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Summary
The identification of the cellular mechanisms responsible for the wide differences in species lifespan
remains one of the major unsolved problems of the biology of aging. We measured the capacity of
nuclear protein to recognize DNA double strand breaks (DSB) and telomere length of skin fibroblasts
derived from mammalian species that exhibit wide differences in longevity. Our results indicate DNA
DSB recognition increases exponentially with longevity. Further, an analysis of the level of Ku80
protein in human, cow, and mouse suggests that Ku levels vary dramatically between species and
these levels are strongly correlated with longevity. In contrast mean telomere length appears to
decrease with increasing longevity of the species, although not significantly. These findings suggest
that an enhanced ability to bind to DNA-ends may be important for longevity. A number of possible
roles for increased levels of Ku and DNA-PKcs are discussed.
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Introduction
In mammals, species lifespan can vary by more than 100 fold (shrew 2 years, bowhead whale
211 years). Despite considerable research, the cellular mechanisms that make this variation
possible remain unclear. Assuming the simplest underpinning of these mechanisms, several
predictions can be made. First, they likely impact fundamental processes. Second, they would
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be expected to be reflected by structural differences between species at the cellular level.
Furthermore, these differences would be predicted to approximate the differences in observed
lifespan in magnitude and to correlate independently with lifespan. As a tool to investigate
these mechanisms, we have developed a series of skin fibroblast cell lines derived from
mammalian species with a wide variation in lifespan. Using these lines, we have previously
shown that the reported dependence of replicative capacity on longevity (Rohme, 1981) is most
likely due to differences in body mass, which is itself correlated with longevity (Lorenzini et
al., 2005). Therefore, comparative studies of longevity must address the influence of body
mass. In the above and present analysis we used maximum species longevity and mean adult
body mass from fully authenticated sources and followed published recommendations for
comparative studies on longevity (Speakman, 2005). In the present study, we have examined
these lines for their DNA break recognition capacity and telomere length. The results of this
examination reveal a robust correlation between lifespan and DNA break recognition but little
correlation with telomere length.

Materials and Methods
Origin and culture conditions of cell lines used

For DNA end binding assays biopsies was taken from the skin of each of the following animals:
mouse, Mexican Free Tailed bat, rabbit, Big Brown bat, cow and cat to produce primary
fibroblast cultures. For the dog fibroblasts cultures were derived from a Beagle and a
Rottweiler. For human, DNA binding activity was determined on a fibroblast cell line derived
from a biopsy taken from an adult man but also on WI 38 lung embryo fibroblasts and on HeLa
cells (a commonly used cell line derived from a cervical cancer). For Rhesus monkey, horse
and gorilla skin fibroblast cultures were obtained from the Coriell Institute for Medical
Research (Camden, NJ). For Chinese Hamster, we used CHO cells, a cell line derived from
ovary cells.

For telomere length assays the following skin fibroblast cultures were used: little brown bat (2
cultures from 2 different wild caught individuals), mouse (2 cultures, one from a wild mouse
from Pennsylvania and one from a wild mouse from Idaho), rat (2 cultures from 2 laboratory
animals), rabbit (2 cultures from a laboratory animal), cat (1 line from a house cat), Rhesus
monkey (2 cultures from the Coriell Institute), dog (2 cultures from a laboratory beagle), human
(2 cultures from adult individuals), horse (2 cultures from the Coriell Institute), cow (2 cultures
from a biopsy obtained from a New Jersey slaughter house).

The exact age of the majority of individuals used was known. It ranged between young and
early middle age but it was generally young adult. The two mice and all the bats, which were
all caught in the wild, were estimated to be young adults. Skin fibroblasts were grown according
to our standard procedures (Cristofalo et al., 1980) with the exception of the addition of
antibiotics and antimycotic (100 IU/ml penicillin, 100 mg/ml streptomycin and 0.25 mg/ml
amphotericin B). Bats skin samples were obtained from Dr Anja Brunet-Rossinni. Rottweiler
skin samples were obtained from Dr David J. Waters and Deborah Schlittler (Purdue
University, West Lafayette, IN).

Longevity and body mass data
Maximum longevity and adult body mass for the species analyzed were obtained from Dr
Steven N. Austad’s personal database (The Sam and Ann Barshop Institute for Longevity and
Aging Studies, San Antonio, TX) and from the online Longevity Records of the Max Planck
Institute for Demographic Research (Rostock, Germany, http://www.demogr.mpg.de/). Both
databases are compiled from fully authenticated sources. Note that the reported maximum
human longevity is 122.5 years. In this study, human longevity is adjusted to 90 years to account
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for the fact that, for the others species, only small cohorts are used to determine maximum
longevity, and 90 years is an estimate for a similar sized random sample of humans.

Telomere restriction fragment (TRF) length analysis
TRF analysis was performed essentially as previously described (Steinert et al., 2002). Briefly,
1 μg of genomic DNA was digested with a cocktail of AluI, HaeIII, HhaI, HinfI, MspI and
RsaI, separated on a 0.5% agarose gel for 27 hours at 1 V/cm (or for PFGE at 6 v/cm with a
ramped pulse from 1 to 15 secs for 20 hours), and the gel was then dried and probed using
the 32P-end labeled telomere repeat oligonucleotide (CCCTAA)4. Complete DNA digestion
was confirmed by ethidium staining of DNA run for four hours into the gel. The washed gel
was visualized with a Molecular Dynamics Phosphoimager. Mean telomere length was
calculated as the weighted average (ODi)/(ODi/Li), where ODi is the background-corrected
intensity of telomere signal in interval i and Li is the average length of telomeres in interval i
(each interval equal to a pixel), thus normalizing for the stronger signal emitted by longer
telomeres. End-labeled full-length and HindIII-digested lambda DNA fragments were used as
markers. Signals between 4 and 40 kb for standard gels (and between 5 and 65 kb for PFGE
gels) were used for calculations. For little brown bat measurements, only telomere signals that
were detected under non-denaturing conditions were used to estimate mean telomere length.

Fluorescence in situ hybridization
For telomere repeat fluorescence in situ hybridization (FISH), a Cy3-conjugated peptide
nucleic was used. Slide preparation, acid probe (CCCTAA)3 hybridization, and detection were
performed as described in Unit 18.4, Current Protocols in Cell Biology Online, 2006
[www.interscience.wiley.com.]

DNA end binding activity assay
Nuclear protein extracts were prepared from nuclei using the method of (Dignam et al.,
1983) using 0.2% (v/v) NP-40 to lyse the cells. Extraction buffer contained 5mM MgCl2 to
prevent clumping of the nuclei. Protein concentration of the nuclear extracts was determined
using the Bradford method (Bio-Rad laboratories, Hercules, CA) and bovine serum albumin
as a standard. DNA end binding activity was determined using our established protocol (Getts
et al., 1994), briefly, for each species increasing amounts of nuclear extracts (0.01–20 μg) were
incubated with 1ng of a 144bp 32P-labeled DNA probe for 15min at room temperature in the
presence of 1μg of supercoiled circular pUC18 plasmid (1000 fold ratio of competitor to probe)
in a final volume of 20μl in binding buffer (10 mM Tris-HCl, pH 8.0, 0.1 mM EDTA, 150 mM
NaCl, 5 mM DTT, 200μM PMSF, 2.5 mg/ml leupeptin, 1 mg/ml pepstatin A, and 10% (v/v)
glycerol). The 144 bp probe was obtained from a Pvu II and Eco-RI digest of the pUC18
plasmid. Since the probe was derived from pUC18 plasmid, those proteins that bind to internal
DNA sequences will be bound by the excess circular plasmid and will not bind to the probe.
Also, since the plasmid does not contain DNA ends, only proteins that bind to DNA ends will
bind to the probe. The reaction mixtures were electrophoretically separated in 5%
polyacrylamide gels. The gels are then dried and the fraction of probe bound at each protein
concentration is determined from phosphorimager scans of DNA end binding patterns. To
estimate DNA binding activity, for each species we calculated the amount of protein required
to bind to 50% of the probe.

Immunoblotting
Nuclear extracts prepared as reported above were size-fractionated on 5–20% gradient SDS-
polyacrylamide gels (Cambrex Biopharmaceuticals, Baltimore, MD) and electrotransferred on
nitrocellulose membranes (Schleicher & Schuell BioScience Inc, Keene, NH) using a BioRad
mini Protean electrophoresis system. Abundance of the proteins of interest was assayed using
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antibodies that react with sequences that are 100% conserved across mouse, cow and human:
DNA dependent protein kinase catalytic subunit (cat# IMG-534) and Ku80 (cat# IMG-4174)
antibodies were purchased from Imgenex (San Diego, Ca); they are both rabbit polyclonal
antibody. For DNA-PKcs the antibody was raised against a synthetic peptide corresponding
to amino acids 4118–4128 (GRTWEGWEPWM) of human DNA-PKcs. For Ku80 the
antibody was raised against a synthetic peptide corresponding to amino acids 323–338
(FSKVDEEQMKYKSEGK) of the 80 kDa human Ku protein. The DNA Ligase IV antibody
was made against a peptide (CELQEENQYLI) at the carboxyl terminus of the Human DNA
Ligase IV protein (Bryans et al., 1999). Antibodies against serum response factor (SRF, G-20
cat# sc-335) and histone H3 (N-20 cat# sc-8653) were from Santa Cruz Biotechnology (Santa
Cruz, CA). SRF G-20 is a polyclonal antibody raised against a peptide mapping within the C-
terminus of SRF of human origin; SRF is more then 95% conserved across mouse, cow and
human. Histone H3 N20 is an affinity purified goat polyclonal antibody raised against a peptide
mapping at the N-terminus of histone H3 of human origin; the N-terminus of histone H3 is
100% conserved across mouse, cow and human. To control for loading, all membranes were
stained with 0.5% w/v Ponceau S prior to antibody hybridization and gels were stained with
Coomassie Brilliant Blue G-250 immediately after transfer.

Mass spectrometry
Ten μg of the above cow and human nuclear protein extracts were separated in adjacent lanes
on a 10% gel by SDS-PAGE. Proteins present in a series of horizontal 1mm wide gel samples
across the sample lanes were digested with trypsin and the resulting peptides analyzed by high
resolution tandem time of flight MALDI-(TOF/TOF) mass spectrometry. Peptides similarities
were searched based on the human sequences information. Then identified proteins were
arrayed in descending order of abundance based on their total peptide ion current. Thus the
protein whose peptides produced the highest total ion current is number 1. Total ion current is
a function of a protein’s abundance, the theoretical number of trypsin cleavable peptide
fragments in its amino acid sequence, and their probability of cleavage. Relative abundance of
human and cow DNA-PKcs, Ku80 and Ku70 was estimated by comparing total ion current
and position in a list of proteins ordered by total ion current (Table 2).

DNA double strand break repair
Cells growing exponentially as monolayers in flasks were irradiated on ice using a Sheppard
irradiator at approximately 12.1 Gy/min. and then incubated varying times at 37°C. Cells were
removed from the flasks, washed with phosphate-buffered saline (PBS) at 0°C and resuspended
at a density of 0.5–1.0 × 107 cells/ml in PBS containing 1.0% low melting point agarose (Incert,
FMC), and agarose plugs were prepared by casing into 5 mm × 6mm × 1.0 mm inserts using
a BRL mold cooled to 0–4°C. Cells in agarose plugs were placed in 50°C lysis solution
containing; 0.5 M EDTA pH 7.9 (Sigma), 1.0% Sarkosyl (Sigma), 1.0 mg/ml proteinase K
(Boeringer Manheim). After 18–24 h of digestion, the plugs were dialyzed twice against 10
volumes of TE (10 mM Tris, pH 7.8, 1 mM EDTA), and the RNA hydrolyzed by digestion in
1 volume of TE with 0.1 mg/ml RNAse A (Sigma) for 2 h at 37°C. The agarose plugs were
subjected to AFIGE electrophoresis as described previously (Denko et al., 1989; Stamato et
al., 1993; Stamato et al., 1990), the gel stained with ethidium bromide, photographed, and
agarose sections containing the DNA in the lane and the DNA in the plug were excised. The
percentage of DNA released from the plug into the lane was determined by counting the
radioactivity in agarose sections.

Statistical and phylogenetic analysis
Statistical analyses were performed using the software GraphPad InSat 3 and non linear
regression analysis was performed with Graph Pad Prism 4 software (both from GraphPad
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Software, Inc. San Diego, CA). The phylogeny used for the phylogenetically independent
comparisons was derived from Adkins and Murphy (Adkins et al., 2003; Murphy et al.,
2001). Phylogenetic independent comparisons were performed using the “Comparative
Analysis by Independent Contrasts” (CAIC) statistical program of Purvis and Rambault (Purvis
et al., 1995).

Results
DNA double strand break (DSB) recognition and longevity

We tested the capacity of nuclear extracts from skin fibroblasts and cell lines from different
mammalian species to bind to a linear DNA probe using a mobility shift method that we have
previously developed (Getts et al., 1994). Displayed in Fig. 1 are mobility shift patterns for
varying amounts of nuclear extract isolated from human (panel A), cow (panel B), and mouse
(panel C) and their quantitation from phosphoimager scans (panel D). The analysis of our data
indicates that this capacity increases dramatically with species lifespan (Fig. 2A & B; Table
1). Across the species examined, the ability to recognize DNA DSB increased 100 fold between
the species with the shortest lifespan, Chinese hamster, and that with the longest, human. Using
the data for adult skin fibroblasts, regression analysis of the logarithm of DNA-end binding
activity versus maximum longevity produced a linear relationship (Fig. 2 panel A; blue
diamonds) with significant correlation (Pearson correlation coefficient r=0.903, p < .0001,
n=12). Further, the statistical significance of this correlation increased (Pearson correlation
coefficient r=0.953, p< .0001, n=15) when data from the Chinese hamster, Hela and WI38 cells
(red dots) were included in the analysis. This linear relationship strongly suggests that that
there is an exponential relationship between DNA-end binding activity and maximum
longevity. In contrast the logarithm of DNA-end binding activity was not significantly
correlated with body mass (r=0.097, p=0.5824, n=12) Fig. 2, panel C & D). Further, when the
contribution of body mass to the correlation was statistically removed by partial correlation,
the correlation of the logarithm of DNA-end binding activity and maximum longevity was not
significantly altered (not shown). In contrast, when DNA end binding and body mass were
compared by removing the influence of longevity, no significant correlation was observed (not
shown). Species in the same phylum may share particular traits through decent from a common
ancestor rather than through independent evolution (Speakman, 2005). To examine this
possibility, phylogenetically independent comparisons of DNA-end binding activity,
maximum longevity, and body mass were performed using approaches described by
Felsenstein and Garland (Felsenstein, 1985; Garland et al., 2005). In the 10 phylogenetically
independent species comparisons available here (Fig. 3a), DNA end binding activity differed
in the same direction as maximum longevity in 9 instances (p = 0.01 one-tailed, p = 0.025 two-
tailed with binomial test, Fig. 3b) compared with 7 instances for body mass (Fig. 3b, p=0.35
two tailed, not significant).

We, and others, have previously demonstrated that the highly evolutionary conserved Ku80/70
heterodimer is the primary protein responsible for the DNA end binding activity of nuclear
extracts (Downs et al., 2004; Getts et al., 1994; Marangoni et al., 2000). After the Ku80/70
heterodimer binds to DNA DSB the DNA-dependent protein kinase catalytic subunit (DNA-
PKcs) is recruited and activated by the Ku complex. The Ku80/70 heterodimer together with
the DNA-PKcs constitute the DNA-PK complex. DNA-PKcs through phosphorylation of many
downstream targets acts as a DNA damage signal enhancer. The level of Ku80 and DNA-PKcs
protein in nuclear extracts isolated from mouse, cow, and human cells was examined by
Western analysis using antibodies raised against peptide sequences that are 100% conserved
in these three species. This analysis indicated that the level of Ku80 and DNA-PKcs proteins
are much more abundant in long-lived species (human, 90 years) compared to species with
intermediate lifespan (cow, 20 years) or the species with the shortest lifespan (mouse 4 years)
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(Fig. 4). These results are similar to differences in DNA-PKcs kinase activity and Ku levels
previously observed in human and mouse cells (Lees-Miller et al., 1992; Wang et al., 1993a)
and now have been extended to the cow, a species with intermediate lifespan. These
observations are consistent with the correlation we have observed between DNA-end binding
activity and levels of DNA-PKcs and Ku proteins in these species (Fig. 1. & Table 1).

Because the Western blot examination was limited to mouse, cow, and human proteins due to
the limited availability of antibodies raised against a peptide sequence that is 100% conserved
across multiple species, the differences in DNA-PKcs and Ku80 levels between cow and human
cells was confirmed by mass spectrometry. The mass spectrometric analysis showed that while
some abundant proteins such as Filamin A and HSP90 are present in similar amounts in both
human and cow, DNA-PKcs, Ku80 and additionally Ku70 are expressed much more
abundantly in human cells (Table 2). As with our Western blot analysis, these results are
consistent with the differences in DNA-Pkcs kinase activity and Ku levels previously observed
in human and mouse cells (Lees-Miller et al., 1992;Wang et al., 1993b). Because DNA-Pkcs
and Ku play keys roles in DNA DSBs repair by non-homologous recombination (Lieber et al.,
2003), we also examined the kinetics of repair of DNA DSBs induced by ionizing radiation in
WI 38 human fibroblasts and the CHO Chinese hamster cell line, see Fig. 5A. Although the
above results suggest that there are significantly greater amounts of Ku and DNA-Pkcs in
human cells than rodent cells, the kinetics of repair in these two cells appear to be similar. To
determine whether other proteins involved in NHEJ are differentially expressed in species with
differing lifespans, we examined the levels of DNA ligase IV using an antibody raised against
a peptide that is conserved between human and rodents. We find that human, hamster, and
mouse cells express similar levels of DNA ligase IV (Figure 5B & C) suggesting that the species
differences we observed in Ku and DNA-PKcs levels do not extend to all components of the
NHEJ pathway.

Telomere length and longevity
Since Ku80/70 has been shown to be part of the telomeric complex we also examined mean
telomere length for its potential correlation with longevity. Telomere restriction fragment
(TRF) length analysis was performed essentially as previously described (Steinert et al.,
2002). We first used standard gel electrophoresis and quantified signals between 4 and 40 kb
(Fig. 6a). Then we used pulse field gel electrophoresis (PFGE) to quantify the telomere length
of the species with the longer telomeres (Fig. 6b). With PFGE we were able to quantify
fragment length between 5 and 65 kb.

The presence of multiple discrete short bands in electrophoretically separated little brown bat
(LBB) genomic DNA that hybridized to the telomere probe in Fig. 6a, led us to hypothesize
the presence of intra-chromosomal telomeric repeats. This was confirmed by the appearance
of several interstitial regions on metaphase spreads that hybridized to a telomere repeat probe,
particularly within the longer chromosomes (Fig. 6c). LBB telomeres were probed under
denaturing conditions (Fig. 6d, left) or non-denaturing conditions (Fig. 6d, right). Only the
telomeric 3′ single strand overhang is detected under non-denaturing conditions, and thus the
longer signals appear to correspond to true telomeres, while the shorter signals seen only under
denaturing conditions likely correspond to interstitial repeats. For LBB, then, only the telomere
signals that were detected under non-denaturing conditions were used to estimate mean
telomere length.

With logarithmic data transformation, species mean telomere length appeared to decrease with
increasing longevity. However, this negative correlation did not reach statistical significance
(Pearson r= −0.622, p=0.0547, n=10, Fig 7a). In addition when the influence of body mass was
removed with partial correlation, we also found a negative correlation (still not significant r=
−0.453, two tailed p=0.2221). We also observed a negative trend between telomere length and
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adult body mass, although the correlation was never significant, before (Fig. 7b) or after the
removal of longevity by partial correlation. Additionally, among the nine available
phylogenetically independent comparisons (Fig. 8a) telomere length differed in the same
direction as maximum longevity in 5 instances and in 3 instances with body mass (Fig. 8b);
these associations were both not significant (exact binomial test). Thus, of the two parameters
we examined, DNA end binding and mean telomere length, only DNA end binding showed a
positive correlation with species longevity that is both highly significant and supported by
phylogenetic analysis.

Discussion
We have observed a novel exponential relationship between the capacity of nuclear proteins
to bind DNA ends and the longevity of mammalian species. This activity increases 100 fold
from mouse to man and appears to be correlated with increased levels of Ku and DNA-PKcs.
There are a number of possible interpretations for these results:

Improved DNA repair
The most obvious interpretation of these data is that higher levels of these proteins in long-
lived species provides them with increased capacity for DNA repair. This interpretation is
consistent with reports showing that DSBs (Herbig et al., 2006) and mutations (Martin et al.,
1996) accumulate exponentially during aging, and with the fact that humans are less sensitive
to oxygen (Parrinello et al., 2003) and that they are estimated to be 1×105 fold more tumor
resistant than mice (Austad, 1997). However, when the kinetics of DSB repair in WI38 human
fibroblasts and Chinese hamster cells were compared, no significant differences were observed
(Figure 5). These results are consistent with published observations on the rates of DSB repair
in rodent and human cells as measured by neutral filter elution, comet assay, or other pulsed
field gel electrophoresis approaches (Evans et al., 1993; Flentje et al., 1993; Gauter et al.,
2002; Olive et al., 1994). It could be argued that human Ku and DNA-PKcs proteins are about
100 times less effective in repairing DSBs than the mouse proteins, and thus higher levels are
required in humans to support equal levels of non-homologous end-joining (NHEJ) repair. If
this is a tenable explanation, we would expect that the specific protein kinase activity of human
DNA-PK (Ku80/70, DNA-PKcs) would be a 100 fold less that rodent DNA-PK; however
DNA-PK kinase activity in human and rodent cells is consistent with the level of the DNA-
PKcs and Ku80/70 proteins in these cells (Finnie et al., 1995; Lees-Miller et al., 1992). In
contrast, we find that human, hamster, and mouse cells express similar levels of DNA ligase
IV (Figure 5B & C) which suggests that not all NHEJ factors are elevated in human cells and
is consistent with the similar rates of DNA DSB repair in human and rodent cells. While one
cannot rule out the possibility that there are subtle differences in DSB DNA repair that are not
detected by the techniques used, it seems that the differences in levels of Ku and DNA-PKcs
do not reflect differences in global DNA repair per se.

Improved control of cell cycle arrest and/or apoptosis
The above observations support the possibility that functions of Ku and DNA-PKcs other than
those involved in NHEJ may be an important component of species-specific functions of Ku
and DNA-PKcs. For example abundant levels of Ku80/70 and DNA-PKcs could allow for the
rapid recruitment of other proteins to the DSB damage site (Mauldin et al., 2002). Thus, even
if correct repair is not accomplished, a signal originating from the damage site could rapidly
induce apoptosis and/or cell cycle arrest, thus eliminating damaged cells or preventing
proliferation of potentially malignant ones. The recently demonstrated extension of lifespan in
mice with additional copies of loci encoding the DNA damage response factors ARF and p53
is consistent with this idea (Matheu et al., 2007), as is the observation that foci of DNA damage
persist in mice deficient for Ku (Busuttil et al., 2003). In addition to binding to double strand
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DNA ends, the Ku protein recognizes a variety of DNA structures including single strand DNA
gaps and hairpin loops (Blier et al., 1993; Falzon et al., 1993; Tuteja et al., 1994). Like DNA
ends, both of these DNA structures are able to activate DNA-PKcs (Dip et al., 2005; Morozov
et al., 1994). Thus, it is possible that high levels of Ku and DNA-PKcs may be needed to detect
errors in DNA replication by recognizing these abnormal DNA structures especially in
repetitive DNA sequences. Activation of DNA-PK would signal cell cycle arrest and/or
apoptosis in cases of harmful replication abnormalities.

Improved telomere maintenance
Another plausible explanation for the high levels of Ku and DNA-PKcs in long-lived mammals
is that these proteins function in maintaining telomere stability rather than NHEJ repair. Data
from a number of published articles support this explanation. First, targeted gene disruption of
Ku80 and Ku70 in human Nalm-6 pre-B ALL cells was used to generate lines heterozygous
for Ku deficiency alleles (Ku80+/− or Ku70+/−) (Fattah et al., 2008; Uegaki et al., 2006). The
level of both Ku subunits was reduced approximately 50% in these cell lines, but no or minimal
increases in x-ray sensitivity or reduction in growth rate was observed, inconsistent with a
requirement for high levels of Ku to support NHEJ. Telomere length increased in one study
and decreased slightly in the other, suggesting that the high level of telomerase in Nalm-6 cells
(Uegaki et al., 2006) was able to compensate for loss of telomere capping by Ku. Second,
targeted gene disruption was used to generate heterozygous deficiencies for Ku80, Ku70 or
DNA-PKCS in HCT116 colon cancer cells (Fattah et al., 2008; Li et al., 2002; Ruis et al.,
2008), which have lower levels of telomerase than Nalm-6 cells (Uegaki et al., 2006). The cells
had 20–50% of normal protein levels, and had only a “slight” (less than two to three fold)
increase in sensitivity to X-rays or etoposide. However, their telomeres shortened considerably,
indicating that the lower levels of telomerase in these cells was not able to compensate for loss
of telomere capping by the reduced levels of Ku. Very similar results were obtained by Jaco
et al (Jaco et al., 2004), who used RNAi to decrease Ku80 levels in moderately telomerase-
positive HeLa cells or in telomerase-negative ALT cell lines U2OS and Saos2. Importantly,
the mild levels of genome instability observed by Li et al. (Li et al., 2002) and by Jaco et al.
(Jaco et al., 2004) could be secondary to telomere defects, rather than NHEJ defects, as the
authors suggested in these studies. These observations are consistent with our hypothesis that
Ku proteins function in maintaining telomere stability in human cells while only a small
fraction of the Ku proteins cells are necessary for repair of DNA DSBs.

In a recent publication Wang et al. (Wang et al., 2009) generated a human cell line containing
a conditional null allele of the Ku80 gene. Upon induction of the homozygous knockout, they
observed a dramatic loss of telomeres and cell death. This observation is consistent with our
suggestion that increased levels of Ku and DNA-PKcs function in long-lived species by
stabilizing (capping) telomere ends rather than by supporting a general DNA DSB break repair
mechanism, and indeed the main conclusion of the authors was that higher levels of DNA-PK
in humans are needed for telomere maintenance and not to support NHEJ. Furthermore, we
note that the trend toward shorter telomeres among longer-lived mammalian species that we
observed in our study, which is consistent with previously published studies (Argyle et al.,
2003; Cherif et al., 2003; Kozik et al., 1998; McKevitt et al., 2003; Nasir et al., 2001; Steinert
et al., 2002), together with higher levels of DNA-PK in longer-lived species and a key role for
DNA-PK in telomere integrity raises the possibility that increased levels of DNA-PK might
provide a more ideal mechanism for capping telomeres (employed in long-lived mammals)
than simply having long telomeres (employed in short-lived organisms).

In conclusion our findings suggest that DNA end-recognition may be an important component
of the mechanisms that cells use to maintain genome stability, and reinforce the idea that loss
of genome stability contributes to the aging process. Together with other recent studies, they
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further suggest that the processes involved in genome stability related to aging are likely to be
more complex than an enhancement in simple NHEJ kinetics or telomere length, but may be
related to maintenance of telomere capping.
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Figure 1. Assay for determination of Nuclear DNA-end binding activity
Typical mobility shift assays for the determination of DNA-end binding activity are shown for
nuclear protein extracts isolated from human (A), mouse (B) and cow (C) fibroblasts. (D)
Quantification of phosphorimager scans of DNA probe binding for each mobility shift. Vertical
lines and rectangular callouts represent that amount of protein necessary to bind 50% of
the 32P-labeled probe of linear DNA.
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Figure 2. Exponential correlation of Nuclear DNA-end binding activity with maximum longevity
but not with adult body mass in mammals
Plots of the Log of DNA end binding activity versus species maximum longevity or versus the
Log of species maximum longevity are displayed in panels (A) and (B), respectively. Displayed
in panels (C) and (D) are plots of the Log of DNA end binding activity versus species body
mass or versus the Log of species body mass, respectively. Note that the “Y” axis values are
in reverse order because higher binding activity means that less nuclear protein is necessary to
bind the same amount of linear DNA probe. Each data point is identified by number, species
name, DNA-end binding activity (ug protein to bind 50% of the probe), maximum longevity
in years, and average adult body mass in grams are contained in Table 1. Statistical
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determinations were performed using cultured adult skin fibroblasts (blue diamonds), and thus
did not include Chinese hamster CHO lines, human WI 38 fibroblast or human HeLa cells
(round red circles). The line in each of the panels represents a regression analysis fit of the data
to an exponential function. For the majority of the skin fibroblast cultures the population
doublings (PDs) of the culture was 25 and cells had not immortalized. Mouse and Mexican
Free Tailed bat (TB) skin fibroblasts had immortalized. TB was used at PDs=40.
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Figure 3. Co-variation of longevity and body mass with DNA end binding activity across the
available independent comparisons
(a) Phylogeny for the relationships between maximum longevity, DNA end binding and body
mass. Branch lengths are not drawn to scale. (b): Direction of variations in maximum longevity,
DNA end binding and body mass in the available independent comparisons were determined
using the CAIC software package (Purvis et al., 1995). Open, upward-pointed triangles indicate
that the two parameters vary in the same direction, while filled, downward-pointing triangles
indicate that the parameters vary in opposite directions.
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Figure 4. Comparison of Ku 80 and DNA-PKcs protein abundance in human, cow and mouse
Nuclear extracts from mouse, cow, and human were probed for DNA-PKcs, Ku80, serum
response factor (SRF) and Histone H3 using antibodies that recognize protein regions that are
100% conserved between these species. The maximum lifespan for these species are 4 years
(mouse), 20 years (cow) and 90 years (human). For DNA-PKcs and Ku80 two different film
exposures of 5 min (5′) and 5 sec (5′) are shown. The abundance of these proteins related with
the capacity to bind DNA ends (Ku80 and DNA-PKcs) reflects the DNA binding capacity of
the species. SRF, Histone H3 and the Ponceau Red staining of the membrane (shown only in
the region between 37 and 50 kDa) are shown as loading controls.
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Figure 5. Comparison of kinetics of DNA double strand break repair in CHO Chinese hamster and
WI 38 human fibroblast cells and Western analysis of DNA ligase IV levels
In panel A CHO Chinese hamster (blue circles) and WI-38 human fibroblast cells (red
diamonds) growing exponentially in monolayers were irradiated with 20 or 15 Gy of γ-rays,
respectively, incubated various times at 37°C in growth medium for repair, and analyzed by
asymmetric field inversion gel electrophoresis (Denko et al., 1989; Stamato et al., 1993). Panel
B contains a Western blot analysis of the levels of DNA ligase IV in total cellular extracts
isolated from hamster (lanes 1 and 2), human fibroblasts (lane 3), LN229 human glioblastoma
cells (lane 4), and primary mouse fibroblasts (lane 5). The levels of tubulin are shown as a
loading control. Panel C contains a Western blot analysis for DNA ligase IV using nuclear
protein extracts from human (lane 1) and hamster cells (lanes 2 and 3). Lane 4 contains extracts
from XR1, a negative control hamster CHO-derived cell line that does not express DNA ligase
IV (Bryans et al., 1999; Lee et al., 2003).
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Figure 6. Telomere length across mammalian species with different longevity
(a) Digested genomic DNA was resolved on a 0.5% agarose gel and probed with an end-labeled
(CCCTTA)4 oligonucleotide. Species are ordered by increasing body mass (in grams). DNA
marker lengths are shown in kilobases. The first line of the mouse is derived from a wild caught
mouse from Pennsylvania, the second line is derived from a wild caught mouse from Idaho.
RM = Rhesus monkey. M = DNA ladder. (b) Pulse field gel electrophoresis was used to resolve
the telomeres that were too long to be measured in (a), above. Ms = Pennsylvania wild caught
mouse, Rabt = rabbit. (c) Fluorescence in situ hybridization (FISH) with a Cy3-conjugated
peptide nucleic acid probe (CCCTAA)3 showing that little brown bat telomeres contain internal
telomeric repeats. (d) Little brown bat (LBB) telomeres were probed under denaturing
conditions (left) or non-denaturing condition (right), only the telomere signals that were
detected under non-denaturing conditions were used to estimate mean telomere length. For the
majority of the lines the population doublings of the culture were 25 and cells had not
immortalized. Mouse and rat cells had spontaneously immortalized.
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Figure 7. Correlations of average telomere length to maximum longevity and adult body mass in
mammals
(a) Log average telomere length versus Log maximum longevity. (b) Log average telomere
length versus Log adult body mass. All the determinations were from cultured adult skin
fibroblasts. The species analyzed here are shown in Fig. 6 and 8.
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Figure 8. Co-variation of longevity and body mass with telomere length across the available
independent comparisons
(a) Phylogeny for the relationships between telomere length, maximum longevity and body
mass. Branch lengths are not drawn to scale. (b): Direction of variations in telomere length,
maximum longevity and body mass among the available independent comparisons. Open,
upward-pointed triangles indicate that the two parameters vary in the same direction, while
filled, downward-pointing triangles indicate that the parameters vary in opposite directions.
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Table 1

Maximum Longevity, DNA-End binding activity, and body mass for species in Fig. 2.

Data
point

number
in

Figure
2 Species Maximum Longevity (years) DNA-End Binding activity*

Average
adult
body
mass

(grams)

#1 Chinese hamster ovary
cell

3 10.45 42

#2 House mouse 4 11.6 22.5

#3 Mexican Free Tailed
bat

10 4.9 11

#4 Rabbit 13 4.8 3000

#5 Dog, Rottweiler 15 6.0 45,000

#6 Dog, Beagle 18 4.6 10,800

#7 Big Brown bat 19 4.1 22

#8 Cow 20 2.8 725,000

#9 House cat 28 3.7 4000

#10 Rhesus monkey 40 0.5 8500

#11 Horse 50 2.4 250,000

#12 Low Land gorilla 54 0.32 155,000

#13 Human adult Fibroblast 90 0.19 70,000

#14 Human WI 38 lung
embryo fibroblasts

90 0.064 70,000

#15 Hela human ovary
tumor cell

90 0.11 70,000

*
Amount of protein (ug) required to bind 50% of the probe
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Table 2
Mass spectrometry results

A semi quantitative estimate of the relative abundance of protein from nuclear extracts used for DNA end binding
and Western analysis was obtained by comparing total peptide ion current in Mass Spectrometry. The Mass
Spectrometry analysis was performed on trypsin digests of two regions of a polyacrylamide gel. One region was
from the bottom of the well to 97 kDa and in this region 349 proteins were detected in cow and 381 in human.
Another region was from 97 kDa to 65 kDa and in this region 366 proteins were detected in cow and 314 in
human. Filamin A and HSP90α are shown here as controls for the capacity of the Mass Spectrometer to detect
abundant proteins in both species.

Region of
polyacrylamide gel
analyzed Protein Name COW HUMAN

Position in descending list of
proteins ordered by Total Ion
Current

Position in descending
list of proteins ordered by
total Ion Current (Total
Ion Current)

> 97 kDa Filamin A 1st of 349 (7.6e8) 1st of 381 (2.4e8)

DNA-PKcs No Peptides detected 6th of 381 (7.6e7)

Between 65 kDa and 97
kDa

HSP90ƒ¿ 4th of 366 (1.5e7) 1st of 314 (2.7e7)

Ku 80 274th of 366 (1.4e5) 3rd of 314 (2.1e7)

Ku 70 355th of 366 (5.3e4) 2nd of 314 (2.5e7)
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