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Simple Summary: Epigenetic modifications of the genes regulate the inflammation process that
includes the DNA methylation and histone acetylation. Sulforaphane is well known for its immunomodulatory properties. Notably, the mechanism of its anti-inflammatory functions involving
epigenetic modifications is unclear. This study highlighted the regulatory mechanism of sulforaphane
in the innate immunity responses in an acute inflammatory state employ in vivo cell culture model.
Porcine monocyte-derived dendritic cells were exposed to LPS with or without sulforaphane pretreatment for these purposes. Epigenetics modulations of the important genes and regulatory factors
were studies as well as the immune responses of the cells were vigorously studied over the period of
time. This study deciphers the mechanism of SFN in restricting the excessive inflammatory reactions,
thereby, exerting its protective and anti-inflammatory function though epigenetic mechanism.
Abstract: Inflammation is regulated by epigenetic modifications, including DNA methylation and
histone acetylation. Sulforaphane (SFN), a histone deacetylase (HDAC) inhibitor, is also a potent
immunomodulatory agent, but its anti-inflammatory functions through epigenetic modifications
remain unclear. Therefore, this study aimed to investigate the epigenetic effects of SFN in maintaining
the immunomodulatory homeostasis of innate immunity during acute inflammation. For this
purpose, SFN-induced epigenetic changes and expression levels of immune-related genes in response
to lipopolysaccharide (LPS) stimulation of monocyte-derived dendritic cells (moDCs) were analyzed.
These results demonstrated that SFN inhibited HDAC activity and caused histone H3 and H4
acetylation. SFN treatment also induced DNA demethylation in the promoter region of the MHCSLA1 gene, resulting in the upregulation of Toll-like receptor 4 (TLR4), MHC-SLA1, and inflammatory
cytokines’ expression at 6 h of LPS stimulation. Moreover, the protein levels of cytokines in the cell
culture supernatants were significantly inhibited by SFN pre-treatment followed by LPS stimulation
in a time-dependent manner, suggesting that inhibition of HDAC activity and DNA methylation by
SFN may restrict the excessive inflammatory cytokine availability in the extracellular environment.
We postulate that SFN may exert a protective and anti-inflammatory function by epigenetically
influencing signaling pathways in experimental conditions employing porcine moDCs.
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1. Introduction
The innate immune system is the first line of defense against invading pathogens.
In order to detect a microbial attack, the host relies on sentinel cells, such as dendritic
cells (DCs) and macrophages. DCs are specialized antigen-presenting cells (APCs) that are
involved in regulating immune responses [1]. The recognition and presentation of invasive
pathogens by DCs are triggered by microbe-specific motifs known as pathogen-associated
molecular patterns (PAMPs), such as lipopolysaccharide (LPS) in the case of Gram-negative
bacteria [2,3]. PAMPs are sensed by the coordinated actions of molecules called patternrecognition receptors (PRRs), such as Toll-like receptors (TLRs) [4]. TLR4 is proven to
be an important sensor for LPS [3]. Moreover, LPS-activated TLR4 triggers the mitogenactivated protein kinase (MAPK), nuclear factor-κB (NF-κB), and interferon-related factor
(IRF) signaling transduction pathways [4]. As a result, the transcription of immune genes
is induced, including cytokines, which are critical for the activation of innate and adaptive
immunity and controlling the inflammatory process [4].
Understanding of the epigenetic mechanisms behind the development and differentiation of the immune system has been advanced considerably in recent years [5]. The
mechanisms underlying immunomodulation partly depend on the epigenetic regulation
of genes related to immune response processes. Epigenetic mechanisms comprise DNA
methylation and histone acetylation, which alter gene expression either by hindering the
accessibility of chromatin at the CpG dinucleotide or by modifying the nucleosome of
DNA [6]. DNA methylation can control gene transcription including miRNAs, which
are considered to be the post-transcriptional regulators of genes [6]. Besides this, histone
acetylation modifies chromatin structure and can control DNA accessibility to transcription factors and gene expression [6]. Steady-state levels of core histone acetylation result
from the balance between the opposing activities of histone acetyltransferases and histone
deacetylases (HDACs) [7]. HDACs regulate the suppression of gene transcription via
recruitment of methylated CpG [8]. Therefore, inhibition of HDACs results in a general hyperacetylation of histones, which is followed by transcriptional activation of certain genes
through the relaxation of chromatin structure. In recent years, sulforaphane (SFN), an isothiocyanate compound derived from broccoli, has become an important natural substance
that can potentially inhibit HDAC activity [9]. Furthermore, SFN has been reported to
exhibit antioxidative, antimicrobial, anti-inflammatory, and anti-tumoral properties [10–12]
that make it a key agent in immunology. Adverse mechanisms have been reported to confer
beneficial effects on inflammation restriction with pre-treatment of SFN. SFN enhances
bacterial clearance by increasing the phagocytic activity of alveolar macrophages and
was found to be beneficial against Gram-negative bacteria infection [12,13]. A study has
suggested that SFN can inhibit T cell-mediated autoimmune disease in human APCs by impairing expression of the Th17-related cytokines interleukin (IL)-17A, IL-17F, and IL-22 [14].
Notably, these mechanisms include epigenetic changes resulting from the inhibition of
HDAC activity.
Although the anti-inflammatory properties of SFN have been reported previously,
the epigenetic mechanisms of such an effect are poorly understood. The pig is a very
close approximation species to humans in terms of anatomy, genetics, and physiology of
immune system to replicate appropriately the condition under investigation and is thought
to respond in the same way as humans to microbial infectious disease. In this study, we
have used a well-developed cell culture model [15] of porcine monocyte-derived DCs
(moDCs) in vitro, which were stimulated with a Gram-negative bacterial component LPS
to mimic a state of inflammation. This study evidences that SFN regulates inflammatory
cytokine induction through DNA methylation of TLR4 and histone acetylation, thereby
protecting porcine moDCs from apoptosis and inflammatory effect caused by LPS. The goal
of this study is to provide laboratory evidence that SFN has a potential role to epigenetically modify either the TLR4 or MHC-SLA1-mediated transcription and protein synthesis
process of cytokines during acute inflammatory conditions in a cell culture model.
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2. Materials and Methods
2.1. Ethics Statement
The research proposal and ethics were approved by the Veterinary and Food Inspection
Office, Siegburg, Germany (ref. 39600305-547/15). A total of six 35-day-old healthy
piglets (Pietrain) with no clinical symptoms or serological evidence of influenza and other
respiratory or systemic diseases were used for the study. The animals were housed in the
accredited barrier-type animal facilities at the teaching and research station of Frankenforst
farm, University of Bonn, Germany. The feeding, housing, and husbandry practices of
the animals were carried out in accordance with the recommendations of the European
Convention for Protection in accordance with the German performance testing guidelines,
observing the animal protection law [16].
2.2. Generation of moDCs
DCs were derived from cultured porcine monocytes isolated from peripheral blood
monocular cells (PBMCs) following the protocol described previously [15,17]. Briefly,
PBMCs were isolated from two porcine peripheral blood samples using Ficoll–Histopaque
medium (cat. 10771; Sigma, Germany). PBMCs were cultured in Dulbecco’s Modified
Eagle Medium (DMEM) (cat. 41966-029; Invitrogen, Darmstadt, Germany) supplemented
with 2% fetal bovine serum (FBS) (cat. 10270; Invitrogen, Germany), 500 IU/mL penicillin–
streptomycin (cat. 15140; Invitrogen, Germany), and 0.5% fungizone (cat. 15290-026;
Invitrogen, Germany) for 4 h. The non-adherent cells were removed by vacuum aspiration
and the adherent monocytes were washed twice using pre-warmed (37 ◦ C) DPBS (cat.
14190-094; Invitrogen, Germany). The cleaned monocytes were cultured in RPMI-1640
medium (cat. 21875; Invitrogen, Germany) supplemented with 10% FBS, 1000 UI/mL
penicillin–streptomycin, 1% fungizone, 20 ng/mL recombinant porcine (rp) granulocytemacrophage colony-stimulating-factor (GM-CSF) (cat. 711-PG-010; R&D System, Abingdon,
UK), and 20 ng/mL rp interleukin-4 (IL-4) (cat. 654-P4-025; R&D System, UK) for 7 days at
37 ◦ C with 5% CO2. Half of the medium was replaced every 3 days, with the fresh medium
supplemented with rp GM-CSF (20 ng/mL) and rp IL-4 (20 ng/mL). After 7 days of
incubation, the adherent moDCs were pooled and re-cultured in a new plate after counting
for the subsequent assays.
Cell treatment conditions
The cell culture and treatment conditions used in this study were described in our
previous report [15]. Briefly, moDCs were seeded in a 6-well cell culture plate with
2 × 106 cells/well and cultured in a CO2 incubator at 37 ◦ C for 24–48 h. Cells were first
exposed to 10 µM SFN for 24 h. Afterwards, the medium was replaced and 1 µg/mL
LPS (cat. # tlrl-3pelps; InvivoGen) was added. The SNF-untreated cells were used as
a control or activated with 1 µg/mL LPS. All cells (SNF-pre-treated and LPS-induced
(SNF+LPS), control (Con), and LPS-induced only (LPS)) were harvested at 1, 3, 6, 12, and
24 h post-stimulation (ps). The cells were subjected to genomic DNA, total RNA, and
protein extraction. Likewise, the cell culture supernatants were also collected at different
time points for protein investigation using enzyme-linked immunosorbent assay (ELISA).
2.3. mRNA Quantification Using Quantitative Real-Time PCR
Total mRNA from cells was extracted using an miRNeasy Mini Kit (cat. 217004, QIAGEN, Hilden, Germany), and cDNA was synthesized using an miScript II RT kit (cat.
218161, QIAGEN) from cleaned up RNA according to the manufacturer’s protocol. Quantitative real-time PCR (qRT-PCR) was performed in a StepOnePlus Real-Time PCR System
(Applied Biosystems, Foster City, CA, USA). Gene-specific primers (Table 1) were designed
using the online Primer3 Program (version 0.4.0) [18]. At the end of the PCR, a melting
curve analysis was performed to detect the specificity of the PCR. Details of the PCR
conditions have been described previously [15,17]. Each experiment was performed in triplicate and each sample was quantified in duplicate (technical replication). Relative mRNA
expression was normalized to the average of two housekeeping genes, hypoxanthine phos-
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phoribosyltransferase 1 (HPRT1) and glyceraldehyd-3-phosphat-dehydrogenase (GAPDH).
Gene expression was statistically analyzed using the comparative 2−∆∆CT method [19].
Table 1. List of primer sequences used in this study.
Gene
TLR4
MyD88
MHC-SLA1
Nrf2
STAT3
TNF-α
IL-1ß
IL-6
IL-8
CXCL2
CCL4
HPRT1
GAPDH
TLR4-met-nest
MHC-SLA1-met-nest

Primer Set
F:ATCATCCAGGAAGGTTTCCAC
R:TGTCCTCCCACTCCAGGTAG
F:CCAGTTTGTGCAGGAGATGA
R:TCACATTCCTTGCTTTCGAG
F:AGAAGGAGGGGCAGGACTAT
R:TCGTAGGCGTCCTGTCTGTA
F:GTGCCTATAAGTCCCGGTCA
R:ATGCAGAGCTTTTGCCCTTA
F:ATGCTGGAGGAGAGAATCGT
R:AGGGAATTTGACCAGCAATC
F:CCACCAACGTTTTCCTCACT
R:CCAAAATAGACCTGCCCAGA
F:GTACATGGTTGCTGCCTGAA
R:CTAGTGTGCCATGGTTTCCA
F:GGCAGAAAACAACCTGAACC
R:GTGGTGGCTTTGTCTGGATT
F:TAGGACCAGAGCCAGGAAGA
R:CAGTGGGGTCCACTCTCAAT
F:ATCCAGGACCTGAAGGTGAC
R:ATCAGTTGGCACTGCTCTTG
F:CTCTCCTCCAGCAAGACCAT
R:CAGAGGCTGCTGGTCTCATA
F:AACCTTGCTTTCCTTGGTCA
R:TCAAGGGCATAGCCTACCAC
F:ACCCAGAAGACTGTGGATGG
R:ACGCCTGCTTCACCACCTTC
F:GTATATGGAGGTTTTTAGGTTAGGG
R:TCCCTACCCTTACTCAATAAATTAAC
F:GTTTGGGGAGAAGTTGAGTAGAGT
R:AAAAAACAAAAACAAAACAAAATCC

Anneal
Temperature (◦ C)

Amplicon
Size (bp)

GenBank
Accession Number

58

235

NM_001097444.1

60

185

NM_001099923.1

60

199

NM_001097431.1

60

108

XM_003483682.1

60

159

XM_005668829.1

60

247

NM_214022.1

59

137

NM_001005149.1

58

125

NM_214399.1

60

174

NM_213997.1

60

152

NM_001001861.2

60

191

NM_213779.1

60

150

NM_001032376.2

60

247

AF017079

55

153

AY753179

58

293

AJ251829.1

F: Forward primer; R: Reverse primer; bp: base pair.

2.4. Cytokine and Chemokine Protein Production
For cytokine and chemokine investigation, moDC cell culture supernatants were
collected at 0, 1, 3, 6, 12, and 24 h after LPS treatment. Commercially available ELISA
kits were used for the quantification of the cytokines’ tumor necrosis factor alpha (TNF-α)
(cat. PRA00; R&D Systems, Abingdon, UK) and interleukin-1ß (IL-1ß) (cat. PLB00B; R&D
Systems) and the chemokine IL-8 (cat. P8000; R&D Systems) following the manufacturer’s
instructions. The optical density (OD) values were measured using a microplate reader
(ThermoMax, Ebersberg, Germany) at a wavelength of 450 nm, and the results were
calculated according to the manufacturer’s formula.
2.5. Western Blotting
Cells were harvested and lysed using the commercial AllPrep® DNA/RNA/Protein
Mini kit (cat. 80004; QIAGEN). Equal amounts of cell lysates were loaded and electrophoresed through precast gels, transferred onto nitrocellulose membranes, and confirmed with ponceau S staining [17]. Membranes were incubated with primary antibodies
specific for anti-acetylated histones H3 (H3-Ac) (cat. 06-599; Millipore, MA, USA) and
H4 (H4-Ac) (cat. 06-866; Millipore, MA, USA) and ß-actin (cat. Sc-47778; Santa Cruz
Biotechnology, Heidelberg, Germany). Then, proteins were identified with horseradish
peroxidase (HRP)-conjugated secondary antibodies (donkey anti-goat, cat. sc-2020, Santa
Cruz Biotechnology for H3 and H4; and goat anti-rabbit, sc-2004, Santa Cruz Biotechnology
for ß-actin). Mouse polyclonal anti-ß-actin antibody was used to correct minor differences
in protein loading. Finally, the specific signals were detected by chemiluminescence using
the SuperSignal West Pico Chemiluminescent Substrate (cat. 34077, Thermo Scientific,
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Dreieich, Germany). Images were acquired using Quantity One 1-D analysis software
(Bio-Rad, Feldkirchen, Germany).
2.6. Apoptosis Assay
The moDCs with or without pre-treatment with SFN for 24 h were further treated
with LPS for 24 h. Caspase-3 and -9 activities were determined from the cell lysates using
the Caspase-3/CPP32 Colorimetric Assay Kit (cat. #K106-25; BioVision, Milpitas, CA,
USA) and the Caspase-9 Colorimetric Assay Kit (cat. #K119-25; BioVision, CA, USA)
according to the manufacturer’s protocol. An amount of 100 µg of proteins was used for
each assay. The samples were measured at 405 nm in a microtiter plate reader (ThermoMax,
Ebersberg, Germany).
2.7. Methylation Analysis
Genomic DNA was isolated from each treatment group of moDCs using an AllPrep
DNA/RNA/Protein Mini Kit (cat. 80004, QIAGEN) according to the manufacturer’s
instructions. To analyze the methylation status of CpG motifs, 300 ng of genomic DNA
was bisulfite-treated using an EZ DNA Methylation-Direct Kit (cat. D5020, Zymo Research,
Irvine, CA, USA) following the manufacturer’s protocol. The promoter region of TLR4 and
MHC-SLA1 genes was applied to the online program MethPrimer to appraise the CpG
islands [20]. Primer pairs incorporated with the predicted CpG islands were designed
using PerlPrimer and Methyl Primer express Software v. 1.0 (Applied Biosystems Inc.)
(Table 1) [21]. PCR primer pairs amplified the promoter region of the candidate genes, and
the PCR amplification products were purified using the QIAquick PCR purification kit (cat.
28104, QIAGEN). Afterwards, the purified PCR products were subcloned into the pGEM-T
easy vector (cat. A1360, Promega, Madison, WI, USA). A total of 4–8 positive clones from
each sample were sequenced using the CEQ8000 sequencer system (Beckman Coulter, Brea,
CA, USA) with the M13 primers.
2.8. Statistical Analysis
In general, the technical replications were averaged. The statistical differences among
diversity treatments and time points of gene expressions, cytokine productions, acetylated
protein levels, and HDAC activities were evaluated using the SAS software package v.
9.2 (SAS Institute, Cary, NC, USA). For this purpose, the general linear model (GLM)
and analysis of variance (ANOVA) statistics were implemented. Moreover, pairwise
comparisons of gene expression levels and cytokine productions were performed between
the time points and treatment groups using Tukey’s multiple comparisons test. The data
were expressed as means ± standard deviations (SD) or least squared means (LS means)
+ standard error (SE). p < 0.05 (* and small letters), p < 0.01 (** and capital letters), and
p < 0.001 (***) were considered as statistically significant.
3. Results
3.1. SFN Induced Histone Acetylation and Inhibited HDAC Activity
The effect of SFN pre-treatment on HDAC activity was investigated in either unstimulated or LPS-stimulated moDCs, which represent normal and inflammatory states,
respectively. The results showed that pre-incubation of moDCs with SFN remarkably
suppressed LPS-induced inhibition of HDAC activity (Figure 1A). The protein analysis
also indicated that all single SFN and LPS treatment groups significantly deregulated both
acetylated H3 and acetylated H4 production (Figure 1B,C). Moreover, SFN pre-treatment
enhanced LPS-induced histone H3, but not H4, acetylation (Figure 1B,C).
3.2. Promoter Region Methylation of TLR4 Was Inhibited by SFN in LPS-Treated moDCs
In order to understand how SFN epigenetically affects LPS-activated TLR4 signaling,
we assessed epigenetic-related DNA methylation in the gene body of the TLR4 gene
(Figure 2). The analysis of the DNA methylation pattern was performed with LPS-induced
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inflammatory moDCs with or without pre-treatment with SFN. We first investigated gene
expression under the combined treatment of SFN and LPS. TLR4 gene expression was
quantified at 24 h (Figure 2A). Additionally, to elucidate whether TLR4 activation induced
by SFN and LPS affects MyD88 signaling, we quantified the effect of combined treatment
with SFN and LPS in moDCs by the expression of low and high levels of MyD88 in a timedependent manner (0, 1, 3, 6, 12, and 24 h post-stimulation (ps)) (Figure 2B). TLR4 mRNA
was significantly upregulated in all cases, and the pre-treatment with SFN remarkably
enhanced LPS-induced TLR4 expression (Figure 2A). SFN pre-treatment significantly
inhibited LPS-induced MyD88 gene expression between 1 and 3 h of LPS stimulation.
Surprisingly, SFN significantly enhanced LPS-induced MyD88 gene expression after 6 h of
LPS challenge, which remained constant until 24 h (Figure 2B).
To further address whether the alterations in the expression of these two genes were
interfered with by epigenetic modification, the DNA methylation status was determined in
the presence of SFN and LPS treatment. According to a previous study [15] on alterations
in LPS-induced DNMT1 and DNMT3α by SFN, 10 CpG motifs were plotted in the CpG
island (Figure 2C) next to the first exon of the porcine TLR4 region. Additionally, the DNA
methylation status was examined using bisulfite sequencing in the case of SFN, LPS, and
SFN+LPS treatment groups. The results showed that the number of methylated motifs
was distinctly higher in the SFN- and SFN+LPS-treated moDCs compared to those in the
LPS- and Con-treated moDCs (Figure 2D). LPS partly demethylated the SFN-induced
DNA methylation in the SFN+LPS group (Figure 2D). Interestingly, LPS also induced DNA
methylation of the TLR4 gene in porcine moDCs (Figure 2D). However, DNA methylation
seems to have no direct effect on the expression of TLR4 mRNA in porcine moDCs.
3.3. SFN Pre-Treatment Followed by LPS Treatment Restored DNA Methylation in the Promoter
Region of MHC-SLA1 Gene
Besides the TLR4 gene, the promoter region and CpG-rich regions of another essential
immune mediator gene, MHC-SLA1, were also analyzed for gene expression and DNA
methylation (Figure 3). The qRT-PCR results showed that MHC-SLA1 gene expression was
significantly upregulated in the SFN-pre-treated moDCs at 0 h and between 6 and 12 h ps
(Figure 3A). Interestingly, the pre-treatment with SFN significantly inhibited LPS-induced
MHC-SLA1 gene expression between 1 and 3 h of LPS stimulation, whereas LPS-induced
expression of the MHC-SLA1 gene was remarkably regained in the SFN-pre-treated group
between 6 and 12 h of LPS stimulation (Figure 3A). The DNA methylation patterns of
21 CpG motifs in the MHC-SLA1 gene promoter region were analyzed using bisulfite
sequencing after 24 h of SFN and LPS treatment (Figure 3B). All of the treatment groups
were found to be more highly methylated compared to the control group (Figure 3C).
Notably, the outcomes of the limited samples showed that combined treatment with SFN
and LPS suppressed DNA methylation in response to LPS exposure in the MHC-SLA1
promoter region in porcine moDCs (Figure 3C).
3.4. SFN Pre-Treatment Inhibited LPS-Induced Cell Apoptosis
To investigate whether apoptosis is involved in LPS-induced porcine moDCs, SFNinduced cell death and the effects of SFN pre-incubation on LPS-induced inflammatory
cells were assessed. The results showed that SFN significantly induced caspase-3 and
caspase-9 activities (Figure 4A,B). LPS significantly induced caspase-9 gene expression
(Figure 4B). Importantly, SFN pre-treatment significantly inhibited caspase-3 and caspase-9
mRNA expression in LPS-induced porcine moDCs (Figure 4A,B). On the other hand, the
LPS treatment showed no difference in caspase-3 activity compared to the control group
(Figure 4A).
3.5. SFN Dynamically Regulated LPS-Induced Nrf2 and STAT3 Gene Expression
The expression of transcription factors (Nrf2 and STAT3) was quantified using qRTPCR in LPS-stimulated moDCs at 0, 1, 3, 6, 12, and 24 h ps with or without SFN pretreatment. SFN significantly inhibited LPS-induced upregulation of Nrf2 gene expression
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at 3 h ps, whereas the effect of SFN on the gene expression of Nrf2 was reversed at 6 h
ps with LPS (Figure 5A). On the other hand, SFN significantly inhibited LPS-induced
STAT3 gene expression at 1 h ps with LPS, but the expression of STAT3 was significantly
upregulated at 6 h ps with LPS (Figure 5B).
3.6. SFN Significantly Inhibited LPS-Induced Pro-Inflammatory Cytokine Secretion
The effects of SFN and LPS combined treatment on the induction of pro-inflammatory
cytokine production were determined using qRT-PCR and ELISA. The results indicated
that SFN pre-treatment significantly downregulated mRNA expression of the inflammatory cytokines tumor necrosis factor (TNF)-α, IL-1ß, IL-8, and IL-6 at 3 h ps with LPS
(Figure 6A,C,E,G). However, the expression levels of these genes were upregulated between 6 and 24 h ps with LPS, except in the case of IL-6, which was upregulated at 12 and
24 h ps. Additionally, the protein levels of TNF-α (Figure 6B), IL-1ß (Figure 6D), and IL-8
(Figure 6E) showed that the HDAC inhibitor SFN significantly inhibited the production of
these inflammatory cytokines in a time-dependent manner in the case of LPS stimulation.
3.7. SFN Dynamically Regulated LPS-Induced CXCL2 and CCL4 mRNA Expression Levels
In order to further clarify the effect of SFN treatment on the LPS-induced inflammatory
phenotypic plasticity of moDCs, chemokine genes’ (CXCL2 and CCL4) expression levels
were determined at 0, 1, 3, 6, 12, and 24 h ps with LPS. The results revealed that SFN pretreatment significantly inhibited the expression levels of CXCL2 and CCL4 genes between 1
and 3 h ps with LPS (Figure 7A,B), whereas it restored the expression levels of LPS-induced
CXCL2 and CCL4 mRNA between 6 and 24 h ps (Figure 7A,B).
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both global and local histone acetylation in human cells and peripheral blood monocular
cells (PBMCs) [28], its anti-inflammatory response mechanism via the HDAC function
remains unknown. Chemical inhibition of HDAC6 has been shown to inhibit the formation
of the MyD88-TRAF6 signaling complex and represses pro-inflammatory gene expression
in macrophages and dendritic cells [15,29]. Negative regulation of the TLR4 signaling
pathway by HDAC6 occurred under the mechanism of reversible acetylation of the key
adaptor MyD88 [15,28] On the basis of these findings, we postulate that the inhibition of
HDAC activity is accompanied by a global increase in histone H3 and H4 acetylation. SFN
may induce a difference in the extent of accumulation of acetylated histones in the absence
or presence of LPS stimulation. Notably, the distinct classes of HDACs act as either positive
or negative regulators of the innate immune response via TLR signaling. Therefore, in this
study, the different effects of SFN on HDAC activity indicate that LPS-induced inflammatory moDCs may have a greater ability to resist the downstream effect of HDAC inhibition,
thereby accumulating greater amounts of acetylated histones than the control moDCs
do [30]. Moreover, the inhibition of LPS-induced HDAC activity may target epigenetic
alterations in the early stage of the acute inflammatory process in order to prevent excessive
inflammatory cytokine expression. Interestingly, while SFN suppresses TLR4 signaling
downstream gene expression levels at the early stage of LPS stimulation, it enhances gene
expression at 6 h ps with LPS. However, the ability and molecular mechanism of SFN to
epigenetically regulate immune genes in porcine moDCs are largely unknown. We focused
on the capability and epigenetic modifications of SFN in LPS-stimulated TLR4 signaling
transduction and TLR4-induced cell surface molecule MHC-SLA1 expression. Previously, it
has been reported that SFN inhibited LPS-induced TLR4 expression by blocking oligomerization [31]. We found that in the case of SFN pre-treatment, LPS-induced TLR4 gene
expression was not always inhibited within 24 h of stimulation [15]. Therefore, we postulate that SFN-induced epigenetic modulations may not only inhibit HDAC enzymes but
are also involved in DNA methylation [32]. Additionally, this study aimed to investigate
the effects of SFN pre-treatment on the DNA methylation status of TLR4 and MHC-SLA1,
either in the promoter or in the gene body, as well as to elucidate how DNA methylation of
both genes regulates the relative gene expression in porcine moDCs. For this purpose, the
methylation status of the CpG island in the TLR4 gene body in response to LPS stimulation
as well as in control moDCs was determined. Notably, porcine TLR4 does not contain
the repeat CpG sequence dinucleotide and does not present a typical CpG island (very
scarce CpG sites) in the promoter region nor in the first exon. In this study, methylated
CpG motifs were detected in the gene body of TLR4, which occurred in both LPS and SFN
treatment groups. It was previously reported that LPS-induced TLR4 promoter methylation
in human epithelial cells contributes to maintaining homeostasis by regulating mucosal
inflammation in the gut [33]. The effects of the inflammation-induced DNA methylation
could vary according to different cell types, tissues, species, and stimuli. We found that the
alteration of DNA methylation by SFN pre-treatment in the gene body of TLR4 occurred
at 24 h ps with LPS. It is necessary to point out that the CpG island of TLR4 is far away
from the functional promoter region, and the CpG island does not exist in the first exon.
Thus, the SFN- or LPS-induced DNA methylation of TLR4 may not always influence the
downstream immune-related gene expression. Therefore, in order to further confirm the
epigenetic modulations of SFN on the innate immune response in porcine moDCs, next we
investigated another crucial cell surface molecule, MHC-SLA1, and its gene expression. In
contrast to the TLR4 gene, the promoter of MHC-SLA1 contains a repeat sequence of CpG
motifs and a typical CpG island containing two critical transcriptional sites for NF-κB and
TBP (TATA box binding sites). It has been shown that either LPS- or SFN-induced DNA
methylation may indirectly inhibit NF-κB and TBP expression in order to prevent excessive inflammatory cytokine production [34]. Porcine MHC-SLA1 is highly polymorphic
and has been reported to greatly influence immunological traits [35]. The upregulation
of SLA (MHC) in inflammatory immune cells allows for the recognizing of T cells and
increasing cytotoxic activity [36]. Therefore, in this study, SFN pre-treatment induced DNA
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demethylation in the promoter region of MHC-SLA1 and may have a beneficial role in the
immune response in the case of LPS stimulation. In agreement with LPS-induced sepsis
and inflammatory response, after 24 h of LPS stimulation, SFN-induced CpG sites became
demethylated. Together with LPS treatment and inflammatory cytokine overexpression
in moDCs, this suggests that active DNA demethylation is involved in inflammation and
sepsis induction. A similar result showed that DNA methylation induces SALL4 gene
repression in hepatocellular carcinoma in the case of hepatitis virus infection [37]. Our data,
together with others, provide evidence that the SFN-induced DNA methylation mechanism
plays important roles in acute inflammation.
Furthermore, we have previously shown that the HDAC inhibitor SFN could interfere
with the activation of the NF-κB signal transduction pathway [15,38]. LPS-induced TLR4
activation promotes the activation of NF-κB and regulates the expression of inflammatory
cytokines, chemokines, and transcription factors [4]. HDAC inhibitors are reported to
negatively regulate LPS-induced pro-inflammatory cytokine production in the TLR4 signaling pathway [22,39]. Our study is consistent with previous reports [15]; SFN was found
to inhibit TNF-α expression in mRNA in response to LPS. TNF-α repression indicates
that SFN may inhibit LPS-induced moDC apoptosis in pig. The restriction of the early
production of TNF-α by SFN may contribute to protecting moDCs from excessive TNF-αinduced cell apoptosis. IL-1ß, IL-8, and IL-6 are the principle pro-inflammatory cytokines
that mediate the acute inflammatory response. Similar to TNF-α expression, a reduction
in the expression of IL-1ß, IL-8, and IL-6 by SFN in LPS stimulated monocyte-derived
macrophages in a mouse model [40,41]. Beside pro-inflammatory cytokines, the effect of
SFN on chemoattractant (CXCL2 and CCL4) expression was also investigated. CXCL2
and CCL4 are strongly induced by LPS stimulation and recruited by professional antigenpresenting cells to promote cell migration [42]. Similar to the pro-inflammatory cytokines,
SFN impaired chemokine expression after stimulation with LPS in porcine moDCs. In
agreement with previous reports, these results indicate that the HDAC inhibitor SFN exerts
a beneficial role in inflammatory impairment [7,43].
Moreover, SFN is reported to impair inflammatory activity mainly through the activation of the transcription factors Nrf2 and STAT3 (10, 24). Nrf2 is an important modulator
and a master transcription factor of antioxidant signaling that serves as a primary cellular
defense mechanism to control anti-inflammatory and antioxidant genes [44]. Moreover,
SFN promotes Nrf2 activation against inflammation [45,46], and this activation may be
due to SFN-induced Nrf2 demethylation [47]. STAT3 is activated in response to various
antigens, including LPS, and its constitutive activation directly contributes to inflammation.
Previous studies reported that SFN-induced apoptosis via ROS-dependent Nrf2 activation
is due to STAT3 phosphorylation [48–50]. In agreement with previous studies, we were also
able to show a relationship between the inhibition of pro-inflammatory cytokine expression
and the activation of Nrf2 and STAT3 by SFN in response to LPS stimulation [11]. These
results indicated that the anti-inflammatory activity of SFN is not only modulated by
SFN-induced epigenetic alteration, but it also activates Nrf2 and ROS pathways. Previously, we reported that SFN pre-treatment increased the phagocytosis of moDCs when
challenged with LPS as a beneficial immune defense mechanism and markedly increased
the cell viability [15]. Within LPS, SFN inhibited the immune gene expression including transcription factors, cytokines, and chemokines in antigen-specific (TLR4 pathway)
and non-specific (MHC pathway) pathways. However, SFN-induced histone acetylation
and DNA demethylation at the gene body or promoter region might suppress important
immune genes activation.
This study found that the protein production of the pro-inflammatory cytokines
TNF-α, IL-1ß, and IL-8 was markedly suppressed in cell culture supernatants throughout
the 24 h LPS stimulation. Consistent with our results, it has been reported that SFN
pre-treatment suppresses pro-inflammatory cytokine (TNF-α, IL-1ß, IL-6) secretion levels
through the Nrf2 pathway [11]. Inflammation-induced TNF-α has cytotoxic effects on
immune cells and stimulates numerous inflammatory mediators, including IL-1ß, IL-
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8, and IL-6, which are critical for inflammation and tissue damage [51]. This TNF-α
induction during acute inflammatory infection may determine whether the cytokine is
protective/beneficial in the case of SFN treatment. The results of an in vivo experiment
reported that excessive secretion of TNF-α results in severe inflammation and causes early
death in a mycobacterial infection mouse model [52]. Clinically, classical HDAC inhibitors
(such as TSA and SAHA) have been used as therapeutic agents in inflammatory diseases
to suppress inflammatory cytokines [53,54]. Additionally, similar results were previously
found in the NF-κB subunits p50 and p65 [15]. Therefore, the present study postulates that
SFN may regulate the induction of pro-inflammatory cytokines, either in a culture medium
or in cell lysates, at different time points in the LPS-induced inflammatory process, which
may be beneficial for porcine moDCs.
5. Conclusions
In conclusion, the present data demonstrated that SFN not only induced histone
acetylation but also changed the DNA methylation pattern to regulate the expression of
immune genes in response to LPS in moDCs. Inhibition of HDAC activity through histone
acetylation and the changes in the DNA methylation, together, regulate the immune
functions of moDCs in a time-dependent manner during infection. Additionally, the SFNinduced anti-inflammatory response includes activation of the Nrf2-dependent pathway
and apoptotic mechanism. Thus, this study postulates that SNF may epigenetically regulate
the development of inflammation by modulating innate immune responses, which may
point to HDAC inhibitors as potential anti-inflammatory therapeutic agents in infection.
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Signal transducer and activator of transcription 3
Chemokine (C-X-C motif) ligand 2
C-C motif chemokine ligand 4
Toll-like receptor 4
TATA-binding Protein
Myeloid differentiation protein 2
Reactive oxygen species
NOD-like receptor protein 3
TNF receptor associated factor 6
Histone deacetylase 6
TATAATAAT
Sal-like protein 4
Trichostatin A
Suberoylanilide hydroxamic acid
Dulbecco’s phosphate-buffered saline
Roswell Park Memorial Institute
Complementary DNA

References
1.

2.
3.
4.
5.

6.

Fujii, S.-I.; Liu, K.; Smith, C.; Bonito, A.J.; Steinman, R.M. The Linkage of Innate to Adaptive Immunity via Maturing Dendritic
Cells In Vivo Requires CD40 Ligation in Addition to Antigen Presentation and CD80/86 Costimulation. J. Exp. Med. 2004, 199,
1607–1618. [CrossRef] [PubMed]
Takeuchi, O.; Akira, S. Pattern Recognition Receptors and Inflammation. Cell 2010, 140, 805–820. [CrossRef] [PubMed]
Ray, A.; Cot, M.; Puzo, G.; Gilleron, M.; Nigou, J. Bacterial cell wall macroamphiphiles: Pathogen-/microbe-associated molecular
patterns detected by mammalian innate immune system. Biochimie 2013, 95, 33–42. [CrossRef]
Brown, J.; Wang, H.; Hajishengallis, G.; Martin, M. TLR-signaling Networks. J. Dent. Res. 2010, 90, 417–427. [CrossRef]
Corley, M.J.; Dye, C.; D’Antoni, M.L.; Byron, M.M.; Yo, K.L.-A.; Lum-Jones, A.; Nakamoto, B.; Valcour, V.; SahBandar, I.;
Shikuma, C.M.; et al. Comparative DNA Methylation Profiling Reveals an Immunoepigenetic Signature of HIV-related Cognitive
Impairment. Sci. Rep. 2016, 6, e33310. [CrossRef] [PubMed]
Bayarsaihan, D. Epigenetic Mechanisms in Inflammation. J. Dent. Res. 2010, 90, 9–17. [CrossRef]

Biology 2021, 10, 490

7.

8.
9.
10.

11.

12.
13.

14.
15.

16.
17.

18.
19.
20.
21.
22.
23.

24.

25.
26.

27.

28.
29.

30.

18 of 19

Roger, T.; Lugrin, J.; Le Roy, D.; Goy, G.; Mombelli, M.; Koessler, T.; Ding, X.C.; Chanson, A.-L.; Reymond, M.K.; Miconnet, I.; et al.
Histone deacetylase inhibitors impair innate immune responses to Toll-like receptor agonists and to infection. Blood 2011, 117,
1205–1217. [CrossRef]
Zhang, Y.; Fatima, N.; Dufau, M.L. Coordinated Changes in DNA Methylation and Histone Modifications Regulate Silencing/Derepression of Luteinizing Hormone Receptor Gene Transcription. Mol. Cell. Biol. 2005, 25, 7929–7939. [CrossRef]
Abbaoui, B.; Lucas, C.R.; Riedl, K.M.; Clinton, S.K.; Mortazavi, A. Cruciferous Vegetables, Isothiocyanates, and Bladder Cancer
Prevention. Mol. Nutr. Food Res. 2018, 62, e1800079. [CrossRef]
Liang, J.; Jahraus, B.; Balta, E.; Ziegler, J.D.; Hübner, K.; Blank, N.; Niesler, B.; Wabnitz, G.H.; Samstag, Y. Sulforaphane Inhibits
Inflammatory Responses of Primary Human T-Cells by Increasing ROS and Depleting Glutathione. Front. Immunol. 2018, 9, 2584.
[CrossRef] [PubMed]
Eren, E.; Tufekci, K.U.; Isci, K.B.; Tastan, B.; Genc, K.; Genc, S. Sulforaphane Inhibits Lipopolysaccharide-Induced Inflammation,
Cytotoxicity, Oxidative Stress, and miR-155 Expression and Switches to Mox Phenotype through Activating Extracellular SignalRegulated Kinase 1/2–Nuclear Factor Erythroid 2-Related Factor 2/Antioxidant Response Element Pathway in Murine Microglial
Cells. Front. Immunol. 2018, 9, 36. [CrossRef]
Lee, J.; Ahn, H.; Hong, E.-J.; An, B.-S.; Jeung, E.-B.; Lee, G.-S. Sulforaphane attenuates activation of NLRP3 and NLRC4
inflammasomes but not AIM2 inflammasome. Cell. Immunol. 2016, 306–307, 53–60. [CrossRef]
Fahey, J.W.; Haristoy, X.; Dolan, P.M.; Kensler, T.W.; Scholtus, I.; Stephenson, K.K.; Talalay, P.; Lozniewski, A. Sulforaphane
inhibits extracellular, intracellular, and antibiotic-resistant strains of Helicobacter pylori and prevents benzo[a]pyrene-induced
stomach tumors. Proc. Natl. Acad. Sci. USA 2002, 99, 7610–7615. [CrossRef] [PubMed]
Dashwood, R.H.; Ho, E. Dietary agents as histone deacetylase inhibitors: Sulforaphane and structurally related isothiocyanates.
Nutr. Rev. 2008, 66, S36–S38. [CrossRef] [PubMed]
Qu, X.; Pröll, M.; Neuhoff, C.; Zhang, R.; Cinar, M.U.; Hossain, M.; Tesfaye, D.; Große-Brinkhaus, C.; Salilew-Wondim, D.;
Tholen, E.; et al. Sulforaphane Epigenetically Regulates Innate Immune Responses of Porcine Monocyte-Derived Dendritic Cells
Induced with Lipopolysaccharide. PLoS ONE 2015, 10, e0121574. [CrossRef] [PubMed]
ZDS. Richtlinie Fuer die Stationspruefung auf Mastleistung, Schlachtkoerperwert und Fleischbeschaffenheit Beim Schwein; Zentralverband
der Deutschen Schweineproduktion e.V., Ausschussfuer Leistungspruefung und Zuchtwertschaetzung: Bonn, Germany, 2003.
Qu, X.; Cinar, M.U.; Fan, H.; Pröll, M.; Tesfaye, D.; Tholen, E.; Looft, C.; Hölker, M.; Schellander, K.; Uddin, M.J. Comparison of
the innate immune responses of porcine monocyte-derived dendritic cells and splenic dendritic cells stimulated with LPS. Innate
Immun. 2015, 21, 242–254. [CrossRef] [PubMed]
Rozen, S.; Skaletsky, H. Primer3 on the WWW for General Users and for Biologist Programmers. Bioinform. Methods Protoc. 2000,
132, 365–386. [CrossRef]
Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2−∆∆CT Method.
Methods 2001, 25, 402–408. [CrossRef] [PubMed]
Li, L.-C.; Dahiya, R. MethPrimer: Designing primers for methylation PCRs. Bioinformatics 2002, 18, 1427–1431. [CrossRef]
Marshall, O.J. PerlPrimer: Cross-platform, graphical primer design for standard, bisulphite and real-time PCR. Bioinformatics
2004, 20, 2471–2472. [CrossRef]
Koo, J.E.; Park, Z.-Y.; Kim, N.D.; Lee, J.Y. Sulforaphane inhibits the engagement of LPS with TLR4/MD2 complex by preferential
binding to Cys133 in MD2. Biochem. Biophys. Res. Commun. 2013, 434, 600–605. [CrossRef]
Vargas-Hernández, O.; Ventura-Gallegos, J.L.; Ventura-Ayala, M.L.; Torres, M.; Zentella, A.; Pedraza-Sánchez, S. THP-1 cells
increase TNF-α production upon LPS + soluble human IgG co-stimulation supporting evidence for TLR4 and Fcγ receptors
crosstalk. Cell. Immunol. 2020, 355, 104146. [CrossRef] [PubMed]
Olagnier, D.; Brandtoft, A.M.; Gunderstofte, C.; Villadsen, N.L.; Krapp, C.; Thielke, A.L.; Laustsen, A.; Peri, S.; Hansen, A.L.;
Bonefeld, L.; et al. Nrf2 negatively regulates STING indicating a link between antiviral sensing and metabolic reprogramming.
Nat. Commun. 2018, 9, 1–13. [CrossRef] [PubMed]
Vilahur, G.; Badimon, L. Ischemia/reperfusion activates myocardial innate immune response: The key role of the toll-like receptor.
Front. Physiol. 2014, 5, 496. [CrossRef]
Shan, Y.; Lin, N.; Yang, X.; Tan, J.; Zhao, R.; Dong, S.; Wang, S. Sulphoraphane inhibited the expressions of intercellular adhesion
molecule-1 and vascular cell adhesion molecule-1 through MyD88-dependent toll-like receptor-4 pathway in cultured endothelial
cells. Nutr. Metab. Cardiovasc. Dis. 2012, 22, 215–222. [CrossRef]
Folkard, D.L.; Melchini, A.; Traka, M.H.; Al-Bakheit, A.; Saha, S.; Mulholland, F.; Watson, A.; Mithen, R.F. Suppression of LPS
-induced transcription and cytokine secretion by the dietary isothiocyanate sulforaphane. Mol. Nutr. Food Res. 2014, 58, 2286–2296.
[CrossRef]
Myzak, M.C.; Karplus, P.; Chung, F.-L.; Dashwood, R.H.; Bendle, G.M.; Holler, A.; Pang, L.-K.; Hsu, S.; Krampera, M.;
Simpson, E.; et al. A Novel Mechanism of Chemoprotection by Sulforaphane. Cancer Res. 2004, 64, 5767–5774. [CrossRef]
Menden, H.; Xia, S.; Mabry, S.M.; Noel-Macdonnell, J.; Rajasingh, J.; Ye, S.Q.; Sampath, V. Histone deacetylase 6 regulates
endothelial MyD88-dependent canonical TLR signaling, lung inflammation, and alveolar remodeling in the developing lung. Am.
J. Physiol. Cell. Mol. Physiol. 2019, 317, L332–L346. [CrossRef] [PubMed]
Dashwood, R.H.; Myzak, M.C.; Ho, E. Dietary HDAC inhibitors: Time to rethink weak ligands in cancer chemoprevention?
Carcinogenesis 2005, 27, 344–349. [CrossRef]

Biology 2021, 10, 490

31.
32.
33.
34.

35.
36.

37.

38.

39.
40.

41.
42.

43.
44.
45.

46.
47.
48.
49.
50.

51.
52.
53.
54.

55.

19 of 19

Youn, H.S.; Kim, Y.S.; Park, Z.Y.; Kim, S.Y.; Choi, N.Y.; Joung, S.M.; Seo, J.A.; Lim, K.-M.; Kwak, M.-K.; Hwang, D.H.; et al.
Sulforaphane Suppresses Oligomerization of TLR4 in a Thiol-Dependent Manner. J. Immunol. 2009, 184, 411–419. [CrossRef]
Hsu, A.; Wong, C.P.; Yu, Z.; E Williams, D.; Dashwood, R.H.; Ho, E. Promoter de-methylation of cyclin D2 by sulforaphane in
prostate cancer cells. Clin. Epigenetics 2011, 3, 3. [CrossRef]
Takahashi, K.; Sugi, Y.; Hosono, A.; Kaminogawa, S. Epigenetic Regulation of TLR4 Gene Expression in Intestinal Epithelial Cells
for the Maintenance of Intestinal Homeostasis. J. Immunol. 2009, 183, 6522–6529. [CrossRef] [PubMed]
Kominsky, D.J.; Keely, S.; MacManus, C.F.; Glover, L.E.; Scully, M.; Collins, C.B.; Bowers, B.E.; Campbell, E.L.; Colgan, S.P. An
Endogenously Anti-Inflammatory Role for Methylation in Mucosal Inflammation Identified through Metabolite Profiling. J.
Immunol. 2011, 186, 6505–6514. [CrossRef] [PubMed]
Mallard, B.; Wilkie, B.; Kennedy, B. The influence of the swine major histocompatibility genes (SLA) on variation in serum
immunoglobulin (Ig) concentration. Veter-Immunol. Immunopathol. 1989, 21, 139–151. [CrossRef]
Lumsden, J.S.; Kennedy, B.W.; Mallard, B.A.; Wilkie, B.N. The influence of the swine major histocompatibility genes on antibody
and cell-mediated immune responses to immunization with an aromatic-dependent mutant of Salmonella typhimurium. Can. J.
Veter. Res. 1993, 57, 14–18.
Fan, H.; Cui, Z.; Zhang, H.; Mani, S.K.K.; Diab, A.; Lefrancois, L.; Fares, N.; Merle, P.; Andrisani, O. DNA demethylation induces
SALL4 gene re-expression in subgroups of hepatocellular carcinoma associated with Hepatitis B or C virus infection. Oncogene
2016, 36, 2435–2445. [CrossRef] [PubMed]
Horion, J.; Gloire, G.; El Mjiyad, N.; Quivy, V.; Vermeulen, L.; Berghe, W.V.; Haegeman, G.; Van Lint, C.; Piette, J.; Habraken, Y.
Histone Deacetylase Inhibitor Trichostatin A Sustains Sodium Pervanadate-induced NF-κB Activation by Delaying IκBα mRNA
Resynthesis. J. Biol. Chem. 2007, 282, 15383–15393. [CrossRef]
Kim, E.S.; Lee, J.K. Histone deacetylase inhibitors decrease the antigen presenting activity of murine bone marrow derived
dendritic cells. Cell. Immunol. 2010, 262, 52–57. [CrossRef] [PubMed]
Jung, Y.J.; Jung, J.I.; Cho, H.J.; Choi, M.-S.; Sung, M.-K.; Myung-Sook, C.; Kang, Y.-H.; Park, J.H.Y. Berteroin Present in Cruciferous
Vegetables Exerts Potent Anti-Inflammatory Properties in Murine Macrophages and Mouse Skin. Int. J. Mol. Sci. 2014, 15,
20686–20705. [CrossRef]
Zeng, X.; Liu, X.; Bao, H. Sulforaphane suppresses lipopolysaccharide- and Pam3CysSerLys4-mediated inflammation in chronic
obstructive pulmonary disease via toll-like receptors. FEBS Open Bio 2021, 11, 1313–1321. [CrossRef]
Bode, K.A.; Schroder, K.; Hume, D.A.; Ravasi, T.; Heeg, K.; Sweet, M.; Dalpke, A.H. Histone deacetylase inhibitors decrease Tolllike receptor-mediated activation of proinflammatory gene expression by impairing transcription factor recruitment. Immunology
2007, 122, 596–606. [CrossRef]
Zimmerman, N.P.; Vongsa, R.A.; Wendt, M.K.; Dwinell, M.B. Chemokines and chemokine receptors in mucosal homeostasis at
the intestinal epithelial barrier in inflammatory bowel disease. Inflamm. Bowel Dis. 2008, 14, 1000–1011. [CrossRef]
Xu, L.; Nagata, N.; Ota, T. Impact of Glucoraphanin-Mediated Activation of Nrf2 on Non-Alcoholic Fatty Liver Disease with a
Focus on Mitochondrial Dysfunction. Int. J. Mol. Sci. 2019, 20, 5920. [CrossRef]
Kaufman-Szymczyk, A.; Majewski, G.; Lubecka-Pietruszewska, K.; Fabianowska-Majewska, K. The Role of Sulforaphane in
Epigenetic Mechanisms, Including Interdependence between Histone Modification and DNA Methylation. Int. J. Mol. Sci. 2015,
16, 29732–29743. [CrossRef] [PubMed]
Kim, J. Pre-Clinical Neuroprotective Evidences and Plausible Mechanisms of Sulforaphane in Alzheimer’s Disease. Int. J. Mol.
Sci. 2021, 22, 2929. [CrossRef] [PubMed]
Zhou, J.; Wang, M.; Sun, N.; Qing, Y.; Yin, T.; Li, C.; Wu, D. Sulforaphane-induced epigenetic regulation of Nrf2 expression by
DNA methyltransferase in human Caco-2 cells. Oncol. Lett. 2019, 18, 2639–2647. [CrossRef]
Miao, Z.; Yu, F.; Ren, Y.; Yang, J. d,l-Sulforaphane Induces ROS-Dependent Apoptosis in Human Gliomablastoma Cells by
Inactivating STAT3 Signaling Pathway. Int. J. Mol. Sci. 2017, 18, 72. [CrossRef] [PubMed]
Bellezza, I.; Scarpelli, P.; Pizzo, S.V.; Grottelli, S.; Costanzi, E.; Minelli, A. ROS-independent Nrf2 activation in prostate cancer.
Oncotarget 2017, 8, 67506–67518. [CrossRef] [PubMed]
Chang, C.-W.; Chen, Y.-S.; Tsay, Y.-G.; Han, C.-L.; Yang, C.-C.; Hung, K.-F.; Lin, C.-H.; Huang, T.-Y.; Kao, S.-Y.; Lee, T.-C.; et al.
ROS-independent ER stress-mediated NRF2 activation promotes warburg effect to maintain stemness-associated properties of
cancer-initiating cells. Cell Death Dis. 2018, 9, 1–14. [CrossRef]
Beutler, B.; Cerami, A. Tumor Necrosis, Cachexia, Shock, and Inflammation: A Common Mediator. Annu. Rev. Biochem. 1988, 57,
505–518. [CrossRef]
Bekker, L.-G.; Moreira, A.L.; Bergtold, A.; Freeman, S.; Ryffel, B.; Kaplan, G. Immunopathologic Effects of Tumor Necrosis Factor
Alpha in Murine Mycobacterial Infection Are Dose Dependent. Infect. Immun. 2000, 68, 6954–6961. [CrossRef]
Imre, G.; Gekeler, V.; Leja, A.; Beckers, T.; Boehm, M. Histone Deacetylase Inhibitors Suppress the Inducibility of Nuclear
Factor-κB by Tumor Necrosis Factor-α Receptor-1 Down-regulation. Cancer Res. 2006, 66, 5409–5418. [CrossRef]
Leoni, F.; Zaliani, A.; Bertolini, G.; Porro, G.; Pagani, P.; Pozzi, P.; Donà, G.; Fossati, G.; Sozzani, S.; Azam, T.; et al. The antitumor
histone deacetylase inhibitor suberoylanilide hydroxamic acid exhibits antiinflammatory properties via suppression of cytokines.
Proc. Natl. Acad. Sci. USA 2002, 99, 2995–3000. [CrossRef]
Qu, X. Innate Immune Responses of LPS Treated Porcinemonocyte-Derived Dendritic Cells after Exposure to the Histone
Deacetylase Inhibitor Sulpforaphane. Ph.D. Thesis, University of Bonn Bonn (NRW), Bonn, Germany, 2015.

