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As an essential component of innate immunity, macrophages have multiple functions in
both inhibiting or promoting cell proliferation and tissue repair. Diversity and plasticity are
hallmarks of macrophages. Classical M1 and alternative M2 activation of macrophages,
mirroring the Th1–Th2 polarization of T cells, represent two extremes of a dynamic chang-
ing state of macrophage activation. M1-type macrophages release cytokines that inhibit the
proliferation of surrounding cells and damage contiguous tissue, and M2-type macrophages
release cytokines that promote the proliferation of contiguous cells and tissue repair. M1–
M2 polarization of macrophage is a tightly controlled process entailing a set of signaling
pathways, transcriptional and posttranscriptional regulatory networks. An imbalance of
macrophage M1–M2 polarization is often associated with various diseases or inflammatory
conditions.Therefore, identification of the molecules associated with the dynamic changes
of macrophage polarization and understanding their interactions is crucial for elucidating
the molecular basis of disease progression and designing novel macrophage-mediated
therapeutic strategies.
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INTRODUCTION
As an essential component of innate immunity, macrophages are
capable of differentiating into protean varieties with a range of
function (1–3). In respond to various environmental cues (e.g.,
microbial products, damaged cells, activated lymphocytes) or
under different pathophysiologic conditions, macrophages can
acquire distinct functional phenotypes via undergoing differ-
ent phenotypic polarization (4). Macrophage M1 and M2-type
responses describe the opposing activities of killing or repair-
ing, and such polarized responses stimulate Th1- or Th2-like
responses in macrophages, respectively. First, M1 phenotype is
stimulated by microbial products or pro-inflammatory cytokines
[IFN-γ, TNF, or Toll-like receptor (TLR) ligands], and the typi-
cal characteristics of M1 macrophages include high antigen pre-
sentation, high production of IL-12 and IL-23, and high pro-
duction of nitric oxide (NO) and reactive oxygen intermediates
(ROI) (5). In contrast, M2-type responses are the “resting” phe-
notype and are observed in healing-type circumstances without
infections. Such responses can also be further amplified by IL-
4, IL-10, or IL-13. M2 macrophages are characterized by the
upregulation of Dectin-1, DC-SIGN, mannose receptor, scavenger
receptor A, scavenger receptor B-1, CD163, CCR2, CXCR1, and
CXCR2 (6). Instead of generating NO or ROI, M2 macrophages
produce ornithine and polyamines through the arginase path-
way (2, 7). In fact, from the functional point view, NO and
Ornithine, correlating to killing (M1) and repairing function (M2)
of macrophages, have been regarded by some investigators as the
most characteristic molecules of macrophages (8). Second, inflam-
matory M1 macrophages produce many other pro-inflammatory
cytokines like TNFα, IL-1, IL-6, IL-12, Type I IFN, CXCL1-3,

CXCL-5, and CXCL8-10 (9), while M2 macrophages generate anti-
inflammatory cytokine such as IL-10 and very low level of pro-
inflammatory cytokine such as IL-12 (10). Additional signatures
of M2 phenotype, such as YM1 (a member of the chitinase fam-
ily) and FIZZ1 (found in inflammatory zone 1, RETNLA) are also
identified (11). Third, M1 macrophages promote Th1 response
and possess strong microbicidal and tumoricidal activity, while
M2 macrophages are involved in metazoan parasites containment
and promotion of Th2 response, tissue remodeling, immune tol-
erance, and tumor progression (12, 13). Additional information
about polarized activation of macrophages can be found in the
previous reviews (1, 14–16).

A coordinate action of various inflammatory modulators, sig-
naling molecules, and transcription factors is involved in regu-
lating macrophage polarization. At cellular level, although M1
and M2 macrophage activities exist without T or B cell influence
(17), specialized or polarized T cells (Th1, Th2, Tregs) do play a
role in macrophage polarized activation (1). Canonical IRF/STAT
signaling is a central pathway in modulating macrophage polar-
ization. Activation of IRF/STAT signaling pathways by IFNs and
TLR signaling will skew macrophage function toward the M1 phe-
notype (via STAT1), while activation of IRF/STAT (via STAT6)
signaling pathways by IL-4 and IL-13 will skew macrophage func-
tion toward the M2 phenotype (9). Signals initiated by IL-10,
glucocorticoid hormones, apoptotic cell-released molecules, and
immune complexes can also profoundly affect macrophage func-
tional statue (1). Macrophage polarization is also modulated
by local microenvironmental conditions such as hypoxia (18).
More importantly, M1–M2 polarization of macrophage is a highly
dynamic process and the phenotype of polarized macrophages
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can be reversed under physiological and pathological conditions
(19, 20). In the course of various pathophysiological settings, the
same signaling pathway can be involved in either M1 or M2 polar-
ization of macrophages. The molecular mechanisms that govern
the phenotype switch of macrophages, however, remains incom-
pletely understood. Moreover, imbalances of macrophage M1–M2
polarization are associated with various diseases. Disease condi-
tions are frequently associated with polarization of macrophage
activation, with classically activated M1 macrophages implicated
in initiating and sustaining inflammation and M2 macrophages
associated with resolution of chronic inflammation (6). In the
past decade, a new class of small non-coding RNAs, termed as
microRNAs (miRNAs), have emerged as important regulators in
biological processes. An important role of miRNAs in modu-
lating macrophage phenotypic polarization is demonstrated by
accumulating evidences in which an excessive or impaired inflam-
matory response of macrophages is found to be tightly linked to
the deregulation of miRNAs. In this review, we focus on recent
progress in understanding the molecular basis underlying the

dynamic macrophage polarization, including signaling pathways,
transcription factors and miRNAs.

IRF/STAT SIGNALING
As shown in Figure 1, IRF/STAT signaling is a central pathway
in controlling macrophage M1–M2 polarization. Toll-like recep-
tor signaling, particularly TLR4 stimulated by lipopolysaccharide
(LPS) and other microbial ligands, drives macrophages to a prefer-
entially M1 phenotype. Two adaptors, MyD88 and TRIF, mediate
the signaling downstream of TLR4. The signaling pathway through
the MyD88 adaptor results in the activation of a cascade of kinases,
including IRAK4, TRAF6, and IKKβ, which finally leads to the acti-
vation of nuclear factor kappa B (NF-κB). As a key transcription
factor related to macrophage M1 activation, NF-κB regulates the
expression of a large number of inflammatory genes including
TNFα, IL1B, cyclooxygenase 2 (COX2), IL-6, and IL12p40. NF-κB
activity is modulated via the activation of the inhibitor of kappa
B kinase (IKK) trimeric complex (two kinases, IKKα, IKKβ, and a
regulatory protein, IKKγ). When upstream signals converge at the

FIGURE 1 | Mechanisms underlying the polarization of
macrophages. The major regulatory pathways of macrophage M1–M2
polarization are outlined. The crosstalk between the M1 and M2
macrophage polarizing pathways, particularly the balance between
activation of STAT1 and STAT3/STAT6, tightly regulates macrophage
polarization and activity. A predominance of NF-κB and STAT1 activation
promotes M1 macrophage polarization, resulting in cytotoxic and
tissue-damage proinflammatory functions. In contrast, a predominance
of STAT3 and STAT6 activation by IL-4/13 and IL-10 increases M2
macrophage polarization, associated with immune tolerance and tissue

repairing. PPARδ (and PPARγ) control distinct aspects of M2 macrophage
activation and oxidative metabolism. KLF-4, a downstream of STAT6,
participates in the promotion of M2 macrophage functions by
suppressing the NF-κB/HIF-1α-dependent transcription. IL-4 induces not
only c-Myc, which controls the expression of a subset of M2-associated
genes but also the M2-polarizing IRF-4 axis to inhibit IRF5-mediated M1
polarization. IL-10 promotes M2 polarization through the induction of p50
NF-κB homodimer, c-Maf, and STAT3 activities. MicroRNAs such as
miR-155, miR-223, etc. are involved in modulating macrophage
polarization via targeting SOCS1, CEBP, and Pknox1, respectively.
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IKK complex, they first activate IKKβ via phosphorylation, and
activated IKKβ further phosphorylates the inhibitory molecule,
inhibitor of kappa B (I-κB). This results in the proteosomal degra-
dation of I-κB and the release of NF-κB p65/p50 heterodimer from
the NF-κB/I-κB complex. The NF-κB p65/p50 heterodimer is then
translocated to the nucleus and binds to the promoters of inflam-
matory genes. The signaling through the TRIF adaptor pathway
activates the transcription factor interferon-responsive factor 3
(IRF3), leading to the expression and secretion of type I inter-
feron, such as IFNα and IFNβ. Secreted type 1 interferons bind to
the type I interferon receptor (IFNAR) with consequent activation
of the transcription factor STAT1. It has been widely reported that
IRF3 and IRF5 are involved in regulating M1 polarization and M1-
associated gene induction (21, 22). IFN-stimulated genes include
chemokine CXCL9 and CXCL10 (23), which are characteristic of
classical M1 macrophage activation. In fact, macrophage polar-
ization is tightly linked to the differential expression of various
TLRs on macrophages. The ratio of TLR4/TLR2 is significantly
higher in M1 macrophages compared to M2 macrophages (24),
while TLR4 deficiency promotes the alternative activation (M2)
of adipose tissue macrophages (ATMs) (25). TLR ligands, e.g.,
imiquimod and CpG, have been used as therapeutic treatments for
inflammatory diseases such as asthma by modulating macrophage
polarization.

Toll-like receptor and Toll-like receptor-induced cytokine-
receptor cascades are broadly inhibited by tyrosine kinases Tyro3,
Axl, and Mer. IFNβ can activate the receptor for Axl, Tyro3, and
Mer and negatively regulate TLR signaling through induction of
SOCS1 and SOCS3 (26). A hyperactive signaling mediated by
Tyro3, Axl, and Mer receptor is suggested to induce immuno-
suppression in severe sepsis patients (26). Along the same lines,
chronic signaling through the TLR4 pathway has been shown
to induce various negative regulators like IRAK-M, ST2, SOCS1,
short version of MyD88 (MyD88sh) (27, 28) and SHIPs (29).
These negative regulators inhibit TLR-mediated signaling and
thus switch macrophages to an immunosuppressive, endotoxin-
tolerant phenotype. A switching from an MyD88-dependent to
a TRIF-dependent TLR4 pathway in macrophages has also been
suggested to shift macrophage phenotype from an inflammatory
to anti-inflammatory, endotoxin-tolerant phenotype (30). Thus,
interplay of signaling molecules and transcription factors can
reverse the phenotype of macrophage polarization.

STAT-mediated activation of macrophages is regulated by
members of the suppressor of cytokine signaling (SOCS) family.
SOCS family members are inducible inhibitors of cytokine signals
and thus play a critical role in limiting inflammation responses.
SOCS proteins could be induced by cytokine signaling pathway,
and they in turn inhibit the cytokine signaling by several mech-
anisms. For example, IL-4 and IFN-γ, the latter in concert with
TLR stimulation, upregulate SOCS1 (31) and SOCS3 (32), which
in turn, inhibit the action of STAT1 and STAT3, respectively.
SOCS proteins can be also directly induced by TLR signaling.
In macrophages, SOCS proteins not only regulate the sensitiv-
ity of cells toward cytokines but also modulate signaling through
TLRs. Because SOCS3 is a downstream molecule of Notch signal-
ing (33), it is likely that Notch signaling determines the M1 versus
M2 polarization of macrophages through SOCS3 (34). However,

the role of SOCS3 in modulating macrophage M1–M2 polariza-
tion is controversial. Although the unique expression of SOCS3
was reported to be essential for classic macrophage activation (32),
SOCS3 deficiency also promotes M1 macrophage polarization and
inflammation (35).

Macrophages can be driven to M2 phenotype by canoni-
cal M2 stimuli like IL-4, IL-13, and IL-10 (36, 37). As shown
in Figure 1, IL-4 and IL-13 polarize macrophages to M2 phe-
notype via activating STAT6 through the IL-4 receptor alpha
(IL-4Rα), whereas IL-10 promotes M2 phenotype via activating
STAT3 through receptor (IL-10R). In IL-4 and IL-13 pathway,
receptor binding of IL-4 activates JAK1 and JAK3 (38), leading
to STAT6 activation and translocation. Macrophage M2 phe-
notype is promoted by several transcription factors, including
peroxisome proliferator activated receptor γ (PPARγ) (39, 40)
and Krueppel-like factor 4 (KLF-4) (41). Myeloid-specific defi-
ciency of either PPARγ or KLF-4 resulted in suppressed M2
polarization of macrophages, leading to accelerated lesion forma-
tion in apolipoprotein E-deficient (42) or low-density lipoprotein
receptor-knockout (43) mice. Moreover, ligation of PPARγ by spe-
cific PPARγ ligands resulted in a preferential M2 polarization
in mice and in human beings (40). Other transcription factors
involved in this process include c-Myc and IRF4. Transciptome
analysis of IL-4-stimulated cells consists of various enzymes and
transcription factors, including transglutaminase 2 (TGM2), man-
nose receptor, cholesterol hydroxylase CH25H, prostaglandin-
endoperoxide synthase PTGS1 (prostaglandin G/H synthase 1),
transcription factors IRF4, KLF-4, and the signaling modulators
CISH and SOCS1 (44). During severe respiratory syncytial virus
(RSV)-induced bronchiolitis, IL-4Rα/STAT6-dependent M2 dif-
ferentiation of macrophages reduces inflammation and epithelial
damage in lungs (45).

PPARγ play an important role in modulating macrophage
M2 polarization induced by IL-4 or IL-13 (46). Studies using
PPARγ-deficient macrophages have shown the role of this nuclear
receptor in promoting M2 activation to protect mice from insulin
resistance (47). A similar role was also found for the PPARδ in
determination of macrophage polarization (48). Using myeloid-
specific transcription factor KLF-4 knockout mice, Liao et al.
(41) demonstrated the role of KLF-4 in regulating M2 polariza-
tion of macrophages as well as in protecting mice from obesity-
induced insulin resistance. In a similar fashion, IRF4 is also
involved in regulating the expression of genes associated with
macrophage M2 polarization (49). Collectively, all these findings
suggest that STAT6, PPARγ, KLF-4, and IRF4 may coordinate the
M2 polarization of macrophages.

IL-10R, a heterodimer of IL-10R1 and IL-10R2, is a receptor for
IL-10. Ligation of IL-10R with IL-10 results in the autophospho-
rylation of IL-10R, leading to the activation of the transcription
factor STAT3 and reduction of pro-inflammatory cytokine expres-
sion. In macrophages, IL-10 is also reported to respond to TLR
activation, glucocorticoid treatment, and C-type lectin signaling
(e.g., DC-SIGN and dectin 1 ligation). The components in IL-
10-induced macrophage transcriptome include specific Fc recep-
tors, chemoattractants CXCL13 and CXCL4, recognition receptors
formyl peptide receptor 1 (FPR1), TLR1, TLR8, and macrophage
receptor with collagenous domain (50).
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HIF-1α AND HIF-2α
Macrophages can rapidly alter their metabolic and functional
state to adapt to the microenvironment of surrounding tissues.
Microenvironmental conditions in infected, inflamed, or dam-
aged tissues are generally lack of oxygen and nutrients. When
macrophages are recruited into inflammatory sites, they encounter
the hypoxia condition, which can directly affect the macrophage
polarization. Hypoxia executes its effect on macrophages through
two isoforms of hypoxia-inducible factor (HIF), HIF-1α and HIF2
(51, 52). Gene expression profiling of macrophages and mono-
cytes has identified profound changes in response to hypoxia (53,
54). Hypoxia strongly induces the expression of angiogenesis-
and metastasis-related genes such as VEGF, FGF2, MMP7, and
MMP9. Upregulation of those genes under hypoxia would lead
to more recruitment of macrophages into the hypoxic (avascu-
lar) areas in pathologies like atherosclerosis, obesity, and cancer
where they dampen the inflammation or promote tumor progres-
sion. In addition, pro-inflammatory cytokines like TNFα, IL-1β,
MIF, CCL3, and COX2, as well as M2 markers like IL-10 and
arginase 1 in macrophages, are also induced by hypoxia (55).
The crucial role of hypoxia in regulating macrophage inflam-
matory response has been confirmed in mice with myeloid cell-
specific deletion of HIF-1α (56), in which HIF-1α was found to
be essential in regulating myeloid cell glycolytic capacity and sur-
vival and function in the inflammatory microenvironment. This
is in line with the finding that HIF-1α was induced by NF-κB
(57) and plays an important role in modulating macrophage
phagocytosis of bacteria under sepsis conditions (58). More-
over, recent studies also showed that HIF-1α can mediate the
effects of tumor-derived lactic acid (59) and cytokines (Onco-
statin M and Eotaxin) (60) on promoting M2-like phenotype. In
contrast to these studies, recent study of myeloid-specific HIF-
2α deletion showed the role of HIF2 in mediating macrophage
inflammatory responses rather than HIF-1α (52). In contrast to
these studies, a recent (61) suggested that HIF-1α and HIF-2α

might also drive macrophage polarization by modulating NO
homeostasis in a cytokine-induced and transcription-dependent
fashion. Specifically, this study showed that inducible NO syn-
thase gene and the arginase 1 gene in polarized macrophages are
specifically regulated by HIFs (61). Although HIF-1α and HIF-2α

displayed physiologically antagonistic functions, their antiphase
regulation allows them to coordinately regulate NO production
to guide macrophage polarization. Together, these findings sug-
gest HIFs as an important regulator of macrophage polarization,
although a detailed dissection of whether the alteration of HIF iso-
form expression can switch macrophage phenotypes needs further
investigation.

OLIGOMERIZATION DOMAIN (NOD)-LIKE RECEPTORS
Stimulated by a diverse set of stimulus, including interferon-γ
(IFN-γ), LPS, and other TLR activators, macrophages are polar-
ized toward to M1 state in which oxidative metabolites and pro-
inflammatory cytokines are produced. Engagement of the respec-
tive receptors by these stimulus results in activation of the adapter
proteins such as MyD88, leading to sequential activation of kinases,
phosphorylation of transcription factors, and eventual genetic
program induction. Pro-inflammatory genes, including IFN-γ,

tumor necrosis factor-α (TNF-α), IL-1β, IL-18, chemokines, and
proteases, are subsequently produced. Further activation of the
M1 pathway occurs through the assembly of the NLR inflamma-
some and caspase-1 activation, which results in the conversion of
IL-1β and IL-18 into secreted active forms (62). With the NLRP3
inflammasome serving as a sensor of obesity-associated danger
signals, the progression of obesity can switch macrophages from
“M2-like”to“M1-like”cells (63). In macrophages, the activation of
NLR stimulates the cryptopyrin/NLRP3 inflammasome to induce
IL-1β and IL-18 production via caspase-1. Caspase-1 and IL-1β

are induced in adipose tissue with diet-induced obesity (DIO), and
Nlrp3- and caspase-1-deficient mice both demonstrate a resistance
to DIO-induced inflammation (63). The mechanism of this pro-
tective effect may be driven by the alteration of M1 activation of
ATMs, as Nlrp3-knockout mice show decreased M1 but increased
M2 gene expression in ATMs.

In addition to binding to TLRs, some pathogen-associated
molecular patterns (PAMPs) are also recognized by a family of
cytosolic nucleotide-binding receptors and NOD-like receptors
(NLRs) (64), another groups of PAMP receptors. Some NLRs
are involved in the recognition of microbial molecules and/or
endogenous factors released from tissue destruction. This recog-
nition can lead to activation of caspase-1 (a pro-inflammatory
caspase), and subsequent proteolytic conversion of potent pro-
inflammatory cytokines IL-1β and IL-18 from their precursors
pro-IL-1β and pro-IL-18, respectively. The proteolytic conversion
of IL-1β and IL-18 is mediated by a cytosolic caspase 1-activating
protein complex, termed as inflammasome (65).

As the most well-characterized members of the NLR fam-
ily, NOD1 is ubiquitously expressed and NOD2 is restricted to
monocytes, macrophages, dendritic cells, and intestinal Paneth
cells (66). Both NOD1 and NOD2 induce NF-κB activation in a
TLR-independent manner (67). Structural analysis demonstrated
that NOD1 and NOD2 recognize different core motifs derived
from peptidoglycan (PGN), a component of bacterial cell walls.
NOD1 activity is triggered by γ-d-glutamyl-meso-diaminopimelic
acid, a unique PGN structures from all Gram-negative and some
Gram-positive bacteria (68). In contrast, NOD2 is activated by
muramyl dipeptide, a PGN motif in all Gram-positive and Gram-
negative bacteria (69). Upon ligand recognition,NOD1 and NOD2
undergo conformational changes and self-oligomerization, which
is followed by the recruitment and activation of the serine threo-
nine kinase RICK (RIP2, also known as RIPK2), an essential step
for the activation of NF-κB and MAPKs. The ubiquitination of
RICK is essential for NOD1/NOD2-mediated signaling because
removal of this modification by deubiquitinating enzyme A20
largely dampens NOD1/NOD2-induced NF-κB activation (70,
71). Although both NOD1 and NOD2 induce similar K63-linked
ubiquitination of RICK for NF-κB activation and upregulation
of various inflammatory mediators, NOD2 signaling appears to
preferentially utilize the E3 ligase TRAF6 and NOD1-mediated
signaling is mainly associated with TRAF2 and TRAF5. Neverthe-
less, the role of NOD1 and NOD2 in activating NF-κB-dependent
inflammatory responses is not limited to the recognition of PGN
motifs. Recent study by Keestra et al. (72) reported that that NOD1
can sense activation state of small Rho GTPases. In this study,
NOD1 signaling pathway was triggered by RAC1 and CDC42
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activated by bacterial delivery or ectopic expression of SopE, a
virulence factor of the enteric pathogen Salmonella.

GRANULOCYTE-MACROPHAGE COLONY-STIMULATING
FACTOR
As the most recently discovered cytokine involved in regulation
of macrophage polarization, granulocyte-macrophage colony-
stimulating factor (GM-CSF) is produced by a variety of cells
including macrophages and parenchyma cells. The main functions
of GM-CSF include regulating the proliferation and differenti-
ation of functional hematopoietic cells. The GM-CSF receptor
forms a dodecamer structure (73) and recruits JAK2, leading to the
activation of STAT5, extracellular signal-regulated kinase (ERK),
V-Akt murine thymoma viral oncogene homolog 1 (AKT), and the
nuclear translocation of NF-κB and IRF5 (21). Many of these regu-
lators are part of the IFN-γ and TLR signaling pathways. GM-CSF
enhances macrophage antigen presentation, complement- and
antibody-mediated phagocytosis, microbicidal capacity, leukocyte
chemotaxis, and adhesion. GM-CSF induces cytokine production
of IL-6, IL-8, G-CSF, M-CSF, TNF, and IL-1β in monocytes and
macrophages, although the degree of cytokine induction by GM-
CSF is less than that by LPS. Global gene expression analyses
of macrophages differentiated from GM-CSF-treated monocytes
showed that GM-CSF upregulated 340 genes and downregulated
190 genes in macrophages. Macrophage-specific genes including
CD14, CD163, C5R1, and FcγR1A, and several cell surface adhe-
sion molecules, cytokine receptors were induced by GM-CSF (74).
In this study, a high-resolution transcriptome profiling of human
macrophages by RNA sequencing was employed to discover novel
marker genes unique for human macrophages. A similar strategy
has been used to obtain a high-resolution transcriptome profile of
human macrophages under M1 (or M1-like) and M2 (or M2-like)
polarization conditions, resulting in a more comprehensive under-
standing of the transcriptome of human macrophages (75). The
GM-CSF deficient mice have normal numbers of macrophages
in many tissues but display an impaired maturation of alveolar
macrophages and develop pulmonary alveolar proteinosis (76). In
human beings, mutations in the GM-CSF receptor, especially in
the common beta chain, lead to alveolar macrophage dysfunction,
proteinosis, and malignancy (77, 78).

MicroRNAs
MicroRNAs (miRNAs), a class of 19–24 nt non-coding RNAs
that induce gene silencing at the posttranscriptional level,
have emerged as an important regulatory mechanism for gene
expression in many immune cells including monocytes and
macrophages (79, 80). Functional miRNAs associated with polar-
ized macrophages have been identified (81). While these functional
miRNAs like miR-155 and miR-146 are induced by a variety of
inflammatory stimuli, including LPS, TNFα, and IL-1β, they are
instrumental in attenuating TLR4/IL-1R signaling pathways in
monocytes and macrophages (79, 82, 83). These findings allow
us to postulate that miRNAs may contribute to the switching of
inflammatory macrophages to an immunosuppressive phenotype,
needed for resolution. For instance, miR-146, miR-125b, miR-155,
and miR-9 have been shown to be induced by LPS, and in turn,
these miRNAs inhibit TLR4/IL-1R signaling through regulation

of IRAK-1, TRAF6, IKKe, p50NF-jB, and TNFα at transcriptional
and posttranscriptional level (79, 82–86). Our recent study has also
shown that a panel of miRNAs including miR-17, miR-20a, and
miR-106a are stimulated by LPS through c-Myc pathway, and these
miRNAs collectively reduces the expression level of macrophage
differentiation related marker, signal-regulatory protein α (SIRPα)
(87). It has been reported that miR-98 and miR-21 inhibit the
expression of inflammatory genes in monocytes and macrophages
via controlling IL-10 level (88, 89). These findings strongly argue
that miRNAs can regulate macrophage phenotype in the course of
various diseases, for example, during endotoxin tolerance (30, 90).

In the efforts to delineate the role of miRNAs in macrophage
activation in inflammatory diseases, Ponomarev et al. (91) found
that miR-124 promotes microglia quiescence and suppresses EAE
by deactivating macrophages in a C/EBPα-PU.1-dependent man-
ner. This is one of the few studies in which a specific miRNA
is found to regulate macrophage plasticity, although it remains
unclear how C/EBPα suppresses macrophage M2 polarization.
Zhang and co-workers (92) also reported that miR-223 modulates
obesity-associated adipose tissue inflammation through regulat-
ing macrophage activation. In the study, they found that miR-223
was upregulated in LPS-treated macrophages but downregulated
in IL-4-treated bone marrow-derived macrophages (BMDMs). In
agreement with the observation of differential expression of miR-
223 in various macrophages, the miR-223-deficient macrophages
were hypersensitive to LPS stimulation,whereas such macrophages
exhibited a delayed responses to IL-4 compared with controls.
Moreover, miR-223-deficient mice exhibited an increased adi-
pose tissue inflammatory response but a decreased adipose tissue
insulin signaling. They further identified Pknox1 as a genuine
target of miR-223. Although Pknox1 as a miR-223 target in regu-
lating macrophage polarization was validated by gain-of-function
and loss-of-function analyses in BMDMs, it remains unclear how
Pknox1 further regulates macrophage polarization.

A recent work by Banerjee et al. (93) demonstrated that
let-7c could regulate bactericidal and phagocytic activities
of macrophages, two functional phenotypes implicated in
macrophage polarization. In the study, they found that let-7c was
expressed at a higher level in M2-type macrophages than in M1-
type macrophages. When M2-type macrophages were re-polarized
to M1-type macrophages or M1-type macrophages converted to
M2-type macrophages, let-7c expression level was decreased or
increased, respectively. As LPS stimulation reduced let-7c expres-
sion in M2 macrophages, let-7c might play an inhibitory role
in modulating macrophage inflammatory responses. In line with
this, upregulation of let-7c in macrophages diminished M1 phe-
notype but promoted M2 phenotype polarization. Their study
further identified that let-7c targeted C/EBP-δ, a key transcrip-
tional factor in macrophage pro-inflammatory response to TLR4
stimulation (94, 95).

The modulation of macrophage polarization by miR-155 has
also been recently reported (96, 97). The expression of miR-155
was found to be repressed in naive macrophages or LPS-stimulated
Akt2-/- macrophages. In this process, miR-155 targets transcrip-
tional factor C/EBP-β, a hallmark of M2 macrophages. C/EBP-β
can regulate Arg1 and its level is increased upon Akt2 ablation.
Overexpression or depletion of miR-155 drove macrophages to
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M1 or M2 phenotype, respectively, confirming that miR-155 plays
a central role in regulating Akt-dependent M1/M2 polarization
of macrophages. It has also reported that miR-155 can directly
block IL-13-induced macrophage M2 phenotype via suppressing
the expression of IL-13Rα1 (96). As an oncomiR, miR-155 also tar-
gets SHIP1 to promote TNFα-dependent tumor cell growth (98).
Through overexpression of miR-155, we successfully re-polarized
tumor-associated macrophages (TAMs) into pro-inflammatory
M1 macrophages (97). Taken together, these studies support the
hypothesis that miR-155 is a key molecule in causing macrophage
polarization toward M1-type activity.

M1–M2 PHENOTYPE SWITCH
Macrophage differentiation is highly dynamic. Responding to
microenviromental cues macrophages can rapidly switch from
one phenotype to the other. In fact, activation of NF-κB or IRF
family members in macrophages by TLR4 or other TLRs can
drive macrophage to either M1 or M2 polarization under various
pathological conditions (99–105). Accumulating evidences have
shown that the spatiotemporal activation of NF-κB is a key reg-
ulator of the plasticity of macrophages observed in the courses
of various disease progressions. For example, during the early
phase of tumorigenesis, NF-κB activation in M1 macrophages
is critical for cancer-related inflammation. However, at the late
phase of tumorigenesis, macrophages are re-programed to TAM
or M2-like macrophages displaying low NF-κB activation but
increased immunosuppressive capacity (106). A similar situa-
tion of macrophage polarization is observed at different stages
along the progression of sepsis, in which NF-κB activation in
M1 macrophages drives the initial overt inflammatory phase,
while during the late phase of endotoxin tolerance, macrophages
are polarized to an anti-inflammatory, tumor growth-promoting
(M2) phenotype, and display an impaired NF-κB activation
(107). The studies on RSV infection also show that polariza-
tion of macrophages is complicated process and the phenotype
of macrophage activation can be varied at the different stage
along disease progression. As the most significant cause of lower
respiratory tract infection in infants and young children, RSV
infection is found to be associated with a mixed “Th1” and “Th2”
cytokine storm. At the initial stage of RSV infection, RAV induces
the expression of various anti-viral genes like IFN-β in airway
epithelial cells, and then promotes the expression of many NF-κB-
dependent pro-inflammatory genes in macrophages through stim-
ulating TLR4, TLR2, TLR3, and retinoic acid-induce gene I (RIG-
I), driving macrophages toward anti-viral, pro-inflammatory M1
phenotype. However, to maintain a mild but persisting infection,
RSV also induces alveolar macrophages to produce IL-4 and IL-
13 that contribute to macrophage M2 polarization and disease
resolution through IL-4Rα/STAT6-, TLR4-, and IFN-β-dependent
signaling pathways (45).

Although under certain conditions like parasite infections
and allergy, the functional phenotypes of macrophages in vivo
largely mirror those of canonical M1 and M2-polarized states,
macrophage populations often express mixed phenotypes in the
course of various disease settings. Indeed, macrophages with
combinations of M1 and M2 markers can be found in neurodegen-
erative disorders (108), atherosclerotic plaques (109), and some

murine tumors (110). Therefore, the contribution of coexisting
macrophages with different phenotypes, the impact of dynamic
changes of macrophage plasticity on diseases, and the molecular
networks orchestrating the switch of macrophage phenotype are
required to be analyzed for a full understanding of the M1–M2
paradigm of macrophage polarization.

FUTURE DIRECTIONS
Tremendous progress has been made in defining the mol-
ecular networks underlying M1–M2-polarized activation of
macrophages. Molecular determinants of M1–M2 polarization
include members of the PPAR, KLF, IRF, STAT, NF-κB, and HIF
families, and miRNAs. However, new molecules that regulate
macrophage M1–M2 polarization may still remain unidentified. A
novel class of large intergenic non-coding RNAs, termed as lincR-
NAs, has been recently shown to be involved in both activation and
repression of immune response genes (111). Among thousands of
lincRNAs identified in the mammalian genome, 159 lincRNAs was
found to be differentially expressed following innate activation of
THP1 macrophages (112). In these differentially expressed lin-
cRNAs, linc1992 was found to specifically bind to heterogenous
nuclear ribonucleoprotein L (hnRNPL) and form a linc1992-
hnRNPL complex that regulates TNFα gene transcription. The
role of lincRNAs in modulation of macrophage polarization, how-
ever, has not been reported so far but certainly needs to be further
studied.

Different from the irreversible phenotypic changes seen in
lymphocytes after exposure to polarizing cytokines, macrophage
polarization is transient and plastic. In order to adapt to
the microenvironmental conditions of surrounding tissues,
macrophages can rapidly switch their phenotypes. For example,
M2 macrophages can be re-polarized into macrophages with M1
phenotype following exposure to TLR ligands or IFNγ or overex-
pression of miR-155 (113, 114), whereas M1 macrophages can be
reprogramed to express various genes of M2 macrophage by treat-
ing macrophages with reagents that increase IL-10 level (115, 116).
Therefore, further exploring the dynamic process of macrophage
polarization and the mechanisms that govern this process not only
is important for our understanding of the M1–M2 paradigm of
macrophage polarization but also provides new therapeutic strate-
gies for various diseases including cancers via targeting imbalances
of macrophage polarization.

ACKNOWLEDGMENTS
This work was supported by grants from the National Basic
Research Program of China (973 Program, 2012CB517603 and
2011CB504803), the National Natural Science Foundation of
China (No. 30988003, 30225037, 30471991, 30570731), and the
Natural Science Foundation of Jiangsu Province (No. BK2011013).

REFERENCES
1. Biswas SK, Mantovani A. Macrophage plasticity and interaction with lym-

phocyte subsets: cancer as a paradigm. Nat Immunol (2010) 11(10):889–96.
doi:10.1038/ni.1937

2. Mantovani A, Sozzani S, Locati M, Allavena P, Sica A. Macrophage polariza-
tion: tumor-associated macrophages as a paradigm for polarized M2 mononu-
clear phagocytes. Trends Immunol (2002) 23(11):549–55. doi:10.1016/S1471-
4906(02)02302-5

Frontiers in Immunology | Molecular Innate Immunity November 2014 | Volume 5 | Article 614 | 6

http://dx.doi.org/10.1038/ni.1937
http://dx.doi.org/10.1016/S1471-4906(02)02302-5
http://dx.doi.org/10.1016/S1471-4906(02)02302-5
http://www.frontiersin.org/Molecular_Innate_Immunity
http://www.frontiersin.org/Molecular_Innate_Immunity/archive


 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Wang et al. Macrophage M1–M2 polarization

3. Mosser DM, Edwards JP. Exploring the full spectrum of macrophage activation.
Nat Rev Immunol (2008) 8(12):958–69. doi:10.1038/nri2448

4. O’Shea JJ, Paul WE. Mechanisms underlying lineage commitment and plastic-
ity of helper CD4+ T cells. Science (2010) 327(5969):1098–102. doi:10.1126/
science.1178334

5. Verreck FA, de Boer T, Langenberg DM, Hoeve MA, Kramer M,Vaisberg E, et al.
Human IL-23-producing type 1 macrophages promote but IL-10-producing
type 2 macrophages subvert immunity to (myco)bacteria. Proc Natl Acad Sci U
S A (2004) 101(13):4560–5. doi:10.1073/pnas.0400983101

6. Martinez FO, Helming L, Gordon S. Alternative activation of macrophages: an
immunologic functional perspective. Annu Rev Immunol (2009) 27:451–83.
doi:10.1146/annurev.immunol.021908.132532

7. 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

8. Mills CD. M1 and M2 macrophages: oracles of health and disease. Crit Rev
Immunol (2012) 32(6):463–88. doi:10.1615/CritRevImmunol.v32.i6.10

9. Sica A, Mantovani A. Macrophage plasticity and polarization: in vivo veritas.
J Clin Invest (2012) 122(3):787–95. doi:10.1172/JCI59643

10. Mosser DM. The many faces of macrophage activation. J Leukoc Biol (2003)
73(2):209–12. doi:10.1189/jlb.0602325

11. Raes G, Van den Bergh R, De Baetselier P, Ghassabeh GH, Scotton C, Locati
M, et al. Arginase-1 and Ym1 are markers for murine, but not human, alter-
natively activated myeloid cells. J Immunol (2005) 174(11):6561. doi:10.4049/
jimmunol.174.11.6561

12. Gordon S, Taylor PR. Monocyte and macrophage heterogeneity. Nat Rev
Immunol (2005) 5(12):953–64. doi:10.1038/nri1733

13. Mantovani A, Germano G, Marchesi F, Locatelli M, Biswas SK. Cancer-
promoting tumor-associated macrophages: new vistas and open questions. Eur
J Immunol (2011) 41(9):2522–5. doi:10.1002/eji.201141894

14. Biswas SK, Mantovani A. Orchestration of metabolism by macrophages. Cell
Metab (2012) 15(4):432–7. doi:10.1016/j.cmet.2011.11.013

15. Biswas SK, Chittezhath M, Shalova IN, Lim JY. Macrophage polarization
and plasticity in health and disease. Immunol Res (2012) 53(1–3):11–24.
doi:10.1007/s12026-012-8291-9

16. Labonte AC, Tosello-Trampont AC, Hahn YS. The role of macrophage polariza-
tion in infectious and inflammatory diseases. Mol Cells (2014) 37(4):275–85.
doi:10.14348/molcells.2014.2374

17. Mills CD, Kincaid K, Alt JM, Heilman MJ, Hill AM. M-1/M-2 macrophages
and the Th1/Th2 paradigm. J Immunol (2000) 164(12):6166–73. doi:10.4049/
jimmunol.164.12.6166

18. Escribese MM, Casas M, Corbi AL. Influence of low oxygen tensions on
macrophage polarization. Immunobiology (2012) 217(12):1233–40. doi:10.
1016/j.imbio.2012.07.002

19. Saccani A, Schioppa T, Porta C, Biswas SK, Nebuloni M, Vago L, et al.
p50 nuclear factor-kappaB overexpression in tumor-associated macrophages
inhibits M1 inflammatory responses and antitumor resistance. Cancer Res
(2006) 66(23):11432–40. doi:10.1158/0008-5472.CAN-06-1867

20. Guiducci C, Vicari AP, Sangaletti S, Trinchieri G, Colombo MP. Redirecting
in vivo elicited tumor infiltrating macrophages and dendritic cells towards
tumor rejection. Cancer Res (2005) 65(8):3437–46.

21. Krausgruber T, Blazek K, Smallie T,Alzabin S, Lockstone H, Sahgal N, et al. IRF5
promotes inflammatory macrophage polarization and TH1-TH17 responses.
Nat Immunol (2011) 12(3):231–8. doi:10.1038/ni.1990

22. Fleetwood AJ, Dinh H, Cook AD, Hertzog PJ, Hamilton JA. GM-CSF- and M-
CSF-dependent macrophage phenotypes display differential dependence on
type I interferon signaling. J Leukoc Biol (2009) 86(2):411–21. doi:10.1189/jlb.
1108702

23. Donlin LT, Jayatilleke A, Giannopoulou EG, Kalliolias GD, Ivashkiv LB. Mod-
ulation of TNF-Induced Macrophage Polarization by Synovial Fibroblasts.
J Immunol (2014) 193(5):2373–83. doi:10.4049/jimmunol.1400486

24. Sauer RS, Hackel D, Morschel L, Sahlbach H, Wang Y, Mousa SA, et al.
Toll like receptor (TLR)-4 as a regulator of peripheral endogenous opioid-
mediated analgesia in inflammation. Mol Pain (2014) 10(1):10. doi:10.1186/
1744-8069-10-10

25. Orr JS, Puglisi MJ, Ellacott KL, Lumeng CN, Wasserman DH, Hasty
AH. Toll-like receptor 4 deficiency promotes the alternative activation of
adipose tissue macrophages. Diabetes (2012) 61(11):2718–27. doi:10.2337/
db11-1595

26. Rothlin CV, Ghosh S, Zuniga EI, Oldstone MB, Lemke G. TAM recep-
tors are pleiotropic inhibitors of the innate immune response. Cell (2007)
131(6):1124–36. doi:10.1016/j.cell.2007.10.034

27. Kobayashi K, Hernandez LD, Galan JE, Janeway CA Jr., Medzhitov R, Flavell
RA. IRAK-M is a negative regulator of Toll-like receptor signaling. Cell (2002)
110(2):191–202. doi:10.1016/S0092-8674(02)00827-9

28. Liew FY, Xu D, Brint EK, O’Neill LA. Negative regulation of toll-like receptor-
mediated immune responses. Nat Rev Immunol (2005) 5(6):446–58. doi:10.
1038/nri1630

29. Rauh MJ, Ho V, Pereira C, Sham A, Sly LM, Lam V, et al. SHIP represses the gen-
eration of alternatively activated macrophages. Immunity (2005) 23(4):361–74.
doi:10.1016/j.immuni.2005.09.003

30. Biswas SK, Lopez-Collazo E. Endotoxin tolerance: new mechanisms, molecules
and clinical significance. Trends Immunol (2009) 30(10):475–87. doi:10.1016/
j.it.2009.07.009

31. Whyte CS, Bishop ET, Ruckerl D, Gaspar-Pereira S, Barker RN, Allen JE, et al.
Suppressor of cytokine signaling (SOCS)1 is a key determinant of differen-
tial macrophage activation and function. J Leukoc Biol (2011) 90(5):845–54.
doi:10.1189/jlb.1110644

32. Liu Y, Stewart KN, Bishop E, Marek CJ, Kluth DC, Rees AJ, et al. Unique expres-
sion of suppressor of cytokine signaling 3 is essential for classical macrophage
activation in rodents in vitro and in vivo. J Immunol (2008) 180(9):6270–8.
doi:10.4049/jimmunol.180.9.6270

33. Narayana Y, Balaji KN. NOTCH1 up-regulation and signaling involved in
Mycobacterium bovis BCG-induced SOCS3 expression in macrophages. J Biol
Chem (2008) 283(18):12501–11. doi:10.1074/jbc.M709960200

34. Wang YC, He F, Feng F, Liu XW, Dong GY, Qin HY, et al. Notch signal-
ing determines the M1 versus M2 polarization of macrophages in antitumor
immune responses. Cancer Res (2010) 70(12):4840–9. doi:10.1158/0008-5472.
CAN-10-0269

35. Qin H, Holdbrooks AT, Liu Y, Reynolds SL, Yanagisawa LL, Benveniste EN.
SOCS3 deficiency promotes M1 macrophage polarization and inflammation.
J Immunol (2012) 189(7):3439–48. doi:10.4049/jimmunol.1201168

36. O’Farrell AM, Liu Y, Moore KW, Mui AL. IL-10 inhibits macrophage acti-
vation and proliferation by distinct signaling mechanisms: evidence for
Stat3-dependent and -independent pathways. EMBO J (1998) 17(4):1006–18.
doi:10.1093/emboj/17.4.1006

37. Lang R, Patel D, Morris JJ, Rutschman RL, Murray PJ. Shaping gene expres-
sion in activated and resting primary macrophages by IL-10. J Immunol (2002)
169(5):2253–63. doi:10.4049/jimmunol.169.5.2253

38. Nelms K, Keegan AD, Zamorano J, Ryan JJ, Paul WE. The IL-4 receptor: signal-
ing mechanisms and biologic functions. Annu Rev Immunol (1999) 17:701–38.
doi:10.1146/annurev.immunol.17.1.701

39. Chawla A. Control of macrophage activation and function by PPARs. Circ Res
(2010) 106(10):1559–69. doi:10.1161/CIRCRESAHA.110.216523

40. Bouhlel MA, Derudas B, Rigamonti E, Dievart R, Brozek J, Haulon S,
et al. PPARgamma activation primes human monocytes into alternative
M2 macrophages with anti-inflammatory properties. Cell Metab (2007)
6(2):137–43. doi:10.1016/j.cmet.2007.06.010

41. Liao X, Sharma N, Kapadia F, Zhou G, Lu Y, Hong H, et al. Kruppel-like fac-
tor 4 regulates macrophage polarization. J Clin Invest (2011) 121(7):2736–49.
doi:10.1172/JCI45444

42. Sharma N, Lu Y, Zhou G, Liao X, Kapil P, Anand P, et al. Myeloid Kruppel-
like factor 4 deficiency augments atherogenesis in ApoE-/- mice – brief report.
Arterioscler Thromb Vasc Biol (2012) 32(12):2836–8. doi:10.1161/ATVBAHA.
112.300471

43. Babaev VR, Yancey PG, Ryzhov SV, Kon V, Breyer MD, Magnuson MA, et al.
Conditional knockout of macrophage PPARgamma increases atherosclerosis
in C57BL/6 and low-density lipoprotein receptor-deficient mice. Arterioscler
Thromb Vasc Biol (2005) 25(8):1647–53. doi:10.1161/01.ATV.0000173413.
31789.1a

44. Martinez FO, Helming L, Milde R,Varin A, Melgert BN, Draijer C, et al. Genetic
programs expressed in resting and IL-4 alternatively activated mouse and
human macrophages: similarities and differences. Blood (2013) 121(9):e57–69.
doi:10.1182/blood-2012-06-436212

45. Shirey KA, Pletneva LM, Puche AC, Keegan AD, Prince GA, Blanco JC, et al.
Control of RSV-induced lung injury by alternatively activated macrophages
is IL-4R alpha-, TLR4-, and IFN-beta-dependent. Mucosal Immunol (2010)
3(3):291–300. doi:10.1038/mi.2010.6

www.frontiersin.org November 2014 | Volume 5 | Article 614 | 7

http://dx.doi.org/10.1038/nri2448
http://dx.doi.org/10.1126/science.1178334
http://dx.doi.org/10.1126/science.1178334
http://dx.doi.org/10.1073/pnas.0400983101
http://dx.doi.org/10.1146/annurev.immunol.021908.132532
http://dx.doi.org/10.1016/j.immuni.2010.05.007
http://dx.doi.org/10.1016/j.immuni.2010.05.007
http://dx.doi.org/10.1615/CritRevImmunol.v32.i6.10
http://dx.doi.org/10.1172/JCI59643
http://dx.doi.org/10.1189/jlb.0602325
http://dx.doi.org/10.4049/jimmunol.174.11.6561
http://dx.doi.org/10.4049/jimmunol.174.11.6561
http://dx.doi.org/10.1038/nri1733
http://dx.doi.org/10.1002/eji.201141894
http://dx.doi.org/10.1016/j.cmet.2011.11.013
http://dx.doi.org/10.1007/s12026-012-8291-9
http://dx.doi.org/10.14348/molcells.2014.2374
http://dx.doi.org/10.4049/jimmunol.164.12.6166
http://dx.doi.org/10.4049/jimmunol.164.12.6166
http://dx.doi.org/10.1016/j.imbio.2012.07.002
http://dx.doi.org/10.1016/j.imbio.2012.07.002
http://dx.doi.org/10.1158/0008-5472.CAN-06-1867
http://dx.doi.org/10.1038/ni.1990
http://dx.doi.org/10.1189/jlb.1108702
http://dx.doi.org/10.1189/jlb.1108702
http://dx.doi.org/10.4049/jimmunol.1400486
http://dx.doi.org/10.1186/1744-8069-10-10
http://dx.doi.org/10.1186/1744-8069-10-10
http://dx.doi.org/10.2337/db11-1595
http://dx.doi.org/10.2337/db11-1595
http://dx.doi.org/10.1016/j.cell.2007.10.034
http://dx.doi.org/10.1016/S0092-8674(02)00827-9
http://dx.doi.org/10.1038/nri1630
http://dx.doi.org/10.1038/nri1630
http://dx.doi.org/10.1016/j.immuni.2005.09.003
http://dx.doi.org/10.1016/j.it.2009.07.009
http://dx.doi.org/10.1016/j.it.2009.07.009
http://dx.doi.org/10.1189/jlb.1110644
http://dx.doi.org/10.4049/jimmunol.180.9.6270
http://dx.doi.org/10.1074/jbc.M709960200
http://dx.doi.org/10.1158/0008-5472.CAN-10-0269
http://dx.doi.org/10.1158/0008-5472.CAN-10-0269
http://dx.doi.org/10.4049/jimmunol.1201168
http://dx.doi.org/10.1093/emboj/17.4.1006
http://dx.doi.org/10.4049/jimmunol.169.5.2253
http://dx.doi.org/10.1146/annurev.immunol.17.1.701
http://dx.doi.org/10.1161/CIRCRESAHA.110.216523
http://dx.doi.org/10.1016/j.cmet.2007.06.010
http://dx.doi.org/10.1172/JCI45444
http://dx.doi.org/10.1161/ATVBAHA.112.300471
http://dx.doi.org/10.1161/ATVBAHA.112.300471
http://dx.doi.org/10.1161/01.ATV.0000173413.31789.1a
http://dx.doi.org/10.1161/01.ATV.0000173413.31789.1a
http://dx.doi.org/10.1182/blood-2012-06-436212
http://dx.doi.org/10.1038/mi.2010.6
http://www.frontiersin.org
http://www.frontiersin.org/Molecular_Innate_Immunity/archive


 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Wang et al. Macrophage M1–M2 polarization

46. Luzina IG, Keegan AD, Heller NM, Rook GA, Shea-Donohue T,Atamas SP. Reg-
ulation of inflammation by interleukin-4: a review of “alternatives.” J Leukoc
Biol (2012) 92(4):753–64. doi:10.1189/jlb.0412214

47. Odegaard JI, Ricardo-Gonzalez RR, Goforth MH, Morel CR, Subramanian
V, Mukundan L, et al. Macrophage-specific PPARgamma controls alternative
activation and improves insulin resistance. Nature (2007) 447(7148):1116–20.
doi:10.1038/nature05894

48. Mukundan L, Odegaard JI, Morel CR, Heredia JE, Mwangi JW, Ricardo-
Gonzalez RR, et al. PPAR-delta senses and orchestrates clearance of apop-
totic cells to promote tolerance. Nat Med (2009) 15(11):1266–72. doi:10.1038/
nm.2048

49. Eguchi J, Wang X, Yu S, Kershaw EE, Chiu PC, Dushay J, et al. Transcriptional
control of adipose lipid handling by IRF4. Cell Metab (2011) 13(3):249–59.
doi:10.1016/j.cmet.2011.02.005

50. Park-Min KH, Antoniv TT, Ivashkiv LB. Regulation of macrophage pheno-
type by long-term exposure to IL-10. Immunobiology (2005) 210(2–4):77–86.
doi:10.1016/j.imbio.2005.05.002

51. Imtiyaz HZ, Simon MC. Hypoxia-inducible factors as essential regulators of
inflammation. Curr Top Microbiol Immunol (2010) 345:105–20. doi:10.1007/
82_2010_74

52. Imtiyaz HZ, Williams EP, Hickey MM, Patel SA, Durham AC, Yuan LJ,
et al. Hypoxia-inducible factor 2alpha regulates macrophage function in
mouse models of acute and tumor inflammation. J Clin Invest (2010)
120(8):2699–714. doi:10.1172/JCI39506

53. Bosco MC, Puppo M, Santangelo C, Anfosso L, Pfeffer U, Fardin P, et al.
Hypoxia modifies the transcriptome of primary human monocytes: modu-
lation of novel immune-related genes and identification of CC-chemokine
ligand 20 as a new hypoxia-inducible gene. J Immunol (2006) 177(3):1941–55.
doi:10.4049/jimmunol.177.3.1941

54. Fang HY, Hughes R, Murdoch C, Coffelt SB, Biswas SK, Harris AL, et al.
Hypoxia-inducible factors 1 and 2 are important transcriptional effectors
in primary macrophages experiencing hypoxia. Blood (2009) 114(4):844–59.
doi:10.1182/blood-2008-12-195941

55. Murdoch C, Lewis CE. Macrophage migration and gene expression in response
to tumor hypoxia. Int J Cancer (2005) 117(5):701–8. doi:10.1002/ijc.21422

56. Cramer T, Yamanishi Y, Clausen BE, Forster I, Pawlinski R, Mackman N, et al.
HIF-1alpha is essential for myeloid cell-mediated inflammation. Cell (2003)
112(5):645–57. doi:10.1016/S0092-8674(03)00154-5

57. Rius J, Guma M, Schachtrup C, Akassoglou K, Zinkernagel AS, Nizet V,
et al. NF-kappaB links innate immunity to the hypoxic response through
transcriptional regulation of HIF-1alpha. Nature (2008) 453(7196):807–11.
doi:10.1038/nature06905

58. Nizet V, Johnson RS. Interdependence of hypoxic and innate immune
responses. Nat Rev Immunol (2009) 9(9):609–17. doi:10.1038/nri2607

59. Colegio OR, Chu NQ, Szabo AL, Chu T, Rhebergen AM, Jairam V, et al. Func-
tional polarization of tumour-associated macrophages by tumour-derived lac-
tic acid. Nature (2014) 513(7519):559–63. doi:10.1038/nature13490

60. Tripathi C, Tewari BN, Kanchan RK, Baghel KS, Nautiyal N, Shrivastava R,
et al. Macrophages are recruited to hypoxic tumor areas and acquire a pro-
angiogenic M2-Polarized phenotype via hypoxic cancer cell derived cytokines
Oncostatin M and Eotaxin. Oncotarget (2014) 5(14):5350–68.

61. Takeda N, O’Dea EL, Doedens A, Kim JW, Weidemann A, Stockmann C,
et al. Differential activation and antagonistic function of HIF-{alpha} iso-
forms in macrophages are essential for NO homeostasis. Genes Dev (2010)
24(5):491–501. doi:10.1101/gad.1881410

62. Kofler J, Wiley CA. Microglia: key innate immune cells of the brain. Toxicol
Pathol (2011) 39(1):103–14. doi:10.1177/0192623310387619

63. Vandanmagsar B, Youm YH, Ravussin A, Galgani JE, Stadler K, Mynatt RL,
et al. The NLRP3 inflammasome instigates obesity-induced inflammation and
insulin resistance. Nat Med (2011) 17(2):179–88. doi:10.1038/nm.2279

64. Tschopp J, Martinon F, Burns K. NALPs: a novel protein family involved in
inflammation. Nat Rev Mol Cell Biol (2003) 4(2):95–104. doi:10.1038/nrm1019

65. Martinon F, Burns K, Tschopp J. The inflammasome: a molecular platform
triggering activation of inflammatory caspases and processing of proIL-beta.
Mol Cell (2002) 10(2):417–26. doi:10.1016/S1097-2765(02)00599-3

66. Inohara N, Chamaillard M, McDonald C, Nuñez G. NOD-LRR proteins: role
in host-microbial interactions and inflammatory disease. Ann Rev Biochem
(2005) 74:355–83. doi:10.1146/annurev.biochem.74.082803.133347

67. Shaw MH, Reimer T, Kim YG, Nunez G. NOD-like receptors (NLRs): bona
fide intracellular microbial sensors. Curr Opin Immunol (2008) 20(4):377–82.
doi:10.1016/j.coi.2008.06.001

68. Chamaillard M, Hashimoto M, Horie Y, Masumoto J, Qiu S, Saab L, et al.
An essential role for NOD1 in host recognition of bacterial peptidoglycan
containing diaminopimelic acid. Nat Immunol (2003) 4(7):702–7. doi:10.1038/
ni945

69. Girardin SE, Boneca IG, Viala J, Chamaillard M, Labigne A, Thomas G, et al.
Nod2 is a general sensor of peptidoglycan through muramyl dipeptide (MDP)
detection. J Biol Chem (2003) 278(11):8869–72. doi:10.1074/jbc.C200651200

70. Hasegawa M, Fujimoto Y, Lucas PC, Nakano H, Fukase K, Nunez G, et al.
A critical role of RICK/RIP2 polyubiquitination in Nod-induced NF-kappaB
activation. EMBO J (2008) 27(2):373–83. doi:10.1038/sj.emboj.7601962

71. Hitotsumatsu O, Ahmad RC, Tavares R, Wang M, Philpott D, Turer EE, et al.
The ubiquitin-editing enzyme A20 restricts nucleotide-binding oligomeriza-
tion domain containing 2-triggered signals. Immunity (2008) 28(3):381–90.
doi:10.1016/j.immuni.2008.02.002

72. Keestra AM, Winter MG, Auburger JJ, Frassle SP, Xavier MN, Winter SE, et al.
Manipulation of small Rho GTPases is a pathogen-induced process detected
by NOD1. Nature (2013) 496(7444):233–7. doi:10.1038/nature12025

73. Hansen G, Hercus TR, McClure BJ, Stomski FC, Dottore M, Powell J, et al. The
structure of the GM-CSF receptor complex reveals a distinct mode of cytokine
receptor activation. Cell (2008) 134(3):496–507. doi:10.1016/j.cell.2008.05.053

74. Lehtonen A, Ahlfors H, Veckman V, Miettinen M, Lahesmaa R, Julkunen
I. Gene expression profiling during differentiation of human monocytes to
macrophages or dendritic cells. J Leukoc Biol (2007) 82(3):710–20. doi:10.1189/
jlb.0307194

75. Beyer M, Mallmann MR, Xue J, Staratschek-Jox A, Vorholt D, Krebs W, et al.
High-resolution transcriptome of human macrophages. PLoS One (2012)
7(9):e45466. doi:10.1371/journal.pone.0045466

76. Dranoff G, Jaffee E, Lazenby A, Golumbek P, Levitsky H, Brose K, et al. Vacci-
nation with irradiated tumor cells engineered to secrete murine granulocyte-
macrophage colony-stimulating factor stimulates potent, specific, and long-
lasting anti-tumor immunity. Proc Natl Acad Sci U S A (1993) 90(8):3539–43.
doi:10.1073/pnas.90.8.3539

77. Dirksen U, Nishinakamura R, Groneck P, Hattenhorst U, Nogee L, Murray R,
et al. Human pulmonary alveolar proteinosis associated with a defect in GM-
CSF/IL-3/IL-5 receptor common beta chain expression. J Clin Invest (1997)
100(9):2211–7. doi:10.1172/JCI119758

78. Dirksen U, Hattenhorst U, Schneider P, Schroten H, Gobel U, Bocking
A, et al. Defective expression of granulocyte-macrophage colony-stimulating
factor/interleukin-3/interleukin-5 receptor common beta chain in children
with acute myeloid leukemia associated with respiratory failure. Blood (1998)
92(4):1097–103.

79. Baltimore D, Boldin MP, O’Connell RM, Rao DS, Taganov KD. MicroRNAs:
new regulators of immune cell development and function. Nat Immunol (2008)
9(8):839–45. doi:10.1038/ni.f.209

80. Squadrito ML, Etzrodt M, De Palma M, Pittet MJ. MicroRNA-mediated con-
trol of macrophages and its implications for cancer. Trends Immunol (2013)
34(7):350–9. doi:10.1016/j.it.2013.02.003

81. Graff JW, Dickson AM, Clay G, McCaffrey AP, Wilson ME. Identifying func-
tional microRNAs in macrophages with polarized phenotypes. J Biol Chem
(2012) 287(26):21816–25. doi:10.1074/jbc.M111.327031

82. O’Connell RM, Rao DS, Chaudhuri AA, Boldin MP, Taganov KD, Nicoll J, et al.
Sustained expression of microRNA-155 in hematopoietic stem cells causes a
myeloproliferative disorder. J Exp Med (2008) 205(3):585–94. doi:10.1084/jem.
20072108

83. Taganov KD, Boldin MP, Chang KJ, Baltimore D. NF-kappaB-dependent induc-
tion of microRNA miR-146, an inhibitor targeted to signaling proteins of
innate immune responses. Proc Natl Acad Sci U S A (2006) 103(33):12481–6.
doi:10.1073/pnas.0605298103

84. Barish GD, Yu RT, Karunasiri M, Ocampo CB, Dixon J, Benner C, et al. Bcl-6
and NF-kappaB cistromes mediate opposing regulation of the innate immune
response. Genes Dev (2010) 24(24):2760–5. doi:10.1101/gad.1998010

85. Tili E, Michaille JJ, Cimino A, Costinean S, Dumitru CD,Adair B, et al. Modula-
tion of miR-155 and miR-125b levels following lipopolysaccharide/TNF-alpha
stimulation and their possible roles in regulating the response to endotoxin
shock. J Immunol (2007) 179(8):5082–9. doi:10.4049/jimmunol.179.8.5082

Frontiers in Immunology | Molecular Innate Immunity November 2014 | Volume 5 | Article 614 | 8

http://dx.doi.org/10.1189/jlb.0412214
http://dx.doi.org/10.1038/nature05894
http://dx.doi.org/10.1038/nm.2048
http://dx.doi.org/10.1038/nm.2048
http://dx.doi.org/10.1016/j.cmet.2011.02.005
http://dx.doi.org/10.1016/j.imbio.2005.05.002
http://dx.doi.org/10.1007/82_2010_74
http://dx.doi.org/10.1007/82_2010_74
http://dx.doi.org/10.1172/JCI39506
http://dx.doi.org/10.4049/jimmunol.177.3.1941
http://dx.doi.org/10.1182/blood-2008-12-195941
http://dx.doi.org/10.1002/ijc.21422
http://dx.doi.org/10.1016/S0092-8674(03)00154-5
http://dx.doi.org/10.1038/nature06905
http://dx.doi.org/10.1038/nri2607
http://dx.doi.org/10.1038/nature13490
http://dx.doi.org/10.1101/gad.1881410
http://dx.doi.org/10.1177/0192623310387619
http://dx.doi.org/10.1038/nm.2279
http://dx.doi.org/10.1038/nrm1019
http://dx.doi.org/10.1016/S1097-2765(02)00599-3
http://dx.doi.org/10.1146/annurev.biochem.74.082803.133347
http://dx.doi.org/10.1016/j.coi.2008.06.001
http://dx.doi.org/10.1038/ni945
http://dx.doi.org/10.1038/ni945
http://dx.doi.org/10.1074/jbc.C200651200
http://dx.doi.org/10.1038/sj.emboj.7601962
http://dx.doi.org/10.1016/j.immuni.2008.02.002
http://dx.doi.org/10.1038/nature12025
http://dx.doi.org/10.1016/j.cell.2008.05.053
http://dx.doi.org/10.1189/jlb.0307194
http://dx.doi.org/10.1189/jlb.0307194
http://dx.doi.org/10.1371/journal.pone.0045466
http://dx.doi.org/10.1073/pnas.90.8.3539
http://dx.doi.org/10.1172/JCI119758
http://dx.doi.org/10.1038/ni.f.209
http://dx.doi.org/10.1016/j.it.2013.02.003
http://dx.doi.org/10.1074/jbc.M111.327031
http://dx.doi.org/10.1084/jem.20072108
http://dx.doi.org/10.1084/jem.20072108
http://dx.doi.org/10.1073/pnas.0605298103
http://dx.doi.org/10.1101/gad.1998010
http://dx.doi.org/10.4049/jimmunol.179.8.5082
http://www.frontiersin.org/Molecular_Innate_Immunity
http://www.frontiersin.org/Molecular_Innate_Immunity/archive


 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Wang et al. Macrophage M1–M2 polarization

86. Bazzoni F, Rossato M, Fabbri M, Gaudiosi D, Mirolo M, Mori L, et al.
Induction and regulatory function of miR-9 in human monocytes and neu-
trophils exposed to proinflammatory signals. Proc Natl Acad Sci U S A (2009)
106(13):5282–7. doi:10.1073/pnas.0810909106

87. Zhu D, Pan C, Li L, Bian Z, Lv Z, Shi L, et al. MicroRNA-17/20a/106a modu-
late macrophage inflammatory responses through targeting signal-regulatory
protein alpha. J Allergy Clin Immunol (2013) 132(2):426e–36e. doi:10.1016/j.
jaci.2013.02.005

88. Liu Y, Chen Q, Song Y, Lai L, Wang J, Yu H, et al. MicroRNA-98 negatively
regulates IL-10 production and endotoxin tolerance in macrophages after
LPS stimulation. FEBS Lett (2011) 585(12):1963–8. doi:10.1016/j.febslet.2011.
05.029

89. Sheedy FJ, Palsson-McDermott E, Hennessy EJ, Martin C, O’Leary JJ, Ruan
Q, et al. Negative regulation of TLR4 via targeting of the proinflammatory
tumor suppressor PDCD4 by the microRNA miR-21. Nat Immunol (2010)
11(2):141–7. doi:10.1038/ni.1828

90. Nahid MA, Satoh M, Chan EK. Mechanistic role of microRNA-146a in
endotoxin-induced differential cross-regulation of TLR signaling. J Immunol
(2011) 186(3):1723–34. doi:10.4049/jimmunol.1002311

91. Ponomarev ED, Veremeyko T, Barteneva N, Krichevsky AM, Weiner HL.
MicroRNA-124 promotes microglia quiescence and suppresses EAE by deac-
tivating macrophages via the C/EBP-alpha-PU.1 pathway. Nat Med (2011)
17(1):64–70. doi:10.1038/nm.2266

92. Zhuang G, Meng C, Guo X, Cheruku PS, Shi L, Xu H, et al. A novel
regulator of macrophage activation: miR-223 in obesity-associated adi-
pose tissue inflammation. Circulation (2012) 125(23):2892–903. doi:10.1161/
CIRCULATIONAHA.111.087817

93. Banerjee S, Xie N, Cui H, Tan Z, Yang S, Icyuz M, et al. MicroRNA let-
7c regulates macrophage polarization. J Immunol (2013) 190(12):6542–9.
doi:10.4049/jimmunol.1202496

94. Lu YC, Kim I, Lye E, Shen F, Suzuki N, Suzuki S, et al. Differential role
for c-Rel and C/EBPbeta/delta in TLR-mediated induction of proinflamma-
tory cytokines. J Immunol (2009) 182(11):7212–21. doi:10.4049/jimmunol.
0802971

95. Litvak V, Ramsey SA, Rust AG, Zak DE, Kennedy KA, Lampano AE, et al. Func-
tion of C/EBPdelta in a regulatory circuit that discriminates between tran-
sient and persistent TLR4-induced signals. Nat Immunol (2009) 10(4):437–43.
doi:10.1038/ni.1721

96. Martinez-Nunez RT, Louafi F, Sanchez-Elsner T. The interleukin 13 (IL-13)
pathway in human macrophages is modulated by microRNA-155 via direct
targeting of interleukin 13 receptor alpha1 (IL13Ralpha1). J Biol Chem (2011)
286(3):1786–94. doi:10.1074/jbc.M110.169367

97. Cai X, Yin Y, Li N, Zhu D, Zhang J, Zhang CY, et al. Re-polarization of tumor-
associated macrophages to pro-inflammatory M1 macrophages by microRNA-
155. J Mol Cell Biol (2012) 4(5):341–3. doi:10.1093/jmcb/mjs044

98. Pedersen IM, Otero D, Kao E, Miletic AV, Hother C, Ralfkiaer E, et al.
Onco-miR-155 targets SHIP1 to promote TNFalpha-dependent growth of B
cell lymphomas. EMBO Mol Med. (2009) 1(5):288–95. doi:10.1002/emmm.
200900028

99. Doyle SL, Jefferies CA, O’Neill LA. Bruton’s tyrosine kinase is involved in
p65-mediated transactivation and phosphorylation of p65 on serine 536
during NFkappaB activation by lipopolysaccharide. J Biol Chem (2005)
280(25):23496–501. doi:10.1074/jbc.C500053200

100. Doyle SL, Jefferies CA, Feighery C, O’Neill LA. Signaling by Toll-like receptors 8
and 9 requires Bruton’s tyrosine kinase. J Biol Chem (2007) 282(51):36953–60.
doi:10.1074/jbc.M707682200

101. Horwood NJ, Mahon T, McDaid JP, Campbell J, Mano H, Brennan FM,
et al. Bruton’s tyrosine kinase is required for lipopolysaccharide-induced
tumor necrosis factor alpha production. J Exp Med (2003) 197(12):1603–11.
doi:10.1084/jem.20021845

102. Horwood NJ, Page TH, McDaid JP, Palmer CD, Campbell J, Mahon T, et al.
Bruton’s tyrosine kinase is required for TLR2 and TLR4-induced TNF, but not
IL-6, production. J Immunol (2006) 176(6):3635–41. doi:10.4049/jimmunol.
176.6.3635

103. Ni Gabhann J, Hams E, Smith S, Wynne C, Byrne JC, Brennan K, et al. Btk reg-
ulates macrophage polarization in response to lipopolysaccharide. PLoS One
(2014) 9(1):e85834. doi:10.1371/journal.pone.0085834

104. Lee KG, Xu S, Kang ZH, Huo J, Huang M, Liu D, et al. Bruton’s tyrosine kinase
phosphorylates Toll-like receptor 3 to initiate antiviral response. Proc Natl Acad
Sci U S A (2012) 109(15):5791–6. doi:10.1073/pnas.1119238109

105. Schlaepfer E, Rochat MA, Duo L, Speck RF. Triggering TLR2, 3, 4, 5 and 8 rein-
forces the restrictive nature of M1- and M2-polarized macrophages to HIV.
J Virol (2014) 88(17):9769–81. doi:10.1128/JVI.01053-14

106. Biswas SK, Gangi L, Paul S, Schioppa T, Saccani A, Sironi M, et al. A distinct and
unique transcriptional program expressed by tumor-associated macrophages
(defective NF-kappaB and enhanced IRF-3/STAT1 activation). Blood (2006)
107(5):2112–22. doi:10.1182/blood-2005-01-0428

107. Porta C, Rimoldi M, Raes G, Brys L, Ghezzi P, Di Liberto D, et al. Tolerance and
M2 (alternative) macrophage polarization are related processes orchestrated by
p50 nuclear factor kappaB. Proc Natl Acad Sci U S A (2009) 106(35):14978–83.
doi:10.1073/pnas.0809784106

108. Garofalo RS, Orena SJ, Rafidi K, Torchia AJ, Stock JL, Hildebrandt AL, et al.
Severe diabetes, age-dependent loss of adipose tissue, and mild growth defi-
ciency in mice lacking Akt2/PKB beta. J Clin Invest (2003) 112(2):197–208.
doi:10.1172/JCI16885

109. Kadl A, Meher AK, Sharma PR, Lee MY, Doran AC, Johnstone SR, et al. Identi-
fication of a novel macrophage phenotype that develops in response to athero-
genic phospholipids via Nrf2. Circ Res (2010) 107(6):737–46. doi:10.1161/
CIRCRESAHA.109.215715

110. Umemura N, Saio M, Suwa T, Kitoh Y, Bai J, Nonaka K, et al. Tumor-
infiltrating myeloid-derived suppressor cells are pleiotropic-inflamed mono-
cytes/macrophages that bear M1- and M2-type characteristics. J Leukoc Biol
(2008) 83(5):1136–44. doi:10.1189/jlb.0907611

111. Carpenter S, Aiello D, Atianand MK, Ricci EP, Gandhi P, Hall LL, et al. A long
noncoding RNA mediates both activation and repression of immune response
genes. Science (2013) 341(6147):789–92. doi:10.1126/science.1240925

112. Li Z, Chao TC, Chang KY, Lin N, Patil VS, Shimizu C, et al. The long
noncoding RNA THRIL regulates TNFalpha expression through its inter-
action with hnRNPL. Proc Natl Acad Sci U S A (2014) 111(3):1002–7.
doi:10.1073/pnas.1313768111

113. Mylonas KJ, Nair MG, Prieto-Lafuente L, Paape D, Allen JE. Alternatively
activated macrophages elicited by helminth infection can be reprogrammed
to enable microbial killing. J Immunol (2009) 182(5):3084–94. doi:10.4049/
jimmunol.0803463

114. Stout RD,Jiang C,Matta B,Tietzel I,Watkins SK,Suttles J. Macrophages sequen-
tially change their functional phenotype in response to changes in microenvi-
ronmental influences. J Immunol (2005) 175(1):342–9. doi:10.4049/jimmunol.
175.1.342

115. Hyam SR, Lee IA, Gu W, Kim KA, Jeong JJ, Jang SE, et al. Arctigenin ameliorates
inflammation in vitro and in vivo by inhibiting the PI3K/AKT pathway and
polarizing M1 macrophages to M2-like macrophages. Eur J Pharmacol (2013)
708(1–3):21–9. doi:10.1016/j.ejphar.2013.01.014

116. Jang SE, Hyam SR, Han MJ, Kim SY, Lee BG, Kim DH. Lactobacillus brevis
G-101 ameliorates colitis in mice by inhibiting NF-kappaB, MAPK and AKT
pathways and by polarizing M1 macrophages to M2-like macrophages. J Appl
Microbiol (2013) 115(3):888–96. doi:10.1111/jam.12273

Conflict of Interest Statement: The authors declare that the research was conducted
in the absence of any commercial or financial relationships that could be construed
as a potential conflict of interest.

Received: 14 August 2014; accepted: 14 November 2014; published online: 28 November
2014.
Citation: Wang N, Liang H and Zen K (2014) Molecular mechanisms that influ-
ence the macrophage M1–M2 polarization balance. Front. Immunol. 5:614. doi:
10.3389/fimmu.2014.00614
This article was submitted to Molecular Innate Immunity, a section of the journal
Frontiers in Immunology.
Copyright © 2014 Wang , Liang and Zen. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use, dis-
tribution or reproduction in other forums is permitted, provided the original author(s)
or licensor are credited and that the original publication in this journal is cited, in
accordance with accepted academic practice. No use, distribution or reproduction is
permitted which does not comply with these terms.

www.frontiersin.org November 2014 | Volume 5 | Article 614 | 9

http://dx.doi.org/10.1073/pnas.0810909106
http://dx.doi.org/10.1016/j.jaci.2013.02.005
http://dx.doi.org/10.1016/j.jaci.2013.02.005
http://dx.doi.org/10.1016/j.febslet.2011.05.029
http://dx.doi.org/10.1016/j.febslet.2011.05.029
http://dx.doi.org/10.1038/ni.1828
http://dx.doi.org/10.4049/jimmunol.1002311
http://dx.doi.org/10.1038/nm.2266
http://dx.doi.org/10.1161/CIRCULATIONAHA.111.087817
http://dx.doi.org/10.1161/CIRCULATIONAHA.111.087817
http://dx.doi.org/10.4049/jimmunol.1202496
http://dx.doi.org/10.4049/jimmunol.0802971
http://dx.doi.org/10.4049/jimmunol.0802971
http://dx.doi.org/10.1038/ni.1721
http://dx.doi.org/10.1074/jbc.M110.169367
http://dx.doi.org/10.1093/jmcb/mjs044
http://dx.doi.org/10.1002/emmm.200900028
http://dx.doi.org/10.1002/emmm.200900028
http://dx.doi.org/10.1074/jbc.C500053200
http://dx.doi.org/10.1074/jbc.M707682200
http://dx.doi.org/10.1084/jem.20021845
http://dx.doi.org/10.4049/jimmunol.176.6.3635
http://dx.doi.org/10.4049/jimmunol.176.6.3635
http://dx.doi.org/10.1371/journal.pone.0085834
http://dx.doi.org/10.1073/pnas.1119238109
http://dx.doi.org/10.1128/JVI.01053-14
http://dx.doi.org/10.1182/blood-2005-01-0428
http://dx.doi.org/10.1073/pnas.0809784106
http://dx.doi.org/10.1172/JCI16885
http://dx.doi.org/10.1161/CIRCRESAHA.109.215715
http://dx.doi.org/10.1161/CIRCRESAHA.109.215715
http://dx.doi.org/10.1189/jlb.0907611
http://dx.doi.org/10.1126/science.1240925
http://dx.doi.org/10.1073/pnas.1313768111
http://dx.doi.org/10.4049/jimmunol.0803463
http://dx.doi.org/10.4049/jimmunol.0803463
http://dx.doi.org/10.4049/jimmunol.175.1.342
http://dx.doi.org/10.4049/jimmunol.175.1.342
http://dx.doi.org/10.1016/j.ejphar.2013.01.014
http://dx.doi.org/10.1111/jam.12273
http://dx.doi.org/10.3389/fimmu.2014.00614
http://creativecommons.org/licenses/by/4.0/
http://www.frontiersin.org
http://www.frontiersin.org/Molecular_Innate_Immunity/archive

	Molecular mechanisms that influence the macrophage M1–M2 polarization balance
	Introduction
	IRF/STAT signaling
	HIF-1α and HIF-2α
	Oligomerization domain (NOD)-like receptors
	Granulocyte-macrophage colony-stimulating factor
	MicroRNAs
	M1–M2 Phenotype switch
	Future directions
	Acknowledgments
	References


