019), the Sanming Project of 
Medicine in Shenzhen (No. SZSM201911002), and the 



Theranostics 2021, Vol. 11, Issue 12 
 

 
http://www.thno.org 

5811 

Start-up Fund of The Seventh Affiliated Hospital of 
Sun Yat-sen University (ZSQYRSF0010). 

Contributions 
Qiji.L. designed this study and were responsible 

for all data collection and analysis. Min.W. and Y.H. 
conducted the bioinformatic analysis. E.Z, J.L., L.R. 
and Meng.W. performed cellular experiments and 
biochemical experiments. Y.X., Qian.L., D.Z. and Y.L. 
collected the clinical samples and conducted IHC 
analysis. S.L. and X.P. provided technical and 
administrative support. C.Z. and L.Y. supervised the 
project. Qiji.L. and L.Y. wrote the manuscript. All 
authors read and approved the final manuscript. 

Competing Interests 
The authors have declared that no competing 

interest exists. 

References 
1. Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, Jemal A. Global cancer 

statistics 2018: GLOBOCAN estimates of incidence and mortality worldwide 
for 36 cancers in 185 countries. CA Cancer J Clin. 2018; 68: 394-424. 

2. Sharifi N, Gulley JL, Dahut WL. Androgen deprivation therapy for prostate 
cancer. JAMA. 2005; 294: 238-244. 

3. Chi KN, Bjartell A, Dearnaley D, Saad F, Schroder FH, Sternberg C, et al. 
Castration-resistant prostate cancer: from new pathophysiology to new 
treatment targets. Eur Urol. 2009; 56: 594-605. 

4. Kirby M, Hirst C, Crawford ED. Characterising the castration-resistant 
prostate cancer population: a systematic review. Int J Clin Pract. 2011; 65: 
1180-1192. 

5. Nuhn P, De Bono JS, Fizazi K, Freedland SJ, Grilli M, Kantoff PW, et al. Update 
on Systemic Prostate Cancer Therapies: Management of Metastatic 
Castration-resistant Prostate Cancer in the Era of Precision Oncology. Eur 
Urol. 2019; 75: 88-99. 

6. Li Z, Razavi P, Li Q, Toy W, Liu B, Ping C, et al. Loss of the FAT1 Tumor 
Suppressor Promotes Resistance to CDK4/6 Inhibitors via the Hippo 
Pathway. Cancer Cell. 2018; 34: 893-905 e898. 

7. Dey A, Varelas X, Guan KL. Targeting the Hippo pathway in cancer, fibrosis, 
wound healing and regenerative medicine. Nat Rev Drug Discov. 2020; 19: 
480-494. 

8. Nguyen LT, Tretiakova MS, Silvis MR, Lucas J, Klezovitch O, Coleman I, et al. 
ERG Activates the YAP1 Transcriptional Program and Induces the 
Development of Age-Related Prostate Tumors. Cancer Cell. 2015; 27: 797-808. 

9. Zhang L, Yang S, Chen X, Stauffer S, Yu F, Lele SM, et al. The Hippo Pathway 
Effector YAP Regulates Motility, Invasion, and Castration-Resistant Growth of 
Prostate Cancer Cells. Mol Cell Biol. 2015; 35: 1350-1362. 

10. Bessa M, Joaquin M, Tavner F, Saville MK, Watson RJ. Regulation of the cell 
cycle by B-Myb. Blood Cells Mol Dis. 2001; 27: 416-421. 

11. Grassilli E, Salomoni P, Perrotti D, Franceschi C, Calabretta B. Resistance to 
Apoptosis in CTLL-2 Cells Overexpressing B-Myb Is Associated With 
B-Myb-dependent bcl-2 Induction. Cancer Res. 1999; 59: 2451-2456. 

12. Knight AS, Notaridou M, Watson RJ. A Lin-9 complex is recruited by B-Myb to 
activate transcription of G2/M genes in undifferentiated embryonal 
carcinoma cells. Oncogene. 2009; 28: 1737-1747. 

13. Sitzmann J, Noben-Trauth K, Kamano H, Klempnauer KH. Expression of 
B-Myb during mouse embryogenesis. Oncogene. 1996; 12: 1889-1894. 

14. Tanaka Y, Patestos NP, Maekawa T, Ishii S. B-myb is required for inner cell 
mass formation at an early stage of development. J Biol Chem. 1999; 274: 
28067-28070. 

15. Thorner AR, Hoadley KA, Parker JS, Winkel S, Millikan RC, Perou CM. In vitro 
and in vivo analysis of B-Myb in basal-like breast cancer. Oncogene. 2009; 28: 
742-751. 

16. Sala A. B-MYB, a transcription factor implicated in regulating cell cycle, 
apoptosis and cancer. Eur J Cancer. 2005; 41: 2479-2484. 

17. Musa J, Cidre-Aranaz F, Aynaud MM, Orth MF, Knott MML, Mirabeau O, et 
al. Cooperation of cancer drivers with regulatory germline variants shapes 
clinical outcomes. Nat Commun. 2019; 10: 4128. 

18. Bar-Shira A, Pinthus JH, Rozovsky U, Goldstein M, Sellers WR, Yaron Y, et al. 
Multiple Genes in Human 20q13 Chromosomal Region Are Involved in an 
Advanced Prostate Cancer Xenograft. Cancer Res. 2002; 62: 6803-6807. 

19. Sala A, Calabretta B. Regulation of BALB/c 3T3 fibroblast proliferation by 
B-myb is accompanied by selective activation of cdc2 and cyclin D1 
expression. Proc Natl Acad Sci U S A. 1992; 89: 10415-10419. 

20. Li X, Jiao M, Hu J, Qi M, Zhang J, Zhao M, et al. miR-30a inhibits 
androgen-independent growth of prostate cancer via targeting MYBL2, 
FOXD1, and SOX4. Prostate. 2020; 80: 674-686. 

21. Pattschull G, Walz S, Grundl M, Schwab M, Ruhl E, Baluapuri A, et al. The 
Myb-MuvB Complex Is Required for YAP-Dependent Transcription of Mitotic 
Genes. Cell Rep. 2019; 27: 3533-3546 e3537. 

22. Wei T, Weiler SME, Toth M, Sticht C, Lutz T, Thomann S, et al. 
YAP-dependent induction of UHMK1 supports nuclear enrichment of the 
oncogene MYBL2 and proliferation in liver cancer cells. Oncogene. 2019; 38: 
5541-5550. 

23. Gu P, Chen X, Xie R, Han J, Xie W, Wang B, et al. lncRNA HOXD-AS1 
Regulates Proliferation and Chemo-Resistance of Castration-Resistant Prostate 
Cancer via Recruiting WDR5. Mol Ther. 2017; 25: 1959-1973. 

24. Li Q, Ye L, Zhang X, Wang M, Lin C, Huang S, et al. FZD8, a target of p53, 
promotes bone metastasis in prostate cancer by activating canonical 
Wnt/beta-catenin signaling. Cancer Lett. 2017; 402: 166-176. 

25. Ye L, Lin C, Wang X, Li Q, Li Y, Wang M, et al. Epigenetic silencing of SALL2 
confers tamoxifen resistance in breast cancer. EMBO Mol Med. 2019; 11: 
e10638. 

26. Li Q, Ye L, Guo W, Wang M, Huang S, Peng X. PHF21B overexpression 
promotes cancer stem cell-like traits in prostate cancer cells by activating the 
Wnt/beta-catenin signaling pathway. J Exp Clin Cancer Res. 2017; 36: 85. 

27. Werner S, Brors B, Eick J, Marques E, Pogenberg V, Parret A, et al. Suppression 
of Early Hematogenous Dissemination of Human Breast Cancer Cells to Bone 
Marrow by Retinoic Acid-Induced 2. Cancer Discov. 2015; 5: 506-519. 

28. Loriot Y, Massard C, Fizazi K. Recent developments in treatments targeting 
castration-resistant prostate cancer bone metastases. Ann Oncol. 2012; 23: 
1085-1094. 

29. Janse van Rensburg HJ, Yang X. The roles of the Hippo pathway in cancer 
metastasis. Cell Signal. 2016; 28: 1761-1772. 

30. Habbig S, Bartram MP, Muller RU, Schwarz R, Andriopoulos N, Chen S, et al. 
NPHP4, a cilia-associated protein, negatively regulates the Hippo pathway. J 
Cell Biol. 2011; 193: 633-642. 

31. Espanel X, Sudol M. Yes-associated protein and p53-binding protein-2 interact 
through their WW and SH3 domains. J Biol Chem. 2001; 276: 14514-14523. 

32. Wang W, Li X, Huang J, Feng L, Dolinta KG, Chen J. Defining the 
protein-protein interaction network of the human hippo pathway. Mol Cell 
Proteomics. 2014; 13: 119-131. 

33. Yang XM, Cao XY, He P, Li J, Feng MX, Zhang YL, et al. Overexpression of Rac 
GTPase Activating Protein 1 Contributes to Proliferation of Cancer Cells by 
Reducing Hippo Signaling to Promote Cytokinesis. Gastroenterology. 2018; 
155: 1233-1249 e1222. 

34. Fornes O, Castro-Mondragon JA, Khan A, van der Lee R, Zhang X, Richmond 
PA, et al. JASPAR 2020: update of the open-access database of transcription 
factor binding profiles. Nucleic Acids Res. 2020; 48: D87-D92. 

35. Varzavand A, Hacker W, Ma D, Gibson-Corley K, Hawayek M, Tayh OJ, et al. 
alpha3beta1 Integrin Suppresses Prostate Cancer Metastasis via Regulation of 
the Hippo Pathway. Cancer Res. 2016; 76: 6577-6587. 

36. Dai C, Heemers H, Sharifi N. Androgen Signaling in Prostate Cancer. Cold 
Spring Harb Perspect Med. 2017; 7: a030452. 

37. Xu Z, Ma T, Zhou J, Gao W, Li Y, Yu S, et al. Nuclear receptor ERRalpha 
contributes to castration-resistant growth of prostate cancer via its regulation 
of intratumoral androgen biosynthesis. Theranostics. 2020; 10: 4201-4216. 

38. Labrecque MP, Coleman IM, Brown LG, True LD, Kollath L, Lakely B, et al. 
Molecular profiling stratifies diverse phenotypes of treatment-refractory 
metastatic castration-resistant prostate cancer. J Clin Invest. 2019; 129: 
4492-4505. 

39. Tao D, Pan Y, Jiang G, Lu H, Zheng S, Lin H, et al. B-Myb regulates snail 
expression to promote epithelial-to-mesenchymal transition and invasion of 
breast cancer cell. Med Oncol. 2015; 32: 412. 

40. Pennanen PT, Sarvilinna NS, Ylikomi TJ. Gene expression changes during the 
development of estrogen-independent and antiestrogen-resistant growth in 
breast cancer cell culture models. Anticancer Drugs. 2009; 20: 51-58. 

41. Rosa-Ribeiro R, Nishan U, Vidal RO, Barbosa GO, Reis LO, Cesar CL, et al. 
Transcription factors involved in prostate gland adaptation to androgen 
deprivation. PLoS One. 2014; 9: e97080. 

42. Zhang C, Wang L, Wu D, Chen H, Chen Z, Thomas-Ahner JM, et al. Definition 
of a FoxA1 Cistrome that is crucial for G1 to S-phase cell-cycle transit in 
castration-resistant prostate cancer. Cancer Res. 2011; 71: 6738-6748. 

43. Edwards J, Krishna NS, Witton CJ, Bartlett JMS. Gene amplifications 
associated with the development of hormone-resistant prostate cancer. Clin 
Cancer Res. 2003; 9: 5271-5281. 

44. Sadasivam S, DeCaprio JA. The DREAM complex: master coordinator of cell 
cycle-dependent gene expression. Nat Rev Cancer. 2013; 13: 585-595. 

45. Charrasse S, Carena I, Brondani V, Klempnauer KH, Ferrari S. Degradation of 
B-Myb by ubiquitin-mediated proteolysis: involvement of the 
Cdc34-SCF(p45Skp2) pathway. Oncogene. 2000; 19: 2986-2995. 

46. Schubert S, Horstmann S, Bartusel T, Klempnauer KH. The cooperation of 
B-Myb with the coactivator p300 is orchestrated by cyclins A and D1. 
Oncogene. 2004; 23: 1392-1404. 

47. Bruno MD, Whitsett JA, Ross GF, Korfhagen TR. Transcriptional regulation of 
the murine surfactant protein-A gene by B-Myb. J Biol Chem. 1999; 274: 
27523-27528. 



Theranostics 2021, Vol. 11, Issue 12 
 

 
http://www.thno.org 

5812 

48. Cervellera M, Raschella G, Santilli G, Tanno B, Ventura A, Mancini C, et al. 
Direct transactivation of the anti-apoptotic gene apolipoprotein J (clusterin) by 
B-MYB. J Biol Chem. 2000; 275: 21055-21060. 

49. Yuan J, Zhang Y, Sheng Y, Fu X, Cheng H, Zhou R. MYBL2 guides autophagy 
suppressor VDAC2 in the developing ovary to inhibit autophagy through a 
complex of VDAC2-BECN1-BCL2L1 in mammals. Autophagy. 2015; 11: 
1081-1098. 

50. Sadasivam S, Duan S, DeCaprio JA. The MuvB complex sequentially recruits 
B-Myb and FoxM1 to promote mitotic gene expression. Genes Dev. 2012; 26: 
474-489. 

51. Knight AS, Notaridou M, Watson RJ. A Lin-9 complex is recruited by B-Myb to 
activate transcription of G2/M genes in undifferentiated embryonal 
carcinoma cells. Oncogene. 2009; 28: 1737-1747. 

52. Müller GA, Quaas M, Schümann M, Krause E, Padi M, Fischer M, et al. The 
CHR promoter element controls cell cycle-dependent gene transcription and 
binds the DREAM and MMB complexes. Nucleic Acids Res. 2012; 40: 
1561-1578. 

53. Zhao B, Wei X, Li W, Udan RS, Yang Q, Kim J, 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. 

54. Yu FX, Guan KL. The Hippo pathway: regulators and regulations. Genes Dev. 
2013; 27: 355-371. 

55. Harvey KF, Zhang X, Thomas DM. The Hippo pathway and human cancer. 
Nat Rev Cancer. 2013; 13: 246-257. 

56. Sorrentino G, Ruggeri N, Specchia V, Cordenonsi M, Mano M, Dupont S, et al. 
Metabolic control of YAP and TAZ by the mevalonate pathway. Nat Cell Biol. 
2014; 16: 357-366. 

57. Wang Z, Wu Y, Wang H, Zhang Y, Mei L, Fang X, et al. Interplay of 
mevalonate and Hippo pathways regulates RHAMM transcription via YAP to 
modulate breast cancer cell motility. Proc Natl Acad Sci U S A. 2014; 111: 
E89-98. 

58. Hoque A, Chen H, Xu XC. Statin induces apoptosis and cell growth arrest in 
prostate cancer cells. Cancer Epidemiol Biomarkers Prev. 2008; 17: 88-94. 

59. Liu-Chittenden Y, Huang B, Shim JS, Chen Q, Lee SJ, Anders RA, et al. Genetic 
and pharmacological disruption of the TEAD-YAP complex suppresses the 
oncogenic activity of YAP. Genes Dev. 2012; 26: 1300-1305. 

60. Allott EH, Ebot EM, Stopsack KH, Gonzalez-Feliciano AG, Markt SC, Wilson 
KM, et al. Statin Use Is Associated with Lower Risk of PTEN-Null and Lethal 
Prostate Cancer. Clin Cancer Res. 2020; 26: 1086-1093. 

61. Carretero-Gonzalez A, Lora D, Manneh R, Lorente D, Castellano D, de Velasco 
G. Combination of statin/vitamin D and metastatic castration-resistant 
prostate cancer (CRPC): a post hoc analysis of two randomized clinical trials. 
Clin Transl Oncol. 2020; 22: 2126-2129. 


