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Abstract. Tanshinone IIA (Tan IIA) is one of the major fat-soluble ingredients in Salvia miltiorrhiza which has been widely 
used for various inflammatory conditions associated with cardiovascular and cerebrovascular disorders. However, the 
underlying anti-inflammatory mechanisms of Tan IIA are incompletely understood. The purpose of this study was to 
illuminate the anti-inflammatory mechanism of Tan IIA based on the protein interaction network (PIN) analysis. A PIN of 
Tan IIA was constructed with 281 nodes and 814 interactions and analyzed by gene ontology (GO) enrichment analysis based 
on Markov Cluster algorithm (MCL). Three modules were associated with anti-inflammatory actions. The most interesting 
finding of this study was that the anti-inflammatory effect of Tan IIA may be partly attributable to the mediate activation of 
TRAF2, TRAF3 and TRAF6, to inhibit the toll-like receptor signaling pathway and combine with AGER. Therefore, the 
module-based network analysis approach will be a new method for better understanding the anti-inflammatory mechanism of 
Tan IIA. 
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1. Introduction 

Radix Salvia Miltiorrhiza (Danshen) is widely used in traditional Chinese medicine for the 

treatment of cardiovascular and cerebrovascular diseases, such as angina pectoris, hyperlipidemia, and 

acute ischemic stroke [1–3]. Tan IIA is one of the main fat-soluble ingredients of Salvia miltiorrhiza 

which exerts anti-inflammatory actions in many experimental disease models [4,5], so Tan IIA has 

been widely used for various inflammatory conditions associated with cardiovascular and 

cerebrovascular disorders [6]. Tan IIA could reduce LPS-induced pro-inflammatory cytokine (IL-1β, 

IL-6, and TNF-α) released from macrophages during inflammation [7–9], however, the underlying 

anti-inflammatory mechanisms of Tan IIA are incompletely understood. In the current medical world, 

it is popular to explain the pathogenesis of cardiovascular disease from the perspective of 
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inflammation, and then to intervene in all aspects of inflammation, in order to develop new drugs or 

new therapies for cardiovascular diseases. Based on gene ontology (GO) analysis and module-network, 

this paper systematically illuminated anti-inflammatory mechanism of Tan IIA and elaborately 

illustrated the treatment of Tan IIA for cardiovascular and cerebrovascular diseases. 

Proteins are vital macromolecules, at both cellular and systemic levels, but they rarely act alone. 

Protein-protein interactions (PPIs) are major bearers of the biological process. Therefore, several 

properties of PPI such as allosteric sites and hotspots, have been incorporated into drug-design 

strategies [10,11]. The GO [12] project is a collaborative effort to construct ontologies so as to 

facilitate biologically meaningful annotation of gene products. It provides a collection of well-defined 

biological terms, spanning biological processes, molecular functions and cellular components. GO 

enrichment is a common statistical method used to identify shared associations between proteins and 

annotations to GO.  

In this study, a network pharmacology approach was applied to analyze the anti-inflammatory 

mechanisms of Tan IIA. PPIs were adopted in constructing a biological network. And scale-free, 

small-world network and module characteristics were analyzed. This paper aimed to provide a new 

approach to study anti-inflammatory mechanisms of Tan IIA systematically. 

2. Materials and methods 

2.1. Network construction 

The target’s information of Tan IIA was extracted from ChEMBL (https://www.ebi.ac.uk/chembl/#) 

and STITCH3.1 (http://stitch.embl.de/). ChEMBL is a database of bioactive drug-like small molecules 

and has grown to become "the most comprehensive ever seen in a public database” because of its 

coverage of available bioactivity data [13,14]. STITCH [15] is a database of protein-chemical 

interactions combining repository of data that captures as much as possible the publicly available 

knowledge on protein-chemical associations.  

The PPI information was obtained from the online updated databases of String 9.1 

(http://string-db.org). It provides uniquely comprehensive coverage and ease of access to both 

experimental as well as predicted PPI information. Interactions in STRING are provided with a 

confidence score, and accessory information such as protein domains and 3D structures is also 

available, all within a stable and consistent identifier space.  

2.2. Network analysis 

The characterization of biological networks by means of graph-topological properties has become 

very popular for gaining insight into the organization and structure of the resultant large complex 

networks [16–20]. Therefore, a plugin for Cytoscape Network Analyzer [21] was employed to 

compute and display a comprehensive set of topological parameters, including connected components, 

network diameter, radius, density, centralization, heterogeneity, clustering coefficient, characteristic 

path length, and the distributions of node degrees, and so on. Properties of scale-free, small word and 

modularity of the PIN were also investigated based on the topological parameters. 

The MCL [22,23] was applied to identify functional modules in the PIN, which simulates a flow on 

the graph by calculating successive powers of the associated adjacency matrix, and the value of the 

inflation parameter strongly influences the number of clusters. MCL [24] with highlighting the 
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robustness to graph alterations is superior to other algorithms, e.g. RNSC [25], MCODE [26] and SPC 

[27]. Based on the identified modules, GO enrichment analysis was utilized to predict possible 

biological roles of the modules by evaluating the involved biological processes, using the BinGO [28] 

plugin for Cytoscape.  

3. Results and discussion 

3.1. Construction of the network 

Using “Tanshinone IIA” as the key word, 9 and 35 human proteins were respectively extracted as 

Tan IIA from STITCH 3.1 and ChEMBL (gained the data on December of 2013); the targets and their 

binding affinities were listed in Table 1. PPI information of the targets with their confidence score 

above 0.7 was imported in Cytoscape 2.8.3 [31], then union calculation was carried out, followed by 

the removal of duplicated edges of PPIs using Advanced Network Merge [32] of Plugins, and the 

largest connected subgraph was selected as the PIN of Tan IIA. Due to the limitation of the current 

study, there are still unclear human protein interactions, thus the network constructed was not fully 

connected, and the largest network was connected with subgraph research. The generated network 

contained 281 nodes and 814 edges which indicated the proteins and their relations. 

3.2. Network analysis 

3.2.1. Topological analysis 

Biological networks have been proposed to have scale-free topology whose degree distribution 

follows a power law distribution P (k) ~ k
-γ
(γ<3) [33]. Scale-free networks possess fragility and 

robustness [34–36] which allow networks to have a fault tolerant behavior. As shown in Figure 1A, 

interaction degree distribution exhibited power law behavior and the PIN of Tan IIA was a scale-free 

network. 

 

 
(A)                                           (B) 

Fig. 1. The degree distribution and the shortest path distribution of the PIN of Tan IIA. (A) The degree distribution of the PIN 
of Tan IIA: the network followed the power law distribution, the equation is y=155.27x-1.491, so the PIN of Tan IIA was 
scale-free; (B) Distribution of the shortest path between pairs of proteins in the Tan IIA network: On average, any two 
proteins in the network were connected via 5.547 links.  
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Table 1 

The list of targets and their binding affinities of Tan IIA 

Targets UniProt ID IC50(nM) Source Targets UniProt ID IC50(nM) Source 

AKR1B1 P15121 8690 ChEMBL NFE2L2 Q16236 - ChEMBL 

ALDH1A1 P00352 - ChEMBL POLB P06746 - ChEMBL 

ALOX12 P18054 - ChEMBL POLH Q9Y253 - ChEMBL 

APAF1 O14727 4820 ChEMBL POLI Q9UNA4 - ChEMBL 

ATAD5 Q96QE3 - ChEMBL POLK Q9UBT6 - ChEMBL 

BAZ2B Q9UIF8 - ChEMBL RECQL P46063 - ChEMBL 

CBFB Q13951 - ChEMBL RGS4 P49798 - ChEMBL 

CBX1 P83916 - ChEMBL RUNX1 Q01196 - ChEMBL 

EHMT2 Q96KQ7 - ChEMBL SMAD3 P84022 - ChEMBL 

FEN1 P39748 - ChEMBL TDP1 Q9NUW8 - ChEMBL 

HPGD P15428 - ChEMBL TP53 P04637 - ChEMBL 

HSD17B10 Q99714 - ChEMBL USP1 O94782 - ChEMBL 

KAT2A Q92830 - ChEMBL VDR P11473 - ChEMBL 

KDM4A O75164 - ChEMBL CD40* P25942 - STITCH 

KDM4DL B2RXH2 - ChEMBL CYP1A1* P04798 - STITCH 

L3MBTL1 Q9Y468 - ChEMBL CYP3A4* P08684 - STITCH 

LMNA P02545 - ChEMBL FSD1* Q9BTV5 - STITCH 

MAPK1 P28482 - ChEMBL HMGB1* P09429 - STITCH 

MAPT P10636 - ChEMBL KCNE1* P15382 - STITCH 

MBNL1 Q9NR56 - ChEMBL NFKB1 P19838 - STITCH 

MEN1 O00255 - ChEMBL SPG7 Q9UQ90 - STITCH 

MLL Q03164 - ChEMBL TNF P01375 - STITCH 

Notes: Tan IIA can inhibit or activate other proteins [29,30], so the IC50 are not available. Confidence score of the 
targets from STITTCH is above 0.7. *Targets of Tan IIA were extracted from both ChEMBL and STITCH. 

 

Small world networks have a property that characteristic path length is short [37].The shortest path 

length between any two proteins of 5.547 links was calculated. As shown in Figure 1B, network path 

length was mostly concentrated in 4-6 steps, which meant that most proteins were closely linked and 

the PIN of Tan IIA was a small world network. 

In graph theory, a clustering coefficient is a measure of the degree to which nodes in a graph tend to 

cluster together. Compared with random network whose number of nodes and edges are the same as 

PIN of Tan IIA, the clustering coefficient of PIN was higher and thus the PIN of Tan IIA was more 

modular. These results suggested that the network exhibited scale-free property, small world property 

and modular architecture. All topological parameters were shown in Table 2. 
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Functional enrichment analysis has been shown to be conducive to gaining insight into the shared 

underlying biological function of the proteins associated with a module [38]. Functional enrichment 

was carried out using BinGO. For each module, the most significant GO biological processes were 

assigned. The results are shown in Table 3. 

The results of functional enrichment analysis showed that Tan IIA played an important role in 

pharmacodynamics with the biological processes, such as positive regulation of cellular process, DNA 

metabolic process, nucleic acid metabolic process, apoptotic signaling pathway, inflammatory 

response and so on. And modules 11, 12 and 14 are related to the regulation of inflammatory process. 

 
Table 3 

GO biological process terms of the modules display partially 

Modules GO terms P-value 

Module 1 cellular response to growth factor stimulus 1.07E-22 

Module 2 DNA repair 5.13E-32 

Module 3 chromatin organization 9.20E-18 

Module 4 intracellular receptor mediated signaling pathway 3.12E-22 

Module 5 apoptotic signaling pathway 1.77E-20 

Module 6 icosanoid metabolic process 1.73E-16 

Module 7 potassium ion transport 1.39E-15 

Module 8 response to bacterium 4.57E-11 

Module 9 
cellular component disassembly involved in execution phase of 
apoptosis 

2.23E-06 

Module 10 
adenylate cyclase-modulating G-protein coupled receptor signaling 
pathway 

1.35E-12 

Module 11 NIK/NF-kappaB cascade 3.00E-08 

positive regulation of I-kappaB kinase/NF-kappaB cascade 1.13E-07 

Module 12 TRIF-dependent toll-like receptor signaling pathway 1.52E-12 

toll-like receptor 2 signaling pathway 1.52E-12 

Module 13 double-strand break repair 7.40E-13 

Module 14 inflammatory response 4.47E-03 

positive regulation of NF-kappaB transcription factor activity 4.65E-03 

Module 15 chromatin organization 7.86E-06 

Module 16 proteasomal ubiquitin-independent protein catabolic process 1.81E-07 

Module 17 mitotic recombination 3.69E-08 

Module 18 cytokine-mediated signaling pathway 3.71E-11 

Module 19 transcription initiation from RNA polymerase I promoter 8.93E-06 

Module 20 chromatin organization 2.04E-04 

Module 21 chromatin organization 3.07E-08 

Notes: P-value is the probability of obtaining the observed effect, a very small P-value indicates that the observed effect is 
very unlikely to have arisen purely by chance, and therefore provides evidence against the null hypothesis. 
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Module 11 contains proteins such as CD40, TRAF2, TRAF3 and TRAF6. CD40 is a member of the 

TNF-receptor superfamily which has been found to play an important role in mediating a broad variety 

of immune and inflammatory responses [39]. It had been reported that Tan IIA exerted 

anti-inflammatory properties by reducing levels of CD40 [29,30]. TRAF2 [40–42], TRAF3 [41,43] 

and TRAF6 [41,43] had been shown to interact with CD40 and demonstrated to mediate activation of 

NF-κB/JNK/p38. TRAF2 mediated TNF-induced NF-κB activation and impaired JNK activation 

[44,45]. Overexpression of TRAF3 inhibited CD40 mediating antibody secretion [46] and had an 

inhibitory effect on NF-κB activation through LT-βR [47]. TRAF6 inhibited NF-κB activation by IL-1 

rather than TNF and activated JNK and p38 when overexpressed [48,49]. At the same time, 

anti-inflammatory effects of Tan IIA may be attributed to its modulation of NF-kappaB, JNK and p38 

pathway [50–54], then Tan IIA may possess anti-inflammatory activity by TRAF2, TRAF3 and 

TRAF6. 

Module 12 was closely related to the Toll-like receptor family(TLRs), which are synergistic in 

mediating production of cytokines such as interleukin 12 and tumor necrosis factor α(TNF-α) [55]. 

Previous study had demonstrated that Tan IIA can reduce the level of the pro-inflammatory cytokines 

TNF-α to resist inflammatory [56–59]. This indicates that Tan IIA may exert anti-inflammatory 

properties through the inhibition of toll-like receptor signaling pathway. 

Module14 possesses anti-inflammatory activity including HMGB1, TLR4 and RAGE. HMGB1 is a 

cytokinemediator of inflammation [60], and its mechanism of inflammation and damage is binding to 

TLR4, which mediates HMGB1-dependent activation of macrophage cytokine release [61,62]. AGER, 

which considered as a receptor for HMGB1, is involved in inflammation resolution leading to tissue 

repair or alternatively in its perpetuation leading to chronic inflammation [63,64]. It had been reported 

that the anti-inflammatory effects of Tan IIA were relevant to attenuation of systemic accumulation of 

HMGB1 [65]. This suggests that AGER might be a potential target of Tan IIA to treat inflammation. 

4. Conclusion 

In this paper, the PIN of Tan IIA exhibits scale-free property, small world property and modular 

architecture based on the analysis of topological parameters. A module-based network analysis 

approach was proposed to expound the anti-inflammatory mechanism of Tan IIA. The 

anti-inflammatory effects of Tan IIA may be partly attributable to mediate activation of TRAF2, 

TRAF3 and TRAF6, to inhibit the toll-like receptor signaling pathway and combine with AGER. This 

indicates that the module-based network analysis approach can serve as a new approach to expound 

the anti-inflammatory mechanism of Tan IIA. However, further experiments are needed to confirm the 

conclusions. 

Acknowledgement 

This work is financially supported by the National Key Technology R & D Program (No. 

2008BAI51B01) and the National Natural Fund Project (No. 81173522) in Beijing University of 

Chinese Medicine. 

S. Zheng et al. / Anti-inflammatory mechanism research of tanshinone II A by module-based network analysis 3821



References 

[1] L. Zhou, Z. Zuo and M.S. Chow, Danshen, An overview of its chemistry, pharmacology, pharmacokinetics, and clinical 
use, J. Clin. Pharmacol. 45 (2005), 1345–1359. 

[2] B. Wu, M. Liu and S. Zhang, Danshen, Agents for acute ischaemic stroke, Cochrane Database Syst. Rev. 4 (2007), 
CD004295–CD004303. 

[3] T.O. Cheng, Cardiovascular effects of Danshen, Int. J. Cardiol. 121 (2007), 9–22. 
[4] H.Q. Yin, Y.S. Kim and Y.J. Choi, Effects of tanshinone IIA on the hepatotoxicity and gene expression involved in 

alcoholic liver disease, Arch. Pharm. Res. 31 (2008), 659–665. 
[5] Z. You, Y. Xin and Y. Liu, Protective effect of Salvia miltiorrhizae injection on N (G)-nitro-D-arginine induced nitric 

oxide deficient and oxidative damage in rat kidney, Exp. Toxicol. Pathol. 64 (2012), 453–458. 
[6] Kedong Zhang, Jian Wang and Hua Jiang, Tanshinone IIA inhibits lipopolysaccharide-induced MUC1 overexpression 

in alveolar epithelial cells, American Journal of Physiology-Cell Physiology 306 (2014), C59-C65. 
[7] T.H. Chen, Y.T. Hsu, C.H. Chen, S.H. Kao and H.M. Lee, Tanshinone IIA from Salvia miltiorrhiza induces heme 

oxygenase-1 expression and inhibits lipopolysaccharide-induced nitric oxide expression in RAW 264.7 cells, 
Mitochondrion 7 (2007), 101–105. 

[8] H.S. Choi, D.I. Cho, H.K. Choi, S.Y. Im, S.Y. Ryu and K.M. Kim, Molecular mechanisms of inhibitory activities of 
tanshinones on lipopolysaccharide-induced nitric oxide generation in RAW 264.7 cells, Arch. Pharmacol. Res. (Seoul) 
27 (2004), 1233–1237. 

[9] G.W. Fan, X.M. Gao and H. Wang, The anti-inflammatory activities of Tanshinone IIA, an active component of TCM, 
are mediated by estrogen receptor activation and inhibition of iNOS, J. Steroid Biochem. Mol. Biol. 113 (2009), 
275–280. 

[10] M.R. Arkin and J.A. Wells, Small-molecule inhibitors of protein-protein interactions: progressing towards the dream, 
Nature Reviews Drug Discovery 3 (2004), 301–317. 

[11] J. Chen, N. Sawyer and L. Regan, Protein-protein interactions: General trends in the relationship between binding 
affinity and interfacial buried surface area, Protein Science 22 (2013), 510–515. 

[12] D. Pal, On gene ontology and function annotation, Bioinformation 1 (2006), 97–98. 
[13] A. Gaulton, L.J. Bellis, A.P. Bento, J. Chambers, M. Davies, A. Hersey, Y. Light, S. McGlinchey, D. Michalovich, B. 

Al-Lazikani and J.P. Overington, ChEMBL: a large-scale bioactivity database for drug discovery, Nucleic Acids 
Research 40 (2012), D1100–1107. 

[14] A. Bender, Databases: Compound bioactivities go public, Nature Chemical Biology 309 (2010), 309–309. 
[15] Michael Kuhn, Damian Szklarczyk, Andrea Franceschini, Christian von Mering, Lars Juhl Jensen and Peer Bork, 

STITCH 3: zooming in on protein-chemical interactions, Nucl. Acids Res. 40 (2012), D876–D880. 
[16] R. Albert, Scale-free networks in cell biology, J. Cell Sci. 118 (2005), 4947–4957. 
[17] E. Almaas, Biological impacts and context of network theory, J. Exp. Biol. 210 (2007), 1548–1558. 
[18] A.L. Barabasi and Z.N. Oltvai, Network biology: understanding the cell's functional organization, Nat. Rev. Genet. 5 

(2004), 101–113. 
[19] J. Dong and S. Horvath, Understanding network concepts in modules, BMC Syst. Biol. 1 (2007), 24. 
[20] X. Zhu, Getting connected: analysis and principles of biological networks, Genes Dev. 21 (2007), 1010–1024. 
[21] Y. Assenov, F. Ramirez, S.E. Schelhorn, T. Lengauer and M. Albrecht, Computing topological parameters of biological 

networks, Bioinformatics 24 (2008), 282–284. 
[22] S. Van Dongen, Graph clustering by flow simulation, Ph.D. Dissertation, University of Utrecht, 2000. 
[23] A.J. Enright, S.V. Dongen and C.A. Ouzounis, An efficient algorithm for large-scale detection of protein families, 

Nucleic Acids Res. 30 (2002), 1575–1584. 
[24] Sylvain Brohée and Jacques van Helden, Evaluation of clustering algorithms for protein-protein interaction networks, 

BMC Bionformatics 7 (2006), 488–507. 
[25] A.D. King, N. Przulj and I. Jurisica, Protein complex prediction via cost-based clustering, Bioinformatics 20 (2004), 

3013–3020. 
[26] G.D. Bader and C.W.V. Hogue, An automated method for finding molecular complexes in large protein interaction 

networks, BMC Bioinformatics 4 (2003), 1–27. 
[27] M. Blatt, S. Wiseman and E. Domany, Superparamagnetic clustering of data, Phys. Rev. Lett. 6 (1996), 3251–3254. 
[28] S. Maere, K. Heymans and M. Kuiper, BiNGO: a Cytoscape plugin to assess overrepresentation of gene ontology 

categories in biological networks, Bioinformatics 21 (2005), 3448–3449. 
[29] Qinghua Shang, Hanjay Wang, Siming Li and Hao Xu, The effect of sodium tanshinone IIA sulfate and simvastatin on 

elevated serum levels of inflammatory markers in patients with coronary heart disease: A study protocol for a 
randomized controlled trial, Evidence-Based Complementary and Alternative Medicine 2013 (2013), 1–8.  

S. Zheng et al. / Anti-inflammatory mechanism research of tanshinone II A by module-based network analysis3822



[30] Rong Lin, Weirong Wang, Juntian Liu, Guangde Yang and Chunjie Han, Protective effect of tanshinone IIA on human 
umbilical vein endothelial cell injured by hydrogen peroxide and its mechanism, Journal of Ethnopharmacology 108 
(2006), 217–222.   

[31] P. Shannon, A. Markiel and O. Ozier, Cytoscape: a software environment for integrated models of biomolecular 
interaction networks, Genome Res. 13 (2003), 2498–2504. 

[32] Y. Assenov, F. Ramirez and S.E. Schelhorn, Computing topological parameters of biological networks, Bioinformatics 
24 (2008), 282–284. 

[33] A.L. Barabasi and R. Albert, Emergence of scaling in random networks, Science 286 (1999), 509–512. 
[34] H. Jeong, S.P. Mason, A.L. Barabási and Z.N. Oltvai, Lethality and centrality in protein networks, Nature 411 (2001), 

41–42. 
[35] U. Alon, M.G. Surette, N. Barkai and S. Leibler, Robustness in bacterial chemotaxis, Nature 397 (1999), 168–171. 
[36] Callaway S. Duncan, M.E.J. Newman, S.H. Strogatz and D.J. Watts, network robustness and fragility: Percolation on 

random graphs, Phys. Rev. Lett. 85 (2000), 5468–5471. 
[37] S.H. Strogatz, Exploring complex networks, Nature 410 (2001), 268–276. 
[38] Salavat R. Aglyamov, Andrei R. Skovoroda, Hua Xie, Kang Kim, Jonathan M. Rubin, Matthew O'Donnell, Thomas W. 

Wakefield, Daniel Myers and Stanislav Y. Emelianov, Model-based reconstructive elasticity imaging using ultrasound, 
Int. J. Biomed. Imaging 2007 (2007), 35830-1–35830-11. 

[39] Peipei Zhang, Yan Su and Fang Liu, The relationship between intervention in the CD40 signal pathway and choroidal 
neovascularization, Onco. Targets Ther. 7 (2014), 263–267. 

[40] S.M. McWhirter, S.S. Pullen, J.M. Holton, J.J. Crute, M.R. Kehry and T. Alber, Crystallographic analysis of CD40 
recognition and signaling by human TRAF2, Proc. Natl. Acad. Sci. USA 96 (1999), 8408–8413. 

[41] N. Tsukamoto, N. Kobayashi, S. Azuma, T. Yamamoto and J. Inoue, Two differently regulated nuclear factor κB 
activation pathways triggered by the cytoplasmic tail of CD40, Proc. Natl. Acad. Sci. USA 96 (1999), 1234–1239. 

[42] N.L. Malinin, M.P. Boldin, A.V. Kovalenko and D. Wallach, MAP3K-related kinase involved in NF-kappaB induction 
by TNF, CD95 and IL-1, Nature (England) 385 (1997), 540–544. 

[43] N. Roy, Q.L. Deveraux, R. Takahashi, G.S. Salvesen and J.C. Reed, The c-IAP-1 and c-IAP-2 proteins are direct 
inhibitors of specific caspases, EMBO J. 16 (1997), 6914–6925. 

[44] S.Y. Lee, S.Y. Lee and Y. Choi, TRAF-Interacting Protein (TRIP): a novel component of the tumor necrosis factor 
receptor (TNFR)- and CD30-TRAF signaling complexes that inhibits TRAF2-mediated NF-kappaB activation, J. Exp. 
Med. 185 (1997), 1275–1285. 

[45] T.L. VanArsdale, S.L. VanArsdale, W.R. Force, B.N. Walter, G. Mosialos, E. Kieff, J.C. Reed and C.F. Ware, 
Lymphotoxin-beta receptor signaling complex: role of tumor necrosis factor receptor-associated factor 3 recruitment in 
cell death and activation of nuclear factor kappaB, Proc. Natl. Acad. Sci. USA 94 (1997), 2460–2465. 

[46] John R. Bradley and Jordan S. Pober, Tumor necrosis factor receptor-associated factors (TRAFs), Oncogene 20 (2001), 
6482–6491. 

[47] K.M. Izumi, E.C. McFarland, E.A. Riley, D. Rizzo, Y. Chen and E. Kieff, The residues between the two transformation 
effector sites of Epstein-Barr virus latent membrane protein 1 are not critical for B-lymphocyte growth transformation, J. 
Virol. 73 (1999), 9908–9916. 

[48] Z. Cao, J. Xiong, M. Takeuchi, T. Kurama and D.V. Goeddel, TRAF6 is a signal transducer for interleukin-1, Nature 
383 (1996), 443–446. 

[49] H.Y. Song, C.H. Régnier, C.J. Kirschning, D.V. Goeddel and M. Rothe, Tumor necrosis factor (TNF)-mediated kinase 
cascades: bifurcation of nuclear factor-kappaB and c-jun N-terminal kinase (JNK/SAPK) pathways at TNF 
receptor-associated factor 2, Proc. Natl. Acad. Sci. USA 94 (1997), 9792–9796. 

[50] Chengchieh Chang, Chenfu Chu, Chaonin Wang, Hsiaoting Wu, Kuowei Bi, Jonghwei S. Pang and Shengteng Huang, 
The anti-atherosclerotic effect of tanshinone IIA is associated with the inhibition of TNF-α-induced VCAM-1, ICAM-1 
and CX3CL1 expression, Phytomedicine 21 (2014), 207–216. 

[51] Hien Trung Trinh, Sun Ju Chae, Eun Ha Joh, Kun Ho Son, Su Jin Jeon and Dong Hyun Kim, Tanshinones isolated from 
the rhizome of Salvia miltiorrhiza inhibit passive cutaneous anaphylaxis reaction in mice, Journal of 
Ethnopharmacology 132 (2010), 344–348. 

[52] Xiaorong Dong, Jihua Dong, Ruiguang Zhang, Li Fan, Li Liu and Gang Wu, Anti-inflammatory effects of tanshinone 
IIA on radiation-induced microglia BV-2 cells inflammatory response, Cancer Biotherapy and Radiopharmaceuticals 24 
(2009), 681–687. 

[53] Y. Xu, D. Feng, Y. Wang, S. Lin and L. Xu, Sodium tanshinone IIA sulfonate protects mice from ConA-induced 
hepatitis via inhibiting NF-kappaB and IFN-gamma/STAT1 pathways, J. Clin. Immunol. 8 (2008), 512–519. 

S. Zheng et al. / Anti-inflammatory mechanism research of tanshinone II A by module-based network analysis 3823



[54] S.I. Jang, H.J. Kim, Y.J. Kim, S.I. Jeong and Y.O. You, Tanshinone IIA inhibits LPS-induced NF-kappaB activation in 
RAW 264.7 cells: possibleinvolvement of the NIK-IKK, ERK1/2, p38 and JNK pathways, Eur. J. Pharmacol. 542 
(2006), 1–7. 

[55] Benjamin N. Gantner, Randi M. Simmons, Scott J. Canavera, Shizuo Akira and M. David, Underhill Collaborative 
Induction of Inflammatory Responses by Dectin-1 and Toll-like Receptor 2, The journal of Experimental Medicine 197 
(2003), 1107–1117. 

[56] S. Sun, Y. Yin, X. Yin, F. Cao, D. Luo, T. Zhang, Y. Li and L. Ni, Anti-nociceptive effects of Tanshinone IIA (TIIA) in 
a rat model of complete Freund's adjuvant (CFA)-induced inflammatory pain, Brain Res. Bull 88 (2012), 581–588. 

[57] X.Y. Qin, T. Li, L. Yan, Q.S. Liu and Y. Tian, Tanshinone IIA protects against immune-mediated liver injury through 
activation of T-cell subsets and regulation of cytokines, Immunopharmacol Immunotoxicol 32 (2010), 51–55. 

[58] G.W. Fan, X.M. Gao, H. Wang, Y. Zhu, J. Zhang, L.M. Hu, Y.F. Su, L.Y. Kang and B.L. Zhang, The 
anti-inflammatory activities of Tanshinone IIA, an active component of TCM, are mediated by estrogen receptor 
activation and inhibition of iNOS, J. Steroid Biochem. Mol. Biol. 113 (2009), 275–280. 

[59] S.I. Jang, S.I. Jeong, K.J. Kim, H.J. Kim, H.H. Yu, R. Park, H.M. Kim and Y.O. You, Tanshinone IIA from Salvia 
miltiorrhiza inhibits inducible nitric oxide synthase expression and production of TNF-alpha, IL-1beta and IL-6 in 
activated RAW 264.7 cells, Planta. Med. 69 (2003), 1057–1059. 

[60] H. Wang, O. Bloom, M. Zhang, J.M. Vishnubhakat, M. Ombrellino, J. Che, A. Frazier, H. Yang, S. Ivanova, L. 
Borovikova, K.R. Manogue, E. Faist, E. Abraham, J. Andersson, U. Andersson, P.E. Molina, N.N. Abumrad, A. Sama 
and K.J. Tracey, HMG-1 as a late mediator of endotoxin lethality in mice, Science 285 (1999), 248–251. 

[61] H. Yang, H.S. Hreggvidsdottir, K. Palmblad, H. Wang, M. Ochani, J. Li, B. Lu, S. Chavan, M. Rosas-Ballina, Y. 
Al-Abed, S. Akira, A. Bierhaus, H. Erlandsson-Harris, U. Andersson and K.J. Tracey, A critical cysteine is required for 
HMGB1 binding to Toll-like receptor 4 and activation of macrophage cytokine release, Proc. Natl. Acad. Sci. USA 107 
(2010), 11942–11947. 

[62] H Yang and K.J. Tracey, Targeting HMGB1 in inflammation, Biochim. Biophys. Acta. 1799 (2010), 149–156. 
[63] Luca Sessa, Elena Gatti, Filippo Zeni, Antonella Antonelli, Alessandro Catucci, Michael Koch, Giulio Pompilio, 

Günter Fritz, Angela Raucci and Marco E. Bianchi, The receptor for advanced glycation end-products (RAGE) is only 
present in mammals, and belongs to a family of cell adhesion molecules (CAMs), PLoS One 9 (2014), e86903–e86916. 

[64] R. Clynes, B. Moser, S.F. Yan, R. Ramasamy and K. Herold, Receptor for AGE (RAGE): weaving tangled webs within 
the inflammatory response, Curr. Mol. Med. 7 (2007), 743–751. 

[65] W. Li , J. Li, M. Ashok, R. Wu, D. Chen, L. Yang, H. Yang, K.J. Tracey, P. Wang, A.E. Sama and H.A. Wang, 
cardiovascular drug rescues mice from lethal sepsis by selectively attenuating a late-acting proinflammatory mediator, 
high mobility group box 1, J. Immunol. 178 (2007), 3856–3864. 

S. Zheng et al. / Anti-inflammatory mechanism research of tanshinone II A by module-based network analysis3824


