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ABSTRACT: Cardiovascular death remains the top causes of death, and one of the main risk
factors associated with cardiovascular diseases are Atherosclerosis and Type 2 Diabetes Mellitus.
The associated conspiracy was high because of the failure of the complete regulatory network
rather than a single gene or protein malfunction, so one-target one drug fails for complete
eradication of the disease. Natural compounds had the potency to act upon various targets to
elucidate complete therapeutic effects. In traditional medicines, Nelumbinis semen or lotus seeds
were used in treating multiple diseases and as a functional food. In the world of drug discovery, the
idea of creating multi-target medications against complicated conditions is gaining momentum.
To understand the mechanism emphasized by the therapeutic effect of Nelumbinis semen or lotus
seeds, which act upon various targets and elucidate cumulative activity in Atherosclerosis and Type
2 Diabetes Mellitus. The bioactive components and their targets were obtained, and common
targets associated with atherosclerosis and type 2 diabetes mellitus were taken. The network
was constructed using Cytoscape 3.9.1 software. The protein-protein interaction was analysed
using the STRING database. Gene and pathway enrichment was performed using ShinyGo 0.77
software. The pathway associated with the diseases and no of genes involved were studied. The
active compounds of the lotus seed are Myricetin, Quercetin, Isofucosterol, Rhamnetin, Myristic
acid, etc. The main and active targets for lotus seeds were PPARα, INSR, HMGCR and NCp1L1.
The key biological pathways by which the compound elucidates therapeutic effects are Diabetic
cardiomyopathy and Terpenoid backbone biosynthesis.

1. INTRODUCTION

Globally cardiovascular death from 1990 to 2019 was 18.56
million reported in the “Cause of Death” by Our World in
Data website. In India, cardiovascular mortality led to 2.57
million deaths (Ritchie, 2018). Cardiovascular death (CVD)
is associated with Heart attacks and strokes, which are acute
events caused by the blockage of blood to the heart and brain,
respectively (WHO, 2021). The blockage in the blood vessel
is caused by the accumulation or build-up of fat molecules,
cholesterol and other substances in the walls of large arteries
and develops a sticky substance called plaque. The development
of plaque and activation of cascading pathways like activation
of inflammatory pathways and vessel narrowing was known
as Atherosclerosis (Jebari-Benslaiman et al., 2022). Globally,
these days the most frequent key cause of cardiovascular

disease is “Atherosclerosis”. One of the best treatment
strategies for atherosclerosis was reducing blood cholesterol
levels (Ennezat et al., 2022). Many studies reported that few
cholesterols lowering drugs were commercially available in the
market (statins: HMG-CoA reductase inhibitor, Ezetimibe:
NPC1L1 inhibitor, Alirocumab against PCSK9). But these
treatments mainly involve a “one target-one drug” approach
only. Various complex regulatory pathways were involved
in atherosclerosis, associated with other cardiovascular risk
factors like sex, smoking and mainly diabetes mellitus Lechner
et al. (2020). The ample evidence showed that type 2
diabetes mellitus was associated with atherosclerosis-related
cardiovascular diseases (O. Ahmad et al., 2015). The low levels
of HDL-cholesterol (High-density lipoprotein cholesterol) and
elevated LDL-cholesterol (Low-density lipoprotein cholesterol)
favour dyslipidaemia and increases the atherosclerotic-CVD
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risks in Type 2 diabetes mellitus patients Duca et al. (2013).
Likewise, the complexity associated with atherosclerotic CVD
increases, and the current treatment strategy, “One drug, one
target”, fails because complex diseases like atherosclerotic CVD,
Diabetes Mellitus, and cancer were caused by the malfunction
in the complete regulatory network rather than single gene
mutation or dysfunction. So, the multi-target approach to
treat complex diseases combines multiple drugs or single drugs
for multiple targets (Ahmed et al., 2023). The treatment
strategy for such complex diseases can be achieved by Network
Pharmacology which is an In-silico approach of constructing
an integrative network of “Compound/drug-gene-disease” to
understand the synergistic therapeutic mechanism underlies
the action of the drug or traditional medicine (Yuanyuan
et al., 2023). The research in network pharmacology
focuses on figuring out multiple target genes for drugs,
compounds, and diseases, building protein-protein interaction
(PPI) networks, and analysing networks for the therapeutic
effect of drugs/compounds on multiple targets of complicated
diseases like atherosclerosis and Diabetes Mellitus. Over
the years, in the search for novel drug compounds for the
“one drug, one target approach”, we forgot the traditional
medicine using natural products from plant leaves, flowers,
bark & seed (S. Ahmad et al., 2021; Kanu et al., 2010).
The natural compounds had the potential to bind to multiple
target proteins and regulate various cellular targets associated
with disease, making them play a significant role in medicine.
Medicinal plants have numerous bioactive compounds that act
upon multiple targets and elucidate cumulative activity. In
ayurvedic (Indian Traditional medicine) and Chinese traditional
medicine, the leaf, flower, rhizome and seed extract of Nelumbo
nucifera, commonly referred to as scared lotus, which belongs
to the Nelumbonaceae family was used to treat insomnia,
hypertension, diarrhoea and cardiac ailments. Because of their
medicinal value and rich nutritional contents Chouaibi et al.
(2012), the lotus was mainly cultivated in India, China, Japan
and a few South East Asian & European countries (Guo,
2009). The lotus seeds or Nelumbinis semen were used as
functional food, and it contains 61%-62% of carbohydrates,
16%-21% of total proteins, 2.40%-3% of crude fat and 5%-9%
of moisture. The Resistant starch type 3 was the predominant
carbohydrate in lotus seeds, enhancing gut microbiota growth
and improving gastrointestinal health. The lotus seeds also
contain various phytochemicals (Chen et al., 2012) like
alkaloids, terpenoids and flavonoids. The bioactive compounds
of lotus seeds extracts were reported to have anti-inflammatory,
antidiabetic, anticancer, anti-adipogenicity, hepato-protective
effects and reduced atherosclerosis. Sivalingam et al. (2017)
reported the bioactive compound neferine of reduced the
dosage toxicity of the anticancer drug cisplatin in A549 cells
under a combinatorial regimen. Lin et al. (2019) reported
the anti-obesity activity of phenolic compounds of lotus seeds
by modulating the AMPK signalling pathway. Wang et al.
(2018) reported the antidiabetic properties of lotus seeds with
genome-wide changes in mice. Pan et al. (2021) showed
that anti-hyperlipemia characterises lotus leave compounds

through network pharmacology. Here we described the
relationship betweenNelumbinis semen (lotus seeds) compounds
and biological targets of Atherosclerosis and Type 2 Diabetes
Mellitus.

2. MATERIALS AND METHODOLOGY

2.1. Compound selecƟon

The biologically active compounds of Nelumbinis semen were
derived from (Arooj et al., 2021). A total of 62 bioactive
compounds were taken. The compounds’ chemical structures,
represented as canonical SMILES and their PubChem Ids, were
obtained from the PubChem database. (PubChem – accessed
on 12th April 2023).

2.2. Target IdenƟficaƟon

For target prediction, the canonical SMILES of the bioactive
compounds were submitted to the Swiss TargetPrediction
online tool (Swiss TargetPrediction – accessed on 12th April
2023) Daina et al. (2017). The targets were selected for further
analysis after being filtered with a probability score greater than
and equal to 0.1. The targets associated with Atherosclerosis
and Diabetes Mellitus were retrieved from the Open Targets
Platform (Open Targets Platform – accessed on 12th April
2023) (Ochoa et al., 2022) . The targets were filtered based on
the overall associated score greater than and equal to 0.5. Target
names and gene symbols were standardised using the UniProt
database. Using Cytoscape_v3.9.1 software, the target network
for the seed compounds was constructed and visualized in a
degree-sorted circular layout. The shared targets were obtained
from Venn Diagram, using Venny 2.1.0 (Venny 2.1.0 – accessed
on 12th April 2023) (Oliveros, 2007-2015) .

2.3. Protein-Protein InteracƟon Network

The STRING 11.5 database (STRING 11.5 - accessed
on 12th April 2023) was used to build the Protein-Protein
Interaction network (Mering et al., 2003). The network was
constructed and examined using the minimum interaction
threshold value of ”high confidence >0.7”. The network’s edges’
thickness reflected the strength of the data.

2.4. Gene and Pathway Enrichment Analysis

ShinyGo 0.77 (ShinyGo 0.77 - accessed on 3 April 2023) was
utilised for the gene ontology and KEGG pathway analysis (Ge
et al., 2020). The top 20 biological processes and pathways were
chosen based on the fold enrichment. The top 20 biological
processes, cellular elements, and molecular functions of the
genes were predicted and represented in the form of a lollipop
plot (the colour and size of each lollipop represent the gene
count and -log10FDR, respectively, and the X-axis and Y-axis
show the fold enrichment and full names of the processes,
respectively). The network was also produced based on the
number of genes involved in the pathway and the proportion
of overlapping genes (Kanehisa et al., 2021). The lollipop and
hierarchical tree plots depicted the biological pathways.
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Figure 1. Representation of predicted compound-target network in degree sorted circular layout. The blue colour represents lotus seed compounds,
yellow colour represents the predicted targets and red colour represents the common genes for compound predicted targets and disease targets.

Figure 2. The Venn diagram shows the number of common genes
between Nelumbinis semen (lotus seeds) and diseases (Atherosclerosis &
Type 2 Diabetes). The total of 15 (10+3+2) common gene were found
common.

Table 1
The common gene between Nelumbinis semen and diseases
(Atherosclerosis & Type 2 Diabetes)
Genes UniProt

ID
Name

PTGS2 P35354 Cyclooxygenase-2
HMGCR P04035 HMG-CoA reductase
NPC1L1 Q9UHC9 Niemann-Pick C1-like protein 1
INSR P06213 Insulin receptor
DRD4 P21917 Dopamine D4 receptor
DRD2 P14416 Dopamine D2 receptor
DRD3 P35462 Dopamine D3 receptor
MTNR1B P49286 Melatonin receptor 1B
VDR P11473 Vitamin D receptor
PPARA Q07869 Peroxisome proliferator-activated receptor alpha
PPARG P37231 Peroxisome proliferator-activated receptor

gamma
PAM P19021 Peptidyl-glycine alpha-amidating

monooxygenase
DPP4 P27487 Dipeptidyl peptidase IV
ADRB2 P07550 Adrenergic receptor beta
ADRB1 P08588 Beta-1 adrenergic receptor
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3. RESULTS AND DISCUSSION

3.1. Target IdenƟficaƟon

The lotus seed compounds’ targets were predicted using Swiss
TargetPrediction, and the targets with a probability score greater
than and equal to 0.1 were filtered (Figure 1). A total of
1978 targets were predicted for 50 compounds (the target list
was attached to the supplementary information, Appendix A).
The disease-associated targets for Atherosclerosis and Type 2
Diabetes Mellitus were retrieved and filtered with the overall
associated score greater than and equal to 0.5, and a total of
75 and 120 targets were obtained, respectively. The common
target genes were obtained from the Venn diagram, and 15
common target genes were obtained between Nelumbinis semen
compounds and disease targets (Figure 2). The common targets
are listed in Table 1. Even the Venn diagram witnessed the
association between atherosclerosis and Type 2 mellitus with
59 common genes. A network was constructed and visualised
in Degree sorted circular layout. Using the Cytohubba plugin,
the nodes (compounds) with the highest degree and the nodes
that are closely connected were found. Myricetin, Quercetin,
Kampferol, Apigenin and Rhamnetin had the highest degree
with a score of 101 and were closely associated with a score of
212.33.

Figure 3. The protein-protein interaction network with high confidence
>0.7 for the common genes. The thickness of the line indicates the
strength of the data.

3.2. Protein-Protein InteracƟon (PPI) Network

The STRING database created the protein-protein interac-
tion network with a high confidence value >0.7 (Figure 3).
The network of protein-protein interactions shows how proteins
interact physically and functionally. The network had more
significant interaction than the expected interaction. The
interaction between HMGCR, NPC1L1 and PPARA showed
that lotus seed compounds had a relationship with PPARα
(Peroxisome proliferator-activated receptor alpha), which is
ligand activated transcription factor highly expressed in the
liver and plays a vital role in hepatic lipid metabolism (Kersten
& Stienstra, 2017), HMG-Co Reductase and NPC1L1 which
plays an important role in cholesterol homeostasis. The
interaction between the Beta-adrenergic receptor 1 & 2
(ADRB1 and ADRB2) and the Insulin receptor (INSR) showed

an association with diabetes mellitus because it maintains
glucose homeostasis (Tosur et al., 2020).

Table 2
The gene involved in the pathway and their associated
compounds.
Genes Name Uniprot ID Compounds

INSR Insulin receptor P06213

Myricentin
Ellagic Acid
Quercetin
Rhamnetin

PPARA
Peroxisome
proliferator-
activated receptor
alpha

Q07869
Isofucosterol
Myristic acid

HMGCR HMG-CoA
reductase P04035

Campesterol
Lanosterol
Isofucosterol
2-Palmitoyl
glycerol

3.3. Gene and Pathway Enrichment Analysis

For enrichment analysis, the gene names of the common tar-
gets were imported into the online web application ShinyGo
0.77. With an FDR cut-off value of 0.05, the top 20 biological
pathways and processes were obtained (Figure 4, 5 and 6). The
gene ontology of the common proteins for biological processes,
cellular components, and molecular function was depicted as
a lollipop plot, where the colour and size of each lollipop
correspond to the gene count and -log10FDR, respectively,
and the X-axis and Y-axis show the fold enrichment and full
names of the processes, respectively. The compound’s predicted
genes were found mainly in the lipolysis regulation pathway,
terpenoid backbone biosynthesis, and non-alcoholic fatty liver
diseases, highly associated with atherosclerosis and Diabetic
cardiomyopathy, and insulin resistance highly associated with
Type II Diabetes Mellitus. The compounds and their interacting
genes are listed in Table 2. The compounds of Nelumbinis
semen had a relationship with PPARα (Peroxisome proliferator-
activated receptor alpha) and INSR (Insulin Receptor) in
Diabetic cardiomyopathy. Van Raalte et al. (2004) reviewed the
promising aspects of peroxisome proliferator-activated receptor
alpha as a potent target for atherosclerosis. In terpenoid
biosynthesis, it is predicted that the compounds have biological
activity against HMG-Co Reductase, which plays an important
role in cholesterol biosynthesis Patni (2023), and the compound
had an active role in the regulation of lipolysis in adipocytes.
This shows the mechanism underlies the therapeutic effect of
lotus seeds in Atherosclerosis. It is well known that the crucial
role of the insulin receptor in diabetes (Bays et al., 2023).
This study describes the relationship between lotus seeds and
the therapeutic potential towards Type II diabetes Mellitus.
Through this network pharmacology, the lotus seed compounds
had a therapeutic effect in atherosclerosis and Type II diabetes
with multiple targets like PPARα, INSR, HMGCR, NCp1L1,
ADRB1 and ADRB2. These studies show that traditional
medicines and medicinal compounds treat numerous diseases
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Figure 4. The Lollipop plot representation for the gene ontology of the predicted targets. Lollipop plot of the biological process(A), cellular
components(B), and molecular function (C) category terms from GO enrichment analysis.

Figure 5. Pathway enrichment (a) Lollipop plot of KEGG pathways (b) Hierarchical representation of pathway tree (c) Pathway network. In pathway
network the size of the node represent the no.of genes involved in the pathway and the thickness of the edges represent the percentage of overlapping
genes.

and targets.

4. CONCLUSION

The complete network pharmacology study on Nelumbinis
semen (lotus seeds) phytochemical compounds elucidates the
mechanism of therapeutic action in Atherosclerosis and Type 2
Diabetes Mellitus. The multiple compounds of lotus seed act
on numerous targets for therapeutic action and are involved
in various pathways associated with diseases. Traditional
medicines and medicinal compounds cure the disease in a
delayed process when to conventional drugs but cure entirely

with no side effects. Further studies on the compounds of
lotus seeds will illuminate new therapeutic formulations for
patients with atherosclerosis and type 2 diabetes. The validation
of the network pharmacology through molecular docking,
gene expression microarray analysis, and western blotting gives
a clear understanding of compounds’ cumulative activity at
the molecular level. Further in-vitro and in-vivo studies
could help improve natural compounds’ pharmacokinetics and
pharmacodynamics properties.

N a t u r a l R e s o u r c e s f o r H u m a n H e a l t h 2023, 3, 469–476 | 473

https://doi.org/10.53365/nrfhh/175559


Bhupathie et al View Article Online

Fi
gu

re
6.

Th
e

pa
th

w
ay

sh
ow

st
he

ta
rg

et
ed

ge
ne

si
n

re
d

co
lo

ur
.I

n
di

ab
et

ic
ca

rd
io

m
yo

pa
th

y,
PP

AR
-a

lp
ha

an
d

IN
SR

w
er

e
hi

gh
lig

ht
ed

.I
n

te
rp

en
oi

d
ba

ck
bo

ne
bi

os
yn

th
es

is
pa

th
w

ay
,t

he
en

zy
m

e
H

M
G

-C
oA

re
du

ct
as

e
is

hi
gh

lig
ht

ed
.

N a t u r a l R e s o u r c e s f o r H u m a n H e a l t h 2023, 3, 469–476 | 474

https://doi.org/10.53365/nrfhh/175559


Bhupathie et al View Article Online

CONFLICTS OF INTEREST

Authors has no conflict of interest to declare.

ORCID

Dhansri Bhupathie 0009-0006-0146-3551

Sathish Kumar M

Kannan RR Rengasamy 0000-0001-7205-7389

A. APPENDIX. SUPPLEMENTARY INFORMATION

The supplementary information associated with this article
available at https://doi.org/10.53365/nrfhh/175559.

AUTHOR CONTRIBUTIONS

KRRR conceptualised and supervised research work. DB
and SMP did the data analysis and wrote the first draft. KRRR
review the draft, finalized and responsible for submission.

REFERENCES

Ahmad, O., Morris, J.C., Mujammami, M., Forgetta, V., Leong, A., Li, R.,
Turgeon, M., 2015. A Mendelian Randomization Study of the Effect
of Type-2 Diabetes on Coronary Heart Disease. Nature Communica-
tions. 6(1), 7060. https://doi.org/10.1038/ncomms8060

Ahmad, S., Zahiruddin, S., Parveen, B., Basist, P., Parveen, A.,
Gaurav, R., Parveen, M., Ahmad., 2021. Indian Medicinal Plants and
Formulations and Their Potential Against COVID-19-Preclinical and
Clinical Research. Frontiers in Pharmacology. 11, 578970. https://
doi.org/10.3389/fphar.2020.578970

Ahmed, F., Samantasinghar, A., Soomro, A.M., Kim, S., Choi, K.H.,
2023. A Systematic Review of Computational Approaches to
Understand Cancer Biology for Informed Drug Repurposing. Journal
of Biomedical Informatics. 142, 104373. https://doi.org/10.1016/
j.jbi.2023.104373

Arooj, M., Imran, S., Inam-Ur-Raheem, M., Rajoka, M.S.R., Sameen, A.,
Siddique, R., Sahar, A., 2021. Lotus Seeds (Nelumbinis Semen) as an
Emerging Therapeutic Seed: A Comprehensive Review. Food Science
and Nutrition. 9(7), 3971–3987. https://doi.org/10.1002/fsn3.2313

Bays, H.E., Bindlish, S., Clayton, T.L., 2023. Obesity, Diabetes Mellitus,
and Cardiometabolic Risk: An Obesity Medicine Association (OMA)
Clinical Practice Statement (CPS) 2023. Obesity Pillars. 5, 100056.
https://doi.org/10.1016/j.obpill.2023.100056

Chen, S., Fang, L., Xi, H., Guan, L.L., Fang, J.-M., Liu, Y.-L., Wu, B.,
Li, S., 2012. Simultaneous Qualitative Assessment and Quantitative
Analysis of Flavonoids in Various Tissues of Lotus (Nelumbo Nucifera)
Using High Performance Liquid Chromatography Coupled with
Triple Quad Mass Spectrometry. Analytica Chimica Acta. 724, 127–
162. https://doi.org/10.1016/j.aca.2012.02.051

Chouaibi, M., Mahfoudhi, N., Rezig, L., Donsì, F., Ferrari, G., Hamdi, S.,
2012. Nutritional Composition of Zizyphus Lotus L. Journal of the
Science of Food and Agriculture. 92(6), 1171–1177. https://doi.org/
10.1002/jsfa.4659

Daina, A., Michielin, O., Zoete, V., 2017. SwissADME: A Free Web
Tool to Evaluate Pharmacokinetics, Drug-Likeness and Medicinal
Chemistry Friendliness of Small Molecules. Scientific Reports. 7(1),
42717. https://doi.org/10.1038/srep42717

Duca, L.M., Sippl, R.M., Snell-Bergeon, J.K., 2013. Is the Risk and
Nature of CVD the Same in Type 1 and Type 2 Diabetes? Current
Diabetes Reports. 13(3), 350–361. https://doi.org/10.1007/s11892

-013-0380-1
Ennezat, P.-V., Guerbaai, R.-A., Maréchaux, S., Thierry, H., Lejem-

tel, P., Francois., 2022. Extent of Low-Density Lipoprotein
Cholesterol Reduction and All-Cause and Cardiovascular Mortality
Benefit: A Systematic Review and Meta-Analysis. Journal of Car-
diovascular Pharmacology. 81(1), 35–44. https://doi.org/10.1097/
fjc.0000000000001345

Ge, X., Jung, D., Yao, R., 2020. ShinyGO: A Graphical Gene-Set
Enrichment Tool for Animals and Plants. Bioinformatics. 36(8),
2628–2657. https://doi.org/10.1093/bioinformatics/btz931

Guo, H., 2009. Cultivation of Lotus (Nelumbo Nucifera Gaertn. Ssp.
Nucifera) and Its Utilization in China. Genetic Resources and
Crop Evolution. 56(3), 323–353. https://doi.org/10.1007/s10722
-008-9366-2

Jebari-Benslaiman, Shifa, U., Galicia-Garcia, A., Larrea-Sebal, J.R.,
Olaetxea, I., Alloza., 2022. Pathophysiology of Atherosclerosis.
International Journal of Molecular Sciences. 23(6), 3346. https://
doi.org/10.3390/ijms23063346

Kanehisa, M., M, F., M, F., Y, S., M, I.-W., M, T., 2021. KEGG:
integrating viruses and cellular organisms. Nucleic Acids Research. 49,
545–551. https://doi.org/10.1093/nar/gkaa970

Kanu, P., John, J.Z., Bahsoon, J., Kanu, J.B., Kandeh., 2010.
Nutraceutical Importance of Sesame Seed and Oil: A Review of the
Contribution of Their Lignans. Sierra Leone Journal of Biomedical
Research. 2(1), 4–16. https://doi.org/10.4314/sljbr.v2i1.56583

Kersten, S., Stienstra, R., 2017. The Role and Regulation of the
Peroxisome Proliferator Activated Receptor Alpha in Human Liver.
Biochimie. 136, 75–84. https://doi.org/10.1016/j.biochi.2016.12
.019

Lechner, K., Schacky, C.V., Mckenzie, A.L., Worm, N., Nixdorff, U.,
Lechner, B., Kränkel, N., Halle, M., Krauss, R.M., Scherr, J.,
2020. Lifestyle Factors and High-Risk Atherosclerosis: Pathways
and Mechanisms beyond Traditional Risk Factors. European Journal
of Preventive Cardiology. 27(4), 394–406. https://doi.org/10.1177/
2047487319869400

Lin, S., and Lin Y, W.Z., S, G., S>S, H., J, H., 2019. Bound
phenolics from fresh lotus seeds exert anti-obesity effects in 3T3-
L1 adipocytes and high-fat diet-fed mice by activation of AMPK.
Journal of Functional Foods. 58, 74–84. https://doi.org/10.1016/
j.jff.2019.04.054

Mering, V., Christian, M.A., Huynen, D., Jaeggi, S., Schmidt., 2003.
STRING: A Database of Predicted Functional Associations between
Proteins. Nucleic Acids Research. 31(1), 258–261. https://doi.org/
10.1093/nar/gkg034

Ochoa, D., Hercules, A., Carmona, M., Suveges, D., Baker, J.,
Malangone, C., Lopez, I., 2022. The Next-Generation Open Targets
Platform: Reimagined, Redesigned, Rebuilt. Nucleic Acids Research.
51D, D1353–D1359. https://doi.org/10.1093/nar/gkac1046

Oliveros, J., 2007-2015. Venny. An interactive tool for comparing lists
with Venn’s diagrams. https://bioinfogp.cnb.csic.es/tools/venny/index
.html

Pan, Q., Zhong, Z., Zhang, C.-Y., Tian, T., Yu, Z., Li, X.-L., Chai., 2021.
Effect and Signaling Pathways of Nelumbinis Folium in the Treatment
of Hyperlipidemia Assessed by Network Pharmacology. World Journal
of Traditional Chinese Medicine. 7(4), 445. https://doi.org/10.4103/
2311-8571.328619

Patni, N., 2023. Therapies for Lowering Low-Density Lipoprotein
Cholesterol. Springer EBooks, 51–61. https://doi.org/10.1007/978-3
-031-24113-0_6

Ritchie, H., 2018. “Causes of Death.” Our World in Data. https://
ourworldindata.org/causes-of-death February 14, 2018.

Sivalingam, K., Paramasivan, P., Weng, C.F., padma, V.V., 2017.

N a t u r a l R e s o u r c e s f o r H u m a n H e a l t h 2023, 3, 469–476 | 475

https://doi.org/10.53365/nrfhh/175559
https://doi.org/10.1038/ncomms8060
https://doi.org/10.3389/fphar.2020.578970
https://doi.org/10.3389/fphar.2020.578970
https://doi.org/10.1016/j.jbi.2023.104373
https://doi.org/10.1016/j.jbi.2023.104373
https://doi.org/10.1002/fsn3.2313
https://doi.org/10.1016/j.obpill.2023.100056
https://doi.org/10.1016/j.aca.2012.02.051
https://doi.org/10.1002/jsfa.4659
https://doi.org/10.1002/jsfa.4659
https://doi.org/10.1038/srep42717
https://doi.org/10.1007/s11892-013-0380-1
https://doi.org/10.1007/s11892-013-0380-1
https://doi.org/10.1097/fjc.0000000000001345
https://doi.org/10.1097/fjc.0000000000001345
https://doi.org/10.1093/bioinformatics/btz931
https://doi.org/10.1007/s10722-008-9366-2
https://doi.org/10.1007/s10722-008-9366-2
https://doi.org/10.3390/ijms23063346
https://doi.org/10.3390/ijms23063346
https://doi.org/10.1093/nar/gkaa970
https://doi.org/10.4314/sljbr.v2i1.56583
https://doi.org/10.1016/j.biochi.2016.12.019
https://doi.org/10.1016/j.biochi.2016.12.019
https://doi.org/10.1177/2047487319869400
https://doi.org/10.1177/2047487319869400
https://doi.org/10.1016/j.jff.2019.04.054
https://doi.org/10.1016/j.jff.2019.04.054
https://doi.org/10.1093/nar/gkg034
https://doi.org/10.1093/nar/gkg034
https://doi.org/10.1093/nar/gkac1046
https://bioinfogp.cnb.csic.es/tools/venny/index.html
https://bioinfogp.cnb.csic.es/tools/venny/index.html
https://doi.org/10.4103/2311-8571.328619
https://doi.org/10.4103/2311-8571.328619
https://doi.org/10.1007/978-3-031-24113-0_6
https://doi.org/10.1007/978-3-031-24113-0_6
https://ourworldindata.org/causes-of-death
https://ourworldindata.org/causes-of-death


Bhupathie et al View Article Online

Neferine Potentiates the Antitumor Effect of Cisplatin in Human
Lung Adenocarcinoma Cells Via a Mitochondria-Mediated Apoptosis
Pathway. Journal of Cellular Biochemistry. 118(9), 2865–2876.
https://doi.org/10.1002/jcb.25937

Tosur, Mustafa, J.M., Viau-Colindres, M., Astudillo, M.J., Redondo, S.K.,
Lyons., 2020. Medication-Induced Hyperglycemia: Pediatric Perspec-
tive. BMJ Open Diabetes Research & Care. 8(1), e000801. https://
doi.org/10.1136/bmjdrc-2019-000801

Van Raalte, Daniël, H., Shelley, D., Minteer, P.H., Pritchard, K.M.,
Wasan., 2004. Peroxisome Proliferator-Activated Receptor (PPAR)-
Alpha: A Pharmacological Target with a Promising Future. Phar-
maceutical Research. 21(9), 1531–1569. https://doi.org/10.1023/b:

pham.0000041444.06122.8d
Wang, Q., Zheng, Y., Zhuang, W., Lu, X., Luo, X., Zheng, B., 2018.

Genome-Wide Transcriptional Changes in Type 2 Diabetic Mice
Supplemented with Lotus Seed Resistant Starch. Food Chemistry.
264, 427–461. https://doi.org/10.1016/j.foodchem.2018.05.056

WHO., 2021. Cardiovascular Diseases (CVDs).” Www.Who.Int.
https://www.who.int/news-room/fact-sheets/detail/cardiovascular
-diseases-(cvds

Yuanyuan, S., Qiong, B., Hongxun, T., Xu, B., 2023. Prospects for the
Application of Traditional Chinese Medicine Network Pharmacology
in Food Science Research. Journal of the Science of Food and
Agriculture. 103, 5183–5200. https://doi.org/10.1002/jsfa.12541

N a t u r a l R e s o u r c e s f o r H u m a n H e a l t h 2023, 3, 469–476 | 476

https://doi.org/10.53365/nrfhh/175559
https://doi.org/10.1002/jcb.25937
https://doi.org/10.1136/bmjdrc-2019-000801
https://doi.org/10.1136/bmjdrc-2019-000801
https://doi.org/10.1023/b:pham.0000041444.06122.8d
https://doi.org/10.1023/b:pham.0000041444.06122.8d
https://doi.org/10.1016/j.foodchem.2018.05.056
https://www.who.int/news-room/fact-sheets/detail/cardiovascular-diseases-(cvds
https://www.who.int/news-room/fact-sheets/detail/cardiovascular-diseases-(cvds
https://doi.org/10.1002/jsfa.12541

	Introduction
	Materials and Methodology
	Compound selection
	Target Identification
	Protein-Protein Interaction Network
	Gene and Pathway Enrichment Analysis

	Results  and discussion
	Target Identification
	Protein-Protein Interaction (PPI) Network
	Gene and Pathway Enrichment Analysis

	Conclusion
	Appendix. SUPPLEMENTARY INFORMATION

