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1 |  INTRODUCTION

The global trend towards the Western diet has altered the 
quantity and composition of dietary fat (Popkin, 2006). This 
change is significant because consuming the right sort of fat 

is essential for good health (de Oliveira Otto et al., 2012). 
Dietary fatty acids, including saturated fatty acids (SFAs), 
mono- unsaturated fatty acids (MUFAs), omega 3 (ω- 3) poly-
unsaturated fatty acids (PUFAs) and omega 6 (ω- 6) PUFA, 
are reported as having differing effects upon health (Estruch 
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Abstract
Background: Fatty acids, specifically polyunsaturated fatty acids (PUFAs) play an 
important role in inflammation and its resolution, however, their interaction with the 
epigenome is relatively unexplored. Here we investigate the relationship between cir-
culating blood fatty acids and the DNA methylation of the cytokine encoding gene 
tumour necrosis factor (TNF, OMIM 191160).
Methods: Using a cross- sectional study approach, we collected blood samples from 
adults (N=88 (30 males, 58 females); 18– 74  years old) for DNA methylation py-
rosequencing analysis at four sites in TNF exon 1 and gas- chromatography mass- 
spectrometry analysis of the fatty acid profile of dried blood spots (DBS).
Results: Methylation levels of TNF exon 1 are significantly correlated with specific 
fatty acids in a gender- specific manner. In the males the PUFAs Docosahexaenoic Acid 
(DHA) and Arachidonic Acid (AA) were positively associated with TNF methylation, 
as was the saturated fatty acid (SFA) Stearic Acid; in contrast, mono- unsaturated 
fatty acids (MUFAs) had a negative association. In the females, omega- 6 PUFA γ- 
Linolenic acid (GLA) was negatively correlated with TNF methylation; Adrenic acid 
and Eicosadienoic Acid were positively correlated with TNF methylation.
Conclusion: These results suggest that one way that fatty acids interact with the in-
flammation is through altered methylation profiles of cytokine genes; thus, providing 
potential therapeutic targets for nutritional and health interventions.
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et al., 2006; González- Becerra et al., 2019; Innes & Calder, 
2018; Lunn, 2007; Mozaffarian et al., 2010). For example, the 
replacement of SFAs with PUFAs is associated with a lower 
incidence of coronary heart disease (CHD), furthermore, 
consuming MUFAs rather than SFAs has a protective ef-
fect for CHD, diabetes and cancer (Lunn, 2007; Mozaffarian 
et al., 2010).

The nutritional components of diet, including fatty acids, 
ultimately contribute to the cell environment. Cells respond to 
their environment through changes in epigenetic mechanisms 
which include histone modifications, micro RNAs, chro-
matin remodelling and DNA methylation (Feinberg, 2018; 
Hussey et al., 2017; Joseph et al., 2016; Liu et al., 2019). 
Some of these responses result in alterations to, and errors 
within, the epigenome and are implicated in diseases such as 
cancer, CHD, and inflammatory bowel disease (Barnett et al., 
2010; Ehrlich, 2019; Feinberg, 2018; Jones & Baylin, 2007; 
Muka et al., 2016).

A common component of these diseases is inflamma-
tion and while inflammation is meant to be transient, under 
certain conditions acute inflammation can become chronic 
(Nathan & Ding, 2010). Excess chronic inflammation is an 
important aetiologic factor across a range of disease states 
including but not limited to cardiovascular disease and dia-
betes (Dandona et al., 2004), neurologic diseases, for exam-
ple Alzheimer (Perry et al., 2007), and cancer (Grivennikov 
et al., 2010).

Fatty acids are involved with this inflammatory process 
on multiple levels, including the production of pro-  and anti- 
inflammatory eicosanoids, alterations in cell signalling and 
interactions with gene expression (Calder, 2012a). It is the 
epigenetic effects of fatty acids, specifically with regards to 
DNA methylation, in which we are interested here.

Interactions between fatty acids and DNA methylation 
have been the subject of limited research utilising both can-
didate gene and genome- wide DNA methylation association 
studies. These studies have identified relationships between 
dietary fatty acids and biologically significant pathways re-
lated to inflammation (Aslibekyan et al., 2014; Cui et al., 
2016; Haghighi et al., 2015; Hermsdorff et al., 2013; Hussey 
et al., 2017; Ma et al., 2016; Rahbar et al., 2018; Voisin 
et al., 2015). In a genome- wide DNA methylation association 
study of an adolescent population, fatty acid ratios (including 
(MUFA+PUFA)/SFA and PUFA/SFA) in the diet showed 
significant enrichment of pathways linked to nuclear factor 
kappa B (NFκB), peroxisome proliferator- activated receptor 
(PPARα), leptin (LEP) and interleukin (IL)- 6 (Voisin et al., 
2015). Using a 24- hour dietary recall, the authors were only 
capturing the short- term dietary effects of the fatty acids. 
By measuring the biochemical ω- 3 PUFA status of blood, a 
separate study considered longer- term dietary habits, incor-
poration of ω- 3 PUFAs into the blood and the endogenous 
production of fatty acids by measuring nitrogen stable isotope 

ratio of blood as an indicator of ω- 3 PUFA status (Aslibekyan 
et al., 2014). This research in an Alaskan (Yup'ik) cohort 
identified 27 significant differentially methylated regions 
(DMRs). DMRs were found in genes implicated in dis-
ease and inflammation, including helicase- like transcrip-
tion factor (HLTF), actin alpha 2 smooth muscle (ACTA2), 
fas cell surface death receptor (FAS), neuron navigator 1 
(NAV1), C- C motif chemokine ligand 17 (CCL17) and aryl- 
hydrocarbon receptor repressor (AHRR) (Aslibekyan et al., 
2014). Additionally, the majority of sites (78%) had increased 
methylation with higher ω- 3 status, suggesting that increased 
levels of ω- 3 PUFA may improve epigenomic stability.

In candidate gene approaches, the methylation in the fatty 
acid desaturase 1 and 2 (FADS1, and FADS2) genes were neg-
atively associated with ω- 6 PUFAs (Cui et al., 2016; Rahbar 
et al., 2018). Some selected inflammation- related genes have 
been studied; ω- 6 PUFA intake contributed to a regression 
model explaining ~45% of the variation of CpG sites within 
the tumour necrosis factor (TNF) promoter (Hermsdorff 
et al., 2013). Also, a CpG site (cg01770232) within the IL6 
gene showed a negative association with total ω- 3 PUFA, 
with a dependency on a single nucleotide polymorphism 
(SNP) within the same gene (Ma et al., 2016).

As shown above, the research into the relationship be-
tween fatty acids and DNA methylation is limited; there-
fore, further research is warranted on specific fatty acids and 
genes involved in inflammation. The research presented here 
focuses specifically on the effect of methylation of the gene 
encoding the circulating inflammatory cytokine; tumour ne-
crosis factor alpha (TNFα).

TNFα is produced predominantly in monocytes and mac-
rophages; it is an essential mediator in inflammation and 
in the regulation of multiple other genes, including but not 
limited to transcription factors, cytokines, growth factors, 
receptors, cell adhesion molecules and inflammatory medi-
ators (Vilček & Lee, 1991). Transcriptional control of the 
TNF gene (OMIM 191160) occurs partly through epigenetic 
mechanisms (Campión et al., 2009; Cordero et al., 2011; El 
Gazzar et al., 2008; Falvo et al., 2010; Gowers et al., 2011; 
Sullivan et al., 2007;. Furthermore, DNA methylation levels 
within the promoter and exon 1 regions of the TNF gene are 
associated with plasma TNFα cytokine levels (Hermsdorff 
et al., 2013). The DNA methylation profile of TNF has been 
associated with diseases including Crohn's disease, post- 
traumatic stress disorder (PTSD) and age- related inflamma-
tion, as well as truncal fat, adipose tissue and diet (Campión 
et al., 2009; Cordero et al., 2011; El Gazzar et al., 2008; 
García- Escobar et al., 2017; Gowers et al., 2011; Nimmo 
et al., 2012; Perfilyev et al., 2017; Pieper et al., 2008). Using 
a targeted candidate gene approach, we have sought to estab-
lish whether there is a relationship between blood fatty acid 
levels and the DNA methylation profile within the first exon 
of the TNF gene (Figure 1).
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2 |  METHODS

2.1 | Ethical compliance and participants

Ethical clearance was granted by the Loughborough 
University ethical approvals committee, and all participants 
provided written informed consent. Adults (N=88 (30 males 
and 58 females); 18– 74 years) were recruited from the local 
community by word of mouth, advertisements, emails and 
social media. Participants were free of blood- borne viruses; 
there were no other exclusion criteria.

2.2 | Study visit

Participants attended the laboratory for one session. After 
obtaining written consent, anthropometric measurements of 
height and weight were recorded. A finger prick capillary 
blood sample was collected into three 300 µL EDTA coated 
microvette tubes for blood cell count and DNA extraction. Four 
dried blood spots (DBS) were collected for fatty acid analysis.

2.3 | Fatty acid analysis

DBS were collected on Whatman cards (903 Protein saver, 
Sigma- Aldrich) pre- treated with butylated hydroxytoluene to 
stabilise the blood fatty acids for up to eight weeks at room 
temperature (Metherel et al., 2013). A 30 mm2 circle from 
each DBS was punched from the card, weighed and frozen 
at −80°C. Gas chromatography mass- spectrometry (GC- MS) 

was used to analyse the fatty acid composition of the DBS. 
Briefly, the 30 mm2 punched samples were derivatised using 
acetyl chloride and methanol (70°C for 60 minutes) to pro-
duce fatty acid methyl esters (FAMEs) and reconstituted in 
hexane containing 10  µg/ml of internal standard (heptade-
canoic acid methyl ester) prior to GC- MS analysis. FAMEs 
were characterised by electron ionization (EI) in positive 
ion full scan mode and their identities confirmed both by 
their fragmentation pattern matching to the NIST- 10 mass 
spectral library and retention time matching to a Supelco 
37- component FAMES certified reference standard. Fatty 
acid quantities were determined based on their relative abun-
dance to the internal standard. Fatty acids are presented as 
percentage of each fatty acid relative to the total fatty acid 
within each sample (%TFA).

2.4 | DNA extraction and bisulfite conversion

One aliquot of the capillary blood was immediately used for 
cell counting on a Beckman coulter counter with further ali-
quots frozen at −80°C for later DNA analysis. DNA was ex-
tracted from the frozen capillary blood and bisulfite converted 
using EpiTect Fast LyseAll Bisulfite conversion kit (Qiagen) 
using the manufacturer's protocol. Briefly, the blood sample 
was lysed, and proteins denatured, the resulting pellet was re- 
suspended in PBS and added directly into the bisulfite reaction. 
The DNA was sodium bisulfite treated and subjected to two cy-
cles of denaturing at 95°C for 5 minutes and incubation at 60°C 
for 20 minutes. Bisulfite converted DNA was desulphonated 
and purified using MinElute spin columns. Successful bisulfite 

F I G U R E  1  Genomic structure of TNF (MIM 191160) gene. Sequence shown for promotor and exon 1 with Cytosine- Guanine dinucleotides 
(CpG) sites indicated. The sequence analysed via pyrosequencing is underlined and covers four CpG sites +197 (CpG1), +202 (CpG2), +214 
(CpG3) and +222 (CpG4) base pairs from the Transcription Start Site (TSS). Coding DNA Sequence (CDS). Exon 1 displayed in bold
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conversion was assessed using a bisulfite converted DNA spe-
cific dispensation during the pyrosequencing, as displayed on a 
pyrogram in Figure 2 highlighted in orange.

2.5 | Pyrosequencing

The methylation of four Cytosine- Guanine dinucleotides 
(CpG) sites (+197, +202, +214 and +222 base pairs from 
the transcription start site) within Exon 1 of the TNF were 
measured using pyrosequencing (PyroMark Q48 Autoprep 
System, Qiagen). The extracted bisulfite converted DNA 
was amplified using the PyroMark PCR kit (Qiagen) in a 
Veriti thermocycler (Applied Biosystems) using primers 
(Forward PCR Primer 5′- GGAAAGGATATTATGAGTAT
TGAAAGTATG- 3′; Reverse PCR Primer 5′- biotin- CTAA
AACCCCCCTATCTTCTTAAA- 3′ and Sequencing Primer 
5′- ATTATGAGTATTGAAAGTATGAT- 3′).

PCR product was used for CpG quantification with the 
PyroMark Q48 Autoprep (Qiagen) using Advanced CpG 
Reagents (Qiagen) in accordance with the manufacturer's pro-
tocol. The assay covered the methylation sites +197, +202, 
+214 and +222 base pairs from the transcription start site of 
TNF. In this manuscript, these sites are designated as CpG1 to 
CpG4 for data analysis and inferences. The percentage methyl-
ation of the four CpG sites was calculated within the software 
(PyroMark Q48 Autoprep 2.4.1 Software, Qiagen) and the 
methylation percentages were exported for further analysis.

2.6 | Statistical analysis

All statistical analysis was performed using IBM SPSS 
Statistics software (SPSS version 23). The data distribution 

was assessed for normality by Shapiro– Wilk's test (p > .05). 
Group differences between gender were assessed using an in-
dependent sample t- test or a Mann– Whitney- U test depend-
ing on normal distribution of the data. Differences between 
gender for categorical data were assessed using chi- square.

A key consideration in DNA methylation studies is the 
composition of the white blood cells (WBC) from which the 
DNA is extracted. The DNA methylation values are, there-
fore, presented as both raw and adjusted for the cell heteroge-
neity of the capillary blood. The method presented by Jones 
et al., (2015) was used to adjust DNA methylation values to 
account for the white blood cell composition. The adjusted 
figure is a sum of the mean methylation for the site and the 
unstandardized residual from a linear regression between 
DNA methylation (dependant variable) and the individual 
white blood cell counts (independent variables).

Spearman's correlation analysis was used to assess the 
relationship between the methylation (raw and adjusted) per-
centage for the four sites studied and the fatty acids identified 
within the blood. A probability value lower than 0.05 was 
considered significant.

3 |  RESULTS

3.1 | Sample demographic

Eighty- eight adults (Male n = 30 and Female n = 58) were 
recruited, details of the sample demographic are shown 
in Table 1. The age ranged from 18 to 74 years and there 
was a positive skew towards younger individuals with only 
four individuals above the age of 60 years. A small number 
of individuals were current smokers (n=7), and almost a 
third (n = 24) had considered themselves smokers at some 

F I G U R E  2  Example pyrogram for TNF exon 1 assay covering Cytosine- Guanine dinucleotides (CpG) sites +197, +202, +214 and +222 from 
the transcription start site. Dispensation 15 served as a bisulfite conversion control
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point during their life. Height and weight differed between 
the genders, with male participants significantly taller and 
heavier than the female participants. In addition, a signifi-
cant difference in total white blood cell count and neutro-
phil cell count was observed between males and females, 
therefore adjustment of DNA methylation values for cell 
composition was calculated both as a whole sample and 
separately split by gender.

3.2 | DNA methylation of TNF

The average methylation of the four sites studied was 
8.71%. DNA methylation was not significantly different 
between males and females (Table 2) and this remained 

non- significant after adjustment for white blood cell compo-
sition (data not shown) despite the significant difference in 
white blood cell count between the genders. No associations 
were observed between TNF methylation of the four sites and 
BMI (p > 0.443).

3.3 | Fatty acid profile of peripheral blood

A total of 25 fatty acids were identified from the DBS, pre-
sented in Table 3 as a percentage of total fatty acid identified. 
The omega- 3 polyunsaturated (⍵- 3 PUFA) Docosapentaenoic 
acid (DPA) was significantly different between genders 
(p < 0.05); all other fatty acids identified did not show any 
difference between the genders (Table 3). A ratio of 3.04 was 

T A B L E  1  Demographic characteristics of the sample population

All participants Males Females

p(n=88) (n = 30) (n = 58)

Age (years)a 25 (22– 41) 30 (23– 47) 24 (21– 39) 0.210

Height (cm)b,d 170.3 ± 8.7 177.3 ± 6.7 166.6 ± 7.2 <0.001

Weight (kg)a,d 70.2 (59.9– 80.1) 80.6 (75.5– 88.9) 63.3 (56.6– 73.0) <0.001

BMIa,d 23.9 (21.9– 26.5) 24.9 (22.7– 27.3) 22.9 (21.2– 26.0) 0.071

Current smoker (n, %)c 7 (8.0%) 4 (13.3%) 3 (5.2%) 0.180

Ever Smoked (n, %)c 24 (27.3%) 10 (33.3%) 14 (24.1%) 0.359

Total white blood cells (109/L)a,e 6.69 ± 1.40 6.19 ± 1.12 6.94 ± 1.47 0.018

Neutrophils (109/L)a,e 3.95 ± 1.09 3.61 ± 0.90 4.13 ± 1.15 0.039

Lymphocyte (109/L)a,e 1.99 ± 0.55 1.87 ± 0.33 2.06 ± 0.63 0.132

Monocytes (109/L)a,e 0.48 ± 0.12 0.47 ± 0.11 0.48 ± 0.12 0.928

Eosinophils (109/L)a,e 0.18 ± 0.11 0.15 ± 0.07 0.19 ± 0.12 0.115

Basophils (109/L)a,e 0.06 ± 0.02 0.06 ± 0.02 0.06 ± 0.02 0.808

Large immature cells (109/L)a,e 0.04 ± 0.03 0.03 ± 0.02 0.04 ± 0.03 0.181

Bold values are statistically significant.
aData were non- normally distributed, and data presented as median (lower quartile- upper quartile); differences between groups assessed by Man– Whitney- U difference test. 
bData were normally distributed and presented as mean ± standard deviation; differences between groups assessed by independent samples t- test. 
cCategorical data, differences between groups assessed by Pearson chi- square. 
dHeight and weight data missing for two female participants, (total n=86, female n=56). 
eBlood cell count data were not available for 3 participants (total n=85, males n=29, females n=56).

DNA methylation 
(%)

All Males Females

p(n = 88) (n = 30) (n = 58)

CpG 1 (+197) 8.79 ± 2.28 8.56 ± 2.04 8.90 ± 2.40 0.511

CpG 2 (+202) 6.49 ± 1.97 6.32 ± 2.06 6.58 ± 1.94 0.568

CpG 3 (+214) 7.27 ± 2.07 7.15 ± 2.30 7.34 ± 1.96 0.679

CpG 4 (+222) 12.29 ± 2.93 12.01 ± 3.15 12.44 ± 2.82 0.520

CpG average 8.71 ± 2.14 8.51 ± 2.25 8.81 ± 2.10 0.532

Note: Data were normally distributed and presented as percentage methylation (%) mean ±standard deviation; 
differences between groups assessed by independent samples t- test.
Abbreviations: CpG, Cytosine- Guanine dinucleotides.

T A B L E  2  DNA methylation 
percentages for four Cytosine- Guanine 
dinucleotides (CpG) sites (+197, 
+202, +214 and +222 base pairs from 
Transcription Start Site) located within 
exon 1 of the TNF gene (encoding cytokine 
Tumour Necrosis Factor alpha, TNFα)
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observed for ω- 6 to ω- 3 PUFAs. There was no significant dif-
ference in fatty acid ratios between the genders (Table 4).

3.4 | Relationship between blood fatty 
acid and TNF DNA methylation

The relationship between capillary blood fatty acid levels and 
DNA methylation of TNF at the four sites studied in exon 

1 appeared to be highly dependent upon the gender of the 
cohort. Consequently, examining the results of the cohort as 
a whole could lead to misleading conclusions, and hence the 
following analysis considers the results according to gender. 
We also found that the level of correlation varied with 
adjustments for white blood cell composition (Figure 3).

In males, the ω- 3 PUFA Docosahexaenoic Acid (DHA) 
was positively correlated with CpG methylation of TNF at all 
the CpG sites studied (r > 0.38, p < 0.041). Post- adjustment 

T A B L E  3  Fatty acid profile of dried blood spots

All Males Females

p(n = 88) (n = 30) (n = 58)

Omega 3 polyunsaturated fatty acids (⍵−3 PUFA)

18:3ω−3 (ALA, alpha- Linolenic acid) 5.31 ± 1.10 5.31 ± 1.13 5.32 ± 1.09 0.975

20:5ω−3 (EPA, Eicosapentaenoic acid) 0.56 ± 0.68 0.47 ± 0.22 0.60 ± 0.82 0.399

22:5ω−3 (DPA, Docosapentaenoic acid) 0.58 ± 0.16 0.63 ± 0.14 0.56 ± 0.16 0.050

22:6ω−3 (DHA, Docosahexaenoic acid) 1.25 ± 0.48 1.22 ± 0.47 1.27 ± 0.49 0.643

Total ⍵−3 PUFA 7.71 ± 1.51 7.63 ± 1.36 7.75 ± 1.59 0.728

Omega 6 polyunsaturated fatty acids (⍵−6 PUFA)

18:2ω−6 (LA, Linoleic acid) 13.81 ± 1.62 13.69 ± 1.62 13.86 ± 1.62 0.641

18:3ω−6 (GLA, γ- Linolenic acid) 1.15 ± 0.44 1.09 ± 0.42 1.18 ± 0.46 0.328

20:3ω−6 (DGLA, Dihomo- γ- linolenic acid) 0.80 ± 0.24 0.79 ± 0.24 0.80 ± 0.25 0.850

20:4ω−6 (AA, Arachidonic acid) 6.39 ± 1.42 6.54 ± 1.49 6.32 ± 1.39 0.491

22:4ω−6 (Adrenic Acid) 0.41 ± 0.12 0.43 ± 0.13 0.40 ± 0.12 0.193

20:2ω−6 (Eicosadienoic acid) 0.14 ± 0.06 0.14 ± 0.06 0.13 ± 0.05 0.409

22:2ω−6 (Docosadienoic acid) 0.10 ± 0.03 0.10 ± 0.03 0.10 ± 0.03 0.977

Total ⍵−6 PUFA 22.79 ± 2.67 22.79 ± 2.79 22.80 ± 2.64 0.986

Monounsaturated fatty acids (MUFA)

14:1ω−5 (Myristoleic acid) 14.38 ± 2.14 14.06 ± 2.42 14.54 ± 1.98 0.319

16:1ω−7 (Palmitoleic acid) 1.08 ± 0.27 1.05 ± 0.23 1.10 ± 0.30 0.427

17:1ω−7 (Cis−10- Heptadecenoicacid) 2.44 ± 0.72 2.33 ± 0.86 2.49 ± 0.64 0.326

22:1ω−17 (5Z- docosenoic acid) 0.61 ± 0.13 0.60 ± 0.12 0.61 ± 0.14 0.687

18:1ω−9 (Oleic acid) 2.84 ± 0.97 2.87 ± 0.99 2.82 ± 0.96 0.812

18:1ω−9 (9- octadecenoic acid) 0.74 ± 0.38 0.71 ± 0.36 0.76 ± 0.39 0.559

20:1ω−9 (Gondoic acid) 0.38 ± 0.10 0.38 ± 0.09 0.39 ± 0.11 0.663

Total MUFA 22.47 ± 3.21 22.00 ± 3.53 22.71 ± 3.04 0.327

Saturated fatty acids (SFA)

13:0 (Tridecanoic acid) 0.08 ± 0.04 0.08 ± 0.04 0.08 ± 0.04 0.447

14:0 (Myristic acid) 3.13 ± 1.19 3.25 ± 1.22 3.08 ± 1.18 0.528

15:0 (Pentadecanoic acid) 0.89 ± 0.27 0.95 ± 0.33 0.86 ± 0.22 0.146

16:0 (Palmitic acid) 22.82 ± 2.13 23.01 ± 2.00 22.72 ± 2.21 0.540

18:0 (Stearic acid) 19.20 ± 1.36 19.44 ± 1.36 19.07 ± 1.35 0.235

20:0 (Arachidic acid) 0.49 ± 0.30 0.45 ± 0.28 0.51 ± 0.32 0.391

22:0 (Behenic acid) 0.43 ± 0.12 0.41 ± 0.13 0.44 ± 0.11 0.410

Total SFA 47.03 ± 2.83 47.59 ± 2.70 46.75 ± 2.88 0.188

Note: Bold values are statistically significant.
Data were presented as percentage total fatty acids (%TFA), mean ±standard deviation; differences between groups assessed by independent samples t- test.
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Fatty acid ratios

All Males Females

p(n = 88) (n = 30) (n = 58)

MUFA/SFA 0.48 ± 0.08 0.47 ± 0.09 0.49 ± 0.08 0.199

PUFA/SFA 0.65 ± 0.10 0.64 ± 0.08 0.66 ± 0.10 0.482

(MUFA+PUFA)/SFA 1.13 ± 0.12 1.11 ± 0.12 1.15 ± 0.13 0.159

ω−6 PUFA/ω−3 PUFA 3.04 ± 0.50 3.06 ± 0.56 3.02 ± 0.48 0.740

T A B L E  4  Fatty acid ratios from dried 
blood spots

F I G U R E  3  Spearman correlation coefficients heat map between the DNA methylation of four Cytosine- Guanine dinucleotides (CpG) sites 
located in exon 1 of the Tumor Necrosis Factor (TNF) gene and dried blood spot fatty acid levels measured as a percentage of total fatty acids
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the correlation between methylation and DHA remained sig-
nificant for CpG2 (r = 0.44, p = 0.016) and CpG4 (r = 0.47, 
p = 0.045) but was no longer significant at CpG1 or CPG3 
(Figure 3). The ω- 6 PUFA Arachidonic Acid (AA) was also 
found to be positively correlated (r > 0.33, p < 0.043, CpG2, 
r  =  0.47, p  =  0.009) with methylation at all sites except 
CpG3, with stronger correlations observed post- adjustment 
(CpG2, r = 0.57, p = 0.001). The results for the male cohort 
also indicated positive correlation of methylation at CpG1 
(r = 0.42, p = 0.020) and CpGavg (r = 0.39, p = 0.036) with 
SFA Stearic Acid. This correlation was no longer significant 
post adjustment (CpG1, r = 0.32, p = 0.092). The male cohort 
had a negative correlation between the ω- 5 MUFA myris-
toleic acid and methylation across all sites pre- adjustment 
(r < −0.38, p < 0.047), correlation only remained with CpG2 
(r = −0.47, p = 0.011) and CpGavg (r = −0.42, p = 0.024) 
post- adjustment (Figure 3).

No correlations were observed between ω- 3 PUFA’s 
and CpG methylation pre- adjustment among females. 
Post- adjustment a negative correlation between ω- 3 PUFA 
DHA and methylation of CpG1 was observed (r = −0.35, 
p = 0.008) (Figure 3). A negative correlation was also ob-
served in respect of the ω- 6 PUFA γ- Linolenic acid (GLA) 
with methylation at CpG2 (r  =  −0.34, p  =  0.010) and 
CpG3 (r = −0.29, p = 0.030) pre- adjustment. Post adjust-
ment the correlation only remained at CpG2 (r = −0.28, 
p  =  0.036). In contrast the ω- 6 PUFAs adrenic acid 
(r  =  0.34, p  =  0.008) and eicosadienoic acid (r  =  0.27, 
p = 0.039) were positively correlated with methylation of 
CpG3 pre- adjustment. Post- adjustment these correlations 
remained significant, and in addition eicosadienoic acid 
was also found to be positively correlated with methyla-
tion at CpG2 (r = 0.31, p = 0.020) and CpG4 (r = 0.27, 
p = 0.048). Additional positive correlations were observed 
for the MUFA 5Z- docosenoic acid with methylation of 
CpG4 (r  =  0.28, p  =  0.035) pre- adjustment and for the 
SFA tridecanoic acid with methylation of CpG2 (r = 0.27, 
p = 0.041) post- adjustment.

4 |  DISCUSSION

The data we report here demonstrates that there are significant 
relationships between specific blood fatty acids and DNA 
methylation of four CpG sites in exon 1 of the cytokine 
encoding gene TNF. Importantly, the amplitude and direction 
of associations differed according to gender.

The CpG sites investigated have previously been associ-
ated with TNFα mRNA and circulating TNFα (Hermsdorff 
et al., 2013; Marques- Rocha et al., 2016). The average meth-
ylation levels observed in the current study (8.7%) are compa-
rable to those previously observed (Hermsdorff et al., 2013), 
with a similar profile where the fourth CpG site had slightly 

higher methylation (12.3%). Multiple sites within the TNF 
gene have been shown to be associated with environmental 
stimuli and biomarkers for phenotypes (Campión et al., 2009; 
Cordero et al., 2011; El Gazzar et al., 2008; Gowers et al., 
2011; Nimmo et al., 2012; Pieper et al., 2008). Additionally, 
the methylation of these sites has been shown to be a po-
tential biomarker of the adiposity status of an individual 
(Marques- Rocha et al., 2016). Although gene expression was 
not measured in the current study, we can hypothesise that 
the fatty acids with a positive relationship with methylation 
at these sites will have differential gene expression. This may 
provide an anti- inflammatory effect through reduced TNFα 
cytokine expression; and vice versa for those with a negative 
relationship.

We found that ω- 6 PUFA, AA was positively correlated 
with TNF methylation in males, but not females, however, 
its elongated form adrenic acid was correlated in females. 
This is an interesting finding given that these two fatty 
acids only differ in length by two carbon atoms. In addi-
tion, we found a positive relationship at all sites between 
ω- 3 PUFA DHA and TNF methylation also only in males. 
By contrast, females did not show any significant associ-
ation with DHA until adjusted for the WBC population, 
when CpG1 showed a significant negative correlation. The 
differences between the associations observed may be the 
result of the efficiency in which males and females me-
tabolise fatty acids (Lohner et al., 2013). An alternative 
explanation could involve the metabolism of fatty acids to 
eicosanoids, which have also been shown to differ between 
males and females (Pace et al., 2017). It is also important 
to consider that the gender differences could be the result 
of differential regulation of TNF between males and fe-
males; previous research into TNF promotor methylation, 
in a weight loss response study, also demonstrated gender- 
specific results (Campión et al., 2009).

One of the ways in which fatty acids have been found 
to modulate inflammation is altered cytokine expres-
sion (Calder, 2003, 2012b; Rangel- Huerta et al., 2012). 
ω- 3 PUFA supplementation and in vitro studies reveal 
decreased production of TNFα in LPS- stimulated cells 
when treated with DHA (Weldon et al., 2007). Despite 
ω- 6 PUFAs and their inflammatory mediators being pre-
dominantly pro- inflammatory (Calder, 2006), AA- derived 
eicosanoid 2- series prostaglandins also have a potent anti- 
inflammatory effect through the inhibition of TNFα pro-
duction (Miles et al., 2002). As increased methylation of 
exon 1 is associated with lower levels of TNFα mRNA 
(Hermsdorff et al., 2013); our research suggests that higher 
levels of ω- 6 PUFAs AA and adrenic acid, as well as the 
ω- 3 PUFA DHA, result in higher methylation of TNF. 
Alterations to the methylation profiles of TNF could there-
fore be one mechanism through which specific fatty acids 
interact with inflammation.
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Previous work carried out on the same CpG sites found 
an association with ω- 6 PUFA intake, but in the opposite di-
rection, we observed (Hermsdorff et al., 2013). It is possible 
that this discrepancy arises from the different methods em-
ployed for the measurement of the ω- 6 PUFA’s. Hermsdorff 
et al presented ω- 6 dietary intake, rather than the biochemical 
measurement of blood fatty acids used here. Multiple factors 
impact upon the fats within blood, including the proportion 
of other dietary fats and components (Katan et al., 1994), en-
dogenous synthesis of fatty acids and the individual's genetic 
makeup (Porenta et al., 2013). These factors and the inher-
ent disadvantages of food frequency questionnaires (Prentice 
et al., 2011) compared to biochemical measurements may ex-
plain the differences in results.

In comparison to the ω- 6 PUFA relationship we observed, 
the MUFA myristoleic acid was found to have a weak nega-
tive correlation with TNF methylation at CpG2. Males had a 
significant negative association between TNF methylation and 
myristoleic acid, as well as total MUFA; no relationship was 
observed in the female cohort. MUFAs are generally consid-
ered the healthier option to SFAs (Schwingshackl & Hoffmann, 
2014), however, we observed a negative association between 
MUFA/SFA ratio and DNA methylation. No other fatty acid 
ratios showed significant relationships. The differing effects of 
ω- 6 PUFAs and MUFAs on the methylome has been shown in 
an in vitro monocyte model (Silva- Martínez et al., 2016). AA 
had a trend towards global hypermethylation and the MUFA 
Oleic (OA) had a (weaker) hypomethylating effect.

The four CpG sites are located close to NFKB transcrip-
tion binding sites and therefore alterations in their methyla-
tion may impact gene transcription. However, it is unclear if 
the absolute percentage differences in methylation levels of 
TNF observed in this data set are substantial enough to be bi-
ologically significant, and this warrants further investigation.

There are methodological considerations for DNA sources 
used within epigenetic research due to the specificity of the 
epigenetic makeup of each individual cell. For example, there 
is a greater difference in methylation between tissues from 
the same individual than there are from the same tissue from 
multiple individuals (Byun et al., 2009). In this research we 
used blood, which is a tissue heterogenous in cell compo-
sition. Nevertheless, there are benefits in using blood as a 
source of DNA, primarily it contains WBC which play key 
roles within the inflammatory process. To combat the het-
erogeneity of the cells and to minimise WBC composition 
as a confounding factor, the methylation results have been 
presented both as raw and as adjusted for WBC composition 
using a regression- based method (Jones et al., 2015). There 
was some change in the relationships observed between the 
fatty acids and TNF methylation once adjusted for WBCs, 
therefore the data for pre and post- adjustment is presented.

Unlike the wide range of PUFA status that the Yup'ik 
study utilised, our cohort displayed a small range in ω- 3 
PUFAs. Additionally, the ω- 6/ω- 3 PUFA ratio was low 
in comparison to that expected for a Western population 
(Simopoulos, 2016). Future research should investigate 
whether interventions could alter the methylation profile 
of the TNF gene to one that is associated with a healthier 
phenotype. For example, could alter the fatty acid composi-
tion of blood through dietary supplementation increase the 
methylation percentage of TNF to give a protective effect 
against prolonged inflammation, a characteristic of obesity 
and chronic disease?

In conclusion, we have shown that the levels of specific 
blood fatty acids are associated with the epigenetic signatures 
of TNF exon 1 and, therefore, have the potential to alter the 
regulation of TNFα expression in WBCs. Although not all 
methylation levels were associated with the fatty acids mea-
sured, some positive and some negative associations were 
observed. Further research into how fatty acids interact with 
the epigenetic control of cytokines may provide a therapeutic 
avenue for treatment of chronic inflammation and while cell 
culture and animal models play an important role limitations 
inherent in these models suggest that metabolic, genomic 
and epigenomic data from human clinical trials should be 
the focus when setting dietary recommendations for fats and 
fatty acids (Fritsche, 2015). Additionally, our results suggest 
that subsequent research must include the analysis of results 
separately between genders in order to not miss important 
findings that may be gender specific.

ETHICS APPROVAL
Ethical clearance was granted from the Loughborough 
University Ethics Approvals (Human Participants) Sub- 
Committee (R16- P074).

CONSENT TO PARTICIPATE
All participants provided written informed consent.

CONSENT FOR PUBLICATION
All participants agreed their data to be included in the 
publications.

CONFLICT OF INTEREST
The authors have declared no conflict of interest.

AUTHORS’ CONTRIBUTIONS
All authors have directly contributed to the design, collection 
of data, analysis and writeup of this paper.

DATA AVAILABILITY STATEMENT
Collated data used in tables and figures available on request.



10 of 12 |   HUSSEY Et al.

ORCID
Bethan Hussey http://orcid.org/0000-0002-1827-5489 
Richard P. Steel   https://orcid.org/0000-0001-5633-3259 
James C. Reynolds   https://orcid.org/0000-0003-1176-3030 
Ian M. Taylor   https://orcid.org/0000-0001-6291-4025 
Martin R. Lindley   https://orcid.org/0000-0001-7686-9421 
Sarabjit Mastana   https://orcid.org/0000-0002-9553-4886 

REFERENCES
Aslibekyan, S., Wiener, H. W., Havel, P. J., Stanhope, K. L., O'Brien, 

D. M., Hopkins, S. E., Absher, D. M., Tiwari, H. K., & Boyer, B. 
B. (2014). DNA methylation patterns are associated with n- 3 fatty 
acid intake in Yup'ik people. The Journal of Nutrition, 144(4), 
425– 430. https://doi.org/10.3945/jn.113.187203

Barnett, M., Bermingham, E., McNabb, W., Bassett, S., Armstrong, K., 
Rounce, J., & Roy, N. (2010). Investigating micronutrients and 
epigenetic mechanisms in relation to inflammatory bowel disease. 
Mutation Research, 690(1– 2), 71– 80. https://doi.org/10.1016/j.
mrfmmm.2010.02.006

Byun, H. M., Siegmund, K. D., Pan, F., Weisenberger, D. J., Kanel, 
G., Laird, P. W., & Yang, A. S. (2009). Epigenetic profiling 
of somatic tissues from human autopsy specimens identifies 
tissue-  and individual- specific DNA methylation patterns. 
Human Molecular Genetics, 18(24), 4808– 4817. https://doi.
org/10.1093/hmg/ddp445

Calder, P. C. (2003). N- 3 polyunsaturated fatty acids and inflammation: 
from molecular biology to the clinic. Lipids, 38, 343– 352. https://
doi.org/10.1007/s1174 5- 003- 1068- y

Calder, P. C. (2006). n- 3 polyunsaturated fatty acids, inflammation, 
and inflammatory diseases. The American Journal of Clinical 
Nutrition, 83(6 Suppl), 1505S– 1519S. https://doi.org/10.1093/
ajcn/83.6.1505S

Calder, P. C. (2012a). Mechanisms of action of (n- 3) fatty acids. The 
Journal of Nutrition, 142, 592S– 599S. https://doi.org/10.3945/
jn.111.155259

Calder, P. C. (2012b). Long- chain fatty acids and inflammation. 
Proceedings of Nutrition Society, 71, 284– 289. https://doi.
org/10.1017/S0029 66511 2000067

Campión, J., Milagro, F. I., Goyenechea, E., & Martínez, J. A. (2009). 
TNF- α promoter methylation as a predictive biomarker for weight- 
loss response. Obesity, 17, 1293– 1297. https://doi.org/10.1038/
oby.2008.679

Cordero, P., Campion, J., Milagro, F. I., Goyenechea, E., Steemburgo, T., 
Javierre, B. M., & Martinez, J. A. (2011). Leptin and TNF- alpha 
promoter methylation levels measured by MSP could predict the re-
sponse to a low- calorie diet. Journal of Physiology and Biochemistry, 
67(3), 463– 470. https://doi.org/10.1007/s1310 5- 011- 0084- 4

Cui, T., Hester, A. G., Seeds, M. C., Rahbar, E., Howard, T. D., Sergeant, 
S., & Chilton, F. H. (2016). Impact of genetic and epigenetic varia-
tions within the FADS cluster on the composition and metabolism 
of polyunsaturated fatty acids in prostate cancer. The Prostate, 
76(13), 1182– 1191. https://doi.org/10.1002/pros.23205

Dandona, P., Aljada, A., & Bandyopadhyay, A. (2004). Inflammation: 
the link between insulin resistance, obesity and diabetes. Trends 
in Immunology, 25, 4– 7. https://doi.org/10.1016/j.it.2003.10.013

de Oliveira Otto, M. C., Mozaffarian, D., Kromhout, D., Bertoni, A. G., 
Sibley, C. T., Jacobs, D. R. Jr, & Nettleton, J. A. (2012). Dietary 
intake of saturated fat by food source and incident cardiovascular 

disease: the Multi- Ethnic Study of Atherosclerosis. The American 
Journal of Clinical Nutrition, 96(2), 397– 404. https://doi.
org/10.3945/ajcn.112.037770

Ehrlich, M. (2019). DNA hypermethylation in disease: mechanisms 
and clinical relevance. Epigenetics, 14, 1141– 1163. https://doi.
org/10.1080/15592 294.2019.1638701

El Gazzar, M., Yoza, B. K., Chen, X., Hu, J., Hawkins, G. A., & McCall, 
C. E. (2008). G9a and HP1 couple histone and DNA methylation to 
TNFalpha transcription silencing during endotoxin tolerance. The 
Journal of Biological Chemistry, 283(47), 32198– 32208. https://
doi.org/10.1074/jbc.M8034 46200

Estruch, R., Martínez- González, M. A., Corella, D., Salas- Salvadó, 
J., Ruiz- Gutiérrez, V., Covas, M. I., Fiol, M., Gómez- Gracia, E., 
López- Sabater, M. C., Vinyoles, E., Arós, F., Conde, M., Lahoz, C., 
Lapetra, J., Sáez, G., & Ros, E. & PREDIMED Study Investigators 
(2006). Effects of a Mediterranean- style diet on cardiovascular risk 
factors: a randomized trial. Annals of Internal Medicine, 145(1), 1– 
11. https://doi.org/10.7326/0003- 4819- 145- 1- 20060 7040- 00004

Falvo, J. V., Tsytsykova, A. V., & Goldfeld, A. E. (2010). Transcriptional 
control of the TNF gene. Curr Dir Autoimmun, 11, 27– 60. https://
doi.org/10.1159/00028 9196

Feinberg, A. P. (2018). The key role of epigenetics in human disease 
prevention and mitigation. The New England Journal of Medicine, 
378, 1323– 1334. https://doi.org/10.1056/NEJMr a1402513

Fritsche, K. L. (2015). The science of fatty acids and inflammation. Advances 
in Nutrition, 6, 293S– 301S. https://doi.org/10.3945/an.114.006940

García- Escobar, E., Monastero, R., García- Serrano, S., Gómez- 
Zumaquero, J. M., Lago- Sampedro, A., Rubio- Martín, E., Colomo, 
N., Rodríguez- Pacheco, F., Soriguer, F., & Rojo- Martínez, G. 
(2017). Dietary fatty acids modulate adipocyte TNFa produc-
tion via regulation of its DNA promoter methylation levels. The 
Journal of Nutritional Biochemistry, 47, 106– 112. https://doi.
org/10.1016/j.jnutb io.2017.05.006

González- Becerra, K., Ramos- Lopez, O., Barrón- Cabrera, E., Riezu- 
Boj, J. I., Milagro, F. I., Martínez- López, E., & Martínez, J. A. 
(2019). Fatty acids, epigenetic mechanisms and chronic diseases: a 
systematic review. Lipids in Health and Disease, 18, 178. https://
doi.org/10.1186/s1294 4- 019- 1120- 6

Gowers, I. R., Walters, K., Kiss- Toth, E., Read, R. C., Duff, G. W., & 
Wilson, A. G. (2011). Age- related loss of CpG methylation in 
the tumour necrosis factor promoter. Cytokine, 56(3), 792– 797. 
https://doi.org/10.1016/j.cyto.2011.09.009

Grivennikov, S. I., Greten, F. R., & Karin, M. (2010). Immunity, inflam-
mation, and cancer. Cell, 140, 883– 899.

Haghighi, F., Galfalvy, H., Chen, S., Huang, Y. Y., Cooper, T. B., Burke, A. 
K., Oquendo, M. A., Mann, J. J., & Sublette, M. E. (2015). DNA meth-
ylation perturbations in genes involved in polyunsaturated Fatty Acid 
biosynthesis associated with depression and suicide risk. Frontiers in 
Neurology, 6, 92. https://doi.org/10.3389/fneur.2015.00092

Hermsdorff, H. H., Mansego, M. L., Campión, J., Milagro, F. I., Zulet, 
M. A., & Martínez, J. A. (2013). TNF- alpha promoter methylation 
in peripheral white blood cells: relationship with circulating TNFα, 
truncal fat and n- 6 PUFA intake in young women. Cytokine, 64(1), 
265– 271. https://doi.org/10.1016/j.cyto.2013.05.028

Hussey, B., Lindley, M. R., & Mastana, S. S. (2017). Omega 3 fatty 
acids, inflammation and DNA methylation: an overview. Clinical 
Lipidology, 12, 24– 32.

Innes, J. K., & Calder, P. C. (2018). Omega- 6 fatty acids and inflamma-
tion. Prostaglandins, Leukot Essent Fat Acids, 132, 41– 48. https://
doi.org/10.1016/j.plefa.2018.03.004

http://orcid.org/0000-0002-1827-5489
https://orcid.org/0000-0001-5633-3259
https://orcid.org/0000-0001-5633-3259
https://orcid.org/0000-0003-1176-3030
https://orcid.org/0000-0003-1176-3030
https://orcid.org/0000-0001-6291-4025
https://orcid.org/0000-0001-6291-4025
https://orcid.org/0000-0001-7686-9421
https://orcid.org/0000-0001-7686-9421
https://orcid.org/0000-0002-9553-4886
https://orcid.org/0000-0002-9553-4886
https://doi.org/10.3945/jn.113.187203
https://doi.org/10.1016/j.mrfmmm.2010.02.006
https://doi.org/10.1016/j.mrfmmm.2010.02.006
https://doi.org/10.1093/hmg/ddp445
https://doi.org/10.1093/hmg/ddp445
https://doi.org/10.1007/s11745-003-1068-y
https://doi.org/10.1007/s11745-003-1068-y
https://doi.org/10.1093/ajcn/83.6.1505S
https://doi.org/10.1093/ajcn/83.6.1505S
https://doi.org/10.3945/jn.111.155259
https://doi.org/10.3945/jn.111.155259
https://doi.org/10.1017/S0029665112000067
https://doi.org/10.1017/S0029665112000067
https://doi.org/10.1038/oby.2008.679
https://doi.org/10.1038/oby.2008.679
https://doi.org/10.1007/s13105-011-0084-4
https://doi.org/10.1002/pros.23205
https://doi.org/10.1016/j.it.2003.10.013
https://doi.org/10.3945/ajcn.112.037770
https://doi.org/10.3945/ajcn.112.037770
https://doi.org/10.1080/15592294.2019.1638701
https://doi.org/10.1080/15592294.2019.1638701
https://doi.org/10.1074/jbc.M803446200
https://doi.org/10.1074/jbc.M803446200
https://doi.org/10.7326/0003-4819-145-1-200607040-00004
https://doi.org/10.1159/000289196
https://doi.org/10.1159/000289196
https://doi.org/10.1056/NEJMra1402513
https://doi.org/10.3945/an.114.006940
https://doi.org/10.1016/j.jnutbio.2017.05.006
https://doi.org/10.1016/j.jnutbio.2017.05.006
https://doi.org/10.1186/s12944-019-1120-6
https://doi.org/10.1186/s12944-019-1120-6
https://doi.org/10.1016/j.cyto.2011.09.009
https://doi.org/10.3389/fneur.2015.00092
https://doi.org/10.1016/j.cyto.2013.05.028
https://doi.org/10.1016/j.plefa.2018.03.004
https://doi.org/10.1016/j.plefa.2018.03.004


   | 11 of 12HUSSEY Et al.

Jones, M. J., Islam, S. A., Edgar, R. D., & Kobor, M. S. (2015). Adjusting 
for cell type composition in DNA methylation Data Using A 
Regression- Based Approach. In P. Haggarty, & K. Harrison (Eds.), 
Methods in Molecular Biology (pp. 99– 106). Humana Press.

Jones, P. A., & Baylin, S. B. (2007). The epigenomics of cancer. Cell, 
128, 683– 692. https://doi.org/10.1016/j.cell.2007.01.029

Joseph, P. V., Abey, S. K., & Henderson, W. A. (2016). Emerging 
role of nutri- epigenetics in inflammation and cancer. Oncology 
Nursing Forum, 43(6), 784– 788. https://doi.org/10.1188/16.
ONF.784- 788

Katan, M. B., Zock, P. L., & Mensink, R. P. (1994). Effects of fats and 
fatty acids on blood lipids in humans: an overview. The American 
Journal of Clinical Nutrition, 60(6 Suppl), 1017S– 1022S. https://
doi.org/10.1093/ajcn/60.6.1017S

Liu, Z., Wang, Z., Jia, E., Ouyang, T., Pan, M., Lu, J., Ge, Q., & Bai, Y. 
(2019). Analysis of genome- wide in cell free DNA methylation: 
progress and prospect. The Analyst, 144(20), 5912– 5922. https://
doi.org/10.1039/c9an0 0935c

Lohner, S., Fekete, K., Marosvölgyi, T., & Decsi, T. (2013). Gender 
differences in the long- chain polyunsaturated fatty acid sta-
tus: systematic review of 51 publications. Annals of Nutrition & 
Metabolism, 62(2), 98– 112. https://doi.org/10.1159/00034 5599

Lunn, J. (2007). Monounsaturates in the diet. Nutrition Bulletin, 32, 
378– 391. https://doi.org/10.1111/j.1467- 3010.2007.00669.x

Ma, Y., Smith, C. E., Lai, C. Q., Irvin, M. R., Parnell, L. D., Lee, Y. C., 
Pham, L. D., Aslibekyan, S., Claas, S. A., Tsai, M. Y., Borecki, I. 
B., Kabagambe, E. K., Ordovás, J. M., Absher, D. M., & Arnett, 
D. K. (2016). The effects of omega- 3 polyunsaturated fatty acids 
and genetic variants on methylation levels of the interleukin- 6 gene 
promoter. Molecular Nutrition & Food Research, 60(2), 410– 419. 
https://doi.org/10.1002/mnfr.20150 0436

Marques- Rocha, J. L., Milagro, F. I., Mansego, M. L., Mourão, D. M., 
Martínez, J. A., & Bressan, J. (2016). LINE- 1 methylation is pos-
itively associated with healthier lifestyle but inversely related to 
body fat mass in healthy young individuals. Epigenetics, 11(1), 
49– 60. https://doi.org/10.1080/15592 294.2015.1135286

Metherel, A. H., Hogg, R. C., Buzikievich, L. M., & Stark, K. D. (2013). 
Butylated hydroxytoluene can protect polyunsaturated fatty acids 
in dried blood spots from degradation for up to 8 weeks at room 
temperature. Lipids in Health and Disease, 12, 22. https://doi.
org/10.1186/1476- 511X- 12- 22

Miles, E. A., Allen, E., & Calder, P. C. (2002). In vitro effects of eicosa-
noids derived from different 20- carbon Fatty acids on production 
of monocyte- derived cytokines in human whole blood cultures. 
Cytokine, 20(5), 215– 223. https://doi.org/10.1006/cyto.2002.2007

Mozaffarian, D., Micha, R., & Wallace, S. (2010). Effects on coronary 
heart disease of increasing polyunsaturated fat in place of saturated 
fat: a systematic review and meta- analysis of randomized con-
trolled trials. PLoS Med, 7(3), e1000252. https://doi.org/10.1371/
journ al.pmed.1000252

Muka, T., Koromani, F., Portilla, E., O'Connor, A., Bramer, W. M., 
Troup, J., Chowdhury, R., Dehghan, A., & Franco, O. H. (2016). 
The role of epigenetic modifications in cardiovascular disease: A 
systematic review. International Journal of Cardiology, 212, 174– 
183. https://doi.org/10.1016/j.ijcard.2016.03.062

Nathan, C., & Ding, A. (2010). Nonresolving inflammation. Cell, 140, 
871– 882. https://doi.org/10.1016/j.cell.2010.02.029

Nimmo, E. R., Prendergast, J. G., Aldhous, M. C., Kennedy, N. A., 
Henderson, P., Drummond, H. E., Ramsahoye, B. H., Wilson, 
D. C., Semple, C. A., & Satsangi, J. (2012). Genome- wide 

methylation profiling in Crohn's disease identifies altered epigene-
tic regulation of key host defense mechanisms including the Th17 
pathway. Inflammatory Bowel Diseases, 18(5), 889– 899. https://
doi.org/10.1002/ibd.21912

Pace, S., Sautebin, L., & Werz, O. (2017). Sex- biased eicosanoid biol-
ogy: Impact for sex differences in inflammation and consequences 
for pharmacotherapy. Biochemical Pharmacology, 145, 1– 11. 
https://doi.org/10.1016/j.bcp.2017.06.128

Perfilyev, A., Dahlman, I., Gillberg, L., Rosqvist, F., Iggman, D., Volkov, 
P., Nilsson, E., Risérus, U., & Ling, C. (2017). Impact of polyun-
saturated and saturated fat overfeeding on the DNA- methylation 
pattern in human adipose tissue: a randomized controlled trial. The 
American Journal of Clinical Nutrition, 105(4), 991– 1000. https://
doi.org/10.3945/ajcn.116.143164

Perry, V. H., Cunningham, C., & Holmes, C. (2007). Systemic infec-
tions and inflammation affect chronic neurodegeneration. Nature 
Review Immunology, 7, 161– 167. https://doi.org/10.1038/nri2015

Pieper, H. C., Evert, B. O., Kaut, O., Riederer, P. F., Waha, A., & 
Wüllner, U. (2008). Different methylation of the TNF- alpha pro-
moter in cortex and substantia nigra: Implications for selective 
neuronal vulnerability. Neurobiology of Disease, 32(3), 521– 527. 
https://doi.org/10.1016/j.nbd.2008.09.010

Popkin, B. M. (2006). Global nutrition dynamics: the world is shifting 
rapidly toward a diet linked with noncommunicable diseases. The 
American Journal of Clinical Nutrition, 84, 289– 298. https://doi.
org/10.1093/ajcn/84.2.289

Porenta, S. R., Ko, Y.- A., Raskin, L., Gruber, S. B., Mukherjee, B., 
Baylin, A., Ren, J., & Djuric, Z. (2013). Interaction of fatty acid gen-
otype and diet on changes in colonic fatty acids in a Mediterranean 
diet intervention study. Cancer Prevention Research, 6(11), 1212– 
1221. https://doi.org/10.1158/1940- 6207.CAPR- 13- 0131

Prentice, R. L., Mossavar- Rahmani, Y., Huang, Y., Van Horn, L., 
Beresford, S. A., Caan, B., Tinker, L., Schoeller, D., Bingham, S., 
Eaton, C. B., Thomson, C., Johnson, K. C., Ockene, J., Sarto, G., 
Heiss, G., & Neuhouser, M. L. (2011). Evaluation and compari-
son of food records, recalls, and frequencies for energy and pro-
tein assessment by using recovery biomarkers. American Journal 
of Epidemiology, 174(5), 591– 603. https://doi.org/10.1093/aje/
kwr140

Rahbar, E., Waits, C., Kirby, E. H. Jr, Miller, L. R., Ainsworth, H. C., 
Cui, T., Sergeant, S., Howard, T. D., Langefeld, C. D., & Chilton, 
F. H. (2018). Allele- specific methylation in the FADS genomic 
region in DNA from human saliva, CD4+ cells, and total leuko-
cytes. Clinical Epigenetics, 10, 46. https://doi.org/10.1186/s1314 
8- 018- 0480- 5

Rangel- Huerta, O. D., Aguilera, C. M., Mesa, M. D., & Gil, A. (2012). 
Omega- 3 long- chain polyunsaturated fatty acids supplementation 
on inflammatory biomakers: a systematic review of randomised 
clinical trials. The British Journal of Nutrition, 107(Suppl 2), 
S159– S170. https://doi.org/10.1017/S0007 11451 200155

Schwingshackl, L., & Hoffmann, G. (2014). Monounsaturated fatty 
acids, olive oil and health status: a systematic review and meta- 
analysis of cohort studies. Lipids in Health and Disease, 13, 154. 
https://doi.org/10.1186/1476- 511X- 13- 154

Silva- Martínez, G. A., Rodríguez- Ríos, D., Alvarado- Caudillo, Y., 
Vaquero, A., Esteller, M., Carmona, F. J., Moran, S., Nielsen, F. 
C., Wickström- Lindholm, M., Wrobel, K., Wrobel, K., Barbosa- 
Sabanero, G., Zaina, S., & Lund, G. (2016). Arachidonic and oleic 
acid exert distinct effects on the DNA methylome. Epigenetics, 
11(5), 321– 334. https://doi.org/10.1080/15592 294.2016.11618

https://doi.org/10.1016/j.cell.2007.01.029
https://doi.org/10.1188/16.ONF.784-788
https://doi.org/10.1188/16.ONF.784-788
https://doi.org/10.1093/ajcn/60.6.1017S
https://doi.org/10.1093/ajcn/60.6.1017S
https://doi.org/10.1039/c9an00935c
https://doi.org/10.1039/c9an00935c
https://doi.org/10.1159/000345599
https://doi.org/10.1111/j.1467-3010.2007.00669.x
https://doi.org/10.1002/mnfr.201500436
https://doi.org/10.1080/15592294.2015.1135286
https://doi.org/10.1186/1476-511X-12-22
https://doi.org/10.1186/1476-511X-12-22
https://doi.org/10.1006/cyto.2002.2007
https://doi.org/10.1371/journal.pmed.1000252
https://doi.org/10.1371/journal.pmed.1000252
https://doi.org/10.1016/j.ijcard.2016.03.062
https://doi.org/10.1016/j.cell.2010.02.029
https://doi.org/10.1002/ibd.21912
https://doi.org/10.1002/ibd.21912
https://doi.org/10.1016/j.bcp.2017.06.128
https://doi.org/10.3945/ajcn.116.143164
https://doi.org/10.3945/ajcn.116.143164
https://doi.org/10.1038/nri2015
https://doi.org/10.1016/j.nbd.2008.09.010
https://doi.org/10.1093/ajcn/84.2.289
https://doi.org/10.1093/ajcn/84.2.289
https://doi.org/10.1158/1940-6207.CAPR-13-0131
https://doi.org/10.1093/aje/kwr140
https://doi.org/10.1093/aje/kwr140
https://doi.org/10.1186/s13148-018-0480-5
https://doi.org/10.1186/s13148-018-0480-5
https://doi.org/10.1017/S000711451200155
https://doi.org/10.1186/1476-511X-13-154
https://doi.org/10.1080/15592294.2016.11618


12 of 12 |   HUSSEY Et al.

Simopoulos, A. (2016). An increase in the omega- 6/omega- 3 fatty acid 
ratio increases the risk for obesity. Nutrients, 8, 128. https://doi.
org/10.3390/nu803 0128

Sullivan, K. E., Reddy, A. B., Dietzmann, K., Suriano, A. R., 
Kocieda, V. P., Stewart, M., & Bhatia, M. (2007). Epigenetic 
regulation of tumor necrosis factor alpha. Molecular and 
Cellular Biology, 27(14), 5147– 5160. https://doi.org/10.1128/
MCB.02429 - 06

Vilček, J., & Lee, T. H. (1991). Tumor necrosis factor. New insights 
into the molecular mechanisms of its multiple actions. Journal of 
Biological Chemistry, 266, 7313– 7316.

Voisin, S., Almén, M. S., Moschonis, G., Chrousos, G. P., Manios, Y., 
& Schiöth, H. B. (2015). Dietary fat quality impacts genome- wide 
DNA methylation patterns in a cross- sectional study of Greek pre-
adolescents. European Journal of Human Genetics, 23(5), 654– 
662. https://doi.org/10.1038/ejhg.2014.139

Weldon, S. M., Mullen, A. C., Loscher, C. E., Hurley, L. A., & 
Roche, H. M. (2007). Docosahexaenoic acid induces an anti- 
inflammatory profile in lipopolysaccharide- stimulated human 
THP- 1 macrophages more effectively than eicosapentaenoic acid. 
The Journal of Nutritional Biochemistry, 18(4), 250– 258. https://
doi.org/10.1016/j.jnutb io.2006.04.003

How to cite this article: Hussey B, Steel RP, Gyimah 
B, et al. DNA methylation of tumour necrosis factor 
(TNF) alpha gene is associated with specific blood fatty 
acid levels in a gender- specific manner. Mol Genet 
Genomic Med. 2021;9:e1679. https://doi.org/10.1002/
mgg3.1679

https://doi.org/10.3390/nu8030128
https://doi.org/10.3390/nu8030128
https://doi.org/10.1128/MCB.02429-06
https://doi.org/10.1128/MCB.02429-06
https://doi.org/10.1038/ejhg.2014.139
https://doi.org/10.1016/j.jnutbio.2006.04.003
https://doi.org/10.1016/j.jnutbio.2006.04.003
https://doi.org/10.1002/mgg3.1679
https://doi.org/10.1002/mgg3.1679

