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Abstract 

Background  Chronic obstructive pulmonary disease (COPD) remains a leading cause of morbidity and mortality 
worldwide, characterized by persistent respiratory symptoms and airflow limitation. The involvement of C–C motif 
chemokine ligand 2 (CCL2) in COPD pathogenesis, particularly in macrophage regulation and activation, is poorly 
understood despite its recognized role in chronic inflammation. Our study aims to elucidate the regulatory role 
and molecular mechanisms of CCL2 in the pathogenesis of COPD, providing new insights for therapeutic strategies.

Methods  This study focused on the CCL2-CCR2 signaling pathway, exploring its role in COPD pathogenesis using 
both Ccl2 knockout (KO) mice and pharmacological inhibitors. To dissect the underlying mechanisms, we employed 
various in vitro and in vivo methods to analyze the secretion patterns and pathogenic effects of CCL2 and its down-
stream molecular signaling through the CCL2-CCR2 axis.

Results  Elevated Ccl2 expression was confirmed in the lungs of COPD mice and was associated with enhanced 
recruitment and activation of macrophages. Deletion of Ccl2 in knockout mice, as well as treatment with a Ccr2 inhibi-
tor, resulted in protection against CS- and LPS-induced alveolar injury and airway remodeling. Mechanistically, CCL2 
was predominantly secreted by bronchial epithelial cells in a process dependent on STAT1 phosphorylation and acted 
through the CCR2 receptor on macrophages. This interaction activated the PI3K-AKT signaling pathway, which 
was pivotal for macrophage activation and the secretion of inflammatory cytokines, further influencing the progres-
sion of COPD.

Conclusions  The study highlighted the crucial role of CCL2 in mediating inflammatory responses and remodeling 
in COPD. It enhanced our understanding of COPD’s molecular mechanisms, particularly how CCL2’s interaction 
with the CCR2 activates critical signaling pathways. Targeting the CCL2-CCR2 axis emerged as a promising strategy 
to alleviate COPD pathology.
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Graphical Abstract

Background
Chronic obstructive pulmonary disease (COPD) is cur-
rently the most prevalent chronic respiratory disease, 
affecting approximately 200 million individuals world-
wide [1]. COPD results in approximately 3 million deaths 
annually, imposing a significant burden on public health 
[1, 2]. Although current treatments can alleviate symp-
toms, the combination of inhaled corticosteroids, long-
acting muscarinic antagonists, and β-adrenoceptor 
agonists fails to adequately control exacerbations [2, 
3]. The development of novel drugs is urgently needed, 
which necessitates in-depth research on the pathogenesis 
of COPD. According to previous reports, chronic inflam-
matory responses to cigarette smoke (CS) are consid-
ered a major contributing factor in COPD development 
[4–6]. CS contains numerous hazardous chemical com-
pounds, which trigger the pulmonary immune responses 
and increase cytokines production, especially C–C motif 
chemokine ligand 2 (CCL2) [7].

CCL2 is the first purified and biologically character-
ized member of the human CC chemokine family, and 
it is commonly believed to exert its biological functions 
through interaction with the C–C motif chemokine 
receptor 2 (CCR2) [8–10]. Notably, CCL2 levels were 
significantly increased in sputum from COPD patients 
compared with healthy volunteers [11]. Elevated lev-
els of CCL2 undoubtedly promote the accumulation 

of monocyte-derived macrophages locally, a hallmark 
inflammatory manifestation in the lungs of COPD 
patients. Yet, CCR2, identified as a G-protein-coupled 
receptor, has been shown to have a highly diverse down-
stream pathway, including PI3K/AKT and JAK/STAT 
pathways, suggesting that the effects of CCL2 on mac-
rophages may extend beyond mere recruitment [12]. 
Macrophages play a pivotal role in initiating and sus-
taining this inflammatory status, characterized by their 
early recruitment and extensive cellular communication 
[13, 14]. The persistent inflammation, which is depend-
ent on activated macrophages, forms the pathological 
basis for progressive airflow limitation. During this pro-
cess, macrophages exhibit a dysregulated cytokine secre-
tion profile, reduced phagocytic capacity for pathogens 
and apoptotic cells, and a diminished ability to main-
tain the immune microenvironment [14]. Collectively, 
these changes are referred to as macrophage functional 
homeostatic aberrancy, with the altered cytokine profile 
being particularly indicative. Although several studies 
have demonstrated that cigarette smoke induces various 
functional changes in macrophages in COPD patients 
[15], including alterations in glutamine metabolism [16], 
phagocytic capacity, and levels of inflammatory cytokine 
secretion [17], the regulatory role of CCL2 on mac-
rophage homeostasis remains obscure, and its pathogenic 
contributions to COPD have yet to be comprehensively 
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dissected. Thus, this study aims to clarify the contribu-
tions of CCL2 to COPD and dissect the underlying 
molecular mechanisms, providing theoretical insights for 
potential clinical applications.

In this study, we confirmed the elevated expression 
levels of CCL2 in the lungs of COPD by combining bio-
informatics and animal experiments. Remarkably, using 
Ccl2 deficient mice, we substantiated CCL2’s compre-
hensive contribution to COPD. Delving deeper into the 
biological processes, we discovered that CCL2 expres-
sion originates from bronchial epithelial cells and is regu-
lated by the activation of the STAT1 signaling pathway, 
which is an upstream mechanism induced by cigarette 
smoke constituents and lipopolysaccharide. Beyond 
recruiting macrophages, CCL2 in the pulmonary micro-
environment also modulates macrophage homeostasis 
through the activation of the PI3K-AKT signaling path-
way. Ultimately, we conducted prophylactic treatment 
experiments on mice using compounds that inhibit 
CCL2-CCR2 signaling, confirming the potential clinical 
application of our findings.

Methods
Cell culture and treatment
The bronchial epithelial cell line BEAS2B was cultured in 
DMEM (11,965,092, Gibco Life Technologies, Oshima, 
New York) with 10% fetal bovine serum (26,140,079, 
Gibco Life Technologies, Oshima, New York) and 
penicillin–streptomycin (15,140,122, Gibco Life Tech-
nologies, Oshima, New York). After growing to 80% 
confluency, cells were passaged or seeded into 12-well 
plates, followed by treatment with CSE and LPS for 2 h. 
Prior to treatment, cells underwent starvation in medium 
containing 2% FBS for 12 h. If collection of supernatants 
was required, fresh complete medium would replace the 
original medium after the 2-h induction period, and con-
ditioned medium was collected after an additional 24 h. 
Fludarabine (HY-B0069, MCE, Monmouth Junction) was 
also used to treat BEAS2B cells to inhibit STAT1 phos-
phorylation, with the treatment duration being the same 
as that for CSE and LPS.

THP-1 cells were cultured in RPMI media (11,875,093, 
Gibco Life Technologies, Oshima, New York) + 10% 
FBS + penicillin–streptomycin and β-mercaptoethanol 
(M3148, Sigma-Aldrich, St. Louis). Differentiation condi-
tions involved adding PMA (524,400, Sigma-Aldrich, St. 
Louis) to complete medium for 24h to prime the THP-1 
monocytes into macrophage-like cells. We treated THP-1 
cells with recombinant CCL2 protein or conditioned 
medium (CM) for a duration of 24 h. Additionally, cells 
will be treated with the CCR2 inhibitor INCB3284 (HY-
15450A, MCE, Monmouth Junction) and AKT inhibitor 
perifosine (HY-50909, MCE, Monmouth Junction). The 

CM would be used to treat the cells at a 1:1 ratio with 
complete medium. Cells were maintained at 37 °C, 5% 
CO2 in a humidified culture incubator.

To extract bone marrow-derived macrophages 
(BMDMs), mice were euthanized, and their femurs and 
tibiae were collected under sterile conditions. The bones 
were cleaned of any attached muscles and connective tis-
sues and then flushed with iced PBS using a 27G needle 
to collect the bone marrow cells. The collected bone mar-
row cells were passed through a 70 μm cell strainer to 
obtain a single-cell suspension. Cells were then cultured 
in IMEM medium supplemented with 10% FBS, peni-
cillin–streptomycin, and 10 ng/mL M-CSF (RP01216, 
Abclonal, Hubei) for 7 days to differentiate into mac-
rophages. The medium was refreshed every day. After 
differentiation, BMDMs were treated with recombinant 
Ccl2 protein.

Animals
All experimental procedures were approved by the 
Institutional Animal Care and Use Committee of the 
Shanghai Institute of Materia Medica (IACUC). Specific-
pathogen-free male C57BL/6 mice (20 ~ 25 g, seven to 
eight weeks-old) and Ccl2 KO mice were purchased from 
the Shanghai Model Organisms Center and Jackson Lab-
oratories [18]. They were housed under standard condi-
tions (temperature 22 ± 2℃, humidity 55 ± 5%, 12-h-light/
dark cycle) with food and water.

CS and LPS‑induced COPD murine model
The CS was generated from Huangguoshu cigarette, con-
taining 13 mg of tar, and 1.1 mg of nicotine per cigarette. 
Exposure to CS was conducted using cigarette smoke 
generator with the default setting. The mice were daily 
exposed to CS for 1.5 h in the exposure tower for 49 
days (NOE-CSM, Tow-Int Tech, Shanghai). LPS (L2637, 
Sigma-Aldrich, St. Louis) was intratracheal injected 
(2.5mg/kg dissolved in 50 µL saline) under anesthesia 
on day 0 and day 14 [19]. The mice were euthanized at 
day 49. Each mouse underwent pulmonary function test-
ing before euthanasia with Buxco-PFT (PFT, DSI Har-
vard Bioscience, New Brighton). FinePoint software (DSI 
Harvard Bioscience, New Brighton) was used to record 
relevant parameters. In the INCB3284 treatment experi-
ment, all mice were divided into three groups based on 
body weight, with one subgroup receiving INCB3284 (5 
mg/kg per day intraperitoneally), whereas another sub-
group received an equal dose of vehicle. INCB3284 was 
first dissolved in DMSO to prepare a stock solution of 
12.5 mg/mL. This stock solution was then diluted with 
a 0.5% CMC-Na (sodium carboxymethyl cellulose) solu-
tion to achieve a final concentration of 1.25 mg/mL.
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Public data collection and processing
We downloaded the raw data of the transcriptome of 
COPD mouse lung tissues from the GEO database 
(GSE52509) [20] and converted the SRA files to fastq 
using the sra-tools. We used the Fastp tool to remove 
adapter sequences and perform quality control. GRCm39 
HISAT2 index was prepared using the reference and 
annotation files from GENCODE [21, 22]. RNA-seq 
reads were then aligned with HISAT2 and the SAM files 
were converted into the BAM and optionally sorted and 
indexed using SAMtools [23]. Transcript count for each 
sample was obtained from BAM file with featureCounts 
[24]. We also downloaded single cell sequencing data 
(GSE168191 and GSE196638) [25, 26] of the COPD lung 
tissues and conducted in-depth analysis. All code sup-
porting bioinformatic analysis are available on request.

For the chromatin immunoprecipitation sequenc-
ing (ChIP-Seq) analysis, we utilized ChIP-Seq datasets 
(GSE15353 and GSE31477), which were obtained using 
STAT1 antibody immunoprecipitation [27, 28]. Raw 
sequencing reads underwent automatic quality control 
and trimming using TrimGalore, followed by mapping 
to the reference genome with Bowtie2 [29]. The result-
ing BAM files were processed with samtools markdup to 
remove duplicate reads. Finally, bamCoverage was used 
to generate BigWig files for signal visualization, applying 
RPKM normalization [30].

Differential expression analysis
The raw count data for individual sample was collated 
into a matrix and normalized with ‘DESeq2’ R package 
[31]. Differentially expressed genes (DEGs) in COPD 
tissue and normal tissue were then calculated by algo-
rithm in ‘DESeq2’ package with cutoff values of |log2 fold 
change|> 0.5 and false discovery rate (FDR) < 0.05.

Gene Set Enrichment Analysis (GSEA)
To further investigate the biological function of genes, 
GSEA was used with R package ‘clusterProfiler’ [32]. We 
obtained significantly enriched Gene Ontology (GO), 
Kyoto Encyclopedia of Genes and Genomes (KEGG) and 
Reactome terms and then visualized them in bar plot 
(|Normalized enrichment score (NES)|> 1, p-value < 0.05, 
and FDR q-value < 0.25). P values were adjusted with the 
BH methods.

Single cell RNA sequence analysis
Seurat package was used for downstream analysis of 
scRNA data [33]. Low-quality cells were filtered (express-
ing fewer than 200 genes, > 15% mitochondrial reads 
and > 5,000 unique gene counts). Principal component 
analysis was performed on normalized and scaled data 
using 4,000 variable genes. The top principal component 

analyses were used for clustering and visualized using the 
UMAP or t-SNE algorithm.

Preparation of Cigarette Smoke Extract (CSE)
Cigarette smoke extract (CSE) was prepared as previously 
described with minor modifications [34]. The Huang-
guoshu cigarettes were used for experiments. Cigarette 
smoke was drawn into a syringe and slowly bubbled into 
sterile serum-free cell culture media in 15 mL tubes. Four 
cigarette was used for the preparation of 10 mL of solu-
tion. CSE solution was filtered (SLGS033SS, Merck Mil-
lipore, Darmstadt) to remove insoluble particles and was 
designated as 100% CSE solution.

Enzyme‑linked Immunosorbent assay
CCL2 (RK00052, Abclonal, Hubei) and TGF-β (RK00056, 
Abclonal, Hubei) in conditioned medium were measured 
using enzyme-linked immunosorbent assay (ELISA) kits 
according to the instructions.

Western blot
Cells were lysed in RIPA buffer (P0013B, Beyotime, 
Shanghai) containing a protease inhibitor cocktail (HY-
K0010, MCE, Monmouth Junction) and 1 mM sodium 
orthovanadate (HY-D0852, MCE, Monmouth Junction). 
As for animal sample, approximately 10–20 mg of tis-
sue was suspended in 150 ml RIPA buffer with protease 
inhibitor cocktail and grinded in a homogenizer (KZ-
III-FP, Servicebio, Wuhan) following the manufacturer’s 
instructions. Samples were centrifuged at 12,000 rpm for 
10 min at 4 °C. Protein concentrations were determined 
by the BCA protein assay kit (P0009, Beyotime, Shang-
hai). Protein lysates (20μg) were resolved by Tris–Glycine 
SDS-PAGE and transferred to nitrocellulose membranes 
(Millipore, Billerica). All membranes were incubated 
with the indicated primary antibodies overnight at 4°C 
and were diluted in TBST (20 mM Tris pH 7.5, 150 mM 
NaCl, 0.1% Tween-20) supplemented with 5% bovine 
serum albumin (A9418, Sigma-Aldrich, St. Louis). Pri-
mary antibodies were diluted 1:1000 in 5% BSA/TBST 
(except GAPDH, 1:10,000), and secondary antibodies 
were diluted 1:2500 in 5% BSA/TBST. Primary antibodies 
were detected with horseradish peroxidase-conjugated 
secondary antibodies followed by exposure to ECL rea-
gents (SQ201, Epizyme, Shanghai), and densities of bands 
were quantified by Image J software. The catalog of anti-
bodies used is detailed in Table S1.

H&E, masson staining, and immunostaining
Lung tissue samples were exposed to fixative, dehydrated 
with alcohol and xylene, embedded in paraffin, and sliced 
into sections with a thickness of 4 μm using a paraffin 
microtome. The sections stained with hematoxylin & 
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eosin (H-E) and masson according to conventional pro-
tocols for histopathological evaluation. Measurements of 
alveolar enlargement were estimated using H&E-stained 
slides. Microtome sections from H&E-stained sections 
of paraffin embedded mouse lungs were digitally imaged 
at 200X magnification (Vectra, ParkinElmer, Waltham). 
Several random fields were evaluated by a blinded inves-
tigator using an image analysis software (Image J), and 
alveolar enlargement was estimated using the mean lin-
ear intercept (MLI) method. Under higher magnifica-
tion (400X), random independent alveolar walls were 
selected for measurement. The average of these meas-
urements was used as the indicator for assessing alveo-
lar wall thickness. Airway wall fibrosis was assessed by 
the presence of thick collagen bundles stained by the 
masson stain. Three random airways per mouse were 
evaluated by investigators. Immunofluorescence stain-
ing was performed using the Novo-Light 4-plex IHC Kit 
(M-D110041, WiSee Biotech, Shanghai), following the 
manufacturer’s instructions. The catalog of antibodies 
used is detailed in Table S1.

RNA purification and polymerase chain reaction
Approximately 20 mg of lung tissue was suspended in 
TRIzol (15596026, Invitrogen, Waltham) and then broken 
mechanically with homogenizer. To allow for complete 
lysis, the tube was placed on ice and left undisturbed for 
one hour. For cells, they were directly treated with TRI-
zol. The subsequent purification process was carried out 
according to the instructions. Once the RNA purification 
was complete, we assessed the purity and concentration 
of the RNA using NanoDrop spectrophotometer (Ther-
moFisher, Waltham). For each sample, 1 μg of total RNA 
was reverse transcribed into cDNA using ABScript III 
RT Master Mix for qPCR (RK20428, Abclonal, Wuhan). 
The amplification step was completed by use of Univer-
sal SYBR Green Fast qPCR Mix (RK21203, Abclonal, 
Wuhan). The 2−ΔΔCT method was used to calculate 
the results. The primer sequences were shown in the 
Table S2.

Flowcytometry
THP-1 cells were detached and pelleted by centrifuga-
tion at 300g for 5 min and washed twice with phosphate-
buffered saline (PBS) to remove any residual media or 
dissociation solution. Subsequently, the cell pellet was 
resuspended in flow cytometry staining buffer (PBS 
containing 2% fetal bovine serum) to a concentration 
of approximately 1 × 106 cells/mL. Each cell suspension 
was aliquoted into flow cytometry tubes, with each ali-
quot containing approximately 1 × 105 cells. Cells were 
stained with CD86-APC and CD206-PE antibodies for 30 
min at room temperature in the dark. Following staining, 

cells were washed twice with staining buffer to remove 
unbound antibodies, resuspended in 400μL of staining 
buffer, and kept on ice until flow cytometric analysis. 
Flow cytometric data acquisition was conducted on a 
flow cytometer and analyzed with FlowJo.

Transwell assay
In the Transwell migration assay, 1 × 105 cells were 
seeded into the upper chamber of a Transwell insert 
(3422, Corning, New York). The lower chamber was filled 
with a 1:1 mixture of complete medium and CM. After 24 
h of incubation to allow for cell migration, cells remain-
ing on the upper surface were gently removed using a 
cotton swab and cells on the lower surface of the insert 
were fixed and stained for counting.

Statistical analysis
Statistical analyses per experiment are indicated in fig-
ure legends. Pairwise comparisons were conducted using 
Student’s two-tailed unpaired t-test. For multiple com-
parisons, we performed one-way analysis of variance 
(ANOVA) followed by Dunnett’s correction to control 
for Type I error. For data that did not meet normality 
and homogeneity of variance assumptions, we conducted 
Mann–Whitney U tests for pairwise comparisons and 
Kruskal–Wallis tests followed by Dunn’s multiple com-
parison test for multiple group comparisons. Statistical 
tests were performed in GraphPad Prism 9.0. A p value 
less than 0.05 was considered significant.

Results
CCL2 is highly expressed in COPD lungs
To identify the characteristically aberrant molecular 
signaling during COPD pathogenesis, we first conducted 
an analysis of RNA-Seq data which obtained from the 
GSE52509 dataset. The DEGs were enriched in vari-
ous chemokine-related pathways from both the GO and 
Reactome databases (Fig.  1A-C). Analysis of chemokine 
profile revealed a notable upregulation of Ccl2 in COPD 
lung tissues (Fig.  1D-E). Protein–protein interaction 
(PPI) network analysis, which was conducted using the 
STRING tool, revealed that Ccl2 occupies a central posi-
tion in the network. This underscores the potential piv-
otal role of CCL2 in the characteristic molecular network 
of COPD, highlighting its importance in the biological 
processes (Figure S1A). Overexpression of CCL2 was 
also observed in other human-derived COPD datasets 
(Fig. 1F). Interestingly, in addition to Ccl2, the expression 
of Ccl7, Cxcl1, Cxcl10, and Cxcl12 also showed signifi-
cant increases and occupied central positions in the PPI 
network of the GSE52509 dataset. However, subsequent 
analysis of the additional validation datasets revealed that 
the expression levels of CCL7, CXCL1, and CXCL10 did 
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Fig. 1  CCL2 is highly expressed in COPD lungs. A-C Visualization of differential gene enrichment analysis in lung tissues from COPD and normal 
groups. The gene sets used for enrichment were from GO (A and B) and Reactome (C) databases. Length of bar indicating the magnitude 
of the adjusted p value: longer bars indicate lower adjusted p values. The color intensity of the bars deepened with decreasing adjusted p values, 
highlighting more significant enrichment. D Volcano plot illustrating DEGs between COPD and normal groups. Red points indicated genes 
significantly upregulated, blue points represented significantly downregulated genes, and green points were chemokine genes of interest. E 
Heatmap displaying the expression patterns of chemokine profiles between COPD and normal groups. Data have been normalized using the ’scale’ 
command, facilitating comparison across samples. F Scatter plot illustrating the differential mRNA levels of CCL2 between COPD and Normal 
groups across three datasets: GSE52509, GSE38974, and GSE106986. Horizontal lines represented the mean values. Significance was determined 
through t-tests, with notations indicating levels of significance: * for p < 0.05, ** for p < 0.01, *** for p < 0.001, and **** for p < 0.0001. The absence 
of a marker denoted a lack of significance. This notation method was consistent for all depicted data. G Schematic diagram of the experimental 
method of COPD modeling. H Column plot comparing Ccl2 mRNA levels in lung tissues between COPD model mice and control mice. The height 
of each column represented the mean mRNA level. Error bars indicated the Standard Error of the Mean (SEM), highlighting variability within each 
group. FA: Fresh air; CS: Cigarette smoke. I Immunofluorescence assay images comparing Ccl2 fluorescence intensity between two groups. 
Green signals indicated CCL2, while blue signals represented DAPI, marking the nuclei. Scale bar in low magnification view represented 200 μm, 
and in high magnification views, the bar represented 50 μm
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not show changes as significant as those observed for 
CCL2 (Figure S1B-C). Conversely, CXCL12 exhibited a 
notable downregulation in the COPD group (Figure S1B-
C). These findings further solidify our belief in the poten-
tial functional importance of CCL2.

Following this, we experimentally confirmed the upreg-
ulation of Ccl2 in the lungs of mice with COPD induced 
by CS exposure and LPS injection. Each mouse under-
went daily CS exposure for 49 days and intratracheal 
injection of LPS on days 0 and 14 (Fig. 1G). The overex-
pression of Ccl2 was noted in the COPD mice (Fig. 1H). 
Together, the immunofluorescent staining photographs 
showed upregulation of Ccl2 protein levels in the lungs 
originated from COPD mice (Fig. 1I). These results pro-
vided compelling evidence for the increased expression 
of CCL2 in COPD lung tissues.

Ccl2 deficiency protects mice against CS‑ and LPS‑induced 
alveolar injury and airway remodeling
To dissect the contribution of Ccl2 to the pathogenesis 
of COPD, we employed COPD models using Ccl2 KO 
mice, while wild-type (WT) mice served as controls. The 
Ccl2 KO strain was generated using HSV-TK and neo-
mycin double selection method as previously described 
[18] (Fig.  2A). Ccl2 depletion was confirmed by geno-
typing for the presence of the mutant Ccl2 allele and 
WT allele. The Ccl2 KO and WT mice were subjected 
to aforementioned COPD modeling procedures. ELISA 
assays confirmed that Ccl2 was remarkably deleted in 
the lungs originated from KO mice (Fig. 2B). Moreover, 
a significant attenuation in alveolar injury and fibrosis 
along the bronchioles were observed in Ccl2 KO mice 
(Fig. 2C-D) as quantified by the lower MLI scores, alveo-
lar thickness and ECM layer thickness (Fig. 2E-G). These 
histological findings demonstrated the critical role of 
Ccl2 in COPD pathogenesis. Furthermore, pulmonary 
function tests demonstrated that airway resistance dur-
ing the exhalation phase, a key indicator of COPD, was 
altered. As depicted in Fig. 2H, the FEV50/FVC ratio was 
significantly lower in Ccl2 KO mice compared to the WT 
mice, which is the most important functional parameter 
for assessing the severity of COPD in mice. Consistent 
with these results, RT-qPCR assay confirmed a signifi-
cant decrease in the expression of Il6, Tnf, Fn1, Col1a1 
and Acta2 (Fig. 2I). These markers reflect the severity of 
pulmonary inflammation and fibrosis. Taken together, 
our data support that the deficiency of Ccl2 protects mice 
against CS/LPS-induced lung injury and remodeling.

Cigarette components stimulate bronchial epithelial cells 
to express CCL2 via STAT1 phosphorylation
Macrophage infiltration is a cytological feature of chronic 
inflammation in COPD patients [6, 35]. Therefore, 

the high expression of CCL2, known as a prominent 
chemokine for monocyte, is likely to mark the initiating 
phase of this process. However, the characteristics and 
mechanism of CCL2 expression in the lungs remain to be 
elucidated. Analyzing the scRNA-Seq data of lung tissues 
facilitated the identification of Ccl2 spatial expression 
pattern, with specific attention given to three cell types: 
endothelial cells, fibroblasts, and epithelial cells (Fig. 3A, 
Figure S2A, B). To locate the Ccl2 expression in situ, we 
performed immunofluorescence staining for selected 
markers on lung sections. These experiments suggested 
that Ccl2 was predominantly colocalized with epithelial 
(Epcam-positive) and endothelial (Pecam1-positive) cells 
(Fig. 3B). Then, we checked CCL2 expression in vitro by 
using the BEAS2B and EA.hy-926 cell line. Both cells 
were stimulated by the combination of LPS and CSE, the 
supernatant fluid and RNA were collected for the follow-
ing measurement. The mRNA levels of CCL2 in BEAS2B 
cells were significantly higher compared to EA.hy.926 
cells (Fig. 3C), thus suggesting that CCL2 was predomi-
nantly secreted from bronchial epithelial cells. Further-
more, by comparing the stimulatory effects of various 
concentrations of LPS and CSE (C/E), we confirmed that 
treatment with 5% CSE and 500 ng/mL LPS resulted in 
the most significant induction of CCL2 expression, both 
at the mRNA and secreted protein levels (Fig. 3D-E, Fig-
ure S2C). Therefore, these stimulation conditions were 
used for subsequent experiments involving BEAS2B 
cells. These experiments reinforced our hypothesis that 
the primary damage from cigarette components targets 
bronchial epithelial cells, and the CCL2 protein they 
secrete is crucial for the progression of inflammation 
in the disease. Interestingly, by analysing the features of 
the heatmap, we observed that LPS significantly affected 
transcription, while CSE has a notable impact on pro-
tein levels (Fig.  3C, Figure S2C). This observation led 
us to speculate that CSE may influence CCL2 secretion 
through the enhanced cellular vesicle transport func-
tion. Recent studies have also identified and investigated 
the relationship between CSE and vesicles. Benedikter 
et al. found that CSE can induce a 2.3-fold increase in the 
release of extracellular vesicles (EVs) from airway epithe-
lial cells [36]. Furthermore, both the lipid profile of the 
EV membrane and the protein profile inside EV undergo 
significant changes with CSE exposure [37, 38]. These 
alterations comprehensively affect the stability, uptake, 
and biological effects of EVs and may also include an 
enhancement in the secretion of CCL2, which is crucial 
for the pathogenesis of COPD.

Transcription factors, as the most direct upstream 
regulators, are key elements of the molecular pathway 
through which cigarette components induce the expres-
sion of CCL2. We predicted the potential TFs using the 
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Fig. 2  Ccl2 deficiency protects mice against CS- and LPS-induced alveolar injury and airway remodeling. A Schematic diagram of Ccl2 knockout 
mice construction. B Column chart comparing Ccl2 protein levels in lung tissues between wild-type (WT) mice and Ccl2 knockout (KO) mice, 
as measured by ELISA experiments. Error bars indicated SEM within each group. C Photos of H&E-stained lung tissue sections from WT and KO mice, 
both with and without COPD model induction. The images were presented at two magnifications: 20X, where the scale bar represented 50 μm, 
and 40X, where the scale bar represented 20 μm. D Photos of H&E- and Masson-stained lung tissue sections from WT and KO mice, both with and 
without COPD model induction. The scale bar represented 50 μm. E, F Column plot displaying the MLI (D) and alveolar thickness (E) levels 
across four groups. MLI indicated the average size of alveoli. The symbol ’#’ denoted statistical comparisons between WT Model and WT Control 
groups, while ’*’ marked comparisons of other groups against the WT Model group. The number of symbols correlated with the significance of the p 
values, consistent with previous descriptions. G Column chart displaying the thickness of ECM across four groups. H Column chart depicting 
the values of FEV50/FVC, a ratio of the forced expiratory volume in 50 ms to the forced vital capacity. This ratio served as an indicator of the degree 
of expiratory limitation. I Column graph presented the relative mRNA expression levels of the Il6, Tnf, Acta2, Col1a1, and Fn1 across different groups 
of mice. Error bars indicated the SEM within each group
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Fig. 3  STAT1 contributes to the increased expression of CCL2 in bronchial epithelial cells. A Dimensionality reduction plot (Dimplot) showing 
the spatial distribution of CCL2 expression from scRNA-Seq data (GSE168191). The intensity of the color within each cell-point correlated 
with the level of CCL2 expression. Cell cluster annotations were determined based on the results from Figure S2A and S2B. B Immunofluorescence 
staining demonstrating colocalization of Ccl2 with various cell-specific markers. White arrows pointed to cells where colocalization of Ccl2 
and cell markers occurs. Scale bar: 50 μm. C Heatmap displaying CCL2 mRNA Levels in two cell types under various concentrations of CSE and LPS 
Co-Treatment. The reference value for comparison was the untreated EA.hy.926 cells, with color intensity reflecting the fold change in mRNA levels 
relative to this control. D, E Column graph comparing the changes in CCL2 mRNA (D) and protein levels (E) between groups treated with CSE (5%) 
and LPS (500 ng/mL) versus the control group. F Venn diagram showing the transcription factors predicted by JASPAR and TRRUST databases, 
with STAT1 and STAT3 highlighted as overlapping transcription factors. G The alignment between the recognition motifs of STAT1 and STAT3 
and the upstream sequence of the CCL2 transcription start site. (H) Western blot analysis visually quantifies the level of STAT1 phosphorylation 
in response to treatment with CSE and LPS compared to untreated controls. I Western blot experiment comparing changes in phosphorylated 
STAT1 levels in lung tissues between COPD model mice and control group mice. J Western blot analysis investigating the effects of fludarabine 
treatment on STAT1 phosphorylation levels at different concentrations. L/C represented LPS and CSE treatment. K, L Column plot showing 
the impact of various concentrations of fludarabine on CCL2 mRNA (K) and protein levels (L). L/C represented the group treated with LPS and CSE, 
while F-ara-A standed for the fludarabine treatments. The symbol ’#’ indicated comparisons between the L/C group and the control group, and ’*’ 
marked comparisons of other groups against the L/C group
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JASPAR and TRRUST databases [39, 40]. The overlap-
ping result identified STAT1 and STAT3 as potential 
upstream factors (Fig.  3F, Table  S3). The DNA-binding 
motif of both factors showed a high affinity for the pro-
moter region of CCL2 (Fig.  3G). Experimental verifica-
tion revealed enhanced levels of phosphorylated STAT1 
(p-STAT1), rather than p-STAT3, in BEAS-2B cells 
treated with C/E (see Fig. 3H and Figure S2D, E) as well 
as in the lungs of mice with COPD (Fig.  3I). Addition-
ally, our analysis of ChIP-Seq data revealed a significant 
peak signal of STAT1 in the promoter region of CCL2 
following IFNγ induction, demonstrating the direct inter-
action between STAT1 and the CCL2 promoter region 
(Figure S2F). Time-course experiment demonstrated the 
early characteristic of STAT1 phosphorylation in BEAS-
2B cells stimulated with C/L, showing that short-term 
stimulation induced a rapid increase in CCL2 expres-
sion and secretion, but prolonged stimulation reduced 
its expression and secretion (Figure S2G-I). This activa-
tion and secretion timing also align with our hypothesis 
that bronchial epithelial cells are involved in the early 
induction rather than the maintenance of inflamma-
tion. Fludarabine is recognized as an effective inhibi-
tor of STAT1 phosphorylation. In our experiment, cells 
were co-treated with C/E and fludarabine simultane-
ously to investigate the dependency of CCL2 expression 
on STAT1 activity. The western blot analysis showed a 
dose-dependent reduction of p-STAT1 in BEAS2B cells 
(Fig.  3J). In line with the result, RT-qPCR and ELISA 
assay also confirmed the dose-dependent reduction of 
mRNA and protein levels of CCL2 in fludarabine-treated 
BEAS2B cells (Fig. 3K, L). Therefore, these data demon-
strated that CS components and LPS primarily induced 
overexpression of CCL2 specifically in bronchial epithe-
lial cells, which is regulated by phosphorylated STAT1.

CCL2 induces macrophage migration and activation
Macrophages participate in the pathogenesis of COPD, 
but the regulatory role of CCL2 on macrophage func-
tion has not been well demonstrated. The significantly 
increased count of Cd68-positive cells in the lungs of 
COPD mice demonstrated the fidelity of this mouse 
model in replicating human pathological features 
(Fig. 4A). Consistently, when conditioned medium (CM) 
from C/E-treated BEAS2B cells was added to the lower 
chamber of a transwell insert, it increased the migra-
tion of differentiated THP-1 cells (Fig. 4B). Additionally, 
treatment with INCB3284, a common CCR2 inhibitor, 
reduced this migratory response, indicating diminished 
chemotactic activity (Fig. 4B). To eliminate the potential 
impact of compound cytotoxicity on this experiment, 
a CCK-8 assay was conducted to assess the effect of 
INCB3284 on cell viability. The treatment concentration 

of 100 ng/mL was found not to exhibit significant cyto-
toxicity (Figure S3A), demonstrating that INCB3284 
inhibited CM-induced cell chemotactic activity rather 
than causing an artifact of inhibition due to potential 
cytotoxicity. In summary, the results confirmed the effect 
of CCL2 on macrophages recruitment.

Activated by specific stimuli, macrophages exhibited 
characteristic secretion profiles, known as the polariza-
tion of macrophages [41]. The CM and CCL2 treatment 
up-regulated the expression of markers associated with 
classically activated (M1-polarized) macrophages, such 
as TNF-a, while also increasing the expression of markers 
for alternatively activated (M2-polarized) macrophages, 
including CD301 and CD163 (Fig. 4C, Figure S3B). Flow-
cytometry analysis further revealed an increase in the 
mean fluorescence intensity (MFI) of CD86 and CD206 
following CM and CCL2 induction. This increase was 
suppressed by treatment with INCB3284, demonstrating 
CCL2’s role in regulating cell activation markers (Fig. 4D, 
Figure S3C, D). Immunostaining consistently validated 
the infiltration of M1- and M2-polarized macrophages in 
lung sections from COPD patients, as evidenced by the 
detection of Nos2+ and Mrc1+ macrophages (Fig. 4E, F). 
Therefore, the role of CCL2 in inducing macrophage acti-
vation has been confirmed. The changes in the functions 
of activated macrophages require further investigation. 
Matrix metalloproteinase 9 (MMP9) and transforming 
growth factor beta (TGF-β) were considered important 
hazardous cytokines in the pathogenesis of COPD, as 
they respectively participated in the processes of alveo-
lar structure destruction and airway remodeling [42–44]. 
The RT-qPCR analysis found the elevated mRNA levels of 
TGFB1 and MMP9 in CM-treated THP-1 cells (Fig. 4G). 
Similarly, this trend was observed in western blot and 
ELISA assays (Fig. 4H, I). Intriguingly, CM induced alter-
ations in both latent and active forms of TGF-β, whereas 
CCL2 specifically influenced the levels of active TGF-β 
(Figure S3F). Furthermore, we observed that CCL2 treat-
ment increased the mRNA levels of MMP9 and the secre-
tion levels of TGF-β, yet it did not affect the mRNA levels 
of TGFB1 (Figure S3E, G). This differential impact might 
be attributable to other cytokines present in the CM that 
contribute to TGF-β synthesis. Collectively, these results 
supported that CCL2 was involved in the recruitment 
and activation of macrophages, as well as increasing the 
secretion of COPD pathogenic cytokines.

To further substantiate these conclusions, we extracted 
BMDM cells from mice and induced them with recom-
binant mouse-Ccl2 protein. We similarly found that 
Ccl2 induced upregulation of CD163, CD301, TNF-α, 
and the active form of TGF-β protein levels in BMDM 
cells (Figure S3H). RT-qPCR experiments demonstrated 
that 50 ng/mL Ccl2 treatment significantly increased the 
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Fig. 4  CCL2 induces macrophage migration and activation. A Immunofluorescence staining comparison of macrophage Infiltration (Cd68-Positive) 
in lung tissues between COPD group mice and control group mice. This image analysis quantitatively compared macrophage infiltration levels, 
using high-magnification views to count Cd68-positive cells in lung tissues of both COPD model mice and their control counterparts. Scale 
bar: 50 μm. B Transwell migration assay images displaying changes in THP-1 cell migration ability after treatment with CM and INCB3284. This 
image analysis quantitatively compared THP-1 infiltration levels, using low-magnification views to count crystal violet staining-positive cells 
among the four groups. The symbol ’#’ indicated comparisons between the CM group and the control group, and ’*’ marked comparisons 
of other groups against the CM group. Scale bar: 20 μm. C Western blot analysis of activation marker protein levels in THP-1 cells treated with CM 
and INCB3284. Protein band intensities were normalized to GAPDH as a loading control to ensure accurate quantification. The relative expression 
levels of each activation marker were calculated as ratios compared to the CM-treated group, utilizing ImageJ for band intensity analysis. D Flow 
cytometry analysis was used to compare changes in the expression levels of CD86 and CD206 across four cell groups. MFI was calculated by FlowJo 
software. E, F Immunofluorescence assay analyzed the infiltration of Cd68- and Nos2-positive cells (M1, E) and Mrc1- and Cd68-positive cells (M2, 
F) in the lungs of control and COPD mice. Scale bar: 50 μm. G Column plot showing the MMP9 and TGFB1 mRNA levels across four cell groups. 
H Western blot analysis showing the protein levels of latent and activated TGF-β across four groups. I ELISA assay showing the secretion levels 
of TGF-β for each group, with data normalized to the control group to calculate relative levels
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expression levels of Nos2, Tnf, Cd163, and Mrc1 (Figure 
S3I). Although the change in Cd86 was not statistically 
significant, an upward trend was observed (Figure S3I). 
This significant induction of BMDMs by Ccl2 confirmed 
the stability of the aforementioned experimental con-
clusions. Consistent with previous results, Ccl2 did not 
affect Tgfb1 mRNA levels (Figure S3E, I).

Additionally, we evaluated other macrophage functions 
by detecting markers, including RNS generation, immu-
nomodulatory ability, phagocytic activity, and antigen 
presentation capacity. Among these, only the expres-
sion of NOS2 showed significant changes, indicating that 
activated macrophages exacerbated local oxidative stress 
(Figure S3J). However, relying solely on marker detection 
for functional assessment is somewhat limited; subse-
quent assays to test specific functions are necessary.

The activation of macrophages by CCL2 depends 
on the PI3K‑AKT signaling pathway
The CCL2-CCR2 axis triggers multiple signaling path-
ways; however, the pathway that contributes to the 
pathology of COPD require further analysis [45–47]. 
Analysis of scRNA data from lung tissues of COPD 
patients and healthy individuals revealed that mac-
rophages from COPD samples exhibited stronger PI3K-
AKT activity (Fig.  5A), and the DEGs were enriched in 
PI3K-AKT pathways using GSEA (Fig.  5B, Figure S4A, 
B). We experimentally confirmed the alteration of PI3K/
AKT signaling in THP-1 cells treated with CCL2. The 
levels of phosphorylated p85, which is a PI3K subunit, 
and phosphorylated AKT (p-p85 and p-AKT) increased 
in a dose-dependent manner following stimulation with 
CCL2 (Fig. 5C). In a similar vein, CM treatment elevated 
the levels of p-p85 and p-AKT, which were inhibited by 
INCB3284 (Fig.  5D), demonstrating the association of 
CCL2 with the induction of the PI3K-AKT pathway. 
We speculate that the induction of macrophage activa-
tion by CCL2 depends on PI3K-AKT activity. Perifosine, 
an AKT inhibitor, reduced the levels of both M1 (CD86, 
TNFA) and M2 (CD23, CD301) polarization markers in 
THP-1 cells, suggesting it attenuated macrophage acti-
vation (Fig.  5E). This effect was paired with lower IL6 
and CD163 mRNA levels, further indicating a suppres-
sive effect on macrophage polarization (Figure S4C). The 
inhibition of AKT phosphorylation by perifosine was 
notified, which also led to reduced levels of activated 
form of TGF-β (Fig. 5F). Additionally, both mRNA levels 
of MMP9 and TGFB1 and protein levels of TGF-β were 
found to be lower in perifosine-treated cells (Fig. 5G, H). 
Collectively, these results underscore the critical involve-
ment of PI3K-AKT signaling in CCL2-driven mac-
rophage activation.

Administration of INCB3284 protects mice against CS‑ 
and LPS‑induced alveolar injury and airway remodeling
Finally, our goal is to leverage the insights gained from 
our findings to formulate a therapeutic strategy for 
COPD. Targeting and inhibiting disease-associated sign-
aling pathways with compounds is a common strategy 
in developing therapies. We tried to mitigate pathologi-
cal injury by targeting the Ccl2-Ccr2 signaling axis in 
a mouse model utilizing INCB3284. Specifically, mice 
received daily INCB3284 injections at 5 mg/kg for 49 
days (Fig.  6A). INCB3284 treatment notably reduced 
CS- and LPS-induced alveolar damage and remodeling, 
as evidenced by H&E and Masson’s staining (Fig. 6B, C). 
Histopathological alterations were quantitatively assessed 
using MLI scoring, alveolar thickness, and average ECM 
layer thickness, revealing a significant alleviation in 
COPD severity in INCB3284-treated mice (Fig.  6D-F). 
Additionally, INCB3284-treated mice exhibited improved 
pulmonary function, shown by an elevated FEV50/FVC 
ratio compared to the vehicle group (Fig. 6G). RT-qPCR 
analysis further confirmed a substantial decrease in the 
expression of Il6, Tnf, Fn1, Col1a1, and Acta2 (Fig. 6H), 
complemented by the downregulation of Col1a1 and 
Acta2 protein levels in INCB3284-treated lung tis-
sues (Fig.  6I). Thus, INCB3284 significantly countered 
lung tissue damage, fibrosis, and aberrant respiratory 
function.

In summary, our findings suggested that INCB3284 
administration represents a promising therapeutic 
approach for COPD, underscoring the CCL2-CCR2 axis 
as a strategic target for managing the disease.

Discussion
In the present report, we detailed both in  vivo and 
in  vitro studies to explore the CCL2-CCR2 axis’s role 
in COPD pathogenesis. Increased Ccl2 expression was 
noted in the lungs from COPD mice, where Ccl2 defi-
ciency offered protection against CS- and LPS-induced 
damage and remodeling. Specifically, CS components 
and LPS triggered CCL2 production in bronchial epithe-
lial cells by promoting STAT1 phosphorylation, initiating 
inflammatory responses. Secreted CCL2 engaged CCR2 
on macrophages, enhancing their recruitment and acti-
vation via the PI3K-AKT pathway. These activated mac-
rophages then secreted high levels of MMP9 and TGF-β, 
leading to alveolar destruction and remodeling. Our data 
strongly suggest that inhibiting the CCL2-CCR2 axis can 
protect against lung injury and remodeling, emphasizing 
its therapeutic potential for COPD.

The diagnosis of COPD is based on the decline in 
pulmonary function due to alveolar damage or remod-
eling. Despite varied pathological features, chronic 
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Fig. 5  CCR2-mediated macrophage activation depends on the PI3K-AKT signaling pathway. A Dimplot illustrated clusters from single-cell 
data of the GSE196638 dataset, with a focus on macrophage subpopulations. Upon extraction of these subpopulations, a clear segregation 
between cells originating from COPD and Normal sources was observed. Further analysis using the AUCell method, which calculated the activity 
of the PI3K-AKT signaling pathway (hsa04151), revealed that cells with high PI3K-AKT signaling (using the median value as a threshold) closely 
match the distribution of cells from COPD. B GSEA plot illustrating the enrichment of DEGs in the PI3K-AKT signaling pathway (hsa04151) 
in macrophages between COPD and normal groups, indicating a potentially enhanced activation or modulation of this pathway in COPD 
macrophages. C, D Western blot assay was conducted to assess the phosphorylation levels of AKT and p85 in THP-1 cells following treatment 
with CCL2 (C) or CM/INCB3284 (D). E Western blot analysis of activation marker protein levels in THP-1 cells treated with CCL2 and perifosine. 
Protein band intensities are normalized to GAPDH as a loading control to ensure accurate quantification. The relative expression levels of each 
activation marker are calculated as ratios compared to the CCL2-treated group, utilizing ImageJ for band intensity analysis. F Western blot assay 
was conducted to assess the phosphorylation levels of AKT and TGF-β in THP-1 cells treated with CCL2 and perifosine. G ELISA experiments 
were conducted to compare the inhibitory effect of perifosine treatment on TGF-β secretion levels induced by CCL2. The data were normalized 
to the CCL2 group to calculate relative levels. H Column plot showing the MMP9 and TGFB1 mRNA levels across five cell groups. GAPDH levels were 
served as loading control
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Fig. 6  INCB3284 protects mice against CS- and LPS-induced alveolar injury and airway remodeling. A Schematic diagram of the INCB3284 
treatment experiment. B Photos of H&E-stained lung tissue sections from Control, Vehicle and INCB3284-treatment groups. The images were 
presented at two magnifications: 20X, where the scale bar represents 50 μm, and 40X, where the scale bar represented 20 μm. C Photos 
of H&E- and Masson-stained lung tissue sections from Control, Vehicle and INCB3284-treatment groups. Scale bar: 50 μm. D, E Column plot 
displaying the MLI (D) and alveolar thickness (E) levels across three groups. The symbol ’#’ denoted statistical comparisons between Control 
and Vehicle groups, while ’*’ marks comparisons of INCB3284 and Vehicle groups. The number of symbols correlated with the significance of the p 
values, consistent with previous descriptions. F Column chart displaying the thickness of ECM across three groups. G Column chart depicting 
the values of FEV50/FVC across three groups. H Column graph presents the relative mRNA expression levels of the Il6, Tnf, Acta2, Col1a1, and Fn1 
across different groups of mice. Error bars indicated the SEM within each group. I Western blot assay was conducted to assess the levels of Col1a1 
and Acta2 in lungs derived from the three groups
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inflammation and macrophage infiltration consistently 
appear in COPD lungs. This has sparked researchers’ 
interest in chemokines. Previous studies have highlighted 
the roles of various chemokines in COPD pathogen-
esis. CXCL8 is elevated in COPD patients and recruits 
neutrophils, exacerbating inflammation [48]. CXCL9, 
CXCL10, and CXCL11, binding to CXCR3, attract Th1 
and CD8 + T cells, contributing to immune responses 
[49]. CXCL12 is involved in stem cell homing and tissue 
repair but is reduced in COPD, impairing these processes 
[50]. These studies underscored chemokines’ potential 
roles in COPD, while our work focused on the critical 
role of CCL2. CCL2’s classical function in macrophage 
recruitment aligns with prior studies [10, 51]. Chronic 
inflammation induced by cigarette smoke is a persistent 
cause of COPD progression. Previous research suggested 
that activated macrophages recruit monocytes through 
CCL2 secretion, forming a critical positive feedback loop 
[52]. However, the initial phase of chronic inflammation 
induction and the role of CCL2 in this process remain 
unresolved. While CCL2 broadly regulates macrophage 
function [53], no current studies explicitly describe 
the relationship between cigarette smoke components, 
CCL2, and macrophage function in COPD pathogenesis. 
This study aims to address this gap. Immunofluorescence 
staining indicated activated macrophage infiltration in 
COPD mouse lungs, encompassing M1 (Nos2+) and M2 
(Mrc1+) types. CCL2’s role in macrophage activation 
was further supported by in vitro findings. The secretion 
profiles of activated macrophages, notably MMP9 and 
TGF-β, underscore their contribution to COPD pathol-
ogy. MMP9, secreted by macrophages, has been iden-
tified as an independent risk factor for COPD, and it 
plays a pivotal role in the process of alveolar injury [43, 
54]. TGF-β was commonly recognized as a classic pro-
fibrotic cytokine, and fibrosis was a universal process in 
airway remodeling. The expression levels of both MMP9 
and TGF-β were reported to be significantly elevated in 
M2-type cells compared to M1-type cells. Additionally, 
the PI3K-AKT signaling pathway has been identified as 
a critical molecular regulator of macrophage M2 pro-
gramming [55]. Similarly, our studies in this report dem-
onstrated that CCL2 induced macrophages activation 
through PI3K-AKT pathway. In summary, we believed 
that the M2-like cells might play a more crucial role in 
inducing COPD pathological changes, while M1-like 
macrophages mainly participate in maintaining the 
inflammatory microenvironment.

PI3K-AKT pathway has been reported to influence 
pulmonary inflammation and oxidative stress [56]. In a 
PM2.5-induced COPD model, inhibition of this pathway 

reduced autophagy, promoted epithelial cell apopto-
sis, and exacerbated alveolar destruction, reflecting the 
complex effects of this pathway in chronic inflamma-
tory lung diseases [56, 57]. Furthermore, its regulation 
of macrophage phagocytic function may have poten-
tial pathogenic effects. We also detected changes in the 
expression levels of other important molecular markers 
in macrophages treated with CCL2. The expression of 
NOS2 was significantly elevated, whereas the expression 
of TREM2 and IL10 (immune regulation), MERTK (effe-
rocytosis), CD80, and HLA-DRB1 (antigen presentation) 
did not show significant changes (Figure S3J). Another 
pathological feature of COPD patients is the impair-
ment of host defense mechanisms, which may be due 
to epithelial barrier damage and extensive suppression 
of the innate immune system caused by smoking. This 
is remarkably similar to the immunophenotype associ-
ated with aging [58]. Consequently, the lungs of COPD 
patients are frequently colonized by pathogens and 
commonly develop bacterial and viral infections, lead-
ing to secondary inflammation. The impact of CCL2 on 
the phagocytic ability of macrophages warrants further 
investigation. Although we assessed various functions 
of macrophages by analyzing mRNA expression levels, 
transcriptional analysis alone is limited, and more direct 
experimental detection is necessary.

Exploring CCL2’s regulatory mechanisms, we turned 
to JASPAR and TRRUST databases, identifying STAT1 
and STAT3 as potential regulators. Experimental data 
confirmed CCL2 upregulation via STAT1 phosphoryla-
tion in epithelial cells. Hüntelmann et al.’s study demon-
strated the direct interaction between STAT1 and the 
CCL2 promoter region through electrophoretic mobility 
shift assays (EMSA) and Pull-down Assay [59]. Addition-
ally, our analysis of STAT1 ChIP-Seq data in HeLa cells 
revealed significant STAT1 binding peaks in the CCL2 
promoter region following IFN-γ treatment (Figure S2F). 
These findings collectively demonstrate the direct regu-
latory role of STAT1 in CCL2 transcription. Consistent 
with our findings, Holloway et al. found enhanced phos-
phorylation of STAT1 in sputum cells of COPD patients 
[60]. Interestingly, a study by Southworth et  al. high-
lighted alveolar macrophages’ corticosteroid resistance 
through the IFNγ-STAT1 pathway, suggesting STAT1’s 
multifaceted role in COPD progression [61].

Based on these data, we applied the inhibitor of CCR2, 
namely INCB3284, to protect mice against COPD. 
Although intratracheal administration of INCB3284 
offers enhanced precision in treatment, the repeated 
anesthesia may potentially result in increased mortal-
ity and compromised experimental reliability. Therefore, 



Page 16 of 19Dong et al. Cell Communication and Signaling          (2024) 22:364 

the mice received daily intraperitoneal injection of 
INCB3284. As a result, delivery of INCB3284 protected 
mice from CS and LPS-induced lung injury and remod-
eling. The typical pharmacological strategy for COPD 
includes bronchodilators and anti-inflammatory drugs. 
Recent drug development for COPD focuses on targets 
related to specific inflammatory proteins, such as CXCR2 
and MAPK, but their therapeutic effects are limited [62]. 
Currently, over 30 CCR2 inhibitors are in development 
for various malignancies and inflammatory diseases. 
These inhibitors show promise based on CCR2’s role in 
cell migration to inflammation and tumor sites. Preclini-
cal studies indicated that CCR2 inhibitors significantly 
reduced tumor metastasis and mortality in animal mod-
els [63, 64]. Clinical trial of CCX872-B for pancreatic 
cancer demonstrated good oral tolerance and weak effi-
cacy in tumor control [65]. A preclinical meta-analysis 
suggested that targeting CCL2 or CCR2 with pharmaco-
logical treatments may reduce the burden of atheroscle-
rotic lesions [66]. Additionally, in autoimmune diseases, 
CCR2 inhibitors effectively reduce inflammation, demon-
strating their potential as therapeutic agents. In clinical 
trial, AZD-2423, tested for COPD, showed no significant 
adverse events, with mild side effects like dry mouth and 
headache. However, the compound did not demonstrate 
excellent therapeutic effects (NCT01153321). Research-
ers believe that the insufficient efficacy of various CCR2 
drugs is related to their inability to effectively block the 
CCL2-CCR2 axis for a sufficiently long duration [67]. 
Moreover, given the high heterogeneity of COPD, inhib-
iting a single target may not be sufficient to address the 
characteristics of multiple patient subgroups. Therefore, 
combination therapy is a potential approach. Considering 
patients’ good tolerance to CCR2 inhibitors, this target 
has the potential for developing long-term combination 
therapy strategies. To address these issues, we will first 
discuss the therapeutic effects, toxicology, and pharma-
cokinetic characteristics of combination therapies involv-
ing CCR2 inhibitors and traditional drugs in vivo based 
on existing conclusions and attempt to apply for clini-
cal trial approval. On the other hand, developing more 
potent CCR2 inhibitors is also a future direction. The 
development of CCR2 inhibitors often faces numerous 
challenges, including selectivity for other chemokine 
receptors and ion channels. Future research will focus on 
developing combination therapy strategies and synthe-
sizing more effective compounds for CCR2 inhibitors in 
COPD treatment.

This study has the following limitations: Although the 
study discussed gene expression changes in macrophages 
stimulated by CCL2, a comprehensive investigation into 
their functional alterations is lacking. Besides, this study 
proposed that the CCR2-PI3K-AKT signaling pathway 

served as a crucial pathway for CCL2-induced activa-
tion. However, it is imperative to validate the pheno-
typic alterations of macrophages upon inhibition of PI3K 
and AKT activation through in  vivo research. Future 
research will address these limitations by conducting 
detailed experiments to quantify the phagocytic capac-
ity of macrophages, antigen processing efficiency, and 
examining the ability of macrophages to clear apoptotic 
cells (efferocytosis). Additionally, we will employ genetic 
and pharmacological approaches to inhibit PI3K and 
AKT activation in vivo, followed by phenotypic analyses 
to observe the resultant effects on macrophage behavior 
and function. These studies will include evaluating the 
impact of pathway inhibition on macrophage recruit-
ment, polarization, and their role in disease models. 
Through these research plans, we aim to provide a more 
comprehensive understanding of the functional altera-
tions in macrophages induced by CCL2 and the pivotal 
role of the CCR2-PI3K-AKT signaling pathway in these 
processes.

In conclusion, this study sheds light on the regulatory 
role of STAT1 in the induction of CCL2 secretion in epi-
thelial cells subjected to CS and LPS. We have also eluci-
dated that the activation of the CCL2-CCR2-PI3K-AKT 
signaling cascade plays a pivotal role in macrophage acti-
vation, which significantly contributes to lung injury and 
airway remodeling. Notably, our research reveals that the 
inhibition of CCR2 with INCB3284 markedly safeguards 
mice against alveolar damage and airway remodeling. 
These findings underscore the significant therapeu-
tic promise of targeting the CCL2-CCR2 axis as a novel 
strategy in the treatment of COPD.
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ELISA	� Enzyme-linked immunosorbent assay
MMP9	� Matrix metalloproteinase 9
TGF-β	� Transforming growth factor beta
ECM	� Extracellular matrix
MLI	� Mean linear intercept
DEGs	� Differentially expressed genes
GSEA	� Gene set enrichment analysis
GO	� Gene ontology
TFs	� Transcription factors
IF	� Immunofluorescence
RT-Qpcr	� Reverse transcription quantitative polymerase chain reaction
scRNA-Seq	� Single-cell RNA sequencing
FEV50/FVC	� Forced expiratory volume in 50 ms/forced vital capacity
IL1B	� Interleukin 1 beta
IL6	� Interleukin 6



Page 17 of 19Dong et al. Cell Communication and Signaling          (2024) 22:364 	

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12964-​024-​01746-z.

Supplementary Material 1.

Supplementary Material 2.

Acknowledgements
Not applicable.

Authors’ contributions
Yue.D. designed and performed the data analysis and experiments. Ying.D. 
designed and supervised the project. C.Z. performed the data analysis and 
experiments. H.W. helped with the coding work and debugging. Junqing.L., 
Z.Z, H.Z. and W.X. helped with database collection and statistical analysis. L.Y. 
and M.C. participated in experimental works and revision. Z.J. and Jia. L partici-
pated in supervised the project. Y.Z. and J.S participated in the experimental 
design, and data interpretation, and supervised the project. Yue.D. and Ying.D. 
wrote the article. All authors have read and approved the article.

Funding
This work was supported by Specialized Department of Shanghai Chinese 
Traditional Medicine Project (No. ZYTSZK1-05), Key Public Health Department 
Foundation of Minhang District (No. MGWXK2023-01), Shanghai Committee of 
Science and Technology (No. 18411970400), the Foundation of Minhang Dis-
trict Health Commission (No. 2022MW52), National Natural Science Foundation 
of China (82151219), National Natural Science Foundation of China (32300638), 
Shanghai MunicipalScience and Technology Major Project (TM202301H002).

Availability of data and materials
The datasets used and/or analysed during the current study are available from 
the corresponding author on reasonable request.
The graphic abstract plot was generated with BioRender with the license for 
publication usage (LF2706T9L5).

Declarations

Ethics approval and consent to participate
Animal experiments were approved by the Shanghai Institutional Animal Care 
& Use Committee (IACUC) and the National Research Council Guide for the 
care and use of laboratory animals.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1 Department of Respiratory and Critical Care Medicine, Shanghai Fifth People’s 
Hospital, Fudan University, Shanghai, China. 2 Center of Community-Based 
Health Research, Fudan University, Shanghai, China. 3 Lingang Laboratory, 
100‑19 Banxia Road, Pudong New District, Shanghai 200120, China. 4 State Key 
Laboratory of Chemical Biology, Shanghai Institute of Materia Medica, Chinese 
Academy of Sciences, Shanghai, China. 5 School of Chinese Materia Medica, 
Nanjing University of Chinese Medicine, Nanjing, China. 6 Department of Gen-
eral Medicine, Zhuanqiao Community Healthcare Service Center of Minhang 
District, Shanghai, China. 7 Department of General Medicine, Hongqiao 
Community Healthcare Service Center of Minhang District, Shanghai, China. 
8 Hangzhou Institute for Advanced Study, University of Chinese Academy 
of Sciences, Hangzhou, China. 9 Zhongshan Institute for Drug Discovery, 
Shanghai Institute of Materia Medica, Chinese Academy of Sciences, Guang-
dong, China. 10 Shandong Laboratory of Yantai Drug Discovery, Bohai Rim 
Advanced Research Institute for Drug Discovery, Yantai, Shandong, China. 

Received: 4 May 2024   Accepted: 11 July 2024

References
	1.	 Safiri S, Carson-Chahhoud K, Noori M, Nejadghaderi SA, Sullman MJM, 

Ahmadian Heris J, Ansarin K, Mansournia MA, Collins GS, Kolahi AA, Kauf-
man JS. Burden of chronic obstructive pulmonary disease and its attribut-
able risk factors in 204 countries and territories, 1990–2019: results from 
the Global Burden of Disease Study 2019. BMJ. 2022;378:e069679.

	2.	 Mathioudakis AG, Janssens W, Sivapalan P, Singanayagam A, Dransfield 
MT, Jensen JS, Vestbo J. Acute exacerbations of chronic obstructive pul-
monary disease: in search of diagnostic biomarkers and treatable traits. 
Thorax. 2020;75:520–7.

	3.	 Agustí A, Celli BR, Criner GJ, Halpin D, Anzueto A, Barnes P, Bourbeau J, 
Han MK, Martinez FJ, de Oca M, M,: Global Initiative for Chronic Obstruc-
tive Lung Disease, et al. Report: GOLD Executive Summary. Eur Respir J. 
2023;2023:61.

	4.	 Hikichi M, Mizumura K, Maruoka S, Gon Y. Pathogenesis of chronic 
obstructive pulmonary disease (COPD) induced by cigarette smoke. J 
Thorac Dis. 2019;11:S2129-s2140.

	5.	 Brightling C, Greening N. Airway inflammation in COPD: progress to 
precision medicine. Eur Respir J. 2019;54:1900651.

	6.	 Yamasaki K, Eeden SFV. Lung Macrophage Phenotypes and Functional 
Responses: Role in the Pathogenesis of COPD. Int J Mol Sci. 2018;19:582.

	7.	 De Boer WI. Cytokines and therapy in COPD: a promising combination? 
Chest. 2002;121:209s–18s.

	8.	 Matsushima K, Larsen CG, DuBois GC, Oppenheim JJ. Purification and 
characterization of a novel monocyte chemotactic and activating 
factor produced by a human myelomonocytic cell line. J Exp Med. 
1989;169:1485–90.

	9.	 Yoshimura T, Robinson EA, Tanaka S, Appella E, Leonard EJ. Purification 
and amino acid analysis of two human monocyte chemoattractants pro-
duced by phytohemagglutinin-stimulated human blood mononuclear 
leukocytes. J Immunol. 1989;142:1956–62.

	10.	 Deshmane SL, Kremlev S, Amini S, Sawaya BE. Monocyte chemoat-
tractant protein-1 (MCP-1): an overview. J Interferon Cytokine Res. 
2009;29:313–26.

	11.	 Traves SL, Culpitt SV, Russell RE, Barnes PJ, Donnelly LE. Increased levels of 
the chemokines GROalpha and MCP-1 in sputum samples from patients 
with COPD. Thorax. 2002;57:590–5.

	12.	 Kraus S, Benard O, Naor Z, Seger R. C-Src is Activated by the EGF Receptor 
in a Pathway that Mediates JNK and ERK Activation by Gonadotropin-
Releasing Hormone in COS7 Cells. Int J Mol Sci. 2020;21:8575.

	13	 Finicelli M, Digilio FA, Galderisi U, Peluso G. The Emerging Role of 
Macrophages in Chronic Obstructive Pulmonary Disease: The Potential 
Impact of Oxidative Stress and Extracellular Vesicle on Macrophage 
Polarization and Function. Antioxidants (Basel). 2022;11:464.

	14.	 Baßler K, Fujii W, Kapellos TS, Dudkin E, Reusch N, Horne A, Reiz B, 
Luecken MD, Osei-Sarpong C, Warnat-Herresthal S, et al. Alveolar mac-
rophages in early stage COPD show functional deviations with properties 
of impaired immune activation. Front Immunol. 2022;13:917232.

	15.	 Lugg ST, Scott A, Parekh D, Naidu B, Thickett DR. Cigarette smoke expo-
sure and alveolar macrophages: mechanisms for lung disease. Thorax. 
2022;77:94–101.

	16.	 Zhu Y, Zhang S, Sun J, Wang T, Liu Q, Wu G, Qian Y, Yang W, Wang Y, 
Wang W. Cigarette smoke promotes oral leukoplakia via regulating 
glutamine metabolism and M2 polarization of macrophage. Int J Oral Sci. 
2021;13:25.

	17.	 da Silva CO, Gicquel T, Daniel Y, Bártholo T, Vène E, Loyer P, Pôrto LC, 
Lagente V, Victoni T. Alteration of immunophenotype of human mac-
rophages and monocytes after exposure to cigarette smoke. Sci Rep. 
2020;10:12796.

	18.	 Lu B, Rutledge BJ, Gu L, Fiorillo J, Lukacs NW, Kunkel SL, North R, Gerard C, 
Rollins BJ. Abnormalities in monocyte recruitment and cytokine expres-
sion in monocyte chemoattractant protein 1-deficient mice. J Exp Med. 
1998;187:601–8.

	19.	 Xu Y, Li J, Lin Z, Liang W, Qin L, Ding J, Chen S, Zhou L. Isorhamnetin 
Alleviates Airway Inflammation by Regulating the Nrf2/Keap1 Pathway in 
a Mouse Model of COPD. Front Pharmacol. 2022;13:860362.

	20.	 John-Schuster G, Hager K, Conlon TM, Irmler M, Beckers J, Eickelberg O, 
Yildirim A. Cigarette smoke-induced iBALT mediates macrophage activa-
tion in a B cell-dependent manner in COPD. Am J Physiol Lung Cell Mol 
Physiol. 2014;307:L692-706.

https://doi.org/10.1186/s12964-024-01746-z
https://doi.org/10.1186/s12964-024-01746-z


Page 18 of 19Dong et al. Cell Communication and Signaling          (2024) 22:364 

	21.	 Kim D, Paggi JM, Park C, Bennett C, Salzberg SL. Graph-based genome 
alignment and genotyping with HISAT2 and HISAT-genotype. Nat Bio-
technol. 2019;37:907–15.

	22.	 Frankish A, Carbonell-Sala S, Diekhans M, Jungreis I, Loveland JE, Mudge 
JM, Sisu C, Wright JC, Arnan C, Barnes I, et al. GENCODE: reference annota-
tion for the human and mouse genomes in 2023. Nucleic Acids Res. 
2023;51:D942-d949.

	23.	 Danecek P, Bonfield JK, Liddle J, Marshall J, Ohan V, Pollard MO, Whit-
wham A, Keane T, McCarthy SA, Davies RM, Li H. Twelve years of SAMtools 
and BCFtools. Gigascience. 2021;10:giab008.

	24.	 Liao Y, Smyth GK, Shi W. featureCounts: an efficient general purpose 
program for assigning sequence reads to genomic features. Bioinformat-
ics. 2014;30:923–30.

	25.	 Basil MC, Cardenas-Diaz FL, Kathiriya JJ, Morley MP, Carl J, Brumwell 
AN, Katzen J, Slovik KJ, Babu A, Zhou S, et al. Human distal airways 
contain a multipotent secretory cell that can regenerate alveoli. Nature. 
2022;604:120–6.

	26.	 Wang C, Hyams B, Allen NC, Cautivo K, Monahan K, Zhou M, Dahlgren 
MW, Lizama CO, Matthay M, Wolters P, et al. Dysregulated lung stroma 
drives emphysema exacerbation by potentiating resident lymphocytes 
to suppress an epithelial stem cell reservoir. Immunity. 2023;56:576-591.
e510.

	27.	 Robertson G, Hirst M, Bainbridge M, Bilenky M, Zhao Y, Zeng T, Euskirchen 
G, Bernier B, Varhol R, Delaney A, et al. Genome-wide profiles of STAT1 
DNA association using chromatin immunoprecipitation and massively 
parallel sequencing. Nat Methods. 2007;4:651–7.

	28.	 ENCODE Project Consortium. An integrated encyclopedia of DNA ele-
ments in the human genome. Nature. 2012;489:57–74.

	29.	 Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat 
Methods. 2012;9:357–9.

	30.	 Ramírez F, Ryan DP, Grüning B, Bhardwaj V, Kilpert F, Richter AS, Heyne S, 
Dündar F, Manke T. deepTools2: a next generation web server for deep-
sequencing data analysis. Nucleic Acids Res. 2016;44:W160-165.

	31.	 Love MI, Huber W, Anders S. Moderated estimation of fold change and 
dispersion for RNA-seq data with DESeq2. Genome Biol. 2014;15:550.

	32.	 Wu T, Hu E, Xu S, Chen M, Guo P, Dai Z, Feng T, Zhou L, Tang W, Zhan L, 
et al. clusterProfiler 4.0: a universal enrichment tool for interpreting omics 
data. Innovation (Camb). 2021;2:100141.

	33.	 Hao Y, Stuart T, Kowalski MH, Choudhary S, Hoffman P, Hartman A, 
Srivastava A, Molla G, Madad S, Fernandez-Granda C, Satija R. Dictionary 
learning for integrative, multimodal and scalable single-cell analysis. Nat 
Biotechnol. 2024;42:293–304.

	34.	 Cai B, Liu M, Li J, Xu D, Li J. Cigarette smoke extract amplifies NADPH 
oxidase-dependent ROS production to inactivate PTEN by oxidation in 
BEAS-2B cells. Food Chem Toxicol. 2021;150:112050.

	35.	 Kapellos TS, Bassler K, Aschenbrenner AC, Fujii W, Schultze JL. Dysregu-
lated Functions of Lung Macrophage Populations in COPD. J Immunol 
Res. 2018;2018:2349045.

	36.	 Benedikter BJ, Volgers C, Haenen GRMM, Savelkoul PHM, Wouters EFM, 
Rohde GGU, Weseler AR, Stassen FRM. Cigarette smoke extract induces 
the release of extracellular vesicles by airway epithelial cells via cellular 
carbonyl stress. Eur Respir J. 2015;46:PA5113.

	37.	 Benedikter BJ, Bouwman FG, Heinzmann ACA, Vajen T, Mariman EC, 
Wouters EFM, Savelkoul PHM, Koenen RR, Rohde GGU, van Oerle R, et al. 
Proteomic analysis reveals procoagulant properties of cigarette smoke-
induced extracellular vesicles. J Extracell Vesicles. 2019;8:1585163.

	38.	 Chiaradia E, Sansone A, Ferreri C, Tancini B, Latella R, Tognoloni A, Gam-
belunghe A, dell’Omo M, Urbanelli L, Giovagnoli S, et al. Phospholipid 
fatty acid remodeling and carbonylated protein increase in extracellular 
vesicles released by airway epithelial cells exposed to cigarette smoke 
extract. Eur J Cell Biol. 2023;102:151285.

	39.	 Castro-Mondragon JA, Riudavets-Puig R, Rauluseviciute I, Lemma RB, 
Turchi L, Blanc-Mathieu R, Lucas J, Boddie P, Khan A, Manosalva Pérez N, 
et al. JASPAR 2022: the 9th release of the open-access database of tran-
scription factor binding profiles. Nucleic Acids Res. 2022;50:D165-d173.

	40.	 Han H, Shim H, Shin D, Shim JE, Ko Y, Shin J, Kim H, Cho A, Kim E, Lee T, 
et al. TRRUST: a reference database of human transcriptional regulatory 
interactions. Sci Rep. 2015;5:11432.

	41.	 Murray PJ. Macrophage Polarization. Annu Rev Physiol. 2017;79:541–66.
	42.	 Mahmood MQ, Reid D, Ward C, Muller HK, Knight DA, Sohal SS, Walters 

EH. Transforming growth factor (TGF) β(1) and Smad signalling pathways: 

A likely key to EMT-associated COPD pathogenesis. Respirology. 
2017;22:133–40.

	43.	 Wells JM, Parker MM, Oster RA, Bowler RP, Dransfield MT, Bhatt SP, Cho 
MH, Kim V, Curtis JL, Martinez FJ, et al. Elevated circulating MMP-9 is 
linked to increased COPD exacerbation risk in SPIROMICS and COP-
DGene. JCI Insight. 2018;3:e123614.

	44.	 Dimic-Janjic S, Hoda MA, Milenkovic B, Kotur-Stevuljevic J, Stjepanovic 
M, Gompelmann D, Jankovic J, Miljkovic M, Milin-Lazovic J, Djurdjevic 
N, et al. The usefulness of MMP-9, TIMP-1 and MMP-9/TIMP-1 ratio for 
diagnosis and assessment of COPD severity. Eur J Med Res. 2023;28:127.

	45.	 Fang WB, Jokar I, Zou A, Lambert D, Dendukuri P, Cheng N. CCL2/
CCR2 chemokine signaling coordinates survival and motility of 
breast cancer cells through Smad3 protein- and p42/44 mitogen-
activated protein kinase (MAPK)-dependent mechanisms. J Biol Chem. 
2012;287:36593–608.

	46.	 She S, Ren L, Chen P, Wang M, Chen D, Wang Y, Chen H. Functional Roles 
of Chemokine Receptor CCR2 and Its Ligands in Liver Disease. Front 
Immunol. 2022;13:812431.

	47.	 Kumase F, Takeuchi K, Morizane Y, Suzuki J, Matsumoto H, Kataoka K, Al-
Moujahed A, Maidana DE, Miller JW, Vavvas DG. AMPK-Activated Protein 
Kinase Suppresses Ccr2 Expression by Inhibiting the NF-κB Pathway in 
RAW264.7 Macrophages. PLoS One. 2016;11:e0147279.

	48.	 Aaron SD, Angel JB, Lunau M, Wright K, Fex C, Le Saux N, Dales RE. 
Granulocyte inflammatory markers and airway infection during acute 
exacerbation of chronic obstructive pulmonary disease. Am J Respir Crit 
Care Med. 2001;163:349–55.

	49.	 Jing H, Liu L, Zhou J, Yao H. Inhibition of C-X-C Motif Chemokine 10 
(CXCL10) Protects Mice from Cigarette Smoke-Induced Chronic Obstruc-
tive Pulmonary Disease. Med Sci Monit. 2018;24:5748–53.

	50.	 Veldkamp CT, Ziarek JJ, Peterson FC, Chen Y, Volkman BF. Targeting 
SDF-1/CXCL12 with a ligand that prevents activation of CXCR4 through 
structure-based drug design. J Am Chem Soc. 2010;132:7242–3.

	51.	 Zhou J, Bai W, Liu Q, Cui J, Zhang W. Intermittent Hypoxia Enhances THP-1 
Monocyte Adhesion and Chemotaxis and Promotes M1 Macrophage 
Polarization via RAGE. Biomed Res Int. 2018;2018:1650456.

	52.	 Rodrigues SO, Cunha C, Soares GMV, Silva PL, Silva AR, Gonçalves-de-
Albuquerque CF. Mechanisms, Pathophysiology and Currently Proposed 
Treatments of Chronic Obstructive Pulmonary Disease. Pharmaceuticals 
(Basel). 2021;14:979.

	53.	 Gschwandtner M, Derler R, Midwood KS. More Than Just Attractive: How 
CCL2 Influences Myeloid Cell Behavior Beyond Chemotaxis. Front Immu-
nol. 2019;10:2759.

	54.	 Li Y, Lu X, Li W, Shi Z, Du W, Xu H, Liu Z, Wu Y. The circRERE/miR-144-3p/
TLR2/MMP9 signaling axis in COPD pulmonary monocytes promotes 
the EMT of pulmonary epithelial cells. Biochem Biophys Res Commun. 
2022;625:1–8.

	55.	 Wang Y, Zhang L, Wu GR, Zhou Q, Yue H, Rao LZ, Yuan T, Mo B, Wang FX, 
Chen LM, et al. MBD2 serves as a viable target against pulmonary fibrosis 
by inhibiting macrophage M2 program. Sci Adv. 2021;7:eabb6075.

	56.	 Zhang F, Ma H, Wang ZL, Li WH, Liu H, Zhao YX. The PI3K/AKT/mTOR path-
way regulates autophagy to induce apoptosis of alveolar epithelial cells 
in chronic obstructive pulmonary disease caused by PM2.5 particulate 
matter. J Int Med Res. 2020;48:300060520927919.

	57.	 Liu Y, Kong H, Cai H, Chen G, Chen H, Ruan W. Progression of the PI3K/
Akt signaling pathway in chronic obstructive pulmonary disease. Front 
Pharmacol. 2023;14:1238782.

	58.	 Shaykhiev R, Crystal RG. Innate immunity and chronic obstructive pulmo-
nary disease: a mini-review. Gerontology. 2013;59:481–9.

	59.	 Hüntelmann B, Staab J, Herrmann-Lingen C, Meyer T. A conserved motif 
in the linker domain of STAT1 transcription factor is required for both 
recognition and release from high-affinity DNA-binding sites. PLoS One. 
2014;9:e97633.

	60.	 Holloway R, Nicholson G, Leaker B, Souza T, Christensen J, Chittenden S, 
Tan L, Kilty I, Barnes P, Donnelly L. Detection of STAT1 phosphorylation in 
COPD sputum by flow cytometry. Eur Respir J. 2013;42:P625.

	61.	 Southworth T, Metryka A, Lea S, Farrow S, Plumb J, Singh D. IFN-γ syner-
gistically enhances LPS signalling in alveolar macrophages from COPD 
patients and controls by corticosteroid-resistant STAT1 activation. Br J 
Pharmacol. 2012;166:2070–83.

	62.	 Lakshmi SP, Reddy AT, Reddy RC. Emerging pharmaceutical therapies for 
COPD. Int J Chron Obstruct Pulmon Dis. 2017;12:2141–56.



Page 19 of 19Dong et al. Cell Communication and Signaling          (2024) 22:364 	

	63.	 Li X, Yao W, Yuan Y, Chen P, Li B, Li J, Chu R, Song H, Xie D, Jiang X, Wang H. 
Targeting of tumour-infiltrating macrophages via CCL2/CCR2 signal-
ling as a therapeutic strategy against hepatocellular carcinoma. Gut. 
2017;66:157–67.

	64.	 Zhao L, Lim SY, Gordon-Weeks AN, Tapmeier TT, Im JH, Cao Y, Beech 
J, Allen D, Smart S, Muschel RJ. Recruitment of a myeloid cell subset 
(CD11b/Gr1 mid) via CCL2/CCR2 promotes the development of colorec-
tal cancer liver metastasis. Hepatology. 2013;57:829–39.

	65.	 Noel MS, Hezel AF, Linehan D, Wang-Gillam A, Eskens F, Sleijfer S, Desar I, 
Erdkamp F, Wilmink J, Diehl J, et al. Orally administered CCR2 selec-
tive inhibitor CCX872-b clinical trial in pancreatic cancer. J Clin Oncol. 
2017;35:276–276.

	66.	 Živković L, Asare Y, Bernhagen J, Dichgans M, Georgakis MK. Pharmaco-
logical targeting of the CCL2/CCR2 axis for atheroprotection: a meta-anal-
ysis of preclinical studies. Arterioscler Thromb Vasc Biol. 2022;42:e131–44.

	67.	 Tylaska LA, Boring L, Weng W, Aiello R, Charo IF, Rollins BJ, Gladue RP. 
Ccr2 regulates the level of MCP-1/CCL2 in vitro and at inflammatory 
sites and controls T cell activation in response to alloantigen. Cytokine. 
2002;18:184–90.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Targeting CCL2-CCR2 signaling pathway alleviates macrophage dysfunction in COPD via PI3K-AKT axis
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Cell culture and treatment
	Animals
	CS and LPS-induced COPD murine model
	Public data collection and processing
	Differential expression analysis
	Gene Set Enrichment Analysis (GSEA)
	Single cell RNA sequence analysis
	Preparation of Cigarette Smoke Extract (CSE)
	Enzyme-linked Immunosorbent assay
	Western blot
	H&E, masson staining, and immunostaining
	RNA purification and polymerase chain reaction
	Flowcytometry
	Transwell assay
	Statistical analysis

	Results
	CCL2 is highly expressed in COPD lungs
	Ccl2 deficiency protects mice against CS- and LPS-induced alveolar injury and airway remodeling
	Cigarette components stimulate bronchial epithelial cells to express CCL2 via STAT1 phosphorylation
	CCL2 induces macrophage migration and activation
	The activation of macrophages by CCL2 depends on the PI3K-AKT signaling pathway
	Administration of INCB3284 protects mice against CS- and LPS-induced alveolar injury and airway remodeling

	Discussion
	Acknowledgements
	References


