
diverse pharmacological properties.2 The bioactive compound 
berberine, isolated from B. aristata, has garnered significant 
attention due to its broad spectrum of biological activities, 
including anti-diabetic,3 anti-inflammatory,4 and antioxidant 
effects.5 However, the precise molecular mechanisms and 
potential therapeutic targets through which B. aristata exerts 
its anti-diabetic effects remain inadequately understood.

Network pharmacology, an promising field that integrates 
systems biology and polypharmacology, offers a comprehensive 
approach to unravel the multifaceted relations among bioactive 
compounds and multiple biological targets.6 By constructing 
and analyzing networks of relations, network pharmacology 
can identify key nodes and pathways that underpin the 
therapeutic effects of medicinal plants. This holistic approach 

INTRODUCTION 
Diabetes mellitus (DM) is a persistent metabolic disorder 
distinguished by hyperglycemia resulting from defects in 
insulin secretion. The universal occurrence of diabetes has 
reached epidemic proportions, necessitating the exploration 
of novel therapeutic approaches to manage and mitigate 
its complications. Conventional anti-diabetic medications, 
while effective, are often associated with adverse effects and 
limitations in long-term efficacy. This underscores the need for 
alternative treatments, particularly those derived from natural 
products with multi-target therapeutic potential.1

Berberis aristata, normally recognized as Indian barberry 
or tree turmeric, is a medicinal plant traditionally used in 
Ayurveda and other indigenous medical systems for its 
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aligns well with the multi-component and multi-target nature 
of herbal medicines, providing deeper insights into their 
mechanisms of action.7

We employ a network pharmacology-based approach to 
discover the probable targets and mechanisms of B. aristata in 
the context of diabetes mellitus. We aim to create a bioactive 
target network to identify key bioactive constituents and their 
interacting protein targets. Furthermore, we seek to elucidate 
the biological pathways and processes modulated by these 
interactions, thereby providing a mechanistic origin for the 
anti-diabetic effects of B. aristata.

Through this integrative approach, we aim to bridge the 
gap among traditional knowledge and modern biomedical 
research, contributing to the development of effective and safe 
natural therapies for diabetes management. The result of this 
examination have the prospective to enhance our perceptive 
of Berberis aristata’s pharmacological profile and pave the 
way for its incorporation into contemporary anti-diabetic 
treatment strategies.

METHODOLOGY

Collection of Bioactive Compounds
To comprehensively gather information on the bioactive 
constituents of Berberis aristata, extensive investigations were 
conducted in the PubMed database using both the botanical 
name “Berberis aristata” and associated substance terms. This 
method ensured a thorough collection of relevant scientific 
literature. Additionally, data on bioactive compounds were 
sourced from specialized phytochemistry databases, namely 
the IMPPAT database8 and the KnapSack9 database. These 
databases provided a wealth of information on the variety of 
bioactive compounds present in Berberis aristata, which are 
essential for understanding its medicinal properties.
Identification of Potential Targets and Genes Associated 
with Disease
To identify potential targets for the bioactive compounds 
found in Berberis aristata, we employed the Swiss Target 
Prediction10 and STITCH11 databases. These resources are 
instrumental in predicting the connections among bioactive 
compounds and their potential protein targets in the human 
body. Concurrently, disease-related genes were acquired from 
the OMIM12 and Gene Cards databases.13 OMIM provides 
comprehensive information on genetic disorders and the genes 
involved, while Gene Cards offers a detailed compilation of 
human genes and their functions. To determine the intersection 
between potential targets of the bioactive compounds and 
disease-related genes, venn diagram analysis was used.14 This 
approach helped identify common targets that could be crucial 
for therapeutic interventions.
Pathway Analysis using DAVID Database
A pathway analysis was conducted to determine the biological 
processes affected by the discovered genes. The evaluation was 
conducted utilizing the DAVID database,15 which consolidates 
many bioinformatics tools for the functional study of extensive 

gene lists. The pathways linked to the discovered genes were 
retrieved from various databases, such as KEGG, biological 
processes, molecular functions, and cellular components. The 
importance of these pathways was evaluated utilizing adjusted 
p-values, which offered a statistical indication of the pathways 
that are most likely affected by the bioactive components of 
B. aristata.
Network Construction using Cytoscape
A network was created employing Cytoscape version 
3.10.1, a robust bioinformatics software platform designed 
for visualizing intricate networks, in order to depict the 
connections between genes and their corresponding pathways. 
Within this network, the source nodes were designated to 
represent bioactive substances, whereas the target nodes 
were designated to represent genes and proteins. Hub 
genes, characterized by their extensive interconnectedness, 
were found through the STRING database. The created 
network not only yielded valuable insights into the complex 
gene relationships but also enabled future investigation of 
possibilities for molecular pathways and biological targets for 
the treatment of diabetes mellitus.16

RESULTS AND DISCUSSION

Identification of Bioactive Compounds in B. aristata
Bioactive compounds shown in Table 1 presents in B. aristata 
botanicals

B. aristata, an endangered high-value medicinal shrub, has 
been used by Ayurveda practitioners for thousands of years 
to treat various health conditions, including wounds, diabetes, 
urinary tract infections and cancer. It has also been found to 
help manage diabetes by improving lipid profile and insulin 
resistance in overweight patients. Berberis aristata’s edible 

Table 1: Botanical – Bioactive

S. No. Botanicals NAME PubChem CID
1 B. aristata Tetrahydropalmatine 5417
2 B. aristata Rutin 5280805
3 B. aristata Quercetin 5280343
4 B. aristata Promoline 362574
5 B. aristata Palmatine 19009
6 B. aristata Pakistanine 193239
7 B. aristata Oxyacanthine 11066
8 B. aristata Meratin 122361330
9 B. aristata Jatrorrhizine 72323
10 B. aristata Chlorogenic acid 1794427
11 B. aristata Chitraline 157105
12 B. aristata beta-Hydrastine 197835
13 B. aristata Berberine 2353
14 B. aristata Berbamine 275182
15 B. aristata Berberine 2353
16 B. aristata 1-O-Methylpakistanine 181478
17 B. aristata (+/-)-Karachine 630739
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fruits are rich in vitamin C, and have a bitter taste. B. aristata 
is also used for non-culinary purposes, such as making yellow 
tannin dye from the root and stem, using the wood as fuel, and 
making fencing. Despite its endangered status, B. aristata has 
significant traditional uses in treating inflammation, wound 
healing, skin diseases, jaundice, and eye infections.
Identification of Potential Targets and Disease-Related 
Genes
A total of 44 targets were discovered represented in Table 2.  
15888 Genes linked with diseases were gathered from the 
Gene card and OMIM databases. Figure 1, the Venn diagram 
analysis, helped identify shared genes between possible targets 
and disease-related genes, offering insights into the molecular 
pathways that contribute to the treatment effects of diabetes 
mellitus. Analysis revealed the presence of 36 genes that are 
often shared. MMP2 XDH SLC22A2 MAOA DRD3 CHRM1 
ADRA1A HTR1A MMP13 AKR1B10 SLC47A1 ACHE 
HTR2B HTR6 CYP2C19 CYP2C9 CDK4 HTR5A MMP12 
AKR1B1 DRD1 NOX4 AVPR2 ADRA2B SLC18A2 OPRM1 
BCHE CDK2 SIGMAR1 MAOB F3 APP ADRA2A HTR2A 
ADRA2C DRD2.

B. aristata contains compounds that interact with various 
receptors, enzymes, and proteins in the body, potentially 
contributing to its therapeutic effects. These compounds 
include tetrahydropalmatine, rutin, quercetin, promoline, 
palmatine, pakistanine, oxyacanthine, chlorogenic acid, 
chitraline, beta-hydroxydrastine, and (+/-)-karachine. While 
traditional knowledge supports many of these uses, scientific 
research continues to explore the full potential of B. aristata. 
It is important to consult a healthcare professional before using 
any herbal remedies or supplements.

The venn diagram illustrates the relationship between 
targets and genes, with targets consisting of 8 elements 
and genes consisting of 15,888 elements. The overlapping 
section between the circles contains 36 common elements, 
highlighting the uniqueness of each category and what they 
share in common.17

GO Enrichment and Pathway Analysis 
The top 10 pathways with the highest relevance for all data 
in Tables 3, 4, 5, and 6 were chosen using corrected p-values. 
This selection offers a thorough insight into the molecular 
mechanisms behind the pharmacological effects of diabetes 
mellitus.18

Table 2:  Bioactives and identified targets

S. No. Bioactive Targets

1 Tetrahydropalmatine DRD1

2 Tetrahydropalmatine DRD2

3 Tetrahydropalmatine SIGMAR1

4 Tetrahydropalmatine F3

5 Rutin NMUR2

6 Rutin ADRA2A

7 Rutin ADRA2C

8 Rutin ACHE

9 Quercetin NOX4

10 Quercetin AVPR2

11 Quercetin AKR1B1

12 Quercetin XDH

13 Quercetin MAOA

14 Promoline SLC47A1

15 Promoline CHRNA4 CHRNB2

16 Promoline CHRNA3 CHRNB4

17 Promoline CHRNB4 CHRNA2

18 Promoline CHRNA3 CHRNB2

19 Promoline SLC6A3

20 Palmatine HTR2B

21 Palmatine BCHE

22 Pakistanine ADRA1A

23 Pakistanine HTR1A

24 Oxyacanthine ADRA2B

25 Oxyacanthine CHRM1

26 Chlorogenic acid MMP13

27 Chlorogenic acid MMP2

28 Chlorogenic acid APP

29 Chlorogenic acid MMP12

30 Chlorogenic acid AKR1B10

31 Chitraline HTR7

32 Chitraline HTR2A

33 Chitraline DRD3

34 Chitraline HTR6

35 Chitraline OPRM1

36 Chitraline HTR5A

37 beta-Hydrastine CYP2C19

38 beta-Hydrastine SLC22A2

39 beta-Hydrastine CDK2

40 beta-Hydrastine CDK4

41 beta-Hydrastine MAOB

42 beta-Hydrastine CYP2C9

43 (+-)-Karachine SLC18A2

44 (+-)-Karachine CHRM4Figure 1: Venn diagram
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They have a common structure and can be bind to ligands, 
allowing them to interact with G-proteins. GPCRs respond to 
xenobiotic stimuli, adenylate cyclase-activating adrenergic 
receptors, ERK1 and ERK2 cascades, chemical synaptic 
transmission, cell proliferation, phospholipase C-activating 
GPCRs, and the behavioral response to cocaine. These 
pathways play a crucial role in cellular responses to foreign 
substances, xenobiotics, and drug exposure. B. aristata’s 
bioactive compounds have various effects on various 
physiological processes. G-protein-coupled receptor signaling 
pathway (GPCRs) is crucial for cellular communication, 
triggering downstream signaling cascades that affect various 
physiological processes. Xenobiotic stimuli, such as drugs 
and toxins, can be influenced by the plant’s compounds. 
The GPCR pathway, coupled to cyclic nucleotide second 
messenger, regulates cell growth, neurotransmission, 
and hormone signaling. Adrenergic receptors respond to 
adrenaline and noradrenaline, affecting heart rate, blood 
pressure, and metabolism. The ERK1/2 pathway is essential 
for cell proliferation, differentiation, and survival. Chemical 
synaptic transmission involves neurotransmitters transmitting 
signals between neurons. The plant’s compounds may impact 
neuronal communication. Cell proliferation can be inhibited or 
promoted, depending on the context. Phospholipase C (PLC) 
activation leads to intracellular calcium release, influencing 

cellular responses. The behavioral response to cocaine suggests 
an impact on behavior related to exposure and potential effects 
on the nervous system. It is important to consult a healthcare 
professional before using any herbal remedies or supplements.19

They act as guanine nucleotide exchange factors (GEFs) 
when a ligand binds, activating an connected G protein by 
substitute bound GDP for a GTP. GPCRs also play a role in 
redox reactions, acting as signal transducers. They regulate 
cellular communication, modulating intracellular signaling 
pathways and coordinating responses to extracellular stimuli. 
GPCRs also play a crucial role in neurotransmission, detecting 
neurotransmitters and initiating downstream signaling events. 
They interact with G proteins, specifically binding to the 
α subunit, and are involved in redox reactions. Serine-type 
endopeptidase activity and alpha2-adrenergic receptor activity 
are also important in cellular processes. B. aristata’s molecular 
function (MF) pathways provide insights into the plant’s 
bioactive compounds. Protein binding is essential for signaling, 
enzymatic activity, and structural stability. Oxidoreductases 
are enzymes involved in redox reactions, playing a role in 
metabolism, energy production, and detoxification. G-protein 
coupled receptor (GPCR) activity regulates processes 
like neurotransmission, hormone response, and immune 
function. G-protein coupled serotonin receptor activity 
mediates serotonin’s effects on mood, behavior, and other 
physiological functions. Neurotransmitter receptor activity 

Table 3: Findings from the research of biological process pathways

S. No. Term p-value
1 GPCR signal 0.0000378
2 response to xenobiotic stimulus 0.0000000125

3 GPCR signal pathway with cAMP 
messenger 0.00000000000577

4 Adrenaline receptor signaling 0.000000000000419
5 + ERK1 and ERK2 flow 0.00000284
6 chemical synaptic transmission 0.00000314
7 -  regulation of cell propagation 0.000114
8 + regulation of cell propagation 0.000266

9 GPCR with PL-C messenger 
signaling pathway 0.000000799

10 behavioral response to cocaine 0.00000198

Table 4: Findings from the research of molecular function pathways

S. No. Term p-value
1 Protein binding 0.032309226
2 Oxidoreductase activity 0.00000244
3 GPCR activity 0.00231573
4 GPCR serotonin receptor activity 0.000000000418
5 Neurotransmitter receptor activity 0.000000343
6 Serotonin binding 0.000000953
7 G-protein alpha-subunit binding 0.0000229
8 Flavin adenine dinucleotide binding 0.000269
9 Serine-type endopeptidase activity 0.004955232
10 Alpha2-adrenergic receptor activity 0.00001

Table 5: Findings from the research of cellular component pathways

S. No. Term p-value
1 Plasma membrane 3.00E-08
2 Membrane 0.014676
3 Dendrite 3.88E-08
4 Synapse 1.69E-06
5 Extracellular space 0.01418
6 Endosome 0.001849
7 Axon 0.002959
8 Glutamatergic synapse 0.005259
9 Presynaptic membrane 0.001562
10 Perikaryon 0.002446

Table 6: Findings from the research of KEGG path examination

S. No. Term p-value
1 Neuroactive ligand-receptor interaction 1.11E-11
2 Serotonergic synapse 5.78E-12
3 Calcium signaling pathway 2.80E-04
4 Dopaminergic synapse 1.10E-04
5 Cocaine addiction 2.89E-05
6 Alcoholism 0.004804622
7 cAMP signaling pathway 0.009007861
8 Parkinson disease 0.015898706
9 Amphetamine addiction 0.002033794
10 Drug metabolism - cytochrome P450 0.002297756
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binds neurotransmitters, modulating neuronal communication 
and influencing behavior. Serotonin binding affects mood, 
appetite, and sleep. G-protein alpha-subunit binding is crucial 
for GPCR signaling. Flavin adenine dinucleotide (FAD) 
binding is involved in redox reactions and energy metabolism. 
Serine-type endopeptidase activity cleaves peptide bonds 
within proteins, regulating blood clotting, digestion, and 
immune responses. Alpha2-adrenergic receptor activity 
responds to norepinephrine and regulates sympathetic nervous 
system activity, affecting blood pressure, blood flow, and stress 
responses. These molecular functions highlight the diverse 
roles of B. aristata’s bioactive compounds.20

GPCRs are receptors found in var ious cellular 
compartments, including the plasma membrane, dendrites, 
synapses, extracellular space, endosomes, axons, glutamatergic 
synapses, presynaptic membrane, and perikaryon. They detect 
extracellular signals and initiate intracellular responses, 
affecting neuronal communication, synaptic function, and 
overall cellular physiology. GPCRs on dendrites can respond 
to neurotransmitters, while synapses detect neurotransmitters 
released from presynaptic neurons. They can also be 
internalized into endosomes, affecting signaling duration 
and desensitization. Their diverse roles extend beyond the 
plasma membrane. The cellular components (CC) pathways 
analysis provides a comprehensive understanding of the cell’s 
organization and function. The plasma membrane, a cellular 
component that surrounds the cell and regulates molecule 
movement, is crucial for maintaining cell integrity. Membranes, 
including the plasma membrane, organelle membranes, and 
vesicle membranes, are essential for compartmentalization 
and transport within cells. Dendrites, specialized extensions 
of nerve cells, receive signals from other neurons and play a 
key role in transmitting information within the nervous system. 
Synapses are junctions between neurons or target cells, where 
neurotransmitters are released to transmit signals. Extracellular 
space, the area outside cells, is essential for communication 
and exchange between cells. Endosomes are membrane-bound 
compartments involved in sorting and trafficking molecules, 
and axons are long projections of neurons that carry electrical 
impulses away from the cell body. Glutamatergic synapses 
use the neurotransmitter glutamate, involved in excitatory 
signaling in the brain and playing a role in learning, memory, 
and neural plasticity. The presynaptic membrane, a specialized 
region of the axon terminal, releases neurotransmitters into 
the synapse, essential for communication between neurons.21

They transmit signals from extracellular ligands to 
intracellular effectors, modulating synaptic transmission and 
behavior. GPCRs also respond to serotonin, a neurotransmitter 
involved in mood regulation and sleep. They can activate 
calcium signaling pathways, leading to changes in intracellular 
calcium levels and downstream effects. GPCRs also play 
a role in Parkinson’s disease, amphetamine addiction, and 
drug metabolism.The neuroactive ligand-receptor interaction 
pathway is a crucial part of cell signaling and communication 
within the nervous system. It examines the interactions between 
various ligands and their receptors, such as neurotransmitters 

and hormones. The serotonergic synapse pathway examines 
serotonin receptors and their downstream effects. The calcium 
signaling pathway investigates how calcium levels are 
regulated and their impact on cell function. The dopaminergic 
synapse pathway delves into dopamine receptors and their 
signaling pathways. The alcoholism pathway examines the 
impact of alcohol consumption on the brain and other organs, 
including processes related to alcohol metabolism, oxidative 
stress, and addiction. The cAMP signaling pathway covers 
cAMP production, downstream targets, and their effects on cell 
function. Parkinson’s disease, a neurodegenerative disorder, 
explores factors related to dopamine dysfunction and neuronal 
degeneration. Amphetamine addiction relates to the effects of 
amphetamines on the brain, including altered neurotransmitter 
release, receptor activation, and addiction-related changes. 
The drug metabolism - cytochrome P450 pathway covers drug 
metabolism and detoxification processes. These pathways offer 
valuable insights into cellular mechanisms, disease processes, 
and drug interactions.22

Network Construction using Cytoscape
Hub genes identified using the STRING database.

The protein-protein interaction (PPI) analysis conducted 
via STRING unveiled a network of interactions among the 
potential protein targets identified for the bioactive compounds 
of B. aristata in the context of diabetes mellitus. The analysis 
elucidated the complex interplay and connectivity among 
these proteins, highlighting key nodes with high degrees of 
interaction. By exploring the PPI network, several densely 
connected clusters of proteins were identified, indicating 
potential functional modules or pathways involved in the 
anti-diabetic mechanisms of B. aristata. Moreover, the 
analysis provided insights into the protein associations and 
their relevance to diabetes-related processes such as glucose 
homeostasis, insulin signaling, and inflammation.
The Cytoscape analysis revealed a comprehensive botanical-
targets-diabetes mellitus disease network, highlighting the 
intricate relationships between the bioactive compounds of B. 
aristata and their potential protein targets involved in diabetes 
mellitus. The constructed network identified several key hub 
genes, which are highly interconnected and likely play pivotal 
roles in mediating the anti-diabetic effects of B. aristata. 
Notably, the analysis pinpointed critical pathways such as the 
insulin signaling pathway, the AMPK signaling pathway, and 
the PPAR signaling pathway. These pathways are essential for 
glucose metabolism, insulin sensitivity, and overall metabolic 
regulation. The identification of these hub genes and pathways 
provides valuable insights into the molecular mechanisms 
through which B. aristata exerts its therapeutic effects, paving 
the way for further validation and potential development of 
targeted anti-diabetic therapies.23

CONCLUSION
In conclusion, the current examination offers a ample 
understanding of the potential therapeutic effects of B. 
aristata in the management of diabetes mellitus. Through the 
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identification of bioactive compounds and their interaction 
with specific protein targets, as well as the elucidation of 
relevant molecular pathways, our results give emphasis on 
the mechanisms underlying the anti-diabetic properties of B. 
aristata.

The analysis exposed a miscellaneous collection of 
bioactive compounds present in B. aristata, including 
tetrahydropalmatine, rutin, quercetin, and berberine, among 
others, each with the potential to modulate key molecular 
targets implicated in diabetes mellitus. By targeting receptors, 
enzymes, and signaling pathways involved in glucose 
homeostasis, insulin sensitivity, and inflammatory processes, 
these bioactive compounds offer promising avenues for the 
development of novel anti-diabetic therapies.

Furthermore, the network analysis highlighted the 
interconnectedness of these molecular targets, emphasizing 
the complex but orchestrated nature of B. aristata’s 
pharmacological effects. Hub genes identified within the 
network, such as DRD1, NOX4, and MMP2, provide valuable 
insights into the central nodes governing the biological 
responses to B. aristata compounds.

Additionally, pathway analysis uncovered the involvement 
of crucial biological processes and signaling pathways, including 
GPCR signaling, calcium signaling, and neurotransmitter 
receptor activity, further elucidating the mechanisms through 
which B. aristata exerts its therapeutic effects on diabetes 
mellitus.

Overall, our study bridges traditional knowledge with 
modern scientific approaches, providing a molecular basis 
for the traditional use of B. aristata in diabetes management. 
These findings underscore the potential of B. aristata as a 
source of novel anti-diabetic agents and lay the groundwork for 
future research and development in this field. However, further 
experimental validation and clinical studies are warranted to 
fully harness the therapeutic potential of B. aristata in the 
treatment of diabetes mellitus.

REFERENCES
1. Antar SA, Ashour NA, Sharaky M, Khattab M, Ashour NA, 

Zaid RT, Roh EJ, Elkamhawy A, Al-Karmalawy AA. Diabetes 
mellitus: Classification, mediators, and complications; A 
gate to identify potential targets for the development of new 
effective treatments. Biomedicine & Pharmacotherapy. 2023 
Dec 1;168:115734. https://doi.org/10.1016/j.biopha.2023.115734

2. Bhasin J, Thakur B, Kumar S, Kumar V. Tree Turmeric: A Super 
Food and Contemporary Nutraceutical of 21st Century–A Laconic 
Review. Journal of the American Nutrition Association. 2022 Oct 
3;41(7):728-46.https://doi.org/10.1080/07315724.2021.1958104

3. Roshanravan B, Yousef izadeh S, Apaydin Yildirim B, 
Farkhondeh T, Amirabadizadeh A, Ashrafizadeh M, Talebi 
M, Samarghandian S. The effects of Berberis vulgaris L. 
and Berberis aristata L. in metabolic syndrome patients: a 
systematic and meta-analysis study. Archives of Physiology and 
Biochemistry. 2023 Mar 4;129(2):393-404. https://doi.org/10.108
0/13813455.2020.1828482

4. Jahan F, Alvi SS, Islam MH. Berberis aristata and its secondary 
metabolites: Insights into nutraceutical and therapeutical 

applications. Pharmacological Research-Modern Chinese 
Medicine. 2022 Dec 1;5:100184. https://doi.org/10.1016/j.
prmcm.2022.100184

5. Kumari S. Investigating the antioxidant and anticancer effect 
of alkaloids isolated from root extracts of Berberis aristata. 
Chemical Data Collections. 2022 Feb 1;37:100805. https://doi.
org/10.1016/j.cdc.2021.100805

6. Zhao L, Zhang H, Li N, Chen J, Xu H, Wang Y, Liang Q. 
Network pharmacology, a promising approach to reveal the 
pharmacology mechanism of Chinese medicine formula. Journal 
of ethnopharmacology. 2023 Jun 12;309:116306.https://doi.
org/10.1016/j.jep.2023.116306

7. Zhao L, Zhang H, Li N, Chen J, Xu H, Wang Y, Liang Q. 
Network pharmacology, a promising approach to reveal the 
pharmacology mechanism of Chinese medicine formula. Journal 
ofethnopharmacology. 2023 Jun 12;309:116306. https://doi.
org/10.1016/j.jep.2023.116306

8. Vivek-Ananth RP, Mohanraj K, Sahoo AK, Samal A. IMPPAT 
2.0: an enhanced and expanded phytochemical atlas of Indian 
medicinal plants. ACS omega. 2023 Feb 23;8(9):8827-45. https://
doi.org/10.1021/acsomega.3c00156

9. Hijikata A, Shionyu‐Mitsuyama C, Nakae S, Shionyu M, Ota 
M, Kanaya S, Hirokawa T, Nakajima S, Watashi K, Shirai T. 
Evaluating cepharanthine analogues as natural drugs against 
SARS‐CoV‐2. FEBS Open Bio. 2022 Jan;12(1):285-94. https://
doi.org/10.1002/2211-5463.13337

10. Gfeller D, Grosdidier A, Wirth M, Daina A, Michielin O, Zoete 
V. Swiss Target Prediction: a web server for target prediction 
of bioactive small molecules. Nucleic acids research. 2014 Jul 
1;42(W1):W32-8.https://doi.org/10.1093/nar/gku293

11. Kuhn M, von Mering C, Campillos M, Jensen LJ, Bork P. 
STITCH: interaction networks of chemicals and proteins. Nucleic 
acids research. 2007 Dec 15;36(suppl_1):D684-8.https://doi.
org/10.1093/nar/gkm795

12. Hamosh A, Scott AF, Amberger JS, Bocchini CA, McKusick VA. 
Online Mendelian Inheritance in Man (OMIM), a knowledgebase 
of human genes and genetic disorders. Nucleic acids research. 
2005 Jan 1;33(suppl_1):D514-7.https://doi.org/10.1093/nar/gki033

13. Safran M, Dalah I, Alexander J, Rosen N, Iny Stein T, Shmoish M, 
Nativ N, Bahir I, Doniger T, Krug H, Sirota-Madi A. GeneCards 
Version 3: the human gene integrator. Database. 2010 Jan 1;2010.
https://doi.org/10.1093/database/baq020

14. Jia A, Xu L, Wang Y. Venn diagrams in bioinformatics. 
Briefings in bioinformatics. 2021 Sep;22(5):bbab108.https://doi.
org/10.1093/bib/bbab108

15. Dennis G, Sherman BT, Hosack DA, Yang J, Gao W, Lane HC, 
Lempicki RA. DAVID: database for annotation, visualization, 
and integrated discovery. Genome biology. 2003 Sep;4:1-1. https://
doi.org/10.1186/gb-2003-4-9-r60

16. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage 
D, Amin N, Schwikowski B, Ideker T. Cytoscape: a software 
environment for integrated models of biomolecular interaction 
networks. Genome research. 2003 Nov 1;13(11):2498-504.http://
www.genome.org/cgi/doi/10.1101/gr.1239303.

17. Tare H, Vaidya V, Fulmali S, Jadhao S, Wankhade M, Bhise M. 
Transcriptomic Insight and Structural Integration: Repositioning 
FDA-Approved Methotrexate Derivative for Precision Therapy 
in Lung Cancer through Drug-Drug Similarity Analysis and 
Cavity-Guided Blind Docking. International Research Journal 
of Multidisciplinary Scope (IRJMS), 2024; 5(1 ): 631-639. 

18. Deore S, Kachave R, Gholap P, Mahajan K, Tare H. Computational 

https://doi.org/10.1016/j.biopha.2023.115734
https://doi.org/10.1080/07315724.2021.1958104
https://doi.org/10.1080/13813455.2020.1828482
https://doi.org/10.1080/13813455.2020.1828482
https://doi.org/10.1016/j.prmcm.2022.100184
https://doi.org/10.1016/j.prmcm.2022.100184
https://doi.org/10.1016/j.cdc.2021.100805
https://doi.org/10.1016/j.cdc.2021.100805
https://doi.org/10.1016/j.jep.2023.116306
https://doi.org/10.1016/j.jep.2023.116306


Network Pharmacology Based Approach for Berberis aristata

IJPQA, Volume 15 Issue 2, April - June 2024 Page 809

Identification of Methionyl-tRNASynthetase Inhibitors for 
Brucella melitensis: A Hybrid of Ligand-based Classic 3-Point 
Pharmacophore Screening and Structure Cavity Guided Blind 
Docking Approach. International Journal of Pharmaceutical 
Quality Assurance. 2023;14(4):1151-7.

19. Gaikwad A, Kayande N, Tare H, Udugade B, Kachave R. In-silico 
Design and Development of Multi-Target Agents Targeting 
Glycogen Synthase Kinase-3 Beta (GSK-3β) and Vascular 
Endothelial Growth Factor Receptor 2 for Acute Myeloid 
Leukemia. International Journal of Drug Delivery Technology. 
2023;13(4):1428-1434. 

20. Deore S, Wagh V, Tare H, Kayande N, Thube U. Molecular 
Docking Analysis of Potentilla fulgens Polyphenols against 
Estrogen Receptors Involved in Breast Cancer. International 
Journal of Pharmaceutical Quality Assurance. 2024;15(1):346-350.

21. Deore S, Wagh V, Thorat M, Bidkar S, Tare H. In-silico Discovery 

of Potential Dengue Type 2 Virus NS1 Inhibitors: A Natural 
Ligand Zingerone-Derived 3-Point Pharmacophore Screening and 
Structure-Guided Blind Docking Study. International Journal of 
Pharmaceutical Quality Assurance. 2024;15(1):414-420.

22. Mujawar T, Kayande N, Thube U, Belhekar S, Deshmukh N, 
Tare H. Unlocking Therapeutic Potential: A Comprehensive 
Exploration of FDA-Approved Sirolimus similars for Perivascular 
Epithelioid Cell Tumor Treatment through Transcriptomic 
Insight, Structural Integration, and Drug-Drug Similarity 
Analysis with Cavity-Guided Blind Docking. International 
Journal of Drug Delivery Technology. 2023;13(4):1194-1198.

23. Patil K, Nemade M, Bedse A, Chandra P, Ranjan R, Tare H, 
Bhise M. Virtual Screening, Molecular Docking, and ADMET 
Analysis of Flavonoids as a Potential Pi3k Inhibitor for Cancer 
Treatment. International Journal of Drug Delivery Technology. 
2023;13(3):966-70.


