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Chinese medicine has evolved from thousands of years of empirical applications and experiences of combating diseases. It has
become widely recognized that the Chinese medicine acts through complex mechanisms featured as multicompound, multitarget
andmultipathway.However, there is still a lack of systematic experimental studies to elucidate themechanisms of Chinesemedicine.
In this study, the differentially expressed genes (DEGs)were identified frommyocardial infarction ratmodel treatedwithXuesaitong
Injection (XST), a Chinesemedicine consisting of the total saponins from Panax notoginseng (Burk.) F. H. Chen (Chinese Sanqi). A
network-based approach was developed to combine DEGs related to cardiovascular diseases (CVD) with lines of evidence from the
literaturemining to investigate themechanism of action (MOA) of XST on antimyocardial infarction. A compound-target-pathway
network of XST was constructed by connecting compounds to DEGs validated with literature lines of evidence and the pathways
that are functionally enriched. Seventy potential targets of XST were identified in this study, of which 32 were experimentally
validated either by our in vitro assays or by CVD-related literatures. This study provided for the first time a network view on the
complex MOA of antimyocardial infarction through multiple targets and pathways.

1. Introduction

Chinese medicine has evolved from thousands of years of
empirical applications and experiences of combating dis-
eases. It has been profoundly influencing the life and health-
care of the Chinese throughout the history [1, 2]. Chinese
medicine is becoming more widely used for preventing and
curing the disease clinically and improving healthcare nutri-
tionally [3, 4]. Much progress has beenmade in better under-
standing the chemical constituents of Chinese medicine and
their therapeuticmechanisms during the last few decades [5].
Chemical constituents, especially the major constituents of
some Chinese medicines, have been separated and identi-
fied. Chinese medicine is usually a multicomponent system
whether it is a herb or a formulae consisting of several types of
medicinal herbs or minerals [3, 6, 7]. The therapeutic effects
of Chinese medicine rely mostly on the composition and

content of the effective constituents [8]. But the effect and
functional mechanism of these effective substances in the
therapy of Chinesemedicine is oftentimes unclear or not fully
understood.

It has become more recognized that Chinese medicine
produces the healing efficacy in a more holistic way [9–11].
However, researchers typically focus on the mechanism of
either thewhole formulae or a few representative components
(not necessarily effective ingredients) in single pathological
model or mechanism. It is difficult to study the concrete
mechanism of a whole formula as it is a mixture, while in the
latter case the highly dynamic interaction between ingredi-
ents is missing. A few existing studies of multitarget property
of Chinese medicine are limited to either computational
predictions [12] or mechanism of the whole formulae [13].

With the finishing of human genome sequencing and
development of various omics technologies, genome wide
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Figure 1: A framework of network pharmacology study of Chinese medicine. The genes involved in anti-MI mechanism of XST were
first detected with microarray gene expression analysis and rat genome database (RGD). The target information of the major ingredients
was collected from literatures manually and validated experimentally in vitro. The compound-target-pathway network and compound-
pathway network on anti-MI of XSTwere constructed to illustrate themulticompound,multitarget,multipathway, andmulti-MOA regulatory
mechanism of XST.

profiling has enabled systems-level investigation of themech-
anisms of actions (MOA) of Chinese medicine [8, 14]. Net-
work pharmacology aims at understanding the effect of drugs
in biological system in a holistic manner providing new per-
spectives in understanding the complex interactions between
drug components and biological molecules [15–17]. A combi-
nation of thesemethodsmay open up new avenues for uncov-
ering the molecular mechanisms underlying the therapeutic
efficacy of Chinese medicine in the context of biological
networks [18].

Xuesaitong Injection (XST) is one of the best selling pre-
scription of Chinese medicine in China [19]. It is a prepar-
ation consisting of the total saponins extracted from Panax
notoginseng (Burk.) F. H. Chen (Chinese Sanqi). There is a
wide range of clinical efficacy of XST being extensively used
for the treatment of cardiocerebrovascular diseases such as
myocardial infarction, cerebral infarction, thrombosis, and
coronary heart disease in China [20–27]. Notoginsenoside
R1, ginsenoside Rg1, ginsenoside Rb1, ginsenoside Rd, and
ginsenoside Re have been found to be the major effective
ingredients in our previous study. However their potential
targets and the molecular regulatory mechanisms remain to
be systematically elucidated.

In this study, we developed a network-based method
combining differential gene expression analysis and con-
firmed literature lines of evidence to study the multicompo-
nent,multitarget, multipathway, andmulti-MOAmechanism
of XST on antimyocardial infarction (MI). As shown in
Figure 1, the genes involved in anti-MI mechanism of XST
were first detected with microarray gene expression analysis.
Their associations with cardiovascular diseases (CVDs) were
evaluated based upon information in rat genome database
(RGD) [28]. Considering the amount of studies on major
ingredients of XST, we also collected the target information

of the five major ingredients in literatures manually. If a CVD
associated and differentially expressed gene is also found to
be influenced directly by a major ingredient of XST in the
literature, it is then considered as a potential target of the
compound and XST in this study. Furthermore, some of the
potential targets were also experimentally validated. Finally
we constructed the compound-target-pathway network on
anti-MI of XST to illustrate its multicompound, multitarget,
multipathway, and multi-MOA regulatory mechanism.

2. Materials and Methods

2.1. Chemicals and Reagents. Chloral hydrate was purchased
fromTianjinKemiouChemical ReagentCo. (Tianjin, China).
The XST lyophilized powder, one of the major types of
XST Injection in clinical practices (Batch no. s120425-1),
was manufactured by Heilongjiang Zhenbaodao pharma-
ceutical Co. Ltd. (Heilongjiang, China). Ginsenoside Rg1
(Batch no. W13-5-1) was purchased from Zhongxin Innova
Laboratories (Tianjin, China). Ginsenoside Rb1 (Batch no.
120420), notoginsenoside R1 (Batch no. 120325), ginsenoside
Rd (Batch no. 120507), and ginsenoside Re (Batch no. 120510)
were purchased from Ronghe Pharmaceutical Technology
Development Co. Ltd. (Shanghai, China). Lipopolysaccha-
ride (LPS) and dimethyl sulfoxide (DMSO) were purchased
from SigmaChemical Co. (St. Louis,MO, USA).The primary
antibody for iNOS was obtained from Abcam (Cambridge,
UK), 𝛽-actin was obtained from Beyotime Institute of
Biotechnology (Jiangsu, China), and all the secondary anti-
bodies were obtained from Shuji biotechnology (Shanghai,
China). Penicillin and streptomycin were purchased from
BIO BASIC INC. (Shanghai, China). Dulbecco’s Modified
Eagle’s Medium (DMEM), fetal bovine serum (FBS), and
0.25% trypsin-EDTA for the cell culture were purchased
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from GIBCO (USA). RIPA lysate and PMSF were obtained
from Beyotime Institute of Biotechnology (Jiangsu, China).
Protease inhibitor cocktail tablets and phosphatase inhibitor
cocktail tablets were purchased from Roche Diagnostic
GmbH (Mannheim, Germany).

2.2. Genome-Wide Transcriptomic Experiment

2.2.1. Myocardial Infarction Rat Model. Male Sprague-
Dawley rats (230–295 g) used in this experiment were pur-
chased from Weitong-Lihua Experimental Animal Co. Ltd.
(Beijing, China). Myocardial infarction was produced by
occlusion of the left anterior descending coronary artery. Rats
were randomly assigned to three groups: control group (the
ligation suture was placed in the heart, but without ligation),
myocardial infarction group (MI), and XST treatment
group (MI + XST). 5% ethanol-saline solutions (v/v) of XST
(150mg/kg body wt) were given to XST treatment group
by intravenous injection once daily and consecutively for
7 days, respectively. 5% ethanol-saline solutions (v/v) were
given to the control group andMI group.The administration
procedure for rats in this study is in accordance with
clinical use. On the eighth day, rats were anaesthetized by
intraperitoneal injection of chloral hydrate (12%, 360mg/kg
body wt). Then the risk region in rat heart was collected and
stored in liquid nitrogen.

2.2.2. Microarray Experiment. Total RNA was extracted
using TRIZOL Reagent (Life technologies, Carlsbad, CA,
USA) following the manufacturer’s instructions and ampli-
fied, labeled, and purified using GeneChip 3IVT Express
Kit (Affymetrix, Santa Clara, CA, USA) following manu-
facturer’s instructions to obtain biotin labeled cRNA. Array
hybridization and wash were performed using GeneChip
Hybridization, Wash, and Stain Kit (Affymetrix, Santa Clara,
CA, USA) in Hybridization Oven 645 (Affymetrix, Santa
Clara, CA, USA) and Fluidics Station 450 (Affymetrix,
SantaClara, CA,USA) followingmanufacturer’s instructions.
Slides were scanned by GeneChip Scanner 3000 (Affymetrix,
Santa Clara, CA, USA) and Command Console Software 3.1
(Affymetrix, Santa Clara, CA, USA) with default settings.
Raw data were stored in ArrayTrack 3.5.0 [29], a java-based
microarray analysis tool developed by US FDA.

2.2.3. Gene Expression Data Analysis. Global scaling normal-
ization was performed with Median Scaling Normalization
in ArrayTrack 3.5.0 using a target median value of 1000.
Genes in RGD associated with CVDwere selected for further
analysis since we focused on the effect of XST on antirat
cardiac ischemic injury. Reverse rate (RR) and fold change
(FC) were applied to select the differentially expressed genes
(DEGs) using an RR > 0.5, and an FC threshold of 1.1. RR was
calculated with (1) to evaluate the effect of XST in reversing
the changes of gene expression induced by MI modeling as
follows:

RR =
𝑀
𝑖
− 𝑋
𝑖

𝑀
𝑖
− 𝐶
𝑖

, (1)

where 𝐶
𝑖
, 𝑀
𝑖
, and 𝑋

𝑖
are the average expressions of gene

𝑖 in control group, MI group, and XST treatment group,
respectively.

2.2.4. Verification with Literature Evidence. The DEGs were
differentially expressed due to the whole formulae of XST,
and there is a lack of evidence to explain the multicompound
andmultitarget action of XST.We verified the DEGs through
mining existing literatures manually. We downloaded and
read abstracts of all articles related to notoginsenoside R1,
ginsenoside Rg1, ginsenoside Rb1, ginsenoside Rd, and gin-
senoside Re in PUBMED (as of April 10, 2013). If a selected
DEG gene is found directly affected by a certain ingredient
in literature, it was considered as a potential target of the
ingredient and XST. The frequency and its CVD relevancy
were recorded. The detailed information of literatures used
in this study is listed in supplemental Table S1 (see Supple-
mentaryMaterial available online at http://dx.doi.org/10.1155/
2013/652373).

2.3. Experimental Validation. The literature information was
collected fromvarious sourceswith some reported in diseases
other than CVD. Thus we are interested in validating these
results in CVD with in vitro experiments.

2.3.1. Cell Culture. RAW 264.7 cells were obtained from the
Cell Bank of TypeCultureCollection of theChineseAcademy
of Sciences (Shanghai, China) and cultured at 37∘C in 5%
CO
2
in DMEM containing 10% heat-inactivated FBS and

penicillin/streptomycin. In all experiments, cells were grown
to 80–90% confluence and subjected to no more than 15 cell
passages.

2.3.2.Western Blot Analysis. TheRAW264.7 cells were plated
in 60mm culture dishes (2 × 106 cells). Twenty-four hours
later, cells were incubated with LPS (200 ng/mL) and 50𝜇M
different ingredients of XST or different concentrations of
ginsenoside Rd (1, 10, 25, and 50 𝜇M). In our experiments,
all ingredients were dissolved in DMSO as 100mM stocks.
All final cell-culture volumes were 5.0mL, and the cells were
incubated at 37∘C for twenty-four hours after addition of
stimulus. The cells were lysed on ice for 5min in RIPA lysate
with 1mM PMSF and protease inhibitor and phosphatase
inhibitor.The cell lysate solutionswere transferred into 1.5mL
polypropylene tubes and the samples were centrifuged for
10min at 12000 rpm at 4∘C. Cell lysate proteins were quanti-
fiedwith the BCA assay (Beyotime Institute of Biotechnology,
Jiangsu, China). Twenty𝜇L protein solutions from each cul-
ture were electrophoresed into sodium dodecyl sulfate-pol-
yacrylamide gel electrophoresis (SDS-PAGE), and the sepa-
rated proteins were transferred onto PVDF membranes by
iBlot Western Blotting System (Invitrogen). The 𝛽-actin con-
tent of each sample was determined to ensure equal protein
loading. The membrane was blocked with 5% skim milk
solution in tris-buffered saline (150mM NaCl, 10mM Tris-
HCl, pH 7.4) with 0.1% Tween 20 (TBST) buffer for 1.5
hour at room temperature (RT). After blocking, the mem-
brane was incubated with primary antibodies against iNOS
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Figure 2:The effect of ingredients of XST on the protein expression of iNOS in LPS-stimulated RAW 264.7 cells. (a)The cells were incubated
with LPS (200 ng/mL) and ginsenoside Rg1, ginsenoside Rb1, notoginsenoside R1, ginsenoside Rd, and ginsenoside Re at 50𝜇M for twenty-
four hours. (b) Cells were incubated with LPS (200 ng/mL) and indicated concentrations of ginsenoside Rd for twenty-four hours.The whole
cell extracts were prepared, and the expression level of iNOS was determined by Western blot analysis. The values are expressed as the
mean± S.D. from three independent experiments. Statistical significance: ∗𝑃 < 0.05 and ∗∗𝑃 < 0.01 versus LPS-stimulated cells and #𝑃 < 0.05
and ##𝑃 < 0.01 versus control (nonstimulated cells).

(1 : 200 diluted inTBST containing 5% skimmilk) and𝛽-actin
(1 : 1000 diluted inTBST containing 5% skimmilk) for 3 hours
at RT or overnight at 4∘C. The membrane was then washed
with TBST and incubated with antirabbit (iNOS) or anti-
mouse (𝛽-actin) horseradish peroxidase (HRP)-conjugated
immunoglobulin G secondary antibodies (1 : 5000 diluted in
TBST containing 5% skim milk) for 1.5 hours at RT. The
specific proteins were detected using a SuperSignal West
Femto Maximum Sensitivity Substrate (Thermo Scientific
Inc., Bremen, Germany). Digital images were collected using
a Bio-Rad Universal Hood II gel documentation system and
the quantitation of protein was evaluated with Quantity One
software (Bio-Rad).

2.4. Network Construction and Network Analysis. The associ-
ated targets of XST and the individual ingredients were sub-
jected toKyoto Encyclopedia ofGenes andGenomes (KEGG)
pathway [30] enrichment analysis using ArrayTrack v.3.5.0.
The pathways closely related to MI or CVD were selected for
further analysis. Based on these results, we constructed the
compound-target-pathway network and compound-pathway
network using Cytoscape version 2.8.2 [31]. If the interaction
between a compound and a target was described inmore than
one CVD-related literature (including one), the connection
between the component and target was marked as solid line.
Otherwise, it wasmarked as a dotted line.The thickness of the
lines was proportional to the numbers of related literatures.

3. Results and Discussion

571 genes (721 probe sets) in RGD database were found
differentially expressed in this study with RR > 0.5 and
FC> 1.1 after the treatment of XST.The gene list can be found
in supplementary Table S2. These genes were treated as the
potential targets of XST on anti-MI associatedwith CVD.The
genes were further filtered with literature lines of evidence.
As a result, 70 potential targets were affected by at least one
compound as found in the literature (supplementary Table
S3). Among them, TNF-𝛼 and iNOS were influenced by all
the five ingredients and associated with anti-inflammatory
activity. I𝜅B, eNOS, caspase-3, JNK, IL-4, SOD, IL-1𝛽, and
COX-2 were affected by four compounds. Eight targets were
affected by three compounds and fourteen targets were
influenced by two compounds. The remaining thirty eight
were affected by only one compound.

Among the 70 targets of XST, iNOSwas affected by all five
compounds with four of them reported in noncardiovascular
diseases. We selected iNOS as an example to validate its
involvement in the mechanism of XST treating MI. LPS-
stimulated RAW 264.7 macrophage cell is a commonly
used cell model of inflammation, which produces numerous
proinflammatory mediators and cytokines and significantly
promotes the expression of iNOS protein upon induction.
The effects of ginsenoside Rg1, ginsenoside Rb1, notoginseno-
side R1, ginsenoside Rd, and ginsenoside Re on iNOS protein
expression in RAW 264.7 cells were examined with Western
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Figure 3: The compound-target-pathway network of XST. The hexagon nodes represent the compounds, the circular nodes represent the
targets, and the rounded square nodes represent the pathways. The node size was proportional to the number of interactions between nodes.
The line width was proportional to the number of related literatures.

blot analysis. As shown in Figure 2, the expression of iNOS
protein was significantly upregulated in response to LPS
(200 ng/mL); ginsenoside Rb1 and Rd and notoginsenoside
R1 showed significant effects in inhibiting its expression (𝑃 <
0.05) and ginsenoside Rg1 and Re also showed a decreasing
tendency. Furthermore, we studied the dose dependent effect
of ginsenoside Rd on iNOS which has not been reported
before in CVD-related literatures. We found that ginseno-
side Rd dose-dependently downregulated the expression of
iNOS as shown in Figure 2. These results indicated a novel
compound-target interaction between ginsenoside Rd and
iNOS in CVD. Therefore combining lines of evidence from

microarray gene expression analysis and the literature survey
provided an effective way for finding novel compound-target
connections.

Based on the results of gene chip and literatures, we
generated the compound-target-pathway network (Figure 3)
which consisted of 93 nodes (5 compounds, 70 targets, and 18
pathways) and 240 edges and compound-pathway network
(Figure 4) which consisted of 22 nodes (5 compounds and
17 pathways) and 54 edges. Among the eighteen KEGG
pathways enriched within all targets of XST, apoptosis and
p53 signaling pathways are critical pathways in regulating cell
death. It is known in the literature that p53 signaling pathway



6 Evidence-Based Complementary and Alternative Medicine

Compounds
Cell communication/cellular processes
Endocrine system/cellular processes

Signal transduction/environmental information processing
Immune system/cellular processes
Cell growth and death/cellular processes 

Adipocytokine 
signaling 
pathway

Apoptosis

Complement and 
coagulation 

cascades

ErbB signaling 
pathwayFc epsilon RI 

signaling pathway

Focal 
adhesion

Hematopoietic 
cell lineage

Insulin signaling 
pathway

Leukocyte 
transendothelial 

migration

MAPK signaling 
pathway

NOD-like receptor 
signaling pathway

p53 signaling 
pathway

RIG-I-like receptor 
signaling pathway

Tight 
junction

Toll-like receptor 
signaling pathway VEGF signaling 

pathway

Wnt signaling 
pathway

Ginsenoside 
Rg1

Ginsenoside 
Rb1

Ginsenoside 
Rd

Ginsenoside 
Re

Notoginsenoside 
R1
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differently colored and shaped. The node size was proportional to the number of interactions between nodes.

and apoptosis pathwaymediate cardiomyocyte apoptosis and
play a decisive role in the progression of pathological remod-
eling and heart failure following MI [32, 33]. In addition,
many inflammatory response related pathways were also
enriched, including complement and coagulation cascades,
Fc epsilon RI signaling pathway, hematopoietic cell lineage,
leukocyte transendothelial migration, NOD-like receptor
signaling pathway, RIG-I-like receptor signaling pathway,
and Toll-like receptor signaling pathway. It was suggested
that XST modulates inflammatory responses in treating
ischemia, which has been found to prevent damages of the
inflammatory factors to cardiac cells [34–37].The influencing
in complement and coagulation cascades pathway indicated
that XST and its constituent compound notoginsenoside R1
are functional in modulating the coagulation process in MI,
which is one of themost common clinical risk factors [32–35].

Focal adhesion, tight junction, and adherens junction
pathways play important roles inmaintaining tissue architec-
ture, cell polarity, cell proliferation, and cell death. They may
affect the pathologic remodeling of cardiovascular tissues
in myocardial infarction [38–40]. Interestingly, adherens

junction was not influenced by any component individually
but enriched by all the targets in combination. It suggests that
XST might modulate adherens junction pathway through a
synergistic action, a typical phenomenon of Chinese medi-
cine.

ErbB signaling pathway,MAPK signaling pathway, VEGF
signaling pathway, and Wnt signaling pathway may exert
pleiotropic effects on cardiovascular cells, regulating cell
growth, fibrosis, and inflammation [41–46]. Adipocytokine
signaling pathway and Insulin signaling pathway are two
pathways involved in energy metabolism such as fatty acid
oxidation and glucose uptake and glycogen synthesis, the
influence of which could regulate the energy supply in cardiac
ischemia. Ginsenoside Rg1 is likely the most important one
due to its comprehensive involvement in modulating various
targets and pathways.

As shown in Table 1, there were a number of targets
influenced by XST and its constituent compounds that were
not confirmed in CVD-related literatures. They can serve as
targets of priority for experimental validation in the future,
and iNOS is such an example validated in this study.
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Table 1: The number of targets and pathways of XST and the major
ingredients. The pathways represent the number of CVD-related
pathways enriched by the all targets of XST or themajor ingredients.

Targets

Pathways
All

Confirmed in
CVD-related
literatures

Confirmed in
non CVD-related

literatures
XST 70 32 38 18
Ginsenoside Rg1 49 17 32 15
Ginsenoside Rb1 36 12 24 12
Notoginsenoside
R1 9 8 1 6

Ginsenoside Rd 20 3 17 11
Ginsenoside Re 18 2 16 10

4. Conclusion

In this study, we presented a network-based approach to
illustrate the multicompound, multitarget, andmultipathway
mechanism of Chinese medicine. In a case study of XST, for
the first time, we dissect a complex MOA of antimyocar-
dial infarction through multiple targets and pathways with
sound experimental lines of evidence.The compound-target-
pathway network was constructed to illustrate its multicom-
pound,multitarget, andmultipathway regulatorymechanism
on anti-MI. Seventy potential targets of XST, of which 32
were experimentally validated either by our in vitro assays
or by CVD-related literatures, were identified in this study.
Specifically, ginsenoside Rb1 and Rd and notoginsenoside R1
were experimentally validated to exert repressive regulatory
effects on iNOS in CVD specific context indicating their anti-
inflammatory roles. The dose-dependent relation between
ginsenoside Rd and iNOS was also validated in this study.
Our results indicated that themajor ingredients of XSTmight
modulate numerous different targets and pathways involved
in inflammation, adhesion, cell proliferation, apoptosis, and
energy supply.

Conflict of Interests

The authors declare that they have no conflict of interests.

Authors’ Contribution

Linli Wang and Zheng Li contributed equally to the paper.

Acknowledgments

This work was financially supported by the National Basic
Research ProgramofChina (no. 2012CB518405), theNational
Natural Science Foundation of China (no. 81273991), and the
Fundamental Research Funds for the Central Universities.
The rat experiment was carried out in Tianjin Institute
of Pharmaceutical Research by Prof. Zhuanyou Zhao’s lab,
and Microarray test was performed in National Engineering
Center for Biochip at Shanghai by Dr. Huasheng Xiao’s team.

References

[1] J. Xu and H. Wu, “Chinese herbal medicine and acupuncture
for the treatment of cardiovascular disease,” Journal of Geriatric
Cardiology, vol. 6, no. 1, pp. 56–61, 2009.

[2] D. Han and F. L. Liao, “Chinese medicine, flowing blood, bio-
mechanopharmacology and future preventive medicine,” Chi-
nese Science Bulletin, vol. 57, no. 27, pp. 3541–3546, 2012.

[3] S. Liu, L. Z. Yi, and Y. Z. Liang, “Traditional Chinese medicine
and separation science,” Journal of Separation Science, vol. 31,
no. 11, pp. 2113–2137, 2008.

[4] F. Cheung, “TCM: made in China,” Nature, vol. 480, no. 7378,
pp. S82–S83, 2011.

[5] S.-Y. Pan, S.-B. Chen, H.-G. Dong et al., “New perspectives on
Chinese herbal medicine (Zhong-Yao) research and develop-
ment,” Evidence-based Complementary and Alternative Medi-
cine, vol. 2011, Article ID 403709, 11 pages, 2011.

[6] S. Li, B. Zhang, and N. Zhang, “Network target for screening
synergistic drug combinations with application to traditional
Chinese medicine,” BMC Systems Biology, vol. 5, supplement 1,
article S10, 2011.

[7] R. Graziose,M. A. Lila, and I. Raskin, “Merging traditional Chi-
nese medicine with modern drug discovery technologies to
find novel drugs and functional foods,” Current Drug Discovery
Technologies, vol. 7, no. 1, pp. 2–12, 2010.

[8] J. Zhao, P. Jiang, and W. Zhang, “Molecular networks for the
study of TCMpharmacology,”Briefings in Bioinformatics, vol. 11,
no. 4, pp. 417–430, 2009.

[9] J. Lin, L. Wei, W. Xu, Z. Hong, X. Liu, and J. Peng, “Effect of
Hedyotis Diffusa Willd extract on tumor angiogenesis,” Molec-
ular Medicine Reports, vol. 4, no. 6, pp. 1283–1288, 2011.

[10] T. Efferth and E. Koch, “Complex interactions between Phyto-
chemicals. The multi-target therapeutic concept of phytother-
apy,” Current Drug Targets, vol. 12, no. 1, pp. 122–132, 2011.

[11] Y. Wang, Y. Liu, Z. Liu, and J. Yin, “The quality control of the
effective fraction from Dioscorea spongiosa,” Asian Journal of
Traditional Medicines, vol. 2, no. 1, pp. 12–18, 2007.

[12] W. Tao, X. Xu, X. Wang et al., “Network pharmacology-based
prediction of the active ingredients and potential targets of
Chinese herbal Radix Curcumae formula for application to
cardiovascular disease,” Journal of Ethnopharmacology, vol. 145,
no. 1, pp. 1–10, 2012.

[13] Y. Wang, Z. Liu, C. Li et al., “Drug target prediction based
on the herbs components: the study on the multitargets phar-
macological mechanism of Qishenkeli acting on the coronary
heart disease,” Evidence-Based Complementary and Alternative
Medicine, vol. 2012, Article ID 698531, 10 pages, 2012.

[14] S.-L. Chen and J.-G. Jiang, “Application of gene differential
expression technology in the mechanism studies of nature
product-derived drugs,” Expert Opinion on Biological Therapy,
vol. 12, no. 7, pp. 823–839, 2012.

[15] A. L. Barabási, N. Gulbahce, and J. Loscalzo, “Network medi-
cine: a network-based approach to human disease,” Nature
Reviews Genetics, vol. 12, no. 1, pp. 56–68, 2011.

[16] A. L. Hopkins, “Network pharmacology,”Nature Biotechnology,
vol. 25, no. 10, pp. 1110–1111, 2007.

[17] D. K. Arrell and A. Terzic, “Network systems biology for drug
discovery,” Clinical Pharmacology &Therapeutics, vol. 88, no. 1,
pp. 120–125, 2010.

[18] L. Wu, Y. Wang, J. Nie, X. Fan, and Y. Cheng, “A network phar-
macology approach to evaluating the efficacy of Chinese



8 Evidence-Based Complementary and Alternative Medicine

medicine using genome-wide transcriptional expression data,”
Evidence-Based Complementary and Alternative Medicine, vol.
2013, Article ID 915343, 8 pages, 2013.

[19] H. Yao, P. Shi,Q. Shao, andX. Fan, “Chemical fingerprinting and
quantitative analysis of a Panax notoginseng preparation using
HPLC-UV and HPLC-MS,” Chinese Medicine, vol. 6, article 9,
2011.

[20] S.Wang,Q. Zhu, andL. Yi, “The effect of xuesaitong injection on
C-reactive protein in patients with acute coronary syndrome,”
Medical Recapitulate, vol. 8, p. 37, 2007.

[21] Y. De-liang, “Curative effect of xuesaitong injection on acute
cerebral infarction of 50 patients,” Practical Clinical Medicine,
vol. 12, p. 12, 2007.

[22] C. Balin, L. Xinde, andW. Fang, “Protective effects of xuesaitong
injection on myocardial ischemic reperfusion injury in rats,”
Guizhou Medical Journal, vol. 1, p. 4, 2007.

[23] H. Wei and X. Xiao-jun, “Attenuation of brain inflammatory
response after focal cerebral ischemia/reperfusion with xue-
saitong injection in rats,”Chinese Journal of IntegrativeMedicine,
vol. 12, no. 3, pp. 203–206, 2006.

[24] W. Ai, Y. Chen, and Q. Yang, “Clinical observation on effect
of xuesaitong injection as auxiliary treatment of severe cran-
iocerebral injury,” Chinese Journal of Integrated Traditional and
Western Medicine, vol. 24, no. 3, pp. 213–215, 2004.

[25] C. Kangyu, W. Zuo, and L. Li, “Clinical study on effect of xue-
saitong injection on pulmonary artery pressure and coagulation
in patients with cor pulmonale during acute attack,” Journal of
Emergency in Traditional Chinese Medicine, vol. 3, p. 33, 2003.

[26] G. Huilian, “Clinical observation on curing cerebral embolism
by xuesaitong & salvia miltiorrhiza compound injections,”
Journal of Medical Forum, vol. 6, p. 6, 2003.

[27] Y. Q. Deng, X. F. Fan, and Y. D. Li, “Clinical observation of the
effect of xuesaitong soft capsule (Chinese characters) on post-
hepatitis fibrosis,” Chinese Journal of Integrative Medicine, vol.
11, no. 1, pp. 11–14, 2005.

[28] S. Twigger, J. Lu, M. Shimoyama et al., “Rat Genome Database
(RGD): mapping disease onto the genome,” Nucleic Acids
Research, vol. 30, no. 1, pp. 125–128, 2002.

[29] W. Tong, X. Cao, S. Harris et al., “Array track—supporting toxi-
cogenomic research at the U.S. Food and Drug Administration
National Center for Toxicological Research,” Environmental
Health Perspectives, vol. 111, no. 15, pp. 1819–1826, 2003.

[30] H. Ogata, S. Goto, K. Sato, W. Fujibuchi, H. Bono, and M.
Kanehisa, “KEGG: Kyoto encyclopedia of genes and genomes,”
Nucleic Acids Research, vol. 27, no. 1, pp. 29–34, 1999.

[31] P. Shannon, A. Markiel, O. Ozier et al., “Cytoscape: a software
environment for integrated models of biomolecular interaction
networks,” Genome Research, vol. 13, no. 11, pp. 2498–2504,
2003.
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