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1.  INTRODUCTION
A recent outbreak of the global pandemic coronavirus 

disease 2019 (COVID-19) caused by a deadly virus named 
severe acute respiratory syndrome coronavirus 2 (SARS-
CoV-2) has offered extreme health threats extending the plight 
of human survival1-2. The stark reality comes with global death 
toll crossing 4,00,857, with 69,31,000 laboratory-confirmed 
positive cases by June 8, 2020 and the toll is climbing day 
by day3. This unprecedented event of rapid disease spread 
and fatality all over the globe have forced many countries to 
initiate prudent decision of complete lockdown for reducing 
the rate of infection and subsequent deaths. Presently, the 
global case fatality rate is around 4% which is varying in 
different countries4. The World Health Organisation (WHO) 
could not lensed to recommend any antiviral medicine and 
vaccine candidate for the prevention and treatment of this 
disease to date. Therefore, the scientists, clinicians, and all 
other researchers are desperately working towards inventing 
the potential antiviral components against SARS-CoV-2.

Several phytochemicals and natural products showed 
antiviral properties during the previous two coronavirus 
outbreaks (SARS-CoV in 2013 and MERS-CoV in 2012), 

influenza virus-induced seasonal epidemics and against dengue 
virus5-6. It was reported that preventive antiviral therapies 
with phytochemicals and other drugs like chloroquine, 
hydroxychloroquine, azithromycin, lopinavir/ritonavir, 
remdesivir, flavipiravir, teicoplanin , etc. for management 
of COVID-197. However, the roadmaps to get full proof of 
experimental results of the clinical trials for effective COVID-
19 treatment are still under process. Therefore, the prediction of 
potential inhibitors and target molecules to COVID-19 with a 
structure-based computational approach is urgently required to 
rebuild human lives and survival. To achieve this, several studies 
have been initiated in recent time to examine the potential of 
numerous botanical secondary metabolites in inhibiting SARS-
CoV-2 target molecules which need further investigations 
for the development of successful drug8. Among these viral 
proteins, the spike glycoprotein, main protease, papain-like 
protease, and RNA-dependent RNA polymerase play crucial 
role in viral entry, attachment, processing, replication, and 
transcription that cause cellular damage and death. However, 
the in-silico inhibitory potential of phytoligands against these 
prime viral proteins remains to be investigated with detail to 
date. Authors hypothesis was to predict whether these botanical 
natural products could be effective against COVID-19 and how 
these might provide the opportunity to develop prophylactic or 
therapeutic strategies to combat this pandemic.
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Hence, authors aimed to study the role of antiviral 
phytoligands from the commonly available traditional 
botanical resources against SARS-CoV-2 which could lead to 
the discovery of future prophylactics and therapeutic strategies 
for management of COVID-19 and related unshielded 
expenses viral diseases. Recent reports from our group showed 
the medicinal and therapeutic properties of botanical resources 
from different phytogeographical regions of India which could 
be used as a prophylactic and therapeutic agent against various 
human maladies including viral diseases like COVID-199-11. 
In the present study, several phytoligands found abundantly 
in various medicinal plants were selected after extensive 
literature review, rigorous screening of major databases, 
and ethnopharmacological claims12. Authors aimed towards 
identifying novel phytoligands from widely available botanical 
resources by the computational approach which could serve 
as potential inhibitors against the antiviral targets of SARS-
CoV-2. 

To achieve this, authors looked at the absorption, 
distribution, metabolism, excretion, and toxicity (ADMET) 
properties, molecular docking based binding affinities, 
and protein-ligand interaction profile of virtually screened 
phytoligands and few recommended synthetic repurposing 
drugs against SARS-CoV-2 spike glycoprotein, main protease, 
papain-like protease, and RNA-dependent RNA polymerase. 
Finally, we proceed to examine which phytoligand(s) could 
serve as specific as well as broad-spectrum inhibitor(s) against 
these most significant antiviral targets and to provide the 
foundation of drug discovery. The high degree of positive 
results coupled with these phytoligands from the common 
medicinal plants could provide novel, affordable, and safe drug 
or natural prophylactic against the newly emerging and highly 
contagious COVID-19. 

2. MATERIALS AND METHODS
2.1 Data Mining for Phytoligands and Viral 

Proteins
Antiviral phytoligands from very common plant resources 

having various traditional uses in the Indian subcontinent were 
screened from various databases such as Indian Medicinal 
Plants, Phytochemistry And Therapeutics (IMPPAT)13; ZINC 
database14; Traditional Knowledge Digital Library (TKDL) 
(http://www.tkdl.res.in); Dr Duke’s Phytochemical and 
Ethnobotanical Databases (https://phytochem.nal.usda.gov/
phytochem/search/list); Pubchem (https://pubchemdocs.
ncbi.nlm.nih.gov/covid-19); and DrugBank (https://www.
drugbank.ca/covid-19, https://www.drugbank.ca/categories/
DBCAT000066). Initially, from 14532 potential compounds, 
a total of 55 phytoligands were selected after rigorous 
screening based on ADMET properties and drug-likeness, 
literature survey, and traditional botanical knowledge with 
wide availability in the Indian subcontinent. We also included 
8 commonly recommended synthetic antiviral drug candidates 
which are being tested against SARS-CoV-2 as the control for 
this study. 

The three-dimensional (3D) structures of all phytoligands 
were retrieved from Pubchem (https://pubchem.ncbi.nlm.nih.
gov/) and DrugBank (https://www.drugbank.ca/covid-19) in 

structured data format (SDf) and Protein data bank (PDB) 
formats, respectively. The phytoligands were then converted 
into PDB format from SDf format by OPENBABEL 
(http://www.vcclab.org/lab/babel/). The crystal structures 
of SARS-CoV-2 spike glycoprotein (PDB: 6VyB)15, main 
protease (PDB: 6y2E)16, papain-like protease (PDB: 
6W9C)17, and RNA-dependent RNA polymerase (PDB: 
7BTf)18 were obtained from the Research Collaboratory 
for Structural Bioinformatics (RCSB) database PDB  
(https://www.rcsb.org/)19.

2.2 Evaluation of ADMET Properties and Drug-
likeness 
The test for ADMET properties and drug-likeness of 

phytoligands based on Lipinski’s rule was performed using 
ADMETsar20 and SwissADME21. The predicted toxicity profile 
of all phytoligands and the control drugs were also determined 
using the PROTOX platform22.

2.3 Molecular Docking and Visualisation
Molecular docking of selected phytoligands and 

repurposing drugs with the targeted proteins were carried 
out and visualised using Hex 8.0.0 docking software23. The 
best docking site was considered using the binding free 
energies (high negative value). Hex uses spherical polar 
fourier (SPf) correlations. The docking was performed 
by adjusting appropriate parameters like correlation type- 
shape+electrostatics, ffT mode-3D, grid dimension-0.6, 
receptor range-180, ligand range-180, twist range-360, and 
distance range-40. The resultant binding energies (kJ/mol) were 
further tabulated24-25. The docked structures were visualised 
using The PyMOL Molecular Graphics System, Version 2.0 
Schrödinger, LLC (https://pymol.org/2/).  

2.4 Protein-ligand Interaction Study 
The interaction study of the targeted proteins with the 

selected phytololigands and repurposing drugs was carried 
out using the LIGPLOT program of Ligplot+ suite (Verion 
v.2.2)26-27. 

2.5 Conserved Domain Search
The conserved domains of the four viral proteins were 

retrieved using the conserved domain database (CDD), which 
were the source of protein annotation of NCBI Entrez query 
and retrieval system (https://www.ncbi. nlm.nih.gov/ Structure/
cdd/wrpsb.cgi).

2.6 Active Site Identification
The probable active sites or binding pockets of the four 

viral proteins were identified with CASTp28. The active sites 
were identified to find out whether the phytoligands and 
repurposing synthetic drugs are allosteric, orthosteric or bitopic 
in nature. 

3.  RESULTS
3.1 ADMET Properties and Drug-likeness

The ADMET properties and drug-likeness profile of the 
55 phytoligands and 8 repurposing synthetic drugs have been 
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depicted in Table 1. All phytoligands and repurposing drugs 
under the investigation were found to have suitable ADMET 
values and satisfy the suitable drug-likeness properties.

3.2 Molecular Docking Analysis
The binding energy values (E-total) of 55 phytoligands 

against SARS-CoV-2 spike glycoprotein (6VyB) were 
ranged between −102.51 kJ/mol (tyrosol) to −544.15 kJ/mol 
(colchicine) and that of repurposing synthetic drugs were 
ranged between −201.03 kJ/mol (favipiravir) to −846.66 kJ/
mol (saquinavir). The E-total values of 55 phytoligands 
against SARS-CoV-2 main protease 
(6Y2E) were ranged between −157.57 
kJ/mol (tyrosol) to − 712.63 kJ/mol 
(colchicine) and that of repurposing 
drugs were ranged between − 129.38 
kJ/mol (favipiravir) to − 1120.70 kJ/
mol (saquinavir). The binding energy 
values of 55 phytoligands against 
SARS-CoV-2 papain-like protease 
(6W9C) were ranged between −137.61 
kJ/mol (tyrosol) to −346.54 kJ/mol 
(oleic acid) and that of repurposing 
drugs were ranged between −198.21 
kJ/mol (favipiravir) to −323.32 kJ/
mol (nelfinavir). The binding energy 
values of 55 phytoligands against 
SARS-CoV-2 RNA-dependent RNA 
polymerase (7BTf) were ranged 
between −144.68 kJ/mol (tyrosol) 
to −627.24 kJ/mol (oleic acid) and 
that of repurposing synthetic drugs 
were ranged between −266.50 kJ/
mol (favipiravir) to −1100.66 kJ/mol 
(saquinavir). 

Authors determined a specific 
threshold limit of binding energy 
(E-total) concerning higher negative 
value for the final selection of 
phytoligands and repurposing synthetic 
drugs because the high negative value 
is required for better binding stability 
which may have better potential to 
develop anti-COVID-19 prophylaxis 
and therapy. The threshold binding 
energy of 55 phytoligands against 
spike glycoprotein, main protease, 
papain-like protease, and RNA-
dependent RNA polymerase of SARS-
CoV-2 were > −400 kJ/mol,  > −500 
kJ/mol, > −250 kJ/mol, and > −500 
kJ/mol, respectively. Similarly, the 
threshold binding energy values of 
8 repurposing drugs against spike 
glycoprotein, main protease, papain-
like protease, and RNA-dependent 
RNA polymerase were > −400 kJ/
mol, > −400 kJ/mol, > −250 kJ/mol, 

> −500 kJ/mol, respectively. Seventeen phytoligands and 7 
repurposing synthetic drugs showed optimum binding affinities 
against the viral proteins above these threshold limits. These 
17 phytoligands were andrographolide, apigenin, artemisinin, 
berberine, capsaicin, colchicine, emodin, glabridin, harmaline, 
harmine, kaempferol, niranthin, oleic acid, phyllanthin, rosavin, 
withaferin A,  and withanolide A; and those of 7 repurposing 
synthetic drugs were azithromycin, chloromethyl ketone, 
chloroquine, hydroxychloroquine, nelfinavir, remdesivir, and 
saquinavir. The docked complexes of the four viral proteins 
taken into consideration with their respective screened 

Figure 2. The minimum docked poses and corresponding Ligplot+ 2D interaction plot of 
repurposing synthetic drug saquinavir having the highest binding affinities with 
SARS-CoV-2 viral proteins. (a) spike glycoprotein (6VYB), (b) main protease 
(6Y2E), (c) papain-like protease (6W9C), (d) RNA-dependent RNA polymerase 
(7BTF).

Figure 1. The minimum docked poses and corresponding Ligplot+ 2D interaction plot of 
phytoligands having highest binding affinities with SARS-CoV-2 viral proteins. (a) 
spike glycoprotein (6VYB) vs colchicine, (b) main protease (6Y2E) vs colchicine, 
(c) papain-like protease (6W9C) vs oleic acid, (d) RNA-dependent RNA polymerase 
(7BTF) vs oleic acid.
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phytoligands and repurposing synthetic drugs having the 
highest binding affinities have been shown in Fig. 1-2.

3.3 Study of Protein-ligand Interaction 
The viral protein-phytoligand/repurposing drug 

interaction was performed using Ligplot+. The interactions 
of the screened phytoligands and repurposing drugs with 
the four viral proteins along with the detailed depiction 
of the amino acid residues involved in forming hydrogen 
bonds and hydrophobic interactions and the total number 
of hydrophobic interactions and hydrogen bonds of each 
ligand with respective protein has been shown in fig. 3. 
The information regarding the chain number and residue 
number were provided therein. The total number of hydrophobic 

interactions and hydrogen bonds for each of the screened 
phytoligands and synthetic drugs were graphically represented 
in figs. 3 (a) - 3(d). The number of hydrophobic interactions 
exceeded the number of hydrogen bonds in all cases. In case 
of spike glycoprotein, glutamine showed the maximum bias 
towards forming hydrogen bonds and hydrophobic interactions 
followed by glutamic acid, alanine, aspartic acid, and leucine. 
The least common residue involved was arginine. All other 
residues were resided in between (fig. 3(a)). Considering the 
main protease, there was threonine richness in bond formation 
followed by proline, asparagine, and glutamic acid. The least 
common residues for interaction and bond formation were 
tryptophan< valine< isoleucine< methionine (fig. 3(b)). for 
papain-like protease, there was tyrosine bias in hydrophobic 

interactions followed by proline, asparagine, 
and glutamic acid. However, in this case, 
the hydrogen bond formation showed a bias 
towards glutamic acid, followed by threonine, 
proline, and asparagine. Cysteine was the least 
involved residue for any kind of interface (fig. 
3(c)). for RNA-dependent RNA polymerase, 
glutamic acid richness was found in the 
interactions. Overall, the number of hydrogen 
bond formation, here, was less as compared to 
the three other viral proteins. Glutamic acid 
bias was followed by aspartic acid, alanine, 
threonine, and tryptophan. Glutamine was the 
least biased residue in forming interfaces in 
the case of RNA-dependent RNA polymerase 
(fig. 3(d)). In all the four viral proteins taken 
into consideration, the results showed a 
commonality in glutamic acid bias towards 
forming interactions with selected phytoligands 
and repurposing synthetic drugs. 

3.4  Active Site Analysis
Among the binding pockets evaluated by 

CASTp for the viral proteins, only the largest 
pocket for each protein was considered. The 
probe radius used for pocket identification 
was 1.4Å as shown in fig. 4. The amino acids 
present in the probable active sites of all the 
four viral proteins were compared with the 
amino acid residues docked with the proteins 
in the results obtained from LIGPLOT. 

It was found that out of the 55 phytoligands 
and 8 repurposing synthetic drugs, some 
showed allosteric properties while few other 
showed orthosteric features. Interestingly, 
few ligands also showed bitopic properties. 
As, in our study, the screening of 17 out of 
55 phytoligands and 7 out of 8 repurposing 
synthetic drugs were mainly based on their 
binding affinities toward respective viral 
proteins, the binding properties (whether 
orthosteric, allosteric or bitopic) of these 24 
ligands were primarily taken into consideration. 
We found that most of the phytoligands 

Figure 3. Hydrogen bonds and hydrobhobic interactions of SARS-CoV-2 proteins 
with phytoligands and repurposing drugs. (a) spike glycoprotein (6VYB), 
(b) main protease (6Y2E), (c) papain-like protease (6W9C),  and (d) 
RNA-dependent RNA polymerase (7BTF).
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and repurposing drugs may act as allosteric or orthosteric 
or bitopic, depending upon the protein they were binding to  
(Fig. 5).  For example, artemisinin was orthosteric for spike 
glycoprotein, allosteric for main protease and papain-like 
protease, but it was acting as bitopic against RNA-dependent 
RNA polymerase. There were no allosteric phytoligands and 
repurposing synthetic drugs in case of spike glycoprotein.

4.   DISCUSSION
Similar to SARS and MERS β-coronaviruses, SARS-

CoV-2 is an enveloped, positive-sense, single-stranded 
RNA virus, but with a much higher rate of spreading 
efficiency than the other coronaviruses. We carried out this 
investigation to show the inhibitory potential of phytoligands 
and repurposing synthetic drugs in terms of binding affinity 
towards the spike glycoprotein (that helps the virus to attach 
with the host cell receptor and fuse with the cell membrane 
thereby facilitates the entry of viral genes to host cell to be 

copied, and viral multiplication), main protease 
(that helps in processing of the polyproteins 
translated from viral RNA to produce functional 
viral proteins), papain-like protease (proteolytic 
and deubiquitinating function, the de-ISGylating 
capacity of protein conjugates, and helps in viral 
evasion of the host innate immune responses), 
and RNA-dependent RNA polymerase (the central 
enzyme of viral replication), the most prominent 
antiviral targets of SARS-CoV-2. Targeting these 
viral proteins with antiviral molecules would be of 
great significance in not only inhibiting viral entry, 
processing of translated proteins, and replication 
but also restraining the dysregulation of cellular 
signaling events infected cells that might cause cell 
death in the adjacent, uninfected cells. from our 
results, it was evident that all 55 phytoligands and 
8 repurposing drugs showed inhibitory potential 

(binding affinity) against the viral proteins. The highest binding 
affinities of phytoligands towards the antiviral targets were 
shown by colchicine and oleic acid, and that of repurposing 
drugs were exhibited by saquinavir and nelfinavir. Especially, 
17 phyloligands viz. andrographolide, apigenin, artemisinin, 
berberine, capsaicin, colchicine, emodin, glabridin, harmaline, 
harmine, kaempferol, niranthin, oleic acid, phyllanthin, 
rosavin, withaferin A, withanolide A; and 7 repurposing drugs 
namely azithromycin, chloromethyl ketone, chloroquine, 
hydroxychloroquine, nelfinavir, remdesivir, and saquinavir 
showed significantly higher binding affinities towards the viral 
proteins. The positive ADMET properties and drug-likeness 
profile of all phytoligands under this investigation warrant their 
probable use for prophylactic and/or therapeutic interventions. 
We also determined 2 phytoligands (capsaicin and oleic acid) 
and 4 repurposing drugs (azithromycin, nelfinavir, remdesivir, 
and saquinavir) acting as broad-spectrum inhibitors against 
these antiviral targets putatively. Protein-ligand interaction 

Figure 5. Bar graph showing the binding properties (orthosteric, allosteric 
and bitopic) of phytoligands and repurposing synthetic drugs for 
SARS-CoV-2 proteins.

Figure 4. Putative active sites of SARS-CoV-2 proteins showing area and volume. (a) spike glycoprotein, (b) main protease, (c) 
papain-like protease, and (d) RNA-dependent RNA polymerase. 
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Figure 6. Specific and broad-spectrum phytoligands and repurposing synthetic drugs with higher binding energy (E-total) against 
the four antiviral targets under investigation.

data showed significant variation in the number of hydrogen 
bonds and hydrophobic interactions of amino acid residues 
that are included within the conserved domain along with 
commonality in glutamic acid richness towards forming 
interactions of all viral proteins with selected phytoligands and 
repurposing synthetic drugs. 

Any known prophylaxis, therapeutic intervention, and 
vaccine candidates against COVID-19 are still unavailable. 
Several clinical therapies were approved and are at full swing 
following various approaches such as repurposing anti-
influenza and anti-retroviral drug candidates with different 
combinations, immunomodulation and/or immunosuppression-
derived therapeutic intervention, combinational plasma 
therapy, monoclonal antibody treatment, etc. for the treatment 
of COVID-1929-32. However, these medications were found to 
produce a negative outcome and very less number of patient 
recoveries due to the severe complications and side effects 
associated with these therapies and drug candidates, which 
lead to increased mortality across the globe33-34. 

Medicinal plants have achieved increased attention among 
researchers and medical practitioners all over the world for 
its enormous therapeutic and health-promoting properties. At 
the turn of twenty-first century, scientists and pharmacologists 
around the globe have put great efforts to discover the most 
efficient and safe phytomedicines against various health 
ailments using different botanical resources. Various Indian 
medicinal plants were reported to possess antiviral properties, 

but their pharmacological validations remain to be explored 
with detail12. The Indian context of the healthcare system in 
particular is also comprised of various ethnobotanical and/or 
traditional knowledge-based components such as Ayurveda, 
Unani, Siddha, Sowa-Rigpa, etc. However, very few 
research investigations have been conducted to validate the 
pharmacological efficacy, mechanism of action, and safety 
profile of these phytomedicines9-12. Conducting in vivo trials 
using animal models and human volunteers to validate the 
efficacy of diverse bioactive ingredients from natural sources 
require huge investment, ethical constrain, and extended 
time. Therefore, virtual screening of active ingredients, 
prediction of drug-likeness, pharmacological efficacy, and 
specificity of botanical active principles with computational 
tools would be of great significance for discovering novel 
phytomedicines. The repurposing drugs were also found 
to be partially successful in a small number of cases due 
to a lack of specificity and efficacy against SARS-Cov-2. 
The development of an efficient vaccine against this virus 
having a high frequency of mutation, the peculiar mode of 
infection, and multi-factorial damage to its host would be a 
herculean task for the scientists all over the globe. Therefore, 
the discovery of prophylaxis with optimum efficacy against 
SARS-Cov-2 would be great hope to combat the disease. 
Development of combination therapies using synthetic drugs 
and potential anti-SARS-Cov-2 phytoligands would not only 
provide higher synergistic action but also lower the severity 
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of side effects caused by the repurposing antiviral therapies 
and pave the way of discovering novel prophylaxis and 
therapeutic intervention against COVID-19.

We observed significant variation of binding affinities in 
different phytoligands and repurposing drugs targeted against 
the 4 antiviral targets. Based on the ADMET properties, 
binding energy, and protein-ligand interaction profile, we 
finally identified the plausible 17 potent phytoligands viz. 
andrographolide, apigenin, artemisinin, berberine, capsaicin, 
colchicine, emodin, glabridin, harmaline, harmine, kaempferol, 
niranthin, oleic acid, phyllanthin, rosavin, withaferin A, and 
withanolide A to inhibit the 4 viral proteins studied under this 
investigation. On the other hand, the 7 repurposing synthetic 
drugs viz. azithromycin, chloromethyl ketone, chloroquine, 
hydroxychloroquine, nelfinavir, remdesivir, and saquinavir 
showed optimum antiviral properties by inhibition of 4 viral 
components under investigation (fig. 6). from these results, 
we also identified the putative specific and broad-spectrum 
phytoligands and repurposing synthetic drugs acting against 
the 4 antiviral targets under investigation (fig. 6). Among all 
phytoligands, oleic acid and capsaicin were found to exhibit 
broad-spectrum binding affinity towards these antiviral targets 
of SARS-CoV-2. Among the repurposing drugs, saquinavir, 
nelfinavir, azithromycin, remdesivir showed broad-spectrum 
binding affinity towards all antiviral targets. Four phytoligands 
such as colchicine, berberine, andrographolide, and artemisinin 
along with one repurposing drug chloroquine were also found 
to possess potential binding affinities towards 3 antiviral targets 
except for papain-like protease. The phytoligand apigenin was 
found to have an optimum binding affinity towards the spike 
glycoprotein and the main protease of SARS-CoV-2 (fig. 6).

Colchicine showed the highest binding energy of −544.15 
kJ/mol and −712.63 kJ/mol against the spike glycoprotein 
(6VyB) and main protease (6y2E), respectively. Oleic acid 
exhibited the maximum binding affinity with −346.54 kJ/mol 
and −627.24 kJ/mol, against papain-like protease (6W9C) 
and RNA-dependent RNA polymerase (7BTf), respectively. 
Among the repurposing drugs under investigation, saquinavir 
showed the highest binding energy of −846.66 kJ/mol, 
−1120.70 kJ/mol, −323.32 kJ/mol, and −1100.66 kJ/mol against 
spike glycoprotein (6VyB), main protease (6y2E), papain-
like protease (6W9C) and RNA-dependent RNA polymerase 
(7BTf), respectively. Our results were in corroboration with 
previous reports where saquinavir was found to produce 
optimum inhibition against viral main protease35.

The overall interaction data indicated that both the 
phytoligands and the repurposing synthetic drugs rely more on 
hydrophobic interactions for binding with the target proteins 
as compared to hydrogen bonds. The bias towards some amino 
acids may indicate some distinctive patterns. The glutamic acid 
bias in the interfaces helps us to conclude that glutamic acid-rich 
interactions possibly will lead to viral protein solubility change 
that in turn may affect the viral lethality towards the host36. We 
also found aspartic acid richness. Aspartic acid is important 
in proper receptor functioning that in turn may stabilise the 
protein-ligand complexes37. The bias towards glutamine in the 
case of spike glycoprotein-ligand/synthetic drug interaction 
may increase the stability of the complexes38. Tyrosine bias in 

papain-like protease was observed. Tyrosine was also found 
to facilitate molecular interactions and may affect the binding 
affinity and specificity39. Threonine is also essential for viral 
assembly and stability40. We observed threonine richness 
primarily in main protease-ligand/repurposing drug interaction 
and also more or less in the case of the other three viral proteins. 
These interactions, thus, may affect the normal viral structural 
conformation and also their activities.

Conserved domain analysis of viral proteins revealed the 
following findings. For spike glycoprotein, the phytoligands 
and repurposing drugs interacted with the residues that were 
included within the Corona_S2 superfamily conserved domain. 
A similar observation was found for the main protease. The 
conserved domain betaCoV_Nsp5_Mpro was in the interval 
of 4-300 and all the residues that interacted with the respective 
ligands were within this range. Viral_protease superfamily 
of papain-like protease was within the interval of 1-315. 
The residues within these intervals were involved in protein-
ligand interaction. for RNA-dependent RNA polymerase, 
the SARS-CoV-like_RdRp (interval 5-932), the same results 
were concluded as above. These results may help us to get 
insights into the functional pattern of the conserved domains 
with and without drug interactions.  further characterisation 
of the interaction of the SARS-Cov-2 protein domains with 
phytoligands and repurposing synthetic drugs may help in drug 
target identification.

Andrographolide, apigenin, artemisinin, berberine, 
capsaicin, emodin, harmine, harmaline, kaempferol, and oleic 
acid, were found to produce therapeutic action against zoonotic 
respiratory viral threats such as H1N1, H9N2, H5N1, H3N2, 
and SARS coronaviruses which may be effective against the 
new and emerging infectious disease like COVID-1941-44. 
Our results were in agreement with previous report where the 
plausible anti-SARS-CoV-2 potential of lipid-soluble alkaloid 
colchicine was recommended and under clinical trial for the 
prevention of cytokine storm and fibrosis in COVID-19 due to 
its anti-inflammatory and anti-fibrotic properties45. Bioactive 
lipid, like oleic acid and other botanical active ingredients like 
emodin, harmine, and harmaline was also hypothesised to be 
the potent lead molecules for anti-COVID drug development46. 
Along with capsaicin and oleic acid, which were associated 
with high binding affinities towards the 4 SARS-CoV-2 
antiviral targets, few other phytoligands namely glabridin, 
niranthin, phyllanthin, rosavin, withaferin A, and withanolide 
A were also found to show potential inhibition against 
papain-like protease of SARS-CoV-2. Glabridin, niranthin, 
phyllanthin, rosavin, withaferin A, and withanolide A have 
been reported for their antiviral properties and may have 
the potential to inhibit the antiviral targets of SARS-CoV-2 
with high specificity and efficiency11,47. However, validation 
of the pharmacological efficacy of these 17 phytoligands 
showing higher binding affinity and residue interaction (Fig. 6) 
against the potential antiviral targets of SARS-CoV-2 are yet 
to be explored with detail. Therefore, the in vivo inhibitory 
potential of these phytoligands along with repurposing drugs 
with various combinations should be tested against COVID-19 
which may produce improved synergistic effect.

Similar approach was followed by previous investigators 
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from different parts of the globe to discover potential repurposing 
drugs and phytomolecules against SARS-CoV-2 by virtual 
screening and computational methods4,32,48-50. However, no data 
is available to date to show the inhibitory potential of broad-
spectrum phytoligands and repurposing synthetic antiviral 
drugs which might be effective against the 4 prime antiviral 
targets of SARS-CoV-2 included in our study. We carried 
out this investigation with SARS-CoV-2 protein structures 
retrieved RSCB PDB which were recently resolved by electron 
microscopy and X-ray diffraction. However, in contrast 
with our study, most of the previous research investigators 
showed the in silico inhibitory potential of phytomolecules 
against homology-based predicted structures of SARS-CoV-2 
proteins which may not hold conclusive remarks. Also, very 
less information is available to demonstrate the insight of 
protein-ligand interaction profile and its relation to developing 
possible inhibitors against SARS-CoV-2 viral proteins studied 
in this investigation. Therefore, to the best of our knowledge, 
this is the first study to demonstrate the in-depth protein-
ligand interaction profile of SARS-CoV-2 viral proteins and 
phytoligands/repurposing synthetic drugs to discover the 
plausible specific and broad-spectrum novel phytomedicne or 
prophylactic against COVID-19.

In the present study, the phytoligands and repurposing 
drugs showed differential binding properties such as orthosteric, 
allosteric or bitopic functions against SARS-CoV-2 viral 
proteins. Orthosteric drugs binds to the active site of the target 
protein while allosteric drugs are binds to the protein surface 
other than the active site. Orthosteric drugs act by blocking the 
active site so that the native substrate becomes unable to bind to 
it. Conversely, allosteric drugs result in conformational change 
in the protein structure that in turn affects protein activity. 
Allosteric drugs, thus, are able to modify the protein activity 
unlike orthosteric drugs that focus on blocking the active site. 
The drugs available to us are commonly orthosteric. But, there 
are some disadvantages of orthosteric drugs. As they bind to 
the active site of the target protein, there are probabilities that 
they may also bind to other homologous proteins or proteins 
that belong to the same family as active sites are highly 
conserved. On the other hand, as allosteric drugs bind to the 
protein surfaces, which are much less conserved compared 
to the active site and non-competitive to endogenous ligands; 
hence, even if the target protein is bound to an endogenous 
ligand, allosteric drugs can be influential to the target protein 
by modulating its activity51. 

Several studies revealed that allosteric drugs have lesser 
side effects as compared to orthosteric drugs. Nevertheless, 
orthosteric drugs have many advantages, mainly, as they 
directly target the active site and hence, influence protein 
activity in a much faster way and stop it entirely.  Mostly, the 
drugs available are categorised into these two types, but there 
is a new class of ligand, called bitopic ligands that have dual 
characteristic features, that is they can bind to both orthosteric 
as well as allosteric sites of the same protein at the same time52. 
Till date, the studies were mostly inclined towards designing 
of allosteric drugs or bitopic drugs. Hence, a combinatorial 
approach of applying multidrug therapy towards a target 
protein may open new avenues in drug discovery.

As, authors screening of 17 phytoligands and 7 
repurposing synthetic drugs was based on their binding 
energies while docking with the viral proteins, the binding 
properties (orthosteric, allosteric or bitopic) of these ligands 
were mainly focussed on. Artemisinin, berberine, capsaicin, 
colchicine, emodin, harmaline, harmine, niranthin, rosavin 
among phytoligands and azithromycin, chloromethyl ketone 
and remdesivir among repurposing drugs were found to 
show all three types of binding properties (i.e. orthosteric, 
allosteric or bitopic). Bitopic and allosteric properties 
were shown by andrographolide, apigenin, kaempeferol 
phytoligands and hydroxychloroquine, nelfinavir, 
saquinavir repurposing drugs. Glabridin, withaferin A and 
withanolide A were found to exhibit orthosteric as well as 
bitopic properties. Oleic acid exhibited both allosteric and 
bitopic properties whreas phyllanthin showed orthosteric 
and allosteric properties. 

In authors investigation, most of the selected ligands 
exhibited all the three types of binding properties. In 
recent time, drug discovery research focused on modifying 
orthosteric drugs into allosteric drugs and vice versa and 
also orthosteric and allosteric ligands into bitopic one. 
from our study, the ligands under investigation could 
be effective as orthosteric, allosteric or bitopic drugs. 
Depending upon the binding energies of the ligand-viral 
proteins docked complexes along with considering their 
nature of binding properties viz. orthosteric, allosteric or 
bitopic, a multi-drug therapy combinatorial approach may 
prove phenomenal in fighting against SARS-CoV-2. In this 
context, we need to select those drugs that will have the 
strongest binding energies with least side effects and fast 
approach towards deactivating protein functions. Our study 
is plausibly the first of its kind in reporting the multi-drug 
therapy against SARS-CoV-2 based upon binding energies 
and binding properties. This approach may provide a novel 
strategy against this deadly virus and possibly will solve 
the problem of drug resistance and can become a prodigious 
approach for next generation pharmacology.

In recent time, few clinical trials have already been 
approved and set in motion with medicinal plants to develop 
anti-COVID-19 phytomedicines and prophylaxis8. However, 
the anti-SARS-CoV-2 inhibitory properties of Indian medicinal 
plants still remain to be investigated with details. To the best 
of our knowledge, this is the first report where we showed the 
antiviral potential of these phytoligands obtained from widely 
available botanical resources against the 4 major SARS-CoV-2 
proteins like spike glycoprotein, main protease, papain-like 
protease, and RNA-dependent RNA polymerase. Especially, 
the 17 potential phyloligands found in the common and 
traditionally used medicinal plants with promising ADMET 
properties and prominent inhibitory action against the most 
significant antiviral targets, if utilised in combination with 
the synthetic repurposing medicines such as azithromycin, 
chloromethyl ketone, chloroquine, hydroxychloroquine, 
nelfinavir, remdesivir, saquinavir, etc. may provide improved 
synergistic effect and novel lead for developing alternative 
therapy against COVID-19 until the discovery of a successful 
vaccine against the virus. Therefore, our results will definitely 
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provide new avenues to explore the plausible anti-SARS-
CoV-2 potential of bioactive ingredients from the widely 
available plant sources.

5.  CONCLUSIONS
Out of 55 phytoligands under investigation, 17 

phytoligands viz. andrographolide, apigenin, artemisinin, 
berberine, capsaicin, colchicine, emodin, glabridin, harmaline, 
harmine, kaempferol, niranthin, oleic acid, phyllanthin, rosavin, 
withaferin A, and withanolide A showed optimum inhibitory 
potential in terms of higher binding affinities and interactions 
with the antiviral targets namely spike glycoprotein (6VyB), 
main protease (6y2E), papain-like protease (6W9C), and 
RNA-dependent RNA polymerase (7BTf) of SARS-CoV-2. 
On the other hand, out of 8 repurposing synthetic drugs, 7 
drug candidates namely azithromycin, chloromethyl ketone, 
chloroquine, hydroxychloroquine, nelfinavir, remdesivir, and 
saquinavir exhibited higher binding affinities and interactions 
against these antiviral targets. Hence, these molecules could 
prevent the attachment, replication, and processing of SARS-
CoV-2 viral particles within the host cell. Therefore, these 
phytoligands along with synthetic drugs should be studied 
in different combinations to obtain the optimum antiviral 
synergistic effect in cell-based assays, animal systems, and 
clinical trials which may lead to the discovery of novel, safe, 
and affordable phytomedicine and/or prophylactic therapy 
with highest efficiency and specificity. In the process of finding 
solutions to the pandemic crisis, we are taking notes of the 
most abundant natural sources. In such a time, initiatives must 
be taken constantly to find ways from the common medicinal 
plants around us. With heightened senses, we have begun 
discovering antiviral pharmaceutical ingredients from quality 
raw materials and ensure that these active ingredients should 
act with optimum specificity and efficacy against SARS-
CoV-2. 

It is obvious to our vision that to settle the figuring, 
production, and generation of medicinal plants as the layer of 
our existence. At a stretch, it will open a new guideline and 
edge to the tedious pharma industry. So, this investigation may 
bring new hope of drug discovery by showing the plausible 
utilisation of widely available phytoligands with long lines of 
medicinal plants and safe repurposing drugs in combination 
against COVID-19. The extension of thrust to the usage of 
medicinal plants has been seemingly pointed out the length 
of safety, empowerment, and industrial application that could 
supply objectivity to any pandemic crisis.

Conflict of Interest: None

REFERENCES
1. WHO, 2020a. WHO Novel Coronavirus (2019-nCoV) 

Situation Report-51 2020 https://www.who.int/docs/
default-source/coronaviruse/situation-reports/20200311-
sitrep-51 covid-19.pdf? [Accessed on 11 March 2020].

2. Zheng, J. SARS-CoV-2: An emerging coronavirus that 
causes a global threat. Int. J. Biol. Sci., 2020, 16(10), 
1678–85. doi: 10.7150/ijbs.45053

3. WHO, 2020b. https://www.who.int/docs/default-source/

coronaviruse/situation-reports/20200608-covid-19-
sitrep-140.pdf?sfvrsn=2f310900_2 [Accessed on 8 June 
2020].

4. Ul Qamar, M.T.; Alqahtani, S.M.; Alamri, M.A. & Chen, 
L.L. Structural basis of SARS-CoV-2 3CL(pro) and anti-
COVID-19 drug discovery from medicinal plants. J. 
Pharm. Anal., 2020. 

 doi: 10.1016/j.jpha.2020.03.009
5. yu, M.S.; Lee, J.; Lee, J.M.; Kim, y.; Chin, y.W.; Jee, 

J.G.; Keum, Y.S. & Jeong, Y.J. Identification of myricetin 
and scutellarein as novel chemical inhibitors of the SARS 
coronavirus helicase, nsP13. Bioorg. Med. Chem. Lett., 
2012, 22(12), 4049–54. 

 doi: 10.1016/j.bmcl.2012.04.081
6. Zandi, K.; Teoh, B.T.; Sam, S.S.; Wong, P.f.; Mustafa, 

M.R. & Abubakar, S. Novel antiviral activity of baicalein 
against dengue virus. BMC Complement. Altern. Med., 
2012, 12, 214. doi: 10.1186/1472-6882-12-214

7. Jean, S.S.; Lee, P.I. & Hsueh, P.R. Treatment options for 
COVID-19: The reality and challenges. J. Microbiol. 
Immunol. Infect., 2020, 53(3), 436–43. 

 doi: 10.1016/j.jmii.2020.03.034
8. Wu, C.; Liu, y.; yang, y.; Zhang, P.; Zhong, W.; Wang, 

y.; Wang, Q.; Xu, y.; Li, M.; Li, X.; Zheng, M.; Chen, 
L. & Li, H. Analysis of therapeutic targets for SARS-
CoV-2 and discovery of potential drugs by computational 
methods. Acta Pharm. Sin. B., 2020. 

 doi: 10.1016/j.apsb.2020.02.008
9. Dhar, P. Autonomic Responses in high altitude and 

adaptogenic efficacy of phytococktail from trans-
himalayan plants. Bharathiar University, Coimbatore, 
India, 2013.  (PhD Thesis).

10. Dhar P.; Ghosh Dhar D.; Srivastava S. & Rawat A.K.S. 
Medicinal chemistry and biological potential of Cyperus 
rotundus Linn.: An overview to discover elite chemotype(s)
for industrial use. Ind. Crops Prod.  2017, 108, 232–47. 
doi.org/10.1016/j.indcrop.2017.05.053

11. Dhar, P.; Das, S. K.; Barhwal, K.; Hota, S. K.; Mishra, 
K.P. & Singh, S.B. Trans-Himalayan Phytococktail 
Confers protection against hypobaric hypoxia-induced 
hippocampal neurodegeneration and memory impairment 
in male Sprague Dawley Rats. High Alt. Med. Biol. 2019, 
20(3), 279–92. doi: 10.1089/ham.2019.0011

12. Vellingiri, B.; Jayaramayya, K.; Iyer N.A.; Govindasamy, 
V.; Giridharan, B.; Ganesan, S.; Venugopal, A.; 
Venkatesan, D.; Ganesan, H.; Rajagopalan, K.; Rahman, 
P.K.S.M.; Cho, S.G.; Kumar, N.S. & Subramaniam, M.D. 
COVID-19: A promising cure for the global panic. Sci. 
Total Environ. 2020, 725, 138277. 

 doi: 10.1016/j.scitotenv.2020.138277
13. Mohanraj, K.; Karthikeyan, B.S.; Vivek-Ananth, R.P.; 

Chand, R.P.B.; Aparna, S.R.; Mangalapandi, P. & Samal, 
A. IMPPAT: A curated database of Indian medicinal 
plants, phytochemistry and therapeutics. Sci. Rep. 2018, 
8, 4329. doi: 10.1038/s41598-018-22631-z

14. Sterling, T. & Irwin, J.J. ZINC 15–ligand discovery for 
everyone. J. Chem. Inf. Model. 2015, 55(11), 2324–37. 

 doi: 10.1021/acs.jcim.5b00559



266

DHAR & ROy : DEf. LIfE SCI. J., VOL. 5, NO. 4, OCTOBER 2020, DOI : 10.14429/dlsj.5.15999

15. Walls, A.C.; Park, y.J.; Tortorici, M.A.; Wall, A.; McGuire, 
A.T.; & Veesler, D.  Structure, function, and antigenicity 
of the SARS-CoV-2 Spike Glycoprotein. Cell., 2020, 181, 
281. doi: 10.1016/j.cell.2020.02.058

16. Zhang, L.; Lin, D.; Sun, X.; Curth, U.; Drosten, C.; 
Sauerhering, L.; Becker, S.; Rox, K.; & Hilgenfeld, R. 
Crystal structure of SARS-CoV-2 main protease provides 
a basis for design of improved α-ketoamide inhibitors. 
Science, 2020, 368, 409–12. 

 doi:10.1126/science.abb3405
17. Osipiuk, J.; Jedrzejczak, R.; Tesar, C.; Endres, M.; Stols, 

L.; Babnigg, G.; Kim, y.; Michalska, K.; Joachimiak, A. 
& Center for Structural Genomics of Infectious Diseases 
(CSGID). The crystal structure of papain-like protease of 
SARS CoV-2. 2020.  doi: 10.2210/pdb6w9c/pdb.

18. Gao, y.; yan, L.; Huang, y.; Liu, f.; Zhao, y.; Cao, L.; 
Wang, T.; Sun, Q.; Ming, Z.; Zhang, L.; Ge, J.; Zheng, 
L.; Zhang, y.; Wang, H.; Zhu, y.; Zhu, C.; Hu, T.; Hua, 
T.; Zhang, B.; yang, X.; Li, J.; yang, H.; Liu, Z.; Xu, W.; 
Guddat, L.W.; Wang, Q.; Lou, Z.; Rao, Z. Structure of the 
RNA-dependent RNA polymerase from COVID-19 virus. 
Science, 2020, 368(6492), 779–82. 

 doi:10.1126/science.abb7498
19. Berman, H.M.; Westbrook, J.; feng, Z.; Gilliland, G.; 

Bhat, T.N.; Weissig, H.; Shindyalov, I.N. & Bourne, P.E. 
The protein data bank. 2000, Nucleic Acids Res., 28(1), 
235–42. doi: 10.1093/nar/28.1.235

20. Cheng, f.; Li, W.; Zhou, y.; Shen, J.; Wu, Z.; Liu, G.; Lee, 
P.W. & Tang, y. admetSAR: a comprehensive source and 
free tool for assessment of chemical ADMET properties. 
J. Chem. Inf. Model. 2012, 52, 3099–3105. 

 doi:10.1021/ci300367a
21. Daina, A.; Michielin, O. & Zoete, V. SwissADME: a free 

web tool to evaluate pharmacokinetics, drug-likeness and 
medicinal chemistry friendliness of small molecules. Sci. 
Rep. 2017, 7, 42717. doi:10.1038/srep42717

22. Drwal, M.N.; Banerjee, P.; Dunkel, M.; Wettig, M.R. 
& Preissner, R. ProTox: a web server for the in silico 
prediction of rodent oral toxicity. Nucleic Acids Res. 
2014, 42(Web Server issue), W53–W8. 

 doi: 10.1093/nar/gku401
23. Macindoe, G.; Mavridis, L.; Venkatraman, V.; Devignes, 

M.D. & Ritchie, D.W. HexServer: an FFT-based protein 
docking server powered by graphics processors. Nucleic 
Acids Res. 2010, 38(Web Server issue), W445–W49. 

 doi: 10.1093/nar/gkq311 
24. Ritchie, D.W. & Venkatraman, V. Ultra-fast ffT protein 

docking on graphics processors. Bioinformatics. 2010, 
26(19), 2398–2405. 

 doi: 10.1093/bioinformatics/btq444
25. Ritchie, D.W. & Grudinin, S. Spherical Polar fourier 

Assembly of Protein Complexes with Arbitrary Point 
Group Symmetry. J. Appl. Crystallogr. 2016, 49(1), 158–
67.  doi: 10.1107/S1600576715022931

26. Wallace, A.C.; Laskowski, R.A. & Thornton, J.M. 
LIGPLOT: a program to generate schematic diagrams of 
protein-ligand interactions. Protein Eng. 1995, 8(2), 127–
34.  doi:10.1093/protein/8.2.127

27. Laskowski, R.A. & Swindells, M.B. LigPlot+: multiple 
ligand-protein interaction diagrams for drug discovery. J. 
Chem. Inf. Model. 2011, 51(10), 2778–86. 

 doi: 10.1021/ci200227u
28. Tian, W.; Chen, C.; Lei, X.; Zhao, J.; & Liang, J. CASTp 

3.0: computed atlas of surface topography of proteins. 
Nucleic Acids Res., 2018, 46(W1), W363–W367. 

 doi:10.1093/nar/gky473
29. Chen, L.; Xiong, J.; Bao, L. & Shi, y. Convalescent plasma 

as a potential therapy for COVID-19. Lancet Infect Dis. 
2020, 20(4), 398–400. 

 doi:10.1016/S1473-3099(20)30141-9
30. Guy, R.K.; DiPaola, R.S.; Romanelli, f. & Dutch, R.E. 

Rapid repurposing of drugs for COVID-19. Science (New 
York, N.Y.), 2020, 368(6493), 829–30. 

 doi: 10.1126/science.abb9332
31. Shaffer, L. 15 drugs being tested to treat COVID-19 and 

how they would work. Nat. Med. 2020, 
 doi: 10.1038/d41591-020-00019-9.
32. Wu, R.; Wang, L.; Kuo, H.D.; Shannar, A.; Peter, R.; 

Chou, P.J.; Li, S., Hudlikar, R.; Liu, X.; Liu, Z.; Poiani, 
G.J.; Amorosa, L.; Brunetti, L. & Kong, A.N., An Update 
on Current Therapeutic Drugs Treating COVID-19. Curr. 
Pharmacol. Rep. 2020, 1–15. 

 doi: 10.1007/s40495-020-00216-7
33. Sanders, J.M.; Monogue, M.L.; Jodlowski, T.Z. & Cutrell, 

J.B. Pharmacologic Treatments for Coronavirus Disease 
2019 (COVID-19): A Review. JAMA. 2020, 

 doi:10.1001/jama.2020.6019.
34. Scavone, C.; Brusco, S.; Bertini, M.; Sportiello, L.; 

Rafaniello, C.; Zoccoli, A.; Berrino, L.; Racagni, G.; Rossi, 
f. & Capuano, A. Current pharmacological treatments 
for COVID-19: What’s next? Br. J. Pharmacol. 2020, 
published online ahead of print. 

 doi: 10.1111/bph.15072
35. Sampangi-Ramaiah, M.H.; Vishwakarma, R. & Uma 

Shaanker R. Molecular docking analysis of selected 
natural products from plants for inhibition of SARS-
CoV-2 main protease. Curr. Sci.  2020, 118, 1087–92. 

 doi: 10.18520/cs/v118/i7/1087-1092
36. Hou, Q.; Bourgeas, R.; Pucci, f. & Rooman, M. 

Computational analysis of the amino acid interactions that 
promote or decrease protein solubility. Sci. Rep. 2018, 8, 
14661. doi: 10.1038/s41598-018-32988-w

37. fraser, C.M.; Wang, C.D.; Robinson, D.A.; Gocayne, J.D. 
& Venter, J.C. Site-directed mutagenesis of m1 muscarinic 
acetylcholine receptors: conserved aspartic acids play 
important roles in receptor function. Mol. Pharmacol. 
1989, 36(6), 840–47.

38. D’Auria, S.; Scirè, A.; Varriale, A.; Scognamiglio, V.; 
Staiano, M.; Ausili, A.; Marabotti, A.; Rossi, M. & 
Tanfani, f. Binding of glutamine to glutamine-binding 
protein from Escherichia coli induces changes in protein 
structure and increases protein stability. Proteins. 2005, 
58(1), 80–7.  doi: 10.1002/prot.20289

39. Koide, S. & Sidhu, S.S. The importance of being tyrosine: 
lessons in molecular recognition from minimalist synthetic 
binding proteins. ACS Chem. Biol. 2009, 4(5), 325–34. 



267

DHAR & ROy : DEf. LIfE SCI. J., VOL. 5, NO. 4, OCTOBER 2020, DOI : 10.14429/dlsj.5.15999

 doi: 10.1021/cb800314v
40. Moscufo, N. & Chow, M. Myristate-protein interactions 

in poliovirus: interactions of VP4 threonine 28 contribute 
to the structural conformation of assembly intermediates 
and the stability of assembled virions. J. Virol. 1992, 
66(12), 6849–57.

41. McKimm-Breschkin, J.L.; Jiang, S.; Hui, D.S.; Beigel, 
J.H.; Govorkova, E.A. & Lee, N. Prevention and treatment 
of respiratory viral infections: Presentations on antivirals, 
traditional therapies and host-directed interventions at the 
5th ISIRV Antiviral Group conference. Antivir. Res. 2018, 
149, 118–42. doi:10.1016/j.antiviral.2017.11.013

42. Maruta, H. & He, H. PAK1-blockers: Potential 
Therapeutics against COVID-19. Med. Drug. Discov. 
2020, 6, 100039.  doi: 10.1016/j.medidd.2020.100039

43. McKee, D.L.; Sternberg, A.; Stange, U.; Laufer, S. & 
Naujokat, C. Candidate drugs against SARS-CoV-2 and 
COVID-19. Pharmacol. Res. 2020, 157, 104859. 

 doi: 10.1016/j.phrs.2020.104859
44. Wink, M. Potential of DNA intercalating alkaloids and 

other plant secondary metabolites against SARS-CoV-2 
Causing COVID-19. Diversity. 2020, 12, 175. 

 doi:10.1016/j.antiviral.2005.02.007
45. Deftereos, S.G.; Siasos, G.; Giannopoulos, G.; Vrachatis, 

D.A.; Angelidis, C.; Giotaki, S.G.; Gargalianos, P.; 
Giamarellou, H.; Gogos, C.; Daikos, G.; Lazanas, 
M.; Lagiou, P.; Saroglou, G.; Sipsas, N.; Tsiodras, 
S.; Chatzigeorgiou, D.; Moussas, N.; Kotanidou, A.; 
Koulouris, N.; Oikonomou, E.; Kaoukis, A.; Kossyvakis, 
C.; Raisakis, K.; fountoulaki, K.; Comis, M.; Tsiachris, 
D.; Sarri, E.; Theodorakis, A.; Martinez-Dolz, L.; Sanz-
Sánchez, J.; Reimers, B.; Stefanini, G.G.; Cleman, 
M.; filippou, D.; Olympios, C.D.; Pyrgakis, V.N.; 
Goudevenos, J.; Hahalis, G.; Kolettis, T.M.; Iliodromitis, 
E.; Tousoulis, D. & Stefanadis, C. The Greek study in 
the effects of colchicine in COvid-19 complications 
prevention (GRECCO-19 study): Rationale and study 
design. Hellenic J. Cardiol. 2020. S1109–9666, 30061–
70.  doi: 10.1016/j.hjc.2020.03.002

46. Das, U.N. Can Bioactive Lipids Inactivate Coronavirus 
(COVID-19)? Arch Med Res. 2020, S0188–4409, 30292–
97.  doi: 10.1016/j.arcmed.2020.03.004

47. Simmler, C.; Pauli, G.f. & Chen, S.N. Phytochemistry 
and biological properties of glabridin. Fitoterapia. 2013, 
90, 160–84.  doi: 10.1016/j.fitote.2013.07.003

48. Elmezayen, A.D.; Al-Obaidi, A.; Şahin, A.T. & Yelekçi, 
K. Drug repurposing for coronavirus (COVID-19): in 
silico screening of known drugs against coronavirus 3CL 
hydrolase and protease enzymes. J. Biomol. Struct. Dyn. 
2020, 1–13.  doi: 10.1080/07391102.2020.1758791

49. Gyebi, G.A.; Ogunro, O.B.; Adegunloye, A.P.; Ogunyemi, 
O.M. & Afolabi, S.O. Potential inhibitors of coronavirus 
3-chymotrypsin-like protease (3CLpro): An in silico 

screening of alkaloids and terpenoids from African 
medicinal plants. J. Biomol. Struct. Dyn. 2020, 1–13. 

 doi: 10.1080/07391102.2020.1764868
50. Shah, B.; Modi, P. & Sagar, S.R.  In silico studies on 

therapeutic agents for COVID-19: Drug repurposing 
approach. Life Sci. 2020, 252, 117652. 

 doi:10.1016/j.lfs.2020.117652
51. Nussinov, R. & Tsai, C.J. The different ways through 

which specificity works in orthosteric and allosteric drugs. 
Curr. Pharm. Des. 2012, 18(9), 1311–16. 

 doi:10.2174/138161212799436377
52. Kamal, M. & Jockers, R. Bitopic ligands: all-in-one 

orthosteric and allosteric. F1000 Biol. Rep. 2009, 1, 77. 
 doi:10.3410/B1-77

ACKNOWLEDGMENTS
We express earnest gratitude to Mrs. Debasmita Ghosh 

Dhar, Kataganj Spandan, Social Welfare Organisation, 
Kalyani, India for her valuable suggestion in the copyediting 
and proofreading of the manuscript. We are grateful to Dr. 
Prabodh Kumar Bajpai, Institute of Plant Sciences, Agricultural 
Research Organisation, Volcani Center, Israel for providing 
access to bioinformatics software usage during analysis. We 
also acknowledge Mr. Subhadeep Majumder for helping in 
preparing the bar graphs. This research did not receive any 
specific grant from funding agencies in the public, commercial, 
or not-for-profit sectors.

CONTRIBUTORS

Dr Priyanka Dhar obtained his PhD from DRDO-Defence 
Institute of High Altitude Research, Leh-Ladakh, affiliated 
to Bharathiar University, Coimbatore. Post Doctoral from the 
Pharmacognosy and Ethnopharmacology Laboratory of CSIR-
National Botanical Research Institute, Lucknow. Presently 
working as an Assistant Professor in Department of Botany, 
Brahmananda Keshab Chandra College, Kolkata. He got published 
33 research articles, 1 book chapter, 6 Genbank accessions, and 
25 conference proceedings. His research interests are in the areas 
of Medicinal plants for human health, agricultural biotechnology, 
bioinformatics, and industrial chemotaxonomy.
He conceived and designed the study, performed literature 
review, conducted the study, analysed and interpreted the data, 
and contributed in manuscript preparation. 

Dr Paushali Roy obtained her PhD (Botany) from West 
Bengal State University, Kolkata. She’s currently teaching in 
Department of Botany, Vidyasagar College, Kolkata. She has 10 
research publications and 15 conference proceedings. Her area 
of research include: Application of bioinformatics in analyzing 
the role of RNA interference, stress responses in plants and 
Dicer-like proteins in stress response in plants, HIV genome 
analysis and inhibition of HIV activity.
In the current study, she was involved in designing the study, 
performing experiments, data analysis, interpretation, and 
manuscript writing.


