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Abstract
Background: The pathoetiology of systemic lupus eryth-
ematosus (SLE) involves a multifactorial interaction consist-
ing of various genetic, epigenetic, and environmental factors.
Considering epigenetic characteristics, notable alterations in
DNA methylation, particularly hypomethylation in immune-
related pathways, such as T-cell receptor, have been ob-
served. In turn, these alterations are associated with the
overexpression of genes related to autoimmunity and a loss
of immunological self-tolerance. Furthermore, DNA hypo-
methylation levels in SLE may contribute to disease pro-
gression and also impact disease activity and clinical mani-
festations. Summary: It is well established that nutritional
epigenetics elucidates the role of nutrition and dietary factors

on the interactions of metabolic systems with the molecules
that bind to DNA, regulating gene expression. Specific nu-
tritional interventions may reverse initial epigenetic patterns,
thereby significantly impacting the chronic disease’s treat-
ment and prognosis. In fact, dietary nutrients and bioactive
food compounds may influence DNA methylation patterns
by inhibiting enzymes related to DNA methylation reactions
or by altering the availability of different substrates involved
in DNA methylation process (e.g., methyl donor nutrients).
Key Message: The knowledge of how diet plays a role in
changing DNA methylation patterns in SLE is in the early
stages. While a few studies in the literature have assessed the
effects of nutrient intake, supplementation, or treatment on
DNA methylation levels and have demonstrated their rele-
vance, further research is imperative to deepen our com-
prehension of the interactions between epigenetics and
nutrients, which is vital for the development of novel pre-
cision nutrition approaches. © 2024 The Author(s).
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Introduction

Systemic lupus erythematosus (SLE) is an autoimmune
disease affecting thousands of people worldwide [1]. SLE
is characterized by autoantibody production and dysre-
gulated immune cell activation [2] which, in turn, leads to
an important chronic inflammation marked by an
exacerbated level of pro-inflammatory cytokines [3]. This
pro-inflammatory state causes damage to tissue and
organs, including the skin, joints, kidneys, central ner-
vous system, myocardium, and others [4], resulting in
diverse and heterogeneous clinical manifestations such as
neurological, renal, hematological, and immunological
symptoms [3, 5]. Additionally, patients with SLE face a
significantly increased risk of cardiovascular diseases [6].
SLE-related systemic inflammation, use of medications
such as glucocorticoids, obesity, insulin resistance, and
metabolic syndrome may explain the accelerated risk of
atherosclerosis in SLE and are involved in the develop-
ment of cardiovascular diseases [7, 8]. Impaired insulin
action and obesity per se are associated with a heightened
inflammatory response, which contributes to the for-
mation of plaques through the accumulation of lipids,
calcium, and other elements in the artery walls, causing
endothelial damage and, consequently, atherosclero-
sis [8, 9].

SLE disease pathoetiology involves complex and
multifactorial interactions between various genetic,
epigenetic, and environmental factors [10]. Genome-
wide association studies have identified over 100 sus-
ceptibility loci that predispose individuals to SLE [11,
12]. Beyond inherited genetic predisposition, emerging
literature shows that epigenetic modifications mediated
by sex, hormones, and their interaction with envi-
ronmental exposures and psychological factors may
account for disease susceptibility and clinical mani-
festations [13, 14] (shown in Fig. 1). Epigenetics en-
compasses the changes around or above DNA that do
not affect the sequence of nucleotides but modulate
gene expression [15]. These changes include DNA
methylation and non-covalent histone modifications
(e.g., methylation, acetylation), as well as microRNA
expression [16].

In brief, DNA methylation consists of the addition of
methyl (-CH3) groups at the carbon-5 position of cy-
tosine by DNA methyltransferases (DNMTs) enzymes,
usually at 5-C-phosphate-G-3 (CpG) sites [17, 18].
These sites are unevenly distributed throughout the
genome, forming CpG island [18]. Canonical methyl-
ation influences DNA transcription [17] and regulates
gene expression of diverse metabolic pathways [19].

Unmethylated CpG sites in gene promoters create a state
of “permissive” chromatin, facilitating the recruitment
of transcription factors by destabilizing nucleosomes
[19]. Moreover, DNA methylation promotes gene si-
lencing by direct inhibition of transcription factors or
events mediated by transcriptional methyl-CpG binding
domain proteins that recruit methylated DNAmediators
of chromatin [20]. In SLE, one of the most common
mechanisms related to epigenetic dysregulation involves
DNA methylation [20]. Studies in which DNA meth-
ylation patterns were examined in SLE patients date
back to 1990 and generally show global DNA hypo-
methylation in both T and B cells [21, 22]. The canonical
DNA hypomethylation in hyper-reactive CD4+ T cells
may increase pro-inflammatory gene expression and
consequently induce immune response, which correlates
with disease activity [23, 24]. Additionally, there is some
evidence that low expression of DNMTs is a primary
cause for the reduced global DNA methylome in
SLE [25].

SLE management strategies depend on the organ
system involved and disease activity, requiring a multi-
disciplinary approach. The main medications used
include antimalarial drugs in maintenance phases (e.g.,
hydroxychloroquine) and glucocorticoids in acute phases
[26]. Moreover, lifestyle modifications addressing risk
factors form the basis of SLE management [27]. In this
sense, dietary approaches appear to be an effective tool to
control the disease inflammatory profile and the com-
plications derived from per se therapy [14]. In addition, a
dietary pattern to prevent/control the increased risk of
cardiovascular diseases may be beneficial for these pa-
tients [28]. Some nutrients with immunomodulatory and
antioxidant capacity, as well as anti-cardiometabolic di-
etary patterns, could reduce SLE severity and organ
damage [29]. Available literature has shown that a diet
with high contents of fiber, mono/polyunsaturated fatty
acids, vitamins, minerals (especially those with antioxi-
dant activity), and polyphenols can modify disease ac-
tivity by modulating the inflammation and immune
functions of SLE [30]. Several studies showed the positive
effects of N-3 PUFA consumption on autoimmune
conditions, including improved endothelial function,
disease activity, and inflammatory state related to SLE
[31–33]. Also, vitamin D status (deficiency or insuffi-
ciency) has been related to SLE incidence or exacerbation,
and its supplementation may potentially reduce inflam-
matory and hemostatic markers [34, 35]. Conversely, a
cross-sectional study suggested that high consumption of
free sugars may have negative impacts on SLE disease
activity and its complications [36]. Furthermore, nutrition
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is one of the most accessible external factors capable of
influencing DNA methylation patterns [37]. Some nu-
trients and other dietary components may modify epi-
genetic machinery and, consequently, modulate gene ex-
pression and associated metabolic responses [38]. For
example, folic acid, vitamin B12, betaine, choline, and
methionine are micronutrients involved in one-carbon
metabolism acting as methyl donor agents or as coen-
zymes regulating methyl transfer for DNA methylation
reactions [39]. The intake of these micronutrients in the
diet (natural and fortified foods) or through supplements is
critical to epigenetic remodeling [40].

Despite growing knowledge about the importance of
epigenetics in SLE prevention and management and their
relation with disease activity, there is an incomplete
understanding of nutritional epigenetic moderators in
SLE. Based on this perspective, this narrative and
descriptive review aimed to summarize the current state
of knowledge regarding the role of diet, particularly

dietary methyl donor intake, on DNA methylation pat-
terns in SLE disease and suggest future perspectives in
SLE management using precision nutrition.

Nutri-Epigenomics

Dietary nutrients and bioactive food compounds
may influence DNA methylation patterns, either by
directly inhibiting enzymes that catalyze DNA meth-
ylation (e.g., DNMT) or by altering the availability of
different substrates involved in epigenetic mechanisms,
such as methyl groups [41]. Accordingly, nutri-
epigenomics aims to understand the role of nutrition
and dietary factors in the interactions of metabolic
systems with molecules that bind to DNA and control
gene expression levels [38]. Previous evidence has in-
dicated that dietary and lifestyle habits can impact
human gene expression, and the intake of certain

Fig. 1. Epigenetic events and lupus manifestations. DNMT, DNAmethyltransferase; INF, interferon; TNF, tumor
necrosis factor; IL, interleukin; BAFF, B-cell activating factor; NETs, neutrophil extracellular traps.
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vitamins and minerals through diet, supplementation,
and/or fortification may modulate gene expression at
the epigenome level [41].

In this context, the diet provides methyl donor nutrients
capable of modifying DNAmethylation and, consequently,
gene expression [41]. Folic acid, vitamin B12, betaine,
choline, and methionine are all involved in one-carbon
metabolism, being precursors of the universal methyl donor
S-adenosylmethionine (SAM) [41, 42]. The synthesis of
SAM is part of the methionine cycle. DNMTs are re-
sponsible for transferring methyl groups from SAM to the
carbon-5 position of cytosine bases, generating 5-
methylcytosine [43, 44], and converting SAM to
S-adenosylhomocysteine [45]. S-adenosylhomocysteine is
then transformed into homocysteine, and methyl groups
may be used for remethylation of homocysteine to produce
methionine [45, 46]. Thus, the intake of these nutrients by
diet (natural and fortified foods) or through supplements is
critical to epigenetic remodeling [42, 47]. Their altered
consumption can modify DNA methylation levels both
globally and in the promoter regions of disease-related
genes [44]. For example, it was observed that folic acid
supplementation (400 μg/day during 10 weeks) increased
global DNA methylation in human leukocytes [48]. In
addition, a long-term supplementation study (400 μg of
folic acid and 500 μg of vitamin B12 during 2 years) in
elderly subjects evidenced changes in DNA methylation
level of DIRAS3 (distinct subgroup of the ras family
member) family genes, ARMC8 (armadillo repeat con-
taining 8), and NODAL (nodal growth differentiation
factor) genes, which are implicated in carcinogenesis
pathways [47]. Additionally, an experimental study (in
Sprague-Dawley rats) that evaluated the effects of maternal
betaine supplementation (10 g/kg of chon) showed a hy-
permethylation on the Igf-1 (insulin-like growth factor 1)
gene in the liver of first-generation offspring [20]. Also,
some evidence has indicated that dietary bioactive com-
pounds act as negative regulators of several inflammatory
pathways, in which underlying mechanisms by these nu-
trients affect metabolic traits related to epigenetic modi-
fications [49]. Dietary compounds such as curcumin have
been shown to change DNA methylation patterns by al-
tering SAM levels [50] or by inhibiting DNMT activity [51].

Moreover, recent studies have increasingly delineated
mechanisms by which dietary patterns play an important
role in responses to epigenetic machinery. It is known that
a high-fat diet can affect DNA activity through epigenetic
modifications that include histone and DNA methylation
[52]. Likewise, the Mediterranean diet has been associated
with changes in the epigenome through DNAmethylation
in genes related to immunocompetence and inflammation

[53]. In this sense, N-3 PUFA supplementation has been
associated with differentially methylated CpG sites related
to inflammatory and immune responses [54]. For example,
a study conducted by Arpon et al. [55] showed that a
Mediterranean diet supplemented with extra virgin olive
oil was associated with differential methylation of
inflammation-related genes in humans.

Epigenetic Alterations in SLE: Current Evidence

Several studies have provided evidence of potential DNA
methylation alterations related to SLE onset, disease activity,
and clinical manifestations. Among these changes in the
epigenetic machinery, DNA hypomethylation is the most
studied [21, 22, 27]. In an effort to establish a link between
epigenetic dysregulation and the pathogenic roles of T and
B cells in SLE pathoetiology, some studies have demon-
strated a dysregulation of DNA methylation profiles related
to the overexpression of some key genes in immune
pathways [21, 22]. Consequently, many studies evaluated
whether DNA methylation levels differ between individuals
with SLE compared to healthy controls, leading to the
identification of specific genes that may affect SLE risk and
disease manifestations [20, 56, 57]. The first study in the
context of epigenetics and SLE investigated the DNA
methylation profiles of peripheral blood mononuclear cells
from genetically identical monozygotic twins discordant for
the disease’s development and revealed 49 regions exhibiting
DNA hypomethylation in SLE patients [58]. Subsequently,
important studies have described global DNA hypo-
methylation in multiple immune cell types, including genes
in CD4+ T cells involved in the type I interferon (IFN)
pathway, autoantibody production, and tissue damage [13,
59]; genes regulating B-cell activation and autoantibody
production [60, 61]; and genes in neutrophils [62]. Taking
into account that modifications in DNA methylation can
influence gene expression, the hypomethylation in immune-
related genes may play an important role in SLE. For ex-
ample, the cluster of differentiation 70 (CD70) (encoded by
gene TNFSF7) is a cellular ligand for the tumor necrosis
factor (TNF) receptor family member CD27 on B cells. Its
hypomethylation and consequent overexpression in T cells
of SLE patients result in B-cell overstimulation and IgG
overexpression and production [63].

In general, some cytokine genes are hypomethylated in
CD4+ T cells of SLE patients, resulting in increased
protein expression (including IL-4, IL-6, IL-10, IL-13, and
IL-17A), tissue damage, and/or (auto)antibody produc-
tion [22, 64]. Compared to healthy controls, IL-10 and IL-
13 genes in CD4+ T cells were hypomethylated in SLE
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patients, which led to increased mRNA expression and,
consequently, elevated protein levels in serum [65].
Improvement in IL-10 and IL-13 expression allows STAT
family transcription factor binding (STAT3 and STAT5)
recruitment which, in turn, co-recruits the transcriptional
coactivator p300. Due to its histone acetylase activity,
p300 supports chromatin decompaction through H3K18
acetylation, increasing gene expression [64, 66]. Fur-
thermore, the transcription factor cyclic adenosine-
mono-phosphate and response element regulator
(CREM) are overexpressed in the T cells of SLE patients
and contribute to effector T-cell generation and altered
cytokine expression. At the same time, CREMa co-
recruits DNMT3 to the IL-2 gene, resulting in DNA
hypermethylation and promotion of DNA demethylation
of the IL-17A gene. This transcription factor is involved in
coordinating histone acetylation in effector T cells [67] by
inducing H3K18 acetylation in the IL-17A gene and
decreasing H3K18ac in the IL-2 gene [68]. In addition,
other authors demonstrated that interferon genes, in-
cluding interferon (IFN)-induced protein 44-like
(IFI44L), myxovirus resistance protein 1 (MX1), signal
transducer and activator of transcription 1 (STAT1), bone
marrow stromal cell antigen 2 (BST2), and tripartite motif
containing 22 (TRIM22), are hypomethylated in SLE
patients [68].

Moreover, although less studied, global DNA hypo-
methylation in B cells has been described and associated
with autoreactivity [69–71]. Most of the genes are in-
volved in signaling through interferon [67, 72]; however,
some authors reported hypomethylation of the IFI44L,
Programmed Cell Death Protein (PDCD1), and sprouty
RTK signaling antagonist 2 (SPRY2) genes [69]. Specif-
ically, a study comparing patients with SLE and control
individuals identified highly significant methylation
differences at autosomal CpGs in B cells [23].

Considering disease activity, a study comparing DNA
methylome changes in peripheral blood mononuclear cells
from patients with SLE demonstrated that those with an
Systemic Lupus Erythematosus Disease Activity Index
(SLEDAI) >6 had a higher number of hypomethylated CpG
sites, specifically in sites associated with IFN-related genes,
when compared SLE patients with an SLEDAI ≤6. These
results suggest that DNAmethylation levels may play a role
in the progression of this autoimmune disease [73].

DNA hypomethylation related to SLE can be a con-
sequence of a decrease in methylation or/and an increase
in demethylation activity. For example, compared to
healthy individuals, significantly lower DNMT1 and
DNMT3A expression was observed in SLE patients [74].
As a consequence of these lower levels of DNMT1, the

DNA methylation patterns are not totally copied from
parent to daughter cells during mitosis, resulting in DNA
demethylation. Moreover, DNMT1 activity is also con-
trolled by the mitogen-activated protein kinase/ERK
(MAPK/ERK) signaling pathway, and an impairment
of this pathway may lead to DNA demethylation, con-
tributing to SLE pathoetiology [61, 75]. In addition, many
environmental factors have previously been implicated as
possible modulators of DNA methylation. It is already
evidenced that oxidative stress, smoking, infections, metal
exposure, air pollution can reduce DNMT1 levels in
T cells and, as a consequence, cause demethylation and
overexpression of immune-related genes [76]. Previously,
evidence from SLE patients showed increased oxidative
stress related to disease condition [77, 78], which may
promote a deregulation of the ERK signaling pathway,
leading to DNMT1 downregulation and global DNA
hypomethylation in T cells [76, 77]. Additionally, it is
important to highlight that SLE medications can alter
DNA methylation levels. A study that investigated the
effect of prescribed medications for SLE on DNA
methylation profiles showed differentially methylated
CpG sites associated with glucocorticoid use [57].

Nutri-Epigenomics in SLE: Literature Results Concerning
DNA Methylation

Among the environmental factors that modulate the
onset and progression of SLE, diet plays a critical role, and
nutrients are capable of altering the immune response.
The host’s metabolic status, which highly depends on
diet, can promote or prevent the development of immune
abnormalities manifesting with varied symptoms and/or
organ involvement that depend on genetic and epigenetic
backgrounds and additional factors [64, 67, 72]. In this
sense, some studies have demonstrated the role of im-
portant micronutrients, mainly methyl donors, in DNA
methylation levels across human conditions [79, 80].
However, despite the growing number of studies focusing
on the disease and related nutritional aspects in the
clinical improvement of patients with SLE, only five
studies evaluating DNA methylation levels have been
published (Table 1). Three studies were conducted in
animal models of lupus and investigated the impact of
methyl donor micronutrient [81], high salt concentra-
tions [82], and isoflavone source [83] on DNA methyl-
ation levels. Another study conducted an in vitro analysis
in CD4+ T cells isolated from lupus patients and ex-
amined the effect of different levels of methionine
treatment [84]. Finally, another study examined the
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association between dietary methyl donor nutrients and
CD40L methylation levels in patients with SLE [85].

A study with a transgenic SLE mouse model showed
that dietary micronutrients which affect DNA methyla-
tion could exacerbate or ameliorate SLE disease through
epigenetic modulation. Mice with a doxycycline-
inducible Erk defect bred into lupus-resistant (C57BL/
6) or lupus-susceptible (C57BL/6xSJL) strains were fed
diets with varying concentrations of methyl donor mi-
cronutrients (betaine, methionine, choline, folic acid,
vitamin B2, B6, B12, and zinc). As an important result,
the authors observed that a diet with low levels of methyl
donors and cofactors, in conjunction with impaired Erk
signaling, instigated a hypomethylation in the CD40lg
gene of CD4+ T cells. Moreover, a diet enriched in methyl
donors and cofactors prevented DNA demethylation in
this region and improved both the autoantibody response
and kidney disease. These results underscored that, de-
spite genetic susceptibility, SLE severity can be influenced
by nongenetic factors that affect DNA methylation such
as methyl donor intake [81].

In another study, it was reported that a high-salt diet
was associated with an increased disease activity in lupus-
prone MRL/lpr mice. Animals received a sodium-rich
chow diet containing 4% NaCl and tap water containing
1% NaCl ad libitum every day. This increase was me-
diated by an epigenetic mechanism on the pro-
inflammatory profile of Th17 and Th1 cells. Treatment
with NaCl in CD4+ T cells promoted DNA hypo-

methylation and increased DNA hydroxymethylation
levels of genes involved in immune responses (T-cell
activation and differentiation) [82].

Considering bioactive food compounds, genetically
lupus-prone MRL/lpr mice were fed with different diets
varying in protein source (entirely from casein, entirely
from soybean, or from a mix of fish, soybean, and alfalfa)
that resulted in altered phytoestrogen (isoflavone) con-
tent between diets. The authors observed higher levels of
lupus-associated miR-148a and miR-183 in mice fed diets
based on soybean. In addition, the authors showed an
increase in global DNA methylation levels and in Dnmt1
expression in those mice fed with diets based on soybean
after lipopolysaccharide-induced inflammation [83].

In another study, CD4+ T cells from lupus patients and
controls were stimulated with phytohemagglutinin and then
cultured in custom media with normal or low methionine
levels. The authors reported that decreasing methionine
levels promoted a significant increase in the expression of
methylation-sensitive genes (e.g., CD70 and killer cell
immunoglobulin-like receptors [KIR]) in CD4+ T cells from
lupus patients. The authors suggested that the low methi-
onine levels in cell media may inhibit DNA methylation in
CD4+ T cells, activating expression of the KIR gene family
through demethylation of regulatory elements [84].

A cross-sectional study investigated possible associations of
methyl donor micronutrient intake of female SLE patients
through the analysis of the food frequency questionnaire and
the methylation levels of the CD40L promotor in T cells.

Table 1. Dietary components and epigenetic events in SLE

Nutrient/
bioactive
compound

Model system Epigenetic effects Reference

Methyl donors
nutrients

Transgenic mouse
model

Low levels of methyl donors and cofactors, together with
impaired Erk signaling, instigated a hypomethylation in
Cd40l gene

Strickland et al. [81],
2013

Methyl-poor diet In vitro models of CD4+
T cells from SLE patients

Low transmethylation micronutrient levels can increase
expression of methylation-sensitive T-cell genes

Ray et al. [84], 2018

High-salt diet Lupus-prone MRL/lpr
mice

Treatment with NaCl promoted DNA hypomethylation and
increased DNA hydroxymethylation levels of genes
involved in immune responses

Wu et al. [82], 2016

Dietary protein
source

Lupus-prone MRL/lpr
mice

Type of dietary isoflavone of diet was related to non-
condign RNA expression and DNA methylation levels

Edwards et al. [83],
2017

Methyl donor
micronutrient
intake

Female SLE patients An increase in methionine, choline, and cysteine intake
were associated with methylation levels of the e CD40L
gene

Vordenbäumen et al.
[85], 2021

SLE, systemic lupus erythematosus.
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Methionine, choline, and cysteine intake were associated with
higher methylation levels of the CD40L gene. For example, an
increase of 168 mg choline per day was associated with a 10%
higher methylation level of CD40L promotor. Also, daily
intake of dietary products with the highest content of me-
thionine (e.g., meat, ice cream, white bread, and cooked
potatoes) was associated with an increase in mean CD40L
methylation ormethylation of specific CpG site (CpG17) [85].

Future Perspectives on Precision Nutrition

Despite the therapeutic potential of diet and its in-
volvement in the inflammation process of autoimmune
diseases, there is currently no consensus about specific di-
etary recommendations for the attenuation of clinical
manifestation in SLE patients. Precision nutrition is an
important part of precision medicine that considers genetic
and epigenetic information and environmental conditions
[49] and drives nutrition strategies for disease prevention,
management, and treatment focused on optimizing health
[86]. The primary goal of precision nutrition is to use dietary
interventions to preserve or ameliorate health and wellbeing
by considering genetic and epigenetic variability [87, 88].
The reversible feature of epigenetic marks has led to the
design of specific nutritional interventions aimed at re-
versing the initial epigenetic patterns, potentially impacting
disease treatment and prognosis. Nowadays, the knowledge
of how diet plays a role in changing DNA methylation,
histone patterns, and miRNA expression and how this may
translate to disease pathology is still in its early stages.

As observed above and considering the DNA hypo-
methylation profile related to SLE, most studies evaluating
epigenetic, diet/nutrient, and SLE focus on the role of methyl
donor nutrients in DNA methylation levels [83–85]. In line
with this, some authors have observed that specific metabolites
such as methionine, cysteine, choline, and vitamin B6 were
reduced in SLE patients when compared to healthy individuals
[89]. Folate depletion may lead to a decrease in SAM pro-
duction which results in DNA hypomethylation [90].
Therefore, the intake of adequate amounts of methyl donor
nutrients according toDietary Reference Intake (DRI) deserves
important attention in thenutritional recommendations to SLE
patients. Common food sources of methyl donor nutrients
including green vegetables, eggs, red meat, milk, cheese, and
yogurts should be included daily in the diet of patients with
SLE. Also, taking account of the lack of clinical trials onmethyl
donor dietary supplementation in SLE, nutrient intake ac-
cording to recommendations should be encouraged [29].

The commonly used “one-size-fits-all” diet approach
often leads to treatment failures. Nutri-epigenomic sci-

ence may help in the identification of biomarkers that
could stratify patients into clusters according to their
response to a dietary intervention (e.g., responder/non-
responder groups) or also identify whether a given in-
tervention can modulate the epigenome and conse-
quently gene expression. Thus, a better understanding of
epigenetic and nutrient interactions could assist in de-
signing new personalized nutrition approaches to more
efficiently prevent and reduce the incidence of SLE,
thereby improving a patient’s quality of life.

Conclusion

A significant body of evidence links SLE onset with
DNA methylation patterns, mainly DNA hypo-
methylation in immune-related genes. However, despite
the promising use of diet/nutrients as potential thera-
peutic tools in SLE management, altering DNA meth-
ylation machinery, and subsequently disease develop-
ment, only a few studies have evaluated these aspects. To
date, there is a gap in the literature, and further clinical
and longitudinal studies focusing on diet as a therapeutic
mediator of SLE considering epigenetics should be en-
couraged, helping the future establishment of personal-
ized dietary interventions.
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