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Epigenetic pathway inhibitors represent potential drugs for
treating pancreatic and bronchial neuroendocrine tumors
KE Lines1, M Stevenson1, P Filippakopoulos2, S Müller2, HE Lockstone3, B Wright3, S Grozinsky-Glasberg4, AB Grossman1, S Knapp2,5,
D Buck3, C Bountra2 and RV Thakker1

Cancer is associated with alterations in epigenetic mechanisms such as histone modifications and methylation of DNA, and
inhibitors targeting epigenetic mechanisms represent a novel class of anti-cancer drugs. Neuroendocrine tumors (NETs) of the
pancreas (PNETs) and bronchus (BNETs), which may have 5-year survivals of o50% and as low as 5%, respectively, represent
targets for such drugs, as 440% of PNETs and ~ 35% of BNETs have mutations of the multiple endocrine neoplasia type 1 (MEN1)
gene, which encodes menin that modifies histones by interacting with histone methyltransferases. We assessed 9 inhibitors of
epigenetic pathways, for their effects on proliferation, by CellTiter Blue assay, and apoptosis, by CaspaseGlo assay, using 1 PNET and
2 BNET cell lines. Two inhibitors, referred to as (+)-JQ1 (JQ1) and PFI-1, targeting the bromo and extra terminal (BET) protein family
which bind acetylated histone residues, were most effective in decreasing proliferation (by 40–85%, Po0.001) and increasing
apoptosis (by 2–3.6 fold, Po0.001) in all 3 NET cell lines. The anti-proliferative effects of JQ1 and PFI-1 remained present for at least
48 hours after removal of the compound. JQ1, but not PFI-1, had cell cycle effects, assessed by propidium iodide staining and flow
cytometry, resulting in increased and decreased proportions of NET cells in G1, and S and G2 phases, respectively. RNA Sequencing
analysis revealed that these JQ1 effects were associated with increased histone 2B expression, and likely mediated through altered
activity of bromodomain-containing (Brd) proteins. Assessment of JQ1 in vivo, using a pancreatic beta cell-specific conditional Men1
knockout mouse model that develops PNETs, revealed that JQ1 significantly reduced proliferation (by ~ 50%, Po0.0005), assessed
by bromodeoxyuridine incorporation, and increased apoptosis (by ~ 3 fold, Po0.0005), assessed by terminal deoxynucleotidyl
transferase dUTP nick end labelling, of PNETs. Thus, our studies demonstrate that BET protein inhibitors may provide new
treatments for NETs.
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INTRODUCTION
Epigenetic modifications have been reported to play critical roles
in cancer development by altering the expression of tumor
suppressor genes and oncogenes through mechanisms including
chromatin remodelling.1 Chromatin consists of DNA packaged
into nucleosomes, which is further organised into condensed
chromosomes to act as a barrier for the transcriptional machinery,
and therefore prevent gene transcription.1 Nucleosomes are
composed of pairs of the histones (H) H2A, H2B, H3 and H4,
which can be modified by enzymes that either add or remove
motifs such as, acetyl, methyl, crotonyl and phosphate groups, to
alter the chromatin state and therefore transcriptional activity.1,2

Dysregulation of chromatin remodellers results in cancer
development and progression, and thus compounds targeting
chromatin-modifying proteins, represent a new class of
anti-cancer drugs, as illustrated by inhibitors of histone deacety-
lases that have been used for treatment of lymphomas.3 We
therefore explored the use of these compounds for the treatment
of neuroendocrine tumors (NETs) of the pancreas (PNETs) and
bronchus (BNETs), which are associated with a high mortality and
for which current drugs have only limited efficacy. NETs are
a heterogeneous group of benign and malignant neoplasms that

occur in multiple different organs and have an incidence of 5.7 per
100 000 individuals per year. NETs of the gasteroenteropancreatic
and bronchopulmonary tracts occur most frequently with
incidences of 3 and 1 per 100 000 individuals per year,
respectively.4,5 Gastroenteropancreatic NETs include carcinoid
tumors and PNETs, while bronchopulmonary NETs include
low-grade typical carcinoids, intermediate-grade atypical
carcinoids, and high-grade (4Grade 3) large cell neuroendocrine
carcinomas (LCNEC) and small cell lung cancers (SCLC). PNETs may
secrete hormones such as gastrin, insulin, glucagon, vasoactive
intestinal polypeptide (VIP) and are referred to as gastrinomas,
insulinomas, glucagonomas or VIPomas, respectively, or may be
non-secreting (i.e. non-functioning). All PNETs and BNETs, which
represent ~ 2% of all diagnosed lung tumors,6 can be malignant
and subsequently metastasise, and the 5-year survival for patients
with PNETs and high-grade (4Grade 3) BNETs (LCNECs and SCLCs)
are o50% and ~ 5%, respectively. Current treatments for PNETs
and BNETs, which include surgery, drugs (e.g. somatostatin
analogues), chemotherapy (e.g. everolimus, sunitinib), radiother-
apy and radionuclide therapy, are often not effective.4,7,8 PNETs
and BNETs usually occur as non-familial (i.e. sporadic) isolated
tumors, but can also occur as part of familial syndromes such as
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multiple endocrine neoplasia type 1 (MEN1). MEN1 is caused by
mutations of the MEN1 gene, which encodes the tumor
suppressor protein menin.4,9–11 Menin interacts with histone
modifying proteins including the histone methyltransferases,
mixed lineage leukaemia protein 1 (MLL1) and protein arginine
methyltransferase 5 (PRMT5).4,9,12,13 Furthermore, sporadic and
familial PNETs have mutations of chromatin remodelling genes
including death domain-associated protein (DAXX) and alpha
thalassemia/mental retardation syndrome X-linked (ATRX),14 and
sporadic BNETS have alterations of histone residues as well as
increased expression of the histone methyltransferase enhancer of
zeste homolog 2 (EZH2).15 These findings suggested that
inhibitors targeting epigenetic pathways, may help in altering
pro-oncogenic pathways in PNETs and BNETs, and we therefore
assessed their in vitro and in vivo effects on NET proliferation and
apoptosis.

RESULTS
Effects of epigenetic pathway inhibitors on NET cell line
proliferation
We selected 9 inhibitors ((+)-JQ1 (JQ1), PFI-1, RVX-280, UNC0638,
UNC0642, SGC0946, IOX-1, UNC1215 and C646) that target
different components of epigenetic pathways for study. Five of
these (UNC0638, UNC0642, SGC0946, IOX-1 and UNC1215)
targeted histone methylation pathways, and the other 4 (JQ1,
PFI-1, RVX-280 and C464) targeted histone acetylation pathways
(Supplementary Table S1). We studied the in vitro effects of these
9 compounds on cell proliferation (by CellTitre Blue assay) of the

PNET derived cell line (BON-1) and BNET cell lines (H727 and
H720), all of which were found to not harbour any MEN1
mutations, consistent with previously reported data.16,17 The
concentration of each compound that was used was based on the
available data of the dose required to yield a 90% effect
(i.e. maximal inhibitory concentration (IC90)), which was 0.1–1 μM
for most compounds, except IOX-1 that had an IC90 of 50–100 μM
(Supplementary Table S1). Three of the compounds (JQ1, PFI-1
and RVX-280) targeting acetylated histone residues and 3 of the
compounds (UNC0638, UNC642 and IOX-1) targeting methylated
histone residues significantly reduced proliferation by 18–98%
(Po0.05 to Po0.0001) of at least one NET cell line, when
compared to NET cells treated with the negative control, inactive
stereoisomer (JQ1-), or dimethyl sulfoxide (DMSO), or with
untreated (UT) cells (Figure 1a). Importantly, the acetylation-
targeting JQ1 and PFI-1, and the methylation-targeting IOX-1,
significantly reduced proliferation of all 3 NET cell lines (Figure 1a),
as follows: JQ1 reduced proliferation by 75, 65 and 78% in BON-1
cells (Po0.0005), H727 cells (Po0.0005) and H720 cells
(Po0.0005), respectively; PFI-1 reduced proliferation by approxi-
mately 40% in all 3 NET cell lines (for H727 and H720 Po0.0005,
and for BON-1 Po0.05); and IOX-1 reduced proliferation by 57, 64
and 98% in BON-1 cells (Po0.0005), H727 cells (Po0.0005) and
H720 cells (Po0.0005), respectively. However, IOX-1, which is a
pan-oxoglutarate oxygenase inhibitor that targets the Jumonji C
domain family of histone lysine demethylases, had a 4100 fold
higher IC90, when compared to JQ1 (Supplementary Figure 5 and
Supplementary Table 1), and this may partly be due to its low cell
permeability, or the high intracellular concentration of oxogluta-
rate oxygenases.18,19 However, the higher doses of IOX-1, that

Figure 1. Efficacy of epigenetic pathway inhibitors in NET cell lines. The efficacy of epigenetic pathway inhibitors was examined in three NET
cell lines BON-1 (derived from human metastatic PNET), H727 (derived from human BNET) and H720 (derived from human BNET). BON-1, H727
and H720 cells were treated with nine different compounds known to inhibit the activity of proteins (Supplementary Table S1) associated with
histone modification or function; type of histone modification is indicated on the X axis (a). Proliferation was measured, using CellTiter Blue
assays, 96 h after treatment with 1 μM of each compound (except IOX-1 which was used at 100 μM). For each experiment untreated (UT),
vehicle only (DMSO) and JQ1- (a negative stereoisomer of JQ1) were used as negative controls. Control treatments are represented by black
bars and test compound treatment by white bars. The efficacy of the BET inhibitors JQ1 and PFI-1 was further examined in BON-1, H727 and
H720 NET cells. A 5 day timecourse of NET cell proliferation after a single treatment with 1 μM JQ1 or PFI-1, was also performed (b). Cells were
treated with 1 μM JQ1-, JQ1 or PFI-1 and proliferation measured every 24 h. Control treatments are represented by dashed lines, and drug
treatments by solid lines. For all experiments statistical significance relative to DMSO vehicle only treatment was assessed using a one-way
ANOVA with (a) *Po0.05, **Po0.005 and ***Po0.0005, and in (b) PFI-1 statistics represented by the symbol §, and JQ1 statistics by *;
§/*Po0.05, §§/**Po0.005 and §§§/***Po0.0005. For all experiments (a, b) untreated (UT), vehicle only (DMSO) and JQ1- were used as negative
controls, and experiments performed in n= 4, with 4 technical replicates per experiment.
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would potentially be required to yield the same efficacy as that for
JQ1 and PFI-1, are likely to be associated with more off-target
effects, and we therefore selected to further evaluate JQ1 and
PFI-1, which were both effective and targeted the same pathway,
namely histone acetylation.

Evaluation of JQ1 and PFI-1 on NET cell line proliferation, cell cycle
progression and apoptosis
JQ1 and PFI-1 target the bromodomains of the bromo and extra
terminal domain (BET) protein family, which bind acetylated
histone residues,20 and their effects on proliferation and apoptosis
of the NET cell lines were investigated further. Proliferation
time-course experiments showed that a single dose of JQ1 (1 μM)
and PFI-1 (1 μM) at 48 and 96 h post-treatment, respectively,
significantly reduced proliferation of all 3 NET cell lines by 1.5–2.6
fold (Po0.05 to Po0.0005) (Figure 1b), when compared to
JQ1- or DMSO treated cells, or UT cells. Furthermore, both JQ1 and
PFI-1 significantly decreased the proliferation of BON-1, H727 and
H720 in a dose dependent manner (Supplementary Figure S1),
with 1 μM treatment showing the greatest efficacy for
both compounds (Po0.0005); and with the IC50 values for
JQ1 and PFI-1, being 57–120 nM and 930–998 nM, respectively
(Supplementary Figure S1). One μM of JQ1 and PFI-1, whose anti-
proliferative effects continued for 72–96 h after removal of the
compound (Supplementary Figure S2), was therefore used to
assess the in vitro effects of JQ1 and PFI-1 on cell cycle progression
and apoptosis. Cell cycle analysis showed that JQ1, but not PFI-1
treatment, significantly increased the percentage of senescent
BON-1 and H727 cells (Po0.0005) (Figure 2a), and the percentage
of BON-1 and H727 cells in G1 cell cycle stage (Po0.0005 and
Po0.05, respectively) (Figure 2b and c). JQ1, but not PFI-1,
treatment also significantly decreased the percentage of BON-1
and H727 cells in S and G2 cell cycle phases (Po0.05-Po0.0005).
Moreover, JQ1 treatment at 48 h, also significantly increased
apoptosis by ~ 4.5 fold, ~ 3 fold and ~ 2 fold in BON-1 (Po0.0005),
H727 (Po0.05) and H720 cells (Po0.05), respectively, and by ~ 36
fold in BON-1 cells at 96 h (Po0.0005), whereas PFI-1 increased
apoptosis of only H720 cells by ~ 5 fold after 96 h (Po0.005),
when compared to cells treated with JQ1- or DMSO, or UT cells
(Figure 3). Thus, JQ1 was more potent than PFI-1 in inhibiting
proliferation and cell cycle progression, and in increasing
apoptosis in the 3 NET cell lines.

JQ1 increases histone 2B (H2B) expression in NET cell lines
To determine the possible mechanisms of action of JQ1 in human
NET cells, RNA sequencing (RNA-Seq) was performed on BON-1,
H727 and H720 cell lines treated with JQ1 or JQ1-, for 48 h. This
showed that JQ1 treatment resulted in: 1945 up-regulated and
1716 down-regulated genes in BON-1 cells; 816 up-regulated and
1434 down-regulated genes in H727 cells; and 693 up-regulated
and 1469 down-regulated genes in H720 cells (all42 fold change,
Po0.001). Comparison of these genes showed that 283 genes
and 127 genes were commonly up-regulated and down-regulated
in all 3 cell lines, and analysis of these genes indicated that JQ1
significantly dysregulated 22 canonical pathways (Supplementary
Table S2), thereby suggesting that the likely mechanism of action
of JQ1 in NETs is through multiple genes and pathways. However,
6 of the top 20 most highly significantly up-regulated genes, after
JQ1 treatment, were involved in histone (HIST) complex formation,
with HIST2H2AA3, HIST1H2AC and HIST2H2AG encoding histone (H)
2A protein isoforms, and HIST2H2BE, HIST2H2BD and HIST1H2BC
encoding H2B protein isoforms (Supplementary Table S3).
Furthermore, there were 5 H2A and 10 H2B genes up-regulated
in BON-1 cells, 3 H2A and 10 H2B genes up-regulated in H727
cells, and 2 H2A and 3 H2B genes up-regulated in H720 cells,
which also included HIST1H2BG and HIST1H2BF. Quantitative
real-time PCR (qRT-PCR) was used to confirm expression of 4 of

these highly up-regulated histone H2B genes and 4 highly
downregulated genes (sarcoma proto-oncogene, non-receptor
tyrosine kinase (SRC), DNA fragmentation factor subunit beta (DFFB),
Inhibin beta E subunit (INHBE) and HEPACAM family member 2
(HEPACAM2)). Thus, HIST2H2BE and HIST1H2BD were significantly
up-regulated in all three NET cell lines and HIST1H2BG was
up-regulated in BON-1 and H727 cells after JQ1 treatment, when
compared to cells treated with JQ1- or DMSO, or UT cells
(Figure 4a); and SRC, DFFB, INHBE and HEPACAM2 were signifi-
cantly downregulated in all 3 NET cell lines (Supplementary
Figure S3). Specific antibodies for the proteins encoded by
HIST2H2BE, HIST1H2BD and HIST1H2BG genes are not available,
and we therefore assessed their combined expression by
assessing total histone (H)2B expression by Western blot analysis.
This confirmed that total H2B protein expression was increased, in
all 3 NET cell lines, after JQ1 treatment, when compared to control
treatments (Figure 4b and c), thereby indicating that JQ1
treatment may alter H2B abundance.

BRD2 is the most abundant BET family member in NET cell lines
and PNETs of Men1L/L/RIP2-Cre mice
JQ1 is reported to act through BRD4 in decreasing expression of
the oncogene c-myc.21–23 However, our RNA-Seq analysis, which
aimed to assess simultaneous alterations of gene expression in the
BON-1, H727 and H720 cells after JQ1 treatment, did not find
significant down-regulation of c-myc. This suggested that JQ1 may
act via other mechanisms in NET cells, and this is likely to be the
case for H720 cells which were found, by Western blot analysis,
not to express c-myc (Supplementary Figure S4). We therefore
hypothesised that JQ1 may act via BET family members and other
target proteins, in NETs. Indeed, our examination of the RNA-Seq
data revealed an increase in BRD2 expression, by 2.27-fold and
2.05-fold in BON-1 and H727 cells, respectively. We therefore
examined the expression of the BET family, which consists of 4
members BRD2, BRD3, BRD4 and the testes-specific BRDT,24 in
the 3 NET cell lines by qRT-PCR to confirm the findings from the
RNA-Seq data. This revealed that BRD2 was the most abundant
BET family member in the 3 NET cell lines, with BRD2 expression
being significantly higher than that of BRD3 and BRD4 in BON-1
and H720 cells (2.1–7.7 fold, Po0.0005, for both), and in H727
cells being significantly higher expression than that of BRD3
(5.6 fold, Po0.0005) but equal to that of BRD4 (Figure 5a). BRD3
was the least abundant BET family member in all 3 NET cell lines,
with BRD4 expression being variable (Figure 5a); BRDT, which is
testes-specific, was not expressed. JQ1 treatment, when compared
to treatment with JQ1- or DMSO, or no treatment, significantly
increased BRD2 expression in BON-1, H727 and H720 NET cell lines
by 5.8 fold (Po0.0001), 1.8 fold (Po0.001) and 1.6 fold (Po0.01),
respectively (Figure 5b). JQ1 treatment, compared to controls, also
significantly increased BRD3 and BRD4 expression by 3.6 fold
(Po0.0001) and 2.8 fold (Po0.0001), respectively in BON-1 cells;
however, BRD2 expression was significantly higher than that of
BRD3 and BRD4, by 2.2 fold (Po0.001) and 3 fold (Po0.001),
respectively, in BON-1 cells (Figure 5b). JQ1 treatment did not
affect BRD3 and BRD4 expression in the BNET cells H727 or H720
(Figure 5b). Brd2 expression was also significantly higher than that
of Brd3 (Po0.0005) and Brd4 (Po0.0005) in PNETs that developed
in Men1L/L/RIP2-Cre mice (Figure 5c), thereby suggesting that the
expression of these BET family members in the NET cell lines is
representative of that occurring in vivo in PNETs of Men1L/L/
RIP2-Cre mice.

Efficacy of the BET bromodomain inhibitor JQ1 on PNET growth
in vivo
The in vivo efficacy of JQ1 as a treatment for PNETs due to loss of
menin expression (Supplementary Figure S5) was evaluated by
twice weekly intraperitoneal (i.p.) injection of 50mg/kg of JQ1,
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JQ1- or vehicle only to Men1L/L/RIP2-Cre mice, with the doses and
administration frequency based on previous studies20,22 and our
in vitro data (Supplementary Figure S2). Proliferation (Figure 6a)
and apoptosis (Figure 6c) in PNETs from Men1L/L/RIP2-Cre
mice were assessed after one month of treatment, but tumour
dimensions were not assessed, as the short duration of the
study was unlikely to result in measurable changes to this
parameter of tumour burden. The proliferation rate of PNETs from

JQ1 treated mice was significantly lower at 3.7%, in comparison to
the proliferation rates of 7.1% (Po0.0005) and 8.1% (Po0.0005),
in JQ1- and vehicle only treated mice, respectively (Figure 6b).
Thus, JQ1 reduced the proliferation rate of PNETs by 49%-55%.
JQ1 treatment also significantly increased the apoptosis rate of
PNETs by 3.2 fold (Po0.0005) and 2.8 fold (Po0.0005), when
compared to JQ1- and vehicle only treated mice, respectively
(Figure 6d).

Figure 2. Effect of BET protein inhibition on cell cycle progression of NET cells. BON-1 and H727 cells were treated with a single dose of 1 μM
JQ1 or PFI-1 compounds, and untreated (UT), vehicle only (DMSO) and JQ1- (a negative stereoisomer of JQ1) were used as negative controls.
(a) The level of cellular senescence was measured, 96 h after compound treatment by determining the percentage of cells staining positively
for β-glalactosidase. BON-1 cells are represented by white bars and H727 by grey bars. BON-1 (b) and H727 (c) cell cycle profiles were analysed
after 48 h compound treatment using propidium iodide staining and flow cytometry. UT is represented by black bars, DMSO represented by
bars with diagonal lines, JQ1- represented by chequered bars, JQ1 by white bars and PFI-1 treatment by grey bars. Gating for cell cycle stages
is indicated on the histograms, with cells with lower fluorescence than the G1 gate classified as oG1. All experiments were performed in
n= 4, with 4 technical replicates per experiment, with statistical significance relative to DMSO control assessed using a one-way ANOVA
*Po0.05; ***Po0.0005.
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DISCUSSION
Our studies demonstrate that JQ1 treatment can significantly
reduce proliferation and increase apoptosis of human PNET and
BNET cell lines, and of mouse PNETs in vivo. In addition, our results
show that the BET family of proteins and regulation of histone
expression are important mechanisms for NET growth, and that
BET inhibitors, such as JQ1, may provide novel therapeutic drugs
for the treatment of NETs.
JQ1, PFI-1 and RVX-280, which all had anti-proliferative effects

on NET cells (Figure 1), represent compounds that specifically
target and inhibit the bromodomains of the BET family proteins
(BRD2, BRD3, BRD4 and BRDT) (Supplementary Table S1). BRD

proteins bind to acetylated lysine residues on histone tails through
their 2 bromodomains to activate transcription of target genes, for
example by the recruitment of the positive transcriptional
elongation factor b (P-TEFb) by BRD4, and the interaction of
BRD2, BRD3 and BRD4 with the transcription factor GATA1.24–26

JQ1 and PFI-1, which target the N- and C-terminal bromodomains,
had greater effects and significantly reduced proliferation by
40–95% (Figure 1), in all 3 NET cell lines. Moreover, JQ1 increased
apoptosis by up to 36 fold in all 3 NET cell lines, whereas PFI-1
increased apoptosis by only 5 fold in one NET cell line (Figure 3).
RVX-280, which primarily targets the C-terminal bromodomain,
that is reported not to be associated with anti-proliferative

Figure 3. Efficacy of JQ1 and PFI-1 on apoptosis. Apoptosis of BON-1, H727 and H720 NET cell lines was evaluated every day for 5 days after a
single dose of 1 μM JQ1 or PFI-1. Apoptosis was measured every 24 h after compound treatment by detecting caspase 3/7 activity. For all
experiments untreated (UT), vehicle only (DMSO) and JQ1- were used as negative controls, and experiments performed in n= 4, with 4
technical replicates per experiment. For all experiments statistical significance relative to DMSO vehicle only was assessed using a one-way
ANOVA. PFI-1 results are represented by the symbol §, and JQ1 results by *; §/*Po0.05, §§/**Po0.005 and §§§/***Po0.0005.

Figure 4. Mechanism of action of JQ1 in NETs. RNA sequencing (RNA-Seq) was performed in treated (JQ1) and control (JQ1-, untreated and
DMSO) human NET cell lines BON-1, H727 and H720 and changes in gene and protein expression were assessed by qRT-PCR and Western blot
analysis, respectively. (a) Expression of significantly dysregulated histone genes detected by RNA-Seq was examined by qRT-PCR. Untreated
(UT) is represented by a black bar, DMSO control treatment by chequered bars, JQ1- control treatment by lined bars, and JQ1 by white bars.
A one-way ANOVA, was used for statistical analsyis, *Po0.05; **Po0.005; ***Po0.0005. Data is represented relative to untreated cells.
(b) Western blot analysis of H2B protein expression in JQ1 and control treated BON-1, H727 and H720 cells. GAPDH was used as a loading
control. (c) Quantification of H2B Western blot analsyis using densitometry. Control treatments are represented by black bars and JQ1
treatment by white bars. One-way ANOVA using a Bonferroni correction for multiple comparisons was used for statistical analysis,*Po0.05;
**Po0,005. Data and significance is represented relative to UT cells.
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effects27 had the least efficacy and significantly reduced
proliferation in only 2 of the 3 NET cell lines (Figure 1). Thus,
our results suggest that BET family N- and C- terminal
bromodomains may be important for exerting tissue-specific
actions on proliferation and apoptosis, and therefore that both
bromodomains are likely involved in acetyl-lysine binding activity.
These findings are consistent with those of a recent study that
reported that the BET bromodomain inhibitor, CP1203, reduces
proliferation of BON-1 and H727 cells, although no effects on
apoptosis were observed; that JQ1 and PFI-1 may also alter
proliferation of BON-1 cells and H727 cells; and that JQ1 may alter
cell cycle progression.28 The variations in the in vitro efficacy of
different bromodomain inhibitors in NET cells, may also be due to
differences in cell permeability, solubility and bioavailability.27,29,30

Our results also show that these in vitro mechanisms are likely to
be important in vivo, as our data demonstrated that JQ1 could
significantly reduce proliferation and increase apoptosis of PNETs
that developed in a MEN1 mouse model (Figure 6). Thus, our
results expand the spectrum of tumors that have been effectively
targeted in pre-clinical studies, by bromodomain inhibitors, such
as JQ1 and iBET151, and this includes solid tumors (e.g. pancreatic
ductal carcinoma and nuclear in testes (NUT)-midline carcinoma)
and leukaemias.28,31–34 Moreover, some of these pre-clinical
findings have advanced to clinical trials aimed at evaluating the
efficacy of bromodomain inhibitors in treating various tumor types

including NUT midline carcinoma, acute myeloid leukaemia and
myelomas (ClinicalTrials.gov).
Our studies have revealed an important role for BRD2 in NET cell

lines and mouse PNETs. Thus, BRD2 was expressed more highly
than BRD3 and BRD4 in NET cell lines (Figure 5a and b) and mouse
PNETs (Figure 5c), and JQ1 had greater effects on BRD2 expression
than on BRD3 and BRD4 expression (Figure 5b). These findings are
consistent with BET family members having discrete roles in
pancreatic β-cells, with BRD2 reported to have a role in insulin
secretion,35 and to induce insulin resistance by enhancing
signalling mediated by the mechanistic target of rapamycin
(mTOR) and phosphoinositide 3-kinase (PI3K).36 Interestingly, our
RNA-Seq data indicated potential changes in mTOR and PI3K
signalling (Supplementary Table S2), thereby suggesting possible
roles of BRD2 and mTOR signalling in PNETs and BNETs. However,
our results are in contrast to findings from studies of other
tumours (e.g. medulloblastoma, hepatocellular carcinoma and
acute leukaemia), and in BON-1 cells, in which the primary target
of JQ1 has been reported to be BRD4 that has roles in tumour
development by transcriptional regulation of tumour promoting
proteins such as c-myc,21–23,28,37,38 and in apoptosis by activation
of p53.39 In addition, treatment of BON-1 cells by the BET inhibitor
CP1203 caused a down regulation of c-Myc.28 Thus, in these
studies, the key actions of BET inhibition are via reduced c-myc
transcription and activation of p53. However, it seems likely that in
other tumours, and cancer cells, that JQ1 may act by different

Figure 5. BET gene expression in NET cell lines and murine PNETs. (a) Expression of the BET protein family members BRD2, BRD3 and BRD4 was
examined in BON-1, H727 and H720 NET cell lines using qRT-PCR. All data is expressed relative to BRD2 expression. ***Po0.0001; ns – not
significant; n= 4 biological replicates. (b) Relative BET expression in BON-1, H727 and H720 cell lines after JQ1 treatment, or control untreated
(UT), DMSO or JQ1- treatment. Significance is relative to UT cells; ns—not significant, *Po0.01, **Po0.001, ***Po0.0001; n= 4 biological
replicates. (c) BET expression in PNETs isolated from female (n= 4) and male (n= 4) untreated 34 week old Men1L/L/RIP2-Cre mice.
BET gene expression was similar in male and female mice. ***Po0.0001; ns—not significant. Statistical significance was assessed using
a one-way ANOVA.
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mechanisms, especially if these genes are not expressed in the
tumour cells, as occurs in BNET H720 cells, which we found to not
express c-myc (Supplementary Figure S4). Furthermore, H727 cells
have a reported single nucleotide polymorphism (SNP) in BRD4,
and there remains a possibility that this could alter its expression
and response to drugs such as JQ1. In addition, use of sub-clones
of these cell lines, that may have acquired different SNPs, may also
account for differences in their responses due to altered BET
protein function.16,17 However, it is important to note that JQ1 has
been reported to be effective in NUT-midline carcinoma without
altering c-myc expression,40 which is similar to our findings from
RNA-Seq analysis of JQ1 treated NET cell lines, that did not detect
any changes in p53 or c-myc expression. These findings therefore
suggest that JQ1 may reduce NET tumour growth by different
mechanisms.
In NETs such mechanisms may involve dysregulation of histone

expression, as reported in other cancers, which have altered
abundance of H2B protein isoforms that may disrupt their critical
roles in DNA packaging and lead to chromosomal abnormalities
during cell division that prevents cell cycle progression and leads
to cell death.41 Moreover, our results in NET cells have shown that
JQ1 causes a significant increase in expression of HIST2H2BE,
HIST2HBD and HIST2H2BG (Figure 4), thereby indicating that the
BRD proteins may regulate H2B expression. However, the role of
the BRD proteins in regulating histone expression is complex with:
BRD2, BRD3 and BRD4 reported to be present at the promoter of
histone genes such as HIST2H2BE, HIST2H2AA and HIST2H2AB in
HeLa cells42 and BRD2 regulating activity of the histone variant
H2A.Z in embryonic stem cells.43 In addition, BRD proteins have
also been reported, by ChiP-Seq analysis, to bind to regions of

their own promoter and to each others’ promoters,42 and thus it
seems possible that changes in BRD2, BRD3 and BRD4 mRNA
expression after JQ1 treatment, as shown by our data (Figure 5),
may alter BRD protein expression and function. Moreover, the
precise roles of menin, and its loss, in regulating BRD proteins
remains to be elucidated. However, menin can regulate gene
transcription through changes in histone methylation and
acetylation,4 and hence it seems possible that changes in menin
expression may alter the level of histone acetylation, which could
in turn lead to increased BRD proteins at acetylated histones.
However, JQ1 has been demonstrated to have efficacy in a
number of different tumour types which do not show alterations
in menin expression,28,31–34 and DNA sequence analysis of the NET
cell lines in our study, revealed that they do not have mutations in
the MEN1 gene. It is therefore likely that BRD proteins may act
through generic pathways, including alterations in histone
expression to modulate proliferation and apoptosis.
Our findings, which reveal that JQ1 treated NET cells stall at the

G1 phase of the cell cycle, with a reduction of cells in the S and G2
phases (Figure 2), suggest that such regulation of histone
expression may be important in the cell cycle of tumor cells.
The cell cycle specific regulation of the histone genes and their
protein isoforms, in tumour cells, remains to be elucidated.
However, in normal cells histone levels fluctuate during different
stages of the cell cycle, with the expression of key histones
restricted to the S-phase, where they are incorporated into DNA.44

There are over 20 H2B genes, located in 3 genetic clusters that
encode over 13 different protein isoforms,41 and HIST2H2BE,
HIST2HBD and HIST2H2BG, whose expression is increased by JQ1,
are all expressed from cluster 2 on chromosome 1q21.2.

Figure 6. Efficacy of JQ1 on proliferation and apoptosis of pancreatic NETs in Men1L/L/RIP2-Cre mice. Thirty week old Men1L/L/RIP2-Cre mice
(n= 8; 4 males and 4 females) were injected, i.p., with JQ1 twice weekly for one month, and the pancreas removed to study PNET growth.
(a) Immunohistochemistry of bromodeoxyuridine (BrdU) incorporation into proliferating PNET cells. BrdU stained cells are indicated in red and
by the white arrows. PNETs were counterstained with DAPI (blue) to highlight the nucleus of individual cells, and insulin (shown in green) to
define the tumor size. (b) Apoptosis in PNETs were detected using TUNEL assay. Apoptotic cells are indicated by the addition of labelled dUTP
(green, and indicated by white arrows). All sections were counterstained with DAPI to detect individual cells and tumor areas were defined by
analysis of serial sections stained for insulin. All images are at x200 magnification. (c) Only cells co-staining for BrdU and insulin were included
for quantification analysis of BrdU incorporation. Proliferation rate was determined as percentage of BrdU and insulin immunostaining per
tumor, with n= 3 tumors counted from n= 4 sections per mouse. *Po0.05 and **Po0.005. Control treatments are indicated by black bars,
and JQ1 treatment by a white bar. (d) Quantification of apoptosis rates. Apoptosis rate was calculated as the percentage of dUTP positive cells
per tumor, with n= 3 tumors counted from n= 4 sections per mouse. ***Po0.0005. Control treatments are indicated by black bars, and
JQ1 treatment by a white bar. The efficacy of JQ1 in male and female mice was the same. Statistical significance was assessed using a
one-way ANOVA.
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HIST2H2BE, HIST2HBD and HIST2H2BG encode core replication-
dependent histones which are expressed during S-phase, and
incorporated into the nucleosomes in replicating DNA,41 and the
H2B gene promoter contains subtype-specific regulatory elements
and a TATA-box, with the Oct-1 protein acting through these
elements to promote transcription.45 However, the S-phase
specific expression of H2B is regulated by the transcriptional
co-activator, OCA-S, which interacts with the cycinE/cdk2
substrate, NPAT.44,45 Moreover, the cyclin E/cdk2 complex and a
histone deacetylase complex containing surtuin 1 stimulate the
histone acetyl transferase CBP/p300, which regulates acetylation
of H3 tails at the promoter regions of the histone genes that
fluctuates during the cell cycle, peaking at the G1/S phase
transition. The BET protein family has key roles in these processes
as they regulate the expression of cyclin proteins, including
regulation of cyclin E expression by BRD2, and bind to acetylated
residues on histone tails.24,46 Thus, it seems possible that JQ1
treatment of NET cells and inhibition of BET protein activity, may
disrupt the cell cycle-specific regulation of H2B, either directly
through binding of BRD proteins to the histone promoters, or
through regulation of cell cycle components, thereby leading to
increased expression of histone proteins.
In conclusion, our studies show that the BET inhibitor JQ1 can

reduce proliferation and increase apoptosis of NET cells in vitro
and pancreatic NETs in vivo, thereby indicating the potential utility
of BET inhibitors in the treatment of NETs.

MATERIALS AND METHODS
Cell lines, In vitro assays and compounds
BON-1 cells47 and H727 cells (ATCC ♯CRL-5815) were cultured in DMEM-F12
and RPMI media (Gibco, Paisley, UK), respectively, supplemented with 10%
fetal calf serum (FCS) (Sigma-Aldrich, St Louis, MO, USA). H720 cells (ATCC
♯CRL-5838) were cultured in DMEM-F12 supplemented with 5% FCS, 10 nM
hydrocortisone, 10 nM β-estradiol and 1x ITS (containing insulin, transferrin
and selenous acid) (Sigma-Aldrich). All cells were maintained at 37 °C, 5%
(vol/vol) CO2, and tested for mycoplasma using the MycoAlert kit (Lonza,
Basel, Switzerland). Untreated and DMSO only treated cells were used as
controls. Cell proliferation was assessed using CellTitre-Blue Cell Viability
assay (Promega, Madison, WI, USA) whereby 20 μl of CellTitre-Blue reagent
was added per well, incubated for 2 h at 37 °C, 5% (vol/vol) CO2, before
fluorescent output read on a CytoFluor microplate reader (PerSeptive
Biosystems, Paisley, UK) at 530 nm excitation and 580 nm emission.48

Apoptosis was evaluated using the CaspaseGlo 3/7 assay (Promega)
whereby 75 μl of CaspaseGlo reagent was added per well, incubated for
1 h at room temperature, and luminescent output read on a Turner
Biosystems luminometer.48 Cellular senescence was determined using the
Cellular Senescence Assay (SA-β-gal staining) kit (Cell Biolabs, San Diego,
CA, USA),49 96 h after drug treatment. Cells were visualised using an Eclipse
E400 microscope (Nikon, Tokyo, Japan), and images captured using a
DXM1200C digital camera and NIS-Elements BR 2.30 software (both Nikon).
The percentage of positively stained cells were counted, per total cells,
from n=20 10x magnification fields. Cell cycle progression was
determined using proidium iodide (PI) staining, 48 h after drug treatment.
Cells were fixed in 100% ethanol, washed with PBS and DNA stained by
incubation with PI solution (10 μg/ml PI, 200 μg/ml RNase, 0.1% Triton-X,
150 mM sodium chloride; diluted in PBS) for 30 min at room temperature.
Intensity of PI staining was detected on a FACScalibur flow cytometer
(Becton Dickinson, Franklin Lakes, NJ, USA) using Cellquest pro software.
Peaks of fluorescence, representing DNA content, were used to evaluate
the percentage of cells at each cell cycle stage, using FloJo software. The 9
compounds (JQ1, PFI-1, RVX-280, UNC0638, UNC0642, SGC0946, IOX-1,
UNC1215 and C464), as well as one inactive control compound (JQ1-), were
supplied by the Structural Genomics Consortium (SGC, Oxford)
(Supplementary Table S1). All compounds were suspended/diluted in
dimethyl sulfoxide (DMSO, Sigma-Aldrich); details of the concentrations
used and the biological targets of each compound are provided in
Supplementary Table S1.

Quantitative real time PCR (qRT-PCR)
Total RNA was extracted from NET cell lines and mouse PNET tissues using
the miRVana kit (Ambion), and 1 μg used to generate cDNA using the
Quantitect Reverse Transcription kit (Qiagen), as described.50 Quantitect
primers (Qiagen) were used for qRT-PCR reactions, which utilised the
Quantitect SYBR green kit (Qiagen), on a RotorGene 5, as described.50 Each
test sample was normalized to the geometric mean of reference genes
GAPDH and α-tubulin. The relative expression of target cDNA in all
qRT-PCR studies was determined using the Pfaffl method.51

Western blot analysis
NET cells were prepared in NP40 lysis buffer: 250 mM NaCl, Tris 50 mM (pH 8.0),
5 mM EDTA, 0.5% NP-40 (v/v) and 2x Protease inhibitor tablets (Roche), as
described.50 Lysates were prepared in 4x Laemmli loading dye (BioRad) boiled
at 95 °C for 5 min, resolved using 6 or 10% SDS-PAGE gel electrophoresis,
transferred to polyvinylidene difluoride membrane, and probed with primary
antibodies (GAPDH–ab9485, and H2B-ab1790, c-myc-ab32072, all AbCam),
anti-rabbit HRP-conjugated secondary antibody (Santa Cruz Biotechnology,
Dallas, TX, USA) and visualised using Pierce ECL Western Blotting substrate
(Thermo Fisher Scientific, Paisley, UK), as described.50 GAPDH protein
expression was used as a loading control. Densitometry analysis was
performed by calculating the number of pixels per band using ImageJ
software. Data was represented as the number of pixels of the protein band,
relative to the number of pixels of the corresponding GAPDH band.

RNA sequencing and analysis
Confluent cells were treated with 1 μM JQ1- or JQ1 for 48 h, before
RNA extraction using the RNeasy kit (Qiagen). RNA sequencing was
performed on 3 independent experimental replicates for each cell line
and treatment. Following polyA-enrichment and library preparation,
50 bp paired-end sequencing (Illumina 2500 machine) generated
425 million read-pairs per sample. Reads were aligned to the human
reference genome (GRCh37) using TopHat252 and duplicate reads
removed (Picard Tools MarkDuplicates). ~ 20 million high-quality reads
per sample were mapped uniquely to Ensembl-annotated genes; gene
counts were summarised using HTSeq53 and filtered to exclude genes with
fewer than 10 reads on average per sample. Data normalisation and
differential expression analysis, comparing JQ1 and JQ1- in each cell line
separately, was performed using the edgeR package.54 Genes with
adjusted P-value o0.05 and showing a fold change 42 in either direction
were considered significant. Identification of altered cellular pathways
was undertaken using QIAGEN Ingenuity Pathway Analysis (IPA, QIAGEN,
www.qiagen.com/ingenuity).

In vivo studies
Mice were kept in accordance with UK Home Office welfare guidelines
and project licence restrictions. Men1L/L/RIP2-Cre mice, which have
a homozygous excision of Men1 exons 3–8 in pancreatic β-cells and
develop insulin-containing PNETs by 6 months of age,55 were generated by
breeding 129S(FVB)-Men1tm1.2Ctre/J (Men1L/L) with B6.Cg-Tg(Ins2-cre)
25Mgn/J (RIP2-Cre) (Jackson Laboratory USA). Genotyping was performed
as described.55 Mice were fed a standard diet (Rat and Mouse No. 1 (RM1)
expanded diet, Special Diet Services, Ltd) and provided with water
ad libitum, which for 4 weeks before sacrifice, contained BrdU (1 mg/ml),
to allow assessment of in vivo cell proliferation. Littermate 129S(FVB)-
Men1tm1.2Ctre/J (Men1L/L) mice, i.e. mice expressing Men1L/L but not RIP2-Cre,
from breeding cohorts were used as controls. Men1L/L/RIP2-Cre mice were
aged to 30 weeks before entering the study. From 30 weeks of age mice
received for one month, a twice weekly i.p. injection of 50 mg/kg JQ1 or
JQ1-, or vehicle only (DMSO diluted in 2-hydroxypropyl-β-cyclodextrin). All
drugs were diluted in 20% aqueous solution of 2-hydroxypropyl-β-
cyclodextrin. Eight mice (4 males and 4 females) were used in the study,
and these sample sizes were determined using the ‘Resource Equation’
E =N-B-T as effect sizes were unknown, (E =degrees of freedom for the
error term used to test the effect of the variable, and should be between
10–20; N= total number of mice-1; B=number of blocks-1; and T=number
of treatment groups-1). No animals were excluded from the study.
Randomization of the animals or blinding of the investigators to the
procedures, which were not appropriate for this study, were not
undertaken. Pancreatic tissues were dissected from mice, fixed with 4%
paraformaldehyde and embedded in paraffin, as described.56 For
immunohistochemistry 4 μM sections were dewaxed and hydrated,
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underwent heat-mediated antigen retrieval in citrate buffer and were
blocked using 10% donkey serum before primary antibody incubation, as
described.56 Primary antibodies (AbCam) included rabbit anti-menin
(ab2605), rabbit anti-insulin (ab7842) and rat anti-BrdU (BU1/75 (ICR1)).
Secondary antibodies included Cy2-conjugated donkey anti-rabbit (Jack-
son ImmunoResearch) and Cy3-conjugated donkey anti-rat
(Jackson ImmunoResearch) or horseradish peroxidase-conjugated goat
anti-rabbit antibody (Dako) with a peroxidase/3,3′-diaminobenzidine
Envision detection system (Dako). Nuclear counterstaining was performed
with 4′,6-diamino-2-phenylindole (DAPI) (ProLong Gold Antifade reagent
with DAPI; Molecular Probes). Sections were viewed by light or fluorescent
microscopy using an Eclipse E400 microscope (Nikon), utilising a
DXM1200Cdigital camera and NIS-Elements BR 2.30 software (both Nikon),
as described.56 Cell proliferation and apoptosis rates were obtained
from an average of 12 x10 magnification fields per animal and n= 8
(n=4 female and n= 4 male) mice were examined in each treatment
group. Daily cellular proliferation rate was determined by calculating the
percentage of BrdU positively stained cells and dividing by the number of
consecutive days of BrdU administration, as described.56 Apoptotic rate
was determined using the ApopTag Fluorescein Direct In Situ Apoptosis
Detection Kit (Millipore), which utilises terminal deoxynucleotidyl transfer-
ase (TdT) to detect and label free 3′OH DNA termini caused by
fragmentation, as described.56

Statistical analysis
Data were analysed using one-way analysis of variance (ANOVA) using
a Bonferroni correction for multiple comparisons, or Dunnett’s test for a
single control group, as previously described.50,56 For in vitro data
comparisons are relative to DMSO control, and for RNA-Seq and in vivo
data comparisons are relative to JQ1- treatment. Data from the in vitro and
in vivo experiments were found to have a normal distribution, with similar
variance between the compared groups. RNA-Seq data were analysed
using statistical models utilising in the edgeR package54 and Benjamini-
Hochberg’s method applied to control the false discovery rate.57

CONFLICT OF INTEREST
The authors declare no conflict of interest.

ACKNOWLEDGEMENTS
This work was supported by the: UK Medical Research Council (MRC) programme
grants G9825289 and G1000462 (KEL, MS and RVT); and National Institute for Health
Research (NIHR)- Oxford Biomedical Research Centre Programme. RVT is a Wellcome
Trust Investigator and NIHR Senior Investigator. We thank the High-Throughput
Genomics Group, including Sarah Lamble, Hubert Slawinski, Sophia Ward and Chris
Allan at the Wellcome Trust Centre for Human Genetics (funded by Wellcome Trust
grant reference 090532/Z/09/Z) for the generation of sequencing data. PF, SK, SM, CB
are grateful for supported by the SGC, a registered charity (number 1097737) that
receives funds from AbbVie, Bayer Pharma AG, Boehringer Ingelheim, Canada
Foundation for Innovation, Eshelman Institute for Innovation, Genome Canada
through Ontario Genomics Institute, Innovative Medicines Initiative (EU/EFPIA)
[ULTRA-DD grant no. 115766], Janssen, Merck & Co., Novartis Pharma AG, Ontario
Ministry of Economic Development and Innovation, Pfizer, São Paulo Research
Foundation-FAPESP, Takeda, and the Wellcome Trust.

REFERENCES
1 Kumar R, Li DQ, Muller S, Knapp S. Epigenomic regulation of oncogenesis by

chromatin remodeling. Oncogene 2016; 35: 4423–4436.
2 Tan M, Luo H, Lee S, Jin F, Yang JS, Montellier E et al. Identification of 67 histone

marks and histone lysine crotonylation as a new type of histone modification. Cell
2011; 146: 1016–1028.

3 Falkenberg KJ, Johnstone RW. Histone deacetylases and their inhibitors in cancer,
neurological diseases and immune disorders. Nature reviews Drug discovery 2014;
13: 673–691.

4 Thakker RV. Multiple endocrine neoplasia type 1 (MEN1) and type 4 (MEN4).
Molecular and cellular endocrinology 2014; 386: 2–15.

5 Yao JC, Hassan M, Phan A, Dagohoy C, Leary C, Mares JE et al. One hundred years
after ‘carcinoid’: epidemiology of and prognostic factors for neuroendocrine
tumors in 35,825 cases in the United States. Journal of clinical oncology : official
journal of the American Society of Clinical Oncology 2008; 26: 3063–3072.

6 Horsch D, Schmid KW, Anlauf M, Darwiche K, Denecke T, Baum RP et al.
Neuroendocrine tumors of the bronchopulmonary system (typical and atypical
carcinoid tumors): current strategies in diagnosis and treatment. Conclusions of
an expert meeting February 2011 in Weimar, Germany. Oncol Res Treat 2014; 37:
266–276.

7 Frilling A, Akerstrom G, Falconi M, Pavel M, Ramos J, Kidd M et al. Neuroendocrine
tumor disease: an evolving landscape. Endocr Relat Cancer 2012; 19: R163–R185.

8 Swarts DR, Ramaekers FC, Speel EJ. Molecular and cellular biology of
neuroendocrine lung tumors: evidence for separate biological entities. Biochimica
et biophysica acta 2012; 1826: 255–271.

9 Lemos MC, Thakker RV. Multiple endocrine neoplasia type 1 (MEN1): analysis of
1336 mutations reported in the first decade following identification of the gene.
Hum Mutat 2008; 29: 22–32.

10 de Laat JM, Pieterman CR, van den Broek MF, Twisk JW, Hermus AR, Dekkers OM
et al. Natural course and survival of neuroendocrine tumors of thymus and lung in
MEN1 patients. J Clin Endocrinol Metab 2014; 99: 3325–3333.

11 Modlin IM, Oberg K, Chung DC, Jensen RT, de Herder WW, Thakker RV et al.
Gastroenteropancreatic neuroendocrine tumours. Lancet Oncol 2008; 9: 61–72.

12 Huang J, Gurung B, Wan B, Matkar S, Veniaminova NA, Wan K et al. The same
pocket in menin binds both MLL and JUND but has opposite effects on
transcription. Nature 2012; 482: 542–546.

13 Gurung B, Feng Z, Iwamoto DV, Thiel A, Jin G, Fan CM et al. Menin epigenetically
represses Hedgehog signaling in MEN1 tumor syndrome. Cancer Res 2013; 73:
2650–2658.

14 Jiao Y, Shi C, Edil BH, de Wilde RF, Klimstra DS, Maitraes A et al. DAXX/ATRX, MEN1,
and mTOR pathway genes are frequently altered in pancreatic
neuroendocrine tumors. Science 2011; 331: 1199–1203.

15 Karpathakis A, Dibra H, Thirlwell C. Neuroendocrine tumours: cracking the
epigenetic code. Endocr Relat Cancer 2013; 20: R65–R82.

16 Boora GK, Kanwar R, Kulkarni AA, Pleticha J, Ames M, Schroth G et al. Exome-level
comparison of primary well-differentiated neuroendocrine tumors and their
cell lines. Cancer genetics 2015; 208: 374–381.

17 Vandamme T, Beyens M, Peeters M, Van Camp G, de Beeck KO. Next generation
exome sequencing of pancreatic neuroendocrine tumor cell lines BON-1 and
QGP-1 reveals different lineages. Cancer genetics 2015; 208: 523.

18 Schiller R, Scozzafava G, Tumber A, Wickens JR, Bush JT, Rai G et al.
A cell-permeable ester derivative of the JmjC histone demethylase inhibitor IOX1.
ChemMedChem 2014; 9: 566–571.

19 Joberty G, Boesche M, Brown JA, Eberhard D, Garton NS, Humphreys PG et al.
Interrogating the Druggability of the 2-Oxoglutarate-Dependent Dioxygenase
Target Class by Chemical Proteomics. ACS chemical biology 2016; 11: 2002–2010.

20 Filippakopoulos P, Qi J, Picaud S, Shen Y, Smith WB, Fedorov O et al. Selective
inhibition of BET bromodomains. Nature 2010; 468: 1067–1073.

21 Bandopadhayay P, Bergthold G, Nguyen B, Schubert S, Gholamin S, Tang Y et al.
BET Bromodomain Inhibition of MYC-Amplified Medulloblastoma. Clin Cancer Res
2014; 20: 912–925.

22 Delmore JE, Issa GC, Lemieux ME, Rahl PB, Shi J, Jacobs HM et al. BET bromo-
domain inhibition as a therapeutic strategy to target c-Myc. Cell 2011; 146:
904–917.

23 Coude MM, Braun T, Berrou J, Dupont M, Bertrand S, Masse A et al. BET inhibitor
OTX015 targets BRD2 and BRD4 and decreases c-MYC in acute leukemia cells.
Oncotarget 2015; 6: 17698–17712.

24 Filippakopoulos P, Picaud S, Mangos M, Keates T, Lambert JP, Barsyte-Lovejoy D
et al. Histone recognition and large-scale structural analysis of the human
bromodomain family. Cell 2012; 149: 214–231.

25 Yang Z, He N, Zhou Q. Brd4 recruits P-TEFb to chromosomes at late mitosis to
promote G1 gene expression and cell cycle progression. Mol Cell Biol 2008; 28:
967–976.

26 Wang CY, Filippakopoulos P. Beating the odds: BETs in disease. Trends in
biochemical sciences 2015; 40: 468–479.

27 Picaud S, Wells C, Felletar I, Brotherton D, Martin S, Savitsky P et al. RVX-208,
an inhibitor of BET transcriptional regulators with selectivity for the second
bromodomain. Proc Natl Acad Sci U S A 2013; 110: 19754–19759.

28 Wong C, Laddha SV, Tang L, Vosburgh E, Levine AJ, Normant E et al. The
bromodomain and extra-terminal inhibitor CPI203 enhances the antiproliferative
effects of rapamycin on human neuroendocrine tumors. Cell death & disease 2014;
5: e1450.

29 Fish PV, Filippakopoulos P, Bish G, Brennan PE, Bunnage ME, Cook AS et al.
Identification of a chemical probe for bromo and extra C-terminal bromodomain
inhibition through optimization of a fragment-derived hit. Journal of medicinal
chemistry 2012; 55: 9831–9837.

30 Muller S, Filippakopoulos P, Knapp S. Bromodomains as therapeutic targets. Expert
Rev Mol Med 2011; 13: e29.

31 Garcia PL, Miller AL, Kreitzburg KM, Council LN, Gamblin TL, Christein JD et al.
The BET bromodomain inhibitor JQ1 suppresses growth of pancreatic ductal

(+)-JQ1 as a NET therapy
KE Lines et al

9

Oncogenesis (2017), 1 – 10



adenocarcinoma in patient-derived xenograft models. Oncogene 2015; 35:
833–845.

32 Qiu H, Jackson AL, Kilgore JE, Zhong Y, Chan LL, Gehrig PA et al. JQ1 suppresses
tumor growth through downregulating LDHA in ovarian cancer. Oncotarget 2015;
6: 6915–6930.

33 Beesley AH, Stirnweiss A, Ferrari E, Endersby R, Howlett M, Failes TW et al.
Comparative drug screening in NUT midline carcinoma. Br J Cancer 2014; 110:
1189–1198.

34 Chaidos A, Caputo V, Karadimitris A. Inhibition of bromodomain and
extra-terminal proteins (BET) as a potential therapeutic approach in
haematological malignancies: emerging preclinical and clinical evidence. Ther Adv
Hematol 2015; 6: 128–141.

35 Deeney JT, Belkina AC, Shirihai OS, Corkey BE, Denis GV. BET Bromodomain
Proteins Brd2, Brd3 and Brd4 Selectively Regulate Metabolic Pathways in the
Pancreatic beta-Cell. PLoS One 2016; 11: e0151329.

36 Sun R, Wu Y, Hou W, Sun Z, Wang Y, Wei H et al. Bromodomain-containing protein
2 induces insulin resistance via the mTOR/Akt signaling pathway and an
inflammatory response in adipose tissue. Cellular signalling 2017; 30: 92–103.

37 Li GQ, Guo WZ, Zhang Y, Seng JJ, Zhang HP, Ma XX et al. Suppression of BRD4
inhibits human hepatocellular carcinoma by repressing MYC and enhancing BIM
expression. Oncotarget 2015; 7: 2462–2474.

38 Puissant A, Frumm SM, Alexe G, Bassil CF, Qi J, Chanthery YH et al. Targeting
MYCN in neuroblastoma by BET bromodomain inhibition. Cancer Discov 2013; 3:
308–323.

39 Stewart HJ, Horne GA, Bastow S, Chevassut TJ. BRD4 associates with p53
in DNMT3A-mutated leukemia cells and is implicated in apoptosis by the
bromodomain inhibitor JQ1. Cancer Med 2013; 2: 826–835.

40 Mertz JA, Conery AR, Bryant BM, Sandy P, Balasubramanian S, Mele DA et al.
Targeting MYC dependence in cancer by inhibiting BET bromodomains. Proc Natl
Acad Sci U S A 2011; 108: 16669–16674.

41 Molden RC, Bhanu NV, LeRoy G, Arnaudo AM, Garcia BA. Multi-faceted
quantitative proteomics analysis of histone H2B isoforms and their
modifications. Epigenetics Chromatin 2015; 8: 15.

42 LeRoy G, Chepelev I, DiMaggio PA, Blanco MA, Zee BM, Zhao K et al.
Proteogenomic characterization and mapping of nucleosomes decoded by Brd
and HP1 proteins. Genome biology 2012; 13: R68.

43 Surface LE, Fields PA, Subramanian V, Behmer R, Udeshi N, Peach SE et al. H2A.Z.1
Monoubiquitylation Antagonizes BRD2 to Maintain Poised Chromatin in ESCs. Cell
reports 2016; 14: 1142–1155.

44 He H, Yu FX, Sun C, Luo Y. CBP/p300 and SIRT1 are involved in transcriptional
regulation of S-phase specific histone genes. PLoS ONE 2011; 6: e22088.

45 Zheng L, Roeder RG, Luo Y. S phase activation of the histone H2B promoter by
OCA-S, a coactivator complex that contains GAPDH as a key component. Cell
2003; 114: 255–266.

46 Denis GV, Vaziri C, Guo N, Faller DV. RING3 kinase transactivates promoters of cell
cycle regulatory genes through E2F. Cell Growth Differ 2000; 11: 417–424.

47 Avniel-Polak S, Leibowitz G, Riahi Y, Glaser B, Gross DJ, Grozinsky-Glasberg S.
Abrogation of Autophagy by Chloroquine Alone or in Combination with mTOR
Inhibitors Induces Apoptosis in Neuroendocrine Tumor Cells. Neuroendocrinology
2015; 103: 724–737.

48 Eachkoti R, Reddy MV, Lieu YK, Cosenza SC, Reddy EP. Identification and
characterisation of a novel heat shock protein 90 inhibitor ONO4140. European
journal of cancer (Oxford, England: 1990) 2014; 50: 1982–1992.

49 Lee DH, Qi J, Bradner JE, Said JW, Doan NB, Forscher C et al. Synergistic effect of
JQ1 and rapamycin for treatment of human osteosarcoma. International journal of
cancer 2015; 136: 2055–2064.

50 Gorvin CM, Wilmer MJ, Piret SE, Harding B, van den Heuvel LP, Wrong O et al.
Receptor-mediated endocytosis and endosomal acidification is impaired in
proximal tubule epithelial cells of Dent disease patients. Proc Natl Acad Sci USA
2013; 110: 7014–7019.

51 Pfaffl MW. A new mathematical model for relative quantification in real-time
RT-PCR. Nucleic Acids Res 2001; 29: e45.

52 Kim D, Pertea G, Trapnell C, Pimentel H, Kelley R, Salzberg SL. TopHat2: accurate
alignment of transcriptomes in the presence of insertions, deletions and gene
fusions. Genome biology 2013; 14: R36.

53 Anders S, Pyl PT, Huber W. HTSeq--a Python framework to work with
high-throughput sequencing data. Bioinformatics (Oxford, England) 2015; 31:
166–169.

54 Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Bioconductor package for dif-
ferential expression analysis of digital gene expression data. Bioinformatics
(Oxford, England) 2010; 26: 139–140.

55 Crabtree JS, Scacheri PC, Ward JM, McNally SR, Swain GP, Montagna C et al. Of
mice and MEN1: Insulinomas in a conditional mouse knockout. Mol Cell Biol 2003;
23: 6075–6085.

56 Walls GV, Reed AA, Jeyabalan J, Javid M, Hill NR, Harding B et al. Proliferation rates
of multiple endocrine neoplasia type 1 (MEN1)-associated tumors. Endocrinology
2012; 153: 5167–5179.

57 Benjamini Y, Hochberg Y. Controlling the False Discovery Rate: A Practical and
Powerful Approach to Multiple Testing. Journal of the Royal Statistical Society
Series B (Methodological) 1995; 57: 289–300.

Oncogenesis is an open-access journal published by Nature Publishing
Group. This work is licensed under a Creative Commons Attribution 4.0

International License. The images or other third partymaterial 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

Supplementary Information accompanies this paper on the Oncogenesis website (http://www.nature.com/oncsis).

(+)-JQ1 as a NET therapy
KE Lines et al

10

Oncogenesis (2017), 1 – 10

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

	Epigenetic pathway inhibitors represent potential drugs for treating pancreatic and bronchial neuroendocrine tumors
	Introduction
	Results
	Effects of epigenetic pathway inhibitors on NET cell line proliferation
	Evaluation of JQ1 and PFI-1 on NET cell line proliferation, cell cycle progression and apoptosis
	JQ1 increases histone 2B (H2B) expression in NET cell lines
	BRD2 is the most abundant BET family member in NET cell lines and PNETs of Men1L/L/RIP2-Cre mice
	Efficacy of the BET bromodomain inhibitor JQ1 on PNET growth in vivo

	Discussion
	Materials and methods
	Cell lines, In vitro assays and compounds
	Quantitative real time PCR (qRT-PCR)
	Western blot analysis
	RNA sequencing and analysis
	In vivo studies
	Statistical analysis

	Acknowledgements
	Note
	References




