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1  |  INTRODUC TION

Macrophages and dendritic cells are essential cellular components 
of the innate immune system. Despite sharing common functional 
characteristics, including their phagocytic, antigen-presenting, and 
cytokine-producing capacities or their ability to respond rapidly to 
the changing microenvironment, they still have a well-defined and 
cell-type-specific role in the body under various physiological and 
pathological conditions. Macrophages are critical contributors in 
maintaining normal tissue homeostasis, the defense against various 
pathogens, from bacteria to multicellular parasites, and important 
regulators of inflammation. Dendritic cells are critical in initiat-
ing and regulating pathogen-specific adaptive immune responses 
and contribute to the development of immunologic memory and 
tolerance.1–3

Macrophages are found in almost all tissues, and although they 
have common functions, including phagocytotic and antimicrobial 
capacities, their homeostatic function strongly depends on the tissue 
microenvironment. Among others, the different macrophage subtypes 
participate in development, metabolism, wound healing, tissue remod-
eling, and angiogenesis.1,4,5 Besides, their maladaptive or altered func-
tional properties also contribute to the development and progression 
of different chronic inflammatory disorders and cancers.5–7 This re-
markable phenotypic heterogeneity and plasticity of macrophages are 
tightly determined by their origin and molecular microenvironment. 
Based on the origin of tissue-resident macrophages, yolk sack macro-
phages, fetal liver monocytes, and bone marrow monocytes-derived 
macrophages can be distinguished. In adult tissues in the steady-state, 
microglia in the brain, alveolar macrophages in the lung, Hofbauer cell 
in the placenta, and Kupffer cells in the liver are of embryonic origin, 
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Summary
Our laboratory has a long-standing research interest in understanding how lipid-
activated transcription factors, nuclear hormone receptors, contribute to dendritic 
cell and macrophage gene expression regulation, subtype specification, and re-
sponses to a changing extra and intracellular milieu. This journey in the last more than 
two decades took us from identifying target genes for various RXR heterodimers to 
systematically mapping nuclear receptor-mediated pathways in dendritic cells to iden-
tifying hierarchies of transcription factors in alternative polarization in macrophages 
to broaden the role of nuclear receptors beyond strictly ligand-regulated gene ex-
pression. We detail here the milestones of the road traveled and draw conclusions 
regarding the unexpectedly broad role of nuclear hormone receptors as epigenomic 
components of dendritic cell and macrophage gene regulation as we are getting ready 
for the next challenges.
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while both embryonic and bone marrow monocytes-derived macro-
phages are present alongside one another in the intestine.8–10 The 
bone marrow monocyte-derived macrophages also play a critical role 
in the different organs of the body after tissue injury or infections.11,12 
The macrophage microenvironment consists of a wide range of metab-
olites, nutrients, immunomodulatory factors, and pathogen-derived 
molecules, determining various phenotypic and functional features 
of the distinct macrophage subsets under different circumstances. 
The two endpoints of functional macrophage polarization induced by 
the microenvironmental activating signals are the Th1-type cytokine 
interferon-gamma (IFNγ) or gram-negative bacterial cell wall compo-
nent lipopolysaccharide (LPS)-dependent classical and the Th2-type 
cytokines interleukin-4 (IL-4) and IL-13-dependent alternative macro-
phage polarization. These polarization states have well-distinguishable 
gene expression profiles and functional characteristics. The classically 
polarized macrophages have anti-bacterial capacities, while the alter-
natively polarized macrophages contribute to the protection against 
nematode infections and tissue regeneration.6,7,13,14 Nevertheless, the 
complex in vivo molecular milieu, often simultaneously containing dif-
ferent pathogen-derived molecules, cytokines, and metabolites, can 
result in various transient macrophage polarization forms associated 
with unique functional characteristics under normal and pathological 
conditions (Figure 1.).15–17 The superfamily of nuclear hormone recep-
tors, in particular, the retinoid X receptor (RXR) heterodimers such as 
peroxisome proliferator activated receptor gamma (PPARγ), retinoic 
acid receptor (RAR), vitamin D receptor (VDR), and liver X receptor 
(LXR), have been implicated at multiple levels of gene regulation in 
macrophages and dendritic cells, including linage determination to 
epigenomic bookmarking to conventional ligand activation. Here, we 
will summarize our contributions to this field.

Dendritic cells were discovered by Steinman and Cohn 50 years 
ago and their findings opened up an entire new field linking the until 
disparate innate and adaptive immunity fields in a highly mechanis-
tic manner.18 This generated a fury of investigations using multiple 
models. The human monocyte-derived cells generated by GM-CSF 
and IL-4 from CD14+ monocytes became the standard approach 

for studying human DCs and for harnessing their therapeutic po-
tential in the early 2000s.19,20 It has been suggested that these cells 
(MCs = monocyte-derived cells) represent the in vitro counterparts of 
CD14+ CD11c + inflammatory cells generated by immune response.21 
Human conventional dendritic cells however are generated in vitro 
from CD34+ cord blood HSPCs containing CD115 expressing pro-
genitors and their differentiation is driven by Flt3L.22 Therefore, MCs 
should not be considered conventional DCs. Our work in this domain 
has focused on MCs, which could be considered immature monocyte-
derived dendritic cells. We have carried out systematic work on pro-
filing the transcriptional landscapes and changes in MCs upon the 
activation of the RAR, VDR, PPARγ, and LXR. This led to the identifi-
cation of new targets and established a role for these receptors in sub-
type specification including tissue specificity and specialized immune 
function (i.e RAR and PPARγ regulated CD1D expression and iNKT cell 
generation) summarized in a review.23 By now, most of the human and 
mouse DC subtypes have been identified and their origins clarified 
using careful profiling and linage tracing,18 presenting new opportu-
nities to revisit the role of some of these nuclear hormone receptors 
for their roles in differentiation as well as in functional specification.

2  |  THE TR ANSCRIPTIONAL BA SES OF 
MACROPHAGE AND DENDRITIC CELL 
RESPONSE TO THE IMMUN​OMO​DUL ​ATORY 
AND AC TIVATING SIGNAL S

The phenotypic and functional features of macrophages and den-
dritic cells are tightly controlled at the transcriptional level by the mi-
croenvironmental milieu. Several mechanistic studies demonstrated 
that the macrophage or dendritic cell subtype-specific and the ex-
trinsic or intrinsic activation signals-promoted transcriptional pro-
grams are based on the complex collaborative interactions between 
the cis-regulatory elements, including promoters and enhancers, and 
trans-acting DNA-binding transcription factors (TFs).24,25 In gen-
eral, cis-regulatory elements contain multiple, distinct transcription 

F I G U R E  1  General scheme of signal 
response and integration in macrophages.
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factor-binding DNA motifs and have characteristic, partially over-
lapping histone modification patterns. Promoters are marked by a 
high level of H3K4 trimethylation, while enhancers are associated 
with H3K4 mono- and dimethylation instead. Additionally, both 
cis-regulatory elements exhibit high levels of H3K27 acetylation 
in the activated state and H3K27 trimethylation in the repressed 
state.26–28 The TFs-orchestrated transcriptional regulation shows 
a multi-layered organization with at least three distinct levels, in-
cluding (i) the determination of the available enhancer platform by 
lineage-determining transcription factors (LDTFs), (ii) the develop-
ment of a primary transcriptional response to microenvironmental 
signals and tissue demand by signal-dependent transcription factors 
(SDTFs), and (iii) the formation of a secondary or long-term transcrip-
tional response to microenvironmental changes by SDTFs-regulated 
TFs or TF networks.29–31 The core enhancer repertoire in the mac-
rophages and dendritic cells is tightly determined by the coopera-
tive binding of the general cell type-specific LDTFs, including ETS 
domain, transcription factor PU.1, activator protein 1 (AP1), and 
CCAAT-enhancer-binding proteins (CEBPs) in macrophages or PU.1 
and CEBPβ in dendritic cells.30,32–34 It has also been described that 
additional, specific transcription factors, such as GATA binding pro-
tein 6 (GATA6) in peritoneal macrophages or Spalt-like transcription 
factor 1 (SALL1) in microglial cells, can also act as LDTFs, determining 
the tissue-resident macrophage subtype-specific enhancer sets.35,36 
The available enhancer repertoires serve as a binding platform for 
the environmental signals-activated SDTFs. Based on the invoked 
immunological consequences, the SDTFs and their activating sig-
nals can be divided into a minimum of two distinct groups. On the 
one hand, the homeostatic tissue and immunomodulatory signals-
activated SDTFs, including immunomodulatory cytokines-activated 
signal transducer and activator of transcription (STAT) family mem-
bers or the different hormones and lipids-activated nuclear hor-
mone receptors, contribute to the development of a tissue-specific 
macrophage and dendritic cell phenotype and modulate their re-
sponse to danger signals. On the other hand, the pathogen-derived 
or endogenous danger signals and inflammatory cytokines-activated 
SDTFs, such as nuclear factor kappa-light-chain-enhancer of acti-
vated B cells (NF-kB) and AP-1 TF complexes, orchestrate the mac-
rophage and dendritic cell activation.25,29 The microenvironmental 
signals-activated long-term transcriptional programs are provided by 
a wide range of SDTFs-induced transcription factors, among others, 
interferon regulatory factor (IRF), basic helix–loop–helix (BHLH), and 
early growth response factor (EGR) family members.31,37–40

3  |  NUCLE AR HORMONE RECEPTORS 
HETER​ODI​MER​IZING WITH THE RETINOID 
X RECEPTOR A S MULTIFACETED HORMONE 
AND LIPID -SENSING TR ANSCRIPTION 
FAC TORS

The nuclear hormone receptor superfamily includes 48 members 
in humans and 49 in mice, respectively. Based on their ligands and 

mode of action, the nuclear receptors can be divided into steroid 
and nonsteroid receptors.41 The latter includes the RXR heterodi-
merizing nuclear hormone receptors. This subgroup of the nuclear 
hormone receptors is quite heterogenous, containing both classical 
endocrine and adopted orphan receptors. The classical endocrine 
receptors are activated by high-affinity ligands such as thyroid hor-
mone for thyroid hormone receptor (TR), all-trans-retinoic acid for 
RARs, and 1α,25-dihydroxy vitamin D3 for VDR. In contrast, the 
adopted orphan receptors usually sense various lipid metabolites, 
including oxysterols for LXRs, fatty acids for PPARs, and bile acids 
for farnesoid X receptor (FXR), with low affinity.23,41,42 In the pre-
epigenomic era, several general principles for a mode of action of 
RXR heterodimers were described using combined molecular bio-
logical, pharmacological, and genetic approaches. First, RXR heter-
odimers are bound to the DNA containing their directly repeated 
response elements with half-site sequence AGGTCA or a variant of it 
in the nucleus independently from the presence of ligands. Second, 
RXR heterodimers interact with corepressor complexes and act 
as transcriptional repressors without an appropriate ligand. Third, 
the ligand binding induces corepressor-coactivator complex ex-
change leading to transcription activation.23 Besides, the phenom-
enon termed transrepression was also identified. In this case, the 
ligand-bound nuclear receptor heterodimer modulates transcrip-
tion of a target gene without direct DNA binding interfering with 
the activity of other transcription factors through protein–protein 
interactions and post-translational modifications.43 However, in the 
post-epigenomic era, the study of the transcription factor binding 
and function at the whole-genome level by many next-generation 
sequencing (NGS)-based methods allowed expanding and clarifying 
our knowledge about the activities of RXR heterodimers. Among 
others, these approaches significantly contributed to identifying 
new functional properties for the RXRs and their heterodimerizing 
partners, such as ligand-independent bookmarking or cell subtype-
specific LDTF activities.44–46 In this review, we aimed to focus on the 
complex role of a retinoid X receptor heterodimerizing nuclear hor-
mone receptors in macrophage and dendritic cell biology, especially 
in the context of our work in this field over the past two decades.

4  |  INTEGR ATED NGS- BA SED 
EPIGENOMIC AND TR ANSCRIPTOMIC 
APPROACHES TO BET TER UNDERSTAND 
THE REGUL ATORY FUNC TION OF R XR 
HETERODIMERS IN MACROPHAGES

Several studies demonstrated by the early 2010s that the lipid-
sensing nuclear receptors can form a bridge between metabolism 
and innate immune system by directly activating the genome and 
regulating macrophage functions from oxLDL uptake to inflam-
matory response47,48 (Figure  2). However, the technologies avail-
able until then were biased and limited to discover ligand-regulated 
events and did not allow studying the regulatory mechanism of RXR 
heterodimers at the whole genome level and in an unbiased manner. 
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The advancement of NGS-based transcriptomic and epigenomic 
technologies has fundamentally changed the opportunities for stud-
ying transcriptional regulation enabling a detailed understanding of 
the already-known nuclear receptor-mediated regulatory mecha-
nisms and identification of novel functions genome-wide. To take 
advantage of this technological breakthrough and better understand 
the regulatory role of RXR heterodimers in the macrophages, first 
we studied RXR signaling in murine bone marrow-derived mac-
rophages combining chromatin immunoprecipitation sequencing 
(ChIP-seq), global run-on sequencing (GRO-seq), and RNA sequenc-
ing (RNA-seq) methods. By combining these methods, we developed 
a pipeline by which we called (i) directly regulated genes by utilizing 
a time course of nascent RNA production (GRO-Seq), (ii) active en-
hancers by the changing enhancer RNA (GRO-Seq) and active his-
tone marks, (iii) RXR binding sites by ChIP-seq, and (iv) co-activator 
binding by p300 recruitment in the proximity of the regulated 
genes.49 This rigorously applied comprehensive genome-wide ap-
proach provided a large amount of information about liganded RXR-
mediated transcriptional changes, active binding sites, and cistromic 
interactions in the context of the 3D genome structure once vali-
dated using 3C-Q-RT-PCR. Our results confirmed many elements of 
our prior knowledge about RXRs and their heterodimeric partners, 
including nuclear localization and DNA binding capacity of RXRs in 
the unliganded state or their binding to receptor-specific hormone 
response elements as NR half sites, DR1, and DR4 motifs. It also 
established that the RXR cistrome in macrophages is not regulated 
by exogenously added synthetic ligands to any significant degree. To 
provide genome-wide evidence for the biological relevance of ligand-
dependent transcriptional activation, we identified 387 liganded 
RXR-activated enhancers characterized by RXR and PU.1 binding, 

as well as ligand-induced P300 recruitment and enhancer RNA ex-
pression. These RXR ligand-activated genomic elements are linked 
to 226 genes, such as previously identified RXR target genes Abca1, 
Angptl4, or Tgm2, validating the approach and allowed identifica-
tions of novel ones such as Vegfa49 (Figure 2). Vegfa is a particularly 
notable example because the identified complex enhancer is almost 
300 kilobase downstream of the transcription start site and thus we 
were able to call it only using the rigorous criteria detailed above. 
However, our approach could identify more than 5000 RXR-bound 
genomic regions without any evidence for ligand-mediated effects, 
nearly half of which are transcriptionally inactive.49 Intriguingly, the 
ligand-insensitive fraction of LXRα and β cistromes could also be 
identified in non-polarized murine immortalized BMDMs indicating 
that this phenomenon is not restricted to the RXR cistrome.50 These 
findings suggested that RXRs and their heterodimeric partners may 
also have an important ligand-insensitive or non-conventional tran-
scriptional regulatory role in the macrophages. We could confirm the 
existence of this mechanism in two independent studies in recent 
years. On the one hand, we identified the elevated expression of sev-
eral prometastatic genes in lung-derived RXR-deficient myeloid cells 
associated with their enhanced cancer cell migration and invasion-
promoting activities in vitro and increased lung metastasis formation 
in vivo. The affected prometastatic genes were mainly insensitive 
to synthetic ligand activation. Still, they are associated with RXR, 
nuclear receptor corepressor (NCoR), and silencing mediator of reti-
noic acid and thyroid hormone receptor (SMRT) co-bound enhanc-
ers suggesting that RXRs regulate their expression through direct 
ligand-independent transcriptional repression.51 On the other hand, 
by studying the potential interactions between the alternative polar-
izing signal IL-4-activated STAT6 TF and the RXR signaling pathways 

F I G U R E  2  The classical ligand-dependent regulatory role of RXR/PPARγ, RXR/LXR, RXR/RAR heterodimers, and RXR/RXR homodimers 
in macrophage biology and the proposed RXR-mediated enhancer promoter interaction of the Vegfa gene.
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in human monocyte-derived differentiating macrophages, we could 
identify an atypical so-called potentiating effect of ligand-activated 
RXRs on the transcriptional regulation of IL-4 inducible genes. The 
IL-4-activated STAT6 cistrome showed extensive overlap with RXR-
bound genomic sites following short-term (30 min) IL-4 polariza-
tion without influencing the RXR occupancies at the overlapping 
regulatory regions. The synthetic RXR agonist (LG268) had distinct 
activities at the selected IL-4-activated and STAT6/RXR co-bound 
enhancers modulating the IL-4 responsiveness of their target genes 
regulated by these genomic elements. Based on the role of the RXR 
ligand, we could divide into three groups the selected IL-4-activated 
enhancers and genes, including RXR activation independent, syn-
ergistically activated, and liganded RXR potentiated categories. In 
the case of the latter group, the genes and enhancers were insen-
sitive to RXR ligand activation in the non-polarized macrophages. 
Still, the applied synthetic RXR agonist further increased their IL-
4-dependent induction.52 These findings raised the possibility that 
the liganded RXR plays a much more complex role in transcriptional 
regulation than we previously thought, especially in the case of a 
complex microenvironmental milieu where endogenous RXR ligands 
may be present. These new mechanisms represent unique opportu-
nities for modulating inflammatory gene regulation.

5  |  IL- 4- ORCHESTR ATED STAT6, 
EGR 2 ,  AND PPARγ  CONTAINING TF 
NET WORK IN THE DETERMINATION 
OF THE ALTERNATIVE MACROPHAGE 
POL ARIZ ATION SPECIFIC EPIGENETIC AND 
TR ANSCRIPTIONAL PROGR AM

After spending years to characterize primarily nuclear receptor-
mediated events in human monocyte-derived immature dendritic-
like cells and mouse bone marrow-derived macrophages, we came 
to the realization that the origin and state of the observed cell has 
an oversized and non-negligible influence on nuclear receptor ac-
tivity both ligand dependent and also ligand independent and thus, 
we decided to focus on and exhaustively characterize a particular 
polarization pathway, alternative polarization, and examine and po-
sition RXR heterodimer and in particular PPARγ/RXR signaling in its 
context and hierarchy.

Th2-type immunomodulatory cytokine IL-4 can turn on a spe-
cific transcriptional program through the direct activation of its 
SDTF STAT6 in human and mouse macrophages resulting in their 
alternative polarization. This macrophage phenotype is character-
ized by a partially overlapping gene expression signature between 
mice and humans. Despite the differences in the IL-4-STAT6 sig-
naling pathway-dependent gene expression programs, human and 
mouse alternatively polarized macrophages participate in the pro-
tection against nematode infections and have high tissue regener-
ative capacities.15,53,54 The alternatively polarized macrophages are 
also observed in Th2-type allergic airway inflammation and asthma, 
breast cancer, fibrotic processes, and the chronic phase of different 

bacterial infections.55 Although many features of direct STAT6-
mediated transcription activation, including its target genes and its 
binding DNA motif, were already known in the pre-epigenomic era, 
the complex NGS-based methodology we developed for mapping 
nuclear receptor signaling in our prior works contributed to a bet-
ter understanding of the IL-4-STAT6 signaling pathway-activated 
transcriptional program in macrophages. Applying comprehensive 
and integrated ChIP-seq, GRO-seq, and assay for transposase ac-
cessible chromatin sequencing (ATAC-seq) methods, we and others 
have made several important contributions in the context of direct 
STAT6-regulated epigenetic and transcriptional events. First, STAT6 
binds to more than 20,000 genomic regions with specific dynamics. 
Second, it rapidly activates thousands of constitutively H3K4 mono 
and demethylated and PU.1-bound enhancers. Third, it can also bind 
to enhancers lacking LDTF binding and enhancer-specific histone 
marks in nonpolarized macrophages, leading to the latent or de novo 
enhancer formation and activation. Forth, it can also act as a direct 
transcriptional repressor associating with reduced RNA Polymerase 
II binding and H3K27 acetylation as well as attenuated eRNA ex-
pression. These STAT6-repressed enhancers are also characterized 
by diminished PU.1 and co-activator P300 binding and decreased 
chromatin accessibility following short-term IL-4 exposure.56,57 
Intriguingly, it has recently been demonstrated that many direct IL-
4-STAT6 target genes show distinct IL-4 inducibility in different cell 
cycle phases of murine bone marrow-derived macrophages, raising 
the possibility that the STAT6 binding or its transcriptional activator 
capacity is also regulated in a cell cycle-dependent manner at differ-
ent enhancer sets.58

In addition to the direct transcriptional regulator activity of 
STAT6, it has also been demonstrated in the last two decades that 
additional transcription factors downstream from STAT6 are also 
required for proper alternative macrophage polarization, including 
IRF4, cMYC, KLF4, BHLH40, and PPARγ.59–66 However, the full 
complement of this TF network and the relationship including the 
hierarchy between the individual TFs were not fully understood. 
To identify the key regulators during the transition between the 
early direct STAT6-dependent and the late stable alternative mac-
rophage polarization-specific transcriptional and epigenetic events, 
we further studied the early and late enhancer activation following 
IL-4 polarization in murine bone marrow-derived macrophages. Our 
P300 and H3K27 acetylation-specific ChIP-seq-based approach 
could identify three IL-4-activated enhancer clusters with distinct 
dynamics, including “early transient,” “early sustained,” and “late” en-
hancers. As expected, STAT6 was responsible for the early activation 
at the “early transient” and “early sustained” enhancer sets. Besides, 
we could identify the EGR2 transcription factor as a new regulator of 
the late alternative macrophage polarization, directly and indirectly 
controlling the activation of “early sustained” and “late” enhancers 
following 24 hours length IL-4 exposure. The direct EGR2-dependent 
enhancer activation is associated with elevated chromatin openness 
and chromatin remodeling factor BRM binding, as well as increased 
co-activator P300 and BRD4 bindings. The indirect EGR2-mediated 
effects on the enhancer activity are probably caused by the activity 
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of an alternative macrophage polarization-specific TF network con-
taining the previously described KLF4, BHLH40, or PPARγ. Overall, 
the consequence of the direct and indirect regulatory roles of EGR2 
is the altered expression of 77% of IL-4-induced and 64% of IL-4-
repressed genes in the EGR2-deficient macrophages indicating that 
EGR2 is essential for the late stable epigenetic program of alterna-
tive macrophage polarization37 (Figure 3). This was confirmed in a 
recent publication describing the role of natural genetic variations 
in the alternative macrophage polarization program also confirmed 
the contribution of EGR2 to the IL-4-induced gene expression and 
enhancer activation in murine bone marrow-derived macrophages.67 
A potential EGR2 autoregulatory loop can provide stability to the 
epigenomic state and gene expression. This is a particularly compel-
ling example of how a transient epigenomic signal (STAT6 binding 
to chromatin) can be converted to a stable epigenome (EGR2 and 
downstream TF cistromes) providing transcriptional memory.

As noted above, the lipid-sensing nuclear hormone recep-
tor PPARγ is one of the best-known alternative macrophage 
polarization-specific TFs. Its induction by IL-4 in macrophages 
was described very early in 1999, and since then, it has been con-
firmed several times in different macrophage subtypes and spe-
cies by us and others.60,68–70 However, the role of PPARγ during 
alternative macrophage polarization was quite controversial for 
a long time. It has been previously described that PPARγ is re-
quired for the proper IL-4-mediated alternative polarization, and 
the myeloid cell-specific disruption of PPARγ sensitizes these 
mice to the development of diet-induced obesity, insulin resis-
tance, and glucose intolerance.60 Despite these facts, the activa-
tion of PPARγ by the synthetic agonist rosiglitazone (RSG) could 

not be linked to the induction of alternative polarization-specific 
gene signature,70 raising the possibility of a minimum of two plau-
sible explanations, including (i) the role of endogenous PPARγ li-
gands or (ii) ligand-independent action of PPARγ in this process. 
According to the first hypothesis, IL-4 can induce many enzymes 
with endogenous PPARγ ligand-producing potential in murine and 
human macrophages, including 13-HETE and 15-HODE-producing 
ALOX15, lysophosphatidic acid-producing ENPP2, and serotonin 
metabolites-producing MAOA.68,69,71,72 The second hypothesis 
was also supported by the fact that PPARγ heterodimeric partner 
RXR also has a significant genome-bound, ligand-insensitive, and 
transcriptionally inactive fraction in nonpolarized murine macro-
phages.49 To systematically evaluate the synthetic and/or endog-
enous ligand sensitivity of the PPARγ/RXR heterodimers at the 
whole genome level in long- and short-term polarization experi-
ments using murine bone marrow-derived macrophages, we per-
formed ChIP-seq and GRO-seq analyses in these systems in the 
absence or presence of synthetic PPARγ agonist and antagonist. 
Using this approach, we could draw conclusions about the PPARγ 
and RXR cistromes and their ligand sensitivity. On the one hand, 
IL-4 exposure can cause a large expansion of PPARγ cistrome 
(binding) at the whole genome level associated with the redistri-
bution of RXR cistrome in both polarization systems with minimal 
loss of binding. On the other hand, the formation of polarization-
induced PPARγ/RXR heterodimers is endogenous ligand-
independent. Thirdly, the limited number of PPARγ/RXR-bound 
enhancers annotated to the classical PPARγ target genes, such as 
Angptl4 or Fabp4, can be influenced by synthetic PPARγ and RXR 
agonists, PPARγ antagonist. Overall, these findings indicate that 

F I G U R E  3  The STAT6-EGR2 transcription factor axis-induced PPARγ expression during IL-4-mediated alternative macrophage 
polarization in murine BMDMs.
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alternative macrophage polarization is associated with the PPARγ/
RXR heterodimer cistromic expansion at the whole genome level. 
Still, PPARγ activation by endogenous and synthetic ligands is 
negligible in volume and probably does not contribute to alter-
native macrophage polarization per se.44,73 The further study of 
ligand insensitive PPARγ/RXR heterodimers-bound enhancers in 
wild-type and PPARγ deficient alternatively polarized murine mac-
rophages by ATAC-seq, as well as P300 and RAD21-specific ChIP-
seq demonstrated these distal regulatory regions are associated 
with IL-4-induced P300 and RAD21 binding as well as chromatin 
accessibility in a PPARγ dependent manner. These observations 
indicate that most PPARγ/RXR heterodimers in the alternatively 
polarized macrophages act as epigenetic bookmarking factors 
contributing to the entrenchment of the alternative phenotype by 
keeping chromatin open and/or allow additional factors to act(-
Figure  4.) rather than the simple sensors of the extracellular or 
intracellular lipid microenvironment.44

6  |  IL- 4- INDUCED TF NET WORK 
SUPPORTS THE UNIQUE RESPONSIVENESS 
OF ALTERNATIVELY POL ARIZED 
MACROPHAGES TO THEIR SURROUNDING 
MOLECUL AR MILIEU

Once we mapped the transcriptional cascade supporting alternative 
polarization and positioned PPARγ/RXR signaling in it we extended 
our investigations to signal interactions with the alternative polariza-
tion and nuclear receptor pathways.

The immunomodulatory signals and exogenous pathogen-
derived or endogenous danger signals may be present in the en-
vironment of macrophages simultaneously or consecutively. In 
general, the complex interactions between individual signals can 
be antagonistic, synergistic, or result in the de novo expression of 
a specific gene set leading to the development of more specialized 
macrophage phenotypes and functions aggravating or alleviating 
the disease outcome.

Transcriptional memory-like features associated with the first-
stimulus epigenetic remodeling and metabolic changes are well-
known in the macrophages following repeated exposure to the same 
or different stimuli. Transcriptional memory can result in attenuated 
(such as LPS tolerance) or increased (such as trained innate immu-
nity) responsiveness to the second stimulus.74,75 To investigate 
whether the suspected bookmarking role of PPARγ/RXR heterodi-
mers can influence transcription memory in alternatively polarized 
macrophages, we applied IL-4 re-stimulation-based experimental 
system. Surprisingly, we identified an extracellular matrix-associated 
gene set that is de novo induced by the second IL-4 stimuli. These 
memory-like features were completely PPARγ-dependent showing a 
novel epigenomic role of the ligand insensitive PPARγ/RXR heterod-
imers44 (Figure 4).

It has been demonstrated previously that Th1-type cytokine 
IFNγ can reinforce the Toll-like receptor (TLR) ligands-induced 

inflammatory response in macrophages at multiple levels. IFNγ and 
TLR ligand co-stimulation results in the so-called super-induction 
of many canonical inflammatory genes for which STAT1 and IRF1 
transcription factors are responsible.76 Additionally, IFNγ-directed 
repression of feedback inhibitory and metabolic components of TLR 
responses are regulated by STAT3, further enhancing the inflamma-
tory response in macrophages.77 Finally, IFNγ can also impede and 
reverse TLR ligands-induced macrophage tolerance, leading to exac-
erbated inflammatory phenotype in autoimmune diseases.78,79

The alternative macrophage polarization signal IL-4 may be 
present simultaneously with the opposing signal IFNγ and differ-
ent pathogen-derived or endogenous danger signals at the same 
time in the macrophage microenvironment in various pathological 
conditions, including helminth-bacterial or helminth-viral coin-
fections, cancers, or exacerbated Th2-type airway inflammation 
and asthma.80–86 The mutual antagonistic effects have long been 
a known feature of IL-4 and Th1-type cytokines or TLR ligands, 
and recent studies explored the molecular and epigenetic bases 
of these interactions. It has been described that IFNγ could re-
press the basal homeostatic expression of many alternative mac-
rophage polarization-associated genes through the inactivation 
and disassembly of MAF transcription factor binding enhancers.87 
Nevertheless, the co-stimulation of murine bone marrow-derived 
macrophages by IL-4 and IFNγ showed that IFNγ-activated en-
hancers associated with STAT1 and IRF binding are highly resistant 
to IL-4-dependent inhibition, but the AP-1 and C/EBPβ-bound reg-
ulatory regions are more sensitive the inhibitory effects of IL-4.64 
To investigate whether the attenuated IFNγ responsiveness in al-
ternatively polarized macrophages shows a progressive nature, 
we restimulated the macrophages two, three, and four times with 
IL-4 followed by IFNγ exposure. We applied washout after each 
stimulation and rested the cells for 24 hours before the following 
stimulation. We reported that the attenuated response of the se-
lected genes, including Ccl5, Irg1, and Irf8, to IFNγ in the alterna-
tively polarized macrophages proved quite progressive, resulting in 
almost complete desensitization after the fourth IL-4 restimulation 
and thus IFNγ resistance.44 It has been recently published that mac-
rophage responsiveness to IFNγ markedly reduced in S and G2/M 
cell cycle phases, while IL-4 induces the cell cycle phase distribu-
tion toward the G2/M phase resulting in the subpopulation-specific 
reduced IFNγ responsiveness in the IL-4 polarized macrophage 
populations.58 Besides, we observed that the direct transcriptional 
repressor activity of the STAT6 transcription factor also affects the 
specific subset of the inflammatory enhancers attenuating both 
their basal activity and TLR their inducibility by TLR ligand LPS. This 
partially reduced inflammatory responsiveness results in blunted 
NLRP3 inflammasome activation, IL-1β production, and pyroptosis 
in IL-4-primed and LPS-activate murine bone marrow-derived mac-
rophages57 (Figure 5). Intriguingly, the IL-4-enhanced inflammatory 
responsiveness of certain genes was also detected in macrophages 
suggesting that the interactions between IL-4-STAT6 and TLR sig-
naling pathways are not restricted to antagonism.57,88,89 Based on 
these observations, we could identify a specific gene set containing 
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F I G U R E  4  The ligand-independent 
epigenomic ratchet activity of PPARγ 
leads to transcriptional memory and 
enhanced gene-specific responsiveness 
to IL-4 re-stimulation in alternatively 
polarized macrophages.

F I G U R E  5  The direct transcriptional 
repressor activity of STAT6 at a specific 
subset of inflammatory enhancers limits 
the inflammatory responsiveness in the 
alternatively polarized macrophages 
resulting in blunted inflammasome 
activation and pyroptosis.
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more than 1300 genes showing elevated LPS responsiveness, which 
we termed extended synergy, in IL-4-primed murine bone marrow-
derived macrophages compared to the nonpolarized counterparts. 
Our systematic analyses resulted in the following important find-
ings about extended synergism: (i) “de novo” and “enhanced” NF-
KB-p65 binding and synergistic activation are detected at the distal 
regulatory regions annotated to the synergistically activated genes 
in IL-4-primed, and LPS-activated macrophages, (ii) both elevated 
NF-kB-p65 binding and synergistically activated gene expression 

is completely STAT6 dependent, (iii) the synergistic enhancer acti-
vation is associated with increased chromatin openness and BRD4 
binding, (iv) EGR2 is an important but not exclusive regulatory factor 
of this process, (v) the genetic variance can influence the extended 
synergism, (vi) the extended synergism is observable in different 
murine tissue-resident and human monocyte-derived macrophages, 
and (vii) this phenomenon is present in alveolar macs during allergic 
airway inflammation leading to enhanced LPS-induced inflamma-
tion90 (Figure 6).

F I G U R E  6  The IL-4-induced EGR2 and PPARγ transcription factors contribute to the gene subset-specific enhanced responsiveness 
to various environmental signals, including pathogen-derived molecules and nuclear receptor ligands, in the alternatively polarized 
macrophages.

F I G U R E  7  The potential connection between the phenomenon of extended synergism between IL4 and TLR signaling and the RXR 
signaling pathway in the alternatively polarized macrophages. (A) Partial overlap is observed between the LPS-activated de novo/enhanced 
NF-kB-p65 binding and the RXR cistrome at the synergistically activated enhancers in the alternatively polarized macrophages. Venn 
diagrams showing the overlap of RXR peaks with de novo and enhanced NFkB-p65 genomic regions, (B) Read distribution plot visualization 
of NF-kB-p65 (purple), RNAPII-pS2 (red), and RXR (blue) binding at the de novo/enhanced NF-kB-p65 and RXR co-binding-associated 
synergistically activated enhancers (+/−2.5 kb from peak summits).
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RXRs and their heterodimerization partners can play diverse func-
tions in macrophages, directly or indirectly modulating the inflamma-
tory response. Including but not limited to, LXR agonists can inhibit 
the inflammatory gene expression through direct repression or tran-
srepression,43,91 the liganded PPARγ also has an anti-inflammatory 
effect,43 while RXR ligand activation leads to the elevated expres-
sion of Ccl9 and Ccl6 in macrophages and RXRα deficiency in my-
eloid cells leads to the lower susceptibility to sepsis in murine CLP 
model.92 In addition, many nuclear hormone receptors play in subset-
specific LDTF functions in different tissue-resident macrophages, 
including PPARγ in alveolar macrophages,93 LXRs in splenic marginal 
zone macrophages, and Kupffer cells,45,94 and RXRs in large perito-
neal macrophages,46 potentially also influencing the inflammatory 
responsiveness of the given macrophage subtypes. However, it is 
completely unknown whether RXR heterodimerizing nuclear hor-
mone receptors can influence the complex interactions between dif-
ferent immunomodulatory signals and inflammatory signals detailed 
above. To evaluate the possibility of the modulatory action of RXR 
heterodimers on extended synergism, we determined the overlap 
between the RXR cistrome-derived from IL-4-polarized murine bone 
marrow-derived macrophages and the synergistically activated “de 

novo” or “enhanced” NFkB-p65 binding associated enhancers. As 
shown in Figure 7 A and B, we could identify nearly 700 synergis-
tically activated enhancers having RXR binding in the IL-4 polarized 
macrophages. These findings raised the possibility that RXRs or their 
heterodimerization partners can influence the synergistic enhancer 
activation at these sites. Nevertheless, our hypotheses about the role 
of RXR heterodimers in the complex immunomodulatory cytokine-
TLR ligand interactions need further experimental confirmation.

7  |  CONCLUSION

Macrophages and dendritic cells are present in almost all tissues 
in various physiological and pathological conditions associated 
with the complex microenvironmental milieu. The SDTFs play an 
important role in creating connections between the continuously 
changing microenvironment and the cellular response through the 
transcriptional regulation of several 100–1000s of genes. The ac-
tivation of the immunomodulatory and danger signal-responsive 
SDTFs in different combinations leads to a broad spectrum of 
functional states of macrophage and dendritic cell activation, 

F I G U R E  8  Both ligand-dependent and ligand-insensitive epigenomic regulatory roles of nuclear hormone receptors modulate the 
macrophage responsiveness to various microenvironmental signals at the transcriptional level.
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often determining the disease onset, progression and outcome. 
For all these reasons, it is essential to learn about the transcrip-
tion programs activated by different SDTFs and their combina-
tions. Initially, the lipid-sensing nuclear receptors were recognized 
in macrophages and dendritic cells as simply forming a bridge 
between metabolism and inflammatory processes through the 
ligand-dependent transcriptional activator and repressor activi-
ties. However, various in vivo and global NGS-based approaches 
made it possible to significantly broaden our understanding by 
identifying novel non-conventional nuclear hormone receptor-
mediated epigenomic regulatory functions (Figure  8). In the last 
decade, it was discovered that nuclear hormone receptors could 
act as LDTF in various tissue-resident macrophage subsets. We 
also uncovered their ligand-dependent gene-specific potentiat-
ing effect to another signal, their ligand-insensitive repressor, or 
bookmarking activities. These new developments shed a different 
light on this group of transcription factors, suggesting that they 
are much more than mere mediators of lipid signaling. They ap-
parently have epigenomic roles serving processes as signal ampli-
fication, inhibition and transcriptional memory. It also questions 
how these disctinct functions developed during evolution. Which 
was first, the liganded activity or the epigenomic one? Thus, there 
are still many open questions waiting to be answered. Additional 
work is needed in the near future in the nuclear hormone recep-
tor field, including investigating the molecular background and 
ligand sensitivity of their LDTF activities and the extent of their 
described non-conventional activities, determining their regu-
latory role in complex molecular microenvironment-activated 
transcriptional programs relative to their described conventional 
ligand-dependent and non-conventional activities. Deciphering 
these enigmas preferably at the single cell level, can contribute to 
developing better targeted therapies for diseases associated with 
altered macrophage and dendritic cell functions.

ACKNOWLEDG MENTS
The authors are indebted to Dr. Laszlo Halasz for the figures and 
data analyses and to members of the Nagy laboratory for discus-
sions and comments on aspects of the manuscript. Z.C. is supported 
by Hungarian National Research, Development, and Innovation 
Office (FK132185), and by the New National Excellence Program 
of the Ministry for Innovation and Technology (ÚNKP-22-5 – SZTE-
549), and by the János Bolyai Research Scholarship of the Hungarian 
Academy of Sciences BO/00594/22/8. L.N. is supported by the 
National Institutes of Health (R01-DK115924, R01-DK124782).

CONFLIC T OF INTERE S T S TATEMENT
The authors declare no conflict of interest.

DATA AVAIL ABILIT Y S TATEMENT
The data that support the findings of this study are openly avail-
able in the NCBI GEO at http://doi.org/10.1093/nar/gky157, 
reference number GSE110465 and at http://doi.org/10.1016/j.im-
muni.2022.10.004, reference number GSE181223.

ORCID
Laszlo Nagy   https://orcid.org/0000-0001-6653-2155 

R E FE R E N C E S
	 1.	 Mosser DM, Hamidzadeh K, Goncalves R. Macrophages and the 

maintenance of homeostasis. Cell Mol Immunol. 2021;18(3):579-
587. doi:10.1038/s41423-020-00541-3

	 2.	 O'Neill LAJ, Pearce EJ. Immunometabolism governs dendritic 
cell and macrophage function. J Exp Med. 2016;213(1):15-23. 
doi:10.1084/jem.20151570

	 3.	 Geissmann F, Manz MG, Jung S, Sieweke MH, Merad M, Ley K. 
Development of monocytes, macrophages, and dendritic cells. 
Science. 2010;327(5966):656-661.

	 4.	 Nobs SP, Kopf M. Tissue-resident macrophages: guardians of organ 
homeostasis. Trends Immunol. 2021;42(6):495-507. doi:10.1016/j.
it.2021.04.007

	 5.	 Wynn TA, Chawla A, Pollard JW. Macrophage biology in develop-
ment, homeostasis and disease. Nature. 2013;496(7446):445-455. 
doi:10.1038/nature12034

	 6.	 Liu YC, Zou XB, Chai YF, Yao YM. Macrophage polarization in inflam-
matory diseases. Int J Biol Sci. 2014;10(5):520-529. doi:10.7150/
ijbs.8879

	 7.	 Sica A, Erreni M, Allavena P, Porta C. Macrophage polarization in 
pathology. Cell Mol Life Sci. 2015;72(21):4111-4126. doi:10.1007/
s00018-015-1995-y

	 8.	 Epelman S, Lavine KJ, Randolph GJ. Origin and functions of tis-
sue macrophages. Immunity. 2014;41(1):21-35. doi:10.1016/j.
immuni.2014.06.013

	 9.	 Ginhoux F, Guilliams M. Tissue-resident macrophage ontogeny 
and homeostasis. Immunity. 2016;44(3):439-449. doi:10.1016/j.
immuni.2016.02.024

	10.	 Bain CC, Schridde A. Origin, differentiation, and function of in-
testinal macrophages. Front Immunol. 2018;9:2733. doi:10.3389/
fimmu.2018.02733

	11.	 Shi C, Pamer EG. Monocyte recruitment during infection and in-
flammation. Nat Rev Immunol. 2011;11(11):762-774. doi:10.1038/
nri3070

	12.	 Watanabe S, Alexander M, Misharin AV, Budinger GRS. The role 
of macrophages in the resolution of inflammation. J Clin Investig. 
2019;129(7):2619-2628. doi:10.1172/JCI124615

	13.	 Wculek SK, Dunphy G, Heras-Murillo I, Mastrangelo A, Sancho 
D. Metabolism of tissue macrophages in homeostasis and pa-
thology. Cell Mol Immunol. 2022;19(3):384-408. doi:10.1038/
s41423-021-00791-9

	14.	 Murray PJ. Macrophage polarization. Annu Rev Physiol. 2017;79:541-
566. doi:10.1146/annurev-physiol-022516-034339

	15.	 Murray PJ, Allen JE, Biswas SK, et al. Macrophage activation and 
polarization: nomenclature and experimental guidelines. Immunity. 
2014;41(1):14-20. doi:10.1016/j.immuni.2014.06.008

	16.	 Mosser DM, Edwards JP. Exploring the full spectrum of macrophage 
activation. Nat Rev Immunol. 2008;8(12):958-969. doi:10.1038/
nri2448

	17.	 Lawrence T, Natoli G. Transcriptional regulation of macrophage 
polarization: enabling diversity with identity. Nat Rev Immunol. 
2011;11(11):750-761. doi:10.1038/nri3088

	18.	 Cabeza-Cabrerizo M, Cardoso A, Minutti CM, Pereira 
da Costa M, Reis e Sousa C. Dendritic Cells Revisited. 
Annu Rev Immunol. 2021;39(1):131-166. doi:10.1146/
annurev-immunol-061020-053707

	19.	 Wculek SK, Cueto FJ, Mujal AM, Melero I, Krummel MF, Sancho D. 
Dendritic cells in cancer immunology and immunotherapy. Nat Rev 
Immunol. 2020;20(1):7-24. doi:10.1038/s41577-019-0210-z

	20.	 Sallusto F, Lanzavecchia A. Efficient presentation of solu-
ble antigen by cultured human dendritic cells is maintained by 

 1600065x, 2023, 1, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/im

r.13209 by M
T

A
 B

iological R
esearch C

enter, W
iley O

nline L
ibrary on [25/09/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1093/nar/gky157
https://doi.org/10.1016/j.immuni.2022.10.004
https://doi.org/10.1016/j.immuni.2022.10.004
https://orcid.org/0000-0001-6653-2155
https://orcid.org/0000-0001-6653-2155
https://doi.org//10.1038/s41423-020-00541-3
https://doi.org//10.1084/jem.20151570
https://doi.org//10.1016/j.it.2021.04.007
https://doi.org//10.1016/j.it.2021.04.007
https://doi.org//10.1038/nature12034
https://doi.org//10.7150/ijbs.8879
https://doi.org//10.7150/ijbs.8879
https://doi.org//10.1007/s00018-015-1995-y
https://doi.org//10.1007/s00018-015-1995-y
https://doi.org//10.1016/j.immuni.2014.06.013
https://doi.org//10.1016/j.immuni.2014.06.013
https://doi.org//10.1016/j.immuni.2016.02.024
https://doi.org//10.1016/j.immuni.2016.02.024
https://doi.org//10.3389/fimmu.2018.02733
https://doi.org//10.3389/fimmu.2018.02733
https://doi.org//10.1038/nri3070
https://doi.org//10.1038/nri3070
https://doi.org//10.1172/JCI124615
https://doi.org//10.1038/s41423-021-00791-9
https://doi.org//10.1038/s41423-021-00791-9
https://doi.org//10.1146/annurev-physiol-022516-034339
https://doi.org//10.1016/j.immuni.2014.06.008
https://doi.org//10.1038/nri2448
https://doi.org//10.1038/nri2448
https://doi.org//10.1038/nri3088
https://doi.org//10.1146/annurev-immunol-061020-053707
https://doi.org//10.1146/annurev-immunol-061020-053707
https://doi.org//10.1038/s41577-019-0210-z


    |  163CZIMMERER and NAGY

granulocyte/macrophage colony-stimulating factor plus interleukin 
4 and downregulated by tumor necrosis factor alpha. J Exp Med. 
1994;179(4):1109-1118. doi:10.1084/jem.179.4.1109

	21.	 Segura E, Amigorena S. Inflammatory dendritic cells in mice and 
humans. Trends Immunol. 2013;34(9):440-445. doi:10.1016/j.
it.2013.06.001

	22.	 Balan S, Dalod M. In vitro generation of human XCR1+ dendritic 
cells from CD34+ hematopoietic progenitors. Methods Mol Biol. 
2016;1423:19-37. doi:10.1007/978-1-4939-3606-9_2

	23.	 Nagy L, Szanto A, Szatmari I, Széles L. Nuclear hormone receptors 
enable macrophages and dendritic cells to sense their lipid environ-
ment and shape their immune response. Physiol Rev. 2012;92:739-
789. doi:10.1152/physrev.00004.2011.-A

	24.	 Amit I, Winter DR, Jung S. The role of the local environment and 
epigenetics in shaping macrophage identity and their effect on tissue 
homeostasis. Nat Immunol. 2016;17(1):18-25. doi:10.1038/ni.3325

	25.	 Hoeksema MA, Glass CK. Nature and nurture of tissue-specific 
macrophage phenotypes. Atherosclerosis. 2019;281:159-167. 
doi:10.1016/j.atherosclerosis.2018.10.005

	26.	 Neele AE, van den Bossche J, Hoeksema MA, de Winther MPJ. 
Epigenetic pathways in macrophages emerge as novel targets in 
atherosclerosis. Eur J Pharmacol. 2015;763:79-89. doi:10.1016/j.
ejphar.2015.03.101

	27.	 Heintzman ND, Stuart RK, Hon G, et al. Distinct and predictive 
chromatin signatures of transcriptional promoters and enhancers in 
the human genome. Nat Genet. 2007;39(3):311-318. doi:10.1038/
ng1966

	28.	 Creyghton MP, Cheng AW, Welstead GG, et al. Histone H3K27ac 
separates active from poised enhancers and predicts develop-
mental state. Proc Natl Acad Sci U S A. 2010;107(50):21931-21936. 
doi:10.1073/pnas.1016071107

	29.	 Glass CK, Natoli G. Molecular control of activation and priming in 
macrophages. Nat Immunol. 2016;17(1):26-33. doi:10.1038/ni.3306

	30.	 Garber M, Yosef N, Goren A, et al. A high-throughput chromatin 
immunoprecipitation approach reveals principles of dynamic gene 
regulation in mammals. Mol Cell. 2012;47(5):810-822. doi:10.1016/j.
molcel.2012.07.030

	31.	 Platanitis E, Decker T. Regulatory networks involving STATs, 
IRFs, and NFκB in inflammation. Front Immunol. 2018;9:2542. 
doi:10.3389/fimmu.2018.02542

	32.	 Gosselin D, Glass CK. Epigenomics of Macrophages. Immunol Rev. 
2014;262(1):96-112.

	33.	 Heinz S, Benner C, Spann N, et al. Simple combinations of 
lineage-determining transcription factors prime cis-regulatory 
elements required for macrophage and B cell identities. Mol Cell. 
2010;38(4):576-589. doi:10.1016/j.molcel.2010.05.004

	34.	 Paul F, Amit I. Plasticity in the transcriptional and epigenetic cir-
cuits regulating dendritic cell lineage specification and function. 
Curr Opin Immunol. 2014;30(1):1-8. doi:10.1016/j.coi.2014.04.004

	35.	 Okabe Y, Medzhitov R. Tissue-specific signals control reversible 
program of localization and functional polarization of macrophages. 
Cell. 2014;157(4):832-844. doi:10.1016/j.cell.2014.04.016

	36.	 Buttgereit A, Lelios I, Yu X, et al. Sall1 is a transcriptional reg-
ulator defining microglia identity and function. Nat Immunol. 
2016;17(12):1397-1406. doi:10.1038/ni.3585

	37.	 Daniel B, Czimmerer Z, Halasz L, et al. The transcription factor 
EGR2 is the molecular linchpin connecting STAT6 activation to 
the late, stable epigenomic program of alternative macrophage 
polarization. Genes Dev. 2020;34(21–22):1474-1492. doi:10.1101/
gad.343038.120

	38.	 Kuznetsova T, Prange KHM, Glass CK, de Winther MPJ. 
Transcriptional and epigenetic regulation of macrophages in ath-
erosclerosis. Nat Rev Cardiol. 2020;17(4):216-228. doi:10.1038/
s41569-019-0265-3

	39.	 Zhao GN, Jiang DS, Li H. Interferon regulatory factors: at the 
crossroads of immunity, metabolism, and disease. Biochim 

Biophys Acta Mol Basis Dis. 2015;1852(2):365-378. doi:10.1016/j.
bbadis.2014.04.030

	40.	 Chistiakov DA, Myasoedova VA, Revin VV, Orekhov AN, Bobryshev 
YV. The impact of interferon-regulatory factors to macrophage 
differentiation and polarization into M1 and M2. Immunobiology. 
2018;223(1):101-111. doi:10.1016/j.imbio.2017.10.005

	41.	 Mangelsdorf DJ, Evanst RM. The RXR heterodimers and orphan re-
ceptors. Cell. 1995;83(6):841-850.

	42.	 Shulman AI, Mangelsdorf DJ. Retinoid X Receptor Heterodimers in 
the Metabolic Syndrome. N Engl J Med. 2005;353(6):604-615.

	43.	 Glass CK, Saijo K. Nuclear receptor transrepression pathways that 
regulate inflammation in macrophages and T cells. Nat Rev Immunol. 
2010;10(5):365-376. doi:10.1038/nri2748

	44.	 Daniel B, Nagy G, Czimmerer Z, et al. The nuclear receptor 
PPARγ controls progressive macrophage polarization as a ligand-
insensitive epigenomic ratchet of transcriptional memory. Immunity. 
2018;49(4):615-626.e6. doi:10.1016/j.immuni.2018.09.005

	45.	 Sakai M, Troutman TD, Seidman JS, et al. Liver-derived signals 
sequentially reprogram myeloid enhancers to initiate and main-
tain Kupffer cell identity. Immunity. 2019;51(4):655-670.e8. 
doi:10.1016/j.immuni.2019.09.002

	46.	 Casanova-Acebes M, Menéndez-Gutiérrez MP, Porcuna J, et al. 
RXRs control serous macrophage neonatal expansion and iden-
tity and contribute to ovarian cancer progression. Nat Commun. 
2020;11(1):1655. doi:10.1038/s41467-020-15371-0

	47.	 Bensinger SJ, Tontonoz P. Integration of metabolism and in-
flammation by lipid-activated nuclear receptors. Nature. 
2008;454(7203):470-477. doi:10.1038/nature07202

	48.	 Nagy ZS, Czimmerer Z, Nagy L. Nuclear receptor mediated mech-
anisms of macrophage cholesterol metabolism. Mol Cell Endocrinol. 
2013;368(1–2):85-98. doi:10.1016/j.mce.2012.04.003

	49.	 Daniel B, Nagy G, Hah N, et al. The Active enhancer network oper-
ated by liganded rxr supports angiogenic activity in macrophages. 
Genes Dev. 2014;28(14):1562-1577. doi:10.1101/gad.242685

	50.	 Ramón-Vázquez A, de La Rosa JV, Tabraue C, et al. Common and 
differential transcriptional actions of nuclear receptors liver X 
receptors and in macrophages. Mol Cell Biol Published Online. 
2019;39(5):e00376-e00318. doi:10.1128/MCB

	51.	 Kiss M, Czimmerer Z, Nagy G, et al. Retinoid X receptor sup-
presses a metastasis-promoting transcriptional program in myeloid 
cells via a ligand-insensitive mechanism. Proc Natl Acad Sci U S A. 
2017;114(40):10725-10730. doi:10.1073/pnas.1700785114

	52.	 Czimmerer Z, Nagy ZS, Nagy G, et al. Extensive and functional 
overlap of the STAT6 and RXR cistromes in the active enhancer 
repertoire of human CD14+ monocyte derived differentiating 
macrophages. Mol Cell Endocrinol. 2018;471:63-74. doi:10.1016/j.
mce.2017.07.034

	53.	 Gordon S, Martinez FO. Alternative activation of macrophages: 
mechanism and functions. Immunity. 2010;32(5):593-604. 
doi:10.1016/j.immuni.2010.05.007

	54.	 Martinez FO, Helming L, Milde R, et al. Genetic programs expressed 
in resting and IL-4 alternatively activated mouse and human mac-
rophages: similarities and differences. Blood. 2013;121(9):e57-e69. 
doi:10.1182/blood-2012-06-436212

	55.	 Sica A, Mantovani A. Macrophage plasticity and polarization: In 
vivo veritas. J Clin Investig. 2012;122(3):787-795. doi:10.1172/
JCI59643

	56.	 Ostuni R, Piccolo V, Barozzi I, et al. Latent enhancers activated 
by stimulation in differentiated cells. Cell. 2013;152(1–2):157-171. 
doi:10.1016/j.cell.2012.12.018

	57.	 Czimmerer Z, Daniel B, Horvath A, et al. The transcription factor 
STAT6 mediates direct repression of inflammatory enhancers and 
limits activation of alternatively polarized macrophages. Immunity. 
2018;48(1):75-90.e6. doi:10.1016/j.immuni.2017.12.010

	58.	 Daniel B, Belk JA, Meier SL, et al. Macrophage inflammatory and 
regenerative response periodicity is programmed by cell cycle and 

 1600065x, 2023, 1, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/im

r.13209 by M
T

A
 B

iological R
esearch C

enter, W
iley O

nline L
ibrary on [25/09/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org//10.1084/jem.179.4.1109
https://doi.org//10.1016/j.it.2013.06.001
https://doi.org//10.1016/j.it.2013.06.001
https://doi.org//10.1007/978-1-4939-3606-9_2
https://doi.org//10.1152/physrev.00004.2011.-A
https://doi.org//10.1038/ni.3325
https://doi.org//10.1016/j.atherosclerosis.2018.10.005
https://doi.org//10.1016/j.ejphar.2015.03.101
https://doi.org//10.1016/j.ejphar.2015.03.101
https://doi.org//10.1038/ng1966
https://doi.org//10.1038/ng1966
https://doi.org//10.1073/pnas.1016071107
https://doi.org//10.1038/ni.3306
https://doi.org//10.1016/j.molcel.2012.07.030
https://doi.org//10.1016/j.molcel.2012.07.030
https://doi.org//10.3389/fimmu.2018.02542
https://doi.org//10.1016/j.molcel.2010.05.004
https://doi.org//10.1016/j.coi.2014.04.004
https://doi.org//10.1016/j.cell.2014.04.016
https://doi.org//10.1038/ni.3585
https://doi.org//10.1101/gad.343038.120
https://doi.org//10.1101/gad.343038.120
https://doi.org//10.1038/s41569-019-0265-3
https://doi.org//10.1038/s41569-019-0265-3
https://doi.org//10.1016/j.bbadis.2014.04.030
https://doi.org//10.1016/j.bbadis.2014.04.030
https://doi.org//10.1016/j.imbio.2017.10.005
https://doi.org//10.1038/nri2748
https://doi.org//10.1016/j.immuni.2018.09.005
https://doi.org//10.1016/j.immuni.2019.09.002
https://doi.org//10.1038/s41467-020-15371-0
https://doi.org//10.1038/nature07202
https://doi.org//10.1016/j.mce.2012.04.003
https://doi.org//10.1101/gad.242685
https://doi.org//10.1128/MCB
https://doi.org//10.1073/pnas.1700785114
https://doi.org//10.1016/j.mce.2017.07.034
https://doi.org//10.1016/j.mce.2017.07.034
https://doi.org//10.1016/j.immuni.2010.05.007
https://doi.org//10.1182/blood-2012-06-436212
https://doi.org//10.1172/JCI59643
https://doi.org//10.1172/JCI59643
https://doi.org//10.1016/j.cell.2012.12.018
https://doi.org//10.1016/j.immuni.2017.12.010


164  |    CZIMMERER and NAGY

chromatin state. Mol Cell. 2023;83(1):121-138.e7. doi:10.1016/j.
molcel.2022.11.017

	59.	 Bouhlel MA, Derudas B, Rigamonti E, et al. PPARγ activation 
primes human monocytes into alternative M2 macrophages with 
anti-inflammatory properties. Cell Metab. 2007;6(2):137-143. 
doi:10.1016/j.cmet.2007.06.010

	60.	 Odegaard JI, Ricardo-Gonzalez RR, Goforth MH, et al. Macrophage-
specific PPARγ controls alternative activation and improves insu-
lin resistance. Nature. 2007;447(7148):1116-1120. doi:10.1038/
nature05894

	61.	 Satoh T, Takeuchi O, Vandenbon A, et al. The Jmjd3-Irf4 axis regu-
lates M2 macrophage polarization and host responses against hel-
minth infection. Nat Immunol. 2010;11(10):936-944. doi:10.1038/
ni.1920

	62.	 Pello OM, de Pizzol M, Mirolo M, et al. Role of c-MYC in alter-
native activation of human macrophages and tumor-associated 
macrophage biology. Blood. 2012;119(2):411-421. doi:10.1182/
blood-2011-02

	63.	 Liao X, Sharma N, Kapadia F, et al. Krüppel-like factor 4 regulates 
macrophage polarization. J Clin Investig. 2011;121(7):2736-2749. 
doi:10.1172/JCI45444

	64.	 Piccolo V, Curina A, Genua M, et al. Opposing macrophage po-
larization programs show extensive epigenomic and transcrip-
tional cross-talk. Nat Immunol. 2017;18(5):530-540. doi:10.1038/
ni.3710

	65.	 Huang SCC, Smith AM, Everts B, et al. Metabolic reprogramming 
mediated by the mTORC2-IRF4 signaling Axis is essential for mac-
rophage alternative activation. Immunity. 2016;45(4):817-830. 
doi:10.1016/j.immuni.2016.09.016

	66.	 Jarjour NN, Schwarzkopf EA, Bradstreet TR, et al. Bhlhe40 me-
diates tissue-specific control of macrophage proliferation in ho-
meostasis and type 2 immunity. Nat Immunol. 2019;20(6):687-700. 
doi:10.1038/s41590-019-0382-5

	67.	 Hoeksema MA, Shen Z, Holtman IR, et al. Mechanisms underlying 
divergent responses of genetically distinct macrophages to IL-4. Sci 
Adv. 2021;7:9808-9824. doi:10.1126/sciadv.abf9808

	68.	 Huang JT, Welch JS, Ricote M, et al. Interleukin-4-dependent pro-
duction of PPAR-γ ligands in macrophages by 12/15-lipoxygenase. 
Nature. 1999;400:378-382.

	69.	 Czimmerer Z, Varga T, Poliska S, Nemet I, Szanto A, Nagy L. 
Identification of novel markers of alternative activation and poten-
tial endogenous PPARγ ligand production mechanisms in human 
IL-4 stimulated differentiating macrophages. Immunobiology. 
2012;217(12):1301-1314. doi:10.1016/j.imbio.2012.08.270

	70.	 Szanto A, Balint BL, Nagy ZS, et al. STAT6 transcription factor is a 
facilitator of the nuclear receptor PPARγ-regulated gene expres-
sion in macrophages and dendritic cells. Immunity. 2010;33(5):699-
712. doi:10.1016/j.immuni.2010.11.009

	71.	 Waku T, Shiraki T, Oyama T, Maebara K, Nakamori R, Morikawa 
K. The nuclear receptor PPARγ individually responds to serotonin-
and fatty acid-metabolites. EMBO J. 2010;29(19):3395-3407. 
doi:10.1038/emboj.2010.197

	72.	 McIntyre TM, Pontsler AV, Silva AR, et al. Identification of 
an Intracellular Receptor for Lysophosphatidic Acid (LPA): 
LPA Is a Transcellular PPAR Agonist. Proc Natl Acad Sci U S A. 
2003;100(1):131-136.

	73.	 Daniel B, Nagy G, Horvath A, et al. The IL-4/STAT6/PPARγ signal-
ing axis is driving the expansion of the RXR heterodimer cistrome, 
providing complex ligand responsiveness in macrophages. Nucleic 
Acids Res. 2018;46(9):4425-4439. doi:10.1093/nar/gky157

	74.	 Seeley JJ, Ghosh S. Molecular mechanisms of innate memory and 
tolerance to LPS. J Leukoc Biol. 2017;101(1):107-119. doi:10.1189/
jlb.3mr0316-118rr

	75.	 Netea MG, Domínguez-Andrés J, Barreiro LB, et al. Defining trained 
immunity and its role in health and disease. Nat Rev Immunol. 
2020;20(6):375-388. doi:10.1038/s41577-020-0285-6

	76.	 Qiao Y, Giannopoulou EG, Chan CH, et al. Synergistic activa-
tion of inflammatory cytokine genes by interferon-γ-induced 
chromatin remodeling and toll-like receptor signaling. Immunity. 
2013;39(3):454-469. doi:10.1016/j.immuni.2013.08.009

	77.	 Kang K, Bachu M, Park SH, et al. IFN-γ selectively suppresses a 
subset of TLR4-activated genes and enhancers to potentiate mac-
rophage activation. Nat Commun. 2019;10(1):3320. doi:10.1038/
s41467-019-11147-3

	78.	 Regulation of Interferon and Toll-like Receptor Signaling during 
Macrophage Activation by Opposing Feedforward and Feedback 
Inhibition Mechanisms.

	79.	 Chen J, Ivashkiv LB. IFN-γ abrogates endotoxin tolerance by fa-
cilitating toll-like receptor-induced chromatin remodeling. Proc 
Natl Acad Sci U S A. 2010;107(45):19438-19443. doi:10.1073/
pnas.1007816107

	80.	 Raundhal M, Morse C, Khare A, et al. High IFN-γ and low SLPI mark 
severe asthma in mice and humans. J Clin Investig. 2015;125(8):3037-
3050. doi:10.1172/JCI80911

	81.	 Potian JA, Rafi W, Bhatt K, McBride A, Gause WC, Salgame P. 
Preexisting helminth infection induces inhibition of innate pul-
monary anti-tuberculosis defense by engaging the IL-4 recep-
tor pathway. J Exp Med. 2011;208(9):1863-1874. doi:10.1084/
jem.20091473

	82.	 Goleva E, Jackson LP, Harris JK, et al. The effects of airway mi-
crobiome on corticosteroid responsiveness in asthma. Am J 
Respir Crit Care Med. 2013;188(10):1193-1201. doi:10.1164/
rccm.201304-0775OC

	83.	 Harris J, de Haro SA, Master SS, et al. T helper 2 cytokines inhibit 
autophagic control of intracellular mycobacterium tuberculosis. 
Immunity. 2007;27(3):505-517. doi:10.1016/j.immuni.2007.07.022

	84.	 Osborne LC, Monticelli LA, Nice TJ, et al. Virus-helminth coinfec-
tion reveals a microbiota-independent mechanism of immuno-
modulation. Science. 2014;345(6196):578-582. 1979. doi:10.1126/
science.1256942

	85.	 Gauthier M, Chakraborty K, Oriss TB, et al. Severe asthma in hu-
mans and mouse model suggests a CXCL10 signature underlies 
corticosteroid-resistant Th1 bias. JCI Insight. 2017;2(13):94580. 
doi:10.1172/jci.insight.94580

	86.	 Eisenbarth SC, Piggott DA, Huleatt JW, Visintin I, Herrick CA, 
Bottomly K. Lipopolysaccharide-enhanced, toll-like receptor 
4-dependent T helper cell type 2 responses to inhaled antigen. J 
Exp Med. 2002;196(12):1645-1651. doi:10.1084/jem.20021340

	87.	 Kang K, Park SH, Chen J, et al. Interferon-γ represses M2 gene ex-
pression in human macrophages by disassembling enhancers bound 
by the transcription factor MAF. Immunity. 2017;47(2):235-250.e4. 
doi:10.1016/j.immuni.2017.07.017

	88.	 Varin A, Mukhopadhyay S, Herbein G, Gordon S. Alternative activa-
tion of macrophages by IL-4 impairs phagocytosis of pathogens but 
potentiates microbial-induced signalling and cytokine secretion. 
Blood. 2010;115(2):353-362. doi:10.1182/blood-2009-08-236711

	89.	 Major J, Fletcher JE, Hamilton TA. IL-4 pretreatment selectively en-
hances cytokine and chemokine production in lipopolysaccharide-
stimulated mouse peritoneal macrophages. J Immunol. 
2002;168(5):2456-2463. doi:10.4049/jimmunol.168.5.2456

	90.	 Czimmerer Z, Halasz L, Daniel B, et al. The epigenetic state of IL-
4-polarized macrophages enables inflammatory cistromic expan-
sion and extended synergistic response to TLR ligands. Immunity. 
2022;55(11):2006-2026.e6. doi:10.1016/j.immuni.2022.10.004

	91.	 Thomas DG, Doran AC, Fotakis P, et al. LXR suppresses inflam-
matory gene expression and neutrophil migration through cis-
repression and cholesterol efflux. Cell Rep. 2018;25(13):3774-3785.
e4. doi:10.1016/j.celrep.2018.11.100

	92.	 Núñez V, Alamedaa D, Rico D, et al. Retinoid X receptor α controls in-
nate inflammatory responses through the up-regulation of chemok-
ine expression. Proc Natl Acad Sci U S A. 2010;107(23):10626-10631. 
doi:10.1073/pnas.0913545107

 1600065x, 2023, 1, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/im

r.13209 by M
T

A
 B

iological R
esearch C

enter, W
iley O

nline L
ibrary on [25/09/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org//10.1016/j.molcel.2022.11.017
https://doi.org//10.1016/j.molcel.2022.11.017
https://doi.org//10.1016/j.cmet.2007.06.010
https://doi.org//10.1038/nature05894
https://doi.org//10.1038/nature05894
https://doi.org//10.1038/ni.1920
https://doi.org//10.1038/ni.1920
https://doi.org//10.1182/blood-2011-02
https://doi.org//10.1182/blood-2011-02
https://doi.org//10.1172/JCI45444
https://doi.org//10.1038/ni.3710
https://doi.org//10.1038/ni.3710
https://doi.org//10.1016/j.immuni.2016.09.016
https://doi.org//10.1038/s41590-019-0382-5
https://doi.org//10.1126/sciadv.abf9808
https://doi.org//10.1016/j.imbio.2012.08.270
https://doi.org//10.1016/j.immuni.2010.11.009
https://doi.org//10.1038/emboj.2010.197
https://doi.org//10.1093/nar/gky157
https://doi.org//10.1189/jlb.3mr0316-118rr
https://doi.org//10.1189/jlb.3mr0316-118rr
https://doi.org//10.1038/s41577-020-0285-6
https://doi.org//10.1016/j.immuni.2013.08.009
https://doi.org//10.1038/s41467-019-11147-3
https://doi.org//10.1038/s41467-019-11147-3
https://doi.org//10.1073/pnas.1007816107
https://doi.org//10.1073/pnas.1007816107
https://doi.org//10.1172/JCI80911
https://doi.org//10.1084/jem.20091473
https://doi.org//10.1084/jem.20091473
https://doi.org//10.1164/rccm.201304-0775OC
https://doi.org//10.1164/rccm.201304-0775OC
https://doi.org//10.1016/j.immuni.2007.07.022
https://doi.org//10.1126/science.1256942
https://doi.org//10.1126/science.1256942
https://doi.org//10.1172/jci.insight.94580
https://doi.org//10.1084/jem.20021340
https://doi.org//10.1016/j.immuni.2017.07.017
https://doi.org//10.1182/blood-2009-08-236711
https://doi.org//10.4049/jimmunol.168.5.2456
https://doi.org//10.1016/j.immuni.2022.10.004
https://doi.org//10.1016/j.celrep.2018.11.100
https://doi.org//10.1073/pnas.0913545107


    |  165CZIMMERER and NAGY

	93.	 Schneider C, Nobs SP, Kurrer M, Rehrauer H, Thiele C, Kopf M. 
Induction of the nuclear receptor PPAR-γ 3 by the cytokine GM-
CSF is critical for the differentiation of fetal monocytes into alveolar 
macrophages. Nat Immunol. 2014;15(11):1026-1037. doi:10.1038/
ni.3005

	94.	 A-Gonzalez N, Guillen JA, Gallardo G, et al. The nuclear receptor 
LXRα controls the functional specialization of splenic macrophages. 
Nat Immunol. 2013;14(8):831-839. doi:10.1038/ni.2622

How to cite this article: Czimmerer Z, Nagy L. Epigenomic 
regulation of macrophage polarization: Where do the nuclear 
receptors belong? Immunol Rev. 2023;317:152-165. 
doi:10.1111/imr.13209

 1600065x, 2023, 1, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/im

r.13209 by M
T

A
 B

iological R
esearch C

enter, W
iley O

nline L
ibrary on [25/09/2023]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org//10.1038/ni.3005
https://doi.org//10.1038/ni.3005
https://doi.org//10.1038/ni.2622
https://doi.org/10.1111/imr.13209

	Epigenomic regulation of macrophage polarization: Where do the nuclear receptors belong?
	Summary
	1|INTRODUCTION
	2|THE TRANSCRIPTIONAL BASES OF MACROPHAGE AND DENDRITIC CELL RESPONSE TO THE IMMUN​OMO​DUL​ATORY AND ACTIVATING SIGNALS
	3|NUCLEAR HORMONE RECEPTORS HETER​ODI​MER​IZING WITH THE RETINOID X RECEPTOR AS MULTIFACETED HORMONE AND LIPID-­SENSING TRANSCRIPTION FACTORS
	4|INTEGRATED NGS-­BASED EPIGENOMIC AND TRANSCRIPTOMIC APPROACHES TO BETTER UNDERSTAND THE REGULATORY FUNCTION OF RXR HETERODIMERS IN MACROPHAGES
	5|IL-­4-­ORCHESTRATED STAT6, EGR2, AND PPARγ CONTAINING TF NETWORK IN THE DETERMINATION OF THE ALTERNATIVE MACROPHAGE POLARIZATION SPECIFIC EPIGENETIC AND TRANSCRIPTIONAL PROGRAM
	6|IL-­4-­INDUCED TF NETWORK SUPPORTS THE UNIQUE RESPONSIVENESS OF ALTERNATIVELY POLARIZED MACROPHAGES TO THEIR SURROUNDING MOLECULAR MILIEU
	7|CONCLUSION
	ACKNOWLEDGMENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	REFERENCES


