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Abstract

The Y-family of DNA polymerases support of translesion DNA synthesis (TLS) associated with
stalled DNA replication by DNA damage. Recently, a number of studies suggest that some
specialized TLS polymerases also support other aspects of DNA metabolism beyond TLS /n vivo.
Here we show that mouse polymerase kappa (Polx) could accumulate at laser-induced sites of
damage /n vivoresembling polymerases eta and iota. The recruitment was mediated through Polx
C-terminus which contains the PCNA-interacting peptide, ubiquitin zinc finger motif 2 and
nuclear localization signal. Interestingly, this recruitment was significantly reduced in MSH2-
deficient LoVo cells and Rad18-depleted cells. We further observed that Polx-deficient mouse
embryo fibroblasts were abnormally sensitive to H,O treatment and displayed defects in both
single-strand break repair and double-strand break repair. We speculate that Polx may have an
important role in strand break repair following oxidative stress /n vivo.
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1. Introduction

Translesion DNA synthesis (TLS) is a mode of DNA damage tolerance, which utilizes
specialized DNA polymerases to support DNA synthesis past a spectrum of template strand
base damage [1]. Ten different such DNA polymerases have been shown to support TLS in
mammalian cells /n vitro. These enzymes are devoid of 3" — 5’ proofreading exonuclease
activity and replicate undamaged DNA /n vitro with low fidelity and weak processivity [2].
Among them, DNA polymerases kappa (Polx), iota (Polv), eta (Poln) and REV1 belong to a
novel DNA polymerase family (the Y-family) [3,4]. In comparison with Poln and Pol+, Polk
is the most resistant to bulky guanine N2-adducts and the most quantitatively efficient in
catalyzing dCTP incorporation opposite bulky guanine N2-adducts, particularly the largest
(N2-BPDE-dG) (a benzo[a]pyrene diolepoxide-N2-deoxyguanosine adduct) [5].
Consistently, Polx-deficient cells are hypersensitive to BPDE and estrogen [6-9].

In addition to their involvement in TLS a number of studies suggest that some (if not all)
specialized DNA polymerases support other aspects of DNA metabolism /n vivo [10]. Pol©
(an A-family DNA polymerase), PolC (a B-family DNA polymerase) and Polv, Poln and
REV1 have been implicated in somatic hypermutation and class switching associated with
the maturation of antibody affinity [11]. Additionally, it has been reported that Polr can
synthesize DNA from D-loop recombination intermediates when an invading DNA strand
serves as the primer [12]. Polv has also been reported to have functions in base excision
repair (BER) [13]. Human MRCS5 fibroblasts with stably down-regulated Polv protein
exhibit sensitivity to the DNA-damaging agent H,0, [13].

Polx has been implicated in repair synthesis of DNA during nucleotide excision repair
(NER) under some conditions[14], which might explain the UV sensitivity of Polx-deficient
cells[7,15]. More recently, Polx protein displayed a high accuracy during dinucleotide
microsatellite DNA synthesis /n vitro[16] and played a role in limiting the rate of
spontaneous germline mutation within two expanded short tandem repeat alleles in
mice[17]. To explore whether Polx will be analogous to Polv and Poln in the recruitment to
laser-induced sites of damage and in protection of cells from oxidative damage[13,18], GFP-
Polx was expressed in cells and its accumulation at sites of damage was examined. Here, we
showed that Polx protein accumulated at sites of DNA damage in cells exposed to focal
laser micro-irradiation, a well-characterized source of DNA strand breaks. This recruitment
was significantly reduced in MSH2-deficient cells and Rad18-depleted cells. Moreover,
Polx-deficient mouse embryo fibroblasts (MEFs) exhibited an enhanced sensitivity to killing
by the DNA-damaging agent H,O» and reduced rates of DNA strand break repair after H,O,
treatment as measured by alkaline comet assay. Consistent with these observations, single-
strand break repair (SSBR)/BER activity was reduced in extracts from Polx-deficient cells.
In addition, a defect in double-strand break repair (DSBR) was also detected in Polx-
deficient cells as manifested with a slower rate of -y-H2AX loss after H,O, treatment
compared to wild-type (WT) control.

2. Materials and Methods

2.1. Plasmids

Full-length and a panel of truncated Polx cDNAs were PCR amplified and cloned into
pPEGFP-C3 (Clontech) to generate enhanced green fluorescent protein (eGFP) fusion
proteins as previously described[19]. DsRed-XRCC1 plasmid was a kind gift from Dr.
David Chen, UT Southwestern Medical Center. Flag-MSH2 plasmid was a kind gift from
Dr. Haiying Hang, Institute of Biophysics, Chinese Academy of Sciences. The human
shRNA-Rad18 plasmids (TRCN0000003468 and TRCN0000003470) and a non-targeting
control plasmid (ShRNA-SHC002) were purchased from Open Biosystems.
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2.2. Cells and reagents

Polx-deficient (Po/x—/-) MEFs were prepared as previously described[19]. XPC and Polx
double knockout (Polx—I-Xpc-/-) and XPC-deficient/Polx wild-type (Polx+/+Xpc—I-)
MEFs were derived from Day 14 embryos produced by mating male and female XPC-
deficient/ POL K-heterozygous mice, developed by breeding heterozygous POLK mice with
the XPC knock-out mice[15,20]. Cell genotypes were confirmed by PCR. The early passage
cells were immortalized with a simian virus 40 (SV40) large T-antigen expression vector.
Polx-deficient cells reconstituted with GFP-tagged mouse POLK cDNA were generated by
retrovirus infection. The cDNA was subcloned into retroviral vector pMSCV-puro
(Clontech, Mountain View, CA) and transfected into 293T cells to produce viral particles.
Polx-deficient MEFs were infected with viruses followed by puromycin selection, and the
corrected clones were picked and expression of GFP-Polx was confirmed by western
blotting with anti-GFP antibody and fluorescent microscopy. U20S cells were maintained in
Dulbecco Modified Eagle medium (DMEM) supplemented with glutamax (Invitrogen) and
10% fetal bovine serum, 100 U/ml penicillin and 100 pg/ml streptomycin under 5% CO2.
Stable shRNA knockdown clones were generated by infecting U20S cells with polybrene-
supplemented medium obtained from 293T packaging cells transfected with the ShRNA-
Rad18 or sShRNA-SHCO002. Individual clones were isolated by limiting dilution in media
containing puromycin (1 pg/mL) and screened for Rad18 expression levels with antibodies
against Rad18 (Abcam). The clones were irradiated with 15 J/m2 of UVC and chromatin-
fractions were harvested 6 h later as reported before[21]. The levels of PCNA
monoubiquitination were examined with an anti-PCNA antibody (Santa Cruz). HCT116 and
LoVo cells were obtained from ATCC. These cells were grown in Dulbecco Modified Eagle
medium (DMEM) supplemented with glutamax (Invitrogen) and 10% fetal bovine serum.
The SV40-transformed human fibroblast line MRC5 was kindly provided by Alan R.
Lehmann, University of Sussex. MRC5 cells were transfected with a panel of truncated
mouse pEGFP-Polx constructs using Fugene 6 (Roche) according to the manufacturer’s
protocol. About 40 h later, the cells were micro-irradiated and processed for
immunofluorescence as described below.

2.3. Laser micro-irradiation and imaging

DNA strand breaks were introduced in the nuclei of cultured cells by micro-irradiation with
a pulsed nitrogen laser (Spectra-Physics; 365 nm, 10 Hz pulse) as previously described[22].
The laser system was directly coupled (Micropoint Ablation Laser System; Photonic
Instruments, Inc.) to the epifluorescence path of the microscope (Axiovert 200M [Carl Zeiss
Microlmaging, Inc.] for time-lapse imaging and focused through a Plan-Apochromat 63x/
NA 1.40 oil immersion objective (Carl Zeiss Microlmaging, Inc.). The output of the laser
power was set at 58—70% of the maximum as indicated. During micro-irradiation and
imaging, the cells were maintained at 37°C in 35-mm glass-bottom culture dishes (MatTek
Cultureware). The growth medium was replaced by CO2-independent medium (Invitrogen)
before analysis.

2.4. Immunofluorescence

Cells were cultured on glass coverslips. Before fixing in 4% paraformaldehyde, the cells
were washed in phosphate buffered saline (PBS) once. For yH2AX staining, samples were
treated with 0.5% Triton X-100 for 15 min followed by blocking with 5% fetal bovine
serum and 1% goat serum for 1 h. After the block, cells were incubated with anti-yH2AX
(Millipore) for 45 min. For cyclobutane pyrimidine dimers (CPDs) staining, samples were
treated with 0.5% Triton X-100 for 5 min and then denatured with HCI for 30 min. After
blocking with 20% FBS for about 30 min, the samples were incubated with anti-CPDs
(Cosmo Bio Co) for 45 min according to the manufacturer’s protocol. Then the samples
were washed three times with PBS and incubated with the appropriate secondary goat anti-
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mouse Alexa Fluor dye conjugated secondary antibody (Molecular Probes) for 45 min. The
cells were then washed with PBS, counterstained with DRAQS5 to visualize nuclear DNA as
described previously. Images were acquired with a Nikon Eclipse TE2000-U confocal laser
scanning microscope (Nikon Inc.) and processed with Adobe Photoshop 7.0.

2.5. Western blot analyses

MRC cells were treated with hydrogen peroxide (H,0O5) in serum-free medium for 1 h at
4°C. Chromatin-fractions were harvested as previously described[23]. Samples were
separated by SDS-PAGE and detected by immunoblotting with antibodies against PCNA or
GFP (Santa Cruz).

2.6. Cell survival assays

Cells were seeded into 60 cm dishes (~200 cells/dish) in triplicates and allowed to adhere
overnight. The cells were then treated with the indicated amount of hydrogen peroxide
(H205) for 1 h at 4°C in serum-free medium and were washed twice and further incubated in
complete medium for 7-10 days. Colonies were fixed and counted. Survival fraction is
calculated as number of colonies in the test condition/number of colonies in the control and
plotted percentage against H,O, concentration. All experiments were carried out in
triplicate. Data points are indicated as mean with standard error.

2.7. Comet assay

The alkaline comet assay was carried out as before [24] with some modification. Briefly,
cells were treated with indicated amount of H,O5 at 4 °C for 10 min or 300 .M methy!l
methanesulfonate (MMS) for 1 h, washed and reincubated in normal media for indicated
time before processing. Harvested cells (1 x 10%) were mixed with 0.5% low melting
agarose and layered onto agarose-coated slides. Slides were then submerged into cold lysis
buffer [2.5 M NaCl, 100 mM EDTA, 10 mM Tris (pH 10.0), 1% N-lauroylsarcosine and 1%
Triton X-100] for 1 h at 4°C. After lysis, slides were incubated for 20 min in electrophoresis
buffer (300 mM NaOH and 1 mM EDTA, pH >13). After electrophoresis (20 min, 25V,
300 mA), slides were neutralized with 0.4 M Tris, pH 7.5, for 30 min, placed into 100%
ethanol and then air-dried. Slides were subsequently stained with 5 pg/ml ethidium bromide
(Sigma) and images were taken using a fluorescent microscope (Leica). Average Olive Tail
Moment (OTM) was analyzed (100 cells/slide) by using Comet Assay Software Project
Casp-1.2.2 (University of Wroclaw, Poland). All experiments were repeated more than three
times. The reported OTMs were the mean values + standard deviation (S.E.) of three
independent experiments.

2.8. In vitro BER assay using oligonucleotide substrate

Cell-free MEF extracts were prepared essentially as previously described [18], aliquoted,
and stored at —80°C. /n vitro BER assay was performed using the same oligonucleotide
substrate as described by Petta et al [13]. Briefly, a 40-mer DNA substrate 5’-
GTGGCGCGGAGACTTAGAGAUATTTGGCGCGGGGAATTCC-3’ containing uracil
and complementary strand with G opposite uracil at a final concentration of 4 nM was
incubated with 10 g of MEF cell-free extract in 50 mM Hepes-KOH (pH 7.5), 5 mM
MgCl,, 20 mM NaCl, 0.5 mM DTT, 4 mM ATP, 20 uM of each dATP, dGTP, and dTTP,
and 0.33 uM [a-32P]dCTP at 37°C for the indicated time as described previously [13].
Reaction products were resolved by electrophoresis in denaturing 10% polyacrylamide gels
(Acr:Bis = 19:1) in 0.5X TBE and visualized with a X-ray film. Repair of the uracil was
evaluated by measuring the appearance of [a-32P]-labeled 40 mer oligonucleotide on the
gel.
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3.1. Accumulation of GFP-Polk at laser-induced DNA lesions

It has been shown that Polv and Poln can be recruited to laser-induced sites of damage and
protect cells from oxidative damage. To check whether Polx behaves similarly, MRC cells
expressing GFP-Polx were exposed to laser micro-irradiation. The selective use of energy
outputs known to generate both SSB and DSB revealed the selective accumulation of GFP-
Polx at radiation tracks (Fig. 1A). Additionally, we observed colocalization of GFP-Pol«x
with yH2AX (Fig. 1B) and XRCC1 (Fig. 1C) proteins, distinctive “markers” of DSB and
SSB respectively. Unlike XRCC1 whose localization to the laser damage sites is fast and
transient, GFP-Polx was recruited to the damage sites around 2-3 min after irradiation
(Supplementary Fig. 1) and its accumulation persisted for over 1 h (data not shown).
Notably, no CPD positive signal could be detected under the conditions used (Fig. 1D),
suggesting that no major UV-photolesions were induced at the laser micro-irradiated sites.
Additionally, Polx accumulation at laser-induced sites of damage could be detected in G1-
phase cells, suggesting that this enrichment was independent of ongoing DNA replication
(Supplementary Fig. 2A). To check whether the recruitment kinetics of Polx at the sites of
DNA damage is similar between replicating cells and cells in GO/G1 phase, we tried to
synchronize Polx-/- MEFs stably reconstituted with GFP-Polx and U20S cells to G0/G1
phase through serum-starvation but failed. Later U20S cells expressing GFP-Polx were first
synchronized to G2/M phase by treatment with nocodazole. Following release from the
block (t = 0), most of the cells progressed into G1 phase about 10 h later and into G1 and S
phases about 15 h later (Supplementary Fig. 2B). Cells from these two time points after
release were irradiated with a UVA laser and the recruitment kinetics of Polx in these cells
was found to be similar (Supplementary Fig. 2C & 2D). This observation hints Polx may
have a role beyond TLS in protecting cells from oxidative stress.

3.2. The C-terminal region of Polk mediates its recruitment to sites of laser-induced DNA

damage

In order to examine the requirements for accumulation of Polx protein in laser-irradiated
cells we expressed a series of GFP-tagged truncated Polx polypeptides deleted for known
functional domains (Fig. 2A). As shown in Fig. 2B, GFP-tagged Polx C-terminal fragments
that retained the ubiquitin-binding zinc-finger motif 2 (UBZ2), a PCNA-interacting peptide
(PIP), and a bipartite nuclear localization signal (NLS) accumulated Polx-GFP protein
within 4 min after irradiation. In contrast, GFP-Polx-D1, which lacks of the C-terminal 192
amino acids and is therefore deleted for all three domains mentioned above, manifested no
accumulation during a 20 min-period of observation following micro-irradiation. Identical
results were obtained with GFP-Polx-D4 (a.a. 650-813), in which both the NLS and PIP
domains were removed. Collectively these results indicate that the C-terminal 105 amino
acids of Polx protein containing the UBZ2, PIP and NLS domains is sufficient for the
recruitment of Polx to laser-induced sites of DNA damage.

To check whether UBZ1 also functions in the recruitment of Polx, we transfected cells with
a Polx mutant harboring a mutation in UBZ1 (D642A) [19]. We found that the recruitment
of Polx was reduced (Fig. 3A&B). However, this reduction was much less when compared
to those provoked by mutation of either UBZ2 (D784A) or UBZs (D642A and D784A) (Fig.
3A&B). As shown in Fig. 3B, a mild defect in Polx accumulation was also observed
following mutation of the PIP motif (F850A and F851A), probably due to the weak binding
affinity of the PIP box for PCNA [25]. Significantly, when the PIP and both UBZ domains
were concurrently mutated (PIP*: F850A and F851A; UBZ*: D642A and D784A) no signal
indicative of the accumulation of Polx protein was observed (Fig. 3B), suggesting an
additive effect on the accumulation.

DNA Repair (Amst). Author manuscript; available in PMC 2014 May 01.
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3.3. MSH2 and Rad18 regulate the accumulation of Polk to laser-induced DNA lesions

We previously reported that both the PIP and UBZs domains of Polx are required for its
optimal association with monoubiquitinated PCNA (mUb-PCNA) [19]. In light of the
observation that the PIP and UBZs domains of Polx act co-ordinately to mediate Polx
enrichment at laser-induced lesions, we speculated that mUb-PCNA may play an important
role in this process. Accordingly, we treated MRC cells with H,O, a chemical known to
promote the formation of DNA strand breaks, and observed that PCNA was rapidly and
transiently monoubiquitinated after treatment (Fig. 4A). The level of mUb-PCNA peaked
almost immediately after treatment and returned to background levels within 50 min.

It was recently reported that the mismatch repair protein MSH2 regulates the level of mUb-
PCNA after exposure of cells to H,O, [18]. We asked whether deletion of the MSHZ gene
alters the accumulation of GFP-Pol« at laser-induced lesions. HCT116 (MLHZ1-deficient)
and LoVo (MSH2-deficient) cells were transfected with GFP-Polx plasmid and micro-
irradiated with a UVA laser 24h later (Fig. 4B). Consistent with the report that a reduction
of mUb-PCNA was observed in MSH2-deficient, but not in MLHZ1-deficient cells following
H,0, treatment [18], we observed a significantly impaired assembly of Polx in LoVo cells,
but not in HCT116 cells (Fig. 4C). Notably, Polx accumulation at laser-induced sites
recovered following expression of MSH2 protein in LoVo cells (Fig. 4D). Considering that
PCNA monoubiquitination after oxidative stress is Rad18-dependent, we wished to ascertain
whether depletion of Rad18 would impair the recruitment of Polx to laser-induced sites of
damage. We established U20S stable cell lines depleted of RAD18 through sShRNA
infection and confirmed that the monoubiquitination of PCNA was significantly reduced
after UV treatment in these cells by subjecting cell extracts to western blotting with an anti-
PCNA antibody (Fig. 5A). When we examined recruitment of Polx to sites of laser-induced
DNA damage, we found that the average intensity of GFP-Polx fluorescence at damage sites
was lower in RAD18-depleted cells than in control cells (Fig. 5B). Meanwhile, the
proportion of RAD18-depleted cells in which Polx was recruited to sites of micro-irradiation
was also reduced (Fig. 5C). These data strongly suggested that monoubiquitinated PCNA
played an important role in recruitment of Polx to sites of laser-induced DNA damage. It
was noteworthy that Rad18 knockdown cells were not completely defective for Polx
recruitment. Although the incomplete depletion of Rad18 might explain the phenomenon,
other mechanisms which are independent of PCNA monoubiquitination but still require the
UBD, PIP, and NLS domains might also mediate the recruitment of Polx to the damaged
sites.

3.4. Polk-deficient cells are hypersensitive to hydrogen peroxide

To further elucidate the role of Polx in oxidative damage repair we immortalized Po/x+/+
and Polx—/- MEFs and exposed the cells to H,O, or X-rays. Consistent with previously
reported observations [7] Po/x—-/- MEFs did not exhibit an enhanced sensitivity to X-rays
(Fig. 6A). However, these cells were hypersensitive to HoO5 treatment (Fig. 6B). To
confirm that this sensitivity was directly related to the loss of Polx in Po/x—/- MEFs, we
stably reconstituted Po/x—/- MEFs with GFP-Polx (Fig. 6C) and found that the cells
became more resistant to H,O, treatment after reconstitution (Fig. 6D). To further eliminate
the possibility that these results were influenced by defective repair synthesis of DNA
associated with defective NER in Po/x—/- cells, we examined the sensitivity of Polx+/+Xpc
—/-and Polx-I-Xpc-I- MEFs to H,0, and obtained similar results (Fig. 6E). Thus,
endogenous Polx plays a role in protecting cells from oxidative stress. To assess whether
Rad18 is required for the function of Polx in protecting cells from oxidative stress, Polx in
Rad18-depleted U20S cells was transiently knocked down (Supplementary Fig. 3) and the
sensitivity of the cells to H,O, treatment were examined. We found that knockdown of
either Polx or Rad18 made the cells more sensitive to H,O5 treatment relative to the control
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siRNA (Fig. 6F). No further increased sensitivity could be detected in cells depleted of both
Rad18 and Polx, suggesting that Polx and Rad18 is epistatic for protection against oxidative
stress-induced cell death.

3.5. Loss of Polk resulted in defective repair of DNA strand breaks

We measured DNA strand break repair rates following H,O, and MMS treatments using
alkaline comet assays. To avoid misinterpretations associated with the generation of strand
breaks possibly associated with NER Po/x+/+ and Polx—/- cells were additionally rendered
defective in NER by eliminating XPC function. Cells were either mock-treated or exposed
to H,O, or MMS. As shown in Fig. 7A & 7B, H,O» treatment generated significant levels
of strand breaks in cells. Interestingly, Polx-deficient cells exhibited reduced rates of global
strand break repair following H,O,-induced oxidative stress. The reduced rate of DNA
strand break repair observed in Polx-deficient cells within 30 min after H,O, treatment
suggests a defect in SSB repair. However, given that SSBs are repaired relatively fast and
we could still detect a significant difference in retained strand breakage between WT and
KO cells after 3 h, it is possible that Polx-deficient cells also possess a defect in DSBR. To
check whether the reduced rates of chromosomal DNA strand break repair observed in Polx-
deficient cells following H,O5 treatment was caused by loss of Polx, we stably reconstituted
Polx—I- MEFs with GFP-Polx and found that expression of GFP-Polx but not GFP could
effectively improve the impaired DNA repair in Po/x—/— MEFs (Fig. 7C). To determine the
relationship between Rad18 and Polx in global strand break repair after H202 treatment,
Polx in Rad18-depleted U20S cells was transiently knocked down and the rates of strand
break repair were examined. We found that the levels of global strand breaks were
significantly elevated in examined cells immediately after H202 treatment (Fig. 7D). After
2 h repair incubation in drug-free medium, the extent of strand breaks almost returned to
basal level in cells treated with non-targeting siRNA, while it was still high in either Polx or
Rad18 knockdown cells. The level of retained strand breakage in Polx knockdown cells was
similar to that in cells depleted of both Polx and Rad18, suggesting that Polx and Rad18 are
epistatic for strand break repair. Remarkably, Rad18 knockdown cells manifested a lower
level of retained strand breakage compared to Polx and Polx/Rad18 knockdown cells,
indicating that partial function of Polx in global strand break repair after H202 treatment is
Rad18-independent. It has been known that Polx-deficient mouse embryonic stem cells and
MEFs are sensitive to MMS treatment (Supplementary Fig. 4)[26]. Considering that MMS is
capable of inducing DNA lesions and subsequent strand breaks [27], we further checked
whether Polx had a role in MMS-induced strand break repair beyond TLS. Similarly,
reduced rates of global strand break repair were also observed in Polx-deficient cells
following MMS treatment (Fig. 7E). Collectively, these results indicated that depletion of
Polx compromised the repair of strand breaks.

3.6. Loss of Polk led to defective SSBR/BER and DSBR

It is known that H,0, can induce both SSBs and DSBs [28]. To directly examine whether
Polx can participate in SSBR/BER pathway, we reconstituted the repair of G_U
oligonucleotide duplex in the presence of radioactively labeled dCTP and whole-cell
extracts from WT or Polx-deficient MEFs as described previously[13]. Incubation of the
WT cell extracts with the uracil-containing oligonucleotide duplex showed a time-dependent
incorporation of a-32P into the 40-mer substrate, indicating efficient BER activity in WT
cells (Fig. 8A). Very intriguingly, the repair of uracil in the DNA duplex was drastically
blocked in Polx mutant cell extracts as indicated by diminished a.-32P signals (Fig. 8A). The
impaired SSBR/BER activity in the extracts from Polx-deficient cells could be significantly
improved through supplementation with purified human Polx, suggesting that Pol« is
involved in the SSBR/BER pathway (Supplementary Fig. 5).
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Phosphorylation of the histone variant H2AX (y-H2AX) is an early step in the cellular
response to DSBs and its level usually reflects the extent of DSBs. To examine whether
Polx can participate in repair of H,O,-induced DSBs, we compared the rate of y-H2AX foci
loss after H,O, treatment between Polx-deficient and WT MEFs. We found that y-H2AX
peaked at 2 h and almost returned to background level by 6 h in WT cells (Fig. 8B).
However, in the absence of Polx, y-H2AX level was increased at all times and remained
elevated even 10 h after removing H,O,. Therefore, loss of Polx clearly impaired the repair
of HyO,-induced DSBs. Notably, the basal level of y-H2AX signal was higher in KO cells
than in WT cells, indicating that the deletion of Polx may lead to increased genomic
instability.

4. Discussion

Two different Polx knock-out mouse strains have not revealed significant phenotypes [3].
Hence, the precise function(s) of Polx /in vivois unclear. It is believed that the major
function of Polx /in vivois to support TLS, during which Pol«x catalyzes the insertion of
nucleotides opposite specific types of base damage in template DNA, possibly including
sites of base loss (AP sites), BPDE-dG, and oxidized estrogens. Polx-deficient cells are
indeed hypersensitive to treatment with BPDE or estrogen derivatives [6-9].

In view of the observation that expression of mouse and human Polx mRNA in the testes is
confined to meiotic spermatocytes and postmeiotic spermatids (in which DNA replication is
not obligatory) [29] we speculate that Polx might have other unknown functions beyond
TLS /n vivo. Given that Polx-deficient mice manifest elevated mutation rates in the male
germline [17] and some somatic tissues [6], we postulate that Polx may be involved in other
DNA repair pathways required to maintain genomic stability. Since BER/SSBR has been
documented to be highly efficient in extracts of male germ cells [30], we examined the
possible involvement of Polx in SSBR.

Our laser micro-irradiation experiments revealed that Polx could be recruited to sites of
laser-induced lesions in DNA and that the UBZs, NLS and PIP box of Polx protein were
required for its efficient accumulation at damaged sites. The requirement of NLS for Polx
assembly is probably due to the fact that the NLS belongs to a recently identified extended
PCNA interaction surface, which is necessary for Polx binding to PCNA [31]. The less
requirement of the PIP box for Polx recruitment to laser-induced sites of damage is
consistent with the fact that this motif displays a weaker binding affinity for PCNA
compared with the PIP boxes of other Y family polymerases [25]. Correspondingly, the PIP
box was found to be not essential for the role of Polx in replication-independent repair of
DNA interstrand crosslinks [32]. Notably, the UBZs and PIP box of Polx are also required
for Polx carrying out its functions in both TLS and NER[14,19]. Analogously, Poln has
been documented to use the same domains to mediate its recruitment to sites of oxidative
damage and UV damage [18]. It remains unknown how cells coordinate the different signals
via the similar domain to finish distinct functions.

PCNA has been reported to rapidly accumulate at laser-induced sites of DNA damage [33].
The UBZs and PIP matifs are required for optimal interaction between Polx and mUb-
PCNA [19]. Hence, we speculated that the recruitment of Polx to laser-induced lesions
might be mediated through mUb-PCNA. Consistent with this notion the kinetics of the
accumulation of Polx at sites of damage are reminiscent of the enrichment of Rad18 (an E3
ubiquitin ligase responsible for PCNA monoubiquitination) at laser-induced DNA SSBs
[34]. Furthermore, the accumulation of Polx at these lesions is considerably impaired in
MSH2-deficient and Rad18-depleted cells. Recently MSH2 has been reported to promote
the monoubiquitination of PCNA after oxidative stress in a way that is independent of the
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“canonical” MMR[18]. Also similar to Rad18 [34], the accumulation of Polx at laser-
induced lesions is not affected by the presence of an inhibitor of poly(ADP-ribose)
polymerase or absence of XRCC1(data not shown). These data are consistent with the
previous report that PCNA monoubiquitination is independent of PARP1 and XRCCL1 in
response to oxidative stress [18].

The retention kinetics of Polx at laser-induced sites of damage hinted that Polx was also
likely enriched at laser-induced DSBs based on the fact that repair proteins for SSBs and
base damage dissociate very rapidly [33], while those involved in DSBR can remain at
irradiated sites for more than an hour [35]. Meanwhile, Polx-deficient cells were
hypersensitive to H,O, and MMS treatments, which are known to generate strand breaks /n
vivo. In agreement with these observations Polx-deficient cells manifested a defect in repair
of H202- and MMS-induced global strand breaks. The overall kinetics of global strand
break repair in Polx-deficient cells suggested defects in both SSBR/BER and DSBR.
Accordingly, direct examination of the role of Polx in SSBR/BER confirmed a reduced
activity in extracts from Polx mutant cells. In addition, disappearance of -y-H2AX foci was
significantly delayed in Polx-deficient cells after H,O, treatment compared to WT cells,
reflecting a defect in DSBR. Collectively, these data reveal a novel role of Polx in the
maintenance of genome integrity following exposure of cells to oxidative stress.
Considering that Polx can apparently accommodate certain bulky lesions in its catalytic core
and display accurate DNA synthesis during replication of dinucleotide microsatellites [16],
we speculate that Polx might promote rapid repair of strand breaks in clusters or within
sequences capable of forming complex secondary structures, such as microsatellite DNA
[16]. In support of it, the spontaneous germline mutation rate within two expanded short
tandem repeat alleles is significantly higher in Polx-deficient mice compared to isogenic
Polx wild-type mice [17].

Since cell metabolism and environmental toxicants often introduce oxidative stress /n vivo,
the monoubiquitinated PCNA arising therefrom might recruit Polx for a rapid repair of
strand breaks, thereby complementing Polx’s TLS function against oxidative stress. In
support of it, either REVI-/-Polx—I- or REV3-I-Polx—/- DT 40 cells are more sensitive to
MMS treatment than REVI-/- or REV3-/- cells [26]. Notably, this proposed model does
not controvert the previous one in which the MMS sensitivities of Polx-deficient cells are
believed to be mainly attributable to the lack of TLS activity past alkylating DNA damages
[26]. Further studies will be needed to explore the precise role of Polx in SSBR and DSBR
in vivo.
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Refer to Web version on PubMed Central for supplementary material.
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Figure 1.

Accumulation of GFP-Polx at laser-induced DNA damage sites. (A) MRCS5 cells transfected
with GFP-Polx were micro-irradiated with laser. 5 min later, the cell images were recorded.
(B) MRCS5 cells transfected with GFP-Polx were micro-irradiated with laser (72% output).
45 min later, the cells were fixed and stained with antibodies to -y-H2AX. Nuclei were co-
stained with DRAQS5. (C) MRCS5 cells transfected with GFP-Polx and DsRed-XRCC1 were
micro-irradiated with laser (58% output). 5 min later, the cell images were captured. (D) No
CPD lesions were detected at the laser micro-irradiated sites under the conditions for GFP-
Polx accumulation. Top panel: HCT116 cells expressing GFP-Polx were treated as in B.
Bottom Panel: HCT116 cells were irradiated with 10J/m2 UVC. After fixation, the cells
were denatured with HCI and then incubated with anti-CPDs antibodies according to the
manufacturer’s protocol. CPD signals were only detected in UV-irradiated cells but not in
laser micro-irradiated cells.
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The C-terminus of Polx mediated its recruitment to laser-induced DNA damage sites. (A)
Top panel: Schematic representation of Polx domains: U1, ubiquitin-binding zinc finger 1
(residues 618-649); U2, ubiquitin-binding zinc finger 2 (residues 760-790); NLS, nuclear
localization signal (residues 823-841); PIP, PCNA-interacting peptide (residues 844-852)
and Polx deletion (D1, D2, D3, D4, and D5). Bottom Panel: MRC5 cells expressing various

GFP-Pol«x constructs were harvested and extracts were separated by SDS-PAGE, and

incubated with anti-GFP antibodies. (B) MRC5 cells transfected with a series of truncated
GFP-Polx were micro-irradiated. The cell images were recorded before and after micro-
irradiation (Top panel). The percentage of GFP—Polx-expressing cells in which the protein

was localized at the sites of damage was determined (Bottom panel).
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The UBZs and PIP motifs of Polx were required for its efficient accumulation at laser-
induced DNA damage sites. (A) Top panel: Schematic representation of Polx point mutants:
Ul* (D642A), U2* (D784A), U* (D642A and D784A), PIP* (F850A and F851A), and
U*PIP* (D642A, D784A, F850A and F851A). The X represents point mutation introduced
in the UBZ or PIP of Polx sequence. Bottom Panel: MRC5 cells expressing various GFP-
Polx constructs were harvested and extracts were separated by SDS-PAGE, and incubated

Figure 3.

with anti-GFP antibodies. (B) MRC5 cells expressing various GFP-Polx mutants were
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micro-irradiated and the percentage of GFP—Polx-expressing cells in which the protein was
localized at the sites of damage was determined. Bottom panel: Representative images are

shown for cells transfected with pGFP-Polx WT or U*PIP*.
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MSH2-deficient cells exhibited an impaired GFP-Pol«x recruitment at laser-induced sites of
damage. (A) MRCS5 cells were treated with 0.5mM H,0, at 4°C for about 60min. Then the
triton-insoluble fractions were harvested at indicated time-points. The levels of mUb-PCNA
were detected by immunoblotting with anti-PCNA antibody. (B) HCT116 and LoVo cells
were transfected with GFP-Polx. 24h later, the cells were micro-irradiated with a UVA
laser. 2 min later, the cell images were captured (Bottom panel). Top Panel: HCT116 and
LoVo cells expressing GFP-Polx construct were harvested and extracts were separated by
SDS-PAGE, and incubated with anti-GFP antibodies. (C) Quantification of HCT116 and
LoVo cells with GFP-Polx accumulations at the indicated time points after laser micro-
irradiation. (D) LoVo cells were co-transfected with GFP-Polx and Flag-MSH2. 24h later,
the cells were micro-irradiated with a UVA laser and Polx accumulation was quantified as
in (C).
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Figure5.

Knockdown of Rad18 decreased GFP-Polx recruitment at laser-induced sites of damage. A)
U20S cells were transfected with shRad18 or shNC and stable cell lines with a reduced
Rad18 level were established. Top panel: western blot to show the level of Rad18 in stable
cells. Bottom: U20S cells-depleted of Rad18 were UV irradiated and cell extracts were
separated by SDS-PAGE, and incubated with anti-PCNA antibodies.(B) The indicated stable
cells were transfected with GFP-Polx. 24h later, the cells were micro-irradiated with a UVA
laser and kinetic analysis of GFP-Polx intensity at laser-irradiated sites was performed.
Error bars represent standard errors based on 10 independent measurements. C) The
proportion of cells with Polx accumulation was quantified.

DNA Repair (Amst). Author manuscript; available in PMC 2014 May 01.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zhang et al.

Page 18
A B
100 100
L n
80 n — 80 ' "
- q
g 60 S 60
- [ ] ©
S 40 2 40
£ s
3
3 0
3 21 u wr S 2 g owr
© Polk -/- Polk -/
10 10
1 2 3 4 0 01 02 03 04
X-ray (Gy) H,0, (mM)
c GFP-Polk D 100
GFP + #1 #2 ~ 80 L
) 'l
- . GFP-Polk T_“’
2 40
- GFP E
2]
-actin 3 20
Erpem————— 3 Y P
GFP
10
05 10 15 20
H,0, (mM)
E 100 . F 100 4,
80 i 80
n —_
g 60 IS
s 40 S 4
g % hNC/siNC
a s 'si
= 2 PC KO S 20| . shNCIsiPolk
3 = (3] ShRAD18/siNC
Polx/XPC DKO shRAD18/siPoli
10 10

0 005 010 015 020 0 01 02 03 04 05
H,0, (mM) H,0, (mM)

Figure®6.

The sensitivity of Polx-deficient MEFs to DNA damage agent HoO». Pofx—/- MEFs were
treated with X-rays (A) or HyO5 at 4°C for 1 h (B) and further incubated in fresh medium
for 7-10 days. (C) Cell lysates of Po/x—/- MEFs complemented with GFPor GFP-Polx were
separated by SDS-PAGE and then incubated with anti-GFP or anti-p-actin antibodies. “+”
represents a positive control. “#1”and “#2” are two different stable clones. (D) Po/x—I-
MEFs complemented with GFP or GFP-Polx were treated with H,O5 at 4°C for 1 h and
further incubated in fresh medium for 7-10 days. (E) Polx and XPC double knockout MEFs
were treated with Hy,O5 as in (D). (F) Polx in Rad18-depleted U20S cells was transiently
knocked down and the sensitivity of the cells to H,O, treatment were examined as in (D).
Surviving fraction was expressed as a percentage of mock-treated cells. Values are the mean
of three independent experiments (+/- SE).
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Figure?7.

Loss of Polx resulted in reduced rates of global strand break repair. (A) Polx+/+Xpc-/— and
Polx—I- Xpc—I- MEFs were treated with 200 M H,0, for 10 min. At indicated time points
cells were analyzed with alkaline comet assay. Representative images of cells for each time
point are shown. (B) The quantitative distribution of tail moments for each time point is
shown. (C) Polx—I- MEFs complemented with GFP or GFP-Polx were treated with 600 uM
H,0, at 4°C for 30 min. (D) Rad18-depleted U20S cells were transfected with siPolx, 48 h
later, the cells were treated with 1 mM H,0, at 4°C for 10 min. (E) Po/x+/+Xpc-/- and
Polx—I- Xpc—I- MEFs were treated with 300 uM MMS for 1h. At indicated time points
cells were analyzed with alkaline comet assay. The quantitative distribution of tail moments

DNA Repair (Amst). Author manuscript; available in PMC 2014 May 01.



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zhang et al.

Page 20

for each time point is shown. At least 100 cells were scored in each sample and experiment.
Data represent the mean of three independent experiments (+/— SE).
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FIG. 8.

Loss of Polx resulted in defects in SSBR and DSBR. (A) SSBR/BER activity was reduced
in extracts from Polx mutant cells. Denaturing gel of G_U repair products after incubation
with the whole-cell extracts from WT or Polx-deficient MEFs: 4nM of G_U was incubated
with 10pg extract at 37°C, and aliquots were withdrawn at different time intervals and
analysed on a 10% denaturing PAGE. (B) y-H2AX foci persisted much longer in Polx-
deficient cells than in WT cells after H,0, treatment. WT and Polx-deficient MEFs were
treated with 0.5mM H,05 at 4°C for 10min. At indicated time points the cells were fixed
and stained with anti-y-H2AX and DAPI. Top panel: Visualization of -y-H2AX foci (red)
and DNA (blue) in WT and Polx-deficient cells. Bottom panel: Percentage of cells with over
v-H2AX foci. Significantly higher numbers of KO cells are foci positive relative to WT
cellsat 6 h and 8 h (p < 0.001).
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