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Abstract 

Background Cyclic adenosine monophosphate (cAMP) levels are directly activated by adenylate cyclase (AC) 
and play an anti-inflammatory role in chronic obstructive pulmonary disease (COPD). Previously, we have shown 
that isoforskolin (ISOF) can effectively activate AC1 and AC2 in vitro, improve pulmonary ventilation and reduce 
the inflammatory response in COPD model rats, supporting that ISOF may be a potential drug for the prevention 
and treatment of COPD, but the mechanism has not been explored in detail.

Methods The potential pharmacological mechanisms of ISOF against COPD were analyzed by network pharmacol-
ogy and multi-omics based on pharmacodynamic study. To use specific agonists, inhibitors and/or SiRNA for gene 
regulation function studies, combined qPCR, WB were applied to detect changes in mRNA and protein expression 
of important targets PIK3C3, AKT, mTOR, SPP1 and AQP4 which related to ISOF effect on COPD. And the key inflamma-
tory factors detected by ELISA.

Results Bioinformatics suggested that the anti-COPD pharmacological mechanism of ISOF was related to PI3K-AKT 
signaling pathway, and suggested target protein like PIK3C3, AQP4, SPP1, AKT, mTOR. Using the AQP4 inhibitor,or 
inhibiting SPP1 expression by siRNA-SPP1 could block the PIK3C3-AKT-mTOR pathway and ameliorate chronic inflam-
mation. ISOF showed cAMP-promoting effect then suppressed AQP4 expression, together with decreased level 
of IL-1β, IL-6, and IL-8.

Conclusions These findings demonstrate ISOF controlled the cAMP-regulated PIK3C3-AKT-mTOR pathway, thereby 
alleviating inflammatory development in COPD. The cAMP/AQP4/PIK3C3 axis also modulate Th17/Treg differentiation, 
revealed potential therapeutic targets for this disease.
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Introduction
COPD kills over 3 million people worldwide each year 
and has become a highly prevalent disease worldwide, 
with a prevalence of 8% to 13% in people over 40  years 
of age and over 20% in people over 60  years of age [5, 
36]. COPD is characterized by persistent airflow limita-
tion, and an enhanced chronic inflammatory response 
in the airways is the main pathological mechanism 
[20]. Chronic cough, chest pain, dyspnea, physical exer-
cise intolerance, excessive sputum and hypersecretion, 
depression and weight loss are the most common com-
plaints [20]. The inflammatory response is one of the cen-
tral mechanisms of COPD, although the pathogenesis is 
not fully understood. Inflammation is characterised by 
increased numbers of alveolar macrophages, neutrophils, 
T lymphocytes, and innate lymphocytes recruited from 
the circulation. A variety of pro-inflammatory mediators, 
including cytokines, chemokines, growth factors and 
lipid mediators, are secreted by these cells and by struc-
tural cells, including epithelial and endothelial cells and 
fibroblasts [20].

ISOF (Compound CID: 9549169), a forskolin deriva-
tive, is the only class of naturally occurring compounds 
that has been shown to directly agitate AC enzymes 
and increase cAMP levels in a variety of tissues, thereby 
participating in the regulation of cellular functions, as 
reported by us [47]. It, a major active compound isolated 
from Coleus forskohlii, has a promising anti-inflam-
matory effect and enhances lung function in cigarette 
smoke-induced COPD rat model, and may contribute to 
maintaining the balance of Th17/Treg, engage in the dif-
ferentiation of T cell subsets, and serve a role in main-
taining immune homeostasis. It is speculated that ISOF 
may regulate mTOR expression via cAMP to be involved 
in T cell subpopulation differentiation, maintenance of 
Th17/Treg homeostasis and anti-inflammatory effects. 
However, the pharmacological mechanisms of how ISOF 
elevates cAMP in COPD to exert anti-inflammatory and 
improve lung function effects, and how it reduces mTOR 
expression to keep T cell subpopulation homeostasis 
have not been investigated in detail.cAMP is an attractive 
drug target for the treatment of chronic airway diseases 
because it is one of the most important second messen-
gers and plays a key role in relaxing airway smooth mus-
cle and reducing inflammation [52]. The production of 
cAMP is triggered by the activation of membrane recep-
tors (mainly G protein-coupled receptors), which acti-
vate cellular ACs to convert ATP to cAMP [52], where 
the elevation of cAMP can be achieved either directly 
by agonizing ACs or indirectly by inhibiting phosphodi-
esterases [48]. Recent studies have reported that cAMP 
regulates the mTOR pathway possibly through protein 
kinase A (PKA) [48], but there is insufficient evidence 

confirming the role of this regulatory mechanism in the 
inflammatory response or even in T cell subsets. These 
events downstream of cAMP include the activation of 
cyclic nucleotide-gated ion channels [19], exchange pro-
teins directly activated by cAMP (Epac) [8], or PKA. In 
addition, PKA phosphorylates and controls the activity of 
cellular motor proteins, ion channels, and enzymes such 
as protein kinase C, phosphoinositide 3 kinase (PI3K), 
and phospholipase C [39]. cAMP governs different pro-
cesses during inflammation and resolution, depending 
on the activated cell type and pathway. So, the pharma-
cological mechanism of how ISOF maintains Th17/Treg 
homeostasis and immune homeostasis through cAMP-
regulated mTOR deserves further exploration.

In this study, network pharmacology combined with 
multi-omics analysis, and in vivo and in vitro experiments 
were applied to explore the pharmacological mechanism 
of ISOF for the treatment of COPD. It provides directions 
for the ACs/cAMP pathway for the treatment of COPD 
and also provides a scientific and theoretical basis for the 
development of ISOF, a new drug candidate for COPD. 
The specific research process is shown in Fig. 1.

Methods
Reagents
ISOF (purity > 99.9%) was synthesized by Baselia Phar-
maceuticals (China) according to the patented method 
for ISOF synthesis (ZL201610044817.8). FSK, SQ22536, 
TGN20, SAR405 were from MedChemExpress (USA). 
Cigarettes (Hongqiqu® filter cigarettes containing 11 mg 
tar, 0.7  mg nicotine and 13  mg carbon monoxide per 
cigarette) were purchased from Henan Tobacco Indus-
try (China). Human species IL-1β, IL-6 and IL-8 ELISA 
kits (KE00021, KE00129, KE00006) and protein marker 
(PL00003) were obtained from Proteintech (USA). 
Human Species cAMP ELISA Kit (K019-H1) was from 
ARBOR ASSAYS (USA). Lysis buffer (REF: P0013B) was 
purchased from Beyotime (Shanghai, China). Cocktail 
(P8340), PMSF (10837091001), PhosStop (4906845001) 
were from Sigma (USA). Liposome Transfection 3000 
(L3000-001) was from Thermo (USA). All other chemi-
cals were reagent grade and obtained from the market. 
The following antibodies were used in the study: rabbit 
mTOR antibody (Cat. #2972), rabbit phosphorylated (p) 
mTOR (Ser2481) antibody (Cat. #2974), rabbit p-mTOR 
(Ser2448) antibody (Cat. #2971), rabbit AKT antibody 
(Cat. #9272), rabbit p-AKT (Ser473) antibody (Cat. 
#4060), PIK3C3 (D9A5) rabbit mAb (#4263), GAPDH 
(14C10) rabbit mAb (Cat. #2118) from Cell signal-
ing Technology (USA). AQP4 rabbit-derived primary 
antibody (ab46182), and SPP1 rabbit-derived primary 
antibody (ab8448) were purchased from abcam (UK). 
Membranes were stripped and reprobed with Western 
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primary antibody and secondary antibody removal solu-
tion (weakly basic, P0025B, Beyotime, China). Primers 
were obtained from Bioengineering (Shanghai, China). 
SiRNA was obtained from Gima Genetics (Shanghai, 
China).

Network pharmacology
SMILES for ISOF were obtained through the PubChem 
database [13] (http:// www. swiss targe tpred iction. ch/). Its 
SMILES was imported into SwissTargetPrediction [13] 

(http:// www. swiss targe tpred iction. ch/) with SEA Search 
Server (https:// sea. bkslab. org/) [18] website, as well as 3D 
structures, were imported to the PharmMapper website 
[45] (http:// www. lilab- ecust. cn/ pharm mapper/) to obtain 
the respective relevant targets. The screening criteria 
were Probability ≥ 0.6, Max Tc ≥ 0.6 and Norm Fit ≥ 0.6. 
All targets were converted into Gene symbol format, 
duplicates were excluded and merged to obtain the 
respective relevant targets. A search through the GEO 
database [2] (https:// www. ncbi. nlm. nih. gov/ gds/? term =), 

Fig. 1 Research process diagram

http://www.swisstargetprediction.ch/
http://www.swisstargetprediction.ch/
https://sea.bkslab.org/
http://www.lilab-ecust.cn/pharmmapper/
https://www.ncbi.nlm.nih.gov/gds/?term
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using COPD, Chronic obstructive pulmonary disease, 
etc. as search terms, yielded GSE37768, GSE73395 [34], 
GSE37768, GSE103174, GSE106986, GSE112260 [32], 
GSE112811, GSE76925 [27] and GSE130928 [29] were 
obtained as annotated files of gene expression from eight 
independent studies of human alveolar lavage fluid, mac-
rophages, whole blood, and lung tissue, covering non-
smoking normal subjects, non-smoking COPD patients, 
smoking normal subjects, and smoking COPD patients. 
Differentially expressed genes (DEGs) between smoking 
normal subjects and smoking COPD patients, non-smok-
ing normal subjects and non-smoking COPD patients, 
female normal group and female COPD patient group 
and male normal group and male COPD patient group 
were screened with P-value ≤ 0.05 and |Log2FC|≥ 1 as 
screening conditions, and duplicates were excluded to 
obtain COPD-related pathological targets. Finally, the 
Draw Venn Diagram (http:// bioin forma tics. psb. ugent. be/ 
webto ols/ Venn/) website was applied to analyze the co-
related targets between COPD and ISOF.

ISOF common targets with COPD were analyzed sepa-
rately by the DAVID online database [16] (https:// david. 
ncifc rf. gov/ tools. jsp) for Kyoto Encyclopedia of Genes 
and Genomes (KEGG) functional enrichment, where 
KEGG pathways with P ≤ 0.05 were included in the ana-
lytical study.

Cigarette smoke‑induced COPD rat model
Sprague–Dawley rats (bought from Charles River, Bei-
jing, China) in half genders were randomly divided into 6 
groups: control, model, ROFL (0.5 mg/kg), ISOF (0.5 mg/
kg), ISOF (1 mg/kg) and ISOF (2.0 mg/kg) groups (n = 16 
in each group). All animal care and experimental proto-
cols were approved by the Animal Experimental Ethical 
Committee of Kunming Medical University (approval 
number: KMMU-2018001), and all animals received 
humane care in compliance with the National Institutes 
of Health guidelines. Animals were exposed to room air 
or cigarette smoke once a day for 28  weeks (1 cigarette 
each rat) in an oral and nasal exposure system (Beijing 
Huironghe Technology, China). After 14 weeks of expo-
sure to cigarette smoke, the rats were orally treated with 
ROFL (0.5 mg/kg) or ISOF (0.5, 1.0, or 2.0 mg/kg) in 0.9% 
saline solution (80%) and PEG400 (20%) once daily for 
14 consecutive weeks. Totally 66 animals completed the 
course of treatments.

Transcriptomics analysis in lung tissue
In previous studies, COPD model rats were established 
based on cigarette smoke exposure (CS)-induced rats, 
and 100 g of lung tissue was taken from three rats in each 
of the Control, model and ISOF groups [47]. Genes with 
Fold Change > 1.2 and P value < 0.05 by DESeq2 were 

designated as differentially expressed genes. In addition, 
GO functional enrichment and KEGG pathway analy-
sis were performed using Goatools with KOBAS and 
a P value ≤ 0.05 was used as a screening criterion. Raw 
transcriptomics data are available in the Sequence Read 
Archive (SRA) database (PRJNA685952).

Blood transcriptomics analysis
Total RNA was extracted from whole blood of rats using 
TRIZOL reagent (Invitrogen, cat. NO 15596026) accord-
ing to the instructions. after digestion of DNA with DNa-
seI. RNA quality was determined by testing A260/A280 
with a  Nanodrop™ OneCspectrophotometer (Thermo 
Fisher Scientific Inc). the integrity of RNA was confirmed 
by 1.5% agarose gel electrophoresis. Qualified RNA was 
finally quantified by Qubit3.0 and QubitTM RNA Wide 
Range Detection Kit (Life Technologies, Q10210).

Using the KC-Digital™ Stranded mRNA Library 
Prep Kit for  Illumina® (Catalog NO. DR08502, Wuhan 
Seqhealth Co.; Ltd. China), 2 μg of total RNA was used 
for stranded RNA sequencing library according to the 
manufacturer’s instructions. preparation. The kit elimi-
nates repeat bias in PCR and sequencing steps by using 
a unique molecular identifier (UMI) of 8 random bases 
to label pre-amplified cDNA molecules. The equivalent 
of 200–500 bps of library product is enriched, quantified, 
and finally sequenced on a Novaseq 6000 sequencer (Illu-
mina), model PE150.

Raw sequencing data were first filtered by Trimmo-
matic (version 0.36) and low quality reads were discarded. 
Clean Reads are further processed with an internal script 
to eliminate duplicate bias introduced in library prepara-
tion and sequencing. Briefly, Clean Reads are first clus-
tered based on UMI sequences, where reads with the 
same UMI sequence are grouped into the same cluster. 
Reads in the same cluster are compared by pairwise 
matching, and then reads with more than 95% sequence 
identity are extracted into a new sub-cluster. After all 
subclusters were generated, multiple sequence compari-
sons were performed to obtain one consensus sequence 
for each subcluster. After these steps, any errors and 
biases introduced by PCR amplification or sequencing 
are eliminated.

The consensus sequences with duplicates removed 
were used for standard transcriptomics analysis. They 
were mapped to the reference genome of rats from 
NCBI (GCol_000001895.5, https:// www. ncbi. nlm. nih. 
gov/ assem bly/ GCol_ 00000 1895.5/) using STAR soft-
ware (version 2.5.3a) and default parameters. Reads 
mapped to exonic regions of each gene were counted by 
featureCounts (Subread-1.5.1; Bioconductor) and then 
RPKM was calculated. genes differentially expressed 
between groups were identified using the edgeR package 

http://bioinformatics.psb.ugent.be/webtools/Venn/
http://bioinformatics.psb.ugent.be/webtools/Venn/
https://david.ncifcrf.gov/tools.jsp
https://david.ncifcrf.gov/tools.jsp
https://www.ncbi.nlm.nih.gov/assembly/GCol_000001895.5/
https://www.ncbi.nlm.nih.gov/assembly/GCol_000001895.5/
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(version 3.12.1). P-value threshold was 0.05 and differen-
tial expression (Fold chang) threshold of 1.2 was used to 
determine the statistical significance of gene expression 
differences. GO analysis and KEGG enrichment analysis 
were both implemented by KOBAS software (version: 
2.1.1) with a P-value threshold of 0.05 to determine the 
degree of statistical enrichment. Raw transcriptomics 
data are available in the SRA database (PRJNA744396).

Proteomics analysis
In previous studies, lung tissues from the control, model 
and ISOF (1 mg/kg) groups were subjected to proteomic 
analysis [47]. Quantitative protein results were statisti-
cally analyzed by Mann–Whitney Test. P-value threshold 
of 0.05 and a differential expression (Fold change) thresh-
old of 1.2 were used to determine the statistical signifi-
cance of protein expression differences (DEPs). GO and 
KEGG analyses were used to analyze functional attribu-
tion and signal transduction pathways, and PPI data anal-
ysis was also performed through the STRING database 
was performed. Raw proteomics data are available in the 
ProteomeXchange (px-submission #440240).

Correlation network analysis‑protein–protein interaction 
(PPI)
PPI analysis was performed for whole blood transcrip-
tomics of DEGs or proteomics of DEPs or with all targets 
in the PI3K-AKT signaling pathway through the STRING 
database [43] (https:// string- db. org/), where Homo sapi-
ens was used as the study species and the parameter was 
set to 0.7 high confidence. Next, the PPI analysis data 
were imported into Cytoscape [31] to draw a PPI analysis 
network for visualization.

Real‑time quantitative PCR(RT‑PCR)
Total RNA was extracted from rat lung tissue sam-
ples and reverse transcribed using a PrimeScript RT kit 
(Takara). All RT-PCRs were performed on an Applied 
Biosystems 7500 real-time quantitative PCR system. Data 
from different samples were normalized using Gapdh as 
an internal control. The primers used for RT-PCR were 
showed in Additional file 1: Table S1.

Western blotting (WB)
Total proteins of rat lung and BEAS2B cells were 
extracted with RIPA, PMSF, protease inhibitor cocktail 
and PhosSTOP. Determination of protein concentration 
by BCA protein detection kit. The total protein (20  μg) 
was separated by electrophoresis with 8% Sodium lau-
ryl sulfate gel, transfer onto PVDF membrane and incu-
bate at room temperature in a closed buffer for 2 h. The 
antibody and membrane of AQP4, SPP1, PIK3C3, AKT, 
p-AKT (S473), mTOR, pmTOR (S2481), p-mTOR (S2448) 

or GAPDH were cultured overnight at 4 ℃ (The internal 
reference GAPDH had a strip on both membranes in 
each experiment, and membranes were cut horizontally 
and were stripped and reprobed in MTOR phosphoryla-
tion). The membrane was cleaned 4 times with 1% TBST 
and incubated at room temperature for 2  h with goat 
anti-rabbit IgG and rabbit anti-mouse antibody labeled 
with Horseradish peroxidase. The membrane is then 
cleaned four times and tested with a Horseradish per-
oxidase kit. The image was developed using Amersham 
Imager 600, and the grayscale of the protein band in the 
membrane was Quantitative analysis with its analysis 
function.

Culture of BEAS2B cells and establishment in vitro
The BEAS2B cells were cultured in a medium containing 
10% FBS and 1% penicillin–streptomycin solution in a 
DMEM medium containing high glucose and maintained 
in 37 ℃ and 5% CO2 incubators. The chronic inflamma-
tory model of COPD in  vitro was established when the 
cells were exposed to DMEM complete medium contain-
ing 4% CSE for 6 h after the cells reached 80% density.

Preparation of cigarette smoke extract (CSE)
The CSE was prepared with a smoke extraction device, 
the unfiltered cigarette was placed in a driving device 
with a 50  mL syringe, and the smoke was continuously 
aspirated and ignited. The smoke was discharged through 
the outlet of a three-way pipe into the 20  mL DMEM 
basal medium to form suspension, the suspension was 
adjusted to pH 7.4 with 1  mol/L NaOH, and the CSE 
solution was filtrated by 0.22  μM microporous mem-
brane in the ultra-clean platform. The complete medium 
containing 10% FBS, 1% penicillin and streptomycin were 
diluted to 4% CSE for the experiment (freshly prepared 
use).

Transfection of SPP1‑SiRNA and the addition of inhibitors 
and agonists in BEAS2B cells
SPP1 SiRNA (SPP1-homo-1491:5ʹ—3ʹ: GGU GGU GUG 
UCA AUU GCU UAUTT, 3ʹ—5ʹ: AUA AGC AAU UGA 
CCA CCT T) was used for transient transfection in the 
presence of fectamine 3000. The transfected cells were 
cultured for 48 h.

ISOF, FSK, SQ22536, TGN20 and SAR405 were dis-
solved in DMSO at concentrations of 100, 25, 10, 5 and 
20  μM, respectively. In general, ISOF, FSK, SQ22536, 
TGN20 and SAR405 were uniformly mixed with 4% CSE 
in DMEM complete medium, and then BEAS2B cells 
were incubated for 6 h.

https://string-db.org/
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Detection of IL‑1β, IL‑6, IL‑8 and cAMP by ELISA
ELISA tests for IL-1β, IL-6, and IL-8 were performed 
according to the manufacturer’s instructions of Protein-
tech, and the cAMP ELISA test was performed according 
to ARBOR ASSAYS.

Statistical analysis
All data values are displayed as mean ± SD. Plots were 
made using GraphPad Prism 8, and statistical analy-
ses were performed using the Student–Newman–Keuls 
method of one-way ANOVA (the normality test and the 
equivalent variance test were passed) and the rank sum 
test of one-way ANOVA (the normal test and/or equiva-
lent variance test, not passed) via SigmaStat 3.5.

Results
Bioinformatics suggested that the anti‑COPD 
pharmacological mechanism of ISOF is related to PI3K‑AKT 
signaling pathway
Initially, The impact of ISOF on COPD patients was 
considered from a clinical perspective by applying net-
work pharmacology, so the appropriate targets related 
to ISOF (Additional file  1: Table  S2) and COPD (Addi-
tional file  1: Table  S3) were obtained from SwissTarget-
Prediction, SEA Search Server, PharmMapper website, 
and GEO database in NCBI (Additional file 1: Figure S1), 
respectively. KEGG analysis of 61 common targets for 
ISOF and COPD (Additional file  1: Figure S2) revealed 
that ISOF may affect COPD patients through 27 path-
ways (Additional file 1: Table S4). The best significant one 
(Additional file  1: Figure S3A and Table  S4) was Path-
way in cancer, specifically, including multiple pathways, 
such as MAPK signaling pathway, PI3K-AKT signaling 
pathway, etc., which are closely related to inflammatory 
immune function [3, 9, 47]. Previous transcriptomic and 
proteomic data [47] in lung tissue were used to assess 
the efficacy of ISOF in CS-induced COPD at the tran-
scriptional and protein levels. The KEGG enrichment of 
39 ISOF-treated gene sets (COPD pathogenesis altered 
them, while ISOF treatment reversed them, Fig.  2A) in 
transcriptome showed that PI3K-AKT signaling pathway 
and ECM-receptor interaction (two pathways in cancer 
sub-pathway, Fig. 1B) were significantly implicated in the 
mechanism of ISOF treatment for CS-induced COPD 

rats. Further PPI analysis in the ISOF vs COPD DEGs 
disclosed that the most important Tp53 and Il2rb genes 
(Additional file  1: Table  S4) were involved in the PI3K-
AKT signaling pathway, while the ECM-receptor interac-
tion was absent (Additional file  1: Figure S3B, C). Also, 
proteomic correlation network analysis (Additional file 1: 
Figure S3E) exhibited similar results as described above. 
Additionally, transcriptomics based on whole blood tis-
sue (the baseline situation is shown in Additional file 1: 
Figure S4A–C) were conducted, and analogous conclu-
sions were obtained in the KEGG enrichment results 
(Additional file 1: Figure S3D) with the correlation analy-
sis network (Fig. 2C). Thus, the PI3K-AKT signaling path-
way may be mostly associated with ISOF against COPD. 
Moreover, based on network pharmacology, multi-omics, 
and literature search, a relatively more complete picture 
of the molecular mechanism can be obtained (Fig. 2D).

ISOF antagonized COPD via PI3K‑AKT‑related pathway 
in vitro and in vivo levels
To verify the above speculation on the anti-COPD phar-
macological mechanism of ISOF, firstly, the expression 
of 16 DEGs (Fig. 2D) involved in the PI3K/AKT pathway 
(KEGG database) was examined in lung tissue from rats 
with CS-induced COPD. ISOF treatment specifically 
reversed CS-induced alterations in Pik3c3, Aqp4, Spp1, 
Lpar6, Ywhab, Bcl2l1, Col6a5, Faslg, Ghr, Gng11, Il2rg, 
Itgb6, Jak3, Lama2, Lpar1, Tp53 (Fig. 3A, B, C, and Addi-
tional file 1: Figure S5A–M). Activation of PI3K facilitates 
phosphorylation of AKT, and subsequent regulation of 
mTOR can promote T cell proliferation and even differ-
entiation of Th17 cells [10, 28, 33]. Therefore, the effect 
of ISOF on AKT and mTOR was the subject of this study. 
ISOF was found that ISOF markedly counteracted the 
CS-induced elevated AKT phosphorylation, mTOR, and 
its phosphorylated expression in rat lung tissue, where 
there was no significant change for AKT expression, but 
significantly increased the ratio of AKT phosphoryla-
tion (Fig. 3D–E). And AKT phosphorylation and mTOR 
and its phosphorylation correlated positively with each 
other and with AQP4, SPP1, and PIK3C3 expression, 
but not with AKT (Fig. 3F, Additional file 1: Figure S6A–
C). A positive correlation was also identified between 
AQP4 and SPP1 in 156 clinical cases (GSE76925-male, 

(See figure on next page.)
Fig. 2 Network pharmacology combined with multi-omics analysis suggests that the anti-COPD pharmacological mechanism of ISOF is mainly 
related to the PI3K-Akt signaling pathway. A: Venn analysis of three comparative DEGs in lung tissue transcriptomics and clustering screening 
of 55 common DEGs; B: KEGG functional enrichment analysis based on 39 core DEGs; C: PPI analysis of the correlation between whole blood 
transcriptomics DEGs and PI3K-Akt signaling pathway targets (light blue positive octagonal nodes represent genes of the PI3K-Akt signaling 
pathway, dark blue positive hexagonal nodes represent DEGs of ISOF vs M in whole blood transcriptomics, purple positive hexagonal nodes 
represent genes shared by whole blood transcriptomics and PI3K-Akt signaling pathway); D: pharmacological mechanism map according 
to network pharmacology and multi-omics analysis (red borders are DEGs in multi-omics or ISOF’s anti-COPD related targets in network 
pharmacology, red boxes on a yellow background are core DEGs in histology)
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Fig. 2 (See legend on previous page.)
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GSE130928-male, GSE130928-female and GSE112811) 
and PIK3C3 in 171 cases (GSE76925-female, GSE130928-
male, GSE130928-female and GSE112811, Fig. 3G).

Again, CSE stimulation was associated with increased 
levels of IL-1β, IL-6, and IL-8 (Fig. 4A), AQP4, SPP-1, and 
PIK3C3 with mTOR expression and phosphorylation lev-
els of AKT and mTOR (Fig. 4B, C). The pro-inflammatory 
effect and the increased protein expression or phospho-
rylation of CSE almost disappeared when ISOF (100 μM, 
Additional file 1: Figure S7A–D) was used in combination 
with CSE. Also, ISOF elevated CSE leading to a decrease 
in cAMP (Fig.  4D). It was also found that IL-1β, IL-6, 

and IL-8 had significant positive correlations with cAMP, 
AQP4, SPP1, PIK3C3, AKT phosphorylation and mTOR, 
and its phosphorylation (Fig. 4E–G, and Additional file 1: 
Figure S8A–C), and cAMP, AQP4, SPP1, PIK3C3, AKT 
phosphorylation, and mTOR and its phosphorylation had 
strong correlations with each other (Additional file 1: Fig-
ure S9A–D). These implied that the anti-COPD effect of 
ISOF may be related to PI3K-AKT signaling pathway and 
targets such as AQP4, SPP1, PIK3C3, AKT, and mTOR as 
well as cAMP.

Fig. 3 In vivo study of the anti-COPD pharmacological mechanism of ISOF. A: Validation of mRNA expression levels of Pik3c3, Aqp4, and Spp1; 
B: Western blot of PIK3C3, AQP4, and SPP1 protein expression in rat lung tissues, n = 4; C: Quantification of PIK3C3, AQP4, and SPP1 expression; 
D: Western blot of p-AKT, AKT, mTOR and p-mTOR (S2448 and S2481) protein expression; E: Quantification of p-AKT, AKT, MTOR and p-MTOR 
(S2448 and S2481) expression; F: Correlation analysis of p-AKT protein expression on PIK3C3, AQP4, SPP1, AKT, MTOR and p-MTOR protein 
expression, n = 12; G: Correlation analysis of AQP4 (DEGs) on PIK3C3 and SPP1 in expression profiling by array with clinical samples, n = 4. GAPDH 
was homogenized as an internal reference, *P < 0.05, and **P < 0.01 vs. the Model groups



Page 9 of 17Lin et al. Chinese Medicine          (2023) 18:128  

Reduced PIK3C3 suppresses AKT‑mTOR signaling 
activation
To recognize the role of PIK3C3 in the inflammatory 
response, SAR405, a PIK3C3 inhibitor, was utilized in 
this study. SAR405 hindered the inflammatory effect 
(IL-1β, IL-6, and IL-8) triggered by CSE (Fig.  5A), and 
impeded the phosphorylation of AKT, and the expres-
sion and phosphorylation of mTOR (Fig.  5B–C). How-
ever, it didn’t change the expression of AKT, suggesting 

that PIK3C3 can regulate the downstream expression of 
AKT and mTOR and then play an anti-inflammatory role 
in COPD.

PIK3C3 signaling regulated by SPP1
To understand the effects of SPP1 in COPD, an SPP1 
knockdown group was established by siRNA3 (SPP1-
homo-1491) and liposome 3000 (Additional file  1: Fig-
ure S9). Further study revealed that SPP1 knockdown 

Fig. 4 In vitro study of the anti-COPD pharmacological mechanism of ISOF. A: Detection of IL1β, IL6, and IL8 inflammatory factor protein levels; 
B: Western blot of PIK3C3, AQP4, SPP1, p-AKT, AKT, mTOR and p-mTOR (S2448 and S2481) protein expression, n = 4; C: Quantification of PIK3C3, 
AQP4, SPP1, p-AKT, AKT, mTOR and p-mTOR (S2448 and S2481) expression; D: Detection of cAMP protein levels; E: Correlation analysis of IL1B 
concentration on cAMP concentration, n = 12; F: Correlation analysis of IL6 on cAMP, n = 12; G: Correlation analysis of IL8 on cAMP, n = 12. GAPDH 
was homogenized as an internal reference, *P < 0.05, and **P < 0.01 vs. the CSE groups



Page 10 of 17Lin et al. Chinese Medicine          (2023) 18:128 

reduced the secretion of IL-1β, IL-6, and IL-8 (Fig. 6A), 
and the expression or/and phosphorylation of SPP1, 
PIK3C3, AKT, and mTOR in the CSE group (Fig. 6B–C). 
Furthermore, AKT phosphorylation, MTOR expres-
sion and phosphorylation could be attenuated by SPP1 
knockdown (Fig.  6D–E). Additionally, it was confirmed 
that variations in SPP1 expression had a distinct positive 
correlation with PIK3C3, AKT phosphorylation, MTOR 
and its phosphorylation (Fig. 6F), also a clear relationship 
with AKT (Fig.  6G), indicating that the anti-inflamma-
tory effect mediated by SPP1 knockdown may be affected 
via reducing the expression of PIK3C3.

Reduction of AQP4 activity abolished the CSE‑induced 
inflammatory effect through inhibition of SPP1
To identify whether AQP4 serves an essential function 
in the anti-COPD inflammatory immune-related role 
of ISOF, treatment with TGN20 largely exempted CSE-
induced increase in IL1 secretion (Fig. 7A) and elevated 
expression of SPP1 and PIK3C3 through AQP4 inactiva-
tion (Fig.  7B–C). Besides, TGN20 also attenuated AKT 
phosphorylation, MTOR expression and phosphorylation 
(Fig. 7D–E). These results connoted that AQP4 regulates 
SPP1, AKT, and mTOR, playing an anti-inflammatory 
role in COPD.

The anti‑COPD activity of ISOF was initiated by hindering 
AQP4 expression due to raising cAMP signaling
cAMP can mediate the activation of the PI3K/AKT 
signaling pathway [11, 30]. FSK (ACs agonist) to acti-
vate cAMP and SQ22536 (ACs inhibitor) to decrease 
cAMP in BEAS2B cells were used to further confirm the 
causal relationship between increased cAMP, decreased 
AQP4 and anti-inflammation of ISOF. CSE decreased 
cAMP concentration and increased IL-1β, IL-6, and 
IL-8 levels, SQ22536 could potentiate it, while the addi-
tion of ISOF or FSK reversed the effect (Fig.  8A–B). 
And the increased expression of AQP4 by CSE could be 
partially repressed with ISOF or FSK (Fig.  8C–D), fur-
thermore, SPP1, PIK3C3, AKT phosphorylation, and 
MTOR expression and phosphorylation were abrogated 
(Fig. 8E–F). But, in combination with SQ22536, it nearly 
disappeared (Fig. 8C–E). Similarly, movements in cAMP 
levels had a pronounced negative correlation with IL-1β, 
IL-6, IL-8, AQP4, SPP1, PIK3C3, AKT phosphorylation, 
MTOR expression and its phosphorylation (Fig. 8G–H), 
although not with AKT (Additional file  1: Figure S10), 
meaning that ISOF promotes intracellular cAMP concen-
tration and then cAMP could regulate the expression and 
activity of downstream AQP4, SPP1, PIK3C3, AKT, and 
mTOR, thus exerting its anti-inflammatory effects.

Fig. 5 Diminished PIK3C3 represses the activation of AKT-mTOR signaling. A: Detection of IL1β, IL6, and IL8 protein levels; B: Western blot of AKT, 
p-AKT, mTOR and p-mTOR (S2448 and S2481) protein expression, n = 4; C: Quantification of AKT, p-AKT, mTOR and p-mTOR (S2448 and S2481) 
expression; GAPDH was homogenized as an internal reference, *P < 0.05, and **P < 0.01 vs. the CSE groups; #P < 0.05 vs. The Normal groups
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Discussions
The role of the development of inflammation in the path-
ological mechanisms of COPD has not been elucidated, 
although it is well-known that inflammation-mediated 
damage plays a key role in the pathogenesis of COPD 
[20]. Here, it was demonstrated that ISOF controlled the 
secretion of various inflammatory factors such as IL-1β, 
IL-6, and IL-8 by human airway epithelial cells via the 
cAMP pathway to minimize inflammation infiltration. 
Blocking the expression of AQP4, SPP1, and/or PIK3C3, 
and thus the activation of AKT-MTOR signaling may also 
achieve the anti-inflammatory effect of ISOF mediated by 
cAMP activation. Also, inactivation of AQP4 has a posi-
tive correlation with the inhibition of SPP1 and PIK3C3 
expression, as evidenced by the clinical data. Finally, 
PIK3C3 has also been found to be partially regulated by 

SPP1 in respiratory diseases after altering the inflamma-
tory environment via AKT-MTOR. How ISOF plays an 
anti-inflammatory role in COPD through cAMP signal-
ing may therefore be well explained.

ISOF is the main active component of Coleus fors-
kohlii, a plant native to Yunnan, China, a potent AC 
activator that induces an increase in intracellular cAMP 
[47]. cAMP has long been recognized as an inducer of 
anti-inflammatory responses, and cAMP-dependent 
pathways have been widely used in the pharmacological 
treatment of inflammatory diseases. Recently, cAMP 
has been indicated as a substance critical for the resolu-
tion of inflammation [44]. However, it is not yet fully 
understood how cAMP is involved in signaling to reach 
the critical anti-inflammatory pathway. cAMP has 
been reported to dose-control the expression of AQP4 
in human astrocytes [44], SPP1 [4] in rat aortic and 

Fig. 6 PIK3C3 signaling regulated by SPP1. A: Detection of IL1β, IL6, and IL8 protein levels; B: Protein expression of SPP1 and PIK3C3, n = 4; 
C: Quantification of PIK3C3 and SPP1 expression; D: Western blot of p-AKT, AKT, mTOR and p-mTOR (S2448 and S2481) protein expression; E: 
Quantification of p-AKT, AKT, MTOR and p-MTOR (S2448 and S2481) expression; F: Correlation analysis of SPP1 protein expression on PIK3C3, p-AKT, 
MTOR and p-MTOR protein expression, n = 16; G: Correlation analysis of SPP1 on AKT, n = 16; GAPDH was homogenized as an internal reference, 
*P < 0.05, and **P < 0.01 vs. the CSE groups
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vascular smooth muscle cells, and PI3K in rat lung tis-
sue and alveolar type II epithelial cells. AQP4 is a mem-
brane-bound protein that plays a pro-inflammatory 
role by promoting the release of cytokines that acti-
vate microglia and other cells, among others [6, 35, 50]. 
Smoking increases the expression of SPP1 in induced 

sputum, and its levels are also increased in induced 
sputum [6, 35, 50] and lung tissue [1] from COPD 
patients (Miao and [47]. PI3K/AKT signaling pathway 
is implicated in many malignant, inflammatory, and 
autoimmune disease pathologies, including in COPD 
[23, 38, 41–44]. While PIK3C3 is a member of the PI3K 

Fig. 7 Reduction of AQP4 activity eliminated the CSE-induced inflammatory effect by inhibiting SPP1. A: Detection of IL1β, IL6, and IL8 protein 
levels; B: Protein expression of SPP1 and PIK3C3, n = 4; C: Quantification of PIK3C3 and SPP1 expression; D: Western blot of p-AKT, AKT, mTOR 
and p-mTOR (S2448 and S2481) protein expression; E: Quantification of p-AKT, AKT, MTOR and p-MTOR (S2448 and S2481) expression; GAPDH 
was homogenized as an internal reference, *P < 0.05, and **P < 0.01 vs. the CSE groups; #P < 0.05 vs. The Normal groups
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family, PIK3C3 plays a key role in T cell metabolism and 
CD4 + T cell-mediated autoimmune diseases and can 
also regulate autophagy through the AKT-mTOR path-
way [49]. Therefore, from the above results, ISOF caused 
an increase in intracellular cAMP levels to suppress 
AQP4 expression, consequently reducing SPP1 expres-
sion and blocking the inflammatory expansion process 
by preventing the activation of PI3K-AKT signaling via 
PIK3C3 to diminish the inflammatory infiltration of air-
way epithelial cells.

IL-1β, IL-6, and IL-8, typical pro-inflammatory 
cytokines, exert important roles in COPD. Clinical 

studies have implicated IL-1β, IL-6 and IL-8 in the 
pathogenesis of COPD [7, 14, 15]. Th17 cells are het-
erogeneous and their phenotypes can vary greatly 
depending on the cytokine milieu within which they 
differentiate, particularly IL-6 and IL-1β expression 
[24]. In  vitro, IL-6 prove to be required for the differ-
entiation of TCR-stimulated naive CD4 T cells into 
Th17 cells in mice, while IL-1β is involved in the expan-
sion and maturation of Th17 cells [24]. IL8, also known 
as CXCL8, is a chemotactic cytokine known to be 
secreted by various cells responding to inflammatory 

Fig. 8 The anti-COPD activity of ISOF is initiated by hindering AQP4 expression due to raising cAMP signaling. A: Detection of cAMP levels; B: IL1β, 
IL6, and IL8 protein levels; C: Protein expression of AQP4, n = 4; D: Quantification of AQP4 expression; E: Western blot of SPP1, PIK3C3, p-AKT, AKT, 
mTOR and p-mTOR (S2448 and S2481) protein expression; F: Quantification of SPP1, PIK3C3, p-AKT, AKT, MTOR and p-MTOR (S2448 and S2481) 
expression; G: Correlation analysis of cAMP concentration on IL1β, IL6, and IL8 concentration, n = 24; H: Correlation analysis of cAMP concentration 
on AQP4, SPP1, PIK3C3, p-AKT, MTOR and p-MTOR protein expression, n = 24; GAPDH was homogenized as an internal reference, *P < 0.05, 
and **P < 0.01 vs. the CSE groups; #P < 0.05, and ##P < 0.01 vs. The ISOF 100 μM groups
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stimuli and contributing to rapid infiltration of the res-
piratory system and propagation of inflammation in the 
early stages of disease [46]. These findings indicate that 
IL-1β, IL-6, and IL-8 are associated with the develop-
ment and progression of COPD and, therefore, used as 
biomarkers of the model [7].

However, a limitation of the study was mainly the 
inability to thoroughly explore the role of ACs sub-
types and COPD pathophysiology, as well as the bio-

logical functions of cAMP, AQP4, SPP1, and PIK3C3 at 
the in vivo level. And additional studies are needed to 
elucidate the network mechanisms behind the cAMP-
AQP4-SPP1-PIK3C3 anti-inflammatory axis, T cell 
differentiation, and the pharmacological mechanisms 
associated with the anti-COPD of ISOF and an in-
depth description of the ISOF mechanism for elevating 
cAMP.

In conclusion, this study confirms that the pharma-
cological mechanism of ISOF pertains to cAMP activa-
tion and impedes AQP4-SPP1-PIK3C3, diminishing the 
release of key downstream inflammatory factors IL-1β, 

IL-6, and IL-8 (Fig. 9). Meanwhile, there have been first 
reports of the anti-inflammatory effects of AQP4 and 
PIK3C3 in respiratory diseases. Thus, this may well 
broaden the content of how cAMP antagonizes COPD 
via PI3K-AKT-related signaling and also provide a theo-
retical basis for the treatment of COPD with ISOF. The 
results support the effects of ISOF via the cAMP/AQP4/
SPP1/PIK3C3 axis on chronic airway inflammation, dem-
onstrate its potential to reduce Th17 differentiation and 

thus the Th17/Treg balance, and provide potential targets 
for the treatment of this disease.

Abbreviations
AC  Adenylate cyclase
cAMP  Cyclic adenosine monophosphate
COPD  Chronic obstructive pulmonary disease
CSE  Cigarette smoke extract
DEGs  Differentially expressed genes
DEPs  Differentially expressed proteins
FC  Fold chang
GO  Gene ontology
ISOF  Isoforskolin
KEGG  Kyoto Encyclopedia of Genes and Genomes
PI3K  Phosphoinositide 3 kinase

Fig. 9 Diagram of the anti-COPD pharmacological mechanism of ISOF



Page 15 of 17Lin et al. Chinese Medicine          (2023) 18:128  

PPI  Protein–Protein interaction
WB  Western Blot

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s13020- 023- 00778-w.

Additional file 1: Figure S1. Volcano diagram of 8 arrays of differentially 
expressed genes included in the GEO database (Comparison criteria: 
gender and presence of smoking population). Figure S2. 61 common 
targets for ISOF and COPD. Figure S3. Network pharmacology and multi-
omics studies. Figure S4. Basic information on blood transcriptomics. 
A: Principal component analysis in whole blood transcriptomic; B: DEGs 
volcano plot of Model vs Control; C: DEGs volcano plot of Model vs ISOF. 
Figure S5. Validation of mRNA expression levels of omics DEGs in rat lung 
tissues. A: Bcl2l1; B: Col6a5; C: Faslg; D: Ghr; E: Gng11; F: Lama2; G: Lpar1; 
H: Lpar6; I: Il2rb; J: Itgb6; K: Jak3; L: Tp53; M: Ywhab. Figure S6. Correla-
tion analysis in vivo study. Figure S7. 100 μM as effective dose for ISOF 
in vitro studies. A: Detection of cAMP inflammatory factor protein levels; 
B: IL1β; C: IL6; D: IL8; n=2. Figure S8. Correlation analysis about IL-1β, IL-6, 
and IL-8 in vitro study. Figure S9. Correlation analysis about AQP4, SPP1, 
PIK3C3, AKT, and MTOR in vitro study. Figure S10. Screening for efficient 
SiRNA in knockdown SPP1 experiments (n=2). Figure S11. Correlation 
analysis of cAMP concentration (pmol/mL) on AQP4 protein expression 
in vitro cAMP regulation mechanism study (n=24). Table S1. The primers 
sequence for RT-PCR. Table S2. Basic information of ISOF-related targets 
in network pharmacology. Table S3. Basic information of COPD-related 
targets acquired through GEO. Table S4. Results of KEGG functional 
enrichment of common targets of ISOF and COPD in network pharmacol-
ogy. Table S5. Basic information of the top 20 targets in the PPI network 
based on DEGs in ISOF vs M in three algorithms Degree, Betweenness 
Centrality and Closeness Centrality respectively (bold indicates the most 
important genes).

Acknowledgements
We acknowledge and appreciate our colleagues for their valuable suggestions 
and technical assistance for this study.

Author contributions
Participated in research design: HL, JS, ZW, XC and WY. Conducted experi-
ments: HL, JL, LW, SC, SY, XZ, XZ, and FY. Contributed new reagents or analytic 
tools: HL, JL, QZ, and LL. Performed data analysis: HL and JS Wrote or contrib-
uted to the writing of the manuscript: HL, XC, ZW, and WY.

Funding
This study was supported by grants from the National Natural Science Funda-
tion of China (No. 81860012; 81870037; 81402991), Yunnan Provincial Science 
and Technology Department (No. 2015IC001), Kunming Medical University 
Innovation Fundation (2021S127).

Availability of data and materials
DAVID database: https:// david. ncifc rf. gov/ tools. jsp; Draw Venn Diagram: http:// 
bioin forma tics. psb. ugent. be/ webto ols/ Venn/; GEO database: https:// www. 
ncbi. nlm. nih. gov/ gds/; PharmMapper website: http:// www. lilab- ecust. cn/ 
pharm mapper/; PubChem database: https:// pubch em. ncbi. nlm. nih. gov/; SEA 
Search Server: https:// sea. bkslab. org/; STRING database: https:// string- db. org/; 
SwissTargetPredict database: http:// www. swiss targe tpred iction. ch/;

Declarations

Ethics approval and consent to participate
This study is not applicable.

Consent for publication
All the authors agreed to publish.

Competing interests
The authors declare that there is no conflict of interest regarding the publica-
tion of this paper.

Author details
1 School of Pharmaceutical Science and Yunnan Key Laboratory of Pharmacol-
ogy for Natural Products, Kunming Medical University, No. 1168, Chunrong 
West Road, Yuhua Street, Chenggong New Town, Kunming 650500, China. 
2 State Key Laboratory of Functions and Applications of Medicinal Plants, 
Guizhou Medical University, Guiyang 550014, Guizhou, China. 3 Key Laboratory 
of Chemistry for Natural Products of Guizhou Province and Chinese Academy 
of Sciences, Guiyang 550014, Guizhou, China. 4 Department of Laboratory 
Animal Science, Kunming Medical University, Kunming 650500, China. 

Received: 16 March 2023   Accepted: 1 June 2023

References
 1. Ali MN, Mori M, Mertens T, Siddhuraj P, Erjefält JS, Önnerfjord P, Hiemstra 

PS, Egesten A. Osteopontin expression in small airway epithelium in copd 
is dependent on differentiation and confined to subsets of cells. Sci Rep. 
2019;9(1):15566. https:// doi. org/ 10. 1038/ s41598- 019- 52208-3.

 2. Barrett T, Edgar R. Reannotation of array probes at NCBI’s GEO database. 
Nat Methods. 2008;5(2):117. https:// doi. org/ 10. 1038/ nmeth 0208- 117b.

 3. Beckhove P. Targeting immune modulatory pathways in cancer. Clin 
Immunol. 2018;186:32–3. https:// doi. org/ 10. 1016/j. clim. 2017. 09. 006.

 4. Cai Y, Teng X, Pan C, Duan X, Tang C, Qi Y. Adrenomedullin up-regulates 
osteopontin and attenuates vascular calcification via the cAMP/PKA 
signaling pathway. Acta Pharmacol Sin. 2010;31(10):1359–66. https:// doi. 
org/ 10. 1038/ aps. 2010. 89.

 5. Cortopassi F, Gurung P, Pinto-Plata V. Chronic obstructive pulmonary 
disease in elderly patients. Clin Geriatr Med. 2017;33(4):539–52. https:// 
doi. org/ 10. 1016/j. cger. 2017. 06. 006.

 6. Dai W, Yan J, Chen G, Hu G, Zhou X, Zeng X. AQP4knockout alleviates 
the lipopolysaccharideinduced inflammatory response in astrocytes via 
SPHK1/MAPK/AKT signaling. Int J Mol Med. 2018;42(3):1716–22. https:// 
doi. org/ 10. 3892/ ijmm. 2018. 3749.

 7. Danilko KV, Korytinaand G, Akhmidishina L, Ianbaeva D, Zagidullin S, 
Victorova T. Association of cytokines genes (ILL, IL1RN, TNF, LTA, IL6, IL8, 
IL0) polymorphic markers with chronic obstructive pulmonary disease. 
Mol Biol (Mosk). 2007;41(1):26–36.

 8. de Rooij J, Zwartkruis FJ, Verheijen M, Cool R, Nijman S, Wittinghofer 
A, Bos J. Epac is a Rap1 guanine-nucleotide-exchange factor directly 
activated by cyclic AMP. Nature. 1998;396(6710):474–7. https:// doi. org/ 10. 
1038/ 24884.

 9. Del PA, Allavena P, Santoro G, Fumarulo R, Corsi M, Mantovani A. 
Molecular pathways in cancer-related inflammation. Biochem Med. 
2011;21(3):264–75. https:// doi. org/ 10. 11613/ bm. 2011. 036.

 10. Francisco LM, Sage PT, Sharpe A. The PD-1 pathway in tolerance and 
autoimmunity. Immunol Rev. 2010;236:219–42. https:// doi. org/ 10. 1111/j. 
1600- 065X. 2010. 00923.x.

 11. Garcia-Morales V, Luaces-Regueira M, Toimil M. The cAMP effectors PKA 
and Epac activate endothelial NO synthase through PI3K/Akt pathway in 
human endothelial cells. Biochem Pharmacol. 2017;145:94–101. https:// 
doi. org/ 10. 1016/j. bcp. 2017. 09. 004.

 12. Gfeller D, Grosdidier A, Wirth M, Daina A, Michielin O, Zoeteet V. Swiss 
target prediction: a web server for target prediction of bioactive small 
molecules. Nucleic Acids Res. 2014;42:W32-8. https:// doi. org/ 10. 1093/ 
nar/ gku293.

 13. Green FM, Gilmore IS, Seah MP. Mass spectrometry and informatics: distri-
bution of molecules in the PubChem database and general requirements 
for mass accuracy in surface analysis. Anal Chem. 2011;83(9):3239–43. 
https:// doi. org/ 10. 1021/ ac200 067s.

 14. He JQ, Foreman MG, Shumansky K, Zhang X, Akhabir L, Sin DD, Man SFP, 
DeMeo DL, Litonjua AA, Silverman EK, Connett JE, Anthonisen NR, Wise 
RA, Paré PD, Sandford AJ. Associations of IL6 polymorphisms with lung 
function decline and COPD. Thorax. 2009;64(8):698–704. https:// doi. org/ 
10. 1136/ thx. 2008. 111278.

https://doi.org/10.1186/s13020-023-00778-w
https://doi.org/10.1186/s13020-023-00778-w
https://david.ncifcrf.gov/tools.jsp
http://bioinformatics.psb.ugent.be/webtools/Venn/
http://bioinformatics.psb.ugent.be/webtools/Venn/
https://www.ncbi.nlm.nih.gov/gds/
https://www.ncbi.nlm.nih.gov/gds/
http://www.lilab-ecust.cn/pharmmapper/
http://www.lilab-ecust.cn/pharmmapper/
https://pubchem.ncbi.nlm.nih.gov/
https://sea.bkslab.org/
https://string-db.org/
http://www.swisstargetprediction.ch/
https://doi.org/10.1038/s41598-019-52208-3
https://doi.org/10.1038/nmeth0208-117b
https://doi.org/10.1016/j.clim.2017.09.006
https://doi.org/10.1038/aps.2010.89
https://doi.org/10.1038/aps.2010.89
https://doi.org/10.1016/j.cger.2017.06.006
https://doi.org/10.1016/j.cger.2017.06.006
https://doi.org/10.3892/ijmm.2018.3749
https://doi.org/10.3892/ijmm.2018.3749
https://doi.org/10.1038/24884
https://doi.org/10.1038/24884
https://doi.org/10.11613/bm.2011.036
https://doi.org/10.1111/j.1600-065X.2010.00923.x
https://doi.org/10.1111/j.1600-065X.2010.00923.x
https://doi.org/10.1016/j.bcp.2017.09.004
https://doi.org/10.1016/j.bcp.2017.09.004
https://doi.org/10.1093/nar/gku293
https://doi.org/10.1093/nar/gku293
https://doi.org/10.1021/ac200067s
https://doi.org/10.1136/thx.2008.111278
https://doi.org/10.1136/thx.2008.111278


Page 16 of 17Lin et al. Chinese Medicine          (2023) 18:128 

 15. Hegab AE, Sakamoto T, Saitoh W, Nomura A, Ishii Y, Morishima Y, 
Iizuka T, Kiwamoto T, Matsuno Y, Massoud H, Massoud H, Hassanein K, 
Sekizawa K. Polymorphisms of TNFalpha, IL1beta, and IL1RN genes in 
chronic obstructive pulmonary disease. Biochem Biophys Res Commun. 
2005;329(4):1246–52. https:// doi. org/ 10. 1016/j. bbrc. 2005. 02. 099.

 16. Huang DW, Sherman BT, Tan Q, Kir J, Liu D, Bryant D, Guo Y, Stephens R, 
Baseler M, Lane H, Lempicki R. DAVID bioinformatics resources: expanded 
annotation database and novel algorithms to better extract biology from 
large gene lists. Nucleic Acids Res. 2007. https:// doi. org/ 10. 1093/ nar/ 
gkm415.

 17. Kamenetsky M, Middelhaufe S, Bank E, Levin L, Buck J, Steegborn C. 
Molecular details of cAMP generation in mammalian cells: a tale of two 
systems. J Mol Biol. 2006;362(4):623–39. https:// doi. org/ 10. 1016/j. jmb. 
2006. 07. 045.

 18. Keiser MJ, Roth BL, Armbruster B, Ernsberger P, Irwin J, Shoichet B. 
Relating protein pharmacology by ligand chemistry. Nat Biotechnol. 
2007;25(2):197–206. https:// doi. org/ 10. 1038/ nbt12 84.

 19. Kopperud R, Krakstad C, Selheim F, Døskeland S. cAMP effector 
mechanisms novel twists for an “old” signaling system. FEBS Lett. 
2003;546(1):121–6. https:// doi. org/ 10. 1016/ s0014- 5793(03) 00563-5.

 20. Labaki WW, Rosenberg SR. Chronic obstructive pulmonary disease. Ann 
Intern Med. 2020. https:// doi. org/ 10. 7326/ AITC2 02008 040.

 21. Lee SJ, Kim SH, Kim W, Lim S, Lee S, Kim Y, Cho Y, Jeong Y, Kim H, Lee J, 
Hwang Y. Increased plasma osteopontin in frequent exacerbator and 
acute exacerbation of COPD. Clin Respir J. 2014;8(3):305–11. https:// doi. 
org/ 10. 1111/ crj. 12072.

 22. Mangan PR, Harrington LE, O’Quinn D, Helms W, Bullard D, Elson C, 
Hatton R, Wahl S, Schoeb T, Weaver C. Transforming growth factor-beta 
induces development of the T(H)17 lineage. Nature. 2006;441(7090):231–
4. https:// doi. org/ 10. 1038/ natur e04754.

 23. Martinez-Marti A, Felip E. PI3K Pathway in NSCLC. Front Oncol. 2011;1:55.
 24. McGinley AM, Edwards SC, Raverdeau M, Mills K. Th17 cells, gammadelta 

T cells and their interplay in EAE and multiple sclerosis. J Autoimmun. 
2018. https:// doi. org/ 10. 1016/j. jaut. 2018. 01. 001.

 25. Miao TW, Xiao W, Du L, Mao B, Huang W, Chen X, Li C, Wang Y, Fu J. High 
expression of SPP1 in patients with chronic obstructive pulmonary dis-
ease (COPD) is correlated with increased risk of lung cancer. FEBS Open 
Bio. 2021;11(4):1237–49. https:// doi. org/ 10. 1002/ 2211- 5463. 13127.

 26. Moradi S, Jarrahi E, Ahmadi A, Salimian J, Karimi M, Zarei A, Jamalkandi S, 
Ghanei M. PI3K signaling in chronic obstructive pulmonary disease and 
opportunities for therapy. J Pathol. 2021;254(5):505–18. https:// doi. org/ 
10. 1002/ path. 5696.

 27. Morrow JD, Zhou X, Lao T, Jiang Z, DeMeo D, Cho M, Qiu W, Cloonan S, 
Pinto-Plata V, Celli B, Marchetti N, Criner G, Bueno R, Washko G, Glass K, 
Quackenbush J, Choi A, Silverman E, Hersh C. Functional interactors of 
three genome-wide association study genes are differentially expressed 
in severe chronic obstructive pulmonary disease lung tissue. Sci Rep. 
2017;7:44232. https:// doi. org/ 10. 1038/ srep4 4232.

 28. Nagai S, Kurebayashi Y, Koyasu S. Role of PI3K/Akt and mTOR complexes 
in Th17 cell differentiation. Ann N Y Acad Sci. 2013;1280:30–4. https:// doi. 
org/ 10. 1111/ nyas. 12059.

 29. O’Beirne SL, Kikkers SA, Oromendia C, Salit J, Rostmai M, Ballman K, Kaner 
R, Crystal R, Cloonan S. Alveolar macrophage immunometabolism and 
lung function impairment in smoking and chronic obstructive pulmo-
nary disease. Am J Respir Crit Care Med. 2020;201(6):735–9. https:// doi. 
org/ 10. 1164/ rccm. 201908- 1683LE.

 30. Ogiwara K, Hoyagi M, Takahashi T. A central role for cAMP/EPAC/RAP/
PI3K/AKT/CREB signaling in LH-induced follicular Pgr expression at 
medaka ovulationdagger. Biol Reprod. 2021;105(2):413–26. https:// doi. 
org/ 10. 1093/ biolre/ ioab0 77.

 31. Otase D, Morris JH, Bouças J, Pico A, Demchak B. Cytoscape automa-
tion: empowering workflow-based network analysis. Genome Biol. 
2019;20(1):185. https:// doi. org/ 10. 1186/ s13059- 019- 1758-4.

 32. Paplinska-Goryca M, Goryca K, Misiukiewicz P, Nejman-Gryz P, Górska K, 
Krenke R. Genetic characterization of macrophages from induced spu-
tum of patients with asthma and chronic obstructive pulmonary disease. 
Pol Arch Intern Med. 2018;128(9):559–62. https:// doi. org/ 10. 20452/ pamw. 
4314.

 33. Parry RV, Chemnitz JM, Frauwirth K, Lanfranco A, Braunstein I, Kobayashi 
S, Linsley P, Thompson C, Riley J. CTLA-4 and PD-1 receptors inhibit T-cell 

activation by distinct mechanisms. Mol Cell Biol. 2005;25(21):9543–53. 
https:// doi. org/ 10. 1128/ MCB. 25. 21. 9543- 9553. 2005.

 34. Prasse A, Binder H, Schupp J, Kayser G, Bargagli E, Jaeger B, Hess M, Rit-
tinghausen S, Vuga L, Lynn H, Violette S, Jung B, Quast K, Vanaudenaerde 
B, Xu Y, Hohlfeld J, Krug N, Herazo-Maya J, Rottoli P, Wuyts W, Kaminski N. 
BAL cell gene expression is indicative of outcome and airway basal cell 
involvement in idiopathic pulmonary fibrosis. Am J Respir Crit Care Med. 
2019;199(5):622–30. https:// doi. org/ 10. 1164/ rccm. 201712- 2551OC.

 35. Prydz A, Stahl K, Zahl S, Skauli N, Skare Ø, Ottersen O, Amiry-Moghaddam 
M. Pro-inflammatory role of AQP4 in mice subjected to intrastriatal injec-
tions of the parkinsonogenic toxin MPP. Cells. 2020. https:// doi. org/ 10. 
3390/ cells 91124 18.

 36. Rabe KF, Watz H. Chronic obstructive pulmonary disease. Lancet. 
2017;389(10082):1931–40. https:// doi. org/ 10. 1016/ S0140- 6736(17) 
31222-9.

 37. Rodgers EW, Krenz WD, Jiang X, Li L, Baro D. Dopaminergic tone regulates 
transient potassium current maximal conductance through a trans-
lational mechanism requiring D1Rs, cAMP/PKA. Erk and mTOR BMC 
Neurosci. 2013;14:143. https:// doi. org/ 10. 1186/ 1471- 2202- 14- 143.

 38. Schwartz S, Wongvipat J, Trigwell C, Hancox U, Carver B, Rodrik-
Outmezguine V, Will M, Yellen P, Stanchina E, Baselga J, Scher H, Barry S, 
Sawyers C, Chandarlapaty S, Rosen N. Feedback suppression of PI3Kalpha 
signaling in PTEN-mutated tumors is relieved by selective inhibition of 
PI3Kbeta. Cancer Cell. 2015;27(1):109–22. https:// doi. org/ 10. 1016/j. ccell. 
2014. 11. 008.

 39. Shabb JB. Physiological substrates of cAMP-dependent protein kinase. 
Chem Rev. 2001;101(8):2381–411. https:// doi. org/ 10. 1021/ cr000 236l.

 40. Song Y, Gunnarson E. Potassium dependent regulation of astrocyte water 
permeability is mediated by cAMP signaling. PLoS One. 2012;7(4):e34936. 
https:// doi. org/ 10. 1371/ journ al. pone. 00349 36.

 41. Sun X, Chen L, He Z. PI3K/Akt-Nrf2 and Anti-inflammation effect of 
macrolides in chronic obstructive pulmonary disease. Curr Drug Metab. 
2019;20(4):301–4. https:// doi. org/ 10. 2174/ 13892 00220 66619 02272 24748.

 42. Sutton CE, Lalor SJ, Sweeney C, Brereton C, Lavelle E, Mills K. Interleukin-1 
and IL-23 induce innate IL-17 production from gammadelta T cells, ampli-
fying Th17 responses and autoimmunity. Immunity. 2009;31(2):331–41. 
https:// doi. org/ 10. 1016/j. immuni. 2009. 08. 001.

 43. Szklarczyk D, Morris JH, Cook H, Kuhn M, Wyder S, Simonovic M, Santos 
A, Doncheva N, Roth A, Bork P, Jensen L, Mering C. The STRING database 
in 2017: quality-controlled protein-protein association networks, made 
broadly accessible. Nucleic Acids Res. 2017;45(D1):D362–8. https:// doi. 
org/ 10. 1093/ nar/ gkw937.

 44. Tavares LP, Negreiros-Lima GL, Lima K, Silva P, Pinho V, Teixeira M, Sousa 
L. Blame the signaling: Role of cAMP for the resolution of inflammation. 
Pharmacol Res. 2020;159:105030. https:// doi. org/ 10. 1016/j. phrs. 2020. 
105030.

 45. Wang X, Shen Y, Wang S, Li S, Zhang W, Liu X, Lai L, Pei J, Li H. PharmMap-
per 2017 update: a web server for potential drug target identification 
with a comprehensive target pharmacophore database. Nucleic Acids 
Res. 2017;45(W1):W356–60. https:// doi. org/ 10. 1093/ nar/ gkx374.

 46. Wu YP, Cao C, Wu Y, Li M, Lai T, Zhu C, Wang Y, Ying S, Chen Z, Shen H, Li 
W. Activating transcription factor 3 represses cigarette smoke-induced 
IL6 and IL8 expression via suppressing NF-kappaB activation. Toxicol Lett. 
2017;270:17–24. https:// doi. org/ 10. 1016/j. toxlet. 2017. 02. 002.

 47. Xiao C, Cheng S, Lin H, Weng Z, Peng P, Zeng D, Du X, Zhang X, Yang Y, 
Liang Y, Huang R, Chen C, Wang L, Wu H, Li R, Wang X, Zhang R, Yang Z, 
Li X, Cao X, Yang W. Isoforskolin, an adenylyl cyclase activator, attenuates 
cigarette smoke-induced COPD in rats. Phytomedicine. 2021;91:153701. 
https:// doi. org/ 10. 1016/j. phymed. 2021. 153701.

 48. Zaccolo M, Zerio A, Lobo M. Subcellular organization of the cAMP signal-
ing pathway. Pharmacol Rev. 2021;73(1):278–309. https:// doi. org/ 10. 
1124/ pharm rev. 120. 000086.

 49. Zhang Y, Hu B, Li Y, Deng T, Xu Y, Lei J, Zhou J. Binding of avibirnavirus 
VP3 to the PIK3C3-PDPK1 complex inhibits autophagy by activating the 
AKT-MTOR pathway. Autophagy. 2020;16(9):1697–710. https:// doi. org/ 10. 
1080/ 15548 627. 2019. 17041 18.

 50. Zhao F, Deng J, Xu X, Cao F, Lu K, Li D, Cheng X, Wang X, Zhao Y. Aqua-
porin-4 deletion ameliorates hypoglycemia-induced BBB permeability by 
inhibiting inflammatory responses. J Neuroinflammation. 2018;15(1):157. 
https:// doi. org/ 10. 1186/ s12974- 018- 1203-8.

https://doi.org/10.1016/j.bbrc.2005.02.099
https://doi.org/10.1093/nar/gkm415
https://doi.org/10.1093/nar/gkm415
https://doi.org/10.1016/j.jmb.2006.07.045
https://doi.org/10.1016/j.jmb.2006.07.045
https://doi.org/10.1038/nbt1284
https://doi.org/10.1016/s0014-5793(03)00563-5
https://doi.org/10.7326/AITC202008040
https://doi.org/10.1111/crj.12072
https://doi.org/10.1111/crj.12072
https://doi.org/10.1038/nature04754
https://doi.org/10.1016/j.jaut.2018.01.001
https://doi.org/10.1002/2211-5463.13127
https://doi.org/10.1002/path.5696
https://doi.org/10.1002/path.5696
https://doi.org/10.1038/srep44232
https://doi.org/10.1111/nyas.12059
https://doi.org/10.1111/nyas.12059
https://doi.org/10.1164/rccm.201908-1683LE
https://doi.org/10.1164/rccm.201908-1683LE
https://doi.org/10.1093/biolre/ioab077
https://doi.org/10.1093/biolre/ioab077
https://doi.org/10.1186/s13059-019-1758-4
https://doi.org/10.20452/pamw.4314
https://doi.org/10.20452/pamw.4314
https://doi.org/10.1128/MCB.25.21.9543-9553.2005
https://doi.org/10.1164/rccm.201712-2551OC
https://doi.org/10.3390/cells9112418
https://doi.org/10.3390/cells9112418
https://doi.org/10.1016/S0140-6736(17)31222-9
https://doi.org/10.1016/S0140-6736(17)31222-9
https://doi.org/10.1186/1471-2202-14-143
https://doi.org/10.1016/j.ccell.2014.11.008
https://doi.org/10.1016/j.ccell.2014.11.008
https://doi.org/10.1021/cr000236l
https://doi.org/10.1371/journal.pone.0034936
https://doi.org/10.2174/1389200220666190227224748
https://doi.org/10.1016/j.immuni.2009.08.001
https://doi.org/10.1093/nar/gkw937
https://doi.org/10.1093/nar/gkw937
https://doi.org/10.1016/j.phrs.2020.105030
https://doi.org/10.1016/j.phrs.2020.105030
https://doi.org/10.1093/nar/gkx374
https://doi.org/10.1016/j.toxlet.2017.02.002
https://doi.org/10.1016/j.phymed.2021.153701
https://doi.org/10.1124/pharmrev.120.000086
https://doi.org/10.1124/pharmrev.120.000086
https://doi.org/10.1080/15548627.2019.1704118
https://doi.org/10.1080/15548627.2019.1704118
https://doi.org/10.1186/s12974-018-1203-8


Page 17 of 17Lin et al. Chinese Medicine          (2023) 18:128  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 51. Zheng L, Jia J, Dai H, Wan L, Liu J, Hu L, Zhou M, Qiu M, Chen X, Chang 
L, Kim J, Reckamp K, Raz D, Xia Z, Shen B. Triptolide-assisted phospho-
rylation of p53 suppresses inflammation-induced NF-kappaB survival 
pathways in cancer cells. Mol Cell Biol. 2017. https:// doi. org/ 10. 1128/ 
MCB. 00149- 17.

 52. Zuo H, Cattani-Cavalieri I, Musheshe N, Nikolaev V, Schmidt M. Phospho-
diesterases as therapeutic targets for respiratory diseases. Pharmacol 
Ther. 2019;197:225–42. https:// doi. org/ 10. 1016/j. pharm thera. 2019. 02. 002.

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

https://doi.org/10.1128/MCB.00149-17
https://doi.org/10.1128/MCB.00149-17
https://doi.org/10.1016/j.pharmthera.2019.02.002

	Isoforskolin modulates AQP4-SPP1-PIK3C3 related pathway for chronic obstructive pulmonary disease via cAMP signaling
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Introduction
	Methods
	Reagents
	Network pharmacology
	Cigarette smoke-induced COPD rat model
	Transcriptomics analysis in lung tissue
	Blood transcriptomics analysis
	Proteomics analysis
	Correlation network analysis-protein–protein interaction (PPI)
	Real-time quantitative PCR(RT-PCR)
	Western blotting (WB)
	Culture of BEAS2B cells and establishment in vitro
	Preparation of cigarette smoke extract (CSE)
	Transfection of SPP1-SiRNA and the addition of inhibitors and agonists in BEAS2B cells
	Detection of IL-1β, IL-6, IL-8 and cAMP by ELISA
	Statistical analysis

	Results
	Bioinformatics suggested that the anti-COPD pharmacological mechanism of ISOF is related to PI3K-AKT signaling pathway
	ISOF antagonized COPD via PI3K-AKT-related pathway in vitro and in vivo levels
	Reduced PIK3C3 suppresses AKT-mTOR signaling activation
	PIK3C3 signaling regulated by SPP1
	Reduction of AQP4 activity abolished the CSE-induced inflammatory effect through inhibition of SPP1
	The anti-COPD activity of ISOF was initiated by hindering AQP4 expression due to raising cAMP signaling

	Discussions
	Anchor 31
	Acknowledgements
	References


