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The aimof this study is to quantify globalDNAmethylation and investigate the relationshipwith diabetes status and polymorphisms
inMTHFR C677T and NOS3 G894T genes in mixed ancestry subjects from South Africa. Global DNAmethylation was measured,
and MTHFR rs1801133 and NOS3 rs1799983 polymorphisms were genotyped using high throughput real-time polymerase chain
reaction and direct DNA sequencing. Of the 564 participants, 158 (28%) individuals had T2DM of which 97 (17.2%) were screen-
detected cases. Another 119 (21.1%) had prediabetes, that is, impaired fasting glucose, impaired glucose tolerance, or the combination
of both, and the remainder 287 (50.9%) had normal glucose tolerance. Global DNA methylation was significantly higher in
prediabetes and screen-detected diabetes than in normal glucose tolerance (both 𝑝 ≤ 0.033) and in screen-detected diabetes
compared to knowndiabetes on treatment (𝑝 = 0.019).Therewas no difference in globalDNAmethylation between knowndiabetes
on treatment and normal glucose tolerance (𝑝 > 0.999). In multivariable linear regression analysis, only NOS3 was associated with
increasing global DNA methylation (𝛽 = 0.943; 95% CI: 0.286 to 1.560). The association of global DNA methylation with screen-
detected diabetes but not treated diabetes suggests that glucose control agents to some extent may be reversing DNA methylation.
The association between NOS3 rs1799983 polymorphisms and DNA methylation suggests gene-epigenetic mechanisms through
which vascular diabetes complications develop despite adequate metabolic control.

1. Introduction

Type 2 diabetes mellitus (T2DM) results from an interaction
of environmental and genetic factors. Despite the initial
enthusiasm from the identification of risk loci for T2DM [1,
2], the clinical utility of these genetic markers for T2DM risk
prediction and reduction has remained limited. It is becom-
ing increasingly evident that the gene-environment interac-
tion in T2DM and other diseases can be explained in part by

epigenetics. Indeed, a number of recent studies using different
types of biological tissues from pancreas to peripheral blood
mononuclear cells (PBMCs) are showing that DNA methy-
lation patterns are altered in subjects with diabetes [3–6].
T2DM rates are increasing rapidly in African populations,
with traditional diabetes risk factors failing to explain a
great deal of these increases. Emerging alternate pathways
involve the interplay between epigenetics, microbiome, and
the immune system. Epigenetic mechanisms include DNA
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methylation, lysinemethylation, histonemethylation, histone
phosphorylation, RNA interference (RNAi), and genomic
imprinting [7]. DNA methylation is the most extensively
investigated epigenetic mechanism; however, DNA methy-
lation profiling of populations from Africa remains to be
investigated.

DNA methylation is an epigenetic process characterized
by a covalent modification with the addition of a methyl
group to the carbon at position 5 of cytosine nucleotides (H5),
process catalyzed DNA methyltransferases (DNMTs) [8]. S-
Adenosyl-methionine (SAM-CH3) donates themethyl group
in a process catalyzed by methylenetetrahydrofolate reduc-
tase (MTHFR), an important enzyme in the folate metabolic
pathway. Collectively, this folate and methionine cycles form
the transmethylation pathway, which is modulated by a num-
ber of genetic and environmental factors that in turn affect
DNA methylation [9]. In this regard, DNA hypomethylation
has been reported in liver biopsies of subjects with type 2
diabetes (T2DM) with low folate levels [10], while MTHFR
polymorphisms have been associated with decreased enzyme
activity. Two MTHFR polymorphisms, +677C/T (rs1801133)
and +1298A/C (rs1801131), have been widely studied and in
vitro studies have shown these polymorphisms to decrease
the enzyme activity by 35% and 60%, respectively [11, 12],
consequently causing DNA hypomethylation. Another gene
that has been shown to be affected by folate supplementation
is nitric oxide synthase (NOS) [13, 14]. Nitric oxide synthase
(eNOS, also referred to as NOS3) is an endothelial enzyme
whose function is to synthesize nitric oxide (NO) from L-
arginine [15, 16]. Nitric oxide is a unique molecule with
diverse physiologic regulatory functions such as smooth
muscle relaxation, inhibition of platelet aggregation, immune
regulation, neurotransmission, and blood pressure regulation
[17–19].

Therefore, this study was designed to examine global
DNA methylation in individuals with and without diabetes
and to evaluate whether polymorphisms in genes involved
in DNA methylation and/or folate metabolism, namely,
MTHFR and NOS3, have an effect on global DNA methyla-
tion in mixed ancestry subjects from South Africa.

2. Materials and Methods

2.1. Ethical Approval of the Study. The study was approved by
the Faculty of Health and Wellness Sciences Ethics Commit-
tee of the Cape Peninsula University of Technology (CPUT)
(NHREC: REC-230408-014) andwas conducted according to
the code of ethics of the World Medical Association (Decla-
ration of Helsinki, 1975). All participants who were recruited
for the study voluntarily signed written consent after the
procedures had been fully explained in the language of their
choice. Permission to conduct the study was granted by
relevant authorities such as city and community authorities
as previously described [20].

2.2. Study Design and Population. The present study was
cross-sectional by design, involving participants from a
mixed ancestry ethnic population group residing in Bellville

South Township in Cape Town, South Africa. A detailed
description of the survey and procedures conducted in the
study are available elsewhere [21, 22]. Eligible participants
were those who are older than 20 years, are residing in
Bellville South, are ofmixed ancestry origin, are not pregnant,
and are not acutely ill.

2.3. Clinical Data. Clinical data which has been previously
described [20] was collected in the form of a standardized
questionnaire. During this time physical examination was
conducted with data collection on blood pressure according
toWorldHealthOrganization (WHO) guidelines [23] using a
semiautomatic digital blood pressure monitor (Rossmax PA,
USA) on the right arm in sitting position and anthropometric
measurements. Body weight was measured to the nearest
0.1 kg with a Sunbeam EB710 digital bathroom scale, which
was calibrated and standardized using a weight of known
mass. Measurements were recorded with each subject wear-
ing light clothing, without shoes and socks. Waist circumfer-
ence was determined using a nonelastic tape at the level of the
narrowest part of the torso, as seen from the anterior view. All
anthropometric measurements were performed three times
and their average was used for analysis. Participants with no
history of doctor diagnosed diabetes mellitus underwent a
75 g oral glucose tolerance test (OGTT) as recommended by
WHO [24].

2.4. Biochemical Analysis. Blood samples were collected from
participants after overnight fast and processed as described
in [20]. Plasma glucose levels and glycated haemoglobin
(HbA1c) in whole blood collected in an EDTA tube were
measured, respectively, by enzymatic hexokinase method
and the turbidimetric inhibition immunoassay (Cobas 6000,
Roche Diagnostics, Germany). Serum insulin was deter-
mined by a microparticle enzyme immunoassay (AxSYM,
Abbott). High-density lipoprotein cholesterol (HDL-C) and
triglycerides (TG) were estimated by enzymatic colorimet-
ric methods in serum (Cobas 6000, Roche Diagnostics).
Low-density lipoprotein cholesterol (LDL-C) was calculated
using Friedwald’s formula [25]. Body mass index (BMI) was
calculated as weight/height ∗ height (kg/m2) and waist-
hip-ratio (WHR) as waist/hip circumference. Diabetes was
based on a history of doctor diagnosis, fasting blood glucose
concentration ≥ 7.0mmol/L (or 126mg/dL), and/or 2-hour
post-OGTT plasma glucose ≥ 11.1mmol/L (or 200mg/dL).

2.5. Genotyping and DNA Methylation. Genomic DNA was
extracted fromwhole blood samples collected in EDTA tubes
using the salt extraction method and quantified with the
NanoDrop ND-1000 instrument (Nanodrop Technologies,
Wilmington, USA). Global DNA methylation was measured
with the 5mC DNA ELISA kit according to the manu-
facturer’s instructions (Zymo Research Corp., Irvine, CA,
USA). Briefly, 100 ng of genomic DNA was allowed to bind
to the enzyme linked immunosorbent assay (ELISA) plate,
and the methylated fraction of DNA was detected using
a 5-methylcytosine monoclonal antibody and quantified by
an ELISA-like reaction and measuring the absorbance at
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450 nm. The MTHFR rs1801133 and NOS3 rs1799983 poly-
morphisms were genotyped using high throughput real-time
polymerase chain reaction (RT-PCR) on the BioRad Optica
(BioRad, USA) platform using Taqman genotyping assay
(Applied Biosystems, USA). Conventional polymerase chain
reaction followed by direct DNA sequencing was performed
for analytical validation of high throughput genotyping.

2.6. Statistical Analysis. General characteristics of the study
participants are summarized as count and percentage for
dichotomous traits andmedian and 25th–75th percentiles for
quantitative traits. Group comparisons used chi square and
Kruskal-Wallis tests. Monotonous trends in the distribution
of characteristics across quarters of global DNA methylation
were assessed using the Cochran-Armitage trend test for
proportions and Jonckheere-Terpstra trend test for medians.
Robust regressions were then used to assess the effect of var-
ious traits on global DNA methylation in models accounting
for age, gender, smoking, and glucose tolerance status. SNPs
were tested for departure from Hardy-Weinberg Equilibrium
(HWE) expectation via a chi square goodness of fit test, and
their effect on DNA methylation was investigated in linear
regressions models, while always assuming a log-additive
genetic model. Results corresponding to 𝑝 values below 5%
are described as significant. All analyses used the statistical
software R (version 3.2.2 (2015-08-14), R Foundation for
statistical computing, Vienna, Austria). SNPs analyses used
the packages “genetic” and “SNPassoc.”

3. Results

3.1. Global DNA Methylation and Cardiometabolic Profile.
The study cohort consisted of 564 participants, including 438
(78%) females.One hundred andfifty-eight (28%) individuals
had T2DM of which 97 (17.2%) were screen-detected cases.
Another one hundred and nineteen (21.1%) had prediabetes,
that is, impaired fasting glucose, impaired glucose tolerance,
or the combination of both, and the remainder 287 (50.9%)
had normal glucose tolerance. Global DNA methylation
(%) was significantly higher in subjects with prediabetes or
diabetes when compared to individuals with normoglycemia
(𝑝 < 0.05). However, no significant differences were observed
between subjects with prediabetes and diabetes. On further
analysis, higher global DNA methylation in diabetics was
driven by those with screen-detected diabetes. As shown in
Figure 1, global DNA methylation was significantly higher in
subjects with screen-detected diabetes than in thosewith nor-
moglycemia (𝑝 = 0.0003) and remained significantly higher
when compared to individuals with known diabetes (𝑝 =
0.019). However, there was no significant difference between
known diabetic and normoglycemia subjects (𝑝 > 0.999).
The characteristics of participants by glucose tolerance status
are summarized in Table 1, mostly showing the expected
differences.

The baseline characteristics of participants across quar-
ters of global DNA methylation are summarized in Table 2.
The proportion of participants with any diabetes increased
across increasing quarters of global DNA methylation

Normal Prediabetes Screen-
detected diabetes

Glucose tolerance status

Known
diabetes

G
lo

ba
l D

N
A

 m
et

hy
la

tio
n 

(%
)

30

25

20

15

10

5

0

Figure 1: Boxplot showing the distribution of global DNA methy-
lation across glucose tolerance status. Global DNAmethylation was
significantly higher in diabetic participants than in normotolerant
participants (𝑝 = 0.0003), significantly higher in screen-detected
diabetes than in known diabetes (𝑝 = 0.0188), and significantly
higher in prediabetes than in normal glucose tolerance (𝑝 =
0.0328). But there was no difference in global DNA methylation
between known diabetes and normal glucose tolerance (𝑝 > 0.999)
and between known diabetes and prediabetes (𝑝 = 0.408); all
𝑝 values are adjusted for multiple comparisons. Median global
DNA methylation (25th–75th percentiles): normal: 2.81 (0.68–4.62;
𝑁 = 284); prediabetes: 3.40 (1.53–5.45; 𝑁 = 120); screen-detected
diabetes: 4.62 (1.71–6.77;𝑁 = 97); known diabetes: 3.07 (0.80–4.45;
𝑁 = 61).

(𝑝 = 0.028) and in a linear fashion (𝑝 = 0.008 for linear
trend). Across quarters of global DNA methylation levels,
significant differences were also observed in the distribution
of fasting (𝑝 = 0.006) and 2-hour glucose levels (𝑝 = 0.002),
with increasing trends across quarters of global DNAmethy-
lation, always in linear fashions (both 𝑝 ≤ 0.003). Significant
correlations were also observed between global DNAmethy-
lation and diabetes (𝑟 = 0.101; 𝑝 = 0.016), body mass index
and waist circumference (both, 𝑟 = 0.09; 𝑝 = 0.033), fasting
blood glucose (𝑟 = 0.126; 𝑝 = 0.029), and after 2-hour blood
glucose (𝑟 = 0.167; 𝑝 = 0.0002). In robust linear regression
analysis adjusted for age, gender, status for hyperglycemia,
and smoking, any diabetes (𝛽 = 0.621; 𝑝 = 0.036) was asso-
ciated with global DNAmethylation.When participants with
diabetes were distinguished into those with screen-detected
diabetes or known diabetes, the association remained signifi-
cant only for screen-detected diabetes (𝛽 = 1.069; 𝑝 = 0.004)
but not for known diabetes. In similar regression analyses,
no other characteristics emerged as a significant predictor
of DNA methylation, although borderline associations were
observed with female gender, gamma-GT, and systolic blood
pressure (Table 2). The association of any diabetes with
DNA methylation also remained significant after expansion
of the basic models to include the following correlates of
diabetes status in the sample: BMI, waist circumference,
systolic blood pressure, drinking status, HDL-cholesterol,
total cholesterol, triglycerides, log-transformedCRP, and log-
transformed gamma-GT (𝛽 = 0.653; 𝑝 = 0.038).

3.2. Genetic Polymorphisms and DNA Methylation. Table 3
shows the genotype distribution of polymorphisms across
the quarters of global DNA methylation. None of the single
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Table 1: Characteristics according to glucose tolerance status.

Characteristic Normotolerant Prediabetes Screen-detected diabetes Known diabetes 𝑝 value
𝑛 (%) 283 (50.5) 119 (21.2) 97 (17.3) 61 (10.9)
Median actual% 5mc 2.83 (0.71–4.62) 3.41 (1.55–5.45) 4.62 (1.71–6.77) 3.07 (0.80–4.45) 0.0001
Women, 𝑛 (%) 215 (76.0) 98 (82.3) 81 (83.5) 40 (65.6) 0.030
Current smoking, 𝑛 (%) 121 (42.8) 44 (37.0) 35 (36.1) 20 (32.8) 0.363
Current drinking, 𝑛 (%) 80 (28.3) 33 (27.7) 25 (25.8) 12 (19.7) 0.573
Age (years) 49.7 (13.5) 54.0 (12.0) 58.0 (13.3) 58.3 (11.4) <0.0001
Body mass index (kg/m2) 28.7 (7.2) 31.2 (7.1) 32.5 (7.3) 30.5 (6.6) <0.0001
Waist circumference (cm) 93 (14) 99 (15) 102 (16) 101 (14) <0.0001
Hip circumference (cm) 108 (15) 112 (14) 114 (15) 109 (15) 0.007
Waist-to-hip ratio 0.86 (0.07) 0.89 (0.09) 0.89 (0.08) 0.92 (0.08) <0.0001
Systolic blood pressure (mmHg) 119 (18) 122 (15) 129 (21) 128 (18) <0.0001
Diastolic blood pressure (mmHg) 74 (11) 74 (10) 76 (12) 75 (12) 0.323
Fasting blood glucose (mmol/L) 5.0 (0.7) 5.7 (0.5) 8.5 (3.4) 11.1 (4.2) <0.0001
2-hour glucose (mmol/L) 5.9 (1.0) 8.6 (1.1) 13.9 (5.7) NA <0.0001
HbA1c (%) 5.7 (0.4) 5.8 (0.4) 7.1 (1.8) 8.3 (1.8) <0.0001
Fasting insulin (𝜇U/mL) 6.2 (3.0–10.6) 7.2 (1.9–12.7) 9.3 (3.7–16.1) 8.0 (2.8–12.8) 0.013
2-hour insulin (𝜇U/mL) 33.9 (17.1–54.4) 58.2 (26.1–97.9) 56.6 (21.2–108.6) NA <0.0001
C-reactive protein (mg/L) 2.8 (0.7–7.1) 6.6 (1.8–12.6) 6.4 (2.1–11.8) 4.0 (1.3–7.6) <0.0001
Cotinine (ng/mL) 10.0 (9.0–307.5) 10.0 (9.0–270.2) 10.0 (9.0–213.0) 10.0 (9.0–125.2) 0.514
Gamma-glutamyltransferase (IU/L) 25.0 (17.0–36.5) 29.0 (22.0–41.0) 33.0 (24.0–54.0) 29.5 (20.0–45.7) <0.0001
Triglycerides (mmol/L) 1.1 (0.8–1.4) 1.4 (1.1–1.8) 1.6 (1.2–2.1) 1.6 (1.2–2.2) <0.0001
HDL-cholesterol (mmol/L) 1.3 (0.3) 1.3 (0.3) 1.3 (0.3) 1.1 (0.3) 0.007
LDL-cholesterol (mmol/L) 3.6 (1.0) 3.6 (1.0) 4.0 (1.1) 3.3 (1.1) 0.0001
Total cholesterol (mmol/L) 5.5 (1.2) 5.6 (1.1) 6.1 (1.3) 5.3 (1.1) <0.0001
Values are count (percentages), mean (standard deviation), or median (25th–75th percentiles).

nucleotide polymorphisms (SNPs) deviated from Hardy-
Weinberg Equilibrium (HWE) (all 𝑝 ≥ 0.582), and their
distribution showed neither significant difference (all 𝑝 ≥
0.173) nor linear trends (all 𝑝 ≥ 0.205 for linear trend) across
the quarters of global DNA methylation. In linear regression
analysis adjusted for age, gender, status for hyperglycemia,
and smoking, only T allele of NOS3 was associated with
increasing global DNA methylation with a beta coefficient
of 0.943 (95% confidence interval: 0.286 to 1.560) assuming
a log-additive genetic model. This association remained sig-
nificant in sensitivity analysis after exclusion of participants
with known diabetes. In this subgroup, the beta coefficient
was 1.102 (95% CI: 0.401 to 1.802) for the effect of T allele of
NOS3 on global DNA methylation.

4. Discussion

In this study, we measured global DNA methylation in
PBMCs of mixed ancestry individuals with different levels of
glucose tolerance, in parallel with genetic screening of poly-
morphisms in theMTHFR andNOS3 genes. Our results show
that global DNAmethylation is increased in both prediabetic
and diabetic states, but this increase was more pronounced
in those with screen-detected diabetes, even after adjustment
for extraneous factors such as age, gender, smoking, and
glucose tolerance status. The distribution of the investigated

SNPs did not differ across quarters of DNA methylation,
but regression analysis under log-additive genetic model
assumption revealedNOS3 to be an independent determinant
of global DNA methylation.

The strengths of our study include a well-characterized
cohort and using the reference standard OGTT and a
detailed drug history to carefully assign individuals to glucose
tolerance status. Both T2DM and DNA methylation are
affected by age, obesity, and genetic factors. In this regard,
we also evaluated the effect of genes involved in DNA
methylation and/or folate metabolism. We quantified DNA
methylation across the whole genome using enzyme linked
immunosorbent assay (ELISA), which is cost-effective and
easy technique that is amenable for routine analysis in
developing countries. The use of robust analytic methods
also increases the reliability of our findings. For instance,
by implementing robust correlations to eliminate the effect
of outliers, we provide better estimates of the measures of
association without loss of power [26].

In this study, we show that DNA methylation is signif-
icantly increased in subjects with screen-detected diabetes
compared to those with diabetes and those on treatment. We
believe that the lack of association between known diabetes
and global DNA methylation in our sample is likely due to
the reversal of DNAmethylation changes by glucose controls
agents in these individuals. These findings are in contrast
with a study that quantified global DNA methylation by
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Table 3: Genotype distribution across the quarters of global DNA methylation.

Characteristic Global DNA methylation
𝑝 difference∗ 𝑝-trend 𝑝HWE 𝛽 (95% CI)∗∗∗

Q1 Q2 Q3 Q4
𝑛 111 110 112 111
Actual% 5mc

Median 0.11 2.12 3.94 7.24
MTHFR rs1801133 0.665 0.255 0.697 −0.387 (−1.054 to 0.281)

C/C 75 (68.8) 78 (71.6) 85 (76.6) 86 (77.5)
C/T 32 (29.4) 27 (24.8) 24 (21.6) 23 (20.7)
T/T 2 (1.8) 4 (3.7) 2 (1.8) 2 (1.8)

NOS3 rs1799983 0.173 0.205 0.582 0.943 (0.286 to 1.560)
G/G 82 (76.6) 73 (68.9) 81 (77.1) 65 (62.5)
G/T 23 (21.5) 28 (26.4) 22 (20.9) 36 (34.6)
T/T 2 (1.9) 5 (4.7) 2 (1.9) 3 (2.9)

∗𝑝 values from Kruskal-Wallis and chi square tests for the differences across quarters of global DNA methylation.
∗∗∗Beta coefficients and 95% confidence interval from age, gender, and status for hyperglycemia and smoking adjusted linear regressions for the prediction of
global DNA methylation by various SNPs assuming a log-additive genetic model.
HWE: Hardy-Weinberg equilibrium.

bisulfite pyrosequencing and showed a null effect of diabetes
medication on the association between DNA methylation
and insulin resistance [27]. The difference between Zhao
et al. [27] and our study may be attributed to the sample
size of these two studies. Their study analyzed global DNA
methylation of 17 diabetics on glucose control agents, whereas
61 diabetics on medication were included in our study.
Genetic polymorphisms have been shown to be responsible
for individual responses to many oral antidiabetic drugs
[28, 29], and these polymorphisms may also be subject to
epigenetic regulation. It is thought that antidiabetic drugs
could influence methylation trends through gene expression
mechanisms andmay represent a possible confounding factor
for the identification of T2DM related epigenetic profiles
[3]. Furthermore, our results are in contrast with those
reported in liver biopsies of subjects with T2DM where
genome-wide analysis of DNA methylation identified 94%
hypomethylatedCpG sites in these individuals [10]. Although
diabetic subjects in this study were similarly obese as in
Nilsson et al. [10], the differences in the cell types and liver
versus blood leucocytes as well as the different methods for
quantifying DNA methylation may explain differences in
DNA methylation.

Although global DNA methylation correlated positively
with adiposity indices, there was no correlation with age.
The lack of association between DNA methylation and age
is at variance with a number of studies that have repeatedly
shown decreasingDNAmethylation with increasing age [30–
32]. The narrow age range in our study has likely masked any
association between DNA methylation and age. We also did
not find an association between theMTHFRC677Tpolymor-
phism and global DNAmethylation, despite previous reports
that have shown an association between MTHFR C677T,
methyl group generation, and subsequent DNA methylation
[33, 34]. Contrary to our prior hypothesis that MTHFR
gene polymorphisms will affect global DNA methylation,
we observed that global DNA methylation was associated

with NOS3 G894T polymorphism. Reduced production of
NO is one of the most important contributors to endothelial
dysfunction, an initiator of vascular complications [15–19].
NOS3 is encoded by the NOS3 gene located on chromosome
7q35-36 and three polymorphisms (G894T, 4b/a, and T786C)
in the NOS3 gene are associated with diabetes and diabetes
related traits and reduced enzyme activity and consequently
bioavailability of NO and endothelial function [19, 35, 36]. It
is not clear how NOS3 may influence global DNA methy-
lation, but a study involving obese children and type 1 dia-
betes with NOS3 polymorphisms demonstrated an improved
endothelial function after supplementation with folate [37].
Similarly, the authors obtained differing results with respect
to MTHFR as no improvement in endothelial function was
evident in those with MTHFR polymorphisms suggesting
two independent mechanisms for vascular response to folate
for both NOS3 and MTHFR [37]. Folate plays an important
role in DNA methylation and several studies have shown
aberrant DNAmethylation profiles in relation to folate levels
[10, 38]. Individuals with T2DM are at an increased risk
of both micro- and macrovascular complications and it has
previously been shown that glycemic control is not adequate
to halt the progression of vascular complications [39–41].
Thus, the observed association between NOS3 G894T gene
polymorphisms and global DNA methylation suggests gene-
epigenetic mechanisms through which vascular complica-
tions develop despite adequate glycemic control in individ-
uals with T2DM.

The current study represents a significant contribution in
the African setting, where research about the contribution
of epigenetics to the growing burden of noncommunicable
disease in the region is lacking [42]. In summary, our
data indicates that global DNA methylation is significantly
associated with screen-detected diabetes compared to known
diabetes on treatment, leading us to speculate that glucose
control agents to some extent may be reversing DNAmethy-
lation. Furthermore, we showed that DNA methylation is
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independent of MTHFR polymorphism but is influenced by
NOS3 gene polymorphismG894T. It is known that epigenetic
variations are regulated in a tissue-specific manner; however,
the use of peripheral blood to assess DNA methylation is
recommended for epidemiologic samples [43]. Furthermore,
DNA methylation in blood presents a feasible marker for
the diagnosis, prevention, and management of T2DM. To
fully elucidate the role of DNA methylation in this popula-
tion, future studies should explore gene-specific methylation
together with global DNA methylation analysis.
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[5] T. Dayeh, P. Volkov, S. Salö et al., “Genome-wide DNAmethyla-
tion analysis of human pancreatic islets from type 2 diabetic and
non-diabetic donors identifies candidate genes that influence
insulin secretion,” PLoS Genetics, vol. 10, no. 3, Article ID
e1004160, 2014.

[6] C. Pheiffer, R. T. Erasmus, A. P. Kengne, and T. E. Matsha, “Dif-
ferential DNA methylation of microRNAs within promoters,
intergenic and intragenic regions of type 2 diabetic, pre-diabetic
and non-diabetic individuals,”Clinical Biochemistry, vol. 49, no.
6, pp. 433–438, 2016.

[7] N. A. Tchurikov, “Molecular mechanisms of epigenetics,” Bio-
chemistry, vol. 70, no. 4, pp. 406–423, 2005.

[8] A. Bird, “DNA methylation patterns and epigenetic memory,”
Genes and Development, vol. 16, no. 1, pp. 6–21, 2002.

[9] T. B. Miranda and P. A. Jones, “DNA methylation: the nuts and
bolts of repression,” Journal of Cellular Physiology, vol. 213, no.
2, pp. 384–390, 2007.

[10] E. Nilsson, A. Matte, A. Perfilyev et al., “Epigenetic alterations
in human liver from subjects with type 2 diabetes in parallel
with reduced folate levels,” Journal of Clinical Endocrinology and
Metabolism, vol. 100, no. 11, pp. E1491–E1501, 2015.

[11] P. Frosst, H. J. Blom, R. Milos et al., “A candidate genetic risk
factor for vascular disease: a commonmutation inmethylenete-
trahydrofolate reductase,”Nature Genetics, vol. 10, no. 1, pp. 111–
113, 1995.

[12] I. Weisberg, P. Tran, B. Christensen, S. Sibani, and R. Rozen,
“A second genetic polymorphism in methylenetetrahydrofolate
reductase (MTHFR) associated with decreased enzyme activ-
ity,”Molecular Genetics and Metabolism, vol. 64, no. 3, pp. 169–
172, 1998.

[13] S. N. Doshi, I. F. W. McDowell, S. J. Moat et al., “Folic acid
improves endothelial function in coronary artery disease via
mechanisms largely independent of homocysteine lowering,”
Circulation, vol. 105, no. 1, pp. 22–26, 2002.

[14] M. C. Verhaar, R. M. F. Wever, J. J. P. Kastelein, T. van Dam, H.
A. Koomans, and T. J. Rabelink, “5-Methyltetrahydrofolate, the
active formof folic acid, restores endothelial function in familial
hypercholesterolemia,” Circulation, vol. 97, no. 3, pp. 237–241,
1998.

[15] R. M. J. Palmer, D. S. Ashton, and S. Moncada, “Vascu-
lar endothelial cells synthesize nitric oxide from L-arginine,”
Nature, vol. 333, no. 6174, pp. 664–666, 1988.

[16] S. Moncada and A. Higgs, “The L-arginine-nitric oxide path-
way,”The New England Journal of Medicine, vol. 329, no. 27, pp.
2002–2012, 1993.

[17] L. J. Ignarro, G. M. Buga, K. S. Wood, R. E. Byrns, and G.
Chaudhuri, “Endothelium-derived relaxing factor produced
and released from artery and vein is nitric oxide,” Proceedings of
the National Academy of Sciences of the United States of America,
vol. 84, no. 24, pp. 9265–9269, 1987.



8 Journal of Diabetes Research

[18] U. Förstermann and T. Münzel, “Endothelial nitric oxide syn-
thase in vascular disease: from marvel to menace,” Circulation,
vol. 113, no. 13, pp. 1708–1714, 2006.

[19] S. A. Omar, A. J.Webb, J. O. Lundberg, and E.Weitzberg, “Ther-
apeutic effects of inorganic nitrate and nitrite in cardiovascular
and metabolic diseases,” Journal of Internal Medicine, vol. 279,
no. 4, pp. 315–336, 2016.

[20] Y. Y. Yako, J. H. Madubedube, A. P. Kengne, R. T. Erasmus, T.
S. Pillay, and T. E. Matsha, “Contribution of ENPP1, TCF7L2,
and FTO polymorphisms to type 2 diabetes in mixed ancestry
ethnic population of South Africa,”African Health Sciences, vol.
15, no. 4, pp. 1149–1160, 2015.

[21] A. E. Zemlin, T. E. Matsha, M. S. Hassan, and R. T. Erasmus,
“HbA1c of 6.5% to diagnose diabetes mellitus—does it work for
us?—the bellville South Africa study,” PLoS ONE, vol. 6, no. 8,
Article ID e22558, 2011.

[22] T. E. Matsha, M. S. Hassan, M. Kidd, and R. T. Erasmus,
“The 30-year cardiovascular risk profile of South Africans
with diagnosed diabetes, undiagnosed diabetes, pre-diabetes
or normoglycaemia: the Bellville, South Africa pilot study,”
Cardiovascular Journal of Africa, vol. 23, no. 1, pp. 5–11, 2012.

[23] J. Chalmers, S. MacMahon, G. Mancia et al., “1999 World
Health Organization-International Society of Hypertension
Guidelines for the management of hypertension. Guidelines
sub-committee of theWorld Health Organization,” Clinical and
Experimental Hypertension, vol. 21, no. 5-6, pp. 1009–1060, 1999.

[24] K. G. M. M. Alberti and P. Z. Zimmet, “Definition, diagnosis
and classification of diabetesmellitus and its complications. Part
1: diagnosis and classification of diabetes mellitus. Provisional
report of aWHO consultation,”Diabetic Medicine, vol. 15, no. 7,
pp. 539–553, 1998.

[25] W. T. Friedewald, R. I. Levy, and D. S. Fredrickson, “Estimation
of the concentration of low-density lipoprotein cholesterol in
plasma, without use of the preparative ultracentrifuge,” Clinical
Chemistry, vol. 18, no. 6, pp. 499–502, 1972.

[26] C. R. Pernet, R. Wilcox, and G. A. Rousselet, “Robust correla-
tion analyses: false positive and power validation using a new
open source matlab toolbox,” Frontiers in Psychology, vol. 3,
article 606, 2013.

[27] J. Zhao, J. Goldberg, J. D. Bremner, and V. Vaccarino, “Global
DNA methylation is associated with insulin resistance: a
monozygotic twin study,” Diabetes, vol. 61, no. 2, pp. 542–546,
2012.

[28] V. G. Manolopoulos, G. Ragia, and A. Tavridou, “Pharma-
cogenomics of oral antidiabetic medications: current data and
pharmacoepigenomic perspective,” Pharmacogenomics, vol. 12,
no. 8, pp. 1161–1191, 2011.

[29] N. M. Maruthur, M. O. Gribble, W. L. Bennett et al., “The
pharmacogenetics of type 2 diabetes: a systematic review,”
Diabetes Care, vol. 37, no. 3, pp. 876–886, 2014.

[30] C. Fuke, M. Shimabukuro, A. Petronis et al., “Age related
changes in 5-methylcytosine content in human peripheral
leukocytes and placentas: an HPLC-based study,” Annals of
Human Genetics, vol. 68, no. 3, pp. 196–204, 2004.

[31] V. L. Wilson, R. A. Smith, S. Ma, and R. G. Cutler, “Genomic
5-methyldeoxycytidine decreases with age,” The Journal of
Biological Chemistry, vol. 262, no. 21, pp. 9948–9951, 1987.

[32] C. C. Y.Wong, A. Caspi, B.Williams et al., “A longitudinal study
of epigenetic variation in twins,” Epigenetics, vol. 5, no. 6, pp.
516–526, 2010.

[33] S. Friso, S.-W. Choi, D. Girelli et al., “A commonmutation in the
5,10-methylenetetrahydrofolate reductase gene affects genomic

DNA methylation through an interaction with folate status,”
Proceedings of the National Academy of Sciences of the United
States of America, vol. 99, no. 8, pp. 5606–5611, 2002.

[34] J. Axume, S. S. Smith, I. P. Pogribny, D. J. Moriarty, and M.
A. Caudill, “The methylenetetrahydrofolate reductase 677TT
genotype and folate intake interact to lower global leukocyte
DNAmethylation in youngMexican American women,”Nutri-
tion Research, vol. 27, no. 1, pp. 13–17, 2007.

[35] Z. Zeng, L. Li, Z. Zhang et al., “A meta-analysis of three
polymorphisms in the endothelial nitric oxide synthase gene
(NOS3) and their effect on the risk of diabetic nephropathy,”
Human Genetics, vol. 127, no. 4, pp. 373–381, 2010.

[36] E. Zintzaras, A. A. Papathanasiou, and I. Stefanidis, “Endothe-
lial nitric oxide synthase gene polymorphisms and diabetic
nephropathy: a HuGE review and meta-analysis,” Genetics in
Medicine, vol. 11, no. 10, pp. 695–706, 2009.

[37] E. J.Wiltshire, A. S. Peña, K.MacKenzie, T. Bose-Sundernathan,
R. Gent, and J. J. Couper, “A NOS3 polymorphism determines
endothelial response to folate in children with type 1 diabetes or
obesity,”The Journal of Pediatrics, vol. 166, no. 2, pp. 319–325.e1,
2015.

[38] X. Wang, Z. Guan, Y. Chen et al., “Genomic DNA hypomethy-
lation is associated with neural tube defects induced by
methotrexate inhibition of folate metabolism,” PLoS ONE, vol.
10, no. 3, Article ID e0121869, 2015.

[39] N. Azad, L. Agrawal, N. V. Emanuele, R. Klein, G. D. Bahn,
and P. Reaven, “Association of blood glucose control and
pancreatic reserve with diabetic retinopathy in the Veterans
Affairs Diabetes Trial (VADT),” Diabetologia, vol. 57, no. 6, pp.
1124–1131, 2014.

[40] A. Patel, S. MacMahon, J. Chalmers et al., “Intensive blood
glucose control and vascular outcomes in patients with type 2
diabetes,”TheNew England Journal of Medicine, vol. 358, no. 24,
pp. 2560–2572, 2008.

[41] H. C. Gerstein, M. E. Miller, R. P. Byington, D. C. Goff, J. T.
Bigger, and J. B. Buse, “Effects of intensive glucose lowering in
type 2 diabetes,”The New England Journal of Medicine, vol. 358,
pp. 2545–2559, 2008.

[42] A. Hobbs and M. Ramsay, “Epigenetics and the burden of
noncommunicable disease: a paucity of research in Africa,”
Epigenomics, vol. 7, no. 4, pp. 627–639, 2015.

[43] M. B. Terry, L. Delgado-Cruzata, N. Vin-Raviv,H. C.Wu, andR.
M. Santella, “DNAmethylation in white blood cells: association
with risk factors in epidemiologic studies,” Epigenetics, vol. 6,
no. 7, pp. 828–837, 2011.


