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Abstract
Cells are frequently challenged by DNA double-strand breaks
(DSB) that threaten their normal function and survival. In
mammalian cells, the repair of DSBs is predominantly
mediated by the DNA-dependent protein kinase (DNA-PK)
complex. We unexpectedly found that the corepressor silencing mediator for retinoid and thyroid hormone receptor
(SMRT) associates with the DNA-PK repair complex. The
SMRT/histone deacetylase 3 complex is required for the
transcriptional repressive property of the Ku70 subunit of
the repair complex. Moreover, SMRT, but not the related
Nuclear Receptor Corepressor, is required for cellular recovery
from DNA DSBs induced by ionizing radiation or DNA
damage–inducing drugs. Thus, the corepressor SMRT plays a
novel and critical role in the cellular response to DSBs. (Cancer
Res 2006; 66(18): 9316-22)

Introduction
Maintenance of chromosome integrity is a fundamental
requirement in all living organisms. Of the various types of
DNA damage that arise within cells, DNA double-strand breaks
(DSB) are particularly deleterious. Such breaks can be induced by
reactive oxygen species, ionizing radiation (IR), and certain
anticancer drugs. If not repaired correctly, DSBs can lead to cell
death, chromosome translocations, and cancer (1, 2). Nonhomologous end joining (NHEJ), which refers to rejoining the ends of
broken DNA with little or no requirement for sequence homology,
is the predominant repair mechanism for DSBs in mammalian
cells (3, 4).
Major components of the NHEJ pathway are the DNAdependent protein kinase (DNA-PK) holoenzyme and ligase IV/
XRCC4 complex (2, 5). The DNA-PK holoenzyme is composed of
three subunits: a catalytic subunit of DNA-PK (DNA-PKcs) and
two DNA-binding proteins Ku70 and Ku80 (6, 7). Ku70 and Ku80
bind with high affinity to DNA termini in a sequenceindependent fashion (8). It is proposed that Ku70 and Ku80 are
the sensor proteins that recognize and bind to DNA termini at
the site of DSBs (9, 10). Binding of Ku to DNA leads to the
recruitment of DNA-PKcs to form an active DNA-PK holoenzyme
(11). Although extensive genetic and biochemical studies have
well established the indispensable role of DNA-PK holoenzyme in
NHEJ-mediated DSB repair, exactly how DNA-PKcs or Ku70/Ku80
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facilitates the DNA repair process in the context of chromatin
remains unclear.
The eukaryotic DNA is wound tightly around an octamer of
core histones H2A, H2B, H3, and H4 (12) to form nucleosomes,
the primary structural unit of chromatin. DNA repair, like other
DNA-templated processes, including gene transcription and DNA
replication, takes place in the context of chromatin and thus
involves modulation of chromatin structure and accessibility.
Reversible acetylation of the core histones has been identified as
a major regulator of eukaryotic chromatin structure (13, 14).
The acetylation of lysine residues in the histone NH2-terminal tails
by histone acetyltransferases (HAT) results in a less restrictive
chromatin structure, whereas histone deacetylases (HDAC)
remove the acetyl groups from histones, creating a more
compacted chromatin structure (13, 15). The acetylation of
histones has been shown to correlate well with transcription:
nucleosomal histones are often hyperacetylated in transcriptionally active chromatin yet hypoacetylated in silent chromatin
(16, 17). HDAC inhibitors, such as valproic acid and trichostatin A,
enhance radiosensitivity of human cells (18, 19), indicating a role
of histone deacetylation in the repair of DSBs. However, the
mechanism by which histone deacetylation is involved in the DNA
repair is not well understood.
Silencing mediator for retinoid and thyroid hormone receptor
(SMRT) was initially identified as a nuclear receptor corepressor
(20, 21). SMRT and the closely related protein Nuclear Receptor
Corepressor (N-CoR) are essential for transcriptional repression by
unliganded nuclear receptors, such as thyroid receptor and retinoic
acid receptor (20, 22, 23). Both SMRT and N-CoR interact directly
with multiple HDACs, including HDAC3, HDAC4, HDAC5, and
HDAC7 (24–27) and may associate with HDAC1 and HDAC2 via the
Sin3 protein under certain conditions (28, 29). In particular, HDAC3
is found in a tight complex with SMRT and N-CoR and its
enzymatic activity completely depends on association with the
deacetylase activation domain of SMRT or N-CoR (24, 27, 30).
The recruitment of HDACs enables SMRT and N-CoR to
modulate the chromatin structure, thus silencing transcription.
Although SMRT is most prominently linked with transcriptional
repression by nuclear receptors, there is evidence that SMRT plays
a role in transcriptional repression by many other transcription
factors, such as the leukemogenic fusion protein PLZF (31–34),
Notch-binding protein CBF-1 (35), and homeodomain proteins,
including Rpx2, Pit-1, and Pbx (36, 37). Here, we show that the
SMRT corepressor interacts with the Ku70 subunit of the DNA-PK
complex. SMRT, along with HDAC3, is crucial for the inherent
repression function of Ku70. Reduction of SMRT, but not N-CoR,
in human cells renders cells markedly hypersensitive to IR and
DSB-inducing drugs. Thus, the SMRT corepressor plays a novel and
unique role in the regulation of DSB repair.
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Materials and Methods
Plasmids. The Flag-SMRT 305 to 669, Flag-SMRT 305 to 559, or
Flag-SMRT 506 to 669 constructs have been described previously (38). Fulllength human Ku70 and Ku80 were gifts from Dr. Westley Reeves (University
of North Carolina, Chapel Hill, NC; ref. 39). Gal4-Ku70 and Gal4-Ku80
constructs were produced by PCR amplification of the full-length Ku70 or
Ku80 DNA sequences followed by insertion into pCMX-Gal4-DNA-binding
domain (DBD). Gal4-Ku70 plasmids containing Gal4-DBD fusions to Ku70
amino acids 1 to 251, 252 to 406, 407 to 558, 559 to 609, 407 to 505, and
506 to 558 were produced by PCR amplification of the corresponding
DNA sequences followed by insertion into pCMX-Gal4-DBD. Control, SMRT,
HDAC3, and N-CoR small interfering RNA (siRNA) constructs were
described previously (23).
In vitro interaction assays. Baculovirus expression and purification
of Flag-SMRT 1 to 891 proteins were carried out as described previously
(30). The DNA-PK complex was obtained commercially (Promega, Madison,
WI). The DNA-PK complex was incubated with Flag-SMRT proteins bound
to anti-Flag agarose beads (Sigma, St. Louis, MO) at 4jC for 2 hours in
HERR buffer [50 mmol/L KCl, 20 mmol/L HEPES (pH 7.9), 2 mmol/L EDTA,
0.1% NP40, 10% glycerol, 0.5% nonfat dry milk]. Bound proteins were eluted,
resolved by SDS-PAGE, and subjected to immunoblot analysis.
Mammalian cell culture and transient transfection transcription
assay. 293T and HeLa cells were maintained in DMEM (high glucose)
supplemented with 10% fetal bovine serum and L-glutamine (all from
Invitrogen, Carlsbad, CA). Cells were grown at 37jC in 5% CO2. Cells

were transfected with LipofectAMINE (Invitrogen) according to the
manufacturer’s instructions. At 48 hours after transfection, cells were
harvested for immunoprecipitations, luciferase reporter assays, or
chromatin immunoprecipitation (ChIP) assays. In luciferase reporter
assays, the Gal4 upstream activating sequence (UAS)  5-SV40 luciferase
reporter contains five copies of the Gal4 17-mer binding site. Luciferase
assay kit (Promega) was used to determine relative activity of the
luciferase gene product. Light units were normalized to a cotransfected
h-galactosidase expression plasmid. Fold repression is relative to the
Gal4-DBD, and results of duplicate samples are plotted. For transfections
coupled with SMRT siRNA knockdown, cells were harvested at 72 hours
after transfection to efficiently knockdown SMRT protein. siRNAs were
transfected thrice to efficiently knock down HDAC3, and reporter
plasmids were cotransfected with HDAC3 siRNA in the last transfection,
and 48 hours later, cells were collected for repression assay. siRNAs
were transfected twice to efficiently knock down N-CoR. Reporter
plasmids were cotransfected with N-CoR siRNA in the second
transfection, and 48 hours later, cells were collected for repression
assay. The nontargeted siRNA control sequence used was 5¶-AGACACACGCACTCGTCTC-3¶.
Immunoprecipitation. Cells were washed in PBS, resuspended in HERR
buffer containing protease inhibitor cocktail (Roche, Nutley, NJ), and then
subjected to sonication. Lysates were clarified by centrifugation at 14,000  g
for 10 minutes at 4jC. Supernatants were precleared with protein A agarose
beads (Invitrogen) for 1 hour at 4jC. Immunoprecipitation was done at
4jC overnight with normal rabbit IgG (Santa Cruz Biotechnology, Santa

Figure 1. SMRT interacts with the DNA-PK complex.
A and B, SMRT amino acids 506 to 669 interact with the
DNA-PK complex in 293T cells. Cells were transfected
with pcDNA3-Flag backbone vector, Flag-SMRT 305 to
669, Flag-SMRT 305 to 559, or Flag-SMRT 506 to
669. Whole-cell lysates were immunoprecipitated with
anti-Flag agarose beads (IP:Flag ). Bound proteins were
separated by SDS-PAGE. A, dashed arrows, detection
of novel interacting proteins by silver staining;
solid arrow, identified as the DNA-PKcs by MALDI-TOF.
B, immunoblot analysis. Input is 5%. C, endogenous
DNA-PK complex coprecipitates with SMRT.
Immunoprecipitation of 293T cell lysates was done
with control rabbit IgG or SMRT antibody followed by
Western blot analysis. Input is 1%. D, endogenous SMRT
coprecipitates with Ku70. Immunoprecipitation
of 293T cell lysates was done with control rabbit IgG or
Ku70 antibody. Input is 1%. E, SMRT polypeptide binds
to the DNA-PK complex in vitro . Purified recombinant
Flag-SMRT 1-891 was immobilized onto anti-Flag agarose
beads, incubated with purified DNA-PK complex, and
subjected to SDS-PAGE followed by immunoblot.
Input is 5%.
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Figure 2. Ku70 represses the transcription of a reporter gene and recruits
SMRT to the target DNA region. A, the Gal4 UAS  5-SV40 luciferase reporter
was transiently cotransfected with either Gal4-DBD, Gal4-Ku70, or Gal4-Ku80
into 293T cells. Fold repression was measured relative to Gal4-DBD alone at
24 hours after transfection. Bottom, equal expression of Gal4-fused proteins.
B, ChIP analysis of the experiment as in (A).

Cruz, CA) or SMRT antibody (PA1-842, Affinity BioReagents, Golden, CO).
Samples were then incubated with 25 AL protein A agarose beads for 1 hour.
In the Flag-fused protein immunoprecipitation, anti-Flag agarose beads were
incubated with cell lysates at 4jC for 4 hours. Immunoprecipitates were

washed eight times with HERR buffer. Bound proteins were subjected to
SDS-PAGE.
Immunoblot analysis. Immunoblotting with chemiluminescent detection was done as described (38). Antibodies, including mouse DNAPKcs, Ku80, Ku70 (all from Santa Cruz Biotechnology), mouse SMRT
(Abcam, Cambridge, United Kingdom), rabbit HDAC2 (Santa Cruz
Biotechnology), rabbit HDAC3 (Abcam), Flag-HRP (Sigma), and Gal-HRP
(Santa Cruz Biotechnology) were used.
ChIP assays. ChIP assays were done as described previously (23, 38).
Samples were immunoprecipitated with rabbit IgG or polyclonal antibodies recognizing Gal4-DBD (Santa Cruz Biotechnology), SMRT (PA1842), and N-CoR (25). Anti-Ku70 and anti-Ku80 agarose beads (Santa
Cruz Biotechnology) were used for Ku70 and Ku80 immunoprecipitation.
Samples were analyzed by conventional PCR using primers specific for
UAS  5-SV40 luciferase reporter: 5¶-TGTATCTTATGGTACTGTAACTG-3¶
and 5¶-CTTTATGTTTTTGGCGTCTTCCA-3¶.
Clonogenic survival assays. The assays were done as described
previously (40). Briefly, HeLa cells were transfected with control, SMRT, or
N-CoR siRNA constructs. At 24 hours after transfections, each group of cells
was divided into six plates of 60 mm. Forty-eight hours later, cells were
treated with 1 Gy IR or incubated with 2 Ag/mL phleomycin, 0.0015%
methyl methanesulfonate (MMS), or 2 mmol/L hydroxyurea for 2 hours.
The drug-treated cells were washed with PBS thrice. All cells were harvested
and counted. Cells (200, 400, or 1,000) were reseeded on the 100-mm plates
for colony formation. After 10 days, cell colonies were fixed with ethanol
and stained with crystal violet, and colony numbers were assessed.

Results
SMRT interacts with the DNA-PK complex in vivo and
in vitro. We noted previously that a short region of SMRT (amino
acids 506-669), when overexpressed in 293T cells, reproducibly
coprecipitates a protein of high molecular weight (Fig. 1A, solid
arrow). This unknown protein was initially suspected to be SMRT

Figure 3. Knockdown of SMRT or HDAC3, but not
N-CoR, decreases the transcriptional repression by Ku70.
A, siRNA knockdown of SMRT followed by transient
transfection transcription assay in 293T cells. Cells were
harvested at 72 hours after transfection to efficiently knock
down SMRT protein. Bottom, SMRT knockdown and
equal expression of Gal4-fused proteins were verified by
immunoblot analysis, in which HDAC2 was a loading control.
B, effect of siRNA knockdown of HDAC3. C, effect of siRNA
knockdown of N-CoR. Gal4-TR was included as a positive
control for the effect of N-CoR knockdown.
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Figure 4. Repression domain of Ku70. A, schematic
representation of the Ku70 protein and deletion
mutants used to map the repression domain of Ku70.
Gal4-DBD fusions to Ku70 contained Ku70 amino
acids 1 to 609 (Full ), Ku70 amino acids 1 to 251
(fragment A), Ku70 amino 252 to 406 (fragment B),
Ku70 amino acids 407 to 558 (fragment C), Ku70
amino acids 559 to 609 (fragment D ), Ku70 amino
acids 407 to 505 (fragment E), and Ku70 amino acids
506 to 558 (fragment F ). B, repression activity of Ku70
domains fused to Gal4-DBD. Column 1, Gal-DBD
alone. Bottom, comparable expression of Gal4-fused
proteins. Fragments C and E, the lower bands
correspond to the molecular weight of the truncated
protein; higher molecular weight bands are
presumably nonspecific. C, effect of SMRT
knockdown on the repression function of Ku70derived polypeptides. Bottom, SMRT knockdown
and equal expression of Gal4-fused proteins were
verified by immunoblot analysis. Gal4-MAD was
included as a negative control.

or closely related N-CoR. However, immunoblot analysis excluded
this possibility (data not shown). The protein band was isolated
and subjected to mass spectrometry sequence analysis. Interestingly, it was identified as DNA-PKcs. Immunoblot analysis confirmed that DNA-PKcs coimmunoprecipitated with SMRT 506 to
669 along with the two other subunits of the DNA-PK complex,
Ku70 and Ku80 (Fig. 1B); these can also be seen in the silverstained polyacrylamide gel (Fig. 1A, dashed arrows). Notably,
another region of SMRT (amino acids 305-559) does not interact
with the DNA-PK complex, indicating that the interaction with
DNA-PK complex is specific to the region 506 to 669. The
interaction of the DNA-PK complex with SMRT was confirmed
with endogenous proteins in 293T cells, where the DNA-PK
complex coprecipitated with endogenous SMRT (Fig. 1C). Reciprocally, endogenous SMRT coprecipitated when DNA-PK complex
was immunoprecipitated via the Ku70 subunit. (Fig. 1D). The
binding of recombinant Flag-SMRT to the purified DNA-PK
complex in vitro (Fig. 1E) suggested that SMRT directly interacts
with the DNA-PK complex.
SMRT is specifically recruited by Ku70. The Ku70/Ku80
heterodimer binds to DNA termini at the site of DSBs (8, 10). In
addition, Ku proteins are able to bind to specific sites in the

www.aacrjournals.org

promoter region of several genes (41–43), which result in the
transcriptional repression of target genes. Because SMRT serves as
a corepressor for a variety of transcription factors, we hypothesized
that Ku proteins might recruit SMRT to repress the transcription of
genes to which it was bound. To test this, full-length Ku70 and
Ku80 were fused to the heterologous Gal4-DBD, such that they
were recruited to a cotransfected luciferase reporter gene
containing multiple Gal4 binding sites. Consistent with previous
findings (43), Ku70 strongly repressed transcription in 293T cells,
whereas Ku80 was only a weak repressor (Fig. 2A). ChIP analysis
revealed that endogenous SMRT was specifically recruited by
Gal4-Ku70 (Fig. 2B). Of note, endogenous N-CoR was not recruited
by Ku70 (Fig. 2B).
SMRT and HDAC3 are required for transcriptional
repression by Ku70. We next addressed the requirement of
SMRT and HDAC3 for Ku70-mediated repression. siRNA was
used to specifically reduce expression of SMRT or HDAC3
protein in human 293T cells. Remarkably, loss of SMRT almost
abolished the repression function of Ku70 (Fig. 3A). Ku70
repression was also markedly reduced by the knockdown of
HDAC3, a core component of the SMRT corepressor complex
(Fig. 3B). Consistent with its absence in the previous ChIP
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analysis, loss of N-CoR had little effect on the repressive activity
of Ku70 (Fig. 3C).
SMRT-dependent repression localizes to a unique region of
Ku70. A series of Ku70-derived polypeptides (Fig. 4A) was fused to
the Gal4-DBD to determine the repression domain of Ku70. The
NH2 terminus of Ku70 contains a putative von Willebrand domain,
which may be important for protein-protein interactions (2, 44).
The central DBD is referred as the ‘‘Ku-core’’ because this region
shares high amino acid similarity with Ku80 DBD (44, 45). The
COOH-terminal region encompasses a SAF-A/B, acinus, and PIAS
(SAP) domain, a putative DNA-binding motif that may be involved
in chromosomal organization (44–46). Interestingly, none of these
characterized domains (regions A, B, and D) possessed any
repression function, whereas a region between the Ku core and
SAP domain (region C; amino acids 407-558) showed strong
repressive activity (Fig. 4B). Further mapping revealed that region
C was the minimal repression domain of Ku70, as neither region
E nor F (both derived from C) was sufficient to maintain the
repression function (Fig. 4B). SMRT knockdown markedly decreased the repressive activity of region C (Fig. 4C), underscoring
the importance of SMRT in Ku70-mediated repression.
Knockdown of SMRT enhances cellular sensitivity to DSBs.
Given the well-established role of Ku70 in the repair of DSBs,
we next explored the functional effects of SMRT knockdown.
HeLa cells were transfected with SMRT or N-CoR siRNA. SMRT or
N-CoR protein expression was specifically reduced without any
secondary effect on the level of cellular DNA-PKcs or Ku70/Ku80
proteins (Fig. 5A). These cells were treated with IR, which causes
DSBs and subsequent cell death (47). In control, unirradiated
cells, knockdown of SMRT had only a minor effect on survival
(Fig. 5B). However, reduction of SMRT led to substantial
radiosensitization. By contrast, knockdown of N-CoR levels had
little effect (Fig. 5B).
To further investigate the role of SMRT in facilitating cellular survival after DNA damage, we assessed the effects of SMRT or N-CoR
knockdown on cells treated with cytotoxic agents. Cells lacking
SMRT, but not N-CoR, were more susceptible to phleomycin, a
radiomimetic drug that induces free radical attack on sugar moieties
leading to DNA DSBs (Fig. 5C; ref. 48). In addition, the presence of
SMRT also protected cells from MMS, which creates adducts and
apurinic sites leading to DSBs (49). By contrast, SMRT knockdown
had no significant effect on survival after treatment with low-dose
hydroxyurea, which arrests DNA replication by depleting nucleotide
pools without inducing DSBs (Fig. 5C; ref. 50). Thus, SMRT is required
for the recovery from both IR and chemical-induced DSBs.

Discussion
We have shown that the SMRT corepressor interacts with the
Ku70 subunit of the DNA-PK DSB repair complex and is required
for its transcriptional repression function. Knockdown of SMRT
impaired the ability of cells to recover from DSBs. SMRT and
closely related N-CoR have overlapping functions as corepressors
for nuclear receptors (51). However, genetic deletion of N-CoR is
lethal, showing that SMRT cannot compensate for critical functions
of N-CoR (52). Here, conversely, we show that SMRT, but not NCoR, is uniquely required for Ku70-mediated repression and
cellular protection from DNA DSBs.
The Ku70 subunit of the DNA-PK DSB repair complex is
known to repress transcription of several genes, including
glycophorin B, xanthine oxidoreductase (XOR), and parathyroid
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Figure 5. Knockdown of SMRT, but not N-CoR, enhances cell sensitivity to
IR and DSB-inducing drugs. HeLa cells with SMRT knockdown or N-CoR
knockdown were treated with IR or drugs that induce DSB. A, SMRT or N-CoR
knockdown was verified by immunoblot using HDAC2 as a loading control.
The cellular level of DNA-PKcs, Ku70, and Ku80 protein was not changed after
knockdown of SMRT or N-CoR. B, effect of IR. C, effect of treatment with
phleomycin (2 Ag/mL), MMS (0.0015%), or hydroxyurea (2 mmol/L) for 2 hours.
After treatment, 200, 400, or 1,000 cells were reseeded on the 100-mm
dishes for colony formation. The proportion of surviving colonies was determined
10 days later. *, P < 0.05 versus control.

hormone-related polypeptide (41–43). Our data suggest that
SMRT functions as corepressor for Ku70. Similar to the
interaction between nuclear receptors and SMRT, Ku70 has not
been detected as a component of core SMRT complexes (24–27).
Indeed, the interaction between endogenous SMRT and the DNAPK complex is relatively weak (Fig. 1C and D) and may be
regulated by DNA.4 The region implicated in our studies as the
repression domain of Ku70 is not conserved in Ku80 and has not
been previously assigned a function. This is consistent with the
observation that, although Ku70 and Ku80 share similar domain
organization, only Ku70 possesses a strong repression function
(2, 6). One of the distinct functions of Ku80 is to provide the
docking site for DNA-PKcs (53). In addition, Ku80 binds at
certain promoters, such as that of the XOR gene, and recruits
Ku70 to repress transcription (41). Thus, each of the Ku subunits
of the DNA-PK complex has unique functions, allowing them to
cooperatively respond to a variety of cellular signals.
To the best of our knowledge, the SMRT-HDAC3 corepressor
complex is the first example of a mammalian deacetylase complex
indicated to involve in cellular recovery from DSBs. In yeast, the
class III HDAC Sir2 has been suggested to play a role in NHEJmediated DSB repair (54), although this conclusion is complicated
by pleiotropic changes in the Sir mutant strains (55). More recently,
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the class I HDAC Rpd3, in a complex with Sin3, has been shown to
play a role in efficient DSB repair by NHEJ in yeast, where histone
H4 is hypoacetylated in the vicinity of chromosomal DSB (56).
Paradoxically, HATs have also been implicated in NHEJ pathway.
Mammalian Tip60 and its yeast homologue Esa1 are required for
DSB repair (57–59); the Esa1-containing NuA4 HAT complex is
recruited to a DSB in living yeast (57, 60). One intriguing
explanation for the involvement of both HATs and HDACs in
DSB repair is that they might cooperate together to dynamically
change the chromatin structure to facilitate DSB repair process.
Acetylation presumably relaxes the chromatin and allows access of
repair proteins to the DNA templates. Histone deacetylation, which
is expected to create a compacted local chromatin structure
(13, 15), might serve to prevent transcription or DNA replication
machinery from interfering with DNA repair complexes. In
addition, deacetylase-mediated condensation of the damaged
chromatin region might facilitate the juxtaposition and subsequent
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particle at 2.8 Å resolution. Nature 1997;389:251–60.
13. Kuo MH, Allis CD. Roles of histone acetyltransferases
and deacetylases in gene regulation. Bioessays 1998;20:
615–26.
14. Struhl K. Histone acetylation and transcriptional
regulatory mechanisms. Genes Dev 1998;12:599–606.
15. Pazin MJ, Kadonaga JT. What’s up and down with histone deacetylation and transcription? Cell 1997;89:325–8.
16. Braunstein M, Rose AB, Holmes SG, Allis CD,
Broach JR. Transcriptional silencing in yeast is
associated with reduced nucleosome acetylation. Genes
Dev 1993;7:592–604.
17. Grunstein M. Histone acetylation in chromatin
structure and transcription. Nature 1997;389:349–52.
18. Camphausen K, Cerna D, Scott T, et al. Enhancement
of in vitro and in vivo tumor cell radiosensitivity by
valproic acid. Int J Cancer 2005;114:380–6.
19. Biade S, Stobbe CC, Boyd JT, Chapman JD.
Chemical agents that promote chromatin compaction
radiosensitize tumour cells. Int J Radiat Biol 2001;77:
1033–42.

www.aacrjournals.org

ligation of the two broken DNA molecules. This function could be
particularly important in vivo, where damaged DNA ends might
otherwise become separated from one another. Thus, the role of
SMRT complexes in the function of the DNA-PK complex may
contribute to the radiosensitivity noted in human cells treated with
HDAC inhibitors (18, 19).

Acknowledgments
Received 5/24/2006; revised 7/11/2006; accepted 7/14/2006.
Grant support: NIH Nuclear Receptor Signaling Atlas grant U19 DK062034 (M.A.
Lazar), National Institutes of Diabetes, Digestive and Kidney Diseases grant DK45586
(M.A. Lazar), National Cancer Institute grant CA107956 (G. Kao), and Office of
Research and Development, Medical Research Service, Department of Veterans Affairs
(G. Kao).
The costs of publication of this article were defrayed in part by the payment of page
charges. This article must therefore be hereby marked advertisement in accordance
with 18 U.S.C. Section 1734 solely to indicate this fact.
We thank J. Qin for the help in identifying DNA-PKcs using MALDI-TOF, W. Reeves
for providing the Ku70 and Ku80 constructs, and G. Blobel for helpful discussions.

20. Chen JD, Evans RM. A transcriptional co-repressor
that interacts with nuclear hormone receptors. Nature
1995;377:454–7.
21. Park EJ, Schroen DJ, Yang M, Li H, Li L, Chen JD.
SMRTe, a silencing mediator for retinoid and thyroid
hormone receptors-extended isoform that is more
related to the nuclear receptor corepressor. Proc Natl
Acad Sci U S A 1999;96:3519–24.
22. Horlein AJ, Naar AM, Heinzel T, et al. Ligandindependent repression by the thyroid hormone receptor
mediated by a nuclear receptor co-repressor. Nature
1995;377:397–404.
23. Ishizuka T, Lazar MA. The N-CoR/HDAC3 deacetylase complex is required for repression by thyroid
hormone receptor. Mol Cell Biol 2003;23:5122–31.
24. Guenther MG, Lane WS, Fischle W, Verdin E, Lazar
MA, Shiekhattar R. A core SMRT corepressor complex
containing HDAC3 and a WD40 repeat protein linked to
deafness. Genes Dev 2000;14:1048–57.
25. Huang EY, Zhang J, Miska EA, Guenther MG,
Kouzarides T, Lazar MA. Nuclear receptor corepressors partner with class II histone deacetylases in a
Sin3-independent repression pathway. Genes Dev
2000;14:45–54.
26. Kao HY, Downes M, Ordentlich P, Evans RM.
Isolation of a novel histone deacetylase reveals that
class I and class II deacetylases promote SMRTmediated repression. Genes Dev 2000;14:55–66.
27. Li J, Wang J, Nawaz Z, Liu JM, Qin J, Wong J. Both
corepressor proteins SMRT and N-CoR exist in large
protein complexes containing HDAC3. EMBO J 2000;19:
4342–50.
28. Nagy L, Kao H-Y, Chakravarti D, et al. Nuclear
receptor repression mediated by a complex containing
SMRT, mSin3A, and histone deacetylase. Cell 1997;89:
373–80.
29. Heinzel T, Lavinsky RM, Mullen T-M, et al. A complex
containing N-CoR, mSin3, and histone deacetylase
mediates transcriptional repression. Nature 1997;387:
43–8.
30. Guenther MG, Barak O, Lazar MA. The SMRT and
N-CoR corepressors are activating cofactors for histone
deacetylase 3. Mol Cell Biol 2001;21:6091–101.
31. Hong SH, David G, Wong CW, Dejean A, Privalsky
ML. SMRT corepressor interacts with PLZF and with the
PML-retinoic acid receptor a and PLZF-RARa; oncoproteins associated with acute promyelocytic leukemia.
Proc Natl Acad Sci U S A 1997;94:9028–33.
32. He LZ, Guidez F, Tribioli C, et al. Distinct interactions of PML-RARa and PLZF-RARa with co-repressors determine differential responses to RA in APL. Nat
Genet 1998;18:126–35.
33. Grignani F, DeMatteis S, Nervi C, et al. Fusion
proteins of the retinoic acid receptor-a recruit histone
deacetylase in promyelocytic leukaemia. Nature 1998;
391:815–8.

9321

34. Lin RJ, Nagy L, Inoue S, Shao W, Miller WH, Evans
RM. Role of the histone deacetylase complex in acute
promyelocytic leukaemia. Nature 1998;391:811–4.
35. Kao H-Y, Ordentlich P, Koyano-Nakagawa K, et al. A
histone deacetylase corepressor complex regulates the
Notch signal transduction pathway. Genes Dev 1998;12:
2269–77.
36. Xu L, Lavinsky RM, Dasen JS, et al. Signal-specific coactivator domain requirements for Pit-1 activation.
Nature 1998;395:301–6.
37. Asahara H, Dutta S, Kao HY, Evans RM, Montminy M.
Pbx-Hox heterodimers recruit coactivator-corepressor
complexes in an isoform-specific manner. Mol Cell Biol
1999;19:8219–25.
38. Yu J, Li Y, Ishizuka T, Guenther MG, Lazar MA. A
SANT motif in the SMRT corepressor interprets the
histone code and promotes histone deacetylation.
EMBO J 2003;22:3403–10.
39. Wang J, Dong X, Reeves WH. A model for Ku
heterodimer assembly and interaction with DNA.
Implications for the function of Ku antigen. J Biol
Chem 1998;273:31068–74.
40. Kao GD, McKenna WG, Guenther MG, Muschel RJ,
Lazar MA, Yen TJ. Histone deacetylase 4 interacts with
53BP1 to mediate the DNA damage response. J Cell Biol
2003;160:1017–27.
41. Xu P, LaVallee PA, Lin JJ, Hoidal JR. Characterization
of proteins binding to E-box/Ku86 sites and function of
Ku86 in transcriptional regulation of the human
xanthine oxidoreductase gene. J Biol Chem 2004;279:
16057–63.
42. Okazaki T, Nishimori S, Ogata E, Fujita T. Vitamin Ddependent recruitment of DNA-PK to the chromatinized
negative vitamin D response element in the PTHrP gene
is required for gene repression by vitamin D. Biochem
Biophys Res Commun 2003;304:632–7.
43. Camara-Clayette V, Thomas D, Rahuel C, Barbey R,
Cartron JP, Bertrand O. The repressor which binds the
75 GATA motif of the GPB promoter contains Ku70 as
the DNA binding subunit. Nucleic Acids Res 1999;27:
1656–63.
44. Aravind L, Koonin EV. SAP-a putative DNA-binding
motif involved in chromosomal organization. Trends
Biochem Sci 2000;25:112–4.
45. Aravind L, Koonin EV. Prokaryotic homologs of the
eukaryotic DNA-end-binding protein Ku, novel domains
in the Ku protein and prediction of a prokaryotic
double-strand break repair system. Genome Res 2001;11:
1365–74.
46. Walker JR, Corpina RA, Goldberg J. Structure of the
Ku heterodimer bound to DNA and its implications for
double-strand break repair. Nature 2001;412:607–14.
47. Martensson S, Nygren J, Osheroff N, Hammarsten O.
Activation of the DNA-dependent protein kinase by druginduced and radiation-induced DNA strand breaks.
Radiat Res 2003;160:291–301.

Cancer Res 2006; 66: (18). September 15, 2006

Cancer Research

48. Moore CW. Internucleosomal cleavage and chromosomal degradation by bleomycin and phleomycin in
yeast. Cancer Res 1988;48:6837–43.
49. Schwartz JL. Monofunctional alkylating agentinduced S-phase-dependent DNA damage. Mutat Res
1989;216:111–8.
50. Desany BA, Alcasabas AA, Bachant JB, Elledge SJ.
Recovery from DNA replicational stress is the essential
function of the S-phase checkpoint pathway. Genes Dev
1998;12:2956–70.
51. Hu X, Lazar MA. Transcriptional repression by
nuclear hormone receptors. Trends Endocrinol Metab
2000;11:6–10.
52. Jepsen K, Harmanson O, Onami TM, et al.

Combinatorial roles of the nuclear receptor corepressor in transcription and development. Cell 2000;102:
753–63.
53. Gell D, Jackson SP. Mapping of protein-protein
interactions within the DNA-dependent protein kinase
complex. Nucleic Acids Res 1999;27:3494–502.
54. Tsukamoto Y, Kato J, Ikeda H. Silencing factors
participate in DNA repair and recombination in
Saccharomyces cerevisiae . Nature 1997;388:900–3.
55. Astrom SU, Okamura SM, Rine J. Yeast cell-type
regulation of DNA repair. Nature 1999;397:310.
56. Jazayeri A, McAinsh AD, Jackson SP. Saccharomyces
cerevisiae Sin3p facilitates DNA double-strand break
repair. Proc Natl Acad Sci U S A 2004;101:1644–9.

Cancer Res 2006; 66: (18). September 15, 2006

9322

57. Bird AW, Yu DY, Pray-Grant MG, et al. Acetylation of
histone H4 by Esa1 is required for DNA double-strand
break repair. Nature 2002;419:411–5.
58. Ikura T, Ogryzko VV, Grigoriev M, et al. Involvement
of the TIP60 histone acetylase complex in DNA repair
and apoptosis. Cell 2000;102:463–73.
59. Allard S, Utley RT, Savard J, et al. NuA4, an essential
transcription adaptor/histone H4 acetyltransferase complex containing Esa1p and the ATM-related cofactor
Tra1p. EMBO J 1999;18:5108–19.
60. Downs JA, Allard S, Jobin-Robitaille O, et al. Binding
of chromatin-modifying activities to phosphorylated
histone H2A at DNA damage sites. Mol Cell 2004;16:
979–90.

www.aacrjournals.org

