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PARG deficiency is neither synthetic 
lethal with BRCA1 nor PTEN deficiency
Aurélia Noll, Giuditta Illuzzi, Jean‑Christophe Amé, Françoise Dantzer and Valérie Schreiber*

Abstract 

Background: Poly(ADP‑ribose) polymerase (PARP) inhibitors have entered the clinics for their promising anticancer 
effect as adjuvant in chemo‑ and radiotherapy and as single agent on BRCA‑mutated tumours. Poly(ADP‑ribose) gly‑
cohydrolase (PARG) deficiency was also shown to potentiate the cytotoxicity of genotoxic agents and irradiation. The 
aim of this study is to investigate the effect of PARG deficiency on BRCA1‑ and/or PTEN‑deficient tumour cells.

Methods: Since no PARG inhibitors are available for in vivo studies, PARG was depleted by siRNA in several cancer cell 
lines, proficient or deficient for BRCA1 and/or PTEN. The impact on cell survival was evaluated by colony formation 
assay and short‑term viability assays. The effect of simultaneous PARG and BRCA1 depletion on homologous recombi‑
nation (HR) efficacy was evaluated by immunodetection of RAD51 foci and using an in vivo HR assay.

Results: The BRCA1‑deficient cell lines MDA‑MB‑436, HCC1937 and UWB1.289 showed mild sensitivity to PARG 
depletion, whereas no sensitivity was observed for the BRCA1‑proficient MDA‑MB‑231, MDA‑MB‑468, MCF10A and 
U2OS cell lines. However, the BRCA1‑reconstituted UWB1.289 cell lines was similarly sensitive to PARG depletion than 
the BRCA1‑deficient UWB1.289, and the simultaneous depletion of PARG and BRCA1 and/or PTEN in MDA‑MB‑231 or 
U2OS cells was not more cytotoxic than depletion of BRCA1 or PTEN only.

Conclusions: Some tumour cells displayed slight sensitivity to PARG deficiency, but this sensitivity could not be cor‑
related to BRCA1‑ or PTEN‑deficiency. Therefore, PARG depletion cannot be considered as a strategy to kill tumours 
cells mutated in BRCA1 or PTEN.
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Background
Poly(ADP-ribosyl)ation (PARylation) is a post-transla-
tional modification of proteins involved in many bio-
logical processes, among them the surveillance and 
maintenance of genome integrity [1, 2]. In response 
to DNA strand breaks, PARP-1, the founding member 
of the poly(ADP-ribose) polymerases (PARP) family, 
immediately and actively transfers single or successive 
ADP-ribose units from NAD+ to acceptor proteins to 
synthesize poly(ADP-ribose) (PAR) at the damaged site, 
to signal the lesion and to efficiently and rapidly recruit 
chromatin modulators and DNA repair factors. PARyla-
tion is a transient modification, its kinetics and intensity 

is tightly controlled through the prompt and efficient 
degradation of PAR by the glycohydrolase activity of 
poly(ADP-ribose) glycohydrolase (PARG). PARG exists as 
multiple isoforms localized to different cellular compart-
ment [3, 4]. In mice, invalidation of all PARG isoforms is 
embryonic lethal [5], whereas hypomorphic mutant mice 
or embryonic stem cells are viable but display increased 
sensitivity to ionizing radiation and alkylating agents [6, 
7]. We and others have shown that efficient depletion 
of all PARG isoforms in cellular models by RNA silenc-
ing increased cell death upon genotoxic stress, a con-
sequence of perturbed repair of damaged bases, single 
and double strand breaks and collapsed replication forks 
[8–11]. Therefore, both synthesis and degradation of PAR 
require tight regulation for competent repair [1, 2]. These 
results define PARG, like PARP-1, as a new candidate tar-
get to potentiate chemo- and radiotherapy [8, 12, 13].
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That PARP inhibition prejudices efficacy of break repair 
has been exploited as anticancer strategies to potentiate 
the cytotoxicity of anticancer drugs [14, 15]. Numerous 
phase I to III clinical trials based on this approach are 
in progress [14] (https://www.clinicaltrials.gov/). PARP 
inhibition has also proved to be exquisitely efficient to kill 
tumour cells deficient in double strand break repair by 
homologous recombination (HR), such as cells mutated 
for the breast cancer early onset (BRCA) genes BRCA1 
or BRCA2 [16, 17]. The proposed explanation for this 
synthetic lethality between PARP and BRCA is that sin-
gle strand breaks that arise spontaneously in cells are not 
efficiently repaired upon PARP inhibition, are thus con-
verted during replication to double strand breaks that 
cannot be repaired in BRCA deficient cells, leading to cell 
death. The capacity of PARP inhibitor to trap the inhib-
ited PARP-1 onto DNA breaks has been shown to be crit-
ical for the cytotoxic effect [18, 19]. The PARP inhibitor 
olaparib has just been approved for maintenance treat-
ment in advanced ovarian cancers with germline BRCA 
mutation and several phase III clinical trials are in pro-
gress for the treatment of breast and ovarian cancers with 
BRCA mutations [20].

Whether PARG deficiency could also be cytotoxic 
to BRCA1/2 deficiency has not been extensively stud-
ied. Yet one study showed the increased killing effect 
of PARG depletion in BRCA2 deficient cells [21]. In the 
present study, we tackled the hypothesis of synthetic 
lethality between PARG and BRCA1. Since currently 
available PARG inhibitors are not satisfying so far, ques-
tioned either for their specificity or for their cell perme-
ability [22], we evaluated the impact of PARG depletion 
by siRNA on cell survival of several breast and ovarian 
cancer cell lines either proficient or deficient in BRCA1. 
The phosphatase and TENsin homolog (PTEN) is a 
tumour suppressor gene regulating the PI3K/AKT signal-
ling pathway [23]. Since synthetic lethality between PARP 

inhibition and PTEN has also been reported, proposed 
to result from the impairment of HR caused by PTEN 
deficiency [24–27], we also examined the effect of PARG 
depletion on survival of cells endowed with a PTEN 
deficiency.

Results
PARG deficiency is not synthetic lethal with BRCA1 
deficiency
In order to evaluate whether PARG depletion sensi-
tizes cells mutated in BRCA1 by synthetic lethality, we 
depleted PARG by siRNA in several breast cancer cell 
lines either wild type or mutated for BRCA1. We selected 
the BRCA1-wild type MDA-MB-231 and BRCA1-
mutated MDA-MB-436 cell lines and first verified that 
only the MDA-MB-436 cells were highly sensitive to 
PARP inhibition in clonogenic assays, as described previ-
ously [28–31]. As expected, increasing concentrations of 
the PARP inhibitor KU-0058948 was far more cytotoxic 
in MDA-MB-436 than in MDA-MB-231 (Fig.  1a). We 
next depleted PARG by transient siRNA transfection in 
these two cell lines and evaluated cell survival by clono-
genic assay. Two different siRNAs targeting PARG were 
used, from different providers, siPARG and siPARG5, 
with their respective non-targeting controls siCTL, and 
AllNeg. Efficient knockdown of PARG expression was 
observed by western blot for both siRNA in both cell 
lines, for at least 120  h post-transfection, and was even 
still effective at 168 h in MDA-MB-436 (Fig. 1b, c, lower 
panels). None of the siRNA targeting PARG had an 
impact on MDA-MB-231 clonogenic survival (Fig.  1b, 
left panel). Short-term survival assays similarly revealed 
no impact on cell number at 72 h post-siRNA transfec-
tion or on cell viability 144 h post-transfection, after re-
seeding of the cells (Fig. 1b, middle and right panels). This 
suggests that MDA-MB-231 cells are not particularly sen-
sitive to PARG depletion. Similarly, other BRCA1-wild 

(See figure on next page.) 
Fig. 1 The BRCA1‑deficient MDA‑MB‑436 and HCC1937 cells but not the BRCA‑proficient MDA‑MB‑231 and MCF10A cells are slightly sensitive to 
PARG depletion. a The MDA‑MB‑436 cell line shows increased sensitivity to PARP inhibition compared to the MDA‑MB‑231 cell line. Colony forma‑
tion assays were performed with indicated concentrations of PARP inhibitor KU0058948. Mean values of triplicates (± SD) from one representative 
of 5 independent experiments are shown. b The BRCA1‑proficient MDA‑MB‑231 cell line is not sensitive to PARG depletion. Left panels Clonogenic 
survival of MDA‑MB‑231 cells transfected with siCTL, siPARG, AllNeg or siPARG5. Results are from 6 (siCTL and siPARG) and 3 (AllNeg and siPARG5) 
independent experiments. Middle panels Percentage of viable cells relative to non‑targeting siRNA transfected cells 72 h post‑transfection, time 
point when cells are re‑plated for clonogenic or short‑term MTS assay. Results show mean values ± SD of 7 (siCTL and siPARG) and 5 (AllNeg and 
siPARG5) independent experiments. Right panels Cell viability measured by MTS assays 144 h post‑transfection. Results show the percentage of via‑
bility relative to cells transfected with non‑targeting siRNA from 3 independent experiments. Lower panels PARG depletion was verified by western 
blot at the time post‑siRNA transfection indicated. #: non‑specific band. c Clonogenic survival (left panels), cell counting at 72 h post‑siRNA transfec‑
tion (middle panels) and short‑term MTS assay at 144 h post‑siRNA transfection (right panels) were performed in MDA‑MB‑436 cell line as described 
in b. Number of experiments was 7 (siCTL and siPARG) and 3 (AllNeg and siPARG5) for clonogenic assays, 8 (siCTL and siPARG) and 4 (AllNeg and 
siPARG5) for cell counting at 72 h and 3 for MTS assay at 144 h post‑siRNA transfection. Lower panels PARG depletion was verified by western blot at 
the time post‑siRNA transfection indicated. d Clonogenic survival of MCF10A (left panel) and HCC1937 (right panel) cells transfected with siCTL and 
siPARG. Results are depicted as in a from 6 independent experiments. p: *** < 0.001; 0.001 < ** < 0.01; 0.01 < * < 0.05; 0.05 < ns, not significant

https://www.clinicaltrials.gov/
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type cell lines tested, such as the non-tumour MCF10A 
breast cell line (Fig. 1d), the lung fibroblastic MRC5 cell 
line (data not shown) and the U2OS osteosarcoma cell 
line (Fig.  3b) showed no particular sensitivity to PARG 
depletion.

In contrast, both PARG-targeting siRNA significantly 
affected clonogenic survival of the BRCA1-deficient 
MDA-MB-436 cell line (Fig. 1c, left panel). PARG deple-
tion had however no significant impact on cell num-
ber at 72  h post-siRNA transfection or on cell viability 
144  h post-transfection (Fig.  1c, middle and right pan-
els, respectively). We concluded that clonogenic assay is 
more sensitive to uncover an eventual impact of PARG 
depletion on cell survival that is rather weak, probably 
because in this technique, cells have to recover from 
plating in discriminating conditions caused by their 
extreme dilution. SiPARG and siPARG5 impacted clo-
nogenic survival of MDA-MB-436 cell line to similar 
extent, validating their specificity. The fact that another 
BRCA1-impaired cell line, HCC1937, also displayed mild 
sensitivity to siPARG (Fig. 1d) could be in favour of a pos-
sible synthetic lethality between PARG depletion and 
BRCA1 deficiency.

To examine this hypothesis, the sensitivity to PARG 
depletion of another cancer cell line genetically deficient 
for BRCA1 was compared to that of the corresponding 
BRCA1-reconstituted cell line. We selected the BRCA1-
deficient ovarian cancer cell line UWB1.289 and the 
corresponding UWB1.289 + BRCA1 that expresses func-
tional human BRCA1 (Fig.  2a, b) [32]. PARG depletion 
was controlled by western blot, and revealed to be very 
efficient for both siRNA targeting PARG at 72  h post-
transfection, until at least 120  h post-transfection. Effi-
cient PARG depletion was also supported by the strong 
PAR increase, spontaneously accumulating at similar 
levels in both PARG-depleted cell lines (Fig. 2c). Clono-
genic assays revealed that both PARG-targeting siRNA 
slightly but significantly decreased cell survival of both 

cell lines, regardless of their BRCA1 status (Fig. 2a, b, left 
panels). Here again, short-term assays were less informa-
tive, with no significant difference observed at 72 h post-
transfection for all siRNA and only a slight decrease of 
viability observed at 144 h, significant only for siPARG5 
in UWB1.289 and siPARG in UWB1.289 + BRCA1 cells 
(Fig. 2a, b, middle and left panels). Therefore, considering 
results obtained with the more robust clonogenic assay, 
synthetic lethality between PARG depletion and BRCA1 
deficiency was not supported in the UWB1.289 cells.

To clarify our observations, we simultaneously depleted 
PARG and BRCA1 by siRNA in the BRCA1-proficient 
MDA-MB-231 cells (Fig. 3a). Western blot analyses with 
anti-BRCA1 and anti-PARG antibodies confirmed the 
efficient silencing of both genes (Fig.  3a). Whereas the 
single BRCA1 depletion shows cytotoxicity, as previ-
ously reported [33], decreasing the clonogenic survival to 
57 ±  5  %, the simultaneous depletion of PARG did not 
significantly enhance cell mortality (Fig.  3a, left panel). 
Of note even the siBRCA1, that dramatically reduces clo-
nogenic survival when used alone or in combination with 
siPARG, had no effect on short-term survival, at 72 h or 
144  h post-transfection (Fig.  3a, middle and right pan-
els). This supports that cell plating at very low density is 
critical to uncover an altered survival capacity. Compara-
ble results were observed by clonogenic assay when the 
siRNA-mediated depletion of BRCA1 and/or PARG was 
performed in the BRCA1-proficient U2OS osteosarcoma 
cell line, with even a slight increase in clonogenic survival 
of cells simultaneously depleted for PARG and BRCA1 
compared to cells depleted for BRCA1 only (Fig.  3b). 
Taken together, these results further support the conclu-
sion of a lack of synthetic lethality between PARG and 
BRCA1.

To verify that the siRNA-mediated depletion of BRCA1 
was functionally effective, we examined its impact on 
HR-efficiency. To this end, we utilized the in  vivo HR 
assay based on the HR-inducible U2OS-DR-GFP cell 

(See figure on next page.) 
Fig. 2 The BRCA1‑mutated UWB1.289 cell line is not more sensitive to PARG depletion than the BRCA1‑reconstituted UWB1.289 + BRCA1 cell line. 
a Left panels Clonogenic survival of UWB1.289 cells transfected with siCTL, siPARG, AllNeg or siPARG5. Results are depicted as box plots showing 
distribution of data from 7 (siCTL and siPARG) and 4 (AllNeg and siPARG5) independent experiments. Middle panels Percentage of viable cells relative 
to non‑targeting siRNA transfected cells 72 h post‑siRNA transfection, time point when cells are re‑plated for clonogenic or short‑term MTS assay. 
Results show mean values ± SD of 11 (siCTL and siPARG) and 4 (AllNeg and siPARG5) independent experiments. Right panels Cell viability measured 
by MTS viability assays 144 h post‑transfection. Results show the percentage of viability relative to cells transfected with non‑targeting siRNA from 
3 independent experiments. Lower panels PARG depletion was verified by western blot at the time post‑siRNA transfection indicated. b Clonogenic 
survival (left panels), relative cell number at 72 h post‑siRNA transfection (middle panels) and short‑term MTS assay at 144 h post‑siRNA transfection 
(right panels) were performed in UWB1.289 + BRCA1 cell line exactly as described in a. Results are depicted as box plots showing distribution of data 
from 7 (siCTL and siPARG) and 4 (AllNeg and siPARG5) for clonogenic assays. Number of experiments was 11 (siCTL and siPARG) and 4 (AllNeg and 
siPARG5) for cell counting at 72 h and 3 for MTS assay at 144 h post‑siRNA transfection. Lower panels PARG depletion was verified by western blot at 
the time post‑siRNA transfection indicated. c. Spontaneous PAR accumulation is a consequence of efficient PARG depletion in UWB1.289 (UWB) and 
UWB1.289 + BRCA1 (UWB + BRCA1) cells. PAR, BRCA1, PARG and actin levels were analysed by western blot using the indicated antibodies. BRCA1 
specific signal is indicated by arrowheads. p: *** < 0.001; 0.001 < ** < 0.01; 0.01 < * < 0.05; 0.05 < ns, not significant
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line, containing a stably integrated DR-GFP reporter 
and expressing the mCherry-I-SceI-GR fusion protein 
[34]. Upon binding to triamcinolone acetonide (TA), 
the mCherry-I-SceI-GR translocates from cytoplasm to 
nucleus to cleave an I-SceI site present in one of the two 
integrated mutated GFP-sequences, generating a DSB. 
Reconstitution of GFP after I-SceI-dependent HR was 

monitored by flow cytometry in cells transfected with 
siRNA targeting PARG, BRCA1 or both (Fig.  4a, b). In 
agreement with our previous observations [11], siPARG 
alone slightly reduced HR compared to scramble siCTL 
(0.89 ±  0.06 %). In contrast, BRCA1 depletion dramati-
cally reduced HR efficiency (0.23 ± 0.05 %), as expected. 
In the context of simultaneous PARG and BRCA1 
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Fig. 3 Co‑depletion of PARG does not potentiate cytotoxicity by BRCA1 depletion. a Clonogenic survival (left panel) of MDA‑MB‑231 cells after 
single or combined siRNA‑mediated depletion of BRCA1 and PARG. Results are depicted as box plots showing distribution of data from 4 individual 
experiments. Middle panel Percentage of viable cells relative to siCTL‑transfected cells 72 h post‑transfection, time point when cells are re‑plated 
for clonogenic or short‑term MTS assay. Results show mean values ± SD of 7 independent experiments. Right panel Cell viability measured by MTS 
viability assays 144 h post‑transfection. Results show the percentage of viability relative to cells transfected with siCTL from 3 independent experi‑
ments. Lower panel PARG and BRCA1 depletions were verified by western blot at the times indicated. b Clonogenic survival (left panel) of U2OS cells 
after single or combined siRNA‑mediated depletion of BRCA1 and PARG. Results are depicted as box plots showing distribution of data from 4 indi‑
vidual experiments. Percentage of viable cells relative to siCTL‑transfected cells 72 h post‑transfection (right panel). Results show mean values ± SD 
of 5 independent experiments. PARG and BRCA1 depletions at 72 h were verified by western blot (middle panel). BRCA1 specific signal is indicated 
by arrowhead. p: *** < 0.001; 0.001 < ** < 0.01; 0.01 < * < 0.05; 0.05 < ns, not significant
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depletion, HR was similarly impaired (0.29  ±  0.11  %) 
than in the context of the sole BRCA1 depletion, sug-
gesting that BRCA1 is efficiently silenced, affecting HR 
regardless of the presence of PARG.

To further examine the consequence of PARG and/
or BRCA1 siRNA-mediated depletion on HR efficiency, 
we examined by immunofluorescence the appearance of 
RAD51 foci in U2OS cells treated with the DSB inducer, 
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nofluorescence using anti‑RAD51 and anti‑γH2AX antibodies. Representative immunofluorescence image are shown in c. In d, the box plot graph 
depicts the percentage of cells displaying RAD51 foci (more than 10 RAD51 foci per cell) from 5 independent experiments scoring >200 nuclei for 
each condition. p: 0.01 < * < 0.05; 0.05 < ns, not significant



Page 8 of 13Noll et al. Cancer Cell Int  (2016) 16:53 

topoisomerase II inhibitor etoposide. Cells were treated 
with 10  µM etoposide for 1  h and released in complete 
fresh medium for additional 2 h (Fig. 4c, d), time chosen 
from kinetic experiment as the best moment to detect 
RAD51 foci in these conditions of treatment (data not 
shown). The presence of DSB was revealed by co-staining 
for γH2AX (Fig.  4c). We have reported previously that 
RAD51 foci formation was impaired in PARG-depleted 
cells in conditions of massive PAR production caused 
by prolonged replicative stress known to generate DSB 
[11]. Etoposide is a good inducer of DSB but a poor trig-
ger of PAR synthesis [35]. In agreement, only limited 
PAR synthesis was observed in etoposide-treated PARG-
depleted cells (data not shown) and no significant dif-
ference of RAD51 foci formation was detected between 
siCTL and siPARG cells (Fig.  4c, d). BRCA1 depletion 
dramatically impaired the formation of RAD51 foci, as 
expected, with only 9.4 ±  3.4  % cells with RAD51 foci 
compared to 30.8 ± 5.8 % in siCTL cells. In the context 
of simultaneous PARG and BRCA1 depletion, more cells 
showed RAD51 foci (16.2 ±  6.85  %) but this difference 
was not statistically significant compared to the condi-
tion of the sole BRCA1 depletion (p = 0.37). This result 
is in complete accordance with the results of the in vivo 
HR analysis described above, demonstrating that BRCA1 
deficiency affects HR and that simultaneous PARG deple-
tion has no impact on this HR defect.

PARG deficiency is not synthetic lethal with PTEN 
deficiency
In addition of being deficient in BRCA1, the MDA-
MB-436 and HCC1937 cells that display a slight sensi-
tivity to PARG depletion (Fig. 1b, d), are also deficient in 
PTEN, a tumour suppressor gene regulating the PI3K/
AKT signalling pathway [23]. Synthetic lethality between 
PARP inhibition and PTEN has been described for sev-
eral cancer cell lines and proposed to result from the 
impairment of HR caused by PTEN deficiency [24–27]. 
In glioblastoma cell lines, PARP inhibition exacerbated 
the PTEN-dependent down-regulation of RAD51 tran-
scriptional expression, thus impairing HR [25, 36]. How-
ever, other findings have not supported these results, 
showing no impact on RAD51 expression and foci for-
mation by PTEN deficiency, and only mild sensitivity of 
PTEN-deficient cells to PARP inhibition in primary pros-
tate cancer cell lines and xenografts [37]. Furthermore, 
a recent study showed that the concurrent loss of PTEN 
and BRCA1 rather counteracts the HR-repair deficiency, 
conferring PARP inhibitor resistance [38].

In order to challenge the hypothesis of synthetic 
lethality between PARG and PTEN, we depleted PARG 
by siRNA in the PTEN-mutated but BRCA1-wild 
type MDA-MB-468 cell line and evaluated clonogenic 

survival. PARG depletion had no impact on the viable 
cell number at 72  h after siRNA transfection of MDA-
MB-468 cells, and did not affect the clonogenic survival 
of MDA-MB-468 cells, inferring that PARG-deficiency is 
not synthetic lethal with a PTEN mutation (Fig.  5a). In 
order to assess whether the simultaneous deficiency in 
BRCA1 and PTEN was necessary to confer sensitivity to 
PARG depletion, we performed the triple depletion of 
PARG, BRCA1 and PTEN by siRNA in MDA-MB-231 
cells and compared it to the single BRCA1 depletion, and 
to BRCA1/PARG and BRCA1/PTEN double depletions 
(Fig. 5b). Cells transfected with siBRCA1 were used here 
as the reference, since single BRCA1 depletion already 
strongly affects clonogenic survival (Fig.  3 and [33]). 
Cell number, at the time of plating for clonogenic assay 
didn’t vary from that of siBRCA1-transfected cells for any 
combination of siRNA used (Fig. 5b, right panel). Clono-
genic assay revealed that PARG silencing was not cyto-
toxic to BRCA1/PTEN-depleted cells and rather slightly 
increased their clonogenic survival (Fig.  5b). Taken 
together, these results demonstrate that PARG silencing 
is neither synthetic lethal with BRCA1 nor with PTEN 
deficiency.

Discussion
Using cancer cell lines genetically deficient in BRCA1 
and/or PTEN and siRNA-mediated depletions, our 
study shows that PARG deficiency is neither synthetic 
lethal with BRCA1 nor with PTEN deficiency. The fact 
that some cells (MDA-MB-436, HCC1937, UWB1.299) 
display decreased clonogenic survival to PARG deple-
tion cannot be attributed to their BRCA1 and PTEN 
deficiency, since the UWB1.299 cell line complemented 
with BRCA1 (UWB1.299 + BRCA1) displayed the same 
sensitivity to PARG depletion than the parental BRCA1-
deficient UWB1.299 cell line. Moreover, we showed that 
PARG depletion does not sensitize cells simultaneously 
depleted of BRCA1 or PTEN, or both. Although we can-
not exclude that PARG knockdown is incomplete and 
that residual functional PARG could be still sufficient to 
prevent cytotoxicity in BRCA1- and/or PTEN-deficient 
cells, the accumulation of PAR observed in cells trans-
fected with PARG siRNA supports efficient PARG deple-
tion. Specific and cell permeable PARG inhibitors are 
eagerly expected to confirm these findings.

Whereas PARG depletion is not synthetic lethal 
with BRCA1 deficiency, it was shown to be cytotoxic 
to BRCA2-deficient cells [21]. A possible explana-
tion for this different sensitivity between BRCA1 and 
BRCA2-deficient cells could be that BRCA1 acts early 
in the HR process, at the level of the repair pathway 
choice between HR and Non Homologous End Join-
ing (NHEJ), whereas BRCA2 acts at later step of the HR 
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process [39]. In the absence of BRCA1, HR is not initi-
ated and NHEJ can operate to repair the DSB. When HR 
is engaged but halted by the absence of BRCA2, NHEJ 
cannot take over to finish the repair. In light with this, 
it was shown that one of the mechanism of acquired 
resistance of HR-deficient cells towards PARP inhibi-
tors was the mutation of NHEJ factors, such as 53BP1 or 
REV7 [40, 41]. Inactivation of NHEJ leads to the partial 
restoration of homology-directed repair, but this is pos-
sible only in BRCA1-deficient, but not in BRCA2-defi-
cient cells. Whether PARG depletion similarly allows 
bypass of BRCA1 but not BRCA2 function needs further 

investigation. This is however a tempting hypothesis 
that could explain why PARG deficiency is cytotoxic to 
BRCA2-depleted cells [21], but not BRCA1-depleted cells 
(this work).

Nevertheless, the fact that some cells display certain 
sensitivity to PARG depletion supports the idea that tar-
geting PARG expression or activity could be considered 
as an anticancer strategy. PARG depletion was shown 
to affect cell proliferation of LoVo colon cancer cells 
line [42]. Several examples however showed that in the 
absence of exogenous genotoxic stress, PARG depletion 
did not significantly alter cell proliferation or survival, 
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as observed in MCF7 cells [21, 43], HeLa cells [8] and 
MDA-MB-231 cells [44]. In contrast, PARG-depletion 
was shown to sensitize tumour cells to genotoxic insult 
caused by ionizing radiations and mild but not severe 
concentrations of alkylating agents or hydrogen peroxide 
[8, 10, 13, 43]. But even the radiosensitization by PARG 
deficiency should not be generalized, since some lung 
tumour cell lines showed no potentialization of radio-
toxicity by PARG depletion [45]. The next challenging 
question will be to determine the molecular signature 
that modulates the sensitivity or resistance to PARG 
invalidation.

Conclusions
Our study shows that although some tumour cells display 
slight sensitivity to PARG deficiency, this sensitivity can-
not be correlated to BRCA1- or PTEN- deficiency. There-
fore, PARG depletion cannot be considered as a strategy 
to kill tumour cells mutated in BRCA1 or PTEN.

Methods
Cell lines
Except when indicated, all cell lines were obtained from 
the American Type Culture Collection (ATCC). MDA-
MB-231 and MDA-MB-436 breast cancer cells were cul-
tivated in RPMI 1640, 10  % foetal bovine serum (FBS, 
Pan Biotech) and 1  % gentamycin (Invitrogen). MDA-
MB-436 have a 5396  +  1G  >A mutation in the splice 
donor site of BRCA1 exon 20 [46] and do not express 
PTEN [23]. The BRCA1 wild type but PTEN-null MDA-
MB-468 basal-like breast cancer cells were cultivated in 
DMEM/F12 HAM (Sigma) supplemented with 2.5  mM 
l-Glutamine (Invitrogen), 10  % FBS and 1  % gentamy-
cin. The non-tumourigenic epithelial MCF10A breast 
cell line expresses wild type BRCA1 and PTEN [38] and 
was cultivated in DMEM/F12 HAM, 5  % horse serum, 
0.01  mg/ml insulin, 20  ng/ml human epidermal growth 
factor, 500  ng/ml hydrocortisone, 100  ng/ml cholera 
toxin and 1 % gentamycin. The osteosarcoma U2OS cell 
line was cultivated in DMEM, 10 % FBS and 1 % genta-
mycin. The PTEN-null and BRCA1-mutated HCC1937 
cell line that carries mutated BRCA1 (5382insC) and are 
homozygous for PTEN deletion [23, 47] was obtained 
from J. Chen (MD Anderson Cancer Center, Houston, 
TX) and cultivated in RPMI 1640, 10 % FBS, 1 % genta-
mycin. The human ovarian cancer cell line UWB1.289 is 
BRCA1-defective (2594delC mutation and deletion of the 
wild type allele) [32]. The UWB1.289 + BRCA1 cell line 
stably expresses full length human BRCA1 [32]. Both cell 
lines were cultivated in 50 % RPMI-1640, 50 % mammary 
epithelial growth medium (Lonza), 3 % FBS and 200 µg/
ml G-418 (for UWB1.289 + BRCA1).

Clonogenic survival assays
Cells were seeded in 6 cm plates and transfected the day 
after with the different siRNA. Two different siRNAs 
targeting PARG were used, from two different provid-
ers: the ON-TARGETplus SMARTpool from Dharma-
con, termed siPARG and the Hs-PARG5-Flexitube from 
Qiagen, termed siPARG5. Their respective non-targeting 
controls were: ON-TARGETplus Non-targeting pool 
from Dharmacon, termed siCTL, and All Stars negative 
control from Qiagen, termed AllNeg. SiRNA targeting 
BRCA1 (siBRCA1) and PTEN (siPTEN) were ON-TAR-
GETplus SMART pool from Dharmacon. Depending on 
the cell line, either JetPRIME (Polyplus) or INTERFERin 
(Polyplus) transfecting agents were used, with a maxi-
mum of 50  nM or 15  nM siRNA, respectively. For co-
transfections, equivalent amounts of the different siRNA 
were mixed and when necessary, completed with siCTL 
to reach the maximum siRNA concentration. Cells were 
trypsinized 72  h post-transfection, seeded in triplicates 
on Petri dishes (10 or 6-cm) and grown for 10–14 days. 
The optimal number of cells seeded and the duration of 
culture were established for each cell line. For survival 
assays performed in the presence of the PARP inhibitor, 
cells were seeded in complete medium supplemented 
with the PARP inhibitor Ku-0058948 [17] at the indi-
cated concentration. Colonies were fixed in 3.7  % for-
maldehyde and stained with 0.1 % crystal violet. Clones 
with more than 50 cells were counted on scanned images 
using Image J, using the maxima intensity detection and 
substraction of background. Determination of mini-
mum clone size was performed under light microscopy. 
Results are represented as the percentage of survival col-
onies within each set of experimental data relative to the 
respective non-targeting control siRNA.

Short term viability assays
Seventy-two hours post-siRNA transfection, cells were 
trypsinized and total viable cells were counted. Relative 
cell number was calculated as the percentage of viable 
cells relative to the number of cells for the respective non-
targeting control siRNA (siCTL or AllNeg), for at least 3 
and up to 11 experiments (indicated in figure legend). 
Short term viability assays was evaluated by a 3-(4,5- 
dimethylthiazol-2-yl)-5-(3-carboxymethoxyphenyl)-2-(4-
sulfophenyl)-2H- tetrazolium (MTS) assay (CellTiter 96 
Aqueous One Solution Cell Proliferation Assay (Pro-
mega) according to the manufacturer’s instructions. 
After cell counting 72  h post-siRNA transfection, cells 
were plated in triplicate into 96-well tissue culture plates 
and cultivated for up to 96  h. The optimal number of 
cells to be plated was determined for each cell line. Every 
24 h, 20 μl of CellTiter 96® AQueous One Solution Cell 
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Proliferation Reagent (Promega) were added into each 
well of one plate with a multichannel pipette, and after 
1–3  h of incubation at 37  °C in a humidified, 5  % CO2 
atmosphere, the reaction was stopped with 50 μl of a 10 % 
SDS solution. Absorbance was measured at 490 nm using 
a 96-well plate reader (Biochrom Asys UVM340). The 
144 h post-siRNA transfection time point was selected as 
representative of short-term MTS viability, defined as the 
percentage of cell viability relative to the respective non-
targeting control siRNA.

Statistical analyses
Statistical analyses were carried out using R statistical 
packages. For clonogenic assays, short-term MTS viabil-
ity assays and RAD51 foci analyses, data are represented 
as box plot graph where the lower and upper hinges 
represent the 25th and 75th percentile respectively. The 
middle horizontal line represents the median or 50th 
percentile. Whiskers are drawn to the lower and upper 
adjacent values. Far out values are represented by small 
“o”. Significance tests, such as Anova and TukeyHSD 
(honest significant difference, for multiple comparison) 
were performed in R using the dataset used to draw the 
box plot. For cell counting at 72 h post-transfection and 
HR-assays, data are represented as bar plot graphs with 
standard deviation (SD) and significance evaluated using 
Student t test. The number of independent experiments 
is indicated in figure legend. For significance codes p: 0 <‘
***’ <0.001 <‘**’ <0.01 <‘*’ <0.05 <ns (not significant).

Western blot
Cells remaining after the seeding for clonogenic assays 
were pelleted by centrifugation, lysed in 20  mM Tris 
HCl pH 7.5, 400  mM NaCl, 5  mM DTT, 20  % glycerol, 
0.1  % NP40, 1  mM Pefabloc, Protease Inhibitory Cock-
tail (Roche), phosSTOP (Roche), 100  nM Ku-0058948, 
1  µM ADP-HPD (Trevigen) and analysed by western 
blot as previously described [11]. Antibodies used were 
rabbit anti-PAR (1/1000, 4336-BPC-100, Trevigen), anti-
PARG (1/2000, [8]), anti-actin (1/500, A2066, Sigma), 
anti-PTEN (1/2000, ab154812, Abcam) and anti-BRCA1 
(1/5000, 07-434, Millipore) antibodies. Secondary anti-
bodies were either an Alexa Fluor 680 goat anti-rabbit 
(1/30,000, Invitrogen) or a peroxidase-coupled goat anti 
rabbit (1/50,000, Invitrogen), revealed either with Odys-
sey Infrared Imaging System (Li-Cor, Bioscience) or by 
chemiluminescence and autoradiography.

HR‑assay
HR was performed as described in Illuzzi et  al. [11], 
using U2OS cells containing the HR reporter DR-GFP 
and the inducible mCherry-I-SceI-GR (U2OS-DR-GFP- 
mCherry-I-SceI-GR). Cells were transfected with the 

respective siRNA twice, with interval of 48 h, treated for 
2  days with 100  ng/ml of triamcinolone acetonide (TA, 
Sigma) to induce nuclear translocation of the mCherry-
I-SceI-GR before evaluation of the GFP-positive cells out 
of the mCherry-positive cells by flow cytrometry (FACS-
Calibur and Cell Quest software, Becton–Dickinson).

Immunofluorescence
Cells grown on glass coverslips were left untreated or 
treated with etoposide at 10  µM for 1  h, washed twice 
with PBS and incubated in complete medium for 2  h. 
Immunodetection of RAD51 and γH2AX was performed 
as described in Illuzzi et al. [11], using mouse monoclo-
nal anti γH2AX (Ser139) (IgG1, 1/2000, 05-636, Upstate) 
antibody and rabbit polyclonal anti-Rad51 (1/1000, H-93, 
Santa Cruz Biotechnology) antibody. Secondary antibod-
ies were an Alexa Fluor 568 goat anti-mouse IgG and an 
Alexa Fluor 488 goat anti-rabbit IgG (1/2000, Molecular 
Probes, Invitrogen). DNA was counterstained with Dapi.

Abbreviations
BRCA1/2: breast cancer ½; DSB: double strand break; HR: homologous recom‑
bination; PAR: poly(ADP‑ribose); PARG: poly(ADP‑ribose) glycohydrolase; PARP: 
poly(ADP‑ribose) polymerase; PTEN: phosphatase and tensin homolog.

Authors’ contributions
VS and FD designed the experiments; AN and GI performed the experiments, 
JCA performed the statistical analyses and VS wrote the manuscript. All authors 
interpretated the data. All authors read and approved the final manuscript.

Acknowledgements
We are grateful to Michal Goldberg (Hebrew University, Israel) and Evi Sou‑
toglou (Illkirch, France) for providing the U2OS‑DR‑GFP‑mCherry‑I‑SceI‑GR 
cell line. This work was supported by the Centre National de la Recherche 
Scientifique, Université de Strasbourg, Ligue contre le Cancer, Agence Nation‑
ale de la Recherche (ANR‑13‑BSV8‑0003‑01) and Fondation pour la Recherche 
Médicale. This work has been published within the LABEX ANR‑10‑LABX‑0034_
Medalis and received a financial support from French government managed 
by ANR under “Programme d’investissement d’avenir”. VS/FD team was Equipe 
Labellisée Ligue contre le Cancer (2011–2015).

Competing interests
The authors declare that they have no competing interests.

Received: 3 September 2015   Accepted: 23 June 2016

References
 1. Luo X, Kraus WL. On PAR with PARP: cellular stress signaling through 

poly(ADP‑ribose) and PARP‑1. Genes Dev. 2012;26(5):417–32.
 2. Robert I, Karicheva O, Reina San Martin B, Schreiber V, Dantzer F. 

Functional aspects of PARylation in induced and programmed DNA 
repair processes: preserving genome integrity and modulating physi‑
ological events. Mol Aspects Med. 2013;34(6):1138–52. doi:10.1016/j.
mam.2013.02.001.

 3. Meyer‑Ficca ML, Meyer RG, Coyle DL, Jacobson EL, Jacobson MK. Human 
poly(ADP‑ribose) glycohydrolase is expressed in alternative splice variants 
yielding isoforms that localize to different cell compartments. Exp Cell 
Res. 2004;297(2):521–32.

http://dx.doi.org/10.1016/j.mam.2013.02.001
http://dx.doi.org/10.1016/j.mam.2013.02.001


Page 12 of 13Noll et al. Cancer Cell Int  (2016) 16:53 

 4. Feng X, Koh DW. Roles of poly(ADP‑ribose) glycohydrolase in DNA dam‑
age and apoptosis. Int Rev Cell Mol Biol. 2013;304:227–81. doi:10.1016/
B978‑0‑12‑407696‑9.00005‑1.

 5. Koh DW, Lawler AM, Poitras MF, Sasaki M, Wattler S, Nehls MC, et al. 
Failure to degrade poly(ADP‑ribose) causes increased sensitivity to 
cytotoxicity and early embryonic lethality. Proc Natl Acad Sci USA. 
2004;101(51):17699–704. doi:10.1073/pnas.0406182101.

 6. Fujihara H, Ogino H, Maeda D, Shirai H, Nozaki T, Kamada N, et al. 
Poly(ADP‑ribose) Glycohydrolase deficiency sensitizes mouse ES cells to 
DNA damaging agents. Curr Cancer Drug Targets. 2009;9(8):953–62.

 7. Cortes U, Tong WM, Coyle DL, Meyer‑Ficca ML, Meyer RG, Petrilli V, et al. 
Depletion of the 110‑kilodalton isoform of poly(ADP‑ribose) glycohydro‑
lase increases sensitivity to genotoxic and endotoxic stress in mice. Mol 
Cell Biol. 2004;24(16):7163–78.

 8. Amé JC, Fouquerel E, Gauthier LR, Biard D, Boussin FD, Dantzer F, et al. 
Radiation‑induced mitotic catastrophe in PARG‑deficient cells. J Cell Sci. 
2009;122(Pt 12):1990–2002.

 9. Fisher AE, Hochegger H, Takeda S, Caldecott KW. Poly(ADP‑ribose) poly‑
merase 1 accelerates single‑strand break repair in concert with poly(ADP‑
ribose) glycohydrolase. Mol Cell Biol. 2007;27(15):5597–605.

 10. Erdelyi K, Bai P, Kovacs I, Szabo E, Mocsar G, Kakuk A, et al. Dual role of 
poly(ADP‑ribose) glycohydrolase in the regulation of cell death in oxida‑
tively stressed A549 cells. Faseb J. 2009;23(10):3553–63.

 11. Illuzzi G, Fouquerel E, Ame JC, Noll A, Rehmet K, Nasheuer HP, et al. 
PARG is dispensable for recovery from transient replicative stress but 
required to prevent detrimental accumulation of poly(ADP‑ribose) upon 
prolonged replicative stress. Nucleic Acids Res. 2014;42(12):7776–92. 
doi:10.1093/nar/gku505.

 12. Feng X, Koh DW. Inhibition of poly(ADP‑ribose) polymerase‑1 or 
poly(ADPribose) glycohydrolase individually, but not in combination, 
leads to improved chemotherapeutic efficacy in HeLa cells. Int J Oncol. 
2013;42(2):749–56. doi:10.3892/ijo.2012.1740.

 13. Shirai H, Poetsch AR, Gunji A, Maeda D, Fujimori H, Fujihara H, et al. PARG 
dysfunction enhances DNA double strand break formation in S‑phase 
after alkylation DNA damage and augments different cell death path‑
ways. Cell Death Dis. 2013;4:e656. doi:10.1038/cddis.2013.133.

 14. Curtin N. PARP inhibitors for anticancer therapy. Biochem Soc Trans. 
2014;42(1):82–8. doi:10.1042/BST20130187.

 15. Curtin NJ, Szabo C. Therapeutic applications of PARP inhibitors: anticancer 
therapy and beyond. Mol Aspects Med. 2013;34:1217–56. doi:10.1016/j.
mam.2013.01.006.

 16. Bryant HE, Schultz N, Thomas HD, Parker KM, Flower D, Lopez E, et al. 
Specific killing of BRCA2‑deficient tumours with inhibitors of poly(ADP‑
ribose) polymerase. Nature. 2005;434(7035):913–7.

 17. Farmer H, McCabe N, Lord CJ, Tutt AN, Johnson DA, Richardson TB, et al. 
Targeting the DNA repair defect in BRCA mutant cells as a therapeutic 
strategy. Nature. 2005;434(7035):917–21.

 18. Murai J, Huang SY, Das BB, Renaud A, Zhang Y, Doroshow JH, et al. 
Trapping of PARP1 and PARP2 by clinical PARP Inhibitors. Cancer Res. 
2012;72(21):5588–99. doi:10.1158/0008‑5472.CAN‑12‑2753.

 19. Murai J, Huang SY, Renaud A, Zhang Y, Ji J, Takeda S, et al. Stereospe‑
cific PARP trapping by BMN 673 and comparison with olaparib and 
rucaparib. Mol Cancer Ther. 2014;13(2):433–43. doi:10.1158/1535‑7163.
MCT‑13‑0803.

 20. Scott CL, Swisher EM, Kaufmann SH. Poly (ADP‑ribose) polymerase 
inhibitors: recent advances and future development. J Clin Oncol. 
2015;33(12):1397–406. doi:10.1200/JCO.2014.58.8848.

 21. Fathers C, Drayton RM, Solovieva S, Bryant HE. Inhibition of poly(ADP‑
ribose) glycohydrolase (PARG) specifically kills BRCA2‑deficient tumor 
cells. Cell Cycle. 2012;11(5):990–7. doi:10.4161/cc.11.5.19482.

 22. Blenn C, Wyrsch P, Althaus FR. The ups and downs of tannins as inhibi‑
tors of poly(ADP‑ribose)glycohydrolase. Molecules. 2011;16(2):1854–77. 
doi:10.3390/molecules16021854.

 23. Saal LH, Gruvberger‑Saal SK, Persson C, Lovgren K, Jumppanen M, Staaf 
J, et al. Recurrent gross mutations of the PTEN tumor suppressor gene 
in breast cancers with deficient DSB repair. Nat Genet. 2008;40(1):102–7. 
doi:10.1038/ng.2007.39.

 24. Mendes‑Pereira AM, Martin SA, Brough R, McCarthy A, Taylor JR, Kim JS, 
et al. Synthetic lethal targeting of PTEN mutant cells with PARP inhibitors. 
EMBO Mol Med. 2009;1(6–7):315–22. doi:10.1002/emmm.200900041.

 25. Majuelos‑Melguizo J, Rodriguez MI, Lopez‑Jimenez L, Rodriguez‑Vargas 
JM, Martin‑Consuegra JM, Serrano‑Saenz S, et al. PARP targeting coun‑
teracts gliomagenesis through induction of mitotic catastrophe and 
aggravation of deficiency in homologous recombination in PTEN‑mutant 
glioma. Oncotarget. 2014;6:4790–803.

 26. McEllin B, Camacho CV, Mukherjee B, Hahm B, Tomimatsu N, Bachoo 
RM, et al. PTEN loss compromises homologous recombination repair in 
astrocytes: implications for glioblastoma therapy with temozolomide or 
poly(ADP‑ribose) polymerase inhibitors. Cancer Res. 2010;70(13):5457–64. 
doi:10.1158/0008‑5472.CAN‑09‑4295.

 27. Shen Y, Rehman FL, Feng Y, Boshuizen J, Bajrami I, Elliott R, et al. BMN 673, 
a novel and highly potent PARP1/2 inhibitor for the treatment of human 
cancers with DNA repair deficiency. Clin Cancer Res. 2013;19(18):5003–15. 
doi:10.1158/1078‑0432.CCR‑13‑1391.

 28. Drew Y, Mulligan EA, Vong WT, Thomas HD, Kahn S, Kyle S, et al. Thera‑
peutic potential of poly(ADP‑ribose) polymerase inhibitor AG014699 
in human cancers with mutated or methylated BRCA1 or BRCA2. J Natl 
Cancer Inst. 2011;103(4):334–46. doi:10.1093/jnci/djq509.

 29. Lehmann BD, Bauer JA, Chen X, Sanders ME, Chakravarthy AB, Shyr Y, 
et al. Identification of human triple‑negative breast cancer subtypes 
and preclinical models for selection of targeted therapies. J Clin Invest. 
2011;121(7):2750–67. doi:10.1172/JCI45014.

 30. Kimbung S, Biskup E, Johansson I, Aaltonen K, Ottosson‑Wadlund A, 
Gruvberger‑Saal S, et al. Co‑targeting of the PI3 K pathway improves 
the response of BRCA1 deficient breast cancer cells to PARP1 inhibition. 
Cancer Lett. 2012;319(2):232–41. doi:10.1016/j.canlet.2012.01.015.

 31. Bajrami I, Kigozi A, Van Weverwijk A, Brough R, Frankum J, Lord CJ, et al. 
Synthetic lethality of PARP and NAMPT inhibition in triple‑negative 
breast cancer cells. EMBO Mol Med. 2012;4(10):1087–96. doi:10.1002/
emmm.201201250.

 32. DelloRusso C, Welcsh PL, Wang W, Garcia RL, King MC, Swisher EM. 
Functional characterization of a novel BRCA1‑null ovarian cancer cell 
line in response to ionizing radiation. Mol Cancer Res. 2007;5(1):35–45. 
doi:10.1158/1541‑7786.MCR‑06‑0234.

 33. Lok BH, Carley AC, Tchang B, Powell SN. RAD52 inactivation is syntheti‑
cally lethal with deficiencies in BRCA1 and PALB2 in addition to BRCA2 
through RAD51‑mediated homologous recombination. Oncogene. 
2013;32(30):3552–8. doi:10.1038/onc.2012.391.

 34. Shahar OD, Raghu Ram EV, Shimshoni E, Hareli S, Meshorer E, Goldberg 
M. Live imaging of induced and controlled DNA double‑strand break 
formation reveals extremely low repair by homologous recombination in 
human cells. Oncogene. 2012;31(30):3495–504. doi:10.1038/onc.2011.516.

 35. Bowman KJ, Newell DR, Calvert AH, Curtin NJ. Differential effects of the 
poly (ADP‑ribose) polymerase (PARP) inhibitor NU1025 on topoisomer‑
ase I and II inhibitor cytotoxicity in L1210 cells in vitro. Br J Cancer. 
2001;84(1):106–12.

 36. Shen WH, Balajee AS, Wang J, Wu H, Eng C, Pandolfi PP, et al. Essen‑
tial role for nuclear PTEN in maintaining chromosomal integrity. Cell. 
2007;128(1):157–70. doi:10.1016/j.cell.2006.11.042.

 37. Fraser M, Zhao H, Luoto KR, Lundin C, Coackley C, Chan N, et al. PTEN 
deletion in prostate cancer cells does not associate with loss of RAD51 
function: implications for radiotherapy and chemotherapy. Clin Cancer 
Res. 2012;18(4):1015–27. doi:10.1158/1078‑0432.CCR‑11‑2189.

 38. Peng G, Chun‑Jen Lin C, Mo W, Dai H, Park YY, Kim SM, et al. Genome‑
wide transcriptome profiling of homologous recombination DNA repair. 
Nat Commun. 2014;5:3361. doi:10.1038/ncomms4361.

 39. Roy R, Chun J, Powell SN. BRCA1 and BRCA2: different roles in a common 
pathway of genome protection. Nat Rev. 2012;12(1):68–78. doi:10.1038/
nrc3181.

 40. Xu G, Chapman JR, Brandsma I, Yuan J, Mistrik M, Bouwman P, et al. REV7 
counteracts DNA double‑strand break resection and affects PARP inhibi‑
tion. Nature. 2015. doi:10.1038/nature14328.

 41. Jaspers JE, Kersbergen A, Boon U, Sol W, van Deemter L, Zander SA, et al. 
Loss of 53BP1 causes PARP inhibitor resistance in Brca1‑mutated mouse 
mammary tumors. Cancer Discov. 2013;3(1):68–81. doi:10.1158/2159‑
8290.CD‑12‑0049.

 42. Fauzee NJ, Li Q, Wang YL, Pan J. Silencing Poly (ADP‑Ribose) glyco‑
hydrolase (PARG) expression inhibits growth of human colon cancer 
cells in vitro via PI3K/Akt/NFkappa‑B pathway. Pathol Oncol Res. 
2012;18(2):191–9. doi:10.1007/s12253‑011‑9428‑1.

http://dx.doi.org/10.1016/B978-0-12-407696-9.00005-1
http://dx.doi.org/10.1016/B978-0-12-407696-9.00005-1
http://dx.doi.org/10.1073/pnas.0406182101
http://dx.doi.org/10.1093/nar/gku505
http://dx.doi.org/10.3892/ijo.2012.1740
http://dx.doi.org/10.1038/cddis.2013.133
http://dx.doi.org/10.1042/BST20130187
http://dx.doi.org/10.1016/j.mam.2013.01.006
http://dx.doi.org/10.1016/j.mam.2013.01.006
http://dx.doi.org/10.1158/0008-5472.CAN-12-2753
http://dx.doi.org/10.1158/1535-7163.MCT-13-0803
http://dx.doi.org/10.1158/1535-7163.MCT-13-0803
http://dx.doi.org/10.1200/JCO.2014.58.8848
http://dx.doi.org/10.4161/cc.11.5.19482
http://dx.doi.org/10.3390/molecules16021854
http://dx.doi.org/10.1038/ng.2007.39
http://dx.doi.org/10.1002/emmm.200900041
http://dx.doi.org/10.1158/0008-5472.CAN-09-4295
http://dx.doi.org/10.1158/1078-0432.CCR-13-1391
http://dx.doi.org/10.1093/jnci/djq509
http://dx.doi.org/10.1172/JCI45014
http://dx.doi.org/10.1016/j.canlet.2012.01.015
http://dx.doi.org/10.1002/emmm.201201250
http://dx.doi.org/10.1002/emmm.201201250
http://dx.doi.org/10.1158/1541-7786.MCR-06-0234
http://dx.doi.org/10.1038/onc.2012.391
http://dx.doi.org/10.1038/onc.2011.516
http://dx.doi.org/10.1016/j.cell.2006.11.042
http://dx.doi.org/10.1158/1078-0432.CCR-11-2189
http://dx.doi.org/10.1038/ncomms4361
http://dx.doi.org/10.1038/nrc3181
http://dx.doi.org/10.1038/nrc3181
http://dx.doi.org/10.1038/nature14328
http://dx.doi.org/10.1158/2159-8290.CD-12-0049
http://dx.doi.org/10.1158/2159-8290.CD-12-0049
http://dx.doi.org/10.1007/s12253-011-9428-1


Page 13 of 13Noll et al. Cancer Cell Int  (2016) 16:53 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

 43. Blenn C, Althaus FR, Malanga M. Poly(ADP‑ribose) glycohydrolase 
silencing protects against H2O2‑induced cell death. Biochem J. 
2006;396(3):419–29.

 44. Feng X, Zhou Y, Proctor AM, Hopkins MM, Liu M, Koh DW. Silencing of 
apoptosis‑inducing factor and poly(ADP‑ribose) glycohydrolase reveals 
novel roles in breast cancer cell death after chemotherapy. Mol Cancer. 
2012;11:48. doi:10.1186/1476‑4598‑11‑48.

 45. Nakadate Y, Kodera Y, Kitamura Y, Tachibana T, Tamura T, Koizumi F. 
Silencing of poly(ADP‑ribose) glycohydrolase sensitizes lung cancer 
cells to radiation through the abrogation of DNA damage checkpoint. 
Biochem Biophys Res Commun. 2013;441(4):793–8. doi:10.1016/j.
bbrc.2013.10.134.

 46. Elstrodt F, Hollestelle A, Nagel JH, Gorin M, Wasielewski M, van den Ouwe‑
land A, et al. BRCA1 mutation analysis of 41 human breast cancer cell 
lines reveals three new deleterious mutants. Cancer Res. 2006;66(1):41–5. 
doi:10.1158/0008‑5472.CAN‑05‑2853.

 47. Tomlinson GE, Chen TT, Stastny VA, Virmani AK, Spillman MA, Tonk V, et al. 
Characterization of a breast cancer cell line derived from a germ‑line 
BRCA1 mutation carrier. Cancer Res. 1998;58(15):3237–42.

http://dx.doi.org/10.1186/1476-4598-11-48
http://dx.doi.org/10.1016/j.bbrc.2013.10.134
http://dx.doi.org/10.1016/j.bbrc.2013.10.134
http://dx.doi.org/10.1158/0008-5472.CAN-05-2853

	PARG deficiency is neither synthetic lethal with BRCA1 nor PTEN deficiency
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Background
	Results
	PARG deficiency is not synthetic lethal with BRCA1 deficiency
	PARG deficiency is not synthetic lethal with PTEN deficiency

	Discussion
	Conclusions
	Methods
	Cell lines
	Clonogenic survival assays
	Short term viability assays
	Statistical analyses
	Western blot
	HR-assay
	Immunofluorescence

	Authors’ contributions
	References




