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MAOA-a novel decision maker 
of apoptosis and autophagy in 
hormone refractory neuroendocrine 
prostate cancer cells
Yi-Cheng Lin1,2,3,*, Yi-Ting Chang1,*, Mel Campbell4, Tzu-Ping Lin5,6,7, Chin-Chen Pan8,  
Hsin-Chen Lee2, Jean C. Shih3,9,10 & Pei-Ching Chang1,11

Autophagy and apoptosis are two well-controlled mechanisms regulating cell fate. An understanding 
of decision-making between these two pathways is in its infancy. Monoamine oxidase A (MAOA) is 
a mitochondrial enzyme that is well-known in psychiatric research. Emerging reports showed that 
overexpression MAOA is associated with prostate cancer (PCa). Here, we show that MAOA is involved 
in mediating neuroendocrine differentiation of PCa cells, a feature associated with hormone-refractory 
PCa (HRPC), a lethal type of disease. Following recent reports showing that NED of PCa requires down-
regulation of repressor element-1 silencing transcription factor (REST) and activation of autophagy; we 
observe that MAOA is a novel direct target gene of REST. Reactive oxygen species (ROS) produced by 
overexpressed MAOA plays an essential role in inhibiting apoptosis and activating autophagy in NED 
PCa cells. MAOA inhibitors significantly reduced NED and autophagy activation of PCa cells. Our results 
here show MAOA as a new decision-maker for activating autophagy and MAOA inhibitors may be useful 
as a potential therapy for neuroendocrine tumors.

Prostate cancer (PCa) is the second leading cause of cancer death among men in Western countries and its inci-
dence is climbing worldwide1. This increase may due to the global aging trends since PCa incidence is closely 
related to age2. Androgen deprivation therapy (ADT) alone or combined with radio- and/or chemotherapy has 
long been used as treatment of choice for PCa3. However, over time a significant population of patients loses 
responsiveness to ADT and develops hormone-refractory prostate cancer (HRPC)4. Due to the improvement of 
healthcare, patients now live long enough to develop HRPC and in spite of aggressive treatments, the mortality 
rate of HRPC is always high5. One important feature of HRPC is its association with neuroendocrine differentia-
tion (NED)6,7. Neuroendocrine (NE)-like PCa cells are very difficult to kill and secret cytokines to sustain tumor 
growth8. Therefore, NED has been believed to be a root cause for androgen-independence and high chemore-
sistance of HRPC. Understanding the NED process may aid the development of intervention strategies designed 
to delay or prevent the recurrence of HRPC. Recently, NED inducers were identified. These triggers include 
androgen deprivation9,10, IL-6 treatment11,12 and hypoxia13,14. Interestingly, these reports showed that reduction of 
repressor element-1 (RE-1) silencing transcription factor (REST) is crucial for NED induction by various induc-
ers11,14–16 and therefore identified REST as a key repressor for NED of PCa cells.
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REST, also known as neuron restrictive silencing factor (NRSF), was originally identified as a critical tran-
scription repressor that silences neuronal gene expression in neural progenitor and non-neuronal cells. Our 
recent reports show that knockdown of REST may induce NED through activation of autophagy11,14, a pathway 
that eukaryotic cells use to degrade long-lived proteins and organelles in response to stress17. However, little is 
known about the underlying mechanisms for REST-mediated autophagy activation. To study this, we performed 
a genomic ChIP-seq analysis for REST binding and identified a mitochondrial outer membrane protein mono-
amine oxidase A (MAOA) as a novel REST target gene.

MAOA was originally identified as a mitochondrial outer membrane-bound enzyme that catalyzes oxidative 
deamination of monoamine neurotransmitters and subsequently generates hydrogen peroxide (H2O2) as a cata-
lytic byproduct18,19. It has, therefore, long been believed that MAOA is responsible for maintenance of neurotrans-
mitter homeostasis18 and increased oxidative stress (H2O2) by dysregulation of MAOA is associated with various 
neurodegenerative diseases19,20. Emerging evidence has shown the role of MAOA in mediating growth-factor 
withdraw-21–23, mitochondria toxin-24, and neuron toxin-induced25 apoptosis of neuronal cells. Though H2O2 pro-
duced by MAOA26 has been implicated in most cases of apoptosis, toxin-MAOA interaction mediated opening of 
mitochondrial permeability transition pore25 has been identified as another potential mechanism for cell death. 
Inhibition of excessive MAOA activity by specific inhibitors protects neuronal death19,20 and has been widely 
studied in treating psychiatric and neurological disorders27.

Although MAOA was initially identified as a neurotransmitter regulator, recent studies revealed its unantic-
ipated roles in tumorigenesis. However, both tumor suppression and promotion characteristics of MAOA have 
been identified. Down-regulation of MAOA was associated with cancers including cholangiocarcinoma, eso-
phageal squamous cell carcinoma and hepatocellular carcinoma28,29. In general, MAOA functions as a tumor 
suppressor by reducing biogenic amines that stimulate tumor progression through increasing their degradation28. 
In contrast, up-regulation of MAOA was identified in high-grade carcinomas, such as renal cell carcinoma30 and 
PCa31,32. MAOA plays an oncogenic role by increasing intracellular oxidative stress. Our recent report showed 
that overexpression of MAOA not only induces epithelial-to-mesenchymal transition (EMT) to enhance invasion 
and metastasis of PCa cells33 but also promotes tumor growth33,34. Interestingly, inhibition of MAOA by MAOA 
inhibitors, drugs administered for neurological diseases, not only reduces proliferation35–37 and increases apopto-
sis36 of PCa cells but also inhibits xenograft tumor growth33,35,38 and metastasis33 in mice.

In this study, we showed that the up-regulation of MAOA occurs in conjunction with REST down-regulation 
in PCa cells under androgen deprivation conditions. Interestingly, we found that ROS produced by MAOA inhib-
its apoptosis in a p53-dependent manner and activates autophagy through a p53-independent pathway. Our data 
show that in addition to general autophagy, MAOA overexpression activates mitophagy, a selective type of auto-
phagy which removes dysfunctional mitochondria. Though ROS and many mitochondria outer membrane pro-
teins have been implicated as causal or contributory factors for mitophagy activation, the underlying mechanisms 
and target proteins, however, remain largely unknown. This is the first study that investigates the expression and 
regulation of MAOA in human NE PCa cells. Most importantly, we elucidated that MAOA, a mitochondrial outer 
membrane-bound enzyme that produces H2O2, functions as a key regulator in a cell fate-decision by inhibiting 
apoptosis and activating autophagy. Moreover, a MAOA inhibitor currently used in treating depression showed 
efficacy in inhibiting androgen deprivation-induced NED in PCa cells. Our results indicate that targeting MAOA 
may be a potential useful addition to combination therapy in treating different types of NE tumors.

Results
MAOA is a novel target of REST and is up-regulated in NE differentiated PCa cells. To study 
the potential role of MAOA in NE PCa cells, three prostate carcinoma cell lines, LNCaP (androgen dependent), 
PC3 and DU145 (androgen independent) that can be induced for NED were tested39. Although limited MAOA 
expression was observed in PC-3 and DU145 cells, there was a readily detectable level of MAOA in LNCaP cells 
(Fig. 1A). REST was present in all three cell lines (Fig. 1A). Expression of androgen receptor (AR) and its target 
gene prostate-specific antigen (PSA) was also analyzed in LNCaP under 10% and 2.5% charcoal/dextran-treated 
FBS (CDT, androgen deprivation) conditions. A significant reduction of AR and PSA was identified after CDT 
treatment for 96 hours (Supplementary Fig. S1), however a low level of AR remains under both CDT conditions 
suggesting low androgen signaling may contribute to NED. Based on these results, androgen dependent LNCaP 
cells were used in this study. The expression of MAOA under androgen deprivation treatment was also analyzed 
in LNCaP cells. Consistent with previous reports9,10, neurite extension was enhanced in LNCaP cells after CDT 
treatment for 96 hours (Fig. 1B). An increase in mRNA expression of MAOA together with NE markers including, 
β -tubulin III (TUBB3), neuron specific enolase (ENO2), chromogranin A (CHGA), and synaptophysin (SYP) 
analyzed by reverse transcription -quantitative PCR (RT-qPCR) was observed 96 hours after both 10% and 2.5% 
CDT treatment (Fig. 1C). Consistent with the RNA expression analysis, the protein level of MAOA and β -tubulin 
III was increased under CDT treatment (Fig. 1D). An increase in MAOA activity was confirmed 96 hours under 
CDT treatment, to a higher extent in the 2.5% CDT condition (Fig. 1E). The temporal co-up-regulation of NED 
markers and MAOA levels support a potential role of MAOA in mediating androgen deprivation-induced NED.

Using binding site prediction and ChIP-seq assay of REST performed on REST-overexpressing CWR22Rv1 
dells, we identified a potential binding site for REST in the MAOA promoter (Fig. 2A, upper panel), a transcrip-
tional repressor that inhibits NED of PCa cells11,14–16. ChIP-qPCR of REST performed in LNCaP cells using prim-
ers specific for the identified REST binding site confirmed the binding of REST on MAOA promoter (Fig. 2A, 
lower panel). The binding status of REST to the MAOA promoter was further compared in control medium 
(10% fetal bovine serum; FBS) and in 10% or 2.5% CDT-treated LNCaP cells by ChIP-qPCR. REST binding was 
observed in control and this binding was significantly reduced under CDT treatment, with a higher reduction 
observed under 2.5% CDT conditions (Fig. 2B). The derepression of the MAOA promoter under CDT treatment 
was analyzed by dual luciferase assays using a MAOA 2-kb promoter-luciferase construct. Consistent with ChIP 
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Figure 1. MAOA expression and activity increases in androgen deprivation-induced NE differentiated 
LNCaP cells. (A) LNCaP, PC3, and DU145 were examined for REST and MAOA protein expression by 
immunoblotting (upper panel). GAPDH was used as control. MAOA mRNA was analyzed by RT-qPCR (lower 
panel). Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test. Uncropped images are presented in 
Supplementary Figure S9A. (B) Representative photos (50x magnification) of LNCaP cells cultured with 10% 
FBS, 10% or 2.5% charcoal/dextran-treated FBS (CDT) for 96 hours (upper panel). Average neurite elongation 
was quantified from 150 to 250 cells in random fields of three independent experiments (lower panel). **p <  0.01, 
***p <  0.001 by Student’s-t test. (C) The expression of NE markers (left panel) and MAOA (right panel) in LNCaP 
cells treated as described in (A) was analyzed by RT-qPCR and normalized with β -actin. Similar results were 
obtained using 18 S rRNA as internal control. Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test. 
(D) Immunoblotting of NE marker β -tubulin III and MAOA in LNCaP cells treated as described in (B). β -actin 
was used as loading control. Uncropped images are presented in Supplementary Figure S9B. (E) MAOA activity 
was measured in LNCaP cells treated as described in (A) using an isotopic MAOA catalytic activity assay. Data 
represent mean ±  S.D. (n =  3); *p <  0.05, **p <  0.01, ***p <  0.001 by Student’s-t test.
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Figure 2. REST directly targets and inhibits MAOA promoter. (A) Schematic representation of REST binding 
site (RE-1 site) identified by ChIP-seq analysis and JASPAR prediction (upper panel) in the promoter region of 
MAOA. The locations of qPCR primers (short bars) are indicated. ChIP was performed using anti-REST antibody 
and chromatin prepared from LNCaP cells. REST binding to MAOA promoter region was analyzed by real-time 
qPCR. Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test. (B) LNCaP cells were cultured in phenol-
red free medium supplied with 10% FBS, 10% or 2.5% CDT for 72 and 96 hours. ChIP-qPCR assay shows that REST 
binding on MAOA promoter, and this binding is reduced by CDT treatment. The enrichment of amplicon was 
normalized to input. Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test. (C) Luciferase reporter 
assays were performed by transfecting LNCaP cells with a reporter construct containing the MAOA promoter. At 
24 hours post-transfection, cells were incubated with 10% or 2.5% CDT for 96 hours and the luciferase activities were 
measured. Data represent mean ±  S.D. (n =  3); *p <  0.05, ***p <  0.001 by Student’s-t test. (D) Immunoblotting of 
REST and MAOA in LNCaP cells treated as described in (C). β -actin was used as loading control. Uncropped images 
are presented in Supplementary Figure S10A. (E) The mRNA level of MAOA in LNCaP-TR-REST cells treated as 
described in (C) for 96 hours in the presence ( +  ) or absence (− ) of Dox was analyzed by RT-qPCR and normalized 
with β -actin. ***p <  0.001 by Student’s-t test. (F) Immunoblotting of REST and MAOA in cells treated as in (F).  
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results, the MAOA promoter activity was significantly increased in CDT-treated cells, with a higher extent in the 
2.5% CDT condition (Fig. 2C). Western blot analysis also showed reduced expression of REST, concomitant with 
increased expression of MAOA under CDT treatment (Fig. 2D). To characterize REST-mediated transcriptional 
repression of MAOA, the REST-inducible LNCaP-TR-REST cells that we generated previously were used11. REST 
overexpression resulted in a significant inhibition of MAOA expression in response to CDT treatment at both the 
mRNA (Fig. 2E) and protein (Fig. 2F) level. We further determined the expression of REST and MAOA in pri-
mary and relapsed PCa specimens. Basal cytokeratin 5 expression was used to confirm a reduction of basal cells 
in tumor-containing sections (Fig. S2). Consistently, expression of REST and MAOA was significantly reduced 
and increased, respectively, in relapsed PCa compared with primary PCa specimens (Fig. 2G and H). These data 
indicate that down-regulation of REST may contribute to MAOA up-regulation in NE differentiated PCa cells.

MAOA is crucial for androgen deprivation-induced NED. To study whether MAOA is involved in 
androgen deprivation-induced NED, MAOA knockdown LNCaP cells (shMAOA), generated in our previous 
study was used33 (Fig. 3A and B). As shown in left panel of Fig. 3C, MAOA knockdown strongly reduced andro-
gen deprivation-induced neurite extension in LNCaP cells. Quantification of neurite length by MetaMorph 
showed significant inhibition of this phenotype (Fig. 3C, right panel). The mRNA levels of NE markers in shCtrl 
and shMAOA cells were determined by RT-qPCR. Knockdown MAOA did not alter the expression of NE mark-
ers in control media (Supplementary Fig. S3). However, a significant inhibition of the induction of NE markers in 
response to MAOA knockdown was observed in cells grown in CDT media (Fig. 3D). Consistently, the increase 
of β -tubulin III protein expression under androgen deprivation conditions was also abolished in shMAOA cells 
(Fig. 3E). Together, these data together demonstrate that MAOA may function downstream of REST and is 
involved in androgen deprivation-mediated NED of PCa cells.

Up-regulation of MAOA protein protects against androgen deprivation-induced apoptosis in 
NE differentiated cells. Interestingly, while we were studying the role of MAOA in NED, a morphological 
change with cell round-up was observed (Supplementary Fig. S4A, left panel). A significant increase in round-up 
cells was identified in shMAOA cells treated with 10% and 2.5% CDT (Supplementary Fig. S4A, right panel). 
Consistently, DAPI staining showed an increase in chromatin condensation in shMAOA cells under 10% and 
2.5% CDT treatment (Supplementary Fig. S4B). These data suggest a tendency towards increased cell death in NE 
differentiated PCa cells upon MAOA knockdown.

Given that MAOA has been implicated with an anti-apoptotic function in PCa cells34,36 and that MAOA 
knockdown induced a significant increase in round-up cells (Supplementary Fig. S4A), we hypothesized that 
overexpression of MAOA may be involved in the anti-apoptotic characteristic of NE-like PCa cells. To study 
this, we first analyzed the proliferation of shMAOA and shCtrl cells in response to 10% and 2.5% CDT treat-
ment. Knockdown MAOA significantly inhibited cell proliferation under control culture conditions (Fig. 4A and 
Supplementary Fig. S5A). Consistent with previous studies, androgen deprivation treatment induced growth 
arrest in shCtrl cells (Supplementary Fig. S5A). Knockdown MAOA induced a significant decrease in the num-
ber of surviving cells among 10% and 2.5% CDT-treated LNCaP cells (Fig. 4A and Supplementary Fig. S5A). 
The increase in cell death was found to be largely due to increase in the subG1 population (Fig. 4B and 
Supplementary Fig. S5B) and enhanced apoptotic activity, as evidenced by the significant increase in caspase 9 
and 3 activity (Fig. 4C and Supplementary Fig. S5C). Decreased full length protein and increased cleavage forms 
of caspase 9 and 3 (Fig. 4D) was present at 96 hours in CDT plus MAOA knockdown treatment. To confirm that 
the observed cell death is caused by the activation of caspase 3, the caspase 3 inhibitor Q-DEVD-OPh was used. 
The successful inhibition of caspase 3 activation was first verified (Supplementary Fig. S5D). Following this, 
inhibition of caspase 3 activity significantly increased the surviving cell number of shMAOA cells under CDT 
treatment (Fig. 4E and Supplementary Fig. S5E). This finding shows for the first time that inhibition of MAOA is 
able to overcome the apoptosis-resistance of NE differentiated PCa cells.

Given that caspase 9 is a marker for intrinsic apoptosis, we hypothesized a possible role of MAOA over-
expression in inhibiting apoptosis through up-regulation of anti-apoptotic gene expression. The expression of 
intrinsic pro-apoptotic proteins Bax, Bak, Noxa, and Puma40 was then further analyzed. Knockdown MAOA 
significantly increased the expression of Bax, Bak and Puma under androgen derivation conditions (Fig. 4F and 
Supplementary Fig. S5F). Since Bax, Bak and Puma are target genes of p5340, expression of p53 was also ana-
lyzed. Consistently, expression of p53 was significantly increased in shMAOA cells under androgen deprivation 
conditions and the phosphorylation on ser15 accompanied p53 induction (Fig. 4D). These data indicate that 
p53-mediated apoptosis signaling may account for the death of NE differentiated PCa cells after knockdown of 
MAOA. To further confirm this concept, Pifithrin-α  (PFT-α ), a p53 inhibitor, was used. First, a dose-response 
study was undertaken to determine the concentration of PFT-α  (Supplementary Fig. S5G). Consistent with our 
hypothesis, PFT-α  rescued the viability of shMAOA cells under androgen derivation condition (Fig. 4G and 
Supplementary Fig. S5H). Together, our data here show that MAOA overexpression inhibits the p53-dependent 
apoptosis in a PCa cell line in response to androgen deprivation-induced NED.

β -actin was used as loading control. Uncropped images are presented in Supplementary Figure S10B. (G and H) 
Immunohistochemistry (IHC) analysis of REST and MAOA in six primary and six relapsed PCa specimens. Images 
are representative (magnification, x40) (G) and quantification based on their H-score. Data are average with S.D. 
from 6 specimens in each group (H). *p <  0.05, **p <  0.01 by Student’s-t test.
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MAOA is essential for autophagy activation in NE differentiated PCa cells. Recent reports includ-
ing ours showed that autophagy activation is crucial for NED of PCa cells11,12. The up-regulation of MAOA and its 
essential role in NED (Fig. 3) prompted us to hypothesize that there may exist a previously uncharacterized rela-
tionship between MAOA and autophagy activation. Therefore, autophagy activation under androgen deprivation 
conditions was analyzed and compared in shCtrl and shMAOA cells. Consistent with previous reports, androgen 
deprivation-induced autophagy activation was demonstrated by the increase in microtubule-associated protein 
1 light chain 3B II (LC3B-II) and decrease in p62/SQSTM1 (Fig. 5A). Consistent with our hypothesis, MAOA 
knockdown significantly reduced androgen deprivation-induced autophagy activation as shown by a decrease in 
LC3B-II and increase in p62/SQSTM1compared with control (Fig. 5A and Supplementary Fig. S6A). These data 
suggest an essential role of MAOA in activation of the autophagy pathway.

ROS produced by MAOA at the crossroads of apoptosis and autophagy in NE differentiated 
PCa cells. Increasing evidence has demonstrated that ROS, a group of molecules including H2O2, are the exe-
cutioners for stress induced apoptosis41 and autophagy42. Since MAOA produces H2O2 as an enzyme by-product 
and our results here showed that MAOA was involved in both inhibition of apoptosis and induction of autophagy 
in NE differentiated PCa cells, we hypothesized that ROS produced by MAOA may determine the fate of NE cells 
towards an anti-apoptotic and autophagy-induction state. To study this, ROS production in shCtrl and shMAOA 
cells was first analyzed. Indeed, ROS production is increased in control cells under androgen deprivation 

Figure 3. Knockdown of MAOA suppresses androgen deprivation-induced NED. (A) Immunoblotting of 
MAOA in shCtrl and shMAOA LNCaP cells. GAPDH was used as the loading control. Uncropped images are 
presented in Supplementary Figure S11A. (B) The mRNA level of MAOA in control and MAOA knockdown 
LNCaP cells was assessed by RT-qPCR and normalized with β -actin. ***p <  0.001 by Student’s-t test.  
(C) Representative photos (50x magnification) of LNCaP-shCtrl and -shMAOA cells treated with 10% or 2.5% 
CDT for 96 hours (left panel). Average neurite elongation was quantified as described in Fig. 1B (right panel). 
***p <  0.001 by Student’s-t test. (D) The mRNA levels of NE markers in cells treated as in (B) were assessed using 
RT-qPCR and normalized against β -actin. Similar results were obtained using 18 S rRNA as internal control. 
Data represent mean ±  S.D. (n =  3); *p <  0.05, **p <  0.01, ***p <  0.001 by Student’s-t test. (E) Immunoblotting 
analysis of MAOA and β -tubulin III in cells treated as described in (B). β -actin was used as loading control. 
Uncropped images are presented in Supplementary Figure S11B.
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Figure 4. Knockdown of MAOA induces p53-dependent cell apoptosis in NE differentiated LNCaP cells. 
(A) Control and MAOA knockdown LNCaP cells treated with 2.5% CDT was evaluated at the indicated time 
points using trypan blue dye exclusion assay. Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t 
test. (B) Cells treated as described in (A) for 96 hours were stained with propidium iodide (PI) and measured by 
flow cytometry. (n =  2) (C) Cytosolic caspase 3 and 9 activity was measured using fluorogenic caspase substrates 
in cells treated as described in (A) for 96 hours. Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t 
test. (D) Immunoblotting of full length (FL) and thec leavage form of caspase 9 and 3, phospho-p53 (Ser15) and 
p53 in LNCaP-shCtrl and -shMAOA cells treated as described in Fig. 3C. β -actin was used as loading control. 
Uncropped images are presented in Supplementary Figure S12. (E) Inhibition of caspase 3 by 5 μ M Q-DEVD-
OPh on the growth of cells treated and measured as described in (C). Data represent mean ±  S.D. (n =  3); 
***p <  0.001 by Student’s-t test. (F) Expression of intrinsic apoptosis pathway genes was examined in cells 
treated as described in (A) using RT-qPCR and normalized with β -actin. Data represent mean ±  S.D. (n =  3); 
***p <  0.001 by Student’s-t test. (G) Inhibition of p53 by 20 μ M PFT-α  increased viability of LNCaP-shMAOA 
cells treated as in (C). Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test.
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Figure 5. ROS produced by up-regulated MAOA plays an essential role for androgen deprivation-induced 
autophagy activation, NED and anti-apoptosis. (A) Immunoblotting of MAOA, LC3B-II and p62/SQSTM1 in 
shCtrl and shMAOA LNCaP cells treated as described in Fig. 3C for 48 and 96 hours. β -actin was used as loading 
control. Uncropped images are presented in Supplementary Figure S13A (right). (B) ROS production measured 
by OxiSelect In Vitro ROS/RNS Assay Kit in cells treated as described in (A). Data represent mean ±  S.D. (n =  3); 
***p <  0.001 by Student’s-t test. (C) Immunoblotting analysis of MAOA, β -tubulin III, LC3B-II and p62/SQSTM1 
in cells treated as described in Fig. 1B in the presence or absence of 5 mM NAC. β -actin was used as loading control 
(upper panel). ROS production was measured as in (B). Data represent mean ±  S.D. (n =  3); ***p <  0.001 by 
Student’s-t test (bottom panel). Uncropped images are presented in Supplementary Figure S13B. (D) Inhibition of 
ROS reduces neurite extension of LNCaP cells treated as described in (C) for 96 hours. Average neurite elongation 
was quantified as described in Fig. 1B ***p <  0.001 by Student’s-t test. (E) Inhibition of ROS decreases expression of 
NE markers in LNCaP cells treated as described in (C) for 96 hours. Data represent mean ±  S.D. (n =  3); ***p <  0.001 
by Student’s-t test. (F and G) Inhibition of ROS decreased cell viability (F) and increased caspase 3 activity (G) of 
LNCaP cells treated as described in (C). Data represent mean ±  S.D. (n =  3); ***p <  0.001 by Student’s-t test.



www.nature.com/scientificreports/

9SCIeNTIfIC REPORTS | 7:46338 | DOI: 10.1038/srep46338

conditions and this increase was abolished by knockdown MAOA (Fig. 5B and Supplementary Fig. S6B). These 
data show that the ROS pool produced is contributed via the overexpressed MAOA. To determine whether ROS 
is essential for androgen deprivation-induced autophagy activation and NED, intracellular ROS was inhibited by 
N-acetyl cysteine (NAC). Consistent with our hypothesis, NAC treatment for 96 hours reduced both androgen 
deprivation-induced autophagy activation as evaluated by the decrease in LC3B-II and increase in p62/SQSTM1, 
and NED as shown in the reduction of β -tubulin III (Fig. 5C). The inhibition of NED by NAC was further con-
firmed by measurements of neurite extension (Fig. 5D and Supplementary Fig. S6C) and the expression of NE 
markers (Fig. 5E and Supplementary Fig. S6D). Following the observation of autophagy activation, the role 
of ROS in inhibiting apoptosis was also analyzed. In agreement with our prediction, ROS inhibition signifi-
cantly reduced cell viability (Fig. 5F and Supplementary Fig. S6E) by increasing apoptotic activity (Fig. 5G and 
Supplementary Fig. S6F). Our data here showed that ROS produced by MAOA mediates autophagy activation 
and apoptosis inhibition in androgen deprivation-induced NE differentiated PCa cells. These results indicate that 
MAOA may be one of the intrinsic pathway regulators for cell fate decisions.

MAOA up-regulation under androgen deprivation treatment induces mitophagy. In addition 
to regulation of autophagy, increasing evidence has shown that ROS-induced mitochondrial depolarization ini-
tiates mitophagy, a selective type of autophagy in which dysfunctional mitochondria are removed by targeting 
to autophagic degradation43. We therefore hypothesized that in NE differentiated PCa cells, MAOA overexpres-
sion may induce mitophagy through ROS production. Mitochondrial membrane potential was measured by 
JC-1 staining. The uncoupling agent carbonyl cyanide 3-chlorophenyl hydrazone (CCCP) was used as positive 
control (Supplementary Fig. S7A, upper panel). Interestingly, LNCaP cells treated with CDT showed significant 
increases in mitochondrial depolarization at 48 hours which was reduced at 96 hours post-treatment (Fig. 6A; b,c 
and Supplementary Fig. S7A; b,c). On the other hand, MAOA knockdown resulted in a delayed but continued 
increased in depolarized mitochondria in CDT-treated LNCaP cells (Fig. 6A; e, f and Supplementary Fig. S7A; 
e,f). By using PFTα , we showed that mitochondrial depolarization induced in control cells is p53-independent 
(Fig. 6A; h,i). However, the depolarized mitochondria in shMAOA cells is p53-dependent as the mitochondrial 
depolarization was completely abolished by adding PFTα  (Fig. 6A; k,l). Since MAOA knockdown can induce p53 
expression which consequently promotes cell apoptosis (Fig. 4), the data indicate a direct role for p53 in activating 
apoptosis in shMAOA cells (Fig. 6A; k,l). In contrast, when MAOA is expressed, mitophagy may be activated and 
depolarized mitochondria may be removed (Fig. 6A; h,i).

To further confirm our hypothesis, mitophagy was assessed by analyzing colocalization of autophagosomes 
and mitochondria markers in shCtrl and shMAOA cells. Consistently, significantly more colocalization of 
autophagosomes and mitochondria was observed in control cells treated with 10% and 2.5% CDT for 96 hours 
(Fig. 6B,C and Supplementary Fig. S7B, C). Quantification data showed no significant difference in mitochondria 
number in shCtrl and shMAOA cells (Fig. 6D and Supplementary Fig. S7D). This data support the potential of 
induction of mitophagy in MAOA expressing NE differentiated PCa cells.

Application of MAOA inhibitors, pargyline and phenelzine, inhibit androgen 
deprivation-induced NED. We further treated LNCaP cells maintained in control or CDT medium with 
pargyline44 or phenelzine39, two potent small-molecule inhibitors of MAOA. The successful inhibition of MAOA 
activity by pargyline and phenelzine was first confirmed (Supplementary Fig. S8). Consistent with the knock-
down experiment, treatment of LNCaP cells with MAOA inhibitors suppressed androgen deprivation-induced 
neurite extension (Fig. 7A) and expression of NE markers (Fig. 7B,C). Consistently, inhibiting autophagy by 
MAOA inhibitors also resulted in a decrease in LC3B-II and increase in p62/SQSTM1 (Fig. 7C). Moreover, induc-
tion of apoptosis by MAOA inhibitors was observed by a decrease in full length protein and increased in cleaved 
form of caspase 9 and 3 (Fig. 7C). Consistently, reduced cell viability in cells under CDT treatment by MAOA 
inhibitors was also observed (Fig. 7D). Taken together, these data demonstrate that MAOA is a key determinant 
for PCa NED and the potential use of MAOA inhibitors in preventing NED of PCa cells.

Discussion
The crosstalk between “self-eating” autophagy, and “self-killing” apoptosis, is complex. In most cases, autophagy 
acts as a cytoprotective mechanism that constitutes a stress adaptation and suppresses apoptosis. However, in 
specific cellular settings, autophagy establishes an alternative apoptosis signaling, type II programed cell death45. 
Autophagy and apoptosis share common upstream signals and regulators, and exhibit either mutual cooperation 
or mutual inhibition45. This suggests that autophagic and apoptotic effectors are differentially regulated. However, 
current knowledge on the cellular decision making process between autophagy and apoptosis is still in its infancy.

Common upstream stress mediators of autophagy and apoptosis include ROS, ceramide, and p53 activation. 
Components of the intracellular milieu contribute to “deciding” between autophagy and apoptosis. For example, 
sphingosine-1 phosphate inhibits apoptosis induced by ceramide, a well-established inducer for both apoptosis 
and autophagy, but induces autophagy46. Similar to ceramide, ROS induce apoptosis by reducing the mitochon-
drial membrane potential as well as stimulate autophagy by pathways such as activation of AMPK signaling, dis-
ruption of beclin1-bcl-2 interaction, oxidation and inhibition of Atg4, and elimination of damaged mitochondria 
by mitophagy47. However, molecule(s) that contribute to decision-making for ROS are largely unknown.

It has been long recognized that mitochondrial electron transport chain (mETC) is the main site of produc-
tion of intracellular ROS. High levels of ROS cause progressive oxidative damage and ultimately cell death. Beside 
the mETC, low levels of ROS are generated by enzymes such as membrane-bound NADPH oxidase48. Different 
from high-level ROS, low levels of ROS tend to participate in cellular signaling. Consistently, it has been reported 
that, rather than activate apoptosis, ROS produced by NADPH oxidase inhibit apoptosis49. However, the underly-
ing mechanisms have not yet determined. In this study, we found that MAOA, a mitochondrial outer membrane 
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Figure 6. Effect of MAOA on the loss of mitochondrial membrane potential and mitophagy activation of 
androgen deprivation-induced NE differentiated LNCaP cells. (A) Flow cytometry plots of the JC-1 staining. 
LNCaP-shCtrl and shMAOA cells were treated as in Fig. 3C and stained with JC-1. JC-1 fluorescence was 
measured in FL-1 (green, representing the total mitochondrial mass) and FL-2 (red, representing polarized 
mitochondria) channels. JC-1 fluorescence was detected in both FL-1 and FL-2 channels in the majority 
of shCtrl and shMAOA cells cultured in 10% FBS, with a small percentage of cells showing reduced red 
fluorescence (a and d). 2.5% CDT treatment increased the number of cells devoid of red fluorescence (b, c, e 
and f), indicating loss of mitochondrial membrane potential. PFT-α  (20 μ M) does not affect the number of 
cells that loss of red fluorescence in 10% FBS (g and j). PFT-α  reduced the number of shMAOA cells devoid of 
red fluorescence (k and l) but not, or to a much less extent, in shCtrl cells (h and i). (n =  3) (B) Representative 
fluorescence images of LNCaP-shCtrl and shMAOA cells stably expressing GFP-LC3B, transiently transfected 
with mito-DsRed plasmid and treated by 2.5% CDT for 96 hours. Mitophagy was determined by assessing 
colocalization of GFP puncta, representing autophagosomes, and RFP puncta, representing mitochondria, 
using fluorescence microscopy. GFP and RFP double positive puncta with 0.8 to 1.3 μ m were counted as 
mitophagy-positive cells. (C and D) Quantification of the percentage of GFP (autophagosome) and RFP 
(mitochondrial) colocalized puncta in RFP puncta (C) and mitochondrial counts per cell (D) in cells treated 
as in (B). Data represent mean ±  S.E.M. Average value was quantified from 170 cells in random fields of three 
independent experiments. N.S., not significant, ***p <  0.001 by Student’s-t test.
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monoamine oxidase that produced H2O2, functions as a novel “decision maker” between autophagy and apop-
tosis. ROS produced by MAOA inhibits apoptosis by reducing p53 transactivation function and concomitantly 
activates autophagy through induction of mitophagy (Fig. 8).

Tumor suppressor p53 is a well-known apoptosis inducer. In general, in response to high levels of ROS 
signal, p53 protein is phosphorylated, stabilized and activated to induce the expression of BH3-only protein 
PUMA and NOXA that has been linked to promote mitochondrial outer membrane permeabilization (MOMP) 
via the BAX and BAK channel50. The activation of intrinsic apoptotic pathway is characterized by MOMP and 
release of cytochrome c from mitochondria that consequently results in assembly of caspase-activation com-
plexes and activation of caspase 951. In addition to phosphorylation, acetylation was recently identified as 

Figure 7. MAOA inhibitors inhibit androgen deprivation-induced NED. (A) Pargyline (1 μ M) and 
phenelzine (1 μ M) were added in LNCaP cells treated as described in Fig. 1B. Representative photos (50x 
magnification) are shown (top panel) and the average neurite elongation was quantified as in Fig. 1B (bottom 
panel). ***p <  0.001 by Student’s-t test. (B) Expression of NE markers was examined in cells treated as described 
in (A) using RT-qPCR and normalized with β -actin. Data represent mean ±  S.D. (n =  3); *p <  0.05, ***p <  0.001 
by Student’s-t test. (C) Immunoblotting of MAOA, β -tubulin III, LC3B-II, p62/SQSTM1, full length (FL) and 
the cleavage form of caspase 9 and 3, phospho-p53 (Ser15) and p53 in LNCaP cells treated as in (A). β -actin 
was used as loading control. Uncropped images are presented in Supplementary Figure S14. (D) Inhibition of 
MAOA by pargyline (1 μ M) or phenelzine (1 μ M) decreased viability of LNCaP cells treated as in (A). Data 
represent mean ±  S.D. (n =  3); **p <  0.01, ***p <  0.001 by Student’s-t test.
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another post-translational modification (PTM) that activates p5352. Emerging evidence has shown that oxi-
dative stress promotes acetylation of p53 that consequently leads to activation of p21 and induction of senes-
cence and apoptosis53. However, here in this study, we showed for the first time that ROS produced by MAOA 
(Fig. 5B and Supplementary Fig. S6B) inhibits apoptosis (Fig. 5F,G and Supplementary Fig. S6E,F). Knockdown 
MAOA significantly increased p53 and its target genes BAX, BAK and PUMA expression (Fig. 4D,F and 
Supplementary Fig. S5F). Moreover, the p53 small molecule inhibitor PFTα  that suppressed p53 tran-
scription and mitochondrial translocation54 blocked MAOA knockdown induced apoptosis (Fig. 4G and 
Supplementary Fig. S5H). Although we do not fully understand our results, we propose a hypothesis to explain 
this observation. During oxidative deamination, MAOA increases H2O2 levels inside the mitochondria that con-
sequently oxidize glutathione to glutathione disulfide (GSSG)55 and the accumulated GSSG reacts with thiol 
groups of p53 and form S-glutathionylated p5356. Glutathionylation of p53 by H2O2 produced by MAOA may 
result in p53 inactivation. This hypothesis is supported by recent observations including accumulation of p53 
in the mitochondrial matrix under oxidative stress57 and a report from Velu et al. which showed that glutathio-
nylation of p53 during oxidative stress inhibits p53 function56. Moreover, inhibition of p53 by glutathionylation 
may be due to a decrease in the phosphorylated forms of p53 as demonstrated in a recent report of STAT3 which 
showed that mild oxidative stress induced glutathionylation and reduced phosphorylation of STAT358. However, 
further studies are necessary to elucidate this hypothesis. Moreover, the difference between cytosolic and mito-
chondrial H2O2 in modulating p53 PTM and activation is a very interesting topic worth further study.

Emerging evidence implicates ROS as important signals involved in activation of general autophagy. 
Interestingly, recent work using CCCP, a mitochondrial-uncoupling reagent, to induce depolarization of entire 
mitochondrial membrane was shown to induce mitophagy, a selective form of autophagy that degrades mito-
chondria. Consistently, using mitochondrial KillerRed (mtKR), a mitochondrial-targeted photosensitizer, to 
induce short bursts of ROS produced in mitochondrial matrix resulted in loss of mitochondrial membrane poten-
tial and subsequently activation of mitophagy43. Here, our study showed that ROS produced by MAOA activates 
mitophagy (Fig. 6B,C and Supplementary Fig. S7B, S7C) and may consequently remove the dysfunctional mito-
chondria in NE differentiated PCa cells (Fig. 6A and Supplementary Fig. S7A). However, detailed mechanisms 
that may responsible for MAOA mediated mitophagy await identification. Potential mechanisms include the 
involvement of molecular mechanisms of PINK/Parkin, NIX/Bnip3L, and FUNDC1 pathways that have been 
well characterized in mitophagy activation59. One common element in all these pathways is its initiation by stabi-
lizing the mitochondrial outer membrane protein component in the mitochondrial outer membrane. Stabilizing 
any of these proteins in mitochondria by H2O2 produced from MAOA or through protein-protein interactions 
with MAOA (a mitochondrial localized protein) is a potential mechanism worth further investigation. In addi-
tion, one recent report from Morell et al. showed that the expression of LAMP2, a lysosomal membrane protein 
involved in stabilizing lysosome, was essential for autophagy activity during NED of PCa LNCaP cells60. The 
crosstalk between MAOA and LAMP2 in autolysosomal formation is another potential mechanism worth further 

Figure 8. A schematic of our proposed model describing decision making at the crossroads of autophagy 
and apoptosis in NE differentiated PCa cells. First, MAOA was identified as a novel target gene repressed by 
REST. Second, ROS (H2O2) produced by MAOA inhibits p53-mediated apoptosis. Finally and most importantly, 
ROS produced by MAOA, through a currently unidentified mechanism, activates autophagy, most likely a 
specific subtype form of autophagy named mitophagy, and consequently induces the autophagy-dependent 
NED of PCa cells.
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investigation. Moreover, as mentioned above, p53 is a key regulator of both autophagy and apoptosis pathways61 
and its function is highly regulated by PTMs62. The potential of MAOA in modulating PTMs of p53 which conse-
quently inhibit apoptosis and activate autophagy is another potential mechanism for future research.

In addition to identifying MAOA as a decision maker at the crossroads of autophagy and apoptosis, another 
important finding in this study was the identification of MAOA as a novel target gene of REST. REST is a 
zinc-finger transcription repressor that regulates neuron-specific genes by direct binding to a 21 bp consensus 
sequence named RE-1 and recruits distinct corepressive complexes. Down-regulation of REST during neuro-
genesis has long been known. Recent studies including ours revealed unanticipated roles of REST in modu-
lating androgen deprivation-15, hypoxia-13,14 and IL-6-induced-11,63 NED of PCa and which showed that REST 
expression is significantly reduced in relapsed PCa tissue11,15. Most interestingly, our previous report showed that 
REST knockdown alone enhances autophagy activation and that autophagy is involved in NED of PCa cells11. 
Recent reports including ours showed that PCa cells exposed to semi-starvation culture conditions by using 
2.5% FBS will also increase autophagy activation11,64. This may explain the higher effect observed in 2.5% CDT 
treatment when compared with 10% CDT. Though the essential role of autophagy in NED has been elucidated11,12 
the underlying mechanisms for REST-mediated autophagy activation are still largely unknown. Our study here 
revealed that MAOA, a mitochondria enzyme that is highly associated with advanced PCa33, is directly targeted by 
REST in PCa cells and this target repression was lost in NE differentiated PCa cells (Fig. 2B). As mentioned above, 
MAOA overexpression activates autophagy and inhibits apoptosis. Together, these data suggest the involvement 
of MAOA in REST-mediated autophagy activation and NED in PCa. Since our data presented here demonstrates 
the up-regulation of MAOA in androgen deprivation-induced NE differentiated PCa cells and one recent study 
showed the induction of MAOA expression by chemotherapy34, we suggest that the addition of MAOA inhibitors 
may be a potential therapeutic for advanced PCa patients receiving combination ADT and chemotherapy.

It has been long known that mitochondria are the central regulator of the apoptotic intrinsic pathway. Here, 
we showed that mitochondria are also involved in modulating autophagy activation. A mitochondrial outer mem-
brane protein MAOA was found as a novel gene target of REST, a recently identified regulator for autophagy 
activation in NE differentiated PCa cells. MAOA was not only involved in modulating autophagy activation but 
also inhibiting apoptosis in androgen deprivation-induced NE differentiated PCa cells. This suggests MAOA may 
function as a novel mediator of REST-induced autophagy activation and NED in PCa cells. Our previous report 
showed that MAOA associates with PCa malignancy and metastasis33. Our data here suggest that overexpression 
of MAOA may also be required for the progression to HRPC. Altogether, MAOA inhibitors that have been used 
clinically for treating psychological disease may have potential in combination therapy for all types of advanced 
PCa including castration- and chemo-resistant HRPC.

Methods
Cells and reagents. LNCaP cells were maintained in RPMI 1640 supplemented with 10% fetal bovine serum 
(FBS) at 37 °C under a humidified atmosphere saturated with 5% CO2. LNCaP-shCtrl, LNCaP-shMAOA33 and 
LNCaP-TR-REST11 cells were generated and maintained as pervious described. For induction of NED, cells were 
cultured in phenol-red free RPMI 1640 supplemented with 10% or 2.5% charcoal/dextran-treated FBS (Hyclone). 
p53 inhibitor Pifithrin-α  (PFT-α ), ROS inhibitor N-acetyl-L-cysteine (NAC), MAO inhibitors of pargyline 
and phenelzine were purchased from Sigma-Aldrich. Caspase 3 inhibitor Q-DEVD-OPh was purchased from 
Biovision.

Chromatin immunoprecipitation-sequencing (ChIP-Seq). ChIP assays were performed by using the 
protocol described from the Farnham laboratory (provided at http://genomics.ucdavis.edu/farnham). ChIP grade 
anti-REST rabbit antibodies (Millipore) and rabbit non-immune serum IgG (Alpha Diagnostic International) 
were used for IP. Chromatin DNA for ChIP assays was prepared from 4 ×  108 CWR22Rv1-TR-REST cells treated 
with Dox for 72 hours. Sequencing libraries were prepared from 50 ng of ChIPed DNA suspended in 30 μ l of 
ddH2O following the protocol from Illumina. 400 bp DNA fragments were subjected to paired-end high through-
put sequencing on Illumina® HiSeq 2000. ChIP-Seq data was aligned onto human genome hg19. Approximately 
32,046,223 reads were mapped after filtering and quality control (QC). The peak detection method of Partek 
software (Partek Genomics suite 6.6) was used to identify potential REST binding sites.

MAOA catalytic activity assay. Total cell lysates (TCLs) were prepared from cells using NaPi buffer 
[50 mM Sodium-phosphate buffer pH7.4] followed by sonication. Protein concentration was then measured 
using Bio-Rad protein assay dye reagent following the manufacturer’s protocol (Bio-Rad). 100 μ g of TCLs was 
incubated with 1 mM [14C]5-HT in 50 mM sodium phosphate buffer (pH 7.4) at 37 °C for 20 minutes. The reac-
tion was terminated by the addition of 100 μ l of ice-cold 6 N HCl. The reaction products were extracted with 
benzene/ethyl acetate (1:1) and centrifuged (1,100 rpm) at 4 °C for 7 minutes. The organic phase containing the 
reaction products was extracted and the radioactivity was determined by liquid scintillation spectroscopy.

Flow Cytometry Analysis. LNCaP-shCtrl and -shMAOA cells were seeded in 6 cm dish at a density of 
3 ×  105 cells/well and treated with 10% or 2.5% CDT the next day. After 96 hours, the cells were harvested, fixed 
in 1 ml of ice cold 80% ethanol and stored in − 20 °C. Before analysis, the pellet was washed twice with 1 ml of 
PBS, permeabilized with Triton X-100 PBS buffer [0.1% Triton X-100, 1X PBS, 1 ug/ml RNAse A (Thermo Fisher 
Scientific)] and stained with 1 mg/ml propidium iodide (PI) (Thermo Fisher Scientific) in dark at room tempera-
ture (RT) for 15 minutes. Cells were analyzed using BD™ LSR II flow cytometer.

Assessment of mitochondrial membrane potential. LNCaP-shCtrl and -shMAOA cells treated with 
10% or 2.5% CDT for 48 or 96 hours in the presence or absence of PFT-α . Cells were rinsed with PBS and stained 

http://genomics.ucdavis.edu/farnham
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with 1 ml RPMI 1640 medium containing 2 μM JC-1 dye (Molecular Probes) for 30 minutes at 37 °C. After stain-
ing, cells were washed with ice-cold PBS, resuspended in 1 ml ice-cooled PBS, and assessed by flow cytometry 
(LSRII, BD). Frequency plots were prepared for FL1 (green fluorescence) and FL2 (red fluorescence) to deter-
mine the percentage of the mitochondria stained green (low membrane potential) and red (normal membrane 
potential).

Immunohistochemistry staining (IHC staining). Paraffin-embedded specimens from patients with 
primary PCa and CRPC that was collected at Taipei Veterans General Hospital (TVGH) were included in this 
study. Ethics was approved by the TVGC Institute Review Board. Written informed consent was obtained. Tissue 
sections were deparaffinized in xylene, rehydrated through graded ethanol, antigen was retrieved by microwav-
ing sections in 10 mM citrate buffer (pH 6.0) for 10 minutes, and endogenous peroxidase activity was inactivated 
with 3% H2O2 for 10 minutes at RT. Slides were blocked with antibody diluent containing background-reducing 
components (DAKO, S302281) and then stained overnight at 4 °C with anti-REST (1:200, BETHYL). anti-MAOA 
(1:200, Abcam) and cytokeratin 5 (1:200, Genetex) antibodies and visualized following standard protocol by 
using 3-amino-9-ethylcarbazole (AEC) as chromogen (DAKO, K346430) in the presence of hematoxylin coun-
terstaining. Scoring of REST and MAOA expression in human PCa samples was performed by a pathologist (Dr. 
Pan) and was based on H-score, which is derived by multiplying the staining intensity (0–4) with the percentage 
of epithelial cells with positive staining.

Immunofluorescence. After transfection of pDs-Red2 mito plasmid (red) into LNCaP-shCtrl and 
-shMAOA cells expressing GFP-LC3B, cells were re-seeded on poly-L-lysine-coated coverslips (Marienfeld) and 
then subjected to with 10% or 2.5% CDT treatment. 48 and 96 hours after treatment, cells were fixed with 4% para-
formaldehyde, stained with DAPI (Invitrogen), and then mounted in mounting solution (20 mM n-propylgallate, 
20% PBS, and 80% glycerol). The images were visualized by a fluorescence microscope (DMI4000B, Leica) with 
63x lens. The GFP and RFP punctates (1–4 μ m) were analyzed by using Transfluor® in MetaMorph (Molecular 
Devices).

Immunoblotting analysis. Total cell lyates (TCLs) were prepared from cells using Triton X-100 lysis buffer 
[0.5% Triton X-100, 1X PBS, 1X protease inhibitors (Roche, 04693132001)]. 40 μ g of TCLs was loaded onto 8–15% 
SDS-PAGE, transferred to the Hybond-C Extra membranes (Amersham Biosciences), and incubated with anti-
bodies against proteins of interest, including β -tubulin III (1:5000, Cell Signaling Technology), LC3B (1:1000, Cell 
Signaling Technology), p62/SQSTM1 (1:1000, Cell Signaling Technology), full-length caspase 9 (1:1000, 
Cell Signaling Technology), cleaved caspase 9 (1:1000, Cell signaling technology), full-length caspase 3 (1:1000,  
Cell Signaling Technology), cleaved caspase 3 (1:1000, Cell signaling technology), phospho-p53 (Ser15) (1:1000, Cell  
Signaling Technology), p53 (1:1000, Cell Signaling Technology), REST (1:500, BD), MAOA (1:2000, Santa Cruz) 
and GAPDH (1:3000, Santa Cruz). The signals were visualized using a Pierce ECL Western Blotting substrate 
(Thermo Fisher Scientific) and imaged via a ChemiDoc Touch imaging system (Bio-Rad).

Real time reverse transcription (RT) quantitative PCR (qPCR) analysis. Total RNAs were iso-
lated using TRIzol (Invitrogen) following standard protocol and reverse-transcribed into cDNA by First Strand 
cDNA Synthesis Kit (Thermo Fisher Scientific). Real-time qPCR was performed using SYBR Green master mix 
(Bio-Rad) on a Bio-Rad iCycler. Relative gene expression was calculated by the 2 –Δ Δ CT formula. Primers are 
shown in Supplementary Table 1.

Cell viability assay. 5 ×  103 cells were seeded on 96-well plates and treated with 10% or 2.5% CDT in the 
presence or absence of PFT-α , NAC, or MAO inhibitors (pargyline and phenelzine). Cell viability was measured 
by adding MTS reagent (Promega) for 3 hours at 37 °C. The absorbance was measured spectrophotometrically at 
490 nm with a microplate reader (Synergy HTX, Bio-Tek). The culture medium was used as blank control.

Reactive oxygen species assay. 1 ×  104 cells were seeded in 96-well clear bottom black plates and treated 
with 10% or 2.5% CDT to induce NED for 48 or 96 hours. Following the treatments, intracellular ROS levels were 
determined by using OxiSelect In Vitro ROS/RNS Assay Kit (Cell Biolabs) according to the manufacturer’s guide-
line (Cell Biolabs). Cells treated with H2O2 were used as a positive control.

Caspase activity assay. The assay was performed as described in previous study65. Briefly, cells were washed 
once with phosphate buffered saline (PBS) and lysed in reporter lysis buffer (Promega). Different amounts of 
caspase proteins (100 μ g for caspase 3 and 200 μ g for caspase 9) were diluted in 250 μ l reporter lysis buffer and 
incubated with equal volumes of 2x caspase reaction buffer containing 100 μ M fluorogenic substrates for caspase 
3 or 9 (Calbiochem) at 37 °C for 3 hours. The intensity of emitted fluorescence at 505 nm was measured using a 
fluorescence spectrometer (Bio-Tek).

Luciferase assay. Cells were cotransfected with MAOA 2-kb promoter luciferase construct66 or vector con-
trol and TK-Renilla plasmid, maintained in CDT for another 96 hours and harvested to determine the luciferase 
activities by using a dual-luciferase reporter assay system (Promega). The activity of the firefly luciferase was 
normalized to that of the Renilla luciferase in the same assayed sample.

Statistical Analysis. Statistical analysis was performed using Student’s-t tests and indicated as N.S., not sig-
nificant; *p <  0.05; **p <  0.01; ***p <  0.001.



www.nature.com/scientificreports/

1 5SCIeNTIfIC REPORTS | 7:46338 | DOI: 10.1038/srep46338

References
1. Qi, D. et al. Trends of prostate cancer incidence and mortality in Shanghai, China from 1973 to 2009. Prostate 75, 1662–1668, doi: 

10.1002/pros.23046 (2015).
2. Gades, N. M. et al. Prevalence of conditions potentially associated with lower urinary tract symptoms in men. BJU Int 95, 549–553, 

doi: 10.1111/j.1464-410X.2005.05337.x (2005).
3. Perlmutter, M. A. & Lepor, H. Androgen deprivation therapy in the treatment of advanced prostate cancer. Reviews in urology 9, 

Suppl 1, S3–8 (2007).
4. Wen, S., Niu, Y., Lee, S. O. & Chang, C. Androgen receptor (AR) positive vs negative roles in prostate cancer cell deaths including 

apoptosis, anoikis, entosis, necrosis and autophagic cell death. Cancer Treat Rev 40, 31–40, doi: 10.1016/j.ctrv.2013.07.008 (2014).
5. Aloysius, H. & Hu, L. Targeted prodrug approaches for hormone refractory prostate cancer. Med Res Rev 35, 554–585, doi: 10.1002/

med.21333 (2015).
6. Conteduca, V., Aieta, M., Amadori, D. & De Giorgi, U. Neuroendocrine differentiation in prostate cancer: current and emerging 

therapy strategies. Crit Rev Oncol Hematol 92, 11–24, doi: 10.1016/j.critrevonc.2014.05.008 (2014).
7. Lipianskaya, J. et al. Androgen-deprivation therapy-induced aggressive prostate cancer with neuroendocrine differentiation. Asian 

J Androl 16, 541–544, doi: 10.4103/1008-682X.123669 (2014).
8. Jin, R. J. et al. NE-10 neuroendocrine cancer promotes the LNCaP xenograft growth in castrated mice. Cancer Res 64, 5489–5495, 

doi: 10.1158/0008-5472.CAN-03-3117 (2004).
9. Burchardt, T. et al. Transdifferentiation of prostate cancer cells to a neuroendocrine cell phenotype in vitro and in vivo. The Journal 

of urology 162, 1800–1805 (1999).
10. Wu, C. & Huang, J. Phosphatidylinositol 3-kinase-AKT-mammalian target of rapamycin pathway is essential for neuroendocrine 

differentiation of prostate cancer. J Biol Chem 282, 3571–3583, doi: 10.1074/jbc.M608487200 (2007).
11. Chang, P. C. et al. Autophagy pathway is required for IL-6 induced neuroendocrine differentiation and chemoresistance of prostate 

cancer LNCaP cells. PLoS One 9, e88556, doi: 10.1371/journal.pone.0088556 (2014).
12. Delk, N. A. & Farach-Carson, M. C. Interleukin-6: a bone marrow stromal cell paracrine signal that induces neuroendocrine 

differentiation and modulates autophagy in bone metastatic PCa cells. Autophagy 8, 650–663, doi: 10.4161/auto.19226 (2012).
13. Liang, H., Studach, L., Hullinger, R. L., Xie, J. & Andrisani, O. M. Down-regulation of RE-1 silencing transcription factor (REST) in 

advanced prostate cancer by hypoxia-induced miR-106b~25. Exp Cell Res 320, 188–199, doi: 10.1016/j.yexcr.2013.09.020 (2014).
14. Lin, T. P. et al. REST reduction is essential for hypoxia-induced neuroendocrine differentiation of prostate cancer cells by activating 

autophagy signaling. Oncotarget doi: 10.18632/oncotarget.8433 (2016).
15. Svensson, C. et al. REST mediates androgen receptor actions on gene repression and predicts early recurrence of prostate cancer. 

Nucleic Acids Res 42, 999–1015, doi: 10.1093/nar/gkt921 (2014).
16. Zhang, X. et al. SRRM4 Expression and the Loss of REST Activity May Promote the Emergence of the Neuroendocrine Phenotype 

in Castration-Resistant Prostate Cancer. Clin Cancer Res 21, 4698–4708, doi: 10.1158/1078-0432.CCR-15-0157 (2015).
17. Hale, A. N., Ledbetter, D. J., Gawriluk, T. R. & Rucker, E. B., 3rd. Autophagy: regulation and role in development. Autophagy 9, 

951–972, doi: 10.4161/auto.24273 (2013).
18. Shih, J. C., Chen, K. & Ridd, M. J. Monoamine oxidase: from genes to behavior. Annu Rev Neurosci 22, 197–217, doi: 10.1146/

annurev.neuro.22.1.197 (1999).
19. Youdim, M. B. & Bakhle, Y. S. Monoamine oxidase: isoforms and inhibitors in Parkinson’s disease and depressive illness. Br J 

Pharmacol 147, Suppl 1 S287–296, doi: 10.1038/sj.bjp.0706464 (2006).
20. Ooi, J., Hayden, M. R. & Pouladi, M. A. Inhibition of Excessive Monoamine Oxidase A/B Activity Protects Against Stress-induced 

Neuronal Death in Huntington Disease. Mol Neurobiol 52, 1850–1861, doi: 10.1007/s12035-014-8974-4 (2015).
21. De Zutter, G. S. & Davis, R. J. Pro-apoptotic gene expression mediated by the p38 mitogen-activated protein kinase signal 

transduction pathway. Proc Natl Acad Sci USA 98, 6168–6173, doi: 10.1073/pnas.111027698 (2001).
22. Fitzgerald, J. C., Ufer, C., De Girolamo, L. A., Kuhn, H. & Billett, E. E. Monoamine oxidase-A modulates apoptotic cell death induced 

by staurosporine in human neuroblastoma cells. Journal of neurochemistry 103, 2189–2199, doi: 10.1111/j.1471-4159.2007.04921.x 
(2007).

23. Ou, X. M., Chen, K. & Shih, J. C. Monoamine oxidase A and repressor R1 are involved in apoptotic signaling pathway. Proc Natl 
Acad Sci USA 103, 10923–10928, doi: 10.1073/pnas.0601515103 (2006).

24. Fitzgerald, J. C. et al. Monoamine oxidase-A knockdown in human neuroblastoma cells reveals protection against mitochondrial 
toxins. FASEB J 28, 218–229, doi: 10.1096/fj.13-235481 (2014).

25. Yi, H. et al. Type A monoamine oxidase is the target of an endogenous dopaminergic neurotoxin, N-methyl(R)salsolinol, leading to 
apoptosis in SH-SY5Y cells. Journal of neurochemistry 96, 541–549, doi: 10.1111/j.1471-4159.2005.03573.x (2006).

26. Pchejetski, D. et al. Oxidative stress-dependent sphingosine kinase-1 inhibition mediates monoamine oxidase A-associated cardiac 
cell apoptosis. Circulation research 100, 41–49, doi: 10.1161/01.RES.0000253900.66640.34 (2007).

27. Riederer, P., Lachenmayer, L. & Laux, G. Clinical applications of MAO-inhibitors. Curr Med Chem 11, 2033–2043 (2004).
28. Li, J. et al. Monoamine oxidase A suppresses hepatocellular carcinoma metastasis by inhibiting the adrenergic system and its 

transactivation of EGFR signaling. Journal of hepatology 60, 1225–1234, doi: 10.1016/j.jhep.2014.02.025 (2014).
29. Rybaczyk, L. A., Bashaw, M. J., Pathak, D. R. & Huang, K. An indicator of cancer: downregulation of monoamine oxidase-A in 

multiple organs and species. BMC genomics 9, 134, doi: 10.1186/1471-2164-9-134 (2008).
30. Hodorova, I. et al. Comparison of expression pattern of monoamine oxidase A with histopathologic subtypes and tumour grade of 

renal cell carcinoma. Medical science monitor: international medical journal of experimental and clinical research 18, BR482–486 
(2012).

31. Peehl, D. M. et al. The significance of monoamine oxidase-A expression in high grade prostate cancer. The Journal of urology 180, 
2206–2211, doi: 10.1016/j.juro.2008.07.019 (2008).

32. True, L. et al. A molecular correlate to the Gleason grading system for prostate adenocarcinoma. Proc Natl Acad Sci USA 103, 
10991–10996, doi: 10.1073/pnas.0603678103 (2006).

33. Wu, J. B. et al. Monoamine oxidase A mediates prostate tumorigenesis and cancer metastasis. J Clin Invest 124, 2891–2908, doi: 
10.1172/JCI70982 (2014).

34. Gordon, R. R. et al. Chemotherapy-induced monoamine oxidase expression in prostate carcinoma functions as a cytoprotective 
resistance enzyme and associates with clinical outcomes. PLoS One 9, e104271, doi: 10.1371/journal.pone.0104271 (2014).

35. Flamand, V., Zhao, H. & Peehl, D. M. Targeting monoamine oxidase A in advanced prostate cancer. J Cancer Res Clin Oncol 136, 
1761–1771, doi: 10.1007/s00432-010-0835-6 (2010).

36. Lee, H. T., Choi, M. R., Doh, M. S., Jung, K. H. & Chai, Y. G. Effects of the monoamine oxidase inhibitors pargyline and 
tranylcypromine on cellular proliferation in human prostate cancer cells. Oncol Rep 30, 1587–1592, doi: 10.3892/or.2013.2635 
(2013).

37. Zhao, H., Flamand, V. & Peehl, D. M. Anti-oncogenic and pro-differentiation effects of clorgyline, a monoamine oxidase A inhibitor, 
on high grade prostate cancer cells. BMC Med Genomics 2, 55, doi: 10.1186/1755-8794-2-55 (2009).

38. Wu, J. B. et al. Monoamine oxidase A inhibitor-near-infrared dye conjugate reduces prostate tumor growth. J Am Chem Soc 137, 
2366–2374, doi: 10.1021/ja512613j (2015).

39. Wooters, T. E. & Bardo, M. T. The monoamine oxidase inhibitor phenelzine enhances the discriminative stimulus effect of nicotine 
in rats. Behav Pharmacol 18, 601–608, doi: 10.1097/FBP.0b013e3282eff0d5 (2007).



www.nature.com/scientificreports/

1 6SCIeNTIfIC REPORTS | 7:46338 | DOI: 10.1038/srep46338

40. Chipuk, J. E. & Green, D. R. Dissecting p53-dependent apoptosis. Cell Death Differ 13, 994–1002, doi: 10.1038/sj.cdd.4401908 
(2006).

41. Circu, M. L. & Aw, T. Y. Reactive oxygen species, cellular redox systems, and apoptosis. Free Radic Biol Med 48, 749–762, doi: 
10.1016/j.freeradbiomed.2009.12.022 (2010).

42. Scherz-Shouval, R. & Elazar, Z. Regulation of autophagy by ROS: physiology and pathology. Trends Biochem Sci 36, 30–38, doi: 
10.1016/j.tibs.2010.07.007 (2011).

43. Wang, Y., Nartiss, Y., Steipe, B., McQuibban, G. A. & Kim, P. K. ROS-induced mitochondrial depolarization initiates PARK2/
PARKIN-dependent mitochondrial degradation by autophagy. Autophagy 8, 1462–1476, doi: 10.4161/auto.21211 (2012).

44. Thull, U., Carrupt, P.-A. & Testa, B. Pargyline Analogues as Potent, Non-selective Monoamine Oxidase Inhibitors. Pharmacy and 
Pharmacology Communications 4, 579–581, doi: 10.1111/j.2042-7158.1998.tb00678.x (1998).

45. Maiuri, M. C., Zalckvar, E., Kimchi, A. & Kroemer, G. Self-eating and self-killing: crosstalk between autophagy and apoptosis. 
Nature reviews. Molecular cell biology 8, 741–752, doi: 10.1038/nrm2239 (2007).

46. Lavieu, G. et al. Regulation of autophagy by sphingosine kinase 1 and its role in cell survival during nutrient starvation. J Biol Chem 
281, 8518–8527, doi: 10.1074/jbc.M506182200 (2006).

47. Poillet-Perez, L., Despouy, G., Delage-Mourroux, R. & Boyer-Guittaut, M. Interplay between ROS and autophagy in cancer cells, 
from tumor initiation to cancer therapy. Redox Biol 4, 184–192, doi: 10.1016/j.redox.2014.12.003 (2015).

48. Azad, M. B., Chen, Y. & Gibson, S. B. Regulation of autophagy by reactive oxygen species (ROS): implications for cancer progression 
and treatment. Antioxid Redox Signal 11, 777–790, doi: 10.1089/ARS.2008.2270 (2009).

49. Vaquero, E. C., Edderkaoui, M., Pandol, S. J., Gukovsky, I. & Gukovskaya, A. S. Reactive oxygen species produced by NAD(P)H 
oxidase inhibit apoptosis in pancreatic cancer cells. J Biol Chem 279, 34643–34654, doi: 10.1074/jbc.M400078200 (2004).

50. Marchenko, N. D. & Moll, U. M. Mitochondrial death functions of p53. Molecular & cellular oncology 1, e955995, doi: 
10.1080/23723548.2014.955995 (2014).

51. Tait, S. W. & Green, D. R. Mitochondria and cell death: outer membrane permeabilization and beyond. Nature reviews. Molecular 
cell biology 11, 621–632, doi: 10.1038/nrm2952 (2010).

52. Pedeux, R. et al. ING2 regulates the onset of replicative senescence by induction of p300-dependent p53 acetylation. Mol Cell Biol 
25, 6639–6648, doi: 10.1128/MCB.25.15.6639-6648.2005 (2005).

53. Furukawa, A., Tada-Oikawa, S., Kawanishi, S. & Oikawa, S. H2O2 accelerates cellular senescence by accumulation of acetylated p53 
via decrease in the function of SIRT1 by NAD+  depletion. Cellular physiology and biochemistry: international journal of experimental 
cellular physiology, biochemistry, and pharmacology 20, 45–54, doi: 10.1159/000104152 (2007).

54. Kelly, K. J., Plotkin, Z., Vulgamott, S. L. & Dagher, P. C. P53 mediates the apoptotic response to GTP depletion after renal ischemia-
reperfusion: protective role of a p53 inhibitor. J Am Soc Nephrol 14, 128–138 (2003).

55. Cohen, G., Farooqui, R. & Kesler, N. Parkinson disease: a new link between monoamine oxidase and mitochondrial electron flow. 
Proc Natl Acad Sci USA 94, 4890–4894 (1997).

56. Velu, C. S., Niture, S. K., Doneanu, C. E., Pattabiraman, N. & Srivenugopal, K. S. Human p53 is inhibited by glutathionylation of 
cysteines present in the proximal DNA-binding domain during oxidative stress. Biochemistry 46, 7765–7780, doi: 10.1021/bi700425y 
(2007).

57. Vaseva, A. V. et al. p53 opens the mitochondrial permeability transition pore to trigger necrosis. Cell 149, 1536–1548, doi: 10.1016/j.
cell.2012.05.014 (2012).

58. Butturini, E. et al. Mild oxidative stress induces S-glutathionylation of STAT3 and enhances chemosensitivity of tumoural cells to 
chemotherapeutic drugs. Free Radic Biol Med 65, 1322–1330, doi: 10.1016/j.freeradbiomed.2013.09.015 (2013).

59. Wei, H., Liu, L. & Chen, Q. Selective removal of mitochondria via mitophagy: distinct pathways for different mitochondrial stresses. 
Biochim Biophys Acta 1853, 2784–2790, doi: 10.1016/j.bbamcr.2015.03.013 (2015).

60. Morell, C. et al. Up-Regulated Expression of LAMP2 and Autophagy Activity during Neuroendocrine Differentiation of Prostate 
Cancer LNCaP Cells. PLoS One 11, e0162977, doi: 10.1371/journal.pone.0162977 (2016).

61. Nikoletopoulou, V., Markaki, M., Palikaras, K. & Tavernarakis, N. Crosstalk between apoptosis, necrosis and autophagy. Biochim 
Biophys Acta 1833, 3448–3459, doi: 10.1016/j.bbamcr.2013.06.001 (2013).

62. Gu, B. & Zhu, W. G. Surf the post-translational modification network of p53 regulation. Int J Biol Sci 8, 672–684, doi: 10.7150/
ijbs.4283 (2012).

63. Zhu, Y. et al. Interleukin-6 induces neuroendocrine differentiation (NED) through suppression of RE-1 silencing transcription 
factor (REST). Prostate 74, 1086–1094, doi: 10.1002/pros.22819 (2014).

64. Jiang, M. et al. Disruption of PPARgamma signaling results in mouse prostatic intraepithelial neoplasia involving active autophagy. 
Cell Death Differ 17, 469–481, doi: 10.1038/cdd.2009.148 (2010).

65. Lin, Y. C. & Wang, F. F. Mechanisms underlying the pro-survival pathway of p53 in suppressing mitotic death induced by 
adriamycin. Cell Signal 20, 258–267, doi: 10.1016/j.cellsig.2007.10.017 (2008).

66. Chen, K., Ou, X. M., Chen, G., Choi, S. H. & Shih, J. C. R1, a novel repressor of the human monoamine oxidase A. J Biol Chem 280, 
11552–11559, doi: 10.1074/jbc.M410033200 (2005).

Acknowledgements
The work was majorly supported by MOST International Collaboration Project (MOST103–2911-I-010-515 and 
MOST104-2911-I-010-505) to P.C.C. and J.C.S. The work also supported by grants (MOST104-2320-B-010-038 
and YEN TJING LING MEDICAL FOUNDATION (CI-105-5)) to P.C.C. and the Tsai Family Fund to J.C.S. 
We thank the Sequencing Core of National Research Program for Genomic Medicine at National Yang Ming 
University VYM Genome Research Center for the ChIP-Seq experiments.

Author Contributions
Y.C.L. and Y.T.C. performed experiments and contributed to study design and data analysis. Y.T.C. finished the 
final revision. M.C. contributed to study design, discussion and writing of the manuscript. T.P.L. contributed to 
the IHC staining of PCa specimens. C.C.P. contributed to imaging and scoring HC staining of PCa specimens. 
H.C.L. and J.C.S. contributed to study design and the discussion of ideas. P.C.C. is in charge of all experimental 
design, discussion of ideas and manuscript writing.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing Interests: Dr. Shih has an ownership interest in Able Will Limited, a company that has licensed 
intellectual property that is pending a patent from the University of Southern California. This conflict has been 
reviewed and is under a management plan at USC. The other authors disclose no potential conflicts of interest.

http://www.nature.com/srep


www.nature.com/scientificreports/

17SCIeNTIfIC REPORTS | 7:46338 | DOI: 10.1038/srep46338

How to cite this article: Lin, Y.-C. et al. MAOA-a novel decision maker of apoptosis and autophagy in hormone 
refractory neuroendocrine prostate cancer cells. Sci. Rep. 7, 46338; doi: 10.1038/srep46338 (2017).
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2017

http://creativecommons.org/licenses/by/4.0/

	MAOA-a novel decision maker of apoptosis and autophagy in hormone refractory neuroendocrine prostate cancer cells
	Introduction
	Results
	MAOA is a novel target of REST and is up-regulated in NE differentiated PCa cells
	MAOA is crucial for androgen deprivation-induced NED
	Up-regulation of MAOA protein protects against androgen deprivation-induced apoptosis in NE differentiated cells
	MAOA is essential for autophagy activation in NE differentiated PCa cells
	ROS produced by MAOA at the crossroads of apoptosis and autophagy in NE differentiated PCa cells
	MAOA up-regulation under androgen deprivation treatment induces mitophagy
	Application of MAOA inhibitors, pargyline and phenelzine, inhibit androgen deprivation-induced NED

	Discussion
	Methods
	Cells and reagents
	Chromatin immunoprecipitation-sequencing (ChIP-Seq)
	MAOA catalytic activity assay
	Flow Cytometry Analysis
	Assessment of mitochondrial membrane potential
	Immunohistochemistry staining (IHC staining)
	Immunofluorescence
	Immunoblotting analysis
	Real time reverse transcription (RT) quantitative PCR (qPCR) analysis
	Cell viability assay
	Reactive oxygen species assay
	Caspase activity assay
	Luciferase assay
	Statistical Analysis

	Additional Information
	Acknowledgements
	References




