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Abstract: DNA‐methylation (DNAm) levels at age‐associated CpG sites can be combined into epigenetic aging signatures
to estimate donor age. It has been demonstrated that the difference between such epigenetic age‐predictions and
chronological age is indicative for of all‐cause mortality in later life. In this study, we tested alternative epigenetic
signatures and followed the hypothesis that even individual age‐associated CpG sites might be indicative for life‐
expectancy. Using a 99‐CpG aging model, a five‐year higher age‐prediction was associated with 11% greater mortality risk
in DNAm profiles of the Lothian Birth Cohort 1921 study. However, models based on three CpGs, or even individual CpGs,
generally revealed very high offsets in age‐predictions if applied to independent microarray datasets. On the other hand,
we demonstrate that DNAm levels at several individual age‐associated CpGs seem to be associated with life expectancy –
e.g., at CpGs associated with the genes PDE4C and CLCN6. Our results support the notion that small aging signatures
should rather be analysed by more quantitative methods, such as site‐specific pyrosequencing, as the precision of age‐
predictions is rather low on independent microarray datasets. Nevertheless, the results hold the perspective that simple
epigenetic biomarkers, based on few or individual age‐associated CpGs, could assist the estimation of biological age.

and the average absolute difference of DNAm-predicted
and chronological age (∆age) can be less than five years
[6-8]. While such epigenetic aging signatures are
usually trained to be as precise as possible, the ∆age can
partly be attributed to effects of biological aging.
Recently, it has been demonstrated that ∆age is indicative

INTRODUCTION
Aging is associated with highly reproducible DNAmethylation (DNAm) changes at specific sites in the
genome [1-5]. Various combinations of age-associated
CpG dinucleotides have been used for age-estimation
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RESULTS AND DISCUSSION

for life expectancy: in four longitudinal cohorts of older
people, accelerated epigenetic aging was associated
with higher all-cause mortality [9]. That study utilized
two independent aging signatures: a predictor by
Hannum and coworkers [6] based on 71 CpGs, and an
“epigenetic clock” by Horvath that utilizes 353 CpGs
[7]. However, using our previously described model
based on three CpG sites (associated with genes ASPA,
ITGA2B and PDE4C) [8] there was no clear correlation
with chronological age and therefore this 3-CpG model
was not further considered [9].

Epigenetic aging-signatures are more robust if
considering more CpGs
For an independent aging-signature based on multiple
CpGs we used our previously described model based on
99 age-associated CpGs (99-CpG model; Figure 1A)
[8,11]. This model was initially derived from
HumanMethylation27 BeadChip data [8] and
subsequently trained on 656 DNAm profiles of blood
samples [6]. The coefficients for this model are
provided in Supplementary Table 1. To estimate the
validity of this model, we have tested over ~2,100
DNAm profiles from 12 additional studies
(Supplementary Table 2): overall, there was a high
correlation of predicted and chronological age (Pearson
correlation R = 0.97; median error = 3.45 years; Figure
1B). Thus, this relatively large signature of 99 CpGs
can be applied to DNAm profiles without need of an
additional normalization regimen.

Simple aging signatures - based on few or even
individual CpGs - facilitate site-specific analysis with
more quantitative methods without need of profiling
technology. When we apply the 3-CpG model on
pyrosequencing data of blood samples the median ∆age
is usually about 5 years [8,10]. The discrepancy to the
above mentioned study [9] can partly be attributed to
the fact that the 3-CpG model was not trained on
Illumina HumanMethylation450 BeadChip data and that
it involves a neighbouring CpG site not measured by
these microarrays. Therefore, we have now adjusted the
3-CpG model to Illumina HumanMethylation450
BeadChip data to test it again on the dataset of the
Lothian Birth Cohort 1921 study (LBC1921). If such
concise age-predictors are associated with life
expectancy, they might provide convenient and costeffective biomarkers for biological age.

Similarly, we compared the performance of our 3-CpG
model [8] - as an example for a simple age-predictor on independent microarray datasets. This model was
initially trained on pyrosequencing data and it was
therefore retrained on the above mentioned dataset of
656 DNAm profiles [6]. Thereby, we derived the
following multivariate 3-CpG model for Illumina
HumanMethylation450 BeadChip profiles:

Table 1. Age‐prediction of the two mortality cohorts
Lothian Birth Cohorts

LBC1921

LBC1936

N

446

920

n (death)

328

135

Age (years ± S.D.)

79.1 ± 0.6

69.5 ± 0.8

Sex (male)

176 (40%)

465 (51%)

99CpG DNAm Age (years ± S.D.)

76.6 ± 8.8

66.4 ± 9.4

99CpG Δage (years ± S.D.)

-2.5 ± 8.8

-3.2 ± 9.1

99CpG median error (years)

5.3

5.4

99CpG Δage HR [95% CI]

1.11 [1.04,1.19]

1.02 [0.93,1.14]

3CpG DNAm Age (years ± S.D.)

68.4 ± 9.9

61.2 ± 8.9

3CpG Δage (years ± S.D.)

-10.7 ± 10

-8.3 ± 9.0

3CpG median error (years)

11.5

8.6

3CpG Δage HR [95% CI]

1.01 [0.96,1.08]

1.02 [0.92,1.13]
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Figure 1. Epigenetic age‐predictions correlate with mortality. (A) Scheme for the study design. Epigenetic age was estimated
based on our previously published models with 99 CpGs, 3 CpGs, or individual CpGs thereof [8]. The offset of predicted age and
chronological age was subsequently correlated with all‐cause mortality in the Lothian Birth Cohort 1921 (LBC1921) and LBC1936. (B) The
99‐CpG model and (C) the 3‐CpG model were specifically trained for Illumina HumanMethylation450 BeadChip data using Hannum
dataset (GSE40279) and subsequently validated using additional 12 DNAm datasets of blood samples. (D) The 99‐CpG model was then
applied on DNAm profiles of LBC1921 and the deviation of predicted and chronological age (Δage) was determined for each sample.
Samples in the lowest (Q1) and highest quartiles (Q4) of Δage are depicted in navy and red, respectively. (E) Kaplan‐Meier plots (K‐M) of
LBC1921 participants classified by respective quartiles indicate lower mortality for those with increased Δage.. (F, G) In analogy the same
analysis was performed for the 3‐CpG model, but there was no significant association between these age‐predictions and mortality.
(H, I) Alternatively, we tested association of DNAm at individual age‐associated CpGs with mortality. To this end, linear models were
trained for each CpG site using Hannum dataset and then applied to the LBC1921 cohort. cg17861230 (associated with PDE4C) reveals a
significant association with mortality. The calculated Δage is subject to survival analysis with adjustment for chorological age and gender.
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Predicted age (in years) = 111.83 - 64.57[β-value
cg02228185] - 42.57 [β-value cg25809905] + 75.15 [βvalue cg17861230].

Cox regression P = 0.003) after adjustment for gender
and chronological age. Kaplan-Meier (K-M) analysis of
quartiles with highest and lowest ∆age (P = 0.0032)
further visualized and validated that epigenetic-age
predictions are indicative for all-cause mortality (Figure
1D,E).

In the validation set of ~2,100 DNAm profiles the
correlation with chronological age was R = 0.79 and
median error was 10.9 years (Figure 1C). Thus, the
precision of this adjusted 3-CpG model is better than
before [9], but still not in the range of predictions for
pyrosequencing data (median ∆age ≈ 5 years). Notably,
samples of younger donors were more likely to be
overestimated in their epigenetic age. This might be
partly attributed to the fact that the training datasets did
not comprise samples of children. Furthermore, it has
been demonstrated that many DNAm changes are not
linearly acquired over childhood [12]. DNAm patterns
vary between cell types and therefore blood counts may
affect age-predictions – albeit we have previously
demonstrated that the composition of different blood
cell types has relatively little impact on predictions by
our 3-CpG model [8]. Accuracy can be improved by
using additional CpGs (Supplementary Figure 1).
Another possibility is to normalize the DNAm profiles –
but this would again necessitate DNAm levels of a
multitude of additional CpGs.

When we used the 3-CpG signature this association was
not significant (Hazard ratio [95% CI] of Cox
regression: 1.02 [0.93,1.14]); Figure 1F,G). This might
be due to the higher offset in age-predictions. Overall,
the LBC1921 samples were underestimated in their
epigenetic age and the median error was relatively high.
It is also conceivable that some age-associated CpGs
reflect life expectancy better than others. Therefore, we
trained linear models for each of the three ageassociated CpGs individually and tested association of
their ∆age with life-expectancy. For the CpG associated
with the phosphodiesterase 4C (PDE4C; cg17861230)
we found a significant association with overall survival
(HR = 1.08 [1.01; 1.17]; Cox P = 0.026; Figure 1H,I)
but not for the other two CpGs. Subsequently, we tested
all individual CpGs of the three larger signatures: our
99-CpG model, the age-predictor by Hannum et al. [6],
and of Horvath [7]. Although, the underlying algorithms
are based on the combinatorial effect of multiple ageassociated CpGs, we identified 5 (of 99), 10 (of 71), and
0 (of 353) significant CpGs, which are highly associated
with mortality, respectively (Cox P < 0.05, multiple
correction testing by the Benjamini-Hochberg
procedure; Supplementary Tables 3-5).

Advantages of age-predictors based on few or
individual CpGs are that (i) they can be measured sitespecifically with quantitative and cost-effective
methods, (ii) they can be applied with less bioinformatic
knowledge, and (iii) they are independent from specific
microarray platforms. The importance of the latter
becomes evident by the fact that Illumina has recently
announced to replace the HumanMethylation450
BeadChip with a new platform. On the other hand, our
analysis exemplarily demonstrates that age-predictors
based on few CpGs are less precise in cross-comparison
of different studies if applied to β-values of microarray
data. Although simple age-predictors reveal higher
deviation of chronological age in microarray data, their
∆age might still be indicative for overall survival.

Comparisons in LBC1921 and LBC1936
To further validate mortality-association of these CpGs
we used DNAm profiles of the first wave in the Lothian
Birth Cohort 1936 study (LBC1936). These participants
were analyzed at an average age of 70 years (N = 920;
ndeath = 135). However, neither the 99-CpG model nor
the 3-CpG model revealed significant association with
mortality, which might be due to the relatively low
number of deaths in this cohort (Table 1). On the other
hand, age-predictions by the models of Hannum and
coworkers and of Horvath have previously been
demonstrated to be indicative for all-cause mortality in
the LBC1936 dataset [9].

∆age is indicative for life expectancy
The 99-CpG model and the adjusted 3-CpG model were
subsequently applied to DNAm profiles of the
LBC1921 study [9,13]. These participants were born in
1921 and recruited and tested in older age between 1999
and 2001 (N = 446; ndeath = 328). The 99-CpG model
and 3-CpG model revealed median error of 5.3 and 11.5
years, respectively (Table 1) – whereas it was 5.5 and
6.0 years using the age-predictors by Hannum et al. or
Horvath [9]. In the 99-CpG model, a five-year higher
age-prediction was associated with 11% greater
mortality risk (95% confidence interval: [1.04, 1.19];
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Subsequently, we tested for associations of single-CpG
derived age-predictions with mortality: several CpGs
revealed significant results in the LBC1936 data but
there was only a moderate overlap with survivalassociated CpGs in LBC1921 (Supplementary Tables 35). For example, the CpG site located in PDE4C
(cg17861230) revealed a similar trend but the results
were not significant (HR = 1.09 [0.98; 1.21]; Cox P =
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0.12; Supplementary Figure 2). It might be expected
that DNAm changes at these CpGs are not entirely
linear over time and hence they may have different
prognostic value in cohorts of different age.

vicinity to this location that are associated with blood
pressure and hypertension [14-16]. Furthermore, a
genome-wide association study in rats supported the
notion that multiple modifiers of hypertension cosegregate at this locus [17]. We have checked in both
LBC cohorts if DNAm at CLCN6 is directly associated
with hypertension, but the correlation with systolic and
diastolic blood pressure was low (Spearman correlation:
R = -0.022 and 0.013, respectively). Other parameters,
such as specific drugs, smoking, and alcohol intake might
also affect DNAm. Either way, β-values at this ageassociated CpG seem to be associated with life
expectancy – this should be validated by site-specific
analysis (e.g. by pyrosequencing of bisulfite converted
DNA) in a suitable cohort in the future.

Only one of the tested CpG sites (from the 99-CpG
model) revealed significant association with survival in
the LBC1921 and LBC1936 datasets. It was associated
with the gene for the chloride transport protein 6
(CLCN6; cg05228408) and we observed significant
association in LBC1921 (HR = 1.16 [1.06,1.26]; Cox P =
0.00072) and LBC1936 (HR = 1.26 [1.12,1.42]; Cox P =
0.00013) after multiple correction and adjustment for age
and gender in each cohort (Figure 2). Notably, several
studies identified single nucleotide polymorphisms in

Figure 2. A CpG site in CLCN6 is indicative for survival in LBC1921 and LBC1936. (A) A
CpG site associated with the gene for the chloride transport protein 6 (CLCN6; cg05228408) was
used to estimate age in the LBC1921 cohort. (B) Participants in the lowest and highest quartiles of
Δage were subsequently analysed in Kaplan‐Meier plots (K‐M). Hazard ratio and cox‐regression
analysis of survival were subsequently tested with adjustment for chorological age and gender.
(C, D) In analogy, the same analysis was performed for this CpG site using the LBC1936 cohort.
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individuals in the Lothian region (Edinburgh and its
surrounding areas of Scotland) at about the age of 79
years and 70 years, respectively. There have been
various additional follow up waves at higher ages but
we restricted our analysis to the first waves to facilitate
better comparison with the previous analysis [9] and to
exclude effects that might be caused by offsets in the
regression of age-predictions or by repeated analysis of
the same individuals.

Conclusions
This follow-up study further substantiates the notion
that epigenetic age-predictions are indicative for
biological rather than chronological age [9,18]. Similar
findings have recently been described in a longitudinal
Danish twin study [19]. We demonstrated that the error
of age-predictions can be improved for the 3-CpG
model by training on HumanMethylation450 BeadChip
data. However, without additional normalization
regimen, such small aging signatures are not reliable for
microarray data – they should rather be addressed by
more quantitative methods for site-specific analysis
such as pyrosequencing or MassARRAY. On the other
hand, we demonstrate that even β-values at individual
age-associated CpGs seem to be indicative for life
expectancy.

Ethics and data deposition. Ethics permission for
LBC1921 was obtained from the Lothian Research
Ethics Committee (Wave 1: LREC/1998/4/183) and for
LBC1936 from the Multi-Centre Research Ethics
Committee for Scotland (Wave 1: MREC/01/0/56).
Written informed consent was obtained from all
subjects. The data have been deposited at the European
Genomephenome Archive (EGA; www.ebi.ac.uk/ega/
home) under the accession number EGAS00001000910.

Microarray data of genome wide DNAm profiles of
large cohort studies resemble a valuable resource to
correlate DNAm patterns with clinical parameters –
however, if there is a systematic off-set in epigenetic
age-predictions, resulting in a different slope in
comparisons of predicted and chronological ages, then
this will falsify association with life-expectancy,
because the percentage of elderly patients that are
predicted to be older than their chronological age is
affected. Such a confounding factor is particularly
relevant for the small aging-signatures that are generally
more likely to reveal offsets in other microarray datasets
– but it was hardly relevant in our exemplary analysis,
as we only considered the first waves of the LBC1921
and LBC1936 datasets with well-defined donor ages
close to 79 and 70 years, respectively. To ultimately
validate the association of simple epigenetic biomarkers
with biological age, it will be necessary to utilize sitespecific methods for DNAm analysis – so far DNAm
results by pyrosequencing are not available for large
cohorts with adequate information on life-expectancy
and other clinical parameters. Our study provides the
research perspective that site-specific analysis of
individual age-associated CpG sites can facilitate costeffective high throughput analysis to better discern
environmental or genetic risk factors to improve the
odds of staying healthy.

DNA methylation of LBC cohorts. The DNAm data
were processed as previously described [9]. Briefly, raw
DNAm data of LBC cohort (LBC1921 N = 514;
LBC1936 N = 1,004) were background corrected and
converted to methylation β-values using the R minfi
package (β-values range between 0 and 1 and roughly
correspond to 0% and 100% DNAm level,
respectively). The probes with a low (<95%) detection
rate at P <0.01 were removed from further analysis. In
addition, manual inspection of the array control probe
signals was used to identify and remove low quality
samples, resulting two high quality datasets for aging
prediction (LBC1921: N = 443; LBC1936: N = 920; all
samples are from first wave).
Derivation of age predictors. Our 99-CpG model and
our 3-CpG model for epigenetic age-predictions was
initially derived from 102 CpGs that revealed linear
age-associated changes in 575 DNAm profiles of blood
that were generated on Illumina HumanMethylation27
BeadChips (Pearson correlation R > 0.85 or R < -0.85;
age range 0 to 78 years) [8]. Ninety-nine of these CpGs
are also represented on the Illumina HumanMethylation450 BeadChips. Derivation of the 99-CpG
model has been described in detail before [8,11] and the
coefficients are provided in Supplementary Table 1. The
3-CpG model was based on β-values of the CpG sites
cg02228185 (ASPA), cg25809905 (ITGA2B), and
cg17861230 (PDE4C). It was retrained on the 656
DNAm profiles of blood samples of Hannum and
coworkers (age range 19 to 101) [6] using leave-one-out
cross validation. Age predictors based on individual
CpGs were also trained on the dataset by Hannum et al.
using leave-one-out cross validation. Please note that
using β-values of the corresponding CpGs would have

METHODS
The Lothian Birth Cohorts. The Lothian Birth Cohorts
of 1921 and 1936 are follow-up studies of the Scottish
Mental Surveys of 1932 and 1947 – for participants
born in 1921 and 1936, respectively. These nationwide
studies were initially set up to study determinants of
non-pathological cognitive ageing [13]. The LBC1921
and LBC1936 studies attempted to follow-up

www.impactaging.com

399

AGING, February 2016, Vol. 8 No.2

provided similar results as the participants of the waves
1 were all of similar age. The analysis were performed
using R [20] and ‘caret’ package [21].

Research Council (BBSRC) and Medical Research
Council (MRC) is gratefully acknowledged.
Conflict of interest statement

Training and validation of the epigenetic age-predictors.
To validate the 99-CpG and 3-CpG model (trained
using dataset by Hannum et al. [6]; GSE40279) we used
12 additional publically available DNAm datasets of
blood that were retrieved from NCBI GEO: GSE30870
[22], GSE32148 [23], GSE36064 [12], GSE40005,
GSE41169 [24], GSE42861 [25], GSE50660 [26],
GSE56105 [27], GSE56581 [28], GSE58651 [29],
GSE61496 [30] and GSE62924 [31] (Supplementary
Table 2). These validation datasets were all generated
using Illumina HumanMethylation450 BeadChip.

RWTH Aachen University Medical School is has a
patent pending for the 3-CpG model for epigenetic agepredictions. W.W. is one of the founders of Cygenia
GmbH that may provide service for this method
(www.cygenia.com). Apart from this, the authors have
nothing to disclose.

REFERENCES
1. Koch CM, Wagner W. Epigenetic‐aging‐signature to determine
age in different tissues. Aging (Albany NY) 2011; 3: 1018‐1027.
2. Bork S, Pfister S, Witt H, Horn P, Korn B, Ho AD, Wagner W.
DNA Methylation Pattern Changes upon Long‐Term Culture and
Aging of Human Mesenchymal Stromal Cells. Aging Cell 2010; 9:
54‐63.
3. Teschendorff AE, Menon U, Gentry‐Maharaj A, Ramus SJ,
Weisenberger DJ, Shen H, Campan M, Noushmehr H, Bell CG,
Maxwell AP, Savage DA, Mueller‐Holzner E, Marth C, et al. Age‐
dependent DNA methylation of genes that are suppressed in
stem cells is a hallmark of cancer. Genome Res 2010; 20: 440‐
446.
4. Rakyan VK, Down TA, Maslau S, Andrew T, Yang TP, Beyan H,
Whittaker P, McCann OT, Finer S, Valdes AM, Leslie RD, Deloukas
P, Spector TD. Human aging‐associated DNA hypermethylation
occurs preferentially at bivalent chromatin domains. Genome
Res 2010; 20: 434‐439.
5. Bocklandt S, Lin W, Sehl ME, Sanchez FJ, Sinsheimer JS,
Horvath S, Vilain E. Epigenetic predictor of age. PLoS ONE 2011;
6: e14821.
6. Hannum G, Guinney J, Zhao L, Zhang L, Hughes G, Sadda S,
Klotzle B, Bibikova M, Fan JB, Gao Y, Deconde R, Chen M,
Rajapakse I, et al. Genome‐wide Methylation Profiles Reveal
Quantitative Views of Human Aging Rates. Mol Cell 2013; 49:
459‐367.
7. Horvath S. DNA methylation age of human tissues and cell
types. Genome Biol 2013; 14: R115.
8. Weidner CI, Lin Q, Koch CM, Eisele L, Beier F, Ziegler P,
Bauerschlag DO, Jockel KH, Erbel R, Muhleisen TW, Zenke M,
Brummendorf TH, Wagner W. Aging of blood can be tracked by
DNA methylation changes at just three CpG sites. Genome Biol
2014; 15: R24.
9. Marioni RE, Shah S, McRae AF, Chen BH, Colicino E, Harris SE,
Gibson J, Henders AK, Redmond P, Cox SR, Pattie A, Corley J,
Murphy L, et al. DNA methylation age of blood predicts all‐cause
mortality in later life. Genome Biol 2015; 16: 25.
10. Weidner CI, Ziegler P, Hahn M, Brummendorf TH, Ho AD,
Dreger P, Wagner W. Epigenetic aging upon allogeneic
transplantation: the hematopoietic niche does not affect age‐
associated DNA methylation. Leukemia 2015; 29: 985‐988.
11. Lin Q, Wagner W. Epigenetic Aging Signatures Are
Coherently Modified in Cancer. PLoS Genet 2015; 11: e1005334.
12. Alisch RS, Barwick BG, Chopra P, Myrick LK, Satten GA,
Conneely KN, Warren ST. Age‐associated DNA methylation in
pediatric populations. Genome Res 2012; 22: 623‐632.

Survival analysis. The association of ∆age and mortality
was tested using cox proportional hazard regression
models, adjusting for age and gender. The deaths within
the first 2 years of follow-up were excluded to minimize
the potential influences of acute illness when cox
regression analysis is applied for the ∆age of 99-CpG and
3-CpG models [9]. Hazard ratios for ∆age were
expressed per 5 years of methylation age acceleration as
previously described [9]. For Kaplan-Meier (K-M)
estimation of mortality samples were stratified by first
and forth quantile of ∆age adjusting for age and gender.
The analysis were performed using R and ‘survival’
package [32].
ACKNOWLEDGEMENTS
We thank the cohort participants and team members
who contributed to the LBC1921 and LBC1936
studies.
Funding
DNAm profiling was supported by the Centre for
Cognitive Ageing and Cognitive Epidemiology (Pilot
Fund award), Age UK, The Wellcome Trust Institutional
Strategic Support Fund, The University of Edinburgh,
and The University of Queensland. This work was
supported by the Else Kröner-Fresenius Stiftung
(2010_A96; 2014_A193), by the German Research
Foundation (DFG; WA 1706/2-1), by the German
Ministry of Education and Research (BMBF; OBELICS),
and by the Interdisciplinary Center for Clinical Research
(IZKF) within the faculty of Medicine at the RWTH
Aachen University (O1-1). I.J.D. and R.E.M. are
supported by The University of Edinburgh Centre for
Cognitive Ageing and Cognitive Epidemiology, part of
the cross council Lifelong Health and Wellbeing
Initiative (MR/K026992/1). Funding from the United
Kingdom Biotechnology and Biological Sciences

www.impactaging.com

400

AGING, February 2016, Vol. 8 No.2

partially reversible upon cessation. Epigenetics 2014; 9: 1382‐
1396.
27. Shah S, McRae AF, Marioni RE, Harris SE, Gibson J, Henders
AK, Redmond P, Cox SR, Pattie A, Corley J, Murphy L, Martin NG,
Montgomery GW, et al. Genetic and environmental exposures
constrain epigenetic drift over the human life course. Genome
Res 2014; 24: 1725‐1733.
28. Reynolds LM, Taylor JR, Ding J, Lohman K, Johnson C,
Siscovick D, Burke G, Post W, Shea S, Jacobs DR Jr, Stunnenberg
H, Kritchevsky SB, Hoeschele I, et al. Age‐related variations in the
methylome associated with gene expression in human
monocytes and T cells. Nat Commun 2014; 5: 5366.
29. Dhas DB, Ashmi AH, Bhat BV, Kalaivani S, Parija SC.
Comparison of genomic DNA methylation pattern among septic
and non‐septic newborns ‐ An epigenome wide association
study. Genom Data 2015; 3: 36‐40.
30. Tan Q, Frost M, Heijmans BT, von Bornemann HJ, Tobi EW,
Christensen K, Christiansen L. Epigenetic signature of birth
weight discordance in adult twins. BMC Genomics 2014; 15:
1062.
31. Rojas D, Rager JE, Smeester L, Bailey KA, Drobna Z, Rubio‐
Andrade M, Styblo M, Garcia‐Vargas G, Fry RC. Prenatal arsenic
exposure and the epigenome: identifying sites of 5‐
methylcytosine alterations that predict functional changes in
gene expression in newborn cord blood and subsequent birth
outcomes. Toxicol Sci 2015; 143: 97‐106.
32. Therneau T. A Package for Survival Analysis in S. R package
version 2 37‐7 2015; URL: http://CRAN.R‐project.org/package=
survival.

13. Deary IJ, Gow AJ, Pattie A, Starr JM. Cohort profile: the
Lothian Birth Cohorts of 1921 and 1936. Int J Epidemiol 2012;
41: 1576‐1584.
14. Tomaszewski M, Debiec R, Braund PS, Nelson CP, Hardwick
R, Christofidou P, Denniff M, Codd V, Rafelt S, van der Harst P,
Waterworth D, Song K, Vollenweider P, et al. Genetic
architecture of ambulatory blood pressure in the general
population: insights from cardiovascular gene‐centric array.
Hypertension 2010; 56: 1069‐1076.
15. Levy D, Ehret GB, Rice K, Verwoert GC, Launer LJ, Dehghan A,
Glazer NL, Morrison AC, Johnson AD, Aspelund T, Aulchenko Y,
Lumley T, Kottgen A, et al. Genome‐wide association study of
blood pressure and hypertension. Nat Genet 2009; 41: 677‐687.
16. Newton‐Cheh C, Johnson T, Gateva V, Tobin MD, Bochud M,
Coin L, Najjar SS, Zhao JH, Heath S. C, Eyheramendy S, Papadakis
K, Voight BF, Scott LJ, et al. Genome‐wide association study
identifies eight loci associated with blood pressure. Nat Genet
2009; 41: 666‐676.
17. Flister MJ, Tsaih SW, O'Meara CC, Endres B, Hoffman MJ,
Geurts AM, Dwinell MR, Lazar J, Jacob HJ, Moreno C. Identifying
multiple causative genes at a single GWAS locus. Genome Res
2013; 23: 1996‐2002.
18. Marioni RE, Shah S, McRae AF, Ritchie SJ, Muniz‐Terrera G,
Harris SE, Gibson J, Redmond P, Cox SR, Pattie A, Corley J, Taylor
A, Murphy L, et al. The epigenetic clock is correlated with
physical and cognitive fitness in the Lothian Birth Cohort 1936.
Int J Epidemiol 2015; 44: 1388‐1396.
19. Christiansen L, Lenart A, Tan Q, Vaupel JW, Aviv A, McGue M,
Christensen K. DNA methylation age is associated with mortality
in a longitudinal Danish twin study. Aging Cell 2015 (Epub ahead
of print).
20. R‐Core‐Team. R: A language and environment for statistical
computing. R Foundation for Statistical Computing 2014; Vienna,
Austria.: URL http://www.R‐project.org/.
21. Kuhn M. caret: Classification and Regression Training. R
package version 6 0‐41 2015; URL: http://CRAN.R‐project.org/
package=caret.
22. Heyn H, Li N, Ferreira HJ, Moran S, Pisano DG, Gomez A, Diez
J, Sanchez‐Mut JV, Setien F, Carmona FJ, Puca AA, Sayols S,
Pujana MA, et al. Distinct DNA methylomes of newborns and
centenarians. Proc Natl Acad Sci U S A 2012; 109: 10522‐10527.
23. Harris R A, Nagy‐Szakal D, Pedersen N, Opekun A, Bronsky J,
Munkholm P, Jespersgaard C, Andersen P, Melegh B, Ferry G,
Jess T, Kellermayer R. Genome‐wide peripheral blood leukocyte
DNA methylation microarrays identified a single association with
inflammatory bowel diseases. Inflamm Bowel Dis 2012; 18:
2334‐2341.
24. Horvath S, Zhang Y, Langfelder P, Kahn RS, Boks MP, van EK,
van den Berg LH, Ophoff RA. Aging effects on DNA methylation
modules in human brain and blood tissue. Genome Biol 2012;
13: R97.
25. Liu Y, Aryee MJ, Padyukov L, Fallin MD, Hesselberg E,
Runarsson A, Reinius L, Acevedo N, Taub M, Ronninger M,
Shchetynsky K, Scheynius A, Kere J, et al. Epigenome‐wide
association data implicate DNA methylation as an intermediary
of genetic risk in rheumatoid arthritis. Nat Biotechnol 2013; 31:
142‐147.
26. Tsaprouni LG, Yang TP, Bell J, Dick KJ, Kanoni S, Nisbet J,
Vinuela A, Grundberg E, Nelson CP, Meduri E, Buil A, Cambien F,
Hengstenberg C, et al. Cigarette smoking reduces DNA
methylation levels at multiple genomic loci but the effect is

www.impactaging.com

SUPPLEMENTARY DATA
Please browse Full text version to see Supplementary
Figures and Tables of this manuscript.
Description of Supplementary data files
Supplementary Figure 1. Validation of the 99-CpG and
3-CpG models using multiple published datasets.
Supplementary Figure 2. CpG site cg17861230
(PDE4C) with mortality correlation in LBC1936.
Supplementary Table 1. Table with coefficients for the
99-CpG model.
Supplementary Table 2. Additional information on
publically available GEO datasets used in this study.
Supplementary Table 3. CpGs of the 99-CpG model
that correlate with life expectancy.
Supplementary Table 4. CpGs of the age-predictor by
Hannum et al. that correlate with life expectancy.
Supplementary Table 5. CpGs of the age-predictor by
Horvarth that correlate with life expectancy.

401

AGING, February 2016, Vol. 8 No.2

