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Abstract
Monozygotic twins share identical genomic DNA and are indistinguishable using conven-

tional genetic markers. Increasing evidence indicates that monozygotic twins are epigeneti-

cally distinct, suggesting that a comparison between DNA methylation patterns might be

useful to approach this forensic problem. However, the extent of epigenetic discordance

between healthy adult monozygotic twins and the stability of CpG loci within the same indi-

vidual over a short time span at the whole-genome scale are not well understood. Here, we

used Infinium HumanMethylation450 Beadchips to compare DNA methylation profiles

using blood collected from 10 pairs of monozygotic twins and 8 individuals sampled at 0, 3,

6, and 9 months. Using an effective and unbiased method for calling differentially methyl-

ated (DM) CpG sites, we showed that 0.087%–1.530% of the CpG sites exhibit differential

methylation in monozygotic twin pairs. We further demonstrated that, on whole-genome

level, there has been no significant epigenetic drift within the same individuals for up to 9

months, including one monozygotic twin pair. However, we did identify a subset of CpG

sites that vary in DNA methylation over the 9-month period. The magnitude of the intra-pair

or longitudinal methylation discordance of the CpG sites inside the CpG islands is greater

than those outside the CpG islands. The CpG sites located on shores appear to be more

suitable for distinguishing between MZ twins.

Introduction
Monozygotic (MZ) twins have identical genomic DNA sequences, making it difficult for
forensic scientists to distinguish between DNA samples from MZ twins using conventional
chromosomal genetic markers [1]. Several studies used heterozygosity of mitochondria DNA
to distinguishing between DNA samples [2].
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In contrast to the relatively stable chromosomal DNA sequences, DNAmethylation pat-
terns are more dynamic due to genetic, environmental and stochastic factors throughout the
life of an individual [3–9], providing a new possibility to distinguish between MZ twins.

Epigenetic discordance has been observed within MZ twin pairs both at specific loci [10–
13], and across the genome [14, 15]. Most epigenetic studies in MZ twins have focused on
common human diseases [10, 11, 15–18]. Recently, microarray-based analyses have revealed
epigenetic differences between healthy juvenile MZ twins [14, 19–21]. In adult MZ twins, Boks
et al. [22] measured DNAmethylation at ~ 1500 CpG sites in whole blood samples using an
array-based approach, and Gervin et al. investigated DNAmethylation at 1760 sites in CD4+

lymphocytes using bisulfite sequencing [23]. At these specific loci, both studies identified
extensive variations in DNAmethylation between adult MZ twins, suggesting that MZ twins
might be distinguishable based on their DNAmethylation patterns. However, the extent
whole-genome wide variation in DNAmethylation patterns within healthy adult MZ twins is
not well understood.

In forensic cases, suspects are usually arrested within weeks to months. A critical underpin-
ning for using epigenetic markers for suspect identification is that DNA methylation patterns
need to be stable for several months so that samples recovered from a crime scene can match
samples collected from the arrested criminal. Thus, it should be carefully investigated whether
longitudinal epigenetic variation in a span of months would affect the ability to distinguish
between MZ twins.

Longitudinal epigenetic variations can be assessed using a cross-sectional approach [22, 24–
26]. To date, only a few studies have estimated variation in methylation patterns within an
individual over time at specific loci [9, 27, 28] or across the whole genome [15, 19, 21, 29, 30].
Although these longitudinal studies have demonstrated epigenetic drift on the time scale of
years, to the best of our knowledge, no information is available regarding the degree of
genome-scale methylation changes within healthy adult individuals within shorter intervals.
Besides, such epigenetic drift within an individual has not been compared to DNA methylation
discordance between MZ twins.

Here, we address three questions: (1) How are adult MZ twins different in terms of DNA
methylation patterns? (2) How stable are DNA methylation over time? (3) Is the magnitude of
epigenetic drift similar to, less than, or greater than the degree of intra-twin pair discordance?

To address these questions, we used the Illumina Infinium HumanMethylation450 (HM
450) BeadChip platform to assess genome-wide DNAmethylation profiles.; Blood samples
from 10 healthy adult MZ twin pairs were used to assess the extent of intra-pair epigenetic
differences. Furthermore, we tested whether genome-wide DNAmethylation patterns of an
individual drift within a time span of 3, 6, or 9 months in 8 individuals, including one MZ twin
pair. A novel data analysis pipeline was developed by applying quantile normalization (QN) in
lumi followed by beta-mixture quantile normalization (BMIQ) [31] on the raw data to correct
for probe design bias and reduce any technical variability [32].

Results

Data acquisition and processing
To assess the discordance in DNAmethylation between MZ twins and within individuals over
time on the whole-genome scale, whole blood from 10 pairs of MZ twins (Group A for MZ
twins) and 8 individuals (including a pair of MZ twins) (Group B for longitudinal study)
collected at 0, 3 (exception for Subject H), 6, and 9 months were processed using Illumina
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Infinium HM450 BeadChips (Table 1). Probes located on the X and Y chromosomes, probes
containing SNP(s) or non-CpG loci, and probes with a detection P value exceeding 0.05 or
missing β-values in any of the samples were removed from all individuals in the same group.
This stringent strategy was implemented to minimize bias from sex-specific differences in
methylation, low measurements due to SNP(s), and to control the number of probes per sam-
ple in each group. After excluding probes with potential bias, 375324 and 369187 unbiased
CpG probes were selected and used for Groups A and B, respectively (S1 Table). The lumi-
based QN+BMIQ was applied to the restricted datasets and β-values were transformed into
M-values so as to improve performance in differential analysis of methylation levels [33] (Fig
1, also see Materials and Methods).

The reproducibility of the platform
To estimate the degree of technical variation, 5 and 6 sets of whole blood from two subjects
(MZ 5B from Group A, E9 m from Group B) were independently processed using Infinium
HM450 BeadChips, respectively. Technical replicates are highly correlated (Pearson correla-
tion (R)� 0.9967 in Group A run, R� 0.9955 in Group B run (Fig 2A)), suggesting low techni-
cal variation and thus high reproducibility of the platform.

For each probe, the average M-value and the corresponding standard deviation (SD) were
examined based on the technical replicates of MZ 5B (Fig 2B) or E9m (Fig 2C). Similar to a pre-
vious study [33], the SD remains approximately constant, indicating that the M-values for the
DNAmethylation levels are approximately homoscedastic. The SD of independent M-values
validates that a constant difference threshold for M-value could be used to tabulate differen-
tially methylated CpG sites. 996 (0.265%) and 1066 (0.289%) CpG sites generate SD larger than
0.5 in MZ 5B and E9 m, respectively, while 126 (0.034%) and 93 (0.025%) CpG sites generate SD
larger than 0.75 in MZ 5B and E9 m, respectively. Consequently, a non-stringent down-limit
methylation difference threshold was set at 1.0 (2 SD of 0.5) to minimize technical effects.

Table 1. Volunteer characteristics.

Group # Volunteer Age Gender Collection time points

Group A MZa 1A, MZ 1B 31 F

MZ 2A, MZ 2B 25 M

MZ 3A, MZ 3B 45 M

MZ 4A, MZ 4B 74 M

MZ 5A, MZ 5B 54 M

MZ 6A, MZ 6B 43 F

MZ 7A, MZ 7B 41 M

MZ 8A, MZ 8B 45 F

MZ 9A, MZ 9B 23 F

MZ 10A, MZ 10B 32 M

Group B MZ 11A, MZ 11B 26 M 0, 3, 6, 9 m

C 31 M 0, 3, 6, 9 m

D 24 F 0, 3, 6, 9 m

E 24 F 0, 3, 6, 9 m

F 39 M 0, 3, 6, 9 m

G 37 M 0, 3, 6, 9 m

H 27 F 0, 6, 9 m

a: monozygotic.

doi:10.1371/journal.pone.0135022.t001
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Patterns of genome-wide differential DNA methylation in adult MZ twins
To assess variation in DNAmethylation within MZ twin pairs, the DNAmethylation level of
10 pairs of MZ twins (Group A) aged 23 to 74 years (Table 1) were measured on a genome-
wide scale.

Based on the M-values from 375,324 CpG sites, the Pearson correlation coefficients of the
DNAmethylation levels between the MZ twins were calculated. Correlations between each
pair of MZ twins (mean R = 0.9955, R value of 0.9921 to 0.9968) are lower than among the rep-
licates (mean R = 0.9969, R value of 0.9967 to 0.9970). Means of absolute difference between
M-values (|ΔM|) within MZ twin pairs and the technical replicate pairs at the 375,324 CpG
sites are displayed in Fig 3A (R = 0.3656). These data reveal that MZ twins have similar, yet dis-
tinct, DNA methylation profiles. The Euclidean distance calculated based on the M-values
revealed significantly larger epigenetic dissimilarity within the MZ twin pairs relative to the
technical replicate pairs at the whole genome level (Fig 3B). The unrelated individual pairs
have even larger distance than the MZ twin pairs at the whole genome level. The Euclidean
distance values are also moderately and positively associated with age (R = 0.7233, P = 0.0183)
(S1 Fig).

Determination of the DM CpG sites within MZ twin pairs
The CpG sites with a Benjamini and Hochberg False Discovery Rate (FDR)-adjusted P values
below 0.05 and the absolute difference in the methylation level M-values (|ΔM|) values above
1.0 were considered significantly different in their methylation levels within MZ twin pairs.

The number of DM CpG sites between MZ twins that has |ΔM|> 1 and FDR-adjusted
P< 0.05, 0.01, 0.001, and 0.0001is presented in Table 2. Most CpG sites display similar
DNAmethylation profiles, while a few (327 (0.087%) to 5,743 (1.530%) at P< 0.05 and 110
(0.029%) to 3,042 (0.81%) at P< 0.0001) CpG sites exhibiting dramatically different methyla-
tion levels within MZ twin pairs. These findings suggest that the difference in methylation
within MZ pairs is subtle but significant.

Fig 1. Workflow for DNAmethylation analysis using Illumina InfiniumHumanMethylation450 (HM450)
BeadChip.

doi:10.1371/journal.pone.0135022.g001
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The numbers of DM CpG sites consistently identified in different twin pairs are presented
in Table 3. No common DM CpG sites were identified in all 10 MZ twin pairs regardless of
threshold values. Only 2, 2, 1 or 4 DM CpG sites were detected across 6, 6, 6, or 5 pairs using
FDR thresholds of 0.05, 0.01, 0.001 or 0.0001, respectively (Table 3). Therefore, DM CpG sites
between the twins are heterogeneous across the MZ twin pairs.

Higher intra-pair discordance of methylation levels of DM CpG sites in
CpG islands than that in other regions
The probes used in this study are designed to target UCSC CpG islands, shores (sequences up
to 2 kb away from the CpG islands), shelves (sequences within 2 kb and 4 kb flanking CpG
sites), or non-island regions (> 4 kb away from CpG islands) [34]. To test whether intra-pair
DM sites appear more often in specific regions, we calculated the distribution of DM CpG sites
in different Illumina-annotated genomic locations (Fig 4A, left panel). Most of the probes can
be categorized into the respective Illumina-annotated CpG island class. Regardless of the cutoff
values in |ΔM| and FDR-adjusted P, approximately 35% of the DM loci are annotated as CpG
island probes, 25% as shore probes, 7% as shelf probes and 33% located in non-island regions
(Fig 4A). To see if variations in methylation levels at the CpG sites correlate with their anno-
tated genomic locations, we also compared |ΔM| at all DM CpG loci (|ΔM|> 1.0 and FDR-
adjusted P< 0.05) in islands, shores, shelves, and non-island regions within the MZ twin pairs.
Significantly higher values of |ΔM| are observed on CpG islands than in other regions (Fig 4B).

Longitudinal changes in methylation patterns over 9 months
Wemeasured genome-wide DNA methylation levels in 8 adults (24 to 39 years old), including
a pair of MZ twins, sampled at 0, 3, 6 and 9 months (Table 1, Group B). 6 sets of whole blood

Fig 2. Technical reproducibility of the Infinium HumanMethylation450 (HM450) BeadChip platform.MZ 5B from Group A and E9 m from Group B were
independently replicated 5 and 6 times on the Infinium HM450 BeadChip platform, respectively. (A) M-values for the 3rd versus the 4th replicate of E9 m

(R = 0.9955); (B and C) The standard deviation in M-values of 5 (B) or 6 (C) replicates of all 375,324 (B) or 369,187 (C) probes. The nonlinear fit is displayed
as red lines, illustrating the trends in the SD for the M-values across the entire range.

doi:10.1371/journal.pone.0135022.g002
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samples from subject E at the 4th time point (9 months) were collected and used to control
technical variation. Based on Euclidean distance calculated from the M values of 369,187 CpG
loci, at the whole genome level, longitudinal differences among samples collected from the
same individual 3 (0 month vs. 3 months, 3 months vs. 6 months, and 6 months vs. 9 months),
6 (0 month vs. 6 months and 3 months vs. 9 months), or 9 (0 month vs. 9 months) months
apart was not significantly larger than among samples collected at the same time from the
same individual (based on the dataset containing independent 6 replicates from Subject E at 9
months) (Fig 5).

Fig 3. Examination of the variance between the monozygotic (MZ) twin co-pairs. (A) Mean of absolute difference of the M-values (|ΔM|) within MZ twin
pairs plotted against technical replicate pairs at 375,324 CpG sites (R = 0.3656). (B) Distribution of the Euclidean distance calculated based on the M-values.
From left to right: technical replicate pairs (N = 10, mean Euclidean distance = 152.3, based on the dataset containing independent 5 replicates from Subject
MZ 5B), MZ twin pairs (N = 10, mean Euclidean distance = 182.3), and unrelated individual pairs (N = 11, mean Euclidean distance = 242.7). The black lines
within each box represent the median of the Euclidean distance distribution. The boxes represent the inter-quartile range. The statistical analysis was
performed using a non-parametric equivalent of one-way analysis of variance (ANOVA), the Kruskal-Wallis test, followed by a Bonferroni's/Dunn's multiple
comparison test, *P < 0.05, ***P < 0.001.

doi:10.1371/journal.pone.0135022.g003

Table 2. The number of differentially methylated (DM) CpG sites among the 375,324 filtered-in CpG sites between the monozygotic (MZ) co-twins
with the dual thresholds of absolute difference in the M-value (ΔM) and the False Discovery Rate (FDR)-adjusted P value.

Threshold #1 (%) #2 (%) #3 (%) #4 (%) #5a (%) #6 (%) #7 (%) #8 (%) #9 (%) #10 (%)

|ΔM| > 1.0 & FDR-adjusted P value < 0.05 1,460 1,074 513 5,743 3,481 327 906 922 509 452

0.389% 0.286% 0.137% 1.530% 0.927% 0.087% 0.241% 0.246% 0.136% 0.120%

|ΔM| > 1.0 & FDR-adjusted P value < 0.01 1,191 804 369 4,707 2,971 236 692 738 377 347

0.317% 0.214% 0.098% 1.254% 0.792% 0.063% 0.184% 0.197% 0.100% 0.092%

|ΔM| > 1.0 & FDR-adjusted P value < 0.001 934 579 249 3,713 2,415 164 489 555 262 233

0.249% 0.154% 0.066% 0.989% 0.643% 0.044% 0.130% 0.148% 0.070% 0.062%

|ΔM| > 1.0 & FDR-adjusted P value < 0.0001 755 451 191 3,042 1972 110 399 455 188 171

0.201% 0.120% 0.051% 0.810% 0.525% 0.029% 0.106% 0.121% 0.050% 0.046%

a: MZ 5A vs. MZ 5B_1st.

doi:10.1371/journal.pone.0135022.t002
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Table 3. The number of common differentially methylated (DM) CpG sites detected in 10 pairs of monozygotic (MZ) co-twins using the dual thresh-
olds of absolute difference in the M-value (ΔM) and the False Discovery Rate (FDR)-adjusted P value.

Threshold Total DM No. of MZ twin pairs

CpG sites 1 2 3 4 5 6 7 8 9 10

|ΔM| > 1.0 & FDR-adjusted P value < 0.05 14,118 13,108 816 142 41 9 2 0 0 0 0

|ΔM| > 1.0 & FDR-adjusted P value < 0.01 11,504 10,764 598 105 30 5 2 0 0 0 0

|ΔM| > 1.0 & FDR-adjusted P value < 0.001 8,957 8,446 414 74 19 3 1 0 0 0 0

|ΔM| > 1.0 & FDR-adjusted P value < 0.0001 7,260 6,876 313 56 11 4 0 0 0 0 0

doi:10.1371/journal.pone.0135022.t003

Fig 4. Relationship between position of CpG sites and differences in DNAmethylation. (A) Comparison of the genomic distribution of DM CpG sites
detected within at least one MZ twin pair (Group A, upper panel) or within a subject 3, 6, or 9 months apart (Group B, lower panel) under |ΔM| > 1 and FDR-
adjusted P value < 0.05. n, the number of CpG sites satisfying the thresholds. (B-C) |ΔM| values within MZ twin pairs (B) or within the same individuals (C)
plotted against their annotated locations. Black lines within each box represent the median of |ΔM|. The statistical analysis was performed using a non-
parametric equivalent of one-way analysis of variance (ANOVA), the Kruskal-Wallis test, followed by a Bonferroni's/Dunn's multiple comparison test,
***P < 0.001.

doi:10.1371/journal.pone.0135022.g004
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Identification of longitudinal DM CpG sites
Despite genome level stability, CpG sites at specific loci exhibit significant longitudinal
changes. To identify the DM CpG site within the same individuals over time, we compared the
samples collected at 0, 3, and 6 months with that collected at 9 months.

The number of CpG sites that are longitudinal DM within the same individual detected
under different threshold values are presented in Table 4. At |ΔM|> 1.0 and FDR-adjusted
P value< 0.05, 99–395 (0.027%–0.107%) CpG sites are DM in the same individual 3 months
apart, compared to 129–473 (0.035%–0.128%) DM CpG sites over 6 months and 148–1,514
(0.040%-0.410%) DM CpG sites over 9 months.

A closer investigation on the DM CpG sites showed that most DM CpG sites are DM only
during one of the three time spans (S2 Fig). This finding suggests that differences in methyla-
tion over this short time span are largely driven by stochastic factors.

Within all 8 individuals, DM CpG sites that are robustly detected during all 3 time spans
are displayed in Table 5. Only 2 DM CpG sites are shared by all 8 individuals at low stringency
(|ΔM|> 1.0 and FDR-adjusted P value< 0.05). The observed variation among individuals
inferred that longitudinal changes in methylation patterns are likely caused by stochastic or
unshared environmental factors.

Among 7,517 significant DM CpG loci (|ΔM|> 1.0 and FDR-adjusted P value< 0.05),
approximately 37% are in the CpG island, 18% were in the shores, 9% in the shelve, and 36%
were located in the non-island regions (Fig 4A, right panel). And DM CpG loci located on
CpG islands displayed a significantly greater degree of intra-individual discordance relative to
those outside of CpG island regions (Fig 4C). This trend is consistent with the characteristic
pattern of DM CpG sites in the MZ twin dataset (Fig 4B).

Fig 5. Distribution of euclidean distances between sample M-values. From left to right Euclidean distance
between samples collected from the same individuals 0 month (N = 15 pairs, mean Euclidean distance = 163.9,
based on the dataset containing independent 6 replicates from Subject E at 9 months), 3 months (0 months vs.
3 months, 3 months vs. 6 months, & 3 months vs. 9 months, N = 22 pairs, mean Euclidean distance = 163.9), 6
months (0 months vs. 6 months & 3 months vs. 9 months, N = 15 pairs, mean Euclidean distance = 168.8), and
9 months (0 months vs. 9 months, N = 8 pairs, mean Euclidean distance = 171.0) apart. Black lines within each
box represent the median of the Euclidean distances. Boxes represent the inter-quartile range. The statistical
analysis was performed using a non-parametric equivalent of one-way analysis of variance (ANOVA), the
Kruskal-Wallis test, followed by a Bonferroni's/Dunn's multiple comparison test.

doi:10.1371/journal.pone.0135022.g005
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Comparison of CpG sites exhibiting intra-pair discordance to those
exhibiting longitudinal changes within the same individual
We compared the longitudinal DM CpG sites with the intra-MZ pair DM CpG sites identified
under the dual thresholds of |ΔM|> 1 and FDR-adjusted P value< 0.05. Out of 14,118 DM
CpG sites found within 10 MZ twin pairs, 995 overlapped with the 7,515 longitudinal DM
CpG sites (Fig 6A). We then examined whether the intra-pair and longitudinal DM CpG sites
have similar distributions. 25% of the intra-pair DM CpG sites are in the shore region, while
only 18% of the longitudinal DM CpG sites and 17% of the DM CpG sites identified in both
the intra-pair and longitudinal tests are in the shore region (Fig 6B). The finding indicated that
the DM CpG sites located on shores within MZ twin pairs are more stable over time compared
to those located at other regions in the genome.

Clustering of longitudinal samples
To show similarity among DNA methylation patterns over time, unsupervised clustering of
Group B dataset was performed using the M-values from 369,187 CpG loci (Fig 7A). For unre-
lated individuals, the samples from the same individuals collected at different time point cluster
closer than samples from different individuals.

Table 4. The number of CpG sites with intra-individual longitudinal changes when using the dual thresholds of absolute difference in the M-value
(ΔM) and the False Discovery Rate (FDR)-adjusted P value.

Threshold Time span MZ 11A MZ 11B C D E# F G H

|ΔM| > 1.0 & FDR-adjusted P value < 0.05 3 months (6 m vs. 9 m) 309 357 395 355 99 352 295 306

6 months (3 m vs. 9 m) 402 413 396 473 129 372 387 N/A*

9 months (0 m vs. 9 m) 337 876 436 1,514 148 332 307 327

|ΔM| > 1.0 & FDR-adjusted P value < 0.01 3 months (6 m vs. 9 m) 232 257 289 260 58 249 216 224

6 months (3 m vs. 9 m) 286 285 300 327 85 256 273 N/A

9 months (0 m vs. 9 m) 230 600 322 1,175 96 229 218 239

|ΔM| > 1.0 & FDR-adjusted P value < 0.001 3 months (6 m vs. 9 m) 153 171 188 188 34 164 145 149

6 months (3 m vs. 9 m) 187 191 209 207 56 183 177 N/A

9 months (0 m vs. 9 m) 154 387 208 890 55 147 135 161

|ΔM| > 1.0 & FDR-adjusted P value < 0.0001 3 months (6 m vs. 9 m) 115 123 150 138 25 118 103 115

6 months (3 m vs. 9 m) 125 148 150 137 37 129 126 N/A

9 months (0 m vs. 9 m) 112 284 142 698 37 106 96 116

#: E9 m_1
st used

*: not applicable.

doi:10.1371/journal.pone.0135022.t004

Table 5. The number of common differentially methylated (DM) CpG sites detected across varying numbers of individuals up to 9 months apart
using the dual thresholds of thresholds of absolute difference in the M-value (ΔM) and the False Discovery Rate (FDR)-adjusted P value.

Threshold No. of individuals

1 2 3 4 5 6 7 8

|ΔM| > 1.0 & FDR-adjusted P value < 0.05 6,864 523 91 18 9 6 2 2

|ΔM| > 1.0 & FDR-adjusted P value < 0.01 5,000 350 60 11 5 6 2 2

|ΔM| > 1.0 & FDR-adjusted P value < 0.001 3,392 226 48 3 3 4 2 2

|ΔM| > 1.0 & FDR-adjusted P value < 0.0001 2,483 169 27 4 3 3 2 2

doi:10.1371/journal.pone.0135022.t005
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However, we observed close clustering of samples from the MZ #11 twin with the corre-
sponding co-twin group (Fig 7A). The observation might due to the large proportion of CpG
sites with concordant methylation patterns in the whole genome scale. 453 CpG loci, which
were overlapping intra-pair DM sites at the dual thresholds of |ΔM|> 1 and FDR-adjusted P
value< 0.05 within the MZ twin pair #11 at 4th time point (MZ #11A_9 m vs. MZ #11B_9 m),
were selectively subjected to the 2nd clustering algorithm using 8 samples from 4 time points.
The resulting dendrogram also reveal a close clustering of MZ pair #11 (Fig 7B). After further
excluding the probes located on neither CpG islands nor on shores, 228 (Fig 7C) and 78 (Fig
7D) out of 453 DM CpG loci were used to perform the 3rd unsupervised cluster analysis,
respectively. Those results also showed the misplacement of MZ #11 twin with the co-twin.
Subsequently, we restricted this analysis to probes overlapping intra-pair DM CpG sites within
MZ #11 co-pair at 4th time point (MZ 11A_9 m vs. MZ 11B_9 m) with most stringent thresholds
(|ΔM|> 1 and FDR-adjusted P value< 0.0001). The result revealed that 8 samples from MZ
pair #11 were correctively clustered when using the probes located on shores only ((Fig 7E,

Fig 6. DM CpG sites detected in blood samples. (A) Pink circle: The numbers of DM CpG sites detected within 10 MZ twin pairs (Group A); blue circle: the
numbers of DM CpG sites from 8 individuals collected at 4 (0, 3, 6, and 9 months) or 3 (0, 6, and 9 months) time points (Group B) Intersection (purple): The
number of DM CpG sites detected in both groups (B) Comparison of the genomic distribution of DM CpG sites detected within MZ twin pair only, within
individual over time only, and in both groups. DM CpG sites satisfy the difference criteria (|ΔM|) of 1.0 and FDR-adjusted P value of 0.05.

doi:10.1371/journal.pone.0135022.g006
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n = 33), which are more acceptable than that located across all regions in the genome (n = 153)
or located on CpG islands only (n = 71) (Data not shown).

Validation of identified DM CpG sites
To validate the identified DM CpG sites, we replicated 5 CpG sites (targeted by probes
cg06188083, cg08122652, cg13304609, cg21549285, and cg26312951) by bisulfite pyrosequen-
cing and Sanger sequencing in 8 DNA samples fromMZ #11 collected at four time points (0,
3, 6, and 9 months). These five CpG sites exhibit the largest differences within MZ pair #11
(|ΔM|> 1 and FDR-adjusted P value< 0.0001) at each time point but did not exhibit longitu-
dinal changes (0 month vs. 3 months, 3 months vs. 6 months, and 6 months vs. 9 months).
The Infinium methylation M-values of these 5 sites from 8 samples were converted back to β-
values, which might fall in one of three categories: hypomethylated (β-value of 0 to� 0.2),

Fig 7. Similarity between individuals based on M-value. (A) Hierarchical clustering on 369,187 CpG sites from 31 whole blood samples collected from 8
individuals at 4 (0, 3, 6, and 9 months) or 3 (0, 6, and 9 months) time points. (B-D) Hierarchical clustering on CpG sites from 8 whole blood samples collected
fromMZ twin pair #11 at 0, 3, 6, and 9 months. The CpG sites satisfy |ΔM| > 1.0 and FDR-adjusted P value <0.05 within the MZ twin pair #11 with respect to
sample collected at the 4th visit (MZ #11A_9m vs. MZ #11B_9m), and located across all regions (N = 453) (B), on the CpG islands (N = 228) (C), or on the shores
(N = 78) (D). (E) Hierarchical clustering on the CpG sites from 8 whole blood samples collected fromMZ twin pair #11 at 0, 3, 6, and 9 months. The CpG sites
satisfy|ΔM| > 1.0 and FDR-adjusted P value <0.0001 within the MZ twin pair #11 with respect to samples collected at 4th visit (MZ #11A_9m vs. MZ #11B_9m),
and located on the shores (N = 33).

doi:10.1371/journal.pone.0135022.g007
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heterogeneously methylated (β-value of> 0.2 to< 0.8), and hypermethylated (β-value of� 0.8
to 1.0). Results from pyrosequencing are consistent with those given by Infinium HM450 Bead-
Chip (S3 Fig), after the possibility of somatic mutations in the genomic DNA targeted by the
CpG site probes was excluded with Sanger sequencing (Data not shown).

We next sought to determine the composition of blood cell types of samples to exclude
differential methylation due to the variations in blood cell type compositions between samples.
It has been shown that patterns of DNAmethylation is robust among cell types [35–39]. In a
recent study, leukocyte subsets were quantified using 34 CpG loci on Infinium HumanMethy-
lation27 (HM27)/HM450 BeadChips [40]. Among the 34 CpG loci, 30 was involved in the MZ
dataset in our study (Group A), and 29 was involved in the longitudinal dataset in our study
(Group B). The cell type-specific DNA methylation patterns from the 30 or 29 CpG loci
showed a significant consistency within MZ pairs #1–10 (S4A Fig), among samples fromMZ
11A or or MZ 11B over different time spans (0 month vs. 9 months, 3 months vs. 9 months, and
6 months vs. 9 months) (S4B Fig) or within MZ #11 collected at the 4 time points (S4C Fig).
Taken together, it was acceptable that the potential effect of somatic mutations or the variations
of compositions of different white blood cell types on the determination of DM CpG sites was
to the point of negligible.

Next, we aimed to perform the analysis in order to identify whether input DNA samples
are completely converted by bisulfite or not. Recent work reported that three CpG loci (cg
13107169 on N4BP2, cg16282679 on EGFL8, and cg16863382 on CTRB1) with stable hyper-
methylation across different human tissue types could be served as markers for evaluating the
efficiency of bisulfite conversion [41]. We first investigated methylation levels at 3 CpG sites.
And we also selected the 19 promoter-associated CpG sites located on CpG islands of 3 com-
mon housekeeping genes (B2M, ACTB and GAPDH) as markers for the efficiency of bisulfite
conversion. The average M-value of methylation level at those 6 genes across 10 MZ pairs in
MZ dataset or 8 individuals in longitudinal dataset are comparable and are all in line with the
expectations, indicating that the bisulfite conversion efficiency was eligible in our HM450 assay
(S5 Fig).

Discussion
Distinguishing between MZ twins has great forensic importance. There are a number of foren-
sic cases in which complete separation of samples from MZ twins would provide important
probative evidence. Although MZ twins share the same genotype, they are not phenotypically
identical. Numerous studies have revealed various epigenetic differences within MZ twin pairs
with a primary focus on human diseases [10, 11, 15–18], young MZ twins [14, 19–21], or a
small set of CpG sites [22, 23]. In this study, we used a whole genome array-based method to
reveal methylation differences between adult MZ co-twins at ~ 450 thousand CpG sites
throughout the genome. We also explored the variability of genomic methylation patterns in
the same adult individual within a short time span.

A reliable procedure for identifying DM CpG sites
The lumi:QN + BMIQ pipeline minimizes bias in probe design and batch effects [32] while
maintaining sensitivity in detecting DM CpG sites. The lumi:QN + BMIQ pipeline facilitates
more efficient detection of DM CpG sites than minfi:SWAN [19] or lumi-only [20] pipelines
that were used in other recent studies in MZ using Illumina arrays. In this study, the nonlinear
fitness of SD for the M-values exhibited a proximate homogeneity of variation (Fig 2B and 2C),
similar with the result in a previous study [33].
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Meanwhile, two other sources of bias should also be considered. The first one is the varia-
tions in blood cell type compositions, especially when the blood cell count corrections could
not be performed for a blood spot in a forensic circumstance. The results indicated that the
compositions of white blood cell types are very similar between MZ twins (S4 Fig). The second
source of bias was insufficient or excessive bisulfite treatment. Results of the 3 CpG sites on
hypermethylated genes (N4BP2, EGFL8, and CTRB1) and 19 promoter-associated CpG loci of
3 common hypomethylated housekeeping genes (B2M, ACTB and GAPDH) suggested that the
bisulfite conversion efficiency was eligible in our HM450 assay (S5 Fig).

Intra-pair and intra-individual discordance in DNA methylation
Our findings showed that there are discordance in DNA methylation patterns in a small pro-
portions of CpG sites within MZ twin pairs, agreeing with earlier genome-scale studies on
adult twins [22, 23]. These results indicated that DNAmethylation patterns could potentially
be utilized in distinguishing MZ twin from the matched co-twin. However, the DM CpG sites
within each MZ twin pair is highly pair-specific (Table 3). No common DM CpG site was
detected in all MZ twin pairs. Meanwhile, types of CpG sites that are DM over time in the same
individual also vary greatly among individuals (Table 5). The intra-pair and intra-individual
specific discordance in DNAmethylation indicate that we cannot expect to distinguish between
all MZ twins based on a common set of CpG sites.

Approximately 7% of DM CpG sites identified within MZ twin pairs overlap with longitudi-
nal DM CpG sites (Fig 6A). In a real forensic case, because the suspect is usually arrested within
months, such overlap could be confusing (Fig 7). An alternative strategy in data analysis was
described by Feinberg and his colleagues, who annotated 227 variably methylated regions
(VMRs) as relative stable, ambiguous or dynamic. They found that the dendogram based on
clustering using the 119 stable VMRs was more reliable than that using the total VMRs [30].

Our data showed that |ΔM| of DM CpG sites located on CpG islands are significantly larger
than other locations, both in the MZ twin study and in the longitudinal study (Fig 4B and 4C).
This result is inconsistent with previous study using the HM27arrays in new born twins [20].
In that study, it was found that, at least in three different tissues, within-pair methylation dis-
cordance increases with the distance from the CpG sites to CpG islands in both newborn dizy-
gotic (DZ) and MZ twin pairs. Also, shown in a later study, CpG sites showing developmental
changes in DNA methylation tend to enrich in CpG shores and shelves [19]. Interestingly, the
distribution of intra-pair discordance values in DNAmethylation in twins was consistent
across genomic location, while the result was consistent with their previous observation when
only the probes present on the HM27 array were used to measure the within-pair discordance.
We also observed that there are less longitudinal DM CpG sites in the shores (Fig 6B). This
trend was in agreement with a recent DNAmethylation study for subjects at an early age [21].
Wang and his colleagues assessed the longitudinal variation in DNAmethylation patterns in
infant cord and venous blood from birth to age 2 using the HM27 arrays [21]. Their findings
indicated that most of the common DM CpG probes tend to target the shores. The discrepan-
cies might be due to the differences in platform, sample size, data analysis methods, and espe-
cially the development stages (new born vs. adult) of subjects recruited in these studies.

Our study revealed that the intra-pair discordance in DNAmethylation is positively associ-
ated with age (S1 Fig). Previous cross-sectional studies using low-resolution DNAmethylation
analyses [24] or array-based mRNA expression analyses also indicated that intra-pair discor-
dance in DNAmethylation increases with age [42]. It is a reasonable speculation that DNA
methylation due to environmental factors accumulates over time and is much stronger in
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adults than in infants. Further, the “relatively longitudinally stable” DM CpG sites within MZ
twin pair more likely locate on shores or shelves, rather than on CpG islands.

Potential application of intra-pair DM CpG sites in distinguishing
between MZ twins
It is axiomatic that samples taken fromMZ twins at a same timepoint are distinguishable using
intra-pair DM CpG sites. Nonetheless, in a real forensic case, the comparison is three-way:
samples from both MZ twins need to be compared not only to each other but also to the sample
taken from a crime scene weeks to months ago. Over this period of several months, environ-
mental or stochastic factors could have altered the DNA methylation pattern in the twins.

On genome level, we observed no significant longitudinal alterations in the DNA methyla-
tion patterns in the same individual over a period of 3, 6, or 9 months. Therefore, most geno-
mic regions do not undergo dynamic changes in methylation for up to 9 months in the same
individual, consistent to the findings in a recent genome-wide study of DNAmethylation in
cord blood at birth and venous blood collected within the two years after birth using a Infinium
HM27 array [21]. Similar results were also observed in adults using CHARM analysis on ~4.5
million CpG sites over a period of about 11 years [30]. On the other hand, we did identify a
subset of CpG sites that were differentially methylated within individuals over the period of
9 months. These loci are more dynamic temporally and should not be used to distinguish
between MZ twins. However, these temporally dynamic CpG sites are highly variable among
individuals, therefore hard to predict a priori. As a result, it is unrealistic to establish a reliable
list of temporally dynamic CpG site to be excluded from forensic tests.

Our clustering analysis showed no complete separation of samples from the MZ twin pair
#11 collected at four different time points (Fig 7A). This result indicated that the magnitudes of
the epigenetic differences within an individual over time are similar to those within MZ twin
pair. The finding is consistent with a recent longitudinal study using an Infinium HM450 anal-
ysis on buccal epithelium collected fromMZ and dizygotic twins which showed that most MZ
twins cluster with their co-twins on age but not with the samples collected from the same indi-
vidual at the different time points [19]. All of these findings point out the potential risks in
attempting to distinguish between MZ twins based on intra-pair differential methylation given
a background of longitudinal differential methylation.

However, the close clustering of samples from the MZ twin pair #11could have resulted
from an inappropriate clustering strategy, because the dataset used contains more dynamic
DM CpG sites located on CpG islands (Fig 7A–7C). When using the most stringent threshold
(|ΔM|>1.0 & FDR-adjusted P value< 0.0001) together with relatively longitudinally stable
DM CpG sites located on shores, the results of the clustering analysis is acceptable (Fig 7E).
This result indicated that the DM CpG sites located on shores might be more effective in distin-
guishing between MZ twins.

In this study, we focused on peripheral blood samples. Several studies have revealed that tis-
sue-specific DNA methylation patterns may arise from CpG loci on the control over differen-
tial expression of genes in different tissues [20, 43]. Future studies involving more tissue types
may help to identify DM CpG sites that are more useful than to distinguish MZ twin samples
collected from different tissue types.

This study contributes to the understanding of epigenetic differences between adult MZ
twins and in the same person over time. Such knowledge is not only important in fundamental
biological sciences, but also crucial for the development of tools in forensic sciences. The plat-
form and analytical framework used in this study is also applicable to investigate the develop-
ment mechanisms of complex disease.

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 14 / 21



Materials and Methods

Ethics statement
The human blood samples used in this study were collected with the approval of the Ethics
Committee of the Institute of Forensic Sciences, Ministry of Justice, P.R. China. The samples
were obtained from volunteers after receiving written informed consent. This study was
approved by the Ethics Committee of the Institute of Forensic Sciences, Ministry of Justice,
P.R. China.

Subjects
11 monozygous twin pairs and 6 unrelated volunteers from China were recruited for the
study with informed content (Table 1). All participants had no significant health problems or
diseases according to their self-reported health records. Group A consisted of 10 pairs of MZ
twins aged 23 to 74 years, including 8 female and 12 male subjects. Group B consisted of a pair
of MZ (male) twins and 6 unrelated individuals (3 male, 3 female), aged 24 to 39 years. Except
subject H, all participants in Group B were recalled every 3 months for 9 months (0, 3, 6, and
9 m). Subject H was studied only at 0, 6, and 9 months.

Four-milliliter EDTA-blood samples were collected at every visit and used for genome-
wide analysis of DNAmethylation. For MZ 5B and E9 m, 5 and 6 independent whole blood
samples were assessed for DNA methylation, respectively. Homozygosity of the twins was
determined using 15 highly polymorphic short tandem-repeat loci with AmpF ℓ STR Identifier
Kit (Applied Biosystems, Foster City, CA) [1].

DNA extraction
Buffy coat was extracted from peripheral blood, followed by isolation of genomic DNA using
the QIAamp DNA Blood Mini Kit (QIAGEN GmbH, Hilden, Germany) according to the
manufacturer's instructions. All DNA samples were tested for degradation and purity using
NanoDrop ND-1000 (Thermo Scientific, Waltham, MA, USA) and gel electrophoresis; any
degraded or impure samples were excluded from the analysis.

Genome-wide methylation analysis with Illumina Infinium HM450
BeadChips
The genome-wide DNA methylation profiles used in this study were generated using Illumina
Infinium HM450 BeadChips (Illumina, San Diego, CA, USA). 1 μg of DNA extracted from
whole blood was bisulfited using the EZ DNAMethylation-Gold kit (Zymo Research, Orange,
CA) under the manufacturer’s standard protocol. 200 ng of bisulfite-treated DNA was ampli-
fied, enzymatically digested, and hybridized to the HM450 Beadchip containing 2 types of
probes with different designs.

A total of 60 samples were processed using the HM450 BeadChips. DNA samples from the
same MZ twin pairs and the same subjects were placed on the same BeadChip to minimize
technical errors. The samples from the same group were processed in one run.

Infinium methylation data extraction and processing
The data processing pipeline used in our study is shown in Fig 1. Raw microarray data
containing signal intensities and detection P values were extracted using GenomeStudio
(Illumina, San Diego, CA, USA) with no background subtraction or control normalization.
The probes located on the X and Y chromosomes were removed to eliminate sex-specific
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differences during methylation. Probes containing SNP(s) sites were not used for further analy-
sis because SNPs can lead to false negatives in detection of methylated sites. To ensure data
quality, probes that failed to reach a detection P value of 0.05 or missing β-values in any of the
samples were removed from all individuals in the group. The ch (non-CpG loci) probes were
also removed before the analyses. Finally, 375,324 probes (out of 485,577) were used for Group
A and 369,187 for Group B (S1 Table).

The HM450 platform contains 2 different bead types associated with 2 different chemical
assays, Infinium Ⅰ and Infinium Ⅱ, which causes bias in probe design [44]. Unlike cancerous
versus normal tissue, the difference in DNAmethylation within a MZ twin pair or within an
individual over a narrow time span might be subtle. Thus, proper algorithms need to be used
to normalize the data from HM450 without sacrificing statistical power. We applied a quantile
normalization (QN) in Bioconductor lumi package (version 2.12) followed by beta-mixture
quantile normalization (BMIQ, version 1.0) [31] on the raw data to correct for probe design
bias and reduce any technical variability [32]. Color-bias adjustment (Col.Adj) and QN were
carried out on the signal intensities in the Bioconductor lumi package to control/minimize the
batch effect in the experiment. Subsequently, the probe type-bias adjustment was performed
on the β-values using BMIQ to correct the type 2 probe values, forming a distribution compa-
rable to the type 1 probes [32]. Then, the Beta-values recommended by Illumina [45, 46] were
converted to M-values [47] to improve the performance when assessing DM CpG sites in
both highly methylated and unmethylated CpG sites [33]. The methylation level β-value and
M–value statistics were calculated as follows [33]:

b ¼ IM
IM þ IU þ a

ð1Þ

M ¼ log2
b

1� b

� �
ð2Þ

where IM and IU represent the intensities measured for the methylated and unmethylated
probes, respectively, and α is a constant.

Array data from this study have been submitted to the NCBI Gene Expression Omnibus
(GEO) (http://www.ncbi.nlm.nih.gov/geo/) under the accession number GSE51388.

Validation by quantitative bisulfite pyrosequencing and Sanger
sequencing
We validated the microarray findings using quantitative bisulfite pyrosequencing. Primers
used for pyrosequencing are listed in S2 Table. In brief, bisulfite conversion of 0.5 μg of fresh
genomic DNA using the EpiTect bisulfite kit (QIAGEN) was followed by PCR amplification
using the PyroMark PCR kit (QIAGEN). The PCR product was mixed with 4 pmol of the
respective sequencing primer and streptavidin sepharose high-performance beads (GE Health-
care). The mixture was sequenced using PSQ 96 system (QIAGEN) with PyroMark Gold Q96
reagent kit (QIAGEN) following the manufacturer’s instructions. All PCRs and downstream
steps were carried out in 3 replicates. The PyroMark CpG software 1.0.11 was used to analyze
methylation status of CpG sites.

Simultaneously, Sanger sequencing was utilized to reveal whether or not the existence of
somatic mutations in the genomic DNA region targeted by the CpG site probes validated with
pyrosequencing, since somatic mutations would affect both probe behavior on the HM450 and
pyrosequencing methylation detections. PCR amplification was performed with 20ng genomic
DNA using the primers listed in S3 Table and AmpliTaq DNA Polymerase (Lifetechology)

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 16 / 21

http://www.ncbi.nlm.nih.gov/geo/


according to the standard PCR procedure for 35 cycles. All of the 5 primer pairs were designed
with an optimum annealing temperature of 60°C. The PCR product was purified with the
QIAquick PCR Purification Kit (QIAGEN), and then bi-directionally sequenced with
BigDye Terminator v3.1 Cycle Sequencing Kit (Lifetechnology) using 3500 Genetic Analyzer
(Lifetechnology).

Statistical analysis
The Euclidean distances between samples were calculated using the M-values of all CpG sites
that were measured. An unsupervised hierarchical clustering analysis was performed in R
using package from the Bioconductor project [48]; Dendrograms were created using TreeDyn
198.3 [49, 50]. Pearson correlation analysis was performed with R software for comparisons
of genome-scale methylation profiles within MZ pairs or among the technical replicates, or
for comparisons of DNAmethylation-based leukocyte quantification for different samples.

The significance of the differential methylation was evaluated using a chi-square allelic test
taking the following steps:

i. The SDs of M are obtained for each CpG sites based on the technical replicates in each
group. The SDs are used to estimate systematic error.

ii. For a specific CpG site, a new statistic χ2is calculated as the following:

w2 ¼ ðDMÞ2
2SD2

χ2 satisfies the chi-square distribution with one degree of freedom.

iii. For a specific pair, whole genomic control inflation factor (λgc) is calculated as the ratio of
the median of χ2 among all of the detected CpG sites with the theoretical median of chi-
square distribution with one degree of freedom, the later approximately equals to 0.455.

iv. For a specific CpG site within MZ co-pairs or the same individual over time, χ2 is adjusted
by λgc value, then P value for the differential methylation on the specific CpG site within
pair is obtained according to the adjusted χ2.

v. P value is adjusted with FDR approach to control false positives.

The CpG sites with |ΔM| exceeding 1.0 and FDR-adjusted P value below 0.05 were consid-
ered significantly DM.

Validation of efficiency of bisulfite conversion
3 CpG sites on hypermethylated genes (cg13107169 on N4BP2, cg16282679 on EGFL8, and
cg16863382 on CTRB1) [41] and 19 CpG sites on 3 housekeeping genes (cg00079638, cg00837
838, cg07192821, cg08350173, cg19404757, cg19721944, and cg24134304 on CpG island
of B2M; cg02356111, cg06003197, cg07476653, cg09041756, cg18080670, cg23162587,
cg23175281, and cg23261233 on CpG island of ACTB; and cg00241355, cg09193981, cg0964
4986, and cg15869694 on CpG island of GAPDH) were used as markers for evaluating bisulfite
conversion efficiency. The average methylation level is calculated at each gene according to
the β-values given by Infinum HM450 BeadChip of CpG site(s) located on corresponding
gene across 10 MZ pairs in MZ dataset or 8 individuals in longitudinal dataset, respectively.
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Supporting Information
S1 Fig. Relationship between age and within-pair methylation discordance. Y axis, the dif-
ferences within the monozygotic (MZ) twin pairs revealed by the Euclidean distance; x axis,
age.
(TIF)

S2 Fig. Longitudinal DM CpG sites 3, 6, and 9 months apart. DM CpG sites satisfy |ΔM|
>1.0 and the FDR-adjusted P value< 0.05.
(TIF)

S3 Fig. Cross-platform validation of DNAmethylation. β-values given by Infinum HM450
BeadChip were plotted against percentage methylation given by bisulfite pyrosequencing for
CpG loci of 8 samples from MZ #11 twins collected at 0, 3, 6, 9 months.
(TIF)

S4 Fig. Comparisons of DNAmethylation of CpG loci used for DNAmethylation-based
leukocyte quantification for different samples. (A) 30 CpG loci used to quantify leukocytes
within each pair of samples from 10 pairs of MZ co-twin in Group A; (B and C) 29 CpG loci
used to quantify leukocytes among samples collected fromMZ 11A or MZ 11B at 0, 3, 6, and 9
months (B) and within sample paris fromMZ #11 collected at same time point (C). Pearson
correlation analysis revealed that the lowest R value was higher than 0.9487 (see S4 Table) and
all of the R values were with significant P value lower than 0.0001.
(TIF)

S5 Fig. Efficiency of bisulfite conversion. Average percentage methylation is shown at 3
hypermethylated genes (N4BP2, EGFL8, and CTRB1) and 3 housekeeping genes (B2M, ACTB,
and GAPDH). The average methylation level (%) is calculated on β-values given by Infinum
HM450 BeadChip of CpG site(s) on selected gene across 10 MZ pairs of Group A or 10 individ-
uals at 4 time points (0, 3, 6, and 9 months) of Group B.
(TIF)

S1 Table. Summary of the Infinium HumanMethylation450 (HM450) BeadChip probe sta-
tistics.
(DOC)

S2 Table. Bisulfite pyrosequencing primers.
(DOC)

S3 Table. Sanger sequencing primers.
(DOC)

S4 Table. Pearson R values of comparisons of DNAmethylation-based leukocyte quantifi-
cation for different samples.
(DOC)

Acknowledgments
We thank Professor Jiahuai Han, from School of Life Sciences, Xiamen University, for helpful
suggestions. We thank Dr. Jessie Bao, from Tianjin Institute of Industrial Biotechnology, Chi-
nese Academy of Sciences, for her kind help in statistics.

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 18 / 21

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s007
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s008
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0135022.s009


Author Contributions
Conceived and designed the experiments: NZ SZ DL CL. Performed the experiments: NZ SZ.
Analyzed the data: NZ SZ. Contributed reagents/materials/analysis tools: SHZ. Wrote the
paper: NZ SZ CL. Reviewed and edited the final manuscript: NZ SZ DLMS JC CL.

References
1. vonWurmb-Schwark N, Schwark T, Christiansen L, Lorenz D, Oehmichen M. The use of different multi-

plex PCRs for twin zygosity determination and its application in forensic trace analysis. Legal medicine.
2004; 6(2):125–30. doi: 10.1016/j.legalmed.2003.12.002 PMID: 15039056.

2. Andrew T, Calloway CD, Stuart S, Lee SH, Gill R, Clement G, et al. A twin study of mitochondrial DNA
polymorphisms shows that heteroplasmy at multiple sites is associated with mtDNA variant 16093 but
not with zygosity. PLoS One. 6(8):e22332. Epub 2011/08/23. doi: 10.1371/journal.pone.0022332
PONE-D-11-04709 [pii]. PMID: 21857921; PubMed Central PMCID: PMC3153933.

3. Edwards TM, Myers JP. Environmental exposures and gene regulation in disease etiology. Environ-
mental health perspectives. 2007; 115(9):1264–70. doi: 10.1289/ehp.9951 PMID: 17805414; PubMed
Central PMCID: PMC1964917.

4. Fleischmann T, Fulde G. Emergency medicine in modern Europe. Emergency medicine Australasia:
EMA. 2007; 19(4):300–2. doi: 10.1111/j.1742-6723.2007.00991.x PMID: 17655630.

5. Jaenisch R, Bird A. Epigenetic regulation of gene expression: how the genome integrates intrinsic and
environmental signals. Nature genetics. 2003; 33 Suppl:245–54. doi: 10.1038/ng1089 PMID:
12610534.

6. Jirtle RL, Skinner MK. Environmental epigenomics and disease susceptibility. Nature reviews Genetics.
2007; 8(4):253–62. doi: 10.1038/nrg2045 PMID: 17363974.

7. Ushijima T, Watanabe N, Okochi E, Kaneda A, Sugimura T, Miyamoto K. Fidelity of the methylation pat-
tern and its variation in the genome. Genome research. 2003; 13(5):868–74. doi: 10.1101/gr.969603
PMID: 12727906; PubMed Central PMCID: PMC430912.

8. Riggs AD, Xiong Z, Wang L, LeBon JM. Methylation dynamics, epigenetic fidelity and X chromosome
structure. Novartis Foundation symposium. 1998; 214:214–25; discussion 25–32. PMID: 9601020.

9. Dolinoy DC, Weidman JR, Jirtle RL. Epigenetic gene regulation: linking early developmental environ-
ment to adult disease. Reproductive toxicology. 2007; 23(3):297–307. doi: 10.1016/j.reprotox.2006.08.
012 PMID: 17046196.

10. Heijmans BT, Kremer D, Tobi EW, Boomsma DI, Slagboom PE. Heritable rather than age-related envi-
ronmental and stochastic factors dominate variation in DNAmethylation of the human IGF2/H19 locus.
Human molecular genetics. 2007; 16(5):547–54. doi: 10.1093/hmg/ddm010 PMID: 17339271.

11. Kuratomi G, Iwamoto K, Bundo M, Kusumi I, Kato N, Iwata N, et al. Aberrant DNAmethylation associ-
ated with bipolar disorder identified from discordant monozygotic twins. Molecular psychiatry. 2008; 13
(4):429–41. doi: 10.1038/sj.mp.4002001 PMID: 17471289.

12. Petronis A, Gottesman II, Kan P, Kennedy JL, Basile VS, Paterson AD, et al. Monozygotic twins exhibit
numerous epigenetic differences: clues to twin discordance? Schizophrenia bulletin. 2003; 29(1):169–
78. PMID: 12908672.

13. Oates NA, van Vliet J, Duffy DL, Kroes HY, Martin NG, Boomsma DI, et al. Increased DNAmethylation
at the AXIN1 gene in a monozygotic twin from a pair discordant for a caudal duplication anomaly. Amer-
ican journal of human genetics. 2006; 79(1):155–62. doi: 10.1086/505031 PMID: 16773576; PubMed
Central PMCID: PMC1474116.

14. Kaminsky ZA, Tang T, Wang SC, Ptak C, Oh GH, Wong AH, et al. DNAmethylation profiles in monozy-
gotic and dizygotic twins. Nature genetics. 2009; 41(2):240–5. doi: 10.1038/ng.286 PMID: 19151718.

15. Javierre BM, Fernandez AF, Richter J, Al-Shahrour F, Martin-Subero JI, Rodriguez-Ubreva J, et al.
Changes in the pattern of DNAmethylation associate with twin discordance in systemic lupus erythe-
matosus. Genome research. 2010; 20(2):170–9. doi: 10.1101/gr.100289.109 PMID: 20028698;
PubMed Central PMCID: PMC2813473.

16. Rakyan VK, Beyan H, Down TA, HawaMI, Maslau S, Aden D, et al. Identification of type 1 diabetes-
associated DNAmethylation variable positions that precede disease diagnosis. PLoS genetics. 2011; 7
(9):e1002300. doi: 10.1371/journal.pgen.1002300 PMID: 21980303; PubMed Central PMCID:
PMC3183089.

17. Martin N, Boomsma D, Machin G. A twin-pronged attack on complex traits. Nature genetics. 1997; 17
(4):387–92. doi: 10.1038/ng1297-387 PMID: 9398838.

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 19 / 21

http://dx.doi.org/10.1016/j.legalmed.2003.12.002
http://www.ncbi.nlm.nih.gov/pubmed/15039056
http://dx.doi.org/10.1371/journal.pone.0022332 PONE-D-11-04709
http://dx.doi.org/10.1371/journal.pone.0022332 PONE-D-11-04709
http://www.ncbi.nlm.nih.gov/pubmed/21857921
http://dx.doi.org/10.1289/ehp.9951
http://www.ncbi.nlm.nih.gov/pubmed/17805414
http://dx.doi.org/10.1111/j.1742-6723.2007.00991.x
http://www.ncbi.nlm.nih.gov/pubmed/17655630
http://dx.doi.org/10.1038/ng1089
http://www.ncbi.nlm.nih.gov/pubmed/12610534
http://dx.doi.org/10.1038/nrg2045
http://www.ncbi.nlm.nih.gov/pubmed/17363974
http://dx.doi.org/10.1101/gr.969603
http://www.ncbi.nlm.nih.gov/pubmed/12727906
http://www.ncbi.nlm.nih.gov/pubmed/9601020
http://dx.doi.org/10.1016/j.reprotox.2006.08.012
http://dx.doi.org/10.1016/j.reprotox.2006.08.012
http://www.ncbi.nlm.nih.gov/pubmed/17046196
http://dx.doi.org/10.1093/hmg/ddm010
http://www.ncbi.nlm.nih.gov/pubmed/17339271
http://dx.doi.org/10.1038/sj.mp.4002001
http://www.ncbi.nlm.nih.gov/pubmed/17471289
http://www.ncbi.nlm.nih.gov/pubmed/12908672
http://dx.doi.org/10.1086/505031
http://www.ncbi.nlm.nih.gov/pubmed/16773576
http://dx.doi.org/10.1038/ng.286
http://www.ncbi.nlm.nih.gov/pubmed/19151718
http://dx.doi.org/10.1101/gr.100289.109
http://www.ncbi.nlm.nih.gov/pubmed/20028698
http://dx.doi.org/10.1371/journal.pgen.1002300
http://www.ncbi.nlm.nih.gov/pubmed/21980303
http://dx.doi.org/10.1038/ng1297-387
http://www.ncbi.nlm.nih.gov/pubmed/9398838


18. Gervin K, Vigeland MD, Mattingsdal M, Hammero M, Nygard H, Olsen AO, et al. DNAmethylation and
gene expression changes in monozygotic twins discordant for psoriasis: identification of epigenetically
dysregulated genes. PLoS genetics. 2012; 8(1):e1002454. doi: 10.1371/journal.pgen.1002454 PMID:
22291603; PubMed Central PMCID: PMC3262011.

19. Martino D, Loke YJ, Gordon L, Ollikainen M, Cruickshank MN, Saffery R, et al. Longitudinal, genome-
scale analysis of DNAmethylation in twins from birth to 18 months of age reveals rapid epigenetic
change in early life and pair-specific effects of discordance. Genome biology. 2013; 14(5):R42. doi: 10.
1186/gb-2013-14-5-r42 PMID: 23697701.

20. Gordon L, Joo JE, Powell JE, Ollikainen M, Novakovic B, Li X, et al. Neonatal DNAmethylation profile
in human twins is specified by a complex interplay between intrauterine environmental and genetic fac-
tors, subject to tissue-specific influence. Genome research. 2012; 22(8):1395–406. doi: 10.1101/gr.
136598.111 PMID: 22800725; PubMed Central PMCID: PMC3409253.

21. Wang D, Liu X, Zhou Y, Xie H, Hong X, Tsai HJ, et al. Individual variation and longitudinal pattern of
genome-wide DNAmethylation from birth to the first two years of life. Epigenetics. 2012; 7(6):594–605.
doi: 10.4161/epi.20117 PMID: 22522910; PubMed Central PMCID: PMC3398988.

22. Boks MP, Derks EM, Weisenberger DJ, Strengman E, Janson E, Sommer IE, et al. The relationship of
DNAmethylation with age, gender and genotype in twins and healthy controls. PloS one. 2009; 4(8):
e6767. doi: 10.1371/journal.pone.0006767 PMID: 19774229; PubMed Central PMCID: PMC2747671.

23. Gervin K, Hammero M, Akselsen HE, Moe R, Nygard H, Brandt I, et al. Extensive variation and low heri-
tability of DNAmethylation identified in a twin study. Genome research. 2011; 21(11):1813–21. doi: 10.
1101/gr.119685.110 PMID: 21948560; PubMed Central PMCID: PMC3205566.

24. Fraga MF, Ballestar E, Paz MF, Ropero S, Setien F, Ballestar ML, et al. Epigenetic differences arise
during the lifetime of monozygotic twins. Proceedings of the National Academy of Sciences of the
United States of America. 2005; 102(30):10604–9. doi: 10.1073/pnas.0500398102 PMID: 16009939;
PubMed Central PMCID: PMC1174919.

25. Rakyan VK, Down TA, Maslau S, Andrew T, Yang TP, Beyan H, et al. Human aging-associated DNA
hypermethylation occurs preferentially at bivalent chromatin domains. Genome research. 2010; 20
(4):434–9. doi: 10.1101/gr.103101.109 PMID: 20219945; PubMed Central PMCID: PMC2847746.

26. Teschendorff AE, Menon U, Gentry-Maharaj A, Ramus SJ, Weisenberger DJ, Shen H, et al. Age-
dependent DNAmethylation of genes that are suppressed in stem cells is a hallmark of cancer.
Genome research. 2010; 20(4):440–6. doi: 10.1101/gr.103606.109 PMID: 20219944; PubMed Central
PMCID: PMC2847747.

27. Bollati V, Schwartz J, Wright R, Litonjua A, Tarantini L, Suh H, et al. Decline in genomic DNAmethyla-
tion through aging in a cohort of elderly subjects. Mechanisms of ageing and development. 2009; 130
(4):234–9. doi: 10.1016/j.mad.2008.12.003 PMID: 19150625; PubMed Central PMCID: PMC2956267.

28. Murphy SK, Huang Z, Hoyo C. Differentially methylated regions of imprinted genes in prenatal, perinatal
and postnatal human tissues. PloS one. 2012; 7(7):e40924. doi: 10.1371/journal.pone.0040924 PMID:
22808284; PubMed Central PMCID: PMC3396645.

29. Bjornsson HT, Sigurdsson MI, Fallin MD, Irizarry RA, Aspelund T, Cui H, et al. Intra-individual change
over time in DNAmethylation with familial clustering. JAMA: the journal of the American Medical Asso-
ciation. 2008; 299(24):2877–83. doi: 10.1001/jama.299.24.2877 PMID: 18577732; PubMed Central
PMCID: PMC2581898.

30. Feinberg AP, Irizarry RA, Fradin D, Aryee MJ, Murakami P, Aspelund T, et al. Personalized epigenomic
signatures that are stable over time and covary with body mass index. Science translational medicine.
2010; 2(49):49ra67. doi: 10.1126/scitranslmed.3001262 PMID: 20844285; PubMed Central PMCID:
PMC3137242.

31. Teschendorff AE, Marabita F, Lechner M, Bartlett T, Tegner J, Gomez-Cabrero D, et al. A beta-mixture
quantile normalization method for correcting probe design bias in Illumina Infinium 450 k DNAmethyla-
tion data. Bioinformatics. 2013; 29(2):189–96. doi: 10.1093/bioinformatics/bts680 PMID: 23175756;
PubMed Central PMCID: PMC3546795.

32. Marabita F, Almgren M, LindholmME, Ruhrmann S, Fagerstrom-Billai F, Jagodic M, et al. An evaluation
of analysis pipelines for DNAmethylation profiling using the Illumina HumanMethylation450 BeadChip
platform. Epigenetics: official journal of the DNAMethylation Society. 2013; 8(3):333–46. doi: 10.4161/
epi.24008 PMID: 23422812; PubMed Central PMCID: PMC3669124.

33. Du P, Zhang X, Huang CC, Jafari N, KibbeWA, Hou L, et al. Comparison of Beta-value and M-value
methods for quantifying methylation levels by microarray analysis. BMC bioinformatics. 2010; 11:587.
doi: 10.1186/1471-2105-11-587 PMID: 21118553; PubMed Central PMCID: PMC3012676.

34. Sandoval J, Heyn H, Moran S, Serra-Musach J, Pujana MA, Bibikova M, et al. Validation of a DNA
methylation microarray for 450,000 CpG sites in the human genome. Epigenetics: official journal of the
DNAMethylation Society. 2011; 6(6):692–702. PMID: 21593595.

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 20 / 21

http://dx.doi.org/10.1371/journal.pgen.1002454
http://www.ncbi.nlm.nih.gov/pubmed/22291603
http://dx.doi.org/10.1186/gb-2013-14-5-r42
http://dx.doi.org/10.1186/gb-2013-14-5-r42
http://www.ncbi.nlm.nih.gov/pubmed/23697701
http://dx.doi.org/10.1101/gr.136598.111
http://dx.doi.org/10.1101/gr.136598.111
http://www.ncbi.nlm.nih.gov/pubmed/22800725
http://dx.doi.org/10.4161/epi.20117
http://www.ncbi.nlm.nih.gov/pubmed/22522910
http://dx.doi.org/10.1371/journal.pone.0006767
http://www.ncbi.nlm.nih.gov/pubmed/19774229
http://dx.doi.org/10.1101/gr.119685.110
http://dx.doi.org/10.1101/gr.119685.110
http://www.ncbi.nlm.nih.gov/pubmed/21948560
http://dx.doi.org/10.1073/pnas.0500398102
http://www.ncbi.nlm.nih.gov/pubmed/16009939
http://dx.doi.org/10.1101/gr.103101.109
http://www.ncbi.nlm.nih.gov/pubmed/20219945
http://dx.doi.org/10.1101/gr.103606.109
http://www.ncbi.nlm.nih.gov/pubmed/20219944
http://dx.doi.org/10.1016/j.mad.2008.12.003
http://www.ncbi.nlm.nih.gov/pubmed/19150625
http://dx.doi.org/10.1371/journal.pone.0040924
http://www.ncbi.nlm.nih.gov/pubmed/22808284
http://dx.doi.org/10.1001/jama.299.24.2877
http://www.ncbi.nlm.nih.gov/pubmed/18577732
http://dx.doi.org/10.1126/scitranslmed.3001262
http://www.ncbi.nlm.nih.gov/pubmed/20844285
http://dx.doi.org/10.1093/bioinformatics/bts680
http://www.ncbi.nlm.nih.gov/pubmed/23175756
http://dx.doi.org/10.4161/epi.24008
http://dx.doi.org/10.4161/epi.24008
http://www.ncbi.nlm.nih.gov/pubmed/23422812
http://dx.doi.org/10.1186/1471-2105-11-587
http://www.ncbi.nlm.nih.gov/pubmed/21118553
http://www.ncbi.nlm.nih.gov/pubmed/21593595


35. Wieczorek G, Asemissen A, Model F, Turbachova I, Floess S, Liebenberg V, et al. Quantitative DNA
methylation analysis of FOXP3 as a new method for counting regulatory T cells in peripheral blood and
solid tissue. Cancer Res. 2009; 69(2):599–608. Epub 2009/01/17. 69/2/599 [pii] doi: 10.1158/0008-
5472.CAN-08-2361 PMID: 19147574.

36. Varley KE, Gertz J, Bowling KM, Parker SL, Reddy TE, Pauli-Behn F, et al. Dynamic DNAmethylation
across diverse human cell lines and tissues. Genome Res. 23(3):555–67. Epub 2013/01/18.
gr.147942.112 [pii] doi: 10.1101/gr.147942.112 PMID: 23325432; PubMed Central PMCID:
PMC3589544.

37. Davies MN, Volta M, Pidsley R, Lunnon K, Dixit A, Lovestone S, et al. Functional annotation of the
human brain methylome identifies tissue-specific epigenetic variation across brain and blood. Genome
Biol. 13(6):R43. Epub 2012/06/19. gb-2012-13-6-r43 [pii] doi: 10.1186/gb-2012-13-6-r43 PMID:
22703893; PubMed Central PMCID: PMC3446315.

38. Baron U, Turbachova I, Hellwag A, Eckhardt F, Berlin K, Hoffmuller U, et al. DNAmethylation analysis
as a tool for cell typing. Epigenetics. 2006; 1(1):55–60. Epub 2007/11/14. 2643 [pii]. PMID: 17998806.

39. Meissner A. Epigenetic modifications in pluripotent and differentiated cells. Nat Biotechnol. 28
(10):1079–88. Epub 2010/10/15. nbt.1684 [pii] doi: 10.1038/nbt.1684 PMID: 20944600.

40. AccomandoWP, Wiencke JK, Houseman EA, Nelson HH, Kelsey KT. Quantitative reconstruction of
leukocyte subsets using DNAmethylation. Genome Biol. 15(3):R50. Epub 2014/03/07. gb-2014-15-3-
r50 [pii] doi: 10.1186/gb-2014-15-3-r50 PMID: 24598480; PubMed Central PMCID: PMC4053693.

41. Lu TP, Chen KT, Tsai MH, Kuo KT, Hsiao CK, Lai LC, et al. Identification of genes with consistent meth-
ylation levels across different human tissues. Sci Rep. 4:4351. Epub 2014/03/13. srep04351 [pii] doi:
10.1038/srep04351 PMID: 24619003; PubMed Central PMCID: PMC3950633.

42. Gordon L, Joo JH, Andronikos R, Ollikainen M, Wallace EM, Umstad MP, et al. Expression discordance
of monozygotic twins at birth: effect of intrauterine environment and a possible mechanism for fetal pro-
gramming. Epigenetics: official journal of the DNAMethylation Society. 2011; 6(5):579–92. PMID:
21358273.

43. Shoemaker R, Deng J, WangW, Zhang K. Allele-specific methylation is prevalent and is contributed by
CpG-SNPs in the human genome. Genome research. 2010; 20(7):883–9. doi: 10.1101/gr.104695.109
PMID: 20418490; PubMed Central PMCID: PMC2892089.

44. Dedeurwaerder S, Defrance M, Calonne E, Denis H, Sotiriou C, Fuks F. Evaluation of the Infinium
Methylation 450K technology. Epigenomics. 2011; 3(6):771–84. doi: 10.2217/epi.11.105 PMID:
22126295.

45. Bibikova M, Fan JB. GoldenGate assay for DNAmethylation profiling. Methods in molecular biology.
2009; 507:149–63. doi: 10.1007/978-1-59745-522-0_12 PMID: 18987813.

46. Bibikova M, Lin Z, Zhou L, Chudin E, Garcia EW, Wu B, et al. High-throughput DNAmethylation profil-
ing using universal bead arrays. Genome research. 2006; 16(3):383–93. doi: 10.1101/gr.4410706
PMID: 16449502; PubMed Central PMCID: PMC1415217.

47. Irizarry RA, Ladd-Acosta C, Carvalho B, Wu H, Brandenburg SA, Jeddeloh JA, et al. Comprehensive
high-throughput arrays for relative methylation (CHARM). Genome research. 2008; 18(5):780–90. doi:
10.1101/gr.7301508 PMID: 18316654; PubMed Central PMCID: PMC2336799.

48. Gentleman RC, Carey VJ, Bates DM, Bolstad B, Dettling M, Dudoit S, et al. Bioconductor: open soft-
ware development for computational biology and bioinformatics. Genome Biol. 2004; 5(10):R80. Epub
2004/10/06. gb-2004-5-10-r80 [pii] doi: 10.1186/gb-2004-5-10-r80 PMID: 15461798; PubMed Central
PMCID: PMC545600.

49. Dereeper A, Guignon V, Blanc G, Audic S, Buffet S, Chevenet F, et al. Phylogeny.fr: robust phyloge-
netic analysis for the non-specialist. Nucleic acids research. 2008; 36(Web Server issue):W465–9. doi:
10.1093/nar/gkn180 PMID: 18424797; PubMed Central PMCID: PMC2447785.

50. Dereeper A, Audic S, Claverie JM, Blanc G. BLAST-EXPLORER helps you building datasets for phylo-
genetic analysis. BMC evolutionary biology. 2010; 10:8. doi: 10.1186/1471-2148-10-8 PMID:
20067610; PubMed Central PMCID: PMC2821324.

Methylation Variation in MZ Pairs and Over Time

PLOSONE | DOI:10.1371/journal.pone.0135022 August 6, 2015 21 / 21

http://dx.doi.org/10.1158/0008-5472.CAN-08-2361
http://dx.doi.org/10.1158/0008-5472.CAN-08-2361
http://www.ncbi.nlm.nih.gov/pubmed/19147574
http://dx.doi.org/10.1101/gr.147942.112
http://www.ncbi.nlm.nih.gov/pubmed/23325432
http://dx.doi.org/10.1186/gb-2012-13-6-r43
http://www.ncbi.nlm.nih.gov/pubmed/22703893
http://www.ncbi.nlm.nih.gov/pubmed/17998806
http://dx.doi.org/10.1038/nbt.1684
http://www.ncbi.nlm.nih.gov/pubmed/20944600
http://dx.doi.org/10.1186/gb-2014-15-3-r50
http://www.ncbi.nlm.nih.gov/pubmed/24598480
http://dx.doi.org/10.1038/srep04351
http://www.ncbi.nlm.nih.gov/pubmed/24619003
http://www.ncbi.nlm.nih.gov/pubmed/21358273
http://dx.doi.org/10.1101/gr.104695.109
http://www.ncbi.nlm.nih.gov/pubmed/20418490
http://dx.doi.org/10.2217/epi.11.105
http://www.ncbi.nlm.nih.gov/pubmed/22126295
http://dx.doi.org/10.1007/978-1-59745-522-0_12
http://www.ncbi.nlm.nih.gov/pubmed/18987813
http://dx.doi.org/10.1101/gr.4410706
http://www.ncbi.nlm.nih.gov/pubmed/16449502
http://dx.doi.org/10.1101/gr.7301508
http://www.ncbi.nlm.nih.gov/pubmed/18316654
http://dx.doi.org/10.1186/gb-2004-5-10-r80
http://www.ncbi.nlm.nih.gov/pubmed/15461798
http://dx.doi.org/10.1093/nar/gkn180
http://www.ncbi.nlm.nih.gov/pubmed/18424797
http://dx.doi.org/10.1186/1471-2148-10-8
http://www.ncbi.nlm.nih.gov/pubmed/20067610

