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The scaffold protein X-ray repair cross-complementing 1
(XRCC1) interacts with multiple enzymes involved in DNA base
excision repair and single-strand break repair (SSBR) and is
important for genetic integrity and normal neurological func-
tion. One of the most important interactions of XRCC1 is that
with polynucleotide kinase/phosphatase (PNKP), a dual-func-
tion DNA kinase/phosphatase that processes damaged DNA
termini and that, if mutated, results in ataxia with oculomotor
apraxia 4 (AOA4) and microcephaly with early-onset seizures
and developmental delay (MCSZ). XRCC1 and PNKP interact
via a high-affinity phosphorylation-dependent interaction site
in XRCC1 and a forkhead-associated domain in PNKP. Here, we
identified using biochemical and biophysical approaches a sec-
ond PNKP interaction site in XRCC1 that binds PNKP with
lower affinity and independently of XRCC1 phosphorylation.
However, this interaction nevertheless stimulated PNKP activ-
ity and promoted SSBR and cell survival. The low-affinity inter-
action site required the highly conserved Rev1-interacting
region (RIR) motif in XRCC1 and included three critical and evo-
lutionarily invariant phenylalanine residues. We propose a bipar-
tite interaction model in which the previously identified high-affin-
ity interaction acts as a molecular tether, holding XRCC1 and
PNKP together and thereby promoting the low-affinity interaction
identified here, which then stimulates PNKP directly.

XRCC1 is a molecular scaffold protein that interacts with
multiple components of the single-strand break repair (SSBR)4

pathway including DNA polymerase � (Pol �) (1, 2), polynucle-

otide kinase/phosphatase (PNKP) (3, 4), Aprataxin (APTX) (5,
6), Aprataxin- and PNKP-like factor (7–9), and DNA ligase 3�
(Lig3�) (10, 11). XRCC1 also interacts with poly(ADP-ribose),
the product of PARP1 and/or PARP2 activity, via its central
BRCT1 domain, thereby enabling its accumulation at chromo-
somal SSBs (12–16). The interactions mediated by XRCC1
affect protein partners in several ways including stabilization,
recruitment to sites of SSBs, and in some cases enzymatic stim-
ulation. One of the most important interactions mediated by
XRCC1 is with PNKP, because many of the DNA strand breaks
arising in cells are substrates for this enzyme (17–21). PNKP
possesses both DNA 5�-kinase and DNA 3�-phosphatase activ-
ities, which together convert 5�-hydroxyl and 3�-phosphate ter-
mini to canonical 5�-phosphate and 3�-hydroxyl moieties,
respectively, thereby enabling the final steps of DNA gap filling
and DNA ligation (22–24).

The importance of PNKP is illustrated by the observation
that mutations in this gene result in the hereditary neurological
diseases microcephaly with early onset seizures (MCSZ) and
ataxia oculomotor apraxia 4 (AOA4) (25–27). MCSZ is char-
acterized by neurodevelopment defects and reduced cerebellar
size, whereas AOA4 is characterized by progressive cerebellar
degeneration and ataxia. It is unclear why mutations in the
same protein can result in two different neurological diseases
but this may reflect the varying impact of the different muta-
tions on PNKP function and/or the additional role of this pro-
tein in non-homologous end joining. None of the mutations, to
date, result in the complete absence of enzyme activity, suggest-
ing that PNKP may be essential for viability (28). Consistent
with this idea, germ line deletion of PNKP is lethal in mouse
(29).

XRCC1 interacts with PNKP by both phosphorylation-de-
pendent and phosphorylation-independent mechanisms (3, 4,
30). The phosphorylation-dependent interaction is mediated
by a forkhead-associated (FHA) domain in PNKP and a cluster
of three CK2 phosphorylation sites at Ser518/Thr519/Thr523 in
XRCC1, resulting in a very high-affinity interaction with full-
length phosphorylated XRCC1 (Kd � 3.5 nM) (4, 30, 31).
XRCC1 stimulates PNKP activity at limiting concentrations of
the latter (3, 4), in part at least by displacing PNKP from its
substrate and thereby releasing the enzyme for additional
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cycles of activity (30, 32). However, whereas the phosphoryla-
tion-dependent interaction contributes to PNKP stimulation it
is not essential for this purpose, because non-phosphorylated
XRCC1 can also stimulate PNKP to a lesser extent (3, 32, 33).
Consistent with this, full-length XRCC1 contains a second
binding site that mediates a lower affinity, phosphorylation-
independent, interaction (Kd � 30 nM) with the catalytic
domain of PNKP (3, 32, 33). However, the location and physi-
ological importance of this binding site in XRCC1 are
unknown. Given the importance of XRCC1 and PNKP for nor-
mal neurological function in mouse and man (25, 29, 34) we
have identified in this work the location and importance of the
low-affinity binding site in XRCC1.

Results

XRCC1 is a scaffold protein comprised of multiple molecular
interaction domains (Fig. 1A). Although binding partners for
most of these domains have been identified, XRCC1 also pos-
sesses a poorly characterized but highly conserved region
denoted the “Rev1-interacting region” (RIR) located just
upstream of the BRCT1 domain (35). Of particular interest
within this region is a cluster of conserved residues that
includes the invariant phenylalanine residues Phe173, Phe191,
and Phe192 (Fig. 1). To examine the importance of this region,
we mutated the three conserved phenylalanine residues to ala-
nine and examined the mutated protein (denoted XRCC1-
HisFFF) for ability to complement XRCC1-mutant EM9 Chinese
hamster ovary (CHO) cells. XRCC1-HisFFF was unable to
restore normal levels of cell survival in EM9 cells following
treatment with H2O2 (Fig. 2A). However, this was not the case
following methyl methanesulfonate (MMS) treatment, to
which EM9 cells expressing either XRCC1-His or XRCC1-
HisFFF exhibited similar levels of sensitivity over the concentra-
tion range employed (Fig. 2B). In agreement with these data,
XRCC1-HisFFF was less able to support normal rates of SSBR
than XRCC1-His following H2O2 treatment (Fig. 3A), but was
equally able to support normal rates of base excision repair
following treatment with MMS (Fig. 3B). The ability of the
mutated protein to complement phenotypes associated with
MMS-induced damage, but not H2O2-induced damage, sug-
gests that this mutation does not disrupt general folding of the
protein. Rather these data suggest that the triple phenylalanine

mutation is a separation-of-function mutation that impedes the
repair of DNA strand breaks induced at sites of DNA oxidation
but not those induced at sites of DNA alkylation.

One possible explanation for the selective impact of the phe-
nylalanine mutations is that they disrupt the interaction of
XRCC1 with PNKP. This is because although PNKP is pre-
dicted to play a minor role in the repair of MMS-induced DNA
breaks, it is predicted to play a major role in the repair of oxi-
dative DNA breaks (20). The high-affinity interaction of
XRCC1 with PNKP is mediated by the phosphorylated CK2
sites located at Ser518/Thr519/Thr523, but the site of the low-
affinity interaction is unclear. The latter interaction is far
weaker than the phosphorylation-dependent interaction but is
nevertheless important for PNKP stimulation (3, 4, 30). To
examine whether the phenylalanine motif might mediate
the phosphorylation-independent interaction we examined
recombinant histidine-tagged XRCC1 purified from Esche-
richia coli for interaction with an enzymatically active deriva-
tive of PNKP labeled with acrylodan (denoted PNKP-AC) in
fluorescence quenching experiments. For these experiments
we employed full-length XRCC1-His and His-XRCC1161– 406, a
truncated derivative of XRCC1 encoding the central 245 amino
acids spanning the phenylalanine motif. Full-length XRCC1-
His resulted in partial quenching of AC fluorescence at 490 nm
in a concentration-dependent manner (Fig. 4A). Nonlinear
regression analysis of this binding data revealed unimodal bind-
ing with a Kd � 30 nM for XRCC1-His, consistent with our
previous report (32), and Kd � 95 nM for His-XRCC1161– 406,
indicating �3-fold weaker but nevertheless tight binding by the
latter (Fig. 4A). Importantly, mutation of the three phenylala-
nine residues in full-length XRCC1-His (His-XRCC1FFF)
induced only �4% 6-acryloyl-2-dimethylaminonaphthalene
(AC) quenching when added in 6-fold excess (Fig. 4B). This
level of quenching is too low to obtain a Kd, suggesting that the
phenylalanine motif is required for the low-affinity interaction
with PNKP-AC.

To examine the phenylalanine motif for interaction with
PNKP in cells we co-transfected EM9 cells with constructs
encoding human PNKP and either wild-type full-length
XRCC1-His or mutant full-length XRCC1-HisFFF, and affinity
purified His-tagged protein complexes by metal-chelate chro-

Figure 1. A novel conserved domain in XRCC1. Shown is a schematic of established molecular interaction sites in human XRCC1. A highly conserved domain
of �40 amino acids located between the NTD and the NLS and containing three invariant phenylalanine residues (underlined) including a putative RIR motif
(boxed), is highlighted. Hs, Homo sapiens; Mm, Mus musculus; XL, Xenopus laevis; Dm, Drosophila melanogaster.
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matography (Fig. 4C). Similar amounts of PNKP co-purified
with either XRCC1-His protein, suggesting that mutation of
the phenylalanine motif did not greatly reduce XRCC1 interac-
tion with PNKP. This was not surprising, because cellular
XRCC1 is constitutively phosphorylated by CK2 and thus can
bind PNKP via the high-affinity interaction. Indeed, as reported
previously (4, 18), mutation of the CK2 phosphorylation sites
that mediate the high-affinity interaction greatly reduced
PNKP co-precipitation (Fig. 4C, XRCC1-HisS518A/T519A/T523A).
Importantly, however, overexposure of the autoradiograph
revealed a small amount of residual co-purified hPNKP, which
was further reduced or ablated by additional mutation of the
phenylalanine motif (Fig. 4C, right). Together, these data sug-
gest that whereas the PNKP interaction is determined primarily
by the high-affinity phosphorylation-dependent interaction,
the low-affinity interaction is disrupted by mutation of the phe-
nylalanine motif.

XRCC1 stimulates PNKP activity if the latter is present at a
limiting concentration (3, 4, 30, 32). We therefore examined the

impact of the phenylalanine motif on PNKP activity, in vitro (3, 4,
32). Recombinant His-XRCC1161–406 stimulated the 5�-DNA
kinase activity of PNKP almost to the same extent as full-length
XRCC1-His, and this stimulation was ablated by mutation of
the phenylalanine motif (Fig. 5A). This was not the case for
mutations in the BRCT I domain that binds poly(ADP-ribose)
(13, 14), which did not impact on PNKP stimulation (Fig. 5A,
His-XRCC1161– 406-RK). Because PNKP stimulation by XRCC1
reflects the displacement of PNKP from its 5�-phosphorylated
DNA product, enabling further rounds of enzyme activity (30,
32), we next conducted single turnover experiments in which
DNA substrate was present in 10-fold excess over PNKP. As
expected, DNA kinase activity plateaued at �10% product for-
mation, and subsequent addition of full-length XRCC1-His
promoted further activity (Fig. 5B). In contrast, XRCC1-HisFFF

was unable to stimulate PNKP, consistent with an inability to
interact with PNKP and displace it from its 5�-phosphorylated
DNA product (Fig. 5B). Notably, similar results were observed
for DNA phosphatase activity, suggesting that the phenylala-

Figure 2. The RIR motif is important for XRCC1-dependent cell survival following oxidative stress. A, clonogenic survival of XRCC1-mutant EM9 cells
stably transfected with empty pCD2E vector (V) or with pCD2E expression constructs encoding full-length wild-type XRCC1-His (EM9-XH) or XRCC1-HisFFF

(EM9-XHFFF). Cells were treated with the indicated concentrations of H2O2 for 15 min and then in drug-free medium for 10 –14 days to allow colony formation.
Data are the mean � S.E. of three independent experiments. Where not visible, error bars are smaller than the symbols. B, clonogenic cell survival following
MMS treatment, as above.

Figure 3. The RIR motif is important for XRCC1-dependent SSBR following oxidative stress. A, chromosomal SSBR rates were measured in the above EM9
cell lines in alkaline comet assays following treatment with 150 �M H2O2 for 20 min on ice, followed by recovery in drug-free medium for the indicated time at
37 °C. B, steady state SSB levels as an indicator of chromosomal SSBR rates were measured in the above EM9 cell lines in alkaline comet assays following
treatment with the indicated concentration of MMS for 15 min at 37 °C. Data are the mean � S.E. of three independent experiments.
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nine motif is required for stimulation of both activities of PNKP
(Fig. 5C). Finally, because XRCC1 displaces PNKP from its
DNA product in part by direct competition for DNA we also
examined the influence of the phenylalanine motif on DNA
binding (Fig. 5D). XRCC1-His bound an oligodeoxyribonucle-
otide duplex harboring a single-nucleotide gap �5-fold more
tightly than did XRCC1-HisFFF (Kd � 55 and �250 nM, respec-
tively), suggesting that the phenylalanine motif also influences
binding to DNA.

Discussion

XRCC1 is a molecular scaffold protein that interacts with
multiple components of the SSBR pathway including Pol �,
PNKP, APTX, Aprataxin- and PNKP-like factor, and Lig3� (36,

37). The interaction with PNKP is likely to be particularly
important, because most of the DNA strand breaks induced by
oxidative damage to deoxyribose possess 3�-phosphate moi-
eties and thus are substrates for the DNA phosphatase activity
of PNKP (20, 38, 39). In addition, SSBs arising from abortive
activity of topoisomerase I possess not only 3�-phosphate ter-
mini but also 5�-hydroxyl termini, which are substrates for the
DNA kinase activity of PNKP. XRCC1 interacts with PNKP via
a high-affinity (Kd, �3.5 nM) phosphorylation-dependent inter-
action (4) and a lower affinity (Kd, �30 nM) phosphorylation-
independent interaction (4, 30, 32). Although the high-affinity
interaction is well characterized, occurring via the FHA domain
in PNKP and the CK2 phosphorylation sites located at Ser518/
Thr519/Thr523 in XRCC1, the site of the low-affinity interaction

Figure 4. The RIR motif mediates the phosphorylation-independent interaction with PNKP. A, phosphorylation-independent interaction of PNKP with
full-length and truncated XRCC1. Acrylodan-labeled PNKP was excited at 380 nm, the relative fluorescence intensities were monitored at 485 nm (the data for
XRCC1-His is provided in the inset) as a function of full-length XRCC1-His (f) or truncated His-XRCC1161– 406 (●). The concentrations of PNKP-AC used were 20
and 80 nM with full-length XRCC1, and truncated His-XRCC1161– 406, respectively. A representative plot of the fraction of PNKP-AC bound versus XRCC1
concentration is shown. The Kd values reported represents the mean � S.E. (n � 3). B, mutation of the phenylalanine motif prevents phosphorylation-inde-
pendent interaction of XRCC1 with PNKP, in vitro. PNKP-AC (80 nM) was excited at 380 nm, and the emission fluorescence was measured between 400 and 550
nm. Note that the emission peak was �490 nm and was quenched only by wild-type XRCC1 and not by His-XRCC1FFF mutant. Data are based on three
experiments using varied concentrations of the triple mutant. The scans shown represent data for a 1:1 molar ratio for PNKP to wild-type XRCC1 and a 1:6 molar
ratio of PNKP to XRCC1FFF. C, cell extract from EM9 cells transiently transfected with pcD2E-PNKP and either empty pcD2E vector (EM9-V) or a pCD2E expression
construct encoding full-length XRCC1-His (EM9-XH), XRCC1-HisFFF (EM9-XHFFF), XRCC1-HisS518A/T519A/T523A (EM9-XHS518A/T519A/T523A), or XRCC1-HisFFF/S518A/T519A/T523A

(EM9-XHFFF/518) was incubated with nickel-nitrilotriacetic acid-agarose and histidine-tagged protein complexes recovered as described under “Experimental proce-
dures.” Aliquots of the column input and eluate were fractionated by SDS-PAGE and immunoblotted with anti-XRCC1 and anti-PNKP antibody. The gel on the right is
an overexposure of the PNKP blot in the eluate sample.
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is unclear. Here, we show that the low-affinity site is encoded by
a highly conserved but poorly characterized region of XRCC1
containing three invariant phenylalanine residues (Phe172/
Phe192/Phe193). Two of the three phenylalanine residues are
components of a putative RIR motif; a protein interaction
domain that binds Rev1 and is present in multiple translesion
DNA polymerases (35). As expected, loss of the high-affinity
interaction had a much greater impact on the co-immunopre-
cipitation of cellular PNKP by XRCC1 than did loss of the low-
affinity interaction. However, loss of both interactions ablated
detectable co-immunoprecipitation of cellular XRCC1 and
PNKP in our experiments, suggesting that both interactions are
functional. The presence of two PNKP interaction sites in
XRCC1 is intriguing. We suggest a bipartite interaction model
in which the high-affinity interaction acts as a molecular tether
that promotes PNKP recruitment at SSBs and additionally
increases the likelihood of the low-affinity interaction, which in
turn stimulates PNKP directly (Fig. 6). Consistent with this,
mutation of the phenylalanine motif prevented the stimulation
of PNKP by XRCC1 in vitro. Interestingly, residue Ala482 has
also been reported to impact the phosphorylation-independent

interaction with PNKP (40). However, this residue is located
close to the phosphorylation-dependent site at 518/519/523,
and so it is currently unclear how this site relates to the site
reported here.

The data presented here indicate that the RIR motif is func-
tionally important for DNA strand break repair rates and cell

Figure 5. The conserved XRCC1 phenylalanine motif is required for the phosphorylation-independent stimulation of PNKP activity. A, stimulation of
PNKP DNA kinase activity. 0.5 �M PNKP was incubated in the presence of [�-32P]ATP with 10 �M oligonucleotide substrate and 4 �M XRCC1-His, XRCC1-HisFFF,
His-XRCC1161– 406, or His-XRCC1161– 406-RK for 2 min at 37 °C. The amount of radiolabeled 5�-phosphorylated 24-mer oligonucleotide was then quantified by gel
electrophoresis and autoradiography. Data are the mean � S.D. of three independent experiments. B, stimulation of PNKP DNA kinase enzyme-product
turnover. DNA kinase reactions (50 �l) containing 2 �M 1-nt gapped oligonucleotide substrate and 0.2 �M PNKP were conducted as above in the absence of
XRCC1 for 20 min and XRCC1-His or XRCC1-HisFFF then added to 0.8 �M for a further 20 min. Phosphorylated oligonucleotide product was quantified at the
indicated times, as above. Data are the mean � S.D. of three independent experiments. C, stimulation of PNKP DNA phosphatase activity. DNA phosphatase
reactions (30 �l) containing 0.33 �M 1-nt gapped oligonucleotide substrate and 0.86 �M PNKP were incubated in the absence of any XRCC1 protein for 20 min
and then, where indicated, in the additional presence of 1.65 �M XRCC1-His or XRCC1-HisFFF for a further 20 min. 3�-Dephosphorylated oligonucleotide product
was quantified at the indicated times, as above. Data are the mean � S.D. of three independent experiments. D, Interaction of XRCC1-His (f) and XRCC1-HisFFF

(●) with 1-nt gapped DNA. Proteins (30 nM) were excited at 295 nm and the fluorescence intensity at 340 nm was monitored as a function of added 1 nt-gapped
DNA substrate (see inset for data with XRCC1-His). The fraction bound, i.e. relative fluorescence (Rel. Fluor.), versus ligand concentration is plotted.

Figure 6. A model for a bipartite interaction between XRCC1 and PNKP.
Shown is a schematic depicting the protein domains in XRCC1 and PNKP, with
the regions of XRCC1 that are involved in the high-affinity and low-affinity
interactions amplified to illustrate the protein sequence. Note that the high-
affinity interaction site is mediated by the CK2 phosphorylation sites located
in XRCC1 at Ser518/Thr519/Thr523 (residues in red bold and associated phos-
phates indicated by red circles) and the phosphopeptide-binding FHA
domain of PNKP. The low-affinity interaction is mediated by a region span-
ning Phe173/Phe191/Phe192 (red bold). Note that Phe191/Phe192 form part of a
putative RIR motif (underlined).

RIR motif in protein XRCC1 mediates low-affinity interaction
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survival following oxidative stress. However, it is currently
unclear to what extent the interaction with PNKP accounts for
this importance, because this motif also interacts with Rev1 (35)
and with SSRP1 (41), a component of the FACT chromatin
remodeling complex. Further work is required to compare
directly the relative affinities of the XRCC1 RIR motif for the
three binding partners, but the data available to date suggest
that the affinity of XRCC1 for Rev1 in vitro is �150-fold lower
than its affinity for PNKP (Kd of 5 �M and 30 nM, respectively).
Interestingly, in contrast to its impact on oxidative DNA dam-
age, mutation of the RIR motif did not greatly impact the DNA
base excision repair rates or survival following DNA alkylation.
This is surprising because SSRP1 is implicated in the repair of
such damage. This result also suggests that relatively few PNKP
substrates arise during the excision repair of alkylated DNA
bases, and is consistent with MMS-induced SSBs arising as
products of AP endonuclease-1 activity, which does not create
SSB termini that are substrates for PNKP.

In summary, we have identified within XRCC1 the site of a
phosphorylation-independent interaction with PNKP and
demonstrated the importance of this site for PNKP stimulation
and for normal rates of SSBR and cell survival following oxida-
tive stress. We propose that whereas the high-affinity interac-
tion acts as a molecular tether to ensure XRCC1 and PNKP are
in close proximity at SSBs arising globally across the genome,
the lower-affinity interaction is important to stimulate PNKP
activity, directly.

Experimental procedures

DNA expression constructs

The mammalian expression constructs pCD2E (empty vec-
tor) (42), pCD2E-PNK (encoding full-length PNKP) (4, 18), and
pCD2E-XH (encoding full-length XRCC1-His) (11) have been
described previously. pCD2E-XHFFF (encoding full-length
XRCC1-HisF173A/F191A/F192A in which the low-affinity PNKP-
binding site is mutated) was created by using a QuikChange site-
directed mutagenesis kit (Agilent Technologies). The bacterial
expression constructs pET16b-PNK (encoding full-length N-ter-
minally tagged His-PNKP) (23), pET16b-XH (encoding full-
length XRCC1-His) (11), pTWO-E-His-XRCC1161–406 (encoding
the truncated XRCC1 protein His-XRCC1161–533) (14), and pTWO-
E-His-XRCC1161–406-RK (encoding the truncated XRCC1 protein
His-XRCC1161–533 R335A/K369A in which the poly(ADP-ribose)-
binding domain is mutated) (14) have been described previously.
pET16b-HXFFF (encoding full-length His-XRCC1F173A/F191A/F192A

in which the low-affinity PNKP-binding site is mutated) was cre-
ated by PCR, subcloning into pCR2.1-TOPO, and finally subclon-
ing into the NdeI site of pET16b (Novagen). All subcloned
sequences were verified by Sanger sequencing.

Recombinant proteins

His-PNKP was expressed from pET16b-PNK, purified, and
labeled with AC as previously described (23, 32). Histidine-
tagged XRCC1 proteins were expressed from the bacterial
expression constructs indicated above and purified as previ-
ously described (43).

Clonogenic survival assays

500 cells each cell type were plated in duplicate in 10-cm
dishes and incubated for 4 h at 37�C. Cells were rinsed with PBS
and either mock treated or treated with H2O2 (diluted in PBS at
the indicated concentration immediately prior to use) or MMS
(diluted in complete medium at the indicated concentration
immediately prior to use) for 15 min at room temperature
(H2O2) or 37 °C (MMS). After treatment, cells were washed
twice with PBS and incubated for 10 –14 days in drug-free
medium at 37 °C to allow formation of macroscopic colonies.
Colonies were fixed in ethanol (95%), stained with 1% methyl-
ene blue in 70% ethanol, and colonies of �50 cells were
counted. Percentage survival was calculated for each drug
concentration using the equation: 100 � [average mean col-
ony number (treated plate)/average mean colony number
(untreated plate)].

Alkaline single cell-agarose gel electrophoresis (alkaline
comet assay)

Subconfluent cell monolayers were trypsinized, diluted to
2 � 105 cells/ml in ice-cold PBS (for H2O2 treatment) or com-
plete media (for MMS treatment) immediately prior to treat-
ment, and either mock-treated or treated with 150 �M H2O2
(diluted in ice-cold PBS immediately prior to use) for 20 min on
ice or with the indicated concentration of MMS (diluted in
complete medium) for 15 min at 37 °C. Cells were then rinsed in
ice-cold PBS and incubated, where appropriate, in fresh drug-
free media for the desired repair period at 37 °C. Cells (100 per
data point) were then analyzed by alkaline comet assay as pre-
viously described (44) using Comet Assay IV software (Percep-
tive Instruments).

Steady-state fluorescence assays

Steady-state fluorescence spectra were measured at 25 °C on
a PerkinElmer Life Sciences LS-55 spectrofluorometer using
5-nm spectral resolution for excitation and emission using
10 –100 nM acrylodan-labeled PNKP protein solutions as
described in our earlier studies (32). In DNA binding experi-
ments, PNKP was excited at 295 nm and changes in fluores-
cence were monitored at the emission maximum (340 nm). In
the case of 6-acryloyl-2-dimethylaminonaphthalene-labeled
PNKP protein (referred to as PNKPWFX402-AC in which all the
Trp except Trp402 located near the DNA-binding site have been
replaced by Phe), excitation was at 380 nm, and the changes in
AC fluorescence at the emission maximum (490 nm) were
monitored. Quantitative data for the binding of DNA ligands to
PNKP were obtained by measuring the quenching of the intrin-
sic Trp fluorescence of the protein at 340 nm following excita-
tion at 295 nm as a function of DNA concentration. Fluores-
cence data were analyzed using GraphPad Prism software, as
described previously (43).

DNA kinase assays

PNKP (10 pmol) was premixed with 40 pmol of full-length
XRCC1-His, His-XRCC1FFF, His-XRCC1161– 406, or His-
XRCC1161– 406 R335A/K369A at 37 °C for 5 min and then the mix-
tures were added to 20-�l (total volume) reactions containing
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kinase buffer (80 mM succinic acid, pH 5.5, 10 mM MgCl2, and 1
mM dithiothreitol), 0.2 nmol of 24-mer 5�-DNA kinase sub-
strate (Integrated DNA Technologies; the single- and double-
stranded DNA substrates used in this study have been
described previously (32)) and 3.3 pmol of [�-32P]ATP
(PerkinElmer Life Sciences) and incubated for 2 min at 37 °C.
4-�l aliquots were mixed with 2 �l of 3� sequencing gel loading
dye (Fisher), boiled for 10 min, and fractionated on a 12% poly-
acrylamide, 7 M urea sequencing gel at 200 V. Gels were imaged
on a Typhoon 9400 variable mode imager (GE Healthcare,
Bucks, UK) and quantified using ImageQuant 5.2 software (GE
Healthcare).

PNKP-product turnover assays

The stimulation of PNKP DNA kinase-product turnover by
XRCC1 was measured essentially as described (32). Briefly, 3 �
50-�l reactions containing kinase buffer (80 mM succinic acid,
pH 5.5, 10 mM MgCl2, and 1 mM dithiothreitol), 0.1 nmol of 1-nt
gapped DNA substrate (Integrated DNA Technologies; see
above), 0.2 nmol of unlabeled ATP, 3.3 pmol of [�-32P]ATP
(PerkinElmer Life Sciences), and 10 pmol of PNKP were incu-
bated at 37 °C. From one of the reaction mixtures 4-�l samples
were taken at 0, 1, 2, 5, 10, 20, and 30 min. To the other reaction
mixtures 40 pmol of full-length wild-type XRCC1-His or His-
XRCC1FFF was added after 20 min incubation and 4-�l samples
taken after an additional 1, 2, 5, 10, 20, and 30 min. The samples
were mixed with 2 �l of 3� sequencing gel loading dye (Fisher),
boiled for 10 min, and fractionated on a 12% polyacrylamide, 7
M urea sequencing gel at 200 V. Gels were scanned on a
Typhoon 9400 variable mode imager and the resulting bands
were quantified using ImageQuant 5.2 software.

The stimulation of PNKP DNA phosphatase-product turn-
over by XRCC1 was measured as follows. To prepare the
3�-DNA phosphatase substrate, 40 pmol of 1-nt gapped 45-mer
duplex substrate (32) harboring a 20-mer with a 3�-phosphate
terminus at the gap was radiolabeled at the 5�-terminus in a
50-�l reaction with T4 PNK (3�-phosphatase free)(New England
Biolabs) in the presence of [�-32P]ATP (Perkin Elmer Life Sci-
ences). The T4 PNK was then heat inactivated and the substrate
re-annealed by cooling. Each of 3 � 12-�l aliquots of radiola-
beled substrate (each containing �10 pmol of substrate) was
incubated with 16 fmol of PNKP in a 30-�l total volume in 1�
T4 PNK buffer (New England Biolabs; 70 mM Tris, pH 7.6, 10
mM MgCl2, and 5 mM DTT) at 37 °C. 4-�l samples were taken
from one of the three parallel reactions at 0, 1, 2, 5, 10, 20, and 30
min. To the other two reactions, 50 pmol of either XRCC1-His
or His-XRCC1FFF was added after 20 min and 4-�l samples
were taken after a further 1-, 2-, 5-, 10-, and 20-min incubation.
Samples were mixed with 2 �l of 3� sequencing gel loading dye
(Fisher), boiled for 10 min, and fractionated on a 12% polyacryl-
amide sequencing gel containing 7 M urea at 1800 V for 3 h. Gels
were scanned and imaged as described above.

Affinity purification of histidine-tagged XRCC1 protein
complexes

Histidine-tagged XRCC1 protein complexes were affinity
purified essentially as described (18). Briefly, EM9 cells were
transiently transfected with pCD2E-PNK and either empty

pCD2E or the indicated pcD2E-XRCC1 expression construct
and after selection in G418 for 4 days re-suspended in lysis
buffer (25 mM HEPES, pH 8.0, 325 mM sodium chloride, 0.5%
Triton X-100, 10% glycerol, 1 mM dithiothreitol, 25 mM imid-
azole, 1/100 dilution of mammalian protease inhibitor mixture
(Sigma)) at a density of 1.25 � 106 cells/ml and incubated on ice
for 20 min. High-molecular-weight DNA was sheered by two
short bursts (5 s) of sonication and the cell extracts were clari-
fied by centrifugation. XRCC1-His complexes were purified by
metal-chelate affinity chromatography by incubation of cell
extract (0.3 ml) with 0.1 ml (0.05 ml bed volume) of nickel-
nitrilotriacetic acid-agarose (Qiagen) for 20 min on ice with
frequent mixing. The agarose beads were pelleted by gentle
centrifugation at 4 °C in a microcentrifuge (3000 rpm),
unbound material was removed, and the pellets were washed
five times with lysis buffer before eluting bound proteins in 0.3
ml of lysis buffer containing 250 mM imidazole.
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References
1. Caldecott, K. W., Aoufouchi, S., Johnson, P., and Shall, S. (1996) XRCC1

polypeptide interacts with DNA polymerase beta and possibly poly(ADP-
ribose) polymerase, and DNA ligase III is a novel molecular “nick-sensor”
in vitro. Nucleic Acids Res. 24, 4387– 4394

2. Kubota, Y., Nash, R. A., Klungland, A., Schär, P., Barnes, D. E., and Lindahl,
T. (1996) Reconstitution of DNA base excision-repair with purified hu-
man proteins: interaction between DNA polymerase beta and the XRCC1
protein. EMBO J. 15, 6662– 6670

3. Whitehouse, C. J., Taylor, R. M., Thistlethwaite, A., Zhang, H., Karimi-
Busheri, F., Lasko, D. D., Weinfeld, M., and Caldecott, K. W. (2001)
XRCC1 stimulates human polynucleotide kinase activity at damaged
DNA termini and accelerates DNA single-strand break repair. Cell 104,
107–117

4. Loizou, J. I., El-Khamisy, S. F., Zlatanou, A., Moore, D. J., Chan, D. W., Qin,
J., Sarno, S., Meggio, F., Pinna, L. A., and Caldecott, K. W. (2004) The
protein kinase CK2 facilitates repair of chromosomal DNA single-strand
breaks. Cell 117, 17–28

5. Gueven, N., Becherel, O. J., Kijas, A. W., Chen, P., Howe, O., Rudolph, J. H.,
Gatti, R., Date, H., Onodera, O., Taucher-Scholz, G., and Lavin, M. F.
(2004) Aprataxin, a novel protein that protects against genotoxic stress.
Hum. Mol. Genet. 13, 1081–1093

6. Clements, P. M., Breslin, C., Deeks, E. D., Byrd, P. J., Ju, L., Bieganowski, P.,
Brenner, C., Moreira, M.-C., Taylor, A. M., and Caldecott, K. W. (2004)
The ataxia-oculomotor apraxia 1 gene product has a role distinct from
ATM and interacts with the DNA strand break repair proteins XRCC1
and XRCC4. DNA Repair 3, 1493–1502

7. Iles, N., Rulten, S., El-Khamisy, S. F., and Caldecott, K. W. (2007) APLF
(C2orf13) is a novel human protein involved in the cellular response to
chromosomal DNA strand breaks. Mol. Cell. Biol. 27, 3793–3803

8. Bekker-Jensen, S., Fugger, K., Danielsen, J. R., Gromova, I., Sehested, M.,
Celis, J., Bartek, J., Lukas, J., and Mailand, N. (2007) Human Xip1
(C2orf13) is a novel regulator of cellular responses to DNA strand breaks.
J. Biol. Chem. 282, 19638 –19643

9. Kanno, S.-I., Kuzuoka, H., Sasao, S., Hong, Z., Lan, L., Nakajima, S., and
Yasui, A. (2007) A novel human AP endonuclease with conserved zinc-
finger-like motifs involved in DNA strand break responses. EMBO J. 26,
2094 –2103

RIR motif in protein XRCC1 mediates low-affinity interaction

16030 J. Biol. Chem. (2017) 292(39) 16024 –16031



10. Caldecott, K. W., McKeown, C. K., Tucker, J. D., Ljungquist, S., and
Thompson, L. H. (1994) An interaction between the mammalian DNA
repair protein XRCC1 and DNA ligase III. Mol. Cell Biol. 14, 68 –76

11. Caldecott, K. W., Tucker, J. D., Stanker, L. H., and Thompson, L. H. (1995)
Characterization of the XRCC1-DNA ligase III complex in vitro and its
absence from mutant hamster cells. Nucleic Acids Res. 23, 4836 – 4843

12. Okano, S., Kanno, S., Nakajima, S., and Yasui, A. (2000) Cellular responses
and repair of single-strand breaks introduced by UV damage endonu-
clease in mammalian cells. J. Biol. Chem. 275, 32635–32641

13. El-Khamisy, S. F., Masutani, M., Suzuki, H., and Caldecott, K. W. (2003) A
requirement for PARP-1 for the assembly or stability of XRCC1 nuclear
foci at sites of oxidative DNA damage. Nucleic Acids Res. 31, 5526 –5533

14. Breslin, C., Hornyak, P., Ridley, A., Rulten, S. L., Hanzlikova, H., Oliver,
A. W., and Caldecott, K. W. (2015) The XRCC1 phosphate-binding
pocket binds poly(ADP-ribose) and is required for XRCC1 function. Nu-
cleic Acids Res. 43, 6934 – 6944

15. Masson, M., Niedergang, C., Schreiber, V., Muller, S., Menissier-de Mur-
cia, J., and de Murcia, G. (1998) XRCC1 is specifically associated with
poly(ADP-ribose) polymerase and negatively regulates its activity follow-
ing DNA damage. Mol. Cell. Biol. 18, 3563–3571

16. Li, M., Lu, L.-Y., Yang, C.-Y., Wang, S., and Yu, X. (2013) The FHA and
BRCT domains recognize ADP-ribosylation during DNA damage re-
sponse. Genes Dev. 27, 1752–1768

17. Buchko, G. W., and Weinfeld, M. (1993) Influence of nitrogen, oxygen,
and nitroimidazole radiosensitizers on DNA damage induced by ionizing
radiation. Biochemistry 32, 2186 –2193

18. Breslin, C., and Caldecott, K. W. (2009) DNA 3�-phosphatase activity is
critical for rapid global rates of single-strand break repair following oxi-
dative stress. Mol. Cell. Biol. 29, 4653– 4662

19. Bertoncini, C. R., and Meneghini, R. (1995) DNA strand breaks produced
by oxidative stress in mammalian cells exhibit 3�-phosphoglycolate ter-
mini. Nucleic Acids Res. 23, 2995–3002

20. Henner, W. D., Grunberg, S. M., and Haseltine, W. A. (1982) Sites and
structure of gamma radiation-induced DNA strand breaks. J. Biol. Chem.
257, 11750 –11754

21. Pouliot, J. J., Yao, K. C., Robertson, C. A., and Nash, H. A. (1999) Yeast gene
for a Tyr-DNA phosphodiesterase that repairs topoisomerase I com-
plexes. Science 286, 552–555

22. Weinfeld, M., Mani, R. S., Abdou, I., Aceytuno, R. D., and Glover, J. N.
(2011) Tidying up loose ends: the role of polynucleotide kinase/phospha-
tase in DNA strand break repair. Trends Biochem. Sci. 36, 262–271

23. Karimi-Busheri, F., Daly, G., Robins, P., Canas, B., Pappin, D. J., Sgouros, J.,
Miller, G. G., Fakhrai, H., Davis, E. M., Le Beau, M. M., and Weinfeld, M.
(1999) Molecular characterization of a human DNA kinase. J. Biol. Chem.
274, 24187–24194

24. Jilani, A., Ramotar, D., Slack, C., Ong, C., Yang, X. M., Scherer, S. W., and
Lasko, D. D. (1999) Molecular cloning of the human gene, PNKP, encod-
ing a polynucleotide kinase 3�-phosphatase and evidence for its role in
repair of DNA strand breaks caused by oxidative damage. J. Biol. Chem.
274, 24176 –24186

25. Shen, J., Gilmore, E. C., Marshall, C. A., Haddadin, M., Reynolds, J. J.,
Eyaid, W., Bodell, A., Barry, B., Gleason, D., Allen, K., Ganesh, V. S.,
Chang, B. S., Grix, A., Hill, R. S., Topcu, M., Caldecott, K. W., Barkovich,
A. J., and Walsh, C. A. (2010) Mutations in PNKP cause microcephaly,
seizures and defects in DNA repair. Nat. Genet. 42, 245–249

26. Bras, J., Alonso, I., Barbot, C., Costa, M. M., Darwent, L., Orme, T., Se-
queiros, J., Hardy, J., Coutinho, P., and Guerreiro, R. (2015) Mutations in
PNKP cause recessive ataxia with oculomotor apraxia type 4. Am. J. Hum.
Genet. 96, 474 – 479

27. Poulton, C., Oegema, R., Heijsman, D., Hoogeboom, J., Schot, R., Stroink,
H., Willemsen, M. A., Verheijen, F. W., van de Spek, P., Kremer, A., and
Mancini, G. M. (2013) Progressive cerebellar atrophy and polyneuropa-
thy: expanding the spectrum of PNKP mutations. Neurogenetics 14, 43–51

28. Reynolds, J. J., Walker, A. K., Gilmore, E. C., Walsh, C. A., and Caldecott,
K. W. (2012) Impact of PNKP mutations associated with microcephaly,
seizures and developmental delay on enzyme activity and DNA strand
break repair. Nucleic Acids Res. 14, 6608 – 6619

29. Shimada, M., Dumitrache, L. C., Russell, H. R., and McKinnon, P. J. (2015)
Polynucleotide kinase-phosphatase enables neurogenesis via multiple
DNA repair pathways to maintain genome stability. EMBO J. 34,
2565–2580

30. Lu, M., Mani, R. S., Karimi-Busheri, F., Fanta, M., Wang, H., Litchfeld,
D. W., and Weinfeld, M. (2010) Independent mechanisms of stimulation
of polynucleotide kinase/phosphatase by phosphorylated and non-phos-
phorylated XRCC1. Nucleic Acids Res. 38, 510 –521

31. Ali, A. A., Jukes, R. M., Pearl, L. H., and Oliver, A. W. (2009) Specific
recognition of a multiply phosphorylated motif in the DNA repair scaffold
XRCC1 by the FHA domain of human PNK. Nucleic Acids Res. 37,
1701–1712

32. Mani, R. S., Fanta, M., Karimi-Busheri, F., Silver, E., Virgen, C. A., Calde-
cott, K. W., Cass, C. E., and Weinfeld, M. (2007) XRCC1 stimulates poly-
nucleotide kinase by enhancing its damage discrimination and displace-
ment from DNA repair intermediates. J. Biol. Chem. 282, 28004 –28013

33. Mani, R. S., Yu, Y., Fang, S., Lu, M., Fanta, M., Zolner, A. E., Tahbaz, N.,
Ramsden, D. A., Litchfield, D. W., Lees-Miller, S. P., and Weinfeld, M.
(2010) Dual modes of interaction between XRCC4 and polynucleotide
kinase/phosphatase: implications for nonhomologous end joining. J. Biol.
Chem. 285, 37619 –37629

34. Lee, Y., Katyal, S., Li, Y., El-Khamisy, S. F., Russell, H. R., Caldecott, K. W.,
and McKinnon, P. J. (2009) The genesis of cerebellar interneurons and the
prevention of neural DNA damage require XRCC1. Nat. Neurosci. 12,
973–980

35. Gabel, S. A., DeRose, E. F., and London, R. E. (2013) XRCC1 interaction
with the REV1 C-terminal domain suggests a role in post replication re-
pair. DNA Repair 12, 1105–1113

36. Caldecott, K. W. (2008) Single-strand break repair and genetic disease.
Nat. Rev. Genet. 9, 619 – 631

37. Caldecott, K. W. (2014) DNA single-strand break repair. Exp. Cell Res.
329, 2– 8

38. Henner, W. D., Grunberg, S. M., and Haseltine, W. A. (1983) Enzyme
action at 3� termini of ionizing radiation-induced DNA strand breaks.
J. Biol. Chem. 258, 15198 –15205

39. Henner, W. D., Rodriguez, L. O., Hecht, S. M., and Haseltine, W. A. (1983)
Gamma ray induced deoxyribonucleic acid strand breaks: 3� glycolate
termini. J. Biol. Chem. 258, 711–713

40. Della-Maria, J., Hegde, M. L., McNeill, D. R., Matsumoto, Y., Tsai, M.-S.,
Ellenberger, T., Wilson, D. M., 3rd, Mitra, S., and Tomkinson, A. E. (2012)
The interaction between polynucleotide kinase phosphatase and the DNA
repair protein XRCC1 is critical for repair of DNA alkylation damage and
stable association at DNA damage sites. J. Biol. Chem. 287, 39233–39244

41. Gao, Y., Li, C., Wei, L., Teng, Y., Nakajima, S., Chen, X., Xu, J., Legar, B.,
Ma, H., Spagnol, S. T., Wan, Y., Dahl, K. N., Liu, Y., Levine, A. S., and Lan,
L. (2017) SSRP1 cooperates with PARP and XRCC1 to facilitate single
strand DNA break repair by chromatin priming. Cancer Res. 77,
2674 –2685

42. Takayama, K., Salazar, E. P., Lehmann, A., Stefanini, M., Thompson, L. H.,
and Weber, C. A. (1995) Defects in the DNA repair and transcription gene
ERCC2 in the cancer-prone disorder xeroderma pigmentosum group D.
Cancer Res. 55, 5656 –5663

43. Mani, R. S., Karimi-Busheri, F., Fanta, M., Caldecott, K. W., Cass, C. E.,
and Weinfeld, M. (2004) Biophysical characterization of human
XRCC1 and its binding to damaged and undamaged DNA. Biochemis-
try 43, 16505–16514

44. Breslin, C., Clements, P. M., El-Khamisy, S. F., Petermann, E., Iles, N., and
Caldecott, K. W. (2006) Measurement of chromosomal DNA single-
strand breaks and replication fork progression rates. Methods Enzymol.
409, 410 – 425

RIR motif in protein XRCC1 mediates low-affinity interaction

J. Biol. Chem. (2017) 292(39) 16024 –16031 16031


