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Background
Facioscapulohumeral muscular dystrophy (FSHD) is a digenic 

disorder and the third most common inherited form of muscular 
dystrophy [1,2]. The disease is characterized by a progressive and 
selective weakness and atrophy of the facial, scapular, and humeral 
muscles followed by weakness of muscles of the lower extremities. The 
weakness of muscles is often asymmetric [3]. There is currently no 
pharmacological therapy available to treat this disease.

While clinically indistinguishable, FSHD is sub classified into FSHD1 
and FSHD2 based on the genetic causes [4-6]. FSHD1 is genetically 
linked to contractions of the D4Z4 repeat array at chromosome 4q35 
and affects approximately 95% of patients. In patients with FSHD1, 
the D4Z4 array is contracted from 11-150 repeat units to 1-10 repeat 
units [4,5]. Individuals who do not have telomeric 4q35 region which 
contain the D4Z4 array do not develop FSHD [7]. Each of the repeat 
units contains a conserved ORF of the double homeobox 4 (DUX4) 
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Abstract
Objective: The goal of the study is to identity proteins, which interact with the promoter region of double 

homeobox protein 4 (DUX4) genes known to be causative for the autosomal dominant disorder Facioscapulohumeral 
Muscular Dystrophy (FSHD).

Methods: We performed a DNA pull down assay coupled with mass spectrometry analysis to identify proteins 
that interact with a DUX4 promoter probe in Rhabdomyosarcomca (RD) cells. We selected the top ranked protein 
poly (ADP-ribose) polymerase 1 (PARP1) from our mass spectrometry data for further ChIP-qPCR validation using 
patients’ myoblasts. We then treated FSHD myoblasts with PARP1 inhibitors to investigate the role of PARP1 in the 
FSHD myoblasts.

Results: In our mass spectrometry analysis, PARP1 was found to be the top ranked protein interacting 
preferentially with the DUX4 promoter probe in RD cells. We further validated this interaction by immunoblotting 
in RD cells (2-fold enrichment compared to proteins pulled down by a control probe, p<0.05) and ChIP-qPCR in 
patients’ myoblasts (65-fold enrichment, p<0.01). Interestingly, the interaction was only observed in FSHD myoblasts 
but not in the control myoblasts. Upon further treatment of FSHD myoblasts with PARP1 inhibitors, we showed 
that treatment with a PARP1 inhibitor, 3-aminobenzamide (0.5 mM), for 24 h had a suppression of DUX4 (2.6 fold, 
p<0.05) and ZSCAN4, a gene previously shown to be upregulated by DUX4, (1.6 fold, p<0.01) in FSHD myoblasts. 
Treatment with fisetin (0.5 mM), a polyphenol compound with PARP1 inhibitory property, for 24 h also suppressed the 
expression of DUX4 (44.8 fold, p<0.01) and ZSCAN4 (2.2 fold, p<0.05) in the FSHD myoblasts. We further showed 
that DNA methyltransferase 1 (DNMT1), a gene regulated by PARP1 was also enriched at the DUX4 promoter in RD 
cells through immunoblotting (2-fold, p<0.01) and immortalized FSHD myoblasts (42-fold, p<0.01) but not control 
myoblasts through ChIP qPCR.

Conclusion: Our results showed that PARP1 and DNMT1 interacted with DUX4 promoter and may be involved 
in modulating DUX4 expression in FSHD.

gene [8,9]. The FSHD permissive alleles contain a poly-adenylation 
signal in the pLAM region distal to the repeat array, which allows 
DUX4 transcripts from the last D4Z4 repeat to be polyadenylated and 
therefore stabilized for protein translation [10,11]. FSHD2 is not linked 
to contractions of the D4Z4 repeat array. Recent studies have reported 
that some of the patients with FSHD2 have mutations in the structural 
maintenance of chromosomes flexible hinge domain containing 1 
(SMCHD1) gene on chromosome 18 [12,13]. In addition, SMCHD1 
was shown to be a genetic modifier in FSHD1 [13]. SMCHD1 has been 
reported to play an important role in regulating DNA methylation by 
affecting chromatin structure [14-17]. The mutation of SMCHD1 is 
believed to contribute to DNA hypomethylation of the D4Z4 region, 
and derepression of the DUX4 gene.
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The DUX4 protein is a homeodomain transcription factor that 
has been shown expressed in germ cells and causes upregulation of 
genes involved in gametogenesis in affected muscles when aberrantly 
expressed [18]. Previous studies showed that ectop expression of DUX4 
is cytotoxic both in vitro and in vivo [18-24]. Aberrant expression of 
DUX4 in muscle cells has been reported to affect molecular pathways 
involved in myogenesis, oxidative stress responses, immune responses 
and germ line functions [18-20,23,25,26]. However, how the molecular 
and cellular changes cause the muscle pathologies and disease 
phenotypes is not clear.

Previous studies reported epigenetic changes of the D4Z4 region 
in FSHD, including loss of H3K9 trimethylation and HP1 gamma/
cohesin binding, suggesting loss of heterochromatin. In addition, DNA 
hypomethylation of D4Z4 region in both FSHD1 and FSHD2 was 
reported, suggesting de-repression of gene expression in the region [27-
35]. While the epigenetic mechanisms involved in de-repression of the 
DUX4 have been studied extensively, the gene regulatory proteins that 
interact with the DUX4 promoter and regulate the DUX4 expression are 
not clear. In this study, we performed a DNA pull-down assay coupled 
with mass spectrometry to identify proteins that interacted with a 
DUX4 promoter probe. We further validated interaction between 
the top ranked protein and the DUX4 promoter using chromatin 
immunoprecipitation (ChIP). Last, we performed molecular assays 
using inhibitors against the protein to determine the functional 
outcome.

Experimental Procedures
Cell culture and nuclear extracts preparation

Cell culture and DNA pull-down assay: Rhabdomyosarcoma 
(RD) cells (ATCC) were cultured to 70% confluence in Dulbecco’s 
modified Eagle’s medium (Life Technologies) containing 10% heat 
inactivated fetal bovine serum (Sigma-Aldrich) and 1% penicillin-
streptomycin (Life Technologies) at 37°C, 5% CO2. Retinal Pigment 
Epithelium (ARPE-19) cells (ATCC) were cultured to 70% confluence 
in Dulbecco’s modified Eagle’s medium and F-12 nutrient mixture 
supplemented with 1% penicillin streptomycin (Gibco) and 10% heat-
inactivated fetal bovine serum (Sigma-Aldrich) at 37°C, 5% CO2. We 
used data generated from the ARPE-19 cells to further narrow down 
our final protein list to those more specific to muscle cells.

To prepare nuclear extracts, cells were first rinsed twice in 1X PBS 
(Life Technologies), then scraped with a cell scraper and finally collected 
in 50 ml conical tubes in PBS. The cell suspension was centrifuged at 
1000 rpm for 5 min at 4oC and supernatant was removed. The cell pellet 
was then washed twice with 30 ml of 1X PBS and centrifuged at 1000 
rpm and 4oC for 5 min. The packed cell volume (PCV) of pellet was 
estimated. Subsequently, 5x PCV volume of buffer A (10 mM HEPES 
(Acros Organics), 1.5 mM MgCl2 (Ambion), 10 mM KCl (Ambion), 
2 mM DTT (Sigma-Aldrich), 200 µM PMSF (Sigma-Aldrich) and 1 
tablet of protease inhibitor cocktail (PIC) (Roche Applied Sciences) was 
added to the pellet, mixed well by pipetting and incubated on ice for 10 
min. Following incubation, the pellet was homogenized with a hand-
held homogenizer. A small aliquot of cell pellet was then mixed with 
an equal volume of Trypan Blue to assay the extent of homogenization, 
which was always determined to be complete. The cell lysates were 
then centrifuged at 4oC for 10 min at 3000 rpm and the supernatant 
(cytoplasmic extract) was collected and frozen at -80oC. The pellet was 
centrifuged again at 14000 rpm for 15 min at 4oC and the remaining 
supernatant was discarded. The nuclear isolates in the pellets were 
subsequently extracted by adding two volumes of buffer C (20 mM 

HEPES, 25% glycerol, 0.42 M NaCl, 1.5 mM MgCl2, 0.2 mM EDTA, 
2mM DTT, 200 µM PMSF, 5 mM NaF and 1 PIC tablet) followed by 
homogenization and incubation on ice for 30 min. The lysates were 
centrifuged for 10 min at 4oC and 14000 rpm. Clear supernatant 
(nuclear extract) was subsequently collected and aliquoted for use in 
the DNA pull-down assays.

The DNA pull-down assay was performed based on a previously 
described procedure [36]. Briefly, the DUX4 and HTRA1 probes were 
amplified from human genomic DNA by the Polymerase Chain Re-
action (PCR) in the 2720 Thermal Cycler (Applied Biosystems) with 
GoTaq Green Master Mix (Promega) at the following conditions: 94°C 
for 5 min and 40 cycles of 94°C for 45 s, 58°C for 30 s, 72°C for 90 
s and 72°C for 10 min. The promoter probe of HTRA1 gene is used 
as control. The following biotin-labeled primers were used in the 
PCR reaction: DUX4 (forward): 5’-GGGCTGTCCCAGG-3’ and (re-
verse): 5’-GTCTCCGTCGCCG-3’; HTRA1 (forward) 5’-GAATACG-
GACACGCAT-3’ and (reverse): 5’- GCCCCTGCAGTCC-3’. The PCR 
products were subsequently purified through the QIAGEN Gel Extrac-
tion Kit. In the immunoblotting experiment, a random control probe 
(5’-AGAGTGGTCACTACCCCCTCTG-3’) was used.

Nuclear extracts (0.7 mg) from RD cells were incubated with the 
DUX4 probes, while nuclear extracts from RPE cells were incubated 
with HTRA1 probes (1.0 µg) in 1 ml binding buffer for 1 h at room 
temperature. Following the protein-probe binding, samples were 
incubated with 100 µl of the beads and mixed on a rotating arm at 4oC 
overnight. The beads were then centrifuged and washed twice in 500 
µl of binding buffer with centrifugation performed between each wash 
step. The beads were then resuspended in 1x LDS sample buffer (Life 
technologies) and 1x reducing agent (Life technologies) and heated at 
70ºC for 10 min for SDS-PAGE electrophoresis.

Protein fractionation and in-gel digestion: Proteins pulled down 
from control and experimental samples were further separated by 
electrophoresis on a 4-12% Bis-Tris gel (Life Technologies) for 1 h at 
100 V. The gel was stained with Coomassie Blue (Bio-Rad) to visualize 
proteins bands. Whole lanes were then sliced out in 2 mm pieces and 
processed for in-gel digestion, as described hereafter. Coomassie Blue 
and SDS were first removed from the gel pieces through sequential 
washes with 200 µl of water once, and 200 µl of 50% acetonitrile 
(Sigma-Aldrich) (15 min each) twice. Following removal of liquids, the 
gel pieces were shrunk immediately with 100 µl of 100% acetonitrile 
(Sigma-Aldrich) for 5 min. The gel pieces were then rehydrated with 100 
µl of 100 mM NH4HCO3 (Sigma-Aldrich) for 5 min. An equal volume 
of 100% of acetonitrile (Sigma-Aldrich) was added and the gel pieces 
were incubated in the solution for another 15 min. All liquids were then 
removed and replaced with 100 µl of 100% acetonitrile (Sigma-Aldrich) 
until the gel pieces turned white. In-gel digestion was performed by 
rehydrating dried gel pieces in 20 µl of digestion buffer, consisting 
of 12.5 ng/µl of trypsin (Promega) in 50 mM of NH4HCO3 (Sigma-
Aldrich) for 45 min in an ice bath. Excess digestion buffer was then 
removed and replaced with 5 µl of 50 mM NH4HCO3 and incubated 
overnight at 37ºC. The peptides were extracted from the digested gel 
pieces by incubating the gel pieces with 25 µl of 25 mM NH4HCO3 for 
15 min, with occasional vortexing. Equal volumes of 100% acetonitrile 
(Sigma-Aldrich) were added to each tube for another 15 min, with 
occasional vortexing. The supernatant was collected and the gel pieces 
were subjected to two additional extractions with 30 µl of 5% formic 
acid and 5% of formic acid-acetonitrile (1:1, v/v) for 10 min. The 
samples were vortexed twice during the incubations. The supernatants 
from each gel piece were pooled together and dried completely in a 
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vacuum centrifuge. The dried samples were subsequently subjected 
to Liquid Chromatography-Tandem Mass Spectrometry analysis as 
previously described [37].

Proteins pulled down by the DUX4 probes were first compared to 
proteins pulled down only by agarose beads to filter out non-specific 
interactions. The proteins preferentially interacting with the DUX4 
probe were further filtered for nuclear proteins with DNA binding 
potential. Uniprot Protein Knowledgebase was used to determine 
the subcellular localization and functions of proteins. Afterwards, 
results from an independent study were further filtered to limit the list 
to changes specific to the RD cells in order to retain muscle specific 
interactions.

Immunoblotting: The proteins pulled down by DNA pull-down 
assays were separated by electrophoresis on 4-20% SDS-PAGE gradient 
gels at 100 V for 1 h. They were then transferred onto nitrocellulose 
at 100 V for 2 h at 4ºC (Life Technologies). The blots were blocked 
for 1 h in 5% milk (Bio-Rad) prepared in PBS (Life Technologies), 
0.1% Tween (Bio-Rad). They were subsequently incubated with anti-
PARP1 antibody (Santa Cruz) or anti-DNMT1 antibody (Abcam) at 
4oC overnight. The blots were then washed three times in 0.1% Tween 
in PBS (Sigma-Aldrich); 5% milk in PBS, and 0.1% Tween in PBS 
(Life Technologies) for 15 min each, respectively. The blots were then 
incubated with anti-rabbit HRP (GE Health Sciences) for 2 h at room 
temperature and then washed in 0.1% Tween in PBS three times for 15 
min each. HRP was detected with ECL (Pierce) and chemiluminescence 
was detected with ECL films (Amersham Pharmacia Biosciences).

Cell culture and chromatin immunoprecipitation assay

Immortalized human myoblasts were obtained from the Senator 
Paul Wellstone Muscular Dystrophy Cooperative Research Center at 
Boston Biomedical Research Institute [38]. The patient myoblast cell 
line was derived from the biceps of a 42 year old patient with mild 
muscle weakness (WS157). The control myoblasts were derived from 
the patient’s 46 year old sibling without FSHD (WS161) [38]. These cells 
were cultured as previously described [25,37,39]. Briefly, proliferating 
myoblasts were cultured in a growth medium described previously in 
detail at 37°C, 5% CO2 [25]. The culture dish was coated with 0.1% 
gelatin (Sigma-Aldrich). The medium was changed to growth medium 
comprising of 15% Knock-Out Serum Replacement (Life Technologies) 
(KOSR) instead of fetal bovine serum after 72 h of culturing cells. 
After another 72 h, the cells were harvested and nuclear extracts were 
prepared. The KOSR was used because it has been shown to increase 
DUX4 expression [40].

Chromatin was first crosslinked to proteins in 106 human 
immortalized cells by adding 1% formaldehyde to the cell culture 
medium. Nuclear extracts were prepared as described previously and 
chromatin was sonicated to generate fragment sizes of 200-1000 bp 
using five pulses of 10 s each (10% duty cycle). Sonication was performed 
using the Sonifier cell disruptor 350 (Branson Sonic Power, Smith Kline 
Co.) using 3 mm Branson converter. Afterward, the sonicated nuclear 
lysates were centrifuged. The supernatants were collected and diluted 10-
fold in ChIP dilution buffer (EMD Millipore Chemicals) with protease 
inhibitor cocktail added to the buffer (Roche Applied Sciences). The 
diluted nuclear lysate was precleared with 75 µl of Salmon Sperm DNA/
Protein A Agarose-50% Slurry (EMD Millipore Chemicals) for 30 min at 
4°C with agitation and subsequently pelleted by brief centrifugation. The 
samples were then incubated with 5 µg of rabbit polyclonal anti-PARP1 
antibody (Santa Cruz) or DNMT1 antibody at 4°C on a shaker. Rabbit IgG 
(Abcam) was used as control (5 µg). Samples were then incubated with 

Salmon Sperm DNA/Protein A Agarose-50% Slurry for 1 h at 4°C with 
gentle agitation on a shaker to collect the antibody/protein complexes, 
which were subsequently pelleted with brief centrifugation. The pellets 
were sequentially washed with Low Salt Immune Complex Wash Buffer 
(EMD Millipore Chemicals), High Salt Immune Complex Wash Buffer 
(EMD Millipore Chemicals), LiCl Immune Complex Wash Buffer (EMD 
Millipore Chemicals), and TE Buffer (EMD Millipore Chemicals) for 5 
min each at room temperature followed by one wash with TE Buffer at 
4°C with agitation, and pelleted by centrifugation each time. The DNA 
was eluted by resuspending the pellets twice in 250 ul of 1% SDS and 
0.1 M NaHCO3 for 15 min with brief centrifugation at the end of each 
incubation and combining both eluates. Cross-links were reversed by 
adding 20 µl of 5 M NaCl (Promega) to the combined eluates (500 µl) 
and incubating for 4 h at 65°C. Then, 10 µl of 0.5 M EDTA (Ambion), 20 
µl 1 M Tris-HCl, pH 6.5 (EMD Millipore Chemicals), and 2 µl of 10 mg/
ml Proteinase K (Ambion) were added to samples and incubated for 1 h 
at 45°C. DNA was extracted from the samples using phenol-chloroform 
extraction and resuspended in 10 µl of water. DNA was amplified in 
triplicates in SYBR Green PCR Master Mix (Life Technologies) using 1 
µM of forward and reverse primers specific to the promoter fragments 
of each gene and 1 µl of the DNA template in a total volume of 50 µl. 
The thermal cycling conditions were 50°C for 2 min, 95°C for 10 min, 
followed by 40 cycles of amplification using the condition of 95°C for 15 
s then 60°C for 1 min. The primers used to amplify the DUX4 promoter 
fragments were (forward) 5’-ATTCATGAAGGGGTGGAGCC-3’ and 
(reverse) 5’- TGCACCTCAGCCGGAC-3’.

Cell culture and PARP inhibitor study

A total of 9000 FSHD myoblasts were seeded and cultured in 
regular media in 25 cm2 flasks according to the protocol described in 
the previous section. The media was replaced with KOSR containing 
media 72 h after seeding the cells. The cells were treated with 0.5 mM 
of 3-AB and fisetin dissolved in DMSO 48 h after changing media for 
24 h and subsequently harvested for RNA isolation. RNA isolation, 
cDNA synthesis, semi-quantitative RT-PCR for DUX4 and real time 
qRT-PCR for ZSCAN4 was performed as previously described [25]. 
Briefly, total RNA was isolated using mirVana kit (Ambion) according 
to the manufacturer’s protocol. The total RNA thus isolated from (3 
µg) from each sample was first subjected to DNAse I digestion (1 U) 
to remove genomic DNA contamination as previously described [25]. 
The RNA was then purified using the RNeasy MinElute Cleanup Kit 
(Qiagen) according to the manufacturer’s protocol. Subsequently, the 
RNA sample was reverse transcribed to cDNA using Superscript III 
(Life Technologies) and oligo dT primers. The cDNA thus generated 
was amplified using GoTaq green master Mix (Promega) using 1 µM 
of forward and reverse primers specific to each gene and 3 µl of cDNA 
template in a total volume of 20 µl. The thermal cycling conditions 
included 95°C for 3 min, followed by 40 cycles of amplification 
using the condition of 95°C for 10 s then 62°C for 45 s. Then further 
kept for 72°C for 10 min. Primer sequences used for human DUX4 
were (forward) 5’-CCCAGCTACCAGCAGACC-3’ and (reverse) 5’ 
TCCAGGAGATGTAACTCTAATCCA-3’. PCR products were taken 
from successive PCR cycles and resolved by electrophoresis in 2.0% 
agarose gel, stained with Ethidium Bromide (EtBr) and visualized under 
ultraviolet light and imaged using Ingenius Imaging System (Syngene). 
The samples which were analyzed and compared to each other 
(internal control, GAPDH and PARP1 inhibitors treated samples) were 
loaded on the same gel following same settings of the image analyses. 
Densitometric analysis of EtBr-stained gel bands was performed using 
Image J software (NIH). To analyze the human zinc finger and SCAN 
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domain containing 4 (ZSCAN4) we amplified the cDNA in triplicates in 
SYBR Green PCR Master Mix (Life Technologies) using 1 µM of forward 
and reverse primers specific to each gene and 1 µl of cDNA template in 
a total volume of 20 µl. The thermal cycling conditions included 50°C 
for 2 min, 95°C for 10 min, followed by 40 cycles of amplification using 
the condition of 95°C for 15 s then 60°C for 1 min. Primer sequences 
used for human zinc finger and SCAN domain containing 4 (ZSCAN4) 
were (forward) 5’-TGGAAATCAAGTGGCAAAAA-3’ and (reverse) 
5’-CTGCATGTGGACGTGGAC-3’ [24]. Glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) was used as internal control and the primers 
used were (forward) 5’- TGTCAAGCTCATTTCCTGGTA-3’ and 
(reverse) 5’-GTGAGGGTCTCTCTCTTCCTCTTGT-3’. Standard Ct 
method was used to calculate expression values relative to GAPDH 
among the samples (http://www3.appliedbiosystems.com/cms/groups/
mcb_support/documents/generaldocuments/cms_042380.pdf).

Results
PARP1 interacts with the promoter of DUX4 in immortalized 
FSHD myoblasts

To identify proteins that interact with the DUX4 promoter, we 
performed a DNA pull-down assay coupled with mass spectrometry 
in RD cells. A 282 bp double stranded DNA probe encompassing 213 
bp of the promoter region and 69 bp of the coding region of the DUX4 
gene was used (Figure 1A). The selected region contains several DNA 
regulatory elements including the CATT box, GC box, TACAA box and 
E box reported previously [10]. Additional potential regulatory elements 

that are outside this region were not examined in this study. Proteins 
pulled down by the DUX4 probe were identified by mass spectrometry. 
The proteins were compared to proteins pulled down by beads only 
to remove non-specific interactions. We then further narrowed down 
the protein list by removing proteins pulled down by a probe designed 
against a non-muscle gene HtrA serine peptidase 1 (HTRA1) and 
retaining only nuclear proteins. A total of 12 proteins (Table 1) were 
identified with poly (ADP-ribose) polymerase 1 (PARP1) ranked at the 
top (Table 1). No protein that has been reported to interact with the 
CATT box, GC box, TACAA box, or the E box was identified.

Figure 1: PARP1 interacts with the DUX4 promoter in FSHD myoblasts. (A) Known and putative genomic and regulatory sequences within the DUX4 promoter probe. 
The regulatory elements are the CATT box, TACAA box, DBE (D4Z4 binding element), putative PARP1 (Poly[ADP-ribose] polymerase 1) binding site, E box, and ATG 
(start codon). (B) Immunoblotting was performed using proteins pulled down with the DUX4 promoter probe from nuclear extracts of RD cells. Proteins pulled down 
with a random probe served as the control for the study. The western blot is representative of four experiments and the densitometry figure shows mean ± SE. *p<0.05 
(t-test). (C) ChIP for DUX4 promoter was performed on immortalized FSHD myoblasts and control myoblasts of an unaffected sibling using PARP1 and IgG (control) 
antibodies (n=3). PARP1 enrichment at the DUX4 promoter in the FSHD myoblasts was calculated by normalizing to the IgG samples. There was no enrichment of 
PARP1 at the DUX4 promoter in the control myoblasts. The bars represent mean of relative fold-change ± SE. **p<0.01 (t-test).

Protein symbols Protein names Peptide Hits
PARP1 Poly (ADP-ribose) polymerase 1 8
MSH2 DNA mismatch repair protein 4
MCM2 DNA replication licensing factor 3
SFRS5 Serine/arginine-rich splicing factor 5 2
IF4A3 Eukaryotic initiation factor 4A-III 1

HNRDL Heterogeneous nuclear ribonucleoprotein D-like 1
IF2B1 Insulin-like growth factor 2 mRNAbinding protein 1 1
PABP2 Polyadenylate-binding protein 2 1
TADBP TAR DNA-binding protein 43 1

KC1D Casein kinase I isoform delta SWI/SNF-related 
matrix-associated 1

SNF5 actin-dependent regulator of chromatin subfamily 
B member 1 1

COPB Coatomer subunit beta 1

Table 1: Proteins interacting preferentially with the DUX4 promoter probe.

http://www3.appliedbiosystems.com/cms/groups/mcb_support/documents/generaldocuments/cms_042380.pdf
http://www3.appliedbiosystems.com/cms/groups/mcb_support/documents/generaldocuments/cms_042380.pdf
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To validate the interaction between the PARP1 and the DUX4 
promoter probe, we repeated the DNA pull-down assays using RD cells, 
followed by immunoblotting assay. Our results demonstrated a 2-fold 
(p<0.05) enrichment of the PARP1 protein interacting with the DUX4 
promoter probe as compared with proteins pulled-down by a control 
probe with random sequences (Figure 1B).

To examine the interaction between PARP1 and DUX4 promoter in 
human myoblasts, we performed a ChIP assay targeting the promoter 
region containing a putative PARP1 binding site located at 112-116 bp 
upstream of the transcription start site [41] using immortalized human 
myoblasts from an individual with FSHD and myoblasts from the 
subject’s unaffected sibling as control [37]. A 123 bp amplicon in the 
DUX4 promoter encompassing the PARP1 binding sites in the middle 
of the amplicon was designed for ChIP validation as shown in Figure 
1A. In the immortalized FSHD myoblasts, real-time quantitative PCR 
analysis showed a 65-fold enrichment (p<0.01) of the DUX4 promoter 
fragment in the DNA pulled down by PARP1 antibody as compared with 
the DNA pulled down by IgG. Interestingly, no significant enrichment 
of PARP1 was observed in the control myoblasts (Figure 1C).

PARP1 inhibition leads to suppression of DUX4 and ZSCAN4 
expression

To determine functional significance of the interaction between 
the PARP1 and the DUX4 promoter, we treated FSHD immortalized 
myoblasts with a commonly used PARP1 inhibitor, 3-aminobenzamide 
(3-AB). 3-AB mimics the substrate of PARP1, NAD+ and binds PARP1, 
thereby preventing PARP1 from utilizing NAD+ to poly(ADP-ribosyl)

ate (PARylate) targets, which is necessary for PARP1 activity [42,43]. 
RT-PCR analysis showed 2.6 fold (p<0.05) suppression of DUX4 
expression after the immortalized FSHD myoblasts were treated with 
0.5 mM 3-AB for 24 h (Figure 2A). We then examined expression of 
zinc finger and SCAN domain containing 4 (ZSCAN4), one of the 
germ line genes reported to be dramatically up-regulated by DUX4 
previously [18,25,44]. Our results showed a suppression (1.6 fold, 
p<0.01) of ZSCAN4 expression in response to 3-AB treatment in the 
FSHD myoblasts (Figure 2B).

Fisetin is a natural compound that was shown to significantly 
inhibit PARP1 [45]. We examined whether treatment of fisetin will 
also suppress DUX4 and ZSCAN4 expression in the FSHD myoblasts. 
RT-PCR analysis showed 44.8 fold (p<0.01) suppression of DUX4 
expression after the immortalized FSHD myoblasts were treated with 
0.5 mM fisetin for 24 h (Figure 2C). Further, real-time quantitative PCR 
analysis showed suppression (2.2 fold, p<0.05) of ZSCAN4 expression 
in response to fisetin treatment (Figure 2D). The data showed that the 
PARP1 inhibitors, 3-AB and fisetin, suppressed the expression of DUX4 
and its downstream target, ZSCAN4.

DNMT1 interacts with the promoter of DUX4

PARP1 has been shown to modulate gene expression by inhibiting 
the catalytic activity of DNMT1, which leads to DNA de-methylation. 
Considering that this function involves PARP1 forming a complex with 
DNMT1 at the promoter of a target gene [46,47], we examined whether 
DNMT1 interacts with the DUX4 promoter in RD cells using DNA 
pull-down assay coupled with immunoblotting. The result showed that 

Figure 2: DUX4 and ZSCAN4 are downregulated in response to PARP1 inhibitors, 3-ABand fisetin, in immortalized FSHD myoblasts. Real-time quantitative PCR 
was performed on FSHD myoblasts treated with 0.5 mM 3 aminobenzamide (A and B) or fisetin (C and D) with untreated cells serving as the control (n=4). Relative 
expression level of DUX4 (A and C) and ZSCAN4 (B and D) were calculated relative to GAPDH. The bars represent mean of relative expression level ± SE. *p<0.05, 
**p<0.01 (t-test).



Citation: Sharma V, Pandey SN, Khawaja H, Brown KJ, Hathout Y, et al. (2016) PARP1 Differentially Interacts with Promoter region of DUX4 Gene in 
FSHD Myoblasts. J Genet Syndr Gene Ther 7: 303. doi: 10.4172/2157-7412.1000303

Page 6 of 9

Volume 7 • Issue 4 • 1000303
J Genet Syndr Gene Ther, an open access journal
ISSN: 2157-7412 

the DNMT1 proteins were pulled down by the DUX4 promoter probe 
(2 fold, p<0.01) (Figure 3A).

We further examine the interaction of DNMT1 with the promoter 
in the immortalized myoblasts. The same 123 bp amplicon in the DUX4 
promoter encompassing the PARP1 binding sites in the middle of the 
amplicon was designed for ChIP validation as shown in Figure 1A. In 
the immortalized FSHD myoblasts, real-time quantitative PCR analysis 
showed a 42-fold enrichment (p<0.01) of the DUX4 promoter fragment 
in the DNA pulled down by DNMT1 antibody as compared with the 
DNA pulled down by IgG. Interestingly, no significant enrichment of 
DNMT1 was observed in the control myoblasts (Figure 3B).

Discussion
In this study, the DNA pull-down assay in combination with 

mass spectrometry analysis was implemented to identify novel gene 
regulators of DUX4 gene. We used highly stringent criteria to narrow 
down the identified proteins to 12 proteins. The highest ranked PARP1 
was further validated by DNA pull-down assay using the same DNA 
promoter probe, followed by immunoblotting. We further showed 
that the interaction between PARP1 and the DUX4 promoter was only 
detected in FSHD myoblasts but not control myoblasts, suggesting that 
the DUX4 promoter in the control myoblasts may be inaccessible to the 
PARP1. This may be due to structural differences of chromatin, which 
has been shown to be altered in FSHD myoblasts [48-50]. Studies have 
shown that the D4Z4 region in FSHD patients are associated with 
loss of the heterochromatin marks H3K9 trimethylation as well as 
disrupted HP1 gamma/cohesin binding [32,33]. The D4Z4 region has 
also been shown to be hypomethylated in patients [27-29,34,35]. These 
altered chromatin patterns on the D4Z4 region in patients may allow 
interaction between PARP1 and DUX4 promoter in patients’ myoblasts.

PARP1 is a chromatin-associated protein involved in the post-
translational modification of various nuclear proteins. It functions in 
various cellular processes such as genomic maintenance, chromatin 
structure, transcription, replication, cell cycle regulation and cell death 

through several mechanisms including post-translational modification 
of other proteins with poly (ADP-ribose) chains (PARs), direct 
interactions with other proteins, and DNA binding [48-60]. PARP1 
has been shown to loosen chromatin by modifying proteins attached 
to chromatin through poly-ADP-ribosylation (PARylation), thereby 
leading to the formation of localized puffs that permit transcription 
[61]. In addition, previous studies showed that PARP1 interacted with 
promoters and affected the gene expression by replacing other nuclear 
proteins that maintain chromatin structures [62,63]. A recent study 
suggested that the loss of H3K9 trimethylation pattern may displace 
SMCHD1 from the D4Z4 region and contribute to increased DUX4 
expression [33]. Since we only observed the interaction between the 
PARP1 and the DUX4 promoter in the FSHD cells but not the control 
cells, we believe that the shortening of the D4Z4 array created a genomic 
environment that is more accessible to PARP1.

PARP1 has also been shown to regulate methylation patterns by 
regulating DNMT1 expression. PARP1 can directly activate DNMT1 
transcription as well as regulate its enzymatic function via PARylation 
[64]. PARP1 was reported to interact and co-localize with DNMT1 
at the promoter of target genes. ADP-ribose polymers were added to 
the DNMT1 by PARP1, which suppresses its ability of methylating 
the target DNA sequence [42,48,65,66]. DNA de-methylation then 
leads to activation of the target genes. While patients with FSHD1 
and FSHD2 have different primary genetic defects, some epigenetic 
features are shared in both groups of patients, including changes 
of histone marks indicating a more open chromatin structure and 
DNA hypomethylation suggesting active transcription activities in 
the D4Z4 region [27,28,32,34,35,67]. Our results showed that PARP1 
and DNMT1 interacted with the DUX4 promoter, suggesting that this 
interaction may potentially play a significant role in the demethylation 
and subsequent upregulation of DUX4 observed in patients with FSHD.

PARP1 has been shown to facilitate transcription activation of NF 
B by acting as a co-activator [68]. It has also been shown increased in 
inflammatory disorders through NF-ΚB-dependent gene expression 
[69]. FSHD has been shown to exhibit inflammatory features in the form 

Figure 3: DNMT1 interacts with the DUX4 promoter in FSHD myoblasts. (A) Immunoblotting was performed using proteins pulled down with the DUX4 promoter probe 
from nuclear extracts of RD cells. Proteins pulled down with a random probe served as the control for the study. The western blot is representative of four experiments 
and the densitometry figure shows mean ± SE. *p<0.05 (t-test). (B) ChIP for DUX4 promoter was performed on immortalized FSHD myoblasts and control myoblasts 
of an unaffected sibling using DNMT1 and IgG (control) antibodies (n=3). DNMT1 enrichment at the DUX4 promoter in the FSHD myoblasts was calculated by 
normalizing to the IgG samples. There was no enrichment of DNMT1 at the DUX4 promoter in the control myoblasts. The bars represent mean of relative fold-change 
± SE. **p<0.01 (t-test).
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of upregulation of both adaptive and innate immune response and the 
FSHD myoblasts have been shown to be more susceptible to oxidative 
stress [70-72]. Several PARP1 inhibitors have been shown effective in 
treating inflammatory disorders. Both PARP inhibitor 3-AB and fisetin 
have been shown to have anti-inflammatory properties [73-75]. In 
addition, both agents have also been studied for their anti-oxidative 
property [76,77]. Considering the function of PARP1 inhibitors and the 
molecular defects of FSHD, agents with PARP1 inhibiting properties 
can be investigated further for potential therapeutic applications.

In this study, we identified that PARP1 and DNMT1 interact 
with the DUX4 promoter through immunoblotting. The interactions 
in FSHD myoblasts were further validated by ChIP. We were unable 
to detect DNMT1 interaction with the DUX4 promoter through 
mass spectrometry likely because mass spectrometry is sometimes 
not sensitive enough to detect presence of proteins that are not very 
abundant. Immunoblotting has a higher sensitivity of detecting 
proteins than mass spectrometry, which possibly explains why DNMT1 
interaction with DUX4 promoter was detected by immunoblotting but 
not mass spectrometry. The interaction was then further validated by 
ChIP. The interaction between PARP1 and DNMT1 and the promoter 
was further demonstrated in FSHD myoblasts but not the control cells 
through ChIP assay. It should be noted that there is no difference of 
PARP1 expression between control and FSHD myoblasts based on 
previously published profiling studies [10,26,78]. In order to increase 
DUX4 expression in immortalized FSHD myoblasts during ChIP assay, 
we cultured these cells in growth medium containing 15% KOSR instead 
of 15% FBS. We have recently shown that while DUX4 expression was 
difficult to be detected in proliferating myoblasts cultured with 15% 
FBS, it was readily detected in myoblasts cultured with 15% KOSR [79]. 
This culture condition allows us to study factors that are regulating 
DUX4 expression.

Treatments of PARP1 inhibitors 3-AB and fisetin suppressed the 
expression of DUX4 and its downstream target, ZSCAN4. Based on 
previous findings and data from this study, we hypothesized that the 
alteration of the chromatin due to the contraction of D4Z4 array allows 
PARP1 to interact with the DUX4 promoter. This may either facilitate the 
transcription of DUX4 via interacting with other transcription factors 
or contribute to the DNA hypomethylation in the region by inhibiting 
DNMT1, which has been proposed to lead to the de-repression of the 
DUX4 gene. In addition, our study identifies two PARP1 inhibitors, 
namely 3-AB and fisetin, as novel suppressors of DUX4 expression, and 
plausible candidates for therapeutic development for FSHD.

Funding
This work was supported by FSH society under award number FSHS-

82013-01 and FSHS-82012-05, FSHD Global Research Foundation, the National 
Institutes of Health/National Institute of Arthritis and Musculoskeletal and Skin 
Diseases (NIH/NIAMS) under award number 1R01AR052027. Mass Spectrometry 
work is partially covered by core NIH grants 2R24HD050846 (National Center for 
Medical Rehabilitation Research), 5P30HD040677 (Intellectual and Developmental 
Disabilities Research Center) and UL1RR031988 (CTSI-CN).

Author’s Contribution
VS, SNP, HK, KB, YH and YC made substantial contributions to conception 

and design, or acquisition of data, or analysis and interpretation of data. VS and YC 
were also involved in drafting the manuscript and revising it critically for important 
intellectual content.

Acknowledgement
We would like to thank the NIH UMMS Senator Paul D. Wellstone Muscular 

Dystrophy Cooperative Research Center for FSHD Research for providing us the 
immortalized myoblasts.

Author’s Information
VS is currently a Postdoctoral Fellow at the Walter Reed Army Institute of 

Research in the Military HIV Research Program. A portion of this manuscript was 
part of her doctoral dissertation at the George Washington University, wherein she 
earned a PhD in Molecular Medicine. SNP and HK are research staffs at Research 
Center for Genetic Medicine, Children’s National Health System (CNHS). KJB 
and YH are faculties at George Washington University (GWU) and CNHS and are 
experts in proteomics studies in skeletal muscles. Y-WC is a faculty at GWU and 
CNHS with expertise in muscular dystrophies.

References
1. van der Maarel SM, Frants RR, Padberg GW (2007) Facioscapulohumeral 

muscular dystrophy. Biochim Biophys Acta 1772: 186-194.

2. Tawil R, Figlewicz DA, Griggs RC, Weiffenbach B (1998) Facioscapulohumeral 
dystrophy: a distinct regional myopathy with a novel molecular pathogenesis. 
FSH Consortium. Ann Neurol 43: 279-282.

3. Kilmer DD, Abresch RT, McCrory MA, Carter GT, Fowler WM et al. (1995) 
Profiles of neuromuscular diseases. Facioscapulohumeral muscular dystrophy. 
AM J PHYS MED REHABIL / Association of Academic Physiatrists 74: S131-
139.

4. van Deutekom JC, Wijmenga C, van Tienhoven EA, Gruter AM, Hewitt JE, et al. 
(1993) FSHD associated DNA rearrangements are due to deletions of integral 
copies of a 3.2 kb tandemly repeated unit. Hum Mol Genet 2: 2037-2042.

5. Wijmenga C, Hewitt JE, Sandkuijl LA, Clark LN, Wright TJ, et al. (1992) 
Chromosome 4q DNA rearrangements associated with facioscapulohumeral 
muscular dystrophy. Nat Genet 2: 26-30.

6. Lemmers RJ, Tawil R, Petek LM, Balog J, Block GJ, et al. (2012) Digenic 
inheritance of an SMCHD1 mutation and an FSHD-permissive D4Z4 allele 
causes facioscapulohumeral muscular dystrophy type 2. Nat Genet 44: 1370-
1374.

7. Tupler R, Berardinelli A, Barbierato L, Frants R, Hewitt JE et al. (1996) 
Monosomy of distal 4q does not cause facioscapulohumeral muscular 
dystrophy. J Med Genet 33: 366-370.

8. Clapp J, Mitchell LM, Bolland DJ, Fantes J, Corcoran AE, et al. (2007) 
Evolutionary conservation of a coding function for D4Z the tandem DNA repeat 
mutated in facioscapulohumeral muscular dystrophy. Am J Hum Genet 81: 264-
279.

9. Gabriels J, Beckers MC, Ding H, De Vriese A, Plaisance S et al. (1999) 
Nucleotide sequence of the partially deleted D4Z4 locus in a patient with FSHD 
identifies a putative gene within each 3.3 kb element. Gene 236: 25-32.

10. Dixit M, Ansseau E, Tassin A, Winokur S, Shi R, et al. (2007) DUX a candidate 
gene of facioscapulohumeral muscular dystrophy, encodes a transcriptional 
activator of PITX1. Proc Natl Acad Sci U S A 104: 18157-18162.

11. Lemmers RJ, van der Vliet PJ, Klooster R, Sacconi S, Camaño P, et al. (2010) 
A unifying genetic model for facioscapulohumeral muscular dystrophy. Science 
329: 1650-1653.

12. Larsen M, Rost S, El Hajj N, Ferbert A, Deschauer M et al. (2014) Diagnostic 
approach for FSHD revisited: SMCHD1 mutations cause FSHD2 and act as 
modifiers of disease severity in FSHD1. Eur J Hum Genet 23: 806-816.

13. Sacconi S, Lemmers RJ, Balog J, van der Vliet PJ, Lahaut P et al. (2013) The 
FSHD2 gene SMCHD1 is a modifier of disease severity in families affected by 
FSHD1. Am J Hum Genet 93: 744-751.

14. Blewitt ME, Gendrel AV, Pang Z, Sparrow DB, Whitelaw N et al. (2008) SmcHD 
containing a structural-maintenance-of-chromosomes hinge domain, has a 
critical role in X inactivation. Nat Genet 40: 663-669.

15. Gendrel AV, Apedaile A, Coker H, Termanis A, Zvetkova I, et al. (2012) Smchd1-
dependent and -independent pathways determine developmental dynamics of 
CpG island methylation on the inactive X chromosome. Dev Cell 23: 265-279.

16. Geiman TM, Sankpal UT, Robertson AK, Chen Y, Mazumdar M, et al. (2004) 
Isolation and characterization of a novel DNA methyltransferase complex 
linking DNMT3B with components of the mitotic chromosome condensation 
machinery. Nucleic Acids Res 32: 2716-2729.

17. Hakimi MA, Speicher DW, Shiekhattar R (2002) The motor protein kinesin-1 links 
neurofibromin and merlin in a common cellular pathway of neurofibromatosis. J 
Biol Chem 277: 36909-36912.

http://dx.doi.org/10.1016/j.bbadis.2006.05.009
http://dx.doi.org/10.1016/j.bbadis.2006.05.009
http://dx.doi.org/10.1002/ana.410430303
http://dx.doi.org/10.1002/ana.410430303
http://dx.doi.org/10.1002/ana.410430303
http://journals.lww.com/ajpmr/Abstract/1995/09001/PROFILES_OF_NEUROMUSCULAR_DISEASES_.7.aspx
http://journals.lww.com/ajpmr/Abstract/1995/09001/PROFILES_OF_NEUROMUSCULAR_DISEASES_.7.aspx
http://journals.lww.com/ajpmr/Abstract/1995/09001/PROFILES_OF_NEUROMUSCULAR_DISEASES_.7.aspx
http://journals.lww.com/ajpmr/Abstract/1995/09001/PROFILES_OF_NEUROMUSCULAR_DISEASES_.7.aspx
http://dx.doi.org/10.1093/hmg/2.12.2037
http://dx.doi.org/10.1093/hmg/2.12.2037
http://dx.doi.org/10.1093/hmg/2.12.2037
http://dx.doi.org/10.1038/ng0992-26
http://dx.doi.org/10.1038/ng0992-26
http://dx.doi.org/10.1038/ng0992-26
http://dx.doi.org/10.1038/ng.2454
http://dx.doi.org/10.1038/ng.2454
http://dx.doi.org/10.1038/ng.2454
http://dx.doi.org/10.1038/ng.2454
http://jmg.bmj.com/content/33/5/366.long
http://jmg.bmj.com/content/33/5/366.long
http://jmg.bmj.com/content/33/5/366.long
http://dx.doi.org/10.1086/519311
http://dx.doi.org/10.1086/519311
http://dx.doi.org/10.1086/519311
http://dx.doi.org/10.1086/519311
http://dx.doi.org/10.1016/S0378-1119(99)00267-X
http://dx.doi.org/10.1016/S0378-1119(99)00267-X
http://dx.doi.org/10.1016/S0378-1119(99)00267-X
http://dx.doi.org/10.1073/pnas.0708659104
http://dx.doi.org/10.1073/pnas.0708659104
http://dx.doi.org/10.1073/pnas.0708659104
http://dx.doi.org/10.1126/science.1189044
http://dx.doi.org/10.1126/science.1189044
http://dx.doi.org/10.1126/science.1189044
http://dx.doi.org/10.1038/ejhg.2014.191
http://dx.doi.org/10.1038/ejhg.2014.191
http://dx.doi.org/10.1038/ejhg.2014.191
http://dx.doi.org/10.1016/j.ajhg.2013.08.004
http://dx.doi.org/10.1016/j.ajhg.2013.08.004
http://dx.doi.org/10.1016/j.ajhg.2013.08.004
http://dx.doi.org/10.1038/ng.142
http://dx.doi.org/10.1038/ng.142
http://dx.doi.org/10.1038/ng.142
http://dx.doi.org/10.1098/rstb.2011.0328
http://dx.doi.org/10.1098/rstb.2011.0328
http://dx.doi.org/10.1098/rstb.2011.0328
http://dx.doi.org/10.1093/nar/gkh589
http://dx.doi.org/10.1093/nar/gkh589
http://dx.doi.org/10.1093/nar/gkh589
http://dx.doi.org/10.1093/nar/gkh589
http://dx.doi.org/10.1074/jbc.C200434200
http://dx.doi.org/10.1074/jbc.C200434200
http://dx.doi.org/10.1074/jbc.C200434200


Citation: Sharma V, Pandey SN, Khawaja H, Brown KJ, Hathout Y, et al. (2016) PARP1 Differentially Interacts with Promoter region of DUX4 Gene in 
FSHD Myoblasts. J Genet Syndr Gene Ther 7: 303. doi: 10.4172/2157-7412.1000303

Page 8 of 9

Volume 7 • Issue 4 • 1000303
J Genet Syndr Gene Ther, an open access journal
ISSN: 2157-7412 

18. Geng LN, Yao Z, Snider L, Fong AP, Cech JN, et al. (2012) DUX4 activates 
germ line genes, retroelements, and immune mediators: implications for 
facioscapulohumeral dystrophy. Dev Cell 22: 38-51.

19. Bosnakovski D, Choi SH, Strasser JM, Toso EA, Walters MA, et al. (2014) High-
throughput screening identifies inhibitors of DUX4-induced myoblast toxicity. 
Skelet Muscle 4: 4.

20. Bosnakovski D, Xu Z, Gang EJ, Galindo CL, Liu M, et al. (2008) An isogenetic 
myoblast expression screen identifies DUX4-mediated FSHD-associated 
molecular pathologies. EMBO J 27: 2766-2779.

21. Corona ED, Jacquelin D, Gatica L, Rosa AL (2013) Multiple protein domains 
contribute to nuclear import and cell toxicity of DUX a candidate pathogenic 
protein for facioscapulohumeral muscular dystrophy. PLoS One 8: e75614.

22. Kowaljow V, Marcowycz A, Ansseau E, Conde CB, Sauvage S, et al. (2007) 
The DUX4 gene at the FSHD1A locus encodes a pro-apoptotic protein. 
Neuromuscul Disord 17: 611-623.

23. Vanderplanck C, Ansseau E, Charron S, Stricwant N, Tassin A, et al. (2011) 
The FSHD atrophic myotube phenotype is caused by DUX4 expression. PLoS 
One 6: e26820.

24. Wallace LM, Garwick SE, Mei W, Belayew A, Coppee F, et al. (2011) DUX 
a candidate gene for facioscapulohumeral muscular dystrophy, causes p53-
dependent myopathy in vivo. Ann Neurol 69: 540-552.

25. Sharma V, Harafuji N, Belayew A, Chen YW (2013) DUX4 differentially 
regulates transcriptomes of human rhabdomyosarcoma and mouse C2C12 
cells. PLoS One 8: e64691.

26. Yao Z, Snider L, Balog J, Lemmers RJ, Van Der Maarel SM et al. (2014) DUX4-
induced gene expression is the major molecular signature in FSHD skeletal 
muscle. Hum Mol Genet 23: 5342-5352.

27. de Greef JC, Wohlgemuth M, Chan OA, Hansson KB, Smeets D, et al. (2007) 
Hypomethylation is restricted to the D4Z4 repeat array in phenotypic FSHD. 
Neurology 69: 1018-1026.

28. de Greef JC, Lemmers RJ, van Engelen BG, Sacconi S, Venance SL, et al. 
(2009) Common epigenetic changes of D4Z4 in contraction-dependent and 
contraction-independent FSHD. Hum Mutat 30: 1449-1459.

29. Sacconi S, Camaño P, de Greef JC, Lemmers RJ, Salviati L, et al. (2012) 
Patients with a phenotype consistent with facioscapulohumeral muscular 
dystrophy display genetic and epigenetic heterogeneity. J Med Genet 49: 41-
46.

30. Santos-Rosa H, Schneider R, Bannister AJ, Sherriff J, Bernstein BE, et al. 
(2002) Active genes are tri-methylated at K4 of histone H3. Nature 419: 407-
411.

31. Yang F, Shao C, Vedanarayanan V, Ehrlich M (2004) Cytogenetic and 
immuno-FISH analysis of the 4q subtelomeric region, which is associated with 
facioscapulohumeral muscular dystrophy. Chromosoma 112: 350-359.

32. Zeng W, de Greef JC, Chen YY, Chien R, Kong X, et al. (2009) Specific loss 
of histone H3 lysine 9 trimethylation and HP1gamma/cohesin binding at D4Z4 
repeats is associated with facioscapulohumeral dystrophy (FSHD). PLoS 
Genet 5: e1000559.

33. Zeng W, Chen YY, Newkirk DA, Wu B, Balog J, et al. (2014) Genetic and 
epigenetic characteristics of FSHD-associated 4q and 10q D4Z4 that are 
distinct from non-4q/10q D4Z4 homologs. Hum Mutat 35: 998-1010.

34. Lemmers RJ, Goeman JJ, van der Vliet PJ, van Nieuwenhuizen MP, Balog J et 
al. (2015) Inter-individual differences in CpG methylation at D4Z4 correlate with 
clinical variability in FSHD1 and FSHD2. Hum Mol Genet 24: 659-669.

35. Gaillard MC, Roche S, Dion C, Tasmadjian A, Bouget G et al. (2014) Differential 
DNA methylation of the D4Z4 repeat in patients with FSHD and asymptomatic 
carriers. Neurology 83: 733-742.

36. Deng WG, Zhu Y, Montero A, Wu KK (2003) Quantitative analysis of binding 
of transcription factor complex to biotinylated DNA probe by a streptavidin-
agarose pulldown assay. Anal Biochem 323: 12-18.

37. Rowlands DS, Page RA, Sukala WR, Giri M, Ghimbovschi SD et al. (2014) 
Multi-omic integrated networks connect DNA methylation and miRNA with 
skeletal muscle plasticity to chronic exercise in Type 2 diabetic obesity. Physiol 
Genomics 46: 747-765.

38. Homma S, Chen JC, Rahimov F, Beermann ML, Hanger K, et al. (2012) A 
unique library of myogenic cells from facioscapulohumeral muscular dystrophy 

subjects and unaffected relatives: family, disease and cell function. Eur J Hum 
Genet 20: 404-410.

39. Stadler G, Chen JC, Wagner K, Robin JD, Shay JW, et al. (2011) Establishment 
of clonal myogenic cell lines from severely affected dystrophic muscles - CDK4 
maintains the myogenic population. Skelet Muscle 1: 12.

40. Block GJ, Narayanan D, Amell AM, Petek LM, Davidson KC, et al. (2013) Wnt/
β-catenin signaling suppresses DUX4 expression and prevents apoptosis of 
FSHD muscle cells. Hum Mol Genet 22: 4661-4672.

41. Vidakovic M, Gluch A, Qiao J, Oumard A, Frisch M et al. (2009) PARP-
1 expression in the mouse is controlled by an autoregulatory loop: PARP-1 
binding to an upstream S/MAR element and to a novel recognition motif in its 
promoter suppresses transcription. J Mol Biol 388: 730-750.

42. Purnell MR, Whish WJ (1980) Novel inhibitors of poly(ADP-ribose) synthetase. 
Biochem J 185: 775-777.

43. El-Hamoly T, El-Denshary ES, Saad SM, El-Ghazaly MA (2015) 
3-aminobenzamide, a poly (ADP ribose) polymerase inhibitor, enhances wound 
healing in whole body gamma irradiated model. Wound repair and regeneration: 
Official publication of the Wound Healing Society [and] the European Tissue 
Repair Society 23: 672-684.

44. Krom YD, Dumonceaux J, Mamchaoui K, den Hamer B, Mariot V, et al. (2012) 
Generation of isogenic D4Z4 contracted and non-contracted immortal muscle 
cell clones from a mosaic patient: A cellular model for FSHD. Am J Pathol 181: 
1387-1401.

45. Geraets L, Moonen HJ, Brauers K, Wouters EF, Bast A, et al. (2007) Dietary 
flavones and flavonoles are inhibitors of poly(ADP-ribose)polymerase-1 in 
pulmonary epithelial cells. J Nutr 137: 2190-2195.

46. Reale A, Matteis GD, Galleazzi G, Zampieri M, Caiafa P (2005) Modulation of 
DNMT1 activity by ADP-ribose polymers. Oncogene 24: 13-19.

47. Ciccarone F, Klinger FG, Catizone A, Calabrese R, Zampieri M, et al. (2012) 
Poly(ADP-ribosyl)ation acts in the DNA demethylation of mouse primordial 
germ cells also with DNA damage-independent roles. PLoS One 7: e46927.

48. Petrov A, Pirozhkova I, Carnac G, Laoudj D, Lipinski M, et al. (2006) Chromatin 
loop domain organization within the 4q35 locus in facioscapulohumeral 
dystrophy patients versus normal human myoblasts. Proc Natl Acad Sci U S 
A 103: 6982-6987.

49. Tam R, Smith KP, Lawrence JB (2004) The 4q subtelomere harboring the 
FSHD locus is specifically anchored with peripheral heterochromatin unlike 
most human telomeres. The J Cell Biol 167: 269-279.

50. Masny PS, Bengtsson U, Chung SA, Martin JH, van Engelen B, et al. (2004) 
Localization of 4q35.2 to the nuclear periphery: is FSHD a nuclear envelope 
disease? Hum Mol Genet 13: 1857-1871.

51. Guastafierro T, Catizone A, Calabrese R, Zampieri M, Martella O, et al. 
(2013) ADP-ribose polymer depletion leads to nuclear Ctcf re-localization and 
chromatin rearrangement(1). Biochem J 449: 623-630.

52. Mangerich A, Bürkle A (2012) Pleiotropic cellular functions of PARP1 in 
longevity and aging: Genome maintenance meets inflammation. Oxid Med Cell 
Longev 2012: 321653.

53. Fekete A, Kenesi E, Hunyadi-Gulyas E, Durgo H, Berko B, et al. (2012) The 
guanine-quadruplex structure in the human c-myc gene’s promoter is converted 
into B-DNA form by the human poly(ADP-ribose)polymerase-1. PLoS One 7: 
e42690.

54. Krishnakumar R, Kraus WL (2010) PARP-1 regulates chromatin structure and 
transcription through a KDM5B-dependent pathway. Mol Cell 39: 736-749.

55. McLellan JL, O’Neil NJ, Barrett I, Ferree E, van Pel DM, et al. (2012) Synthetic 
lethality of cohesins with PARPs and replication fork mediators. PLoS Genet 
8: e1002574.

56. Ying S, Hamdy FC, Helleday T (2012) Mre11-dependent degradation of stalled 
DNA replication forks is prevented by BRCA2 and PARP1. Cancer Res 72: 
2814-2821.

57. Oplustilova L, Wolanin K, Mistrik M, Korinkova G, Simkova D, et al. (2012) 
Evaluation of candidate biomarkers to predict cancer cell sensitivity or 
resistance to PARP-1 inhibitor treatment. Cell Cycle 11: 3837-3850.

58. Vance S, Liu E, Zhao L, Parsels JD, Parsels LA, et al. (2011) Selective 
radiosensitization of p53 mutant pancreatic cancer cells by combined inhibition 
of Chk1 and PARP1. Cell Cycle 10: 4321-4329.

http://dx.doi.org/10.1016/j.devcel.2011.11.013
http://dx.doi.org/10.1016/j.devcel.2011.11.013
http://dx.doi.org/10.1016/j.devcel.2011.11.013
http://dx.doi.org/10.1186/2044-5040-4-4
http://dx.doi.org/10.1186/2044-5040-4-4
http://dx.doi.org/10.1186/2044-5040-4-4
http://dx.doi.org/10.1038/emboj.2008.201
http://dx.doi.org/10.1038/emboj.2008.201
http://dx.doi.org/10.1038/emboj.2008.201
http://dx.doi.org/10.1371/journal.pone.0075614
http://dx.doi.org/10.1371/journal.pone.0075614
http://dx.doi.org/10.1371/journal.pone.0075614
http://dx.doi.org/10.1016/j.nmd.2007.04.002
http://dx.doi.org/10.1016/j.nmd.2007.04.002
http://dx.doi.org/10.1016/j.nmd.2007.04.002
http://dx.doi.org/10.1371/journal.pone.0026820
http://dx.doi.org/10.1371/journal.pone.0026820
http://dx.doi.org/10.1371/journal.pone.0026820
http://dx.doi.org/10.1002/ana.22275
http://dx.doi.org/10.1002/ana.22275
http://dx.doi.org/10.1002/ana.22275
http://dx.doi.org/10.1371/journal.pone.0064691
http://dx.doi.org/10.1371/journal.pone.0064691
http://dx.doi.org/10.1371/journal.pone.0064691
http://dx.doi.org/10.1093/hmg/ddu251
http://dx.doi.org/10.1093/hmg/ddu251
http://dx.doi.org/10.1093/hmg/ddu251
http://dx.doi.org/10.1212/01.wnl.0000271391.44352.fe
http://dx.doi.org/10.1212/01.wnl.0000271391.44352.fe
http://dx.doi.org/10.1212/01.wnl.0000271391.44352.fe
http://dx.doi.org/10.1002/humu.21091
http://dx.doi.org/10.1002/humu.21091
http://dx.doi.org/10.1002/humu.21091
http://dx.doi.org/10.1136/jmedgenet-2011-100101
http://dx.doi.org/10.1136/jmedgenet-2011-100101
http://dx.doi.org/10.1136/jmedgenet-2011-100101
http://dx.doi.org/10.1136/jmedgenet-2011-100101
http://dx.doi.org/10.1038/nature01080
http://dx.doi.org/10.1038/nature01080
http://dx.doi.org/10.1038/nature01080
http://dx.doi.org/10.1007/s00412-004-0280-x
http://dx.doi.org/10.1007/s00412-004-0280-x
http://dx.doi.org/10.1007/s00412-004-0280-x
http://dx.doi.org/10.1371/journal.pgen.1000559
http://dx.doi.org/10.1371/journal.pgen.1000559
http://dx.doi.org/10.1371/journal.pgen.1000559
http://dx.doi.org/10.1371/journal.pgen.1000559
http://dx.doi.org/10.1002/humu.22593
http://dx.doi.org/10.1002/humu.22593
http://dx.doi.org/10.1002/humu.22593
http://dx.doi.org/10.1093/hmg/ddu486
http://dx.doi.org/10.1093/hmg/ddu486
http://dx.doi.org/10.1093/hmg/ddu486
http://dx.doi.org/10.1212/WNL.0000000000000708
http://dx.doi.org/10.1212/WNL.0000000000000708
http://dx.doi.org/10.1212/WNL.0000000000000708
http://dx.doi.org/10.1385/1-59745-097-9:281
http://dx.doi.org/10.1385/1-59745-097-9:281
http://dx.doi.org/10.1385/1-59745-097-9:281
http://dx.doi.org/10.1152/physiolgenomics.00024.2014
http://dx.doi.org/10.1152/physiolgenomics.00024.2014
http://dx.doi.org/10.1152/physiolgenomics.00024.2014
http://dx.doi.org/10.1152/physiolgenomics.00024.2014
http://dx.doi.org/10.1038/ejhg.2011.213
http://dx.doi.org/10.1038/ejhg.2011.213
http://dx.doi.org/10.1038/ejhg.2011.213
http://dx.doi.org/10.1038/ejhg.2011.213
http://dx.doi.org/10.1186/2044-5040-1-12
http://dx.doi.org/10.1186/2044-5040-1-12
http://dx.doi.org/10.1186/2044-5040-1-12
http://dx.doi.org/10.1093/hmg/ddt314
http://dx.doi.org/10.1093/hmg/ddt314
http://dx.doi.org/10.1093/hmg/ddt314
http://dx.doi.org/10.1016/j.jmb.2009.03.032
http://dx.doi.org/10.1016/j.jmb.2009.03.032
http://dx.doi.org/10.1016/j.jmb.2009.03.032
http://dx.doi.org/10.1016/j.jmb.2009.03.032
http://dx.doi.org/10.1042/bj1850775
http://dx.doi.org/10.1042/bj1850775
http://dx.doi.org/10.1111/wrr.12330
http://dx.doi.org/10.1111/wrr.12330
http://dx.doi.org/10.1111/wrr.12330
http://dx.doi.org/10.1111/wrr.12330
http://dx.doi.org/10.1111/wrr.12330
http://dx.doi.org/10.1016/j.ajpath.2012.07.007
http://dx.doi.org/10.1016/j.ajpath.2012.07.007
http://dx.doi.org/10.1016/j.ajpath.2012.07.007
http://dx.doi.org/10.1016/j.ajpath.2012.07.007
http://jn.nutrition.org/content/137/10/2190.long
http://jn.nutrition.org/content/137/10/2190.long
http://jn.nutrition.org/content/137/10/2190.long
http://dx.doi.org/10.1038/sj.onc.1208005
http://dx.doi.org/10.1038/sj.onc.1208005
http://dx.doi.org/10.1371/journal.pone.0046927
http://dx.doi.org/10.1371/journal.pone.0046927
http://dx.doi.org/10.1371/journal.pone.0046927
http://dx.doi.org/10.1073/pnas.0511235103
http://dx.doi.org/10.1073/pnas.0511235103
http://dx.doi.org/10.1073/pnas.0511235103
http://dx.doi.org/10.1073/pnas.0511235103
http://dx.doi.org/10.1083/jcb.200403128
http://dx.doi.org/10.1083/jcb.200403128
http://dx.doi.org/10.1083/jcb.200403128
http://dx.doi.org/10.1093/hmg/ddh205
http://dx.doi.org/10.1093/hmg/ddh205
http://dx.doi.org/10.1093/hmg/ddh205
http://dx.doi.org/10.1042/BJ20121429
http://dx.doi.org/10.1042/BJ20121429
http://dx.doi.org/10.1042/BJ20121429
http://dx.doi.org/10.1155/2012/321653
http://dx.doi.org/10.1155/2012/321653
http://dx.doi.org/10.1155/2012/321653
http://dx.doi.org/10.1371/journal.pone.0042690
http://dx.doi.org/10.1371/journal.pone.0042690
http://dx.doi.org/10.1371/journal.pone.0042690
http://dx.doi.org/10.1371/journal.pone.0042690
http://dx.doi.org/10.1016/j.molcel.2010.08.014
http://dx.doi.org/10.1016/j.molcel.2010.08.014
http://dx.doi.org/10.1371/journal.pgen.1002574
http://dx.doi.org/10.1371/journal.pgen.1002574
http://dx.doi.org/10.1371/journal.pgen.1002574
http://dx.doi.org/10.1158/0008-5472.CAN-11-3417
http://dx.doi.org/10.1158/0008-5472.CAN-11-3417
http://dx.doi.org/10.1158/0008-5472.CAN-11-3417
http://dx.doi.org/10.4161/cc.22026
http://dx.doi.org/10.4161/cc.22026
http://dx.doi.org/10.4161/cc.22026
http://dx.doi.org/10.4161/cc.10.24.18661
http://dx.doi.org/10.4161/cc.10.24.18661
http://dx.doi.org/10.4161/cc.10.24.18661


Citation: Sharma V, Pandey SN, Khawaja H, Brown KJ, Hathout Y, et al. (2016) PARP1 Differentially Interacts with Promoter region of DUX4 Gene in 
FSHD Myoblasts. J Genet Syndr Gene Ther 7: 303. doi: 10.4172/2157-7412.1000303

Page 9 of 9

Volume 7 • Issue 4 • 1000303
J Genet Syndr Gene Ther, an open access journal
ISSN: 2157-7412 

59. Loganathan R, Selvaduray KR, Nesaretnam K, Radhakrishnan AK (2013) 
Tocotrienols promote apoptosis in human breast cancer cells by inducing 
poly(ADP-ribose) polymerase cleavage and inhibiting nuclear factor kappa-B 
activity. Cell Prolif 46: 203-213.

60. Montariello D, Troiano A, Malanga M, Calabrò V, Quesada P (2013) p63
involvement in poly(ADP-ribose) polymerase 1 signaling of topoisomerase
I-dependent DNA damage in carcinoma cells. Biochem Pharmacol 85: 999-
1006.

61. Tulin A, Spradling A (2003) Chromatin loosening by poly(ADP)-ribose
polymerase (PARP) at Drosophila puff loci. Science 299: 560-562.

62. Wang C, Zhang F, Wang L, Zhang Y, Li X, et al. (2013) Poly(ADP-ribose) 
polymerase 1 promotes oxidative-stress-induced liver cell death via suppressing
farnesoid X receptor α. Mol Cell Biol 33: 4492-4503.

63. Lönn P, van der Heide LP, Dahl M, Hellman U, Heldin CH, et al. (2010) PARP-1
attenuates Smad-mediated transcription. Mol Cell 40: 521-532.

64. Zampieri M, Passananti C, Calabrese R, Perilli M, Corbi N, et al. (2009) Parp1
localizes within the Dnmt1 promoter and protects its unmethylated state by its
enzymatic activity. PLoS One 4: e4717.

65. Guastafierro T, Cecchinelli B, Zampieri M, Reale A, Riggio G, et al. (2008) 
CCCTC-binding factor activates PARP-1 affecting DNA methylation machinery. 
J Biol Chem 283: 21873-21880.

66. Zampieri M, Guastafierro T, Calabrese R, Ciccarone F, Bacalini MG, et al. 
(2012) ADP-ribose polymers localized on Ctcf-Parp1-Dnmt1 complex prevent 
methylation of Ctcf target sites. Biochem J 441: 645-652.

67. van Overveld PG, Lemmers RJ, Sandkuijl LA, Enthoven L, Winokur ST, 
et al. (2003) Hypomethylation of D4Z4 in 4q-linked and non-4q-linked 
facioscapulohumeral muscular dystrophy. Nat Genet 35: 315-317.

68. Hassa PO, Hottiger MO (2002) The functional role of poly(ADP-ribose)
polymerase 1 as novel coactivator of NF-kappaB in inflammatory disorders. 
Cell Mol Life Sci 59: 1534-1553.

69. Aguilar-Quesada R Muñoz-Gámez JA, Martín-Oliva D, Peralta-Leal A, Quiles-
Pérez R, et al. (2007) Modulation of transcription by PARP-1: consequences in
carcinogenesis and inflammation. Curr Med Chem 14: 1179-1187.

70. Arahata K, Ishihara T, Fukunaga H, Orimo S, Lee JH et al. (1995) 
Inflammatory response in facioscapulohumeral muscular dystrophy (FSHD): 
Immunocytochemical and genetic analyses. Muscle & nerve Supplement: S56-66.

71. Frisullo G, Frusciante R, Nociti V, Tasca G, Renna R, et al. (2011) CD8(+) T 
cells in facioscapulohumeral muscular dystrophy patients with inflammatory 
features at muscle MRI. J Clin Immunol 31: 155-166.

72. Winokur ST, Barrett K, Martin JH, Forrester JR, Simon M, et al. (2003) 
Facioscapulohumeral muscular dystrophy (FSHD) myoblasts demonstrates
increased susceptibility to oxidative stress. Neuromuscul Disord 13: 322-333.

73. Makogon N, Voznesenskaya T, Bryzgina T, Sukhina V, Grushka N, et al. (2010) 
Poly(ADP-ribose) polymerase inhibitor, 3-aminobenzamide, protects against
experimental immune ovarian failure in mice. Reprod Biol 10: 215-226.

74. Goh FY, Upton N, Guan S, Cheng C, Shanmugam MK, et al. (2012) Fisetin, 
a bioactive flavonol, attenuates allergic airway inflammation through negative 
regulation of NF-ÎºB. Eur J Pharmacol 679: 109-116.

75. Geraets L, Haegens A, Brauers K, Haydock JA, Vernooy JH, et al. (2009) 
Inhibition of LPS-induced pulmonary inflammation by specific flavonoids. 
Biochem Biophys Res Commun 382: 598-603.

76. Oztas E, Guven A, Turk E, Uysal B, Akgul EO, et al. (2009) 3-aminobenzamide, 
a poly ADP ribose polymerase inhibitor, attenuates renal ischemia/reperfusion 
injury. Ren Fail 31: 393-399.

77. Chuang JY, Chang PC Shen YC Lin C Tsai CF et al. (2014) Regulatory effects 
of fisetin on microglial activation. Molecules 19: 8820-8839.

78. Tsumagari K, Chang SC, Lacey M, Baribault C, Chittur SV, et al. (2011) Gene
expression during normal and FSHD myogenesis. BMC Med Genomics 4: 67.

79. Pandey SN, Khawaja H, Chen YW (2015) Culture conditions affect expression
of DUX4 in FSHD myoblasts. Molecules 20: 8304-8315.

http://dx.doi.org/10.1111/cpr.12014
http://dx.doi.org/10.1111/cpr.12014
http://dx.doi.org/10.1111/cpr.12014
http://dx.doi.org/10.1111/cpr.12014
http://dx.doi.org/10.1016/j.bcp.2013.01.019
http://dx.doi.org/10.1016/j.bcp.2013.01.019
http://dx.doi.org/10.1016/j.bcp.2013.01.019
http://dx.doi.org/10.1016/j.bcp.2013.01.019
http://dx.doi.org/10.1126/science.1078764
http://dx.doi.org/10.1126/science.1078764
http://dx.doi.org/10.1128/MCB.00160-13
http://dx.doi.org/10.1128/MCB.00160-13
http://dx.doi.org/10.1128/MCB.00160-13
http://dx.doi.org/10.1016/j.molcel.2010.10.029
http://dx.doi.org/10.1016/j.molcel.2010.10.029
http://dx.doi.org/10.1371/journal.pone.0004717
http://dx.doi.org/10.1371/journal.pone.0004717
http://dx.doi.org/10.1371/journal.pone.0004717
http://dx.doi.org/10.1074/jbc.M801170200
http://dx.doi.org/10.1074/jbc.M801170200
http://dx.doi.org/10.1074/jbc.M801170200
http://dx.doi.org/10.1042/BJ20111417
http://dx.doi.org/10.1042/BJ20111417
http://dx.doi.org/10.1042/BJ20111417
http://dx.doi.org/10.1038/ng1262
http://dx.doi.org/10.1038/ng1262
http://dx.doi.org/10.1038/ng1262
http://dx.doi.org/10.1007/s00018-002-8527-2
http://dx.doi.org/10.1007/s00018-002-8527-2
http://dx.doi.org/10.1007/s00018-002-8527-2
http://dx.doi.org/10.2174/092986707780597998
http://dx.doi.org/10.2174/092986707780597998
http://dx.doi.org/10.2174/092986707780597998
http://dx.doi.org/10.1002/mus.880181312
http://dx.doi.org/10.1002/mus.880181312
http://dx.doi.org/10.1002/mus.880181312
http://dx.doi.org/10.1007/s10875-010-9474-6
http://dx.doi.org/10.1007/s10875-010-9474-6
http://dx.doi.org/10.1007/s10875-010-9474-6
http://dx.doi.org/10.1016/S0960-8966(02)00284-5
http://dx.doi.org/10.1016/S0960-8966(02)00284-5
http://dx.doi.org/10.1016/S0960-8966(02)00284-5
https://www.thelibrarybook.net/view.php?res=http://repbiol.pan.olsztyn.pl/docs/pdfs/repbiol_vol10_num3_page215.pdf&keyword=Poly%28ADP-ribose%29+polymerase+inhibitor%2C+3-aminobenzamide
https://www.thelibrarybook.net/view.php?res=http://repbiol.pan.olsztyn.pl/docs/pdfs/repbiol_vol10_num3_page215.pdf&keyword=Poly%28ADP-ribose%29+polymerase+inhibitor%2C+3-aminobenzamide
https://www.thelibrarybook.net/view.php?res=http://repbiol.pan.olsztyn.pl/docs/pdfs/repbiol_vol10_num3_page215.pdf&keyword=Poly%28ADP-ribose%29+polymerase+inhibitor%2C+3-aminobenzamide
http://dx.doi.org/10.1016/j.ejphar.2012.01.002
http://dx.doi.org/10.1016/j.ejphar.2012.01.002
http://dx.doi.org/10.1016/j.ejphar.2012.01.002
http://dx.doi.org/10.1016/j.bbrc.2009.03.071
http://dx.doi.org/10.1016/j.bbrc.2009.03.071
http://dx.doi.org/10.1016/j.bbrc.2009.03.071
http://dx.doi.org/10.1080/08860220902882741
http://dx.doi.org/10.1080/08860220902882741
http://dx.doi.org/10.1080/08860220902882741
http://dx.doi.org/10.3390/molecules19078820
http://dx.doi.org/10.3390/molecules19078820
http://dx.doi.org/10.1186/1755-8794-4-67
http://dx.doi.org/10.1186/1755-8794-4-67
http://dx.doi.org/10.3390/molecules20058304
http://dx.doi.org/10.3390/molecules20058304

	Title
	Corresponding author
	Abstract
	Keywords
	Abbreviations
	Background
	Experimental Procedures 
	Cell culture and nuclear extracts preparation 
	Cell culture and chromatin immunoprecipitation assay 
	Cell culture and PARP inhibitor study 

	Results
	PARP1 interacts with the promoter of DUX4 in immortalized FSHD myoblasts 
	PARP1 inhibition leads to suppression of DUX4 and ZSCAN4 expression 
	DNMT1 interacts with the promoter of DUX4 

	Discussion
	Funding
	Author’s Contribution 
	Acknowledgement 
	Author’s Information 
	Table 1
	Figure 1
	Figure 2
	Figure 3
	References

