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Abstract
Background: Genetic effects on asthma of genes in the T-helper 2 (Th2) pathway may interact with epigenetic
factors including DNA methylation. We hypothesized that interactions between genetic variants and methylation in genes
in this pathway (IL4, IL4R, IL13, GATA3, and STAT6) influence asthma risk, that such influences are age-dependent, and that
methylation of some CpG sites changes over time in accordance with asthma transition. We tested these hypotheses in
subsamples of girls from a population-based birth cohort established on the Isle of Wight, UK, in 1989.
Results: Logistic regression models were applied to test the interaction effect of DNA methylation and SNP on asthma
within each of the five genes. Bootstrapping was used to assess the models identified. From 1,361 models fitted at each
age of 10 and 18 years, 8 models, including 4 CpGs and 8 SNPs, showed potential associations with asthma risk. Of the 4
CpGs, methylation of cg26937798 (IL4R) and cg23943829 (IL4) changes between ages 10 and 18 (both higher at 10;
P = 9.14 × 10−6 and 1.07 × 10−5, respectively).
At age 10, the odds of asthma tended to decrease as cg12405139 (GATA3) methylation increased (log-OR = −12.15;
P = 0.049); this effect disappeared by age 18. At age 18, methylation of cg09791102 (IL4R) was associated with higher risk
of asthma among subjects with genotype GG compared to AG (P = 0.003), increased cg26937798 methylation among
subjects with rs3024685 (IL4R) genotype AA (P = 0.003) or rs8832 (IL4R) genotype GG (P = 0.01) was associated with a
lower asthma risk; these CpGs had no effect at age 10. Increasing cg26937798 methylation over time possibly reduced
the risk of positive asthma transition (asthma-free at age 10 → asthma at age 18; log-OR = −3.11; P = 0.069) and increased
the likelihood of negative transition (asthma at age 10 → asthma-free at age 18; log-OR = 3.97; P = 0.074).
Conclusions: The interaction of DNA methylation and SNPs in Th2 pathway genes is likely to contribute to asthma risk.
This effect may vary with age. Methylation of some CpGs changed over time, which may influence asthma transition.
Keywords: Asthma risk, Asthma transition, DNA methylation and SNP interaction, Th2 pathway

Background
Asthma is a phenotypically heterogeneous disorder characterized clinically by shortness of breath, wheezing episodes, chest tightness, and acute episodes of coughing [1].
It affects approximately 235 million people worldwide [2],
with an estimated 5.4 million cases reported in the UK,
including 1.1 million children [3]. While the development
of asthma clearly reflects the combination of inherited
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susceptibility and environmental exposure [4], the disease
etiology is poorly understood and biological mechanisms
underlying its development are not well established.
Variants in genes encoding T-helper 2 (Th2) cytokines,
their receptors, and intracellular signaling pathway components have been consistently associated with asthma in
both candidate gene and genome-wide association studies
[5-9]. Interleukin (IL)-4 receptor engagement leads to the
activation of the transcription factor STAT6, which then
upregulates the transcription factor GATA3 [10], which in
turn augments the production of the Th2 cytokines IL-4,
IL-5, and IL-13 [11]. These gene activities may not only be
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determined by interactions between transcription factors
and cytokine genes, but also affected by epigenetic factors
including DNA methylation [12]. Reduction of DNA
methylation may facilitate transcription through allowing
transcription factors or co-activators to bind to regulatory
elements (promoter or enhancer regions) [13-15]. In general, increased DNA methylation of promoter sequences is
associated with decreased gene expression [13]. In contrast, intragenic DNA methylation has an inverted Ushape relationship with gene expression levels, whereby
the highest levels of intragenic methylation are found in
moderately expressed genes [13,16]. However, it is unclear
whether the effect of DNA methylation on gene activity is
also influenced by SNPs on the same gene as the methylated cytosine-phosphate-guanine (CpG) sites. In addition,
there is a possibility that SNPs far away from a CpG site
can interact with the CpG site to influence a health outcome, if the SNP is in linkage disequilibrium with another
unmeasured SNP close to the CPG site [17].
Genetic variants and DNA methylation play different
roles in regulating gene expression and hence disease
susceptibility. We have previously shown that interaction between genetic polymorphisms and level of
DNA methylation can have “synergistic” effects on risk
of disease susceptibility [18-20]. Therefore, we hypothesized that the interaction of genetic variants and DNA
methylation in at least some of the genes in the Th2
pathway (IL4, IL4R, IL13, GATA3, and STAT6) would be
associated with the risk of asthma, while SNPs may be a
confounder for the main effect of DNA methylation in
some genes. We have demonstrated that, during adolescence, some children grow out of asthma, but new asthma
diagnoses are also observed [21]. We further hypothesize
that association of asthma risk with methylation and with
the interaction between DNA methylation and SNP may be
significant at one age but absent at another. Finally, we postulate that DNA methylation of some CpG sites changes
over time and that temporal changes of DNA methylation
are associated with asthma transition over time. We test
these hypotheses in subsamples of girls from a populationbased birth cohort established on the Isle of Wight (IOW),
UK, in 1989 that was aimed to prospectively study the natural history of asthma and allergic conditions.

Results
Comparing the subsample of 245 female participants
with all the 750 female cohort participants, there were
no substantial differences (Table 1). For instance, in the
IOW cohort, 12% of females had asthma at age 10 and
19% had asthma at age 18. In the subset of 245 females
with available methylation data, the corresponding percentages were 11% and 14%, respectively. We also compared other related outcomes including rhinitis, eczema,
age of asthma onset, and IgE.
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Table 1 Characteristics for women with available
methylation data compared to the female participants of
the total cohort
Total female
participants
n = 750

Female with DNA
methylation data
n = 245

n (%)

n (%)

Yes

128 (19.4)

35 (14.3)

No

531 (80.6)

210 (85.7)

Missing

91

1

Yes

159 (35.7)

76 (31.4)

No

287 (64.3)

166 (68.6)

Missing

304

3

Yes

107 (16.3)

37 (15.2)

No

549 (83.7)

207 (84.8)

Missing

94

1

Yes

245 (37.2)

86 (35.1)

No

413 (62.8)

159 (64.9)

Missing

92

0

Factors

P values

Asthma at age 18
0.07

Atopy at age 18
0.29

Eczema at age 18
0.75

Rhinitis at age 18
0.61

Mean (STD)

Mean (STD)

Age of asthma onset
at age 18

6.95 (5.43)

8.00 (5.41)

0.11

IgE (log10) at age 18

2.45 (2.84)

2.35 (2.75)

0.57

We analyzed all available CpG sites in the five genes
(IL4, IL4R, IL13, GATA3, and STAT6) from the Illumina
450 K methylation data and the SNPs that had been genotyped in the cohort for these genes. Summary statistics of
these CpG sites and SNPs, including SNP frequencies,
mean, and standard deviation of methylation (β) of each
CpG site at ages 10 and 18, location of each methylation
site, and the corresponding chromosome, are also obtained
and included in Additional file 1: Table S1 and Additional
file 2: Table S2 and Figures S1 and S2.
Selected models at ages 10 and 18 years

At each age of 10 and 18 years, up to 1,361 logistic regression models (following exclusion of missing values)
were fit to the data. Based on the 34 samples with asthma
status and DNA methylation data at age 10 years, this
pathway-based selection process did not select any models
with a significance level of 0.01. This was as expected,
since small samples tend to cause large uncertainty and
thus large P values. We relaxed the significance level and
identified two models showing significance at the level of
0.05. These two models included 2 CpG sites (cg13543854
and cg12405139) and 2 SNPs (rs568727 and rs2229359) in
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GATA3 (Tables 2 and 3). Minor allele genotype frequencies lower than 5% were observed for SNPs rs568727
(3.23% for AA in age 10 data) (Additional file 1: Table S1),
which is lower than the corresponding population minor
allele genotype frequency (~13% from 1,092 human genomes [22]). This further supported the use of bootstrap
samples for improving selection accuracy for data with
low frequency categorical variables. Utilizing information
on asthma status and DNA methylation at age 18 years
(n = 245), seven models were identified which either had a
significant methylation effect or a significant interaction
effect on asthma risk. Three CpG sites and 7 SNPs in 2
genes (IL4 and IL4R) were covered by these seven
models (Tables 2 and 3). Two CpG sites (cg09791102
and cg26937798) and 5 SNPs (rs8832, rs1110470,
rs1805011, rs1805012, rs3024685) are in IL4R, 1 CpG
site (cg23943829) and 2 SNPs (rs2070874, rs2243250)
are in IL4. The distances between the identified CpG
sites and the SNPs in each gene are included in Table 4.
The above identified models were internally assessed
using 1,000 bootstrap samples. The selection process
introduced earlier was repeated in each of the 1,000
bootstrap samples and the frequency of each model being
selected in these bootstrap samples was recorded. Based
on the frequencies, we ranked the selected models. For
the models examined using age 10 data, the highest frequency was 27 and it corresponded to the model involving
cg12405139 and rs2229359. For the model containing
cg13543854 and rs568727 identified at age 10, the frequency was 5 out of 1,000 bootstrap samples (Table 5).
Due to the small sample size of the age 10 data, low frequencies were expected. However, findings from the
model with a frequency of 5 should be interpreted with
caution. For the models assessed using age 18 data, the
seven identified models discussed earlier were each with a
frequency higher than 500 and these frequencies were in
the top seven frequencies of all models (Tables 6 and 7).
Among the identified CpG sites, according to the SNP annotation file provided by Illumina [23], and further comparison with the SNPs from the 1,092 human genomes
(for Caucasians) [22], none of them involve probe SNPs

that potentially cause invalid measures of methylation at a
CpG site.
DNA methylation and odds of asthma at ages 10 and 18

At age 10 years, the selected model showed a tendency
that the odds of asthma decreased as the DNA methylation of cg12405139 increased (log-OR = −12.15 with P =
0.049). The effect of DNA methylation at this CpG site
disappeared at age 18 (Table 5). For CpG site cg13543854,
based on age 10 data, subjects with genotype CC with an
increase of DNA methylation also had an increased odds
of asthma compared to subjects with genotype AC (P for
the interaction effect = 0.04). However, due to the low frequency in which its corresponding model was selected in
1,000 bootstrap samples, this finding should be interpreted
with caution. At age 18, of the CpG sites and SNPs in the
seven selected models, some were potential risk factors
and others were possibly protective (Tables 6 and 7). For
IL4R, methylation at cg09791102 was a risk factor (models
2 and 3 in Table 6, log-OR = 3.27 with P = 0.007, and logOR = 3.34 with P = 0.006). The interaction of methylation
at site cg09791102 with the rs1110470 genotype GG
(model 1, P = 0.003) suggested that the DNA methylation
of this site was associated with higher risk of asthma
among girls with genotypes GG compared to girls with
genotype AG (Table 6). Within IL4R, the interaction of
cg26937798 with rs3024685 and with rs8832 (models 4
and 5, P = 0.003 and 0.01, respectively) indicated that increased DNA methylation of this site among subjects with
the rs3024685 genotype AA or rs8832 genotype GG was
associated with a lower risk of asthma. It is worth noting
that none of the CpG sites showing a significant interaction with SNPs is close to those SNPs (Table 5). We also
observed that rs1805011 and rs1805012 in IL4R were potential confounders in that they do not statistically significantly interact with CpG site cg09791102, however,
cg09791102 became an insignificant factor (P = 0.51) if
these two SNPs were excluded (data not shown). For IL4,
DNA methylation of cg23943829 was protective (models 6
and 7 in Table 7; log-OR = −3.60 with P = 0.009, and logOR = −4.47 with P = 0.003, respectively). These CpG sites

Table 2 Information on the CpG sites in the selected models before bootstrapping
Gene

CpG sites

MapInfo§

Location

Chrom.

Mean at age 10 (SD)#

Mean at age 18 (SD)#

P value$

GATA3

cg12405139

8106035

Body

10

0.93 (0.0008)

0.92 (0.011)

0.12

GATA3

cg13543854

8095477

TSS200; TSS1500

10

0.047 (0.007)

0.042 (0.008)

5.84 × 10−3

IL4R

cg09791102

27353414

Body

16

0.94 (0.046)

0.94 (0.050)

0.14

IL4R

cg26937798

27326054

5’UTR

16

0.076 (0.022)

0.062 (0.013)

9.14 × 10−6

IL4

cg23943829

13200911

TSS1500

5

0.88 (0.016)

0.86 (0.019)

1.07 × 10−5

MapInfo refers to “genomic coordinates on the human genome” and it gives genomic location.
Means and standard deviations (SD) are calculated using beta values. Beta values are used to measure DNA methylation levels of each CpG site.
$
P values are from paired t-tests comparing the difference in DNA methylation between ages 10 and 18 years on logit-transformed beta values (to approximate normality).
Mean and SD of DNA methylation of each CpG site are calculated in beta scores.
§
#

Zhang et al. Clinical Epigenetics 2014, 6:8
http://www.clinicalepigeneticsjournal.com/content/6/1/8

Page 4 of 11

Table 3 Genotype frequencies of the SNPs included in the selected models before bootstrapping based on age 18 SNP data
Gene

SNP

Genotype

n/N (%) at 18 years*

Gene

SNP

Genotype

n/N (%) at 18 years*

GATA3

rs568727

AC

95/213 (44.60)

IL4R

rs1805012

AG

44/231 (19.05)

CC

92/213 (43.19)

GG

5/231 (2.16)

AA

26/213 (12.21)

AA

182/231 (78.79)

AG

104/231 (45.02)

GG

42/231 (18.18)

GATA3

IL4R

IL4R

IL4R

rs2229359

rs8832

rs1110470

rs1805011

AG

30/234 (12.82)

GG

202/234 (86.32)

AA

2/234 (0.85)

AG

111/233 (47.64)

IL4R

IL4

rs3024685

rs2070874

AA

85/231 (36.80)

AG

61/231 (26.41)

GG

71/233 (30.47)

GG

170/231 (73.59)

AA

51/233 (21.89)

AA

—

AG

112/227 (49.34)

AG

63/228 (27.63)

GG

70/227 (30.84)

GG

165/228 (72.37)

AA

—

AA

45/227 (19.82)

AC

47/232 (20.26)

CC

5/232 (2.15)

AA

180/232 (77.59)

IL4

rs2243250

*SNP frequencies at age 10 years are available in Additional file 1.

identified in the age 18 data were also tested within the
age 10 data, but did not show any significant main or
interaction effects (Tables 6 and 7).
DNA methylation change and asthma transition

Before presenting the findings of the association of DNA
methylation changes with asthma status transitions, we
focus on the 4 CpG sites included in the selected models
and first discuss the stability of DNA methylation at these
CpG sites (cg12405139 [GATA3], cg09791102 [IL4R],
cg26937798 [IL4R], and cg23943829 [IL4]) between ages
10 and 18. The level of DNA methylation at each of these
4 CpG sites is consistent between the two ages in that, if a
Table 4 Distance of the selected CpG sites to the
selected SNPs
SNP

Distance of CpG sites from a SNP (bp)

IL4

cg23943829

rs2070874

−599

rs2243250

−43

IL4R

cg09791102

cg26937798

rs8832

−22,373

−49,733

rs1110470

+16,987

−10,373

rs1805011

−20,458

−47,818

rs1805012

−20,550

−47,910

rs3024685

−23,496

−50,856

GATA3

cg13543854

cg12405139

rs568727

−11,224

−666

rs2229359

−5,170

+5,388

+means CpG located after SNP; − CpG located before SNP.

site was highly methylated at age 10, then it was also
highly methylated at age 18. Further results from paired ttests indicated that methylation of two CpG sites,
cg12405139 and cg09791102, does not show any statistically significant changes between the two ages (Table 2),
while methylation of CpG sites cg13543854, cg26937798,
and cg23943829 at age 10 is statistically significantly
higher than the methylation of these two sites at age 18
(means of pair differences in the logit scale are 0.14, 0.24
and 0.17 with P = 5.84 × 10–3, 9.14 × 10−6, and 1.07 × 10−5,
respectively; Table 2).
For the CpG sites where methylation is stable between
ages 10 and 18 years, we evaluated the association of
asthma transition with DNA methylation at age 18, SNP,
and their interaction. No significant main or interaction
effects were identified (Table 8). For the 2 CpG sites
where methylation changed between ages 10 and 18 years
(cg23943829 and cg26937798), we evaluated the association of asthma transition with change of DNA methylation between 10 and 18 years, SNP, and their interaction.
Although we did not detect a statistically significant
interaction effect, the increase of DNA methylation of
cg26937798 over time had a tendency to reduce the risk
of positive transition (log-OR = −3.11; P = 0.069) and increased the likelihood of negative transition (log-OR =
3.97; P = 0.074, Table 8).

Discussion
As previously demonstrated, interactions between DNA
methylation and SNPs may show a stronger effect compared to the effects of SNPs alone on the risk of asthma
[18,19]. Utilizing a comprehensive assessment of the
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Table 5 The effects of SNP, DNA methylation, and their interactions in selected models (GATA3)
Effects at age 10 (n = 34)

Effects at age 18 (n = 233)

Model

Model frequency#

Parameter

Estimate (log OR)

P value$

Estimate (log OR)

P value$

1

5

cg13543854

−20.27

0.19

3.21

0.066

AA

NA

NA

27.47

0.37

CC

123.62

0.04

−11.50

0.20

rs568727

cg13543854* rs568727

2

27

AC

Ref.

Ref.

Ref.

AA

NA

NA

9.42

0.36

CC

40.76

0.04

−3.52

0.21

AC

Ref.

cg12405139
rs2229359

cg12405139* rs2229359

AG

Ref.

−12.15

0.049

−0.02

0.99

−47.21

1.00

−13.86

1.00

NA

−22.39

0.36

Ref.

Ref.

AA

NA

GG

Ref.

AG

12.15

1.00

0.02

1.00

AA

NA

NA

8.58

0.37

GG

Ref.

Ref.

Ref.

#

The frequency is based on 1,000 bootstrap samples.
$
P values significant at the 0.01 level at age 18 are in bold font.

association of asthma with methylated CpG sites, SNPs,
and their interactions in genes within the Th2 pathway,
we identified CpG sites such that their main effects or
interaction effects with SNPs were potentially associated
with the risk of asthma. We also explored whether the
changes of methylation between ages 10 and 18 is associated with the asthma transition. Based on our knowledge,
this is the first study to systematically assess the DNA
methylation effects and their interaction with SNPs in the
Th2 pathway on asthma risk and, more importantly, the
first study testing the effect of temporal change of DNA
methylation on asthma transition between ages 10 and 18.
We examined CpG sites and SNPs in 5 genes (IL4, IL4R,
IL13, GATA3, and STAT6) related to Th2 immunity. Testing the effects of genetic and epigenetic variants targeted
at a specific asthma-related pathway has the potential to
gain a higher statistical power compared to the unbiased
approach of investigating the whole genome. The CpG sites
and SNPs were selected based on a consideration of main
methylation effect and the interactions between methylation and SNPs. In total, seven models based on age 18 data
were identified. For the age 10 data, we did not identify any
statistically significant models based on significance level
0.01, but did detect two models possibly of interest at significance level 0.05. Through further internal validation
using 1,000 bootstrapping samples, one of the two models
identified at age 10 was with low selection frequency while
all the seven identified models from the age 18 data were
with a frequency higher than 500 out of 1,000. In total,
these models included 5 CpG sites and 9 SNPs. An alternative approach to select models is a direct utilization of bootstrap samples: first using bootstrap samples to improve the

estimates of standard errors of effect estimates, and then
identifying models based on improved test statistics [24].
We found that the methylation of individual CpG sites
provided limited evidence of associations with asthma
status. In contrast, the interaction effects between SNPs
and DNA methylation of those CpG sites were statistically
stronger. For instance, cg09791102 was an insignificant
factor by itself (P = 0.51). However, this CpG site showed a
significant interaction effect with rs1110470 and became a
potential risk factor for girls with genotypes GG compared
to AG (model 1, P = 0.003; Table 6). All the CpG sites
showing a significant interaction with SNPs were not close
to the SNPs, indicating possible biological independence
between those CpG sites and SNPs. A recent study indicated that such observation might also be due to these
SNPs being in linkage disequilibrium with SNPs close to
those CpG sites [17]. We further noticed that rs1805011
and rs1805012 in IL4R were potential confounders in that
they do not statistically significantly interact with CpG site
cg09791102; however, cg09791102 became an insignificant
factor (P = 0.51) if these two SNPs were excluded.
The model identified using age 10 DNA methylation data
and asthma status information indicated a substantial
decrease in the odds of asthma along with the increase of
DNA methylation of cg12405139 (log-OR = −12.15 with
P = 0.049). Although its corresponding P value was not significant at the significance level of 0.01, the statistical significance was completely lost (P = 0.99) when evaluating
age 18 data. In contrast, the seven selected models based
on age 18 data were not significant to data collected at age
10. It is possible that this lack of association at age 10 was
due to small sample size (n = 34). On the other hand, the
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Table 6 The effects of SNP, DNA methylation, and their interactions in selected models (IL4R)
Model

Model frequency#

Parameter

Effects at age 10 (n = 34);
Log-OR (P value)

Effects at age 18 (n = 233);
Log-OR (P value$)

1

570

cg09791102

8.29 (0.53)

−0.70 (0.2)

AA

42.92 (0.33)

−3.93 (0.6)

GG

55.34 (0.24)

−25.00 (0.004)

rs1110470

cg09791102* rs1110470

2

546

AG

Ref.

Ref.

AA

−13.96 (0.34)

1.42 (0.6)

GG

−18.83 (0.23)

8.51 (0.003)

AG

Ref.

Ref.

−6.52 (0.18)

3.27 (0.007)

AC

−36.87 (1.00)

16.62 (0.02)

CC

22.14 (1.00)

−5.22 (1.00)

AA

Ref.

Ref.

AC

6.51 (1.00)

−5.88 (0.02)

CC

NA

−3.27 (1.00)

cg09791102
rs1805011

cg09791102* rs1805011

AA
3

571

rs1805012

cg09791102* rs1805012

4

633

cg26937798* rs3024685

761

Ref.
3.34 (0.006)

AG

−36.87 (1.00)

17.16 (0.02)

GG

22.14 (1.00)

−5.01 (1.00)

AA

Ref.

Ref.

AG

6.52 (1.00)

−6.03 (0.02)

GG

NA

−3.34 (1.00)

AA

Ref.

Ref.

cg26937798
rs3024685

5

Ref.
−6.52 (0.18)

cg09791102

AG

cg26937798* rs8832

1.53 (0.3)

22.65 (0.11)

−24.15 (0.002)

GG

−4.59 (1.00)

0.62 (0.9)

AA

Ref.

Ref.

AG

8.63 (0.11)

−8.37 (0.003)

GG

4.91 (1.00)

0.09 (0.9)

AA

Ref.

Ref.

0.01 (1.00)

0.09 (0.9)

AA

−16.93 (1.00)

10.38 (0.07)

GG

−29.34 (0.59)

−20.81 (0.01)

cg26937798
rs8832

−4.91 (0.23)

AG

Ref.

Ref.

AA

−0.01 (1.00)

3.73 (0.09)

GG

−11.56 (0.59)

AG

−7.23 (0.01)
Ref.

#

The frequency is based on 1,000 bootstrap samples.
P values significant at the 0.01 level at age 18 are in bold font.

$

results from paired t-tests showed a significant change in
methylation for two methylation sites (cg23943829 and
cg26937798) between ages 10 and 18. This indicates that
the significant effects of these two sites or the effects
of their interaction with SNP on asthma status at age 18
were likely to be due to change of methylation over time.
A possible explanation is that methylation levels at some
CpG sites were dynamic during the period of adolescent

transition and were only associated with disease status at
one time point. We also observed that at some CpG sites
the effects of DNA methylation or its interaction with
SNPs were attenuated at age 18 (Tables 6 and 7). Since the
sample size at age 10 is much smaller than that at age 18,
a larger variation in the age 10 data was expected. A further investigation to assess the attenuation is needed in
larger samples. Furthermore, although we did not detect
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Table 7 The effects of SNP, DNA methylation, and their interaction effects in selected models (IL4)
Model

Model frequency#

Parameter

Effects at age 10 (n = 34);
Log-OR (P value)

Effects at age 18 (n = 233);
Log-OR (P value)$

6

532

cg23943829

−2.17 (1.00)

−3.60 (0.009)

AG

−22.16 (1.00)

−4.97 (0.4)

GG

Ref.

Ref.

AG

2.17 (1.00)

2.61 (0.4)

GG

Ref.

Ref.

−1.60 (0.64)

−4.47 (0.003)

rs2243250

AG

−21.18 (1.00)

−6.75 (0.2)

GG

Ref.

Ref.

cg23943829* rs2243250

AG

1.60 (1.00)

3.84 (0.1)

GG

Ref.

Ref.

rs2070874

cg23943829* rs2070874

7

669

cg23943829

#

The frequency is based on 1,000 bootstrap samples.
$
P values significant at the 0.01 level at age 18 are in bold font.

any significant interaction effects between methylation
change (from ages 10 to 18) for cg26937798 and its corresponding SNPs, the tendency of methylation increase of
cg26937798 over time reducing the risk of positive transition and increasing the likelihood of asthma remission is
informative and certainly deserves further investigation.
The selection of CpG sites and SNPs was based on a
model selection approach with each model composed of
one CpG site and one SNP. To further assess the findings,
we used 1,000 bootstrap samples to internally validate the
identified CpG sites. The bootstrapping technique has been
studied and used in various studies for the purpose of internal validation and shown to be effective [25]. The exclusion of the model involving cg13543854 and rs568727 due
to a low frequency of selection among the 1,000 bootstrap
samples indicates that this model, identified based on the
original data, is likely to be a random finding. Overall, the
findings from this work provided insight into the understanding of the impact of methylation on asthma at a single
time point (ages 10 or 18) and on asthma transition between ages 10 and 18.

Table 8 The effects of changes in DNA methylation on
asthma transition between ages 10 and 18
Gene

CpG sites

Effects on transition; Log-OR (P value)
(−,+)#

(+,–)$

Dynamic methylation
GATA3

cg13543854

1.69 (0.22)

−0.58 (0.78)

IL4R

cg26937798

−3.11 (0.069)

3.97 (0.074)

IL4

cg23943829

3.56 (0.11)

−0.99 (0.73)

Stable methylation
GATA3

cg12405139

−1.60 (0.64)

1.06 (0.71)

IL4R

cg09791102

−21.18 (1.00)

−0.67 (0.47)

#

(−,+): positive transition of asthma between ages 10 and 18 years.
(+,–): negative transition of asthma between ages 10 and 18 years.

$

We did not perform technical replicates on DNA methylation analyses. However, various studies have shown its
overall congruence with quantitative pyrosequencing [26],
validated its robustness via cancer cell lines [27], and confirmed the quality of pre-processed methylation data [28].
Another potential limitation exists in the influence of cell
composition on the measure of DNA methylation. DNA
methylation obtained from peripheral blood leukocytes
served as surrogate measures of cell mixture distribution
[29]. These surrogate measures might introduce noise in
the association studies presented in our work and consequently cause power loss in our inferences. However, the
estimates are still expected to be unbiased as seen in the
modeling proposed earlier [29]. In the logistic regression
for identifying CpG sites and SNPs potentially associated
with asthma, each model included one CpG site and one
SNP in their corresponding gene. Since SNP × SNP and
CpG × CpG interactions may also exist, there is a possibility
that our selection might have overlooked some potentially
important CpG sites or SNPs due to interaction effects.
Multiple testing was not corrected using the commonly
used methods such as the method controlling for false discovery rate. We, instead, used the methods built upon
bootstrapping to further assess the selected models as in
previous studies. It has been shown, and also seen in our
recent simulation studies, that the false discovery ratebased multiple testing correction method cannot control
for type I error [30,31]. However, this type of concern will
be minimal when the sample size is large. In addition, this
study only included girls. Gender difference in DNA
methylation has been noted in various studies [32-35]. It is
possible that the identified CpG sites associated with
asthma or its transition are different if analyzed in boys.
Finally, since this is the first study that examined the
methylation change during adolescent transition and its
association with asthma status transition, a further validation study in a comparable population and a thorough
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investigation of all the selected CpG sites and SNPs along
with other adjusting factors are needed. These further
investigations need careful epidemiological and biological
justification, and are our on-going work.

Conclusions
The interaction of DNA methylation and SNPs in Th2
pathway genes contribute to the risk of asthma, but effects
may not be stable over time. DNA methylation of some
CpG sites changes over time and DNA methylation change
has the potential to influence asthma transition.
Methods
Data collection

The study cohort was composed of children born between
January 1, 1989 and February 28, 1990 on the IOW, UK, a
semi-rural island without heavy industry near the UK
mainland [36]. Of the 1,536 children born and recruited in
this period, 1,456 were available for further follow-up. In
follow-ups, data were collected at ages 1, 2, 4, 10, and 18
years. Questionnaires that included the questions of the
International Study of Asthma and Allergy in Childhood
(ISAAC) [37] were administered at each follow-up. In
the case that parents or participants could not attend a
follow-up visit to complete the questionnaire, a modified
version was given either over the telephone or via mail. Information such as disease status (e.g., asthma, eczema,
and rhinitis), age of asthma onset, puberty events, and
smoking status were collected based on responses to the
questionnaires.
Peripheral blood samples for DNA isolation were collected at ages 10 and 18 years. At age 18 years, saliva samples were also collected. Genotyping was conducted on
samples from 1,211 cohort subjects. DNA methylation of
CpG sites was determined in DNA extracted from peripheral blood leucocytes collected at 18 years of age from 245
female cohort participants. These 245 participants were
randomly selected from the 750 female cohort participants
for screening of epigenetic associations with allergic disorders in a mother-infant study. Random sampling was used
to reduce bias in the subsample. Of these 245 women, we
randomly sampled 16 individuals with asthma and 18 individuals without, and obtained their DNA methylation at
age 10 measured from peripheral blood leucocytes.
The outcome considered was occurrence of asthma at
ages 10 and 18 based on the questions of ISAAC [37]. It was
defined as having “ever had asthma” and either “wheezing or
whistling in the chest in the last 12 months” or “current
treatment for asthma”. Wheezing was defined as wheezing
or whistling in the last 12 months.
Transition of asthma status

We consider two types of asthma transitions, positive
and negative, from ages 10 to 18. Asthma status was
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treated as a binary variable (0/1), so at each age a participant was classified either as asthma-free (0) or as having
asthma (1). A subject experienced positive transition of
asthma if he/she was asthma-free at age 10 but had
asthma at age 18. Negative transition (also called remission) occurred when an asthma patient outgrew the disease at age 18.
The SNPs and CpG sites in the five genes

We selected SNPs potentially related to asthma by use
of a tagging strategy for each of the five genes in the
Th2 pathway (IL4, IL4R, IL13, GATA3, and STAT6). In
this tagging strategy, SNPs that had previously been associated with asthma and/or were potentially functional
variants were prioritized. Specifically, Tagger implemented in Haploview using HapMap Caucasian data
was used to develop the tagging scheme across each
gene including 10 kb upstream and downstream of each
gene with r2 of 0.85 as the tagging threshold. Genotyping was conducted on DNA extracted from blood or saliva samples for 1,211 cohort subjects using GoldenGate
Genotyping Assays (Illumina, Inc., CA, USA). Details of
genotyping are reported elsewhere [18].
For methylation analyses, DNA was extracted from
whole blood using a standard salting out procedure [38].
DNA concentration was determined by PicoGreen dsDNA
quantitation kit (Molecular Probes, Inc., OR, USA). One
microgram of DNA was bisulfite-treated for cytosine to
thymine conversion using the EZ 96-DNA methylation kit
(Zymo Research, CA, USA), following the manufacturer’s
standard protocol. Genome-wide DNA methylation was
assessed using the Illumina Infinium HumanMethylation450 BeadChip (Illumina, Inc., CA, USA), which interrogates >484,000 CpG sites associated with approximately
24,000 genes. Arrays were processed using a standard
protocol as described elsewhere [39], with multiple identical control samples assigned to each bisulfite conversion
batch to assess assay variability and samples randomly distributed on microarrays to control against batch effects.
The BeadChips were scanned using a BeadStation, and the
Methylation Module of GenomeStudio (Version 2011.1)
software calculated the methylation level for each queried
CpG as beta (β) values. They represent the proportions of
intensity of methylated (M) over the sum of methylated
and unmethylated (U) sites (β = M/[c + M + U] with constant c introduced for the situation of too small M + U).
The methylation data were then preprocessed using the
Bioconductor IMA package and the ComBat function in R
for initial quality control to remove unreliable CpG sites,
correct for probe types, remove background noise, and
correct for batch effect [40,41]. DNA methylation of 100
CpG sites and 42 SNPs were available for the genes IL4,
IL4R, IL13, GATA3, and STAT6 and included in the analyses. Specifically, 5 CpG sites and 4 SNPs for IL4, 10 CpG
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sites and 13 SNPs for IL4R, 9 CpG sites and 7 SNPs for
IL13, 67 CpG sites and 17 SNPs for GATA3, and 9 CpG
sites and 1 SNP for STAT6 were epityped and genotyped.
Statistical analysis

To assess whether the analytical sample (245 female participants) was representative of the female cohort available
at age 18 years, we applied two types of tests. The χ2 tests
were used to assess the agreement between the subsample
(n = 245) and the female cohort on the prevalence of
asthma, atopy, eczema, and rhinitis. Two sample t-tests
were used to assess the agreement on IgE and ages of
asthma onset.
To identify statistically significant interaction effects on
asthma among the candidate CpG sites and SNPs on these
five genes, logistic regression models were applied. Asthma
status was the dependent variable and SNPs, DNA methylation in logit transformed β values, and their interaction
were the independent variables. For each gene, we considered models formed by all possible combinations between
SNPs and methylation sites. For instance, 67 CpG sites and
17 SNPs were available for GATA3 and thus 1,139 (67 CpG
sites × 17 SNPs) logistic regression models were fitted for
GATA3. Models that showed either statistically significant
main effects of DNA methylation or significant interaction
effects of DNA methylation and SNPs were chosen as candidate models.
To evaluate methylation changes between ages 10 and
18 on the selected CpG sites, paired t-tests were applied
to logit-transformed methylation values. To evaluate
whether DNA methylation change at the selected CpG
sites was associated with the odds of asthma transition
(positive and negative) with respect to no asthma at both
ages while taking SNP effects into account, logistic regressions were applied to test the effects of methylation
change, SNP, and their interaction. For CpG sites where
DNA methylation did not change over time, we evaluated
whether DNA methylation or its interaction with SNPs
was associated with the odds of asthma transition (positive
and negative) compared to no asthma at both ages. In this
direction, logistic regressions were also used and DNA
methylation at age 18 of the selected CpG sites along with
corresponding SNPs were included in the analyses.
Since the selection of the genes was guided by biological
pathways, the CpG sites were not independent. To take the
multiple testing into account while admitting the dependence between tests in this selection process, we set the significance level at a lower level, specifically, 0.01, aiming to
identify models with possibly significant CpG sites and
SNPs. To further assess the identified models, bootstrapping was then used to evaluate the identified models at
each age. Each bootstrap sample was created based on random sampling by drawing with replacement and the size
of each bootstrap sample is the same as in the original
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sample. In total, 1,000 bootstrapping samples were used,
logistic regression models with all possible combination of
CpG sites and SNPs within a gene were fitted to each sample, and the relative frequency of each selected model out
of 1,000 bootstrapping samples was recorded. The bootstrapping technique used for variable and model selection
was proposed in the 1990’s [42] and has been discussed
and applied in different studies [43,44]. In our study, since
minor allele frequencies for some SNPs were low, using
bootstrap samples had the potential to reduce the bias on
variable selections due to large variations in the estimation
of variances caused by low minor allele frequencies. We
note that models with CpG sites involving probe SNPs
would not be considered due to biased measures of DNA
methylation. The significance level of 0.05 was used for the
remaining tests with respect to the identified CpG sites
and SNPs; these tests include t-tests and logistic regressions. All the statistical analyses were performed using the
R statistical computing package [45].

Additional files
Additional file 1: Table S1. Genotype frequencies of the 42 SNPs at
ages 10 and 18 years.
Additional file 2: Table S2. Information on the candidate CpG sites in
the Th2 pathway. Mean and SD are calculated in beta values and for
ages 10 and 18 years. Figure S1. The mean and SD of CpG sites in genes
IL4, IL4R, IL13, and STAT6 (data are in Additional file 2: Table S2.). Figure
S2. The mean and SD of CpG sites in the GATA3 gene (data are in
Additional file 2: Table S2).

Abbreviations
CpG: Cytosine-phosphate-guanine; IL: Interleukin; IOW: Isle of Wight;
ISAAC: International Study of Asthma and Allergy in Childhood; OR: Odds
ration; Th2: T-helper 2.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
HZ conducted the statistical analysis, interpreted the data, and drafted the
manuscript. XT, TME, MR, and NSR contributed to statistical analysis. JWH
supervised the assessment of DNA methylation. FIR and GAL contributed to
the assessment of DNA methylation. SE selected and measured the single
nucleotide polymorphisms. HZ, SE, WK, and SHA contributed to funding
acquisition. HZ, WK, JWH, SHA, and SE participated in the design of the
study. SHA and VP supervised clinical assessment of the cohort children.
All authors participated in the revision of the manuscript, and all authors
read and approved the final manuscript.
Acknowledgements
The authors gratefully acknowledge the cooperation of the children and
parents on the Isle of Wight who participated in this study, and appreciate
the hard work of the Isle of Wight research team in collecting data and Nikki
Graham for technical support. We thank the High-Throughput Genomics
Group at the Wellcome Trust Centre for Human Genetics (funded by
Wellcome Trust grant reference 090532/Z/09/Z and MRC Hub grant G0900747
91070) for the generation of the methylation data. Research reported in this
publication was supported by the National Institute of Allergy and Infectious
Diseases under award number R01 AI091905 (PI: Wilfried Karmaus),
1R21AI099367 (PI: Hongmei Zhang), and R01 AI061471 (PI: Susan Ewart). The
10-year follow-up of this study was funded by the National Asthma Campaign,

Zhang et al. Clinical Epigenetics 2014, 6:8
http://www.clinicalepigeneticsjournal.com/content/6/1/8

UK (Grant No 364, PI: S. Hasan Arshad) and the 18-year follow-up by a grant
from the National Heart and Blood Institute (R01 HL082925, PI: S. Hasan Arshad).
Author details
1
Division of Epidemiology, Biostatistics and Environmental Health, School of
Public Health, University of Memphis, 236A Robison Hall, Memphis, TN
38152, USA. 2Department of Epidemiology and Biostatistics, Arnold School of
Public Health, University of South Carolina, 800 Sumter Street, Columbia, SC
29208, USA. 3Clinical and Experimental Sciences, Faculty of Medicine,
University of Southampton, University Road, Southampton SO17 1BJ, UK.
4
Human Development and Health, Faculty of Medicine, University of
Southampton, University Road, Southampton SO17 1BJ, UK. 5The David Hide
Asthma and Allergy Research Centre, St Mary’s, Hospital, Parkhurst Road,
Newport, Isle of Wight PO30 5TG, UK. 6Department of Large Animal Clinical
Sciences, Michigan State University, 3700 East Gull Lake Drive, East Lansing,
MI 48824, USA.
Received: 30 November 2013 Accepted: 26 March 2014
Published: 15 April 2014

References
1. Ballardini N, Kull I, Lind T, Hallner E, Almqvist C, Ostblom E, Melén E,
Pershagen G, Lilja G, Bergström A, Wickman M: Development and
comorbidity of eczema, asthma and rhinitis to age 12 - data from the
BAMSE birth cohort. Allergy 2012, 67(4):537–544.
2. WHO Media Center: Asthma. Fact sheet N°307; Updated November 2013.
http://www.who.int/mediacentre/factsheets/fs307/en/index.html.
3. Ober C, Yao TC: The genetics of asthma and allergic disease: a 21st
century perspective. Immunol Rev 2011, 242(1):10–30.
4. Holloway JW, Arshad SH, Holgate ST: Using genetics to predict the natural
history of asthma? J Allergy Clin Immunol 2010, 126(2):200–209. Quiz 210–201.
5. Vercelli D: Discovering susceptibility genes for asthma and allergy.
Nat Rev Immunol 2008, 8(3):169–182.
6. Barnes PJ: Pathophysiology of allergic inflammation. Immunol Rev 2011,
242(1):31–50.
7. Beghe B, Barton S, Rorke S, Peng Q, Sayers I, Gaunt T, Keith TP, Clough JB,
Holgate ST, Holloway JW: Polymorphisms in the interleukin-4 and
interleukin-4 receptor alpha chain genes confer susceptibility to
asthma and atopy in a Caucasian population. Clin Exp Allergy 2003,
33(8):1111–1117.
8. Moffatt MF, Gut IG, Demenais F, Strachan DP, Bouzigon E, Heath S,
von Mutius E, Farrall M, Lathrop M, Cookson WO, GABRIEL Consortium: A
large-scale, consortium-based genomewide association study of asthma.
N Engl J Med 2010, 363(13):1211–1221.
9. Kabesch M, Schedel M, Carr D, Woitsch B, Fritzsch C, Weiland SK, von Mutius E:
IL-4/IL-13 pathway genetics strongly influence serum IgE levels and
childhood asthma. J Allergy Clin Immunol 2006, 117(2):269–274.
10. Kurata H, Lee HJ, O'Garra A, Arai N: Ectopic expression of activated Stat6
induces the expression of Th2-specific cytokines and transcription
factors in developing Th1 cells. Immunity 1999, 11(6):677–688.
11. Lee HJ, Takemoto N, Kurata H, Kamogawa Y, Miyatake S, O'Garra A, Arai N: GATA-3
induces T helper cell type 2 (Th2) cytokine expression and chromatin
remodeling in committed Th1 cells. J Exp Med 2000, 192(1):105–115.
12. Ansel KM, Djuretic I, Tanasa B, Rao A: Regulation of Th2 differentiation and
Il4 locus accessibility. Annu Rev Immunol 2006, 24:607–656.
13. Suzuki MM, Bird A: DNA methylation landscapes: provocative insights
from epigenomics. Nat Rev Genet 2008, 9(6):465–476.
14. Poetsch AR, Plass C: Transcriptional regulation by DNA methylation.
Cancer Treat Rev 2011, 37(Suppl 1):S8–S12.
15. Ong CT, Corces VG: Enhancers: emerging roles in cell fate specification.
EMBO Rep 2012, 13(5):423–430.
16. Jjingo D, Conley AB, Yi SV, Lunyak VV, Jordan IK: On the presence and role
of human gene-body DNA methylation. Oncotarget 2012, 3(4):462–474.
17. Grundberg E, Meduri E, Sandling JK, Hedman AK, Keildson S, Buil A, Busche
S, Yuan W, Nisbet J, Sekowska M, Wilk A, Barrett A, Small KS, Ge B, Caron M,
Shin SY, Multiple Tissue Human Expression Resource Consortium, Lathrop
M, Dermitzakis ET, McCarthy MI, Spector TD, Bell JT, Deloukas P: Global
analysis of DNA methylation variation in adipose tissue from twins
reveals links to disease-associated variants in distal regulatory
elements. Am J Hum Genet 2013, 93(5):876–890.

Page 10 of 11

18. Ziyab AH, Karmaus W, Holloway JW, Zhang H, Ewart S, Arshad SH: DNA
methylation of the filaggrin gene adds to the risk of eczema associated with
loss-of-function variants. J Eur Acad Dermatol Venereol 2013, 27(3):e420–e423.
19. Soto-Ramirez N, Arshad SH, Holloway J, Zhang H, Schauberger E, Ewart S,
Patil V, Karmaus W: The interaction of genetic variants and DNA
methylation of the interleukin-4 receptor gene increase the risk of
asthma at age 18 years. Clinical Epigenetics 2013, 5(1):1.
20. Cooper DN, Krawczak M, Polychronakos C, Tyler-Smith C, Kehrer-Sawatzki H:
Where genotype is not predictive of phenotype: towards an understanding
of the molecular basis of reduced penetrance in human inherited disease.
Hum Genet 2013, 132(10):1077–1130.
21. Kurukulaaratchy RJ, Raza A, Scott M, Williams P, Ewart S, Matthews S,
Roberts G, Hasan Arshad S: Characterisation of asthma that develops
during adolescence; findings from the Isle of Wight Birth Cohort.
Respir Med 2012, 106(3):329–337.
22. 1000 Genomes Project Consortium, Abecasis GR, Auton A, Brooks LD,
DePristo MA, Durbin RM, Handsaker RE, Kang HM, Marth GT, McVean GA:
An integrated map of genetic variation from 1,092 human genomes.
Nature 2012, 491(7422):56–65.
23. Illumnia Inc: HumanMethylation450 v1.2 SNP Update Table; 2013.
http://supportres.illumina.com/documents/downloads/productfiles/
humanmethylation450/humanmethylation450_dbsnp137.snpupdate.table.
v2.sorted.txt Accessed November, 2013.
24. Efron B: Nonparametric estimates of standard error: the jackknife, the
bootstrap and other methods. Biometrika 1981, 68:589–599.
25. Efron B, Gong G: A leisurely look at the bootstrap, the jackknife, and
cross-validation. Am Stat 1983, 37:36–48.
26. Roessler J, Ammerpohl O, Gutwein J, Hasemeier B, Anwar SL, Kreipe H,
Lehmann U: Quantitative cross-validation and content analysis of the 450 k
DNA methylation array from Illumina, Inc. BMC Research Notes 2012, 5:210.
27. Sandoval J, Heyn H, Moran S, Serra-Musach J, Pujana MA, Bibikova M, Esteller M:
Validation of a DNA methylation microarray for 450,000 CpG sites in the
human genome. Epigenetics 2011, 6(6):692–702.
28. Dedeurwaerder S, Defrance M, Calonne E, Denis H, Sotiriou C, Fuks F: Evaluation
of the Infinium Methylation 450 K technology. Epigenomics 2011, 3(6):771–784.
29. Houseman EA, Accomando WP, Koestler DC, Christensen BC, Marsit CJ,
Nelson HH, Wiencke JK, Kelsey KT: DNA methylation arrays as surrogate
measures of cell mixture distribution. BMC Bioinforma 2012, 13:86.
30. Ray M, Tong X, Zhang H, Karmaus W: Screening genome-wide DNA
methylation CpG sites via training and testing data utilizing surrogate
variables. BMC Bioinforma 2014, In press.
31. Storey J: The positive false discovery rate: a Bayesian interpretation and
the q-value. Ann Stat 2003, 31:2013–2035.
32. Boks MP, Derks EM, Weisenberger DJ, Strengman E, Janson E, Sommer IE, Kahn RS,
Ophoff RA: The relationship of DNA methylation with age, gender and
genotype in twins and healthy controls. PLoS One 2009, 4(8):e6767.
33. El-Maarri O, Becker T, Junen J, Manzoor SS, Diaz-Lacava A, Schwaab R, Wienker T,
Oldenburg J: Gender specific differences in levels of DNA methylation at
selected loci from human total blood: a tendency toward higher methylation
levels in males. Hum Genet 2007, 122(5):505–514.
34. Martino DJ, Tulic MK, Gordon L, Hodder M, Richman TR, Metcalfe J, Prescott SL,
Saffery R: Evidence for age-related and individual-specific changes in DNA
methylation profile of mononuclear cells during early immune
development in humans. Epigenetics 2011, 6:9.
35. Naumova AK, Al Tuwaijri A, Morin A, Vaillancourt VT, Madore AM, Berlivet S,
Kohan-Ghadr HR, Moussette S, Laprise C: Sex- and age-dependent DNA
methylation at the 17q12-q21 locus associated with childhood asthma.
Hum Genet 2013, 132(7):811–822.
36. Arshad SH, Hide DW: Effect of environmental factors on the development
pf allergic disorders in infancy. J Allergy Clin Immunol 1992, 90:235–241.
37. Asher MI, Keil U, Anderson HR, Beasley R, Crane J, Martinez F, Mitchell EA,
Pearce N, Sibbald B, Stewart AW, Strachan D, Weiland SK, Williams HC:
International Study of Asthma and Allergies in Childhood (ISAAC):
rationale and methods. Eur Respir J 1995, 8(3):483–491.
38. Miller SA, Dykes DD, Polesky HF: A simple salting out procedure for extracting
DNA from human nucleated cells. Nucleic Acids Res 1988, 16(3):1215.
39. Bibikova M, Fan JB: GoldenGate assay for DNA methylation profiling.
Methods Mol Biol 2009, 507:149–163.
40. Wang D, Yan L, Hu Q, Sucheston LE, Higgins MJ, Ambrosone CB, Johnson CS,
Smiraglia DJ, Liu S: IMA: an R package for high-throughput analysis of
Illumina's 450 K Infinium methylation data. Bioinformatics 2012, 28(5):729–730.

Zhang et al. Clinical Epigenetics 2014, 6:8
http://www.clinicalepigeneticsjournal.com/content/6/1/8

Page 11 of 11

41. Johnson WE, Rabinovic A: Adjusting batch effects in microarray expression
data using empirical Bayes methods. Biostatistics 2007, 8:118–127.
42. Sauerbrei W, Schumacher M: A bootstrap resampling procedure for
model building: Application to the cox regression model. Stat Med
1992, 11(16):2093–2109.
43. Buckland ST, Burnham KP, Augustin NH: Model selection: an integral part
of inference. Biometrics 1997, 53(2):603–618.
44. Heit JA, Silverstein MD, Mohr DN, Petterson TM, O'Fallon WM, Melton LJ 3rd:
Risk factors for deep vein thrombosis and pulmonary embolism: A
population-based case–control study. Arch Intern Med 2000, 160(6):809–815.
45. The R Project for Statistical Computing [computer program]. Version 2.152012.
http://www.r-project.org/.
doi:10.1186/1868-7083-6-8
Cite this article as: Zhang et al.: The interplay of DNA methylation over
time with Th2 pathway genetic variants on asthma risk and temporal
asthma transition. Clinical Epigenetics 2014 6:8.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

