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Drug repurposing is a technique for reusing an existing drug to treat another ailment. It is common knowledge that nearly 

all medicines used in human therapy have more than one target impact in addition to their primary action. The present work 

is aimed to repurpose existing antiviral drugs for dengue disease. A molecular docking study is performed with the DENVE 

protein for the identification of the suitable drug candidate which acts in the fusion process. For all repurposed drugs at the 

active site of DENVE, molecular docking experiments were performed using CLC Drug Discovery Workbench Software 

(PDB ID: 1OKE). The relative binding modes and the affinities of all the selected drugs were predicted and compared with 

the co-crystallized n-octyl-beta-D-glucopyranoside (βOG). The Daclatasvir (Score-53.52) makes hydrogen bonds with 

ALA50 and THY48. According to the docking score evaluation, the entire drug candidates had docking result ranging from 

−32.15 to −53.52. Among the drugs tested the two drugs namely Daclatasvir and Famciclovir have been identified as HITS 

for combating DENVE protein. 

Keywords: Dengue virus, Drug repurposing, Envelope protein, Hinge region, Molecular docking, n-Octyl-beta-D-

glucopyranoside (βOG) 

Dengue viral disease, a mosquito-borne viral pathogen 

dengue virus (DENV), has been a significant public 

health issue in recent decades. Dengue is currently 

present in 119 countries throughout the world.  

Fifty-hundred (50-100) million people in tropical and 

subtropical countries are infected with DENV per year, 

resulting in approximately 5,000,000 existence diseases 

and 25,000 deaths. DENV belongs to the Flavivirus 

family of the Flaviviridae family. The genome of 

flavivirus consists of approximately 11,000 base  

pairs (bp) of RNA, which translate into three structural 

proteins, including membrane [M], capsid [C],  

& envelope [E], and 7 non-structural proteins NS1, 

NS2A, NS2B, NS3, NS4A, NS4B, and NS5. The viral 

envelope consists of two transmembrane proteins,  

the envelope (E) and the premembrane (prM). E binds 

directly to cellular receptors and facilitates viral and  

cell membrane fusion through viral cell penetration and 

is the primary site for antibody neutralization
1
. 

Interruption of virus replication at the initial point of 

contact
2
 can be an attractive technique. Membrane 

fusion is the main molecular event that occurs during the 

viral entrance into the host cell
3
. The envelope protein 

(E) constitutes the main component of viral surface.  

It is very important for fusion process through which  

the virus merges into host receptor
4
. Among the  

three domains DI, DII, and DIII present in the E protein, 

the migration of domains I and II in the hinge  

region promotes the mechanism of fusion. 

Rearrangement and/or conformational changes in the 

hinge area by small molecules can disrupt the process  

of fusion
5-7

. 

Keeping the above facts, the present work is aimed to 

repurpose existing antiviral drugs for dengue disease. A 

molecular docking study is performed with the DENVE 

protein for the identification of the drug candidate which 

acts in the fusion process. The drugs obstructing the 

βOG pocket have thought to interact with 

conformational changes within the envelope protein that 

are basic for configuration. The following seven 

medicines were chosen based on their mechanism of 

action and therapeutic efficacy: Acyclovir inhibits 
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nucleic acid synthesis; Lamivudine and Zidovudine 

inhibit reverse transcriptase. Famciclovir and 

Ganciclovir are DNA polymerase inhibitors; Oseltamivir 

inhibits progeny virus release and Daclatasvir is a non-

nucleoside polymerase inhibitor. 
 

Materials and Methods 

Molecular docking research 

Molecular docking investigations were conducted 

using CLC Drug Discovery Workbench Tools to 

provide exact proof of optimized validation for both 

ligand (selected drug candidates) and their target 

receptor DENVE protein to form a stable compound. 

The chemical structures of the selected drugs have 

been depicted in (Suppl. Table S1). Dengue virus type 

2 envelope proteins (E) PDB ID: 1OKE were retrieved 

from the protein data bank at a resolution of 2.1
8
.  

 

Preparation of ligands 

Ligands (selected drug candidates) were prepared 

using the SPARTAN'14 software kit. Their molecular 

structures have been defined using the baseline 

standard of DFT/B3LYP/6‐31 G
9
. 

 

Molecular docking simulation 

CLC Drug Discovery Workbench tools were used 

in a molecular docking research to generate exact 

estimations of the optimal configuration for ligands 

and their target receptor protein, as well as the 

resultant complexity. The docking modeling was 

performed in according to the docking procedure, 

which includes the stages are: In the molecule project, 

create a binding site and a binding pocket; dock 

ligands entered into the molecule table; and evaluate 

the docking results. Redocking was utilized to check 

the docking techniques and requirements employed in 

order to verify the dependability of ligand 

configurations and locations obtained from molecular 

docking investigations. Docking findings and 2D 

amino acid interactions predict drug binding affinities, 

modalities of binding, and orientation on the active 

protein receptor site
10

. 
 

Calculation of molecular properties 

Molinspiration batch property calculation toolkitmib 

Molinspiration is a Java-written toolkit for 

molecular processing and property estimation. The 

toolkit could be used in batch mode to handle a huge 

amount of molecules (approximately 10,000 

molecules per min) or can be reached directly from 

your intranet via a web interface.  

Molecular properties such as LogP (octanol/water 

partition co-efficient), molecular polar surface area, 

molecular volume, rule of 5, and number of rotatable 

bonds-nrotb have been calculated using Molinspiration 

software
11-15

 and depicted in (Table 1). 
 

Molecular Dynamics Study 

CABS-flex-2.0 was used to perform the molecular 

dynamics analysis. It is a rapid modeling technique for 

protein structure flexibility simulation. It is predicted 

on the CABS model, which is a well-known coarse-

grained protein modeling method. This work provides 

the consensus view of protein near-native dynamics 

derived from ten-nanosecond MD simulations is 

presented here (explicit water, all-atom, for all protein 

metafolds using the four most popular force-fields). 

The CABS model utilizes stochastic dynamics  

(a Monte Carlo technique) and a knowledge-based 

force-field that is not biased toward a simulated protein's 

natural structure. Combining the CABS method with  

all-atom MD offers an efficient method for long-term 

multiple stage protein systems of molecular modeling 

with mechanistic precision because CABS-based 

interactions (dynamics) enable for the simulation of the 

whole assembling in a perfect run
16

. 
 

Anti-viral study 

Cell lines and culture medium 

Vero (African Green Monkey, Kidney) cell lines 

used were collected from the National Cell Science 

Table 1 — Selected drug candidates and their physicochemical properties 

Compounds miLogP TPS natoms MW Nviolations nrotb Volume 

Acyclovir −1.61 119.06 16 225.21 0 4 187.75 

Lamivudine −1.09 90.38 15 229.26 0 2 187.07 

Baloxavir 2.44 75.01 34 483.50 0 1 389.09 

Daclatasvir 7.77 174.65 54 738.89 1 13 683.66 

Famciclovir 0.48 122.24 23 321.34 0 9 285.31 

Ganciclovir −2.17 139.29 18 255.23 0 5 212.60 

Stavudine −0.54 84.33 16 224.22 0 2 192.96 

Zidovudine −0.10 134.08 19 267.25 0 3 224.06 

Oseltamivir 0.85 90.66 22 312.41 0 8 309.60 

http://www.molinspiration.com/docu/mib/index.html
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Centre, Pune, India. Cells were grown in Dulbecco's 

middle Eagle medium (DMEM) supported by Cells 

mature with trypsin, EDTA (197.16 mg/L), glutamine 

(0.5 g/L) and PBS (1L) in Dulbecco's middle Eagle 

medium (DMEM) assisted by Fetal Calf Serum and 

the cells are kept in the CO2 incubator at 37°C.  

This medium was used in the subculture for adherent 

cell use. The supernatant was withdrawn and the 

mixture was added and incubated with 10 mL  

of trypsin/EDTA. In the flask, 10 mL of DMEM  

was applied and passed to the centrifuge. Cells  

then spun for 5-7 min at 1300-1500 rpm. The in vitro 

Cytotoxicity assay was performed according to  

Jubie et al., 2020)
17

. 
 

MTT antiviral assay 

The highly sensitive in vitro antiviral compound 
evaluation approach emphasizes on the 
spectrophotometrical analysis of the viability of 

pathogen and longer independent cells by lowering in 
situ MTT tetrazolium pigment. Mitochondrial cells 
secrete MTT yellow water-soluble pigment to soluble 
purple, non - soluble formazan in viable cells. At 
490/650 nm, the quantity of the formazan compound 
present from each well of the microtitre plate is 

spectrophotometrically identified. The toxic effects of 
different test compounds to host cells were evaluated 
in a certain microtitre plate simultaneously

18
. The 

medium was extracted after a 24 h incubation time. 
We introduced HSV-1 & II at a dosage of 100 TCID50 
for 2 h in order to guarantee that the virus attached to 

the cell. The medium was removed after a 24 h 
incubation period. In order to guarantee that the virus 
was attached to the cell, 100 TCID50 of HSV-1 and 
HSV-II was administered for 2 h. A compound 
growth average solution was added to the cells after  
2 h of cleaning with PBS. As cell control, merely  

100 μL of medium was incorporated and 100 μL of 
100 TCID50 doses were added as virus control. The 
supernatant was removed after three days of 
incubation and 50 mL of MTT solution (2 mg/mL) 
was applied for 4 h at 37°C to each well. Thus, to 
disperse the crystals of formazan, 100 μL of dimethyl 

sulphoxide (DMSO) was added among each well. The 
colour response in an electronic micro plate reader 
was analyzed at 490 nm after vigorously shaking the 
plates for ten min to remove the crystals. The 
untreated control was randomly set at 100%. 

 

Larvicidal Bioassay 

Larvicidal activity was determined in Aedes 

aegypti larvae of the third instar using WHO 

standards with slight changes. In triplicate, the tested 

compounds had been combined with 50 mL of 

dechlorinated distilled water and fifty five larvae of 

Aedes aegypti breeds tested at different 

concentrations from 25-100 g/mL. In a 3:1 ratio, the 

larvae were fed dry yeast powder. Single vessel with 

no drug suspension was utilized as a control. The 

number (amount) of dead larvae was counted after 24, 

48 and 72 h. Infectious drugs were produced and 

more than half of the larvae were killed
19

. The 

larvicidal efficacy of the repurposed drugs towards 

Aedes aegypti was determined by varying drug 

solution concentrations. The affected larvae then 

examined under a stereo zoom microscope after 72 h 

for each proportion (concentration). 
 

Results 

In order to produce a stable compound, molecular 

docking studies were performed on both drug 

candidates (as ligands) and their target receptor 

protein. The protein-ligand combination is based on 

the protein data bank structure of n-octyl-beta-D-

glucopyranoside with dengue virus E protein (PDB 

ID: 1OKE). Following the import and processing of 

the protein receptor file from the protein data bank, 

the next step was to search for the binding pockets 

and binding site. The reference ligand n-Octyl-beta-

D-glucopyranoside was utilized to compare treatment 

candidates and docking findings. The search for the 

ligand-binding mode was conducted inside the 

volume of the binding site. Binding pockets have  

been used to direct molecular docking of ligand.  

The binding domain (site) and docking position of  

co-crystallized n-Octyl--D-glucopyranoside interfacing 

with amino acid residues are depicted in (Supplementary 

Table S2) and the binding pocket are represented. The 

docking result, interacting group, and hydrophobic 

interactions and hydrogen bonds formed by the amino 

acids of group interaction atoms are all depicted  

in (Table 2). Daclatasvir (Score-53.52) makes 2 

hydrogen bonds with the ALA50 and THY48. 

Docking result assessments revealed that all 

pharmaceutical entities had docking scores ranging 

from-32.15 to-53.52. The drug-likeness of selected 

drug candidates was ascertained by evaluating the 

physicochemical properties using mol inspiration 

toolkit and the outcomes were tabulated in (Table 1). 

The outcomes revealed that all have drug-like 

properties. 

The highly constructive conformation, posture, and 

favourable bonded complexes formed by receptor 



INDIAN J. BIOCHEM. BIOPHYS., VOL. 58, DECEMBER 2021 

 

 

560 

ligand interaction were employed as inputs for the 

drug Daclatasvir in Molecular dynamics simulation 

(MD) utilizing CABS flex 2.0. The optimized protein  

was then subjected to a rapid simulation (dynamic) of 

structural versatility by using the CAB-flex 2.0 server 

and a random number generation seed of 4956, with 

all other parameters set to default. The server-

analyzed protein's contact map and root-mean-square 

fluctuations (RMSFs) were acquired. The RMSF 

values of each receptor-ligand complex were plotted 

to see how the drugs affected structural stability and 

integrity. The RMSF quantifies of the average 

movement of atoms or groups of atoms in relation to 

the corresponding structure (configuration). The 

overlapping of the configuration and connection map 

of ten models of versatility computation of DENVE 

protein (1OKE) Daclatasvir complex was shown in 

(Fig. 1), respectively, to determine whether a structure 

is reliable over the time-scale of the computations 

(simulations) or whether it is differing from the early 

(initial) coordinates. The active site amino acid 

sequence was extrapolated using the RMSF. (Fig. 2) 

revealed that all of the catalytic residues in the 

DENVE protein (1OKE) Daclatasvir combination 

were stable. 
 

In vitro cytotoxicity assay 

HSV-1 and HSV-2 viruses were tested for antiviral 

activity. For HSV-1 and HSV-2 viruses, a virus 

concentration of 100 TCID50 was employed. When 

compared to Famciclovir (58.08 percent ) and a 

selectivity index of 5.11 against HSV-1 virus, the 

medication Daclatasvir demonstrated a good 

percentage of cell protection (74.45%) and a 

selectivity index (CC50/IC50) of 13.33. When 

compared to Famciclovir (43.45%) and a selectivity 

 
 

Fig. 1 — The CAB-flex 2.0 server provided a contact map of 

superimposition of the top ten simulated structures of 1OKE-

Daclatasavir 

Table 2 — Docking parameters for the selected compounds 

Compounds Canonical SMILES Score HB Metal Int.ac Steric Int.ac Ligand config RMSD 

Acyclovir C1=NC2=C (N1COCCO) N=C (NC2=O) N −36.14 −2.00 0.00 −34.95 0.81 91.84 

Lamivudine C1C (OC (S1) CO) N2C=CC (=NC2=O) N −39.31 −5.95 0.00 −34.10 0.74 93.65 

Baloxavir C1COCC2N1C (=O) C3=C(C (=O) C=CN3N2 

C4C5=C (CSC6=C C=CC=C46) C (=C(C=C5) 

F)F)O 

−33.05 0.00 0.00 −42.94 9.89 93.26 

Daclatasvir CC(C) C(C (=O) N1CCCC1C2=NC=C (N2) 

C3=CC=C(C=C3) C4=CC=C(C=C4) C5=CN=C 

(N5) C6CCCN6C (=O) C(C(C) C) NC (= O) 

OC)NC (=O) OC 

−52.77 −7.63 0.00 −58.89 14.74 85.54 

Famciclovir CC (=O) OCC (CCN1C=NC2=CN=C (N=C21)N) 

COC (=O) C 

−50.29 0.00 0.00 −56.55 6.26 92.21 

Ganciclovir C1=NC2=C (N1COC (CO) CO) N=C (NC2=O) N −40.82 −11.23 0.00 −33.23 3.63 94.49 

Stavudine CC1=CN(C (=O) NC1=O) C2C=CC (O2) CO −37.34 −0.00 0.00 −35.95 0.61 92.51 

Zidovudine CC1=CN(C (=O) NC1=O) C2CC(C (O2) CO) −40.67 −6.72 0.00 −35.30 1.35 95.17 

Oseltamivir CCC (CC) OC1C=C (CC (C1NC (=O) C) N) −43.45 −5.83 0.00 −41.67 4.05 94.94 

N-octyl-β-D-

glucopyranoside 

CCCCCCCCOC1C(C(C(C (O1) CO) O) O) O −53.58 −18.94 0.00 −39.59 5.18 91.34 
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index of 3.85, Daclatasvir demonstrated efficacy 

against HSV-2 virus with a percent cell protection of 

(77.25%) and a selectivity index of 15.44. The 

findings indicate that the Daclatasvir and Famciclovir 

demonstrated efficacy against both the viruses  

and more specifically drug Daclatasvir when 

compared to Famciclovir. All the results were 

tabulated in (Tables 3-5). 

The larval growth (mortality) of the selected 

designed ligands was investigated to understand the 

association among ligands growth rate and larvae 

mortality. The LC50 and LC90 for the highest larvicidal 

activity were identified over the 72 h exposure period. 

Even after 24, 48, and 72 h of testing, Daclatasvir 

demonstrated significant larvicidal efficacy at low 

dosages (Table 6). 

Mortality was determined after 24, 48, and 72 h of 

exposure using varied concentrations. Concentration 

and exposure duration have an effect on the death 

rate. Observing Daclatasvir therapy at extremely low 

concentrations for 24 and 48 h, on the other hand, 

resulted in the greatest morbidity range. Famciclovir 

demonstrated modest mortality (morbidity) in both 

the 24, 48, and 72 h exposure periods, although it 

impeded larval growth at the early pupal stage. Some 

damage may occur at the cellular level (Fig. 3). 
 

Discussion 

In silico molecular docking simulations have been 

conducted to position all selected drugs at the desired 

binding site of the DENVE protein receptor, to 

estimate binding affinities, binding modes, and 

ligands orientation, correlating with co-crystallized n-

Octyl-β-D-glucopyranoside. Docking results have 

shown that all molecules have strong docking scores. 

The results discussed in this paper illustrate the 

significance of the molecular docking approach in 

designing and producing novel bioactive compounds. 

The prediction of the binding affinity of the novel 

compound (ligand) to the selected target 

(enzyme/protein) is a key factor in the design of the 

new drug. Among the drugs tested two drugs namely 

Daclatasvir and Famciclovir have been identified as 

HITS for combating DENVE protein. The in silico 

study is supported by the in vitro screening in which 

both the compounds are effective against HSV-1 & 2 

and more precisely the Daclatasvir compound relative 

to Famciclovir. The larvicidal activity of Daclatasvir 

and Famciclovir was measured by LC50 and LC90 

values. After 24, 48, and 72 h of exposure, 

Daclatasvir had substantial larvicidal efficacy at low 

concentrations.  
Drug repurposing has been used by a variety of 

organizations to find effective therapies for dengue 
disease. Methods used in these studies required 
repositioning of medications based on scientific 
experience in the prevention of dengue symptoms. The  

 

 
 

Fig. 2- The CAB-flex 2.0 server provided the root-mean-square fluctuation (RMSF) of atoms in the 1OKE-Daclatasvir complex 

Table 3 — Cytotoxicity studies 

Sample CC50 µg/mL 

Daclatasvir 208.21 ± 8.22 

Famciclovir 195.01 ± 7.49 

Values are the mean ± standard deviation of three different 

experiments 
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Table 4 — Antiviral activity of extracts against HSV-1 and HSV-2 virus at 100 TCID50 (50% Tissue culture infectivity dose) 

Antiviral activity of HSV-1  Antiviral activity of HSV-2 

Sample Conc. (μg/mL) 100 TCID50/% 

Virus growth 

% Cell 

proliferation 

Conc. (μg/mL) 100 TCID50/% 

Virus growth 

% Cell 

proliferation 

Daclatasvir 

50 25.55 74.45 50 22.75 77.25 

25 31.25 68.75 25 29.45 70.55 

12.5 53.85 46.15 12.5 41.45 58.55 

6.25 85.35 14.65 6.25 75.95 24.05 

Famciclovir 

50 41.92 58.08 50 56.55 43.45 

25 53.24 46.76 25 62.25 37.75 

12.5 78.75 21.25 12.5 75.45 24.55 

6.25 89.65 10.35 6.25 86.85 13.15 
 

Table 5 — Anti-HSV-1 and HSV-2 activity in Vero cells 

 HSV-1  HSV-2 

Treatment IC50 μg/mL CC50 μg/mL IC50 μg/mL CC50 μg/mL 

Daclatasvir 15.60  ± 3.25 208.31 ± 8.22 3.49 ± 2.79 208.31 ± 8.22 

Famciclovir 38.09 ± 5.63 195.01 ± 7.49 50.56 ± 3.55 195.01 ± 7.49 

Values are the mean ± standard deviation of three different experiments 
 

Table 6 — Larvicidal activity of the compounds 

Sample Time (Hrs) LC50 (ppm) LCL-UCL (ppm) LC90 (ppm) Intercept Slope X2 value P-value 

 

Daclatasvir 

24 80.040 058.601-120.148 105.111 −2.410 0.014 0.411 0.918 

48 61.123 081.131-178.121 92.240 −1.214 0.010 0.341 0.968 

72 40.241 021.710-111.120 75.216 −1.001 0.012 0.518 0.895 

 

Acyclovir 

24 135.625 062.123-165.213 242.124 −1.131 0.010 1.112 0.810 

48 100.124 050.719-111.912 158.186 −1.522 0.014 0.934 0.791 

72 60.731 010.114-089.127 134.013 −1.551 0.020 0.821 0.758 

 

Lamivudine 

24 142.182 092.212-168.362 275.182 −2.612 0.016 1.793 0.651 

48 129.112 080.118-139.260 231.320 −1.827 0.013 0.342 0.827 

72 70.212 031.261-110.501 150.168 −1.316 0.011 0.425 0.816 

 

Baloxavir 

24 198.218 142.084-218.424 292.123 −2.810 0.015 1.812 0.589 

48 168.524 118.261-205.605 269.912 −1.912 0.012 0.418 0.916 

72 82.418 069.521-154.512 171.225 −1.461 0.010 0.492 0.892 

 

Famciclovir 

24 100.180 80.152-252.190 335.218 −2.425 0.015 1.325 0.783 

48 89.252 68.634-181.125 310.112 −2.004 0.011 1.632 0.758 

72 49.112 052.362-98.218 218.427 −1.628 0.013 1.682 0.732 

 

Ganciclovir 

24 205.127 158.218-242.128 348.810 −2.618 0.014 1.795 0.621 

48 152.412 131.810-201.425 321.412 −1.571 0.009 0.301 0.894 

72 89.235 060.512-128.120 200.201 −1.308 0.010 0.412 0.858 

 

Stavudine 

24 220.120 182.812-232.416 323.127 −2.810 0.013 0.420 0.924 

48 132.321 094.231-178.123 258.410 −1.832 0.011 0.389 0.954 

72 78.524 054.712-101.221 912.613 −1.243 0.010 0.510 0.892 

 

Zidovudine 

24 234.201 205.712-525.812 372.113 −2.149 0.010 0.628 0.852 

48 192.431 183.914-298.482 276.041 −2.523 0.012 0.424 0.912 

72 101.898 085.143-184.630 225.510 −1.245 0.011 0.401 0.928 

 

Oseltavir 

24 248.641 223.810-432.120 350.123 −2.589 0.014 1.324 0.782 

48 221.425 171.123-284.182 312.241 −2.034 0.011 1123 0.842 

72 138.520 175.178-175.281 228.417 −1.768 0.013 0.641 0.923 
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Fig. 3- Larvicidal activity of Daclatasvir & Famciclovir against Aedes aegypti 
 

Previous findings showed the recurrence of 

Prochlorperazine
20

, nordihydroguaiaretic acid
21

, 

minocycline
22

, doxycycline
23

, and amodiaquine
24

 in 

dengue infections. In addition, Chen et al.
25

 examined 

the repurposing of a pharmacologically active 

compound database (LOPAC1280) using a Huh-7 cell 

screening technique and comprised three compounds,  

fluoxetine hydrochloride, salmeterol xinafoate, and N-

desmethylclozapine as a dengue virus. The presence 

of imidazole and pyrrolidines moieties in Daclatasvir 

and the presence of purine moiety in Famciclovir may 

play a significant role in improved binding affinity 2D 

interactions towards the DENVE and HSV-1&2. In 

Daclatasvir, the increased binding affinity may be due 

to the presence of C2-symmetrical configuration with 

two fractions of imidazole rings connected by an 

aromatic bond and the increased in vitro antiviral 

activity may be due to the presence of non-symmetry 

as well as blender aromaticity
26

. The pyrrolidine rings 

with methyl substituent may be the reason for the 

increased hydrophobicity
27

. Likewise, in Famciclovir 

the alkyl side chains at the 2-position of the purine 

frame may be the reason for the increased binding 

affinity
28

. The study was further validated by 

molecular dynamics study. Daclatasvir, shown good 

binding affinity towards DENVE protein (1OKE) 

may be considered as potential hits. Overall, this 

study concludes that Daclatasvir as potent drug for 

biologically controlling Aedes aegypti. However, 

further preclinical studies can be done for establishing 

the proof. 

Acknowledgement 

The work was supported by a research grant from 

JSS AHER, Mysuru. (REG/DIR(R)/URG/54/2011-

12/5293, dated 19.10.2020) 
 

Conflict of interest 

All authors declare no conflict of interest. 
 

References 
1 Back AT & Lundkvist A, Dengue viruses - an overview. 

Infect Ecol Epidemiol, 3 (2013) 10. 

2 Stiasny K, Fritz R, Pangerl K & Heinz FX, Molecular 

mechanisms of flavivirus membrane fusion. Amino Acids, 41 

(2011) 1159. 

3 Roby JA, Setoh YX, Hall RA & Khromykh AA,  

Post-translational regulation and modifications of flavivirus 

structural proteins. J Gen Virol, 96 (2015) 1551. 

4 Kampmann T, Mueller DS, Mark AE, Young PR & Kobe B, 

The role of histidine residues in low-pH-mediated viral 

membrane fusion. Structure, 14 (2006) 1481. 

5 Zhou Z & Madura JD, Relative free energy of binding and 

binding mode calculations of HIV-1 RT inhibitors based on 

dock-MM-PB/GS, Proteins. Struct Funct Bioinf, 7 (2009) 493. 

6 Oprea TI, Bauman JE, Bologa CG, Buranda T, Chigaev A, 

Edwards BS, Jarvik JW, Gresham HD, Haynes MK,  

Hjelle B, Hromas R, Hudson L, Mackenzie DA, Muller CY, 

Reed JC, Simons PC, Smagley Y, Strouse J, Surviladze Z, 

Thompson T & Sklar LA, Drug Repurposing from an 

Academic Perspective. Drug Discov Today Ther Strateg,  

8 (2011) 61. 

7 Naresh P, Shyam Sundar P & Jubie S, Review on Dengue 

Virus Fusion/Entry Process and Their Inhibition by Small 

Bioactive Molecules. Mini Rev Med Chem, 2020 Aug 3. Doi: 

10.2174/13 89557520666200804115045. 

8 Rachmania RA, Hariyanti & Rochmah N, Molecular 

Docking Study of Lemon (Citrus limon (Linn) Burm. f) 



INDIAN J. BIOCHEM. BIOPHYS., VOL. 58, DECEMBER 2021 

 

 

564 

Flavonoid Derivatives Compound in Receptor 

Cyclooxygenase-1 (COX-1) as Antiplatelet in Ischaemic 

Stroke Disease. DOI: 10.5220/0008238700190025. 

9 Abdullah M & Adeniji SE, In silico molecular docking and 

ADME/Pharmacokinetic prediction studies of some novel 

Carboxamide derivatives as anti-tubercular agents. Chemistry 

Africa, 3 (2020) 989. 

10 Kumari P, Singh SP & Som A, Insights into the dynamics of 

cyclic diguanosine monophosphate I riboswitch using 

molecular dynamics simulation. Indian J Biochem Biophys, 

58 (2021) 208. 

11 Molinspiration software and free Molinspiration molecular 

property calculation. (Molinspiration Publications) 2018. 

12 Lalitha P & Sivakamasundri S, Calculation of Molecular 

Lipophilicity and Drug Likeness for Few Heterocyclic. 

Orient J Chem, 26 (2010). 

13 Ertl P, Rohde B & Selzer P, Fast calculation of molecular 

polar surface area as a sum of fragment-based contributions 

and its application to the prediction of drug transport 

properties. J Med Chem, 43 (2000) 3714. 

14 Lipinski CA, Lombardo F, Dominy BW & Feeney PJ, 

Experimental and computational approaches to estimate 

solubility and permeability in drug discovery and 

development settings. Adv Drug Deliv Rev, 23 (1997) 4. 

15 Veber DF, Johnson SR, Cheng HY, Smith BR, Ward KW & 

Koppel KD, Molecular properties that influence the oral 

bioavailability of drug candidates. J Med Chem, 45 (2002) 2615.  
16 Kuriata A, Gierut AM, Oleniecki T, Ciemny MP, Kolinski A, 

Kurcinski M & Kmiecik S, CABS-flex 2.0: a web server for 

fast simulations of flexibility of protein structures. Nucleic 

Acids Res, 2018. 

17 Selvaraj J, John JBA, Joghee NM, Antony J, Wadhwani A & 

Natarajan J, Coumarin-fatty acid conjugates potential 

ERα/AKT-1 antagonist for ER positive breast cancer. 

Anticancer Agents Med Chem, 20 (2020) 437. 

18 Kurokawa M, Wadhwani A, Kai H, Hidaka M, Yoshida H, 

Sugita C, Watanabe W, Matsuno K & Hagiwara A, 

Activation of cellular immunity in herpes simplex virus type 

1- infected mice by the oral administration of aqueous extract 

of Moringa oleifera Lam. leaves short title: Activation of 

cellular immunity by Moringa oleifera extract. Phytotherapy 

Res, 30 (2016) 797. 

19 Ghosh V, Ranjha R & Gupta AK, Formulation of anti-larval 

nanoemulsion: Impact of droplet size on larvicidal activity 

against malaria vectors in Chhattisgarh, India. Indian  

J Biochem Biophys, 58 (2021) 178. 

20 Simanjuntak Y, Liang JJ, Lee YL & Lin YL, Repurposing of 

prochlorperazine for use against dengue virus infection.  

J Infect Dis, 211 (2015) 394. 

21 Soto-Acosta R, Bautista-Carbajal P, Syed GH, Siddiqui A & 

Del Angel RM, Nordihydroguaiaretic acid (NDGA) inhibits 

replication and viral morphogenesis of dengue virus. 

Antiviral Res, 109 (2014) 132. 

22 Leela SL, Srisawat CH, Sreekanth GP, Noisakran S, 

Yenchitsomanus PT & Limjindaporn T, Drug repurposing of 

minocycline against dengue virus infection. Biochem. 

Biophys Res Commun, 478 (2016) 410. 

23 Rothan HA, Mohamed Z, Paydar M, Rahman NA &  

Yusuf R, Inhibitory effect of Doxycycline against dengue 

virus replication. Arch Virol, 159 (2014) 711. 

24 Boonyasuppayakorn S, Reichert ED, Manzano M,  

Nagarajan K & Padmanabhan R, Amodiaquine an 

antimalarials drug, inhibits dengue virus type 2 replication 

and infectivity. Antiviral Res, 106 (2014) 125. 

25 Chen R, Mias GI, Li-Pook-Than J, Jiang L, Lam HY,  

Chen R, Miriam E, Karczewski KJ, Hariharan M, Dewey FE, 

Cheng Y, Clark MJ, Im H, Habegger L, Balasubramanian S, 

O'Huallachain M, Dudley JT, Hillenmeyer S, Haraksingh R, 

Sharon D, Euskirchen G, Lacroute P, Bettinger K, Boyle AP, 

Kasowski M, Grubert F, Seki S, Garcia M, Whirl-Carrillo M, 

Gallardo M, Blasco MA, Greenberg PL, Snyder P, Klein TE, 

Altman RB, Butte AJ, Ashley EA, Gerstein M, Nadeau KC, 

Tang H & Snyder M, Personal omics profiling reveals 

dynamic molecular and medical phenotypes. Cell, 148 

(2012) 1293. 

26 Giroux S, Billimoria D, Cadilchac C, Cottrell KM, Denis F, 

Dietrich E, Ewing N, Henderson JA, Heureux LL, Mani N, 

Morris M, Nicolas O, Reddy JT, Selliah S, Shawgo RS, Xu J, 

Chauret N, Berlioz-Seux F & Maxwell JP, Discovery of 

thienoimidazole-based HCV NS5A inhibitors. Part 2: non-

symmetric inhibitors with potent activity against genotype 1a 

and 1b. Bioorg Med Chem Lett, 25 (2015) 940e943. 

27 Henderson JA, Billimoria D, Bubenik M, Cadilhac C, 

Cottrell KM, Dietrich E, Denis F, Ewing N, Flardeau G, 

Giroux S, Grey Jr R, Heureux LL, Liu B, Mani N, Morris M, 

Nicolas O, Pereira OZ, Poisson C & Maxwell JP, 

Benzimidazole-containing HCV NS5A inhibitors: effect of 

4-substituted pyrrolidines in balancing genotype 1a and 1b 

potency. Bioorg Med Chem Lett, 25 (2015) 944e947. 

28 Sharma S, Mehndiratta S, Yadav S, Bedi PMS & Nepali K, 

Purine analogues as kinase inhibitors: A review. Recent 

Patents on Anti-Cancer Drug Discov, 10 (2015) 308. 

 

https://www.molinspiration.com/products.html
https://www.molinspiration.com/services/index.html
https://www.molinspiration.com/services/index.html
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!
https://www.sciencedirect.com/science/article/abs/pii/S0006291X16311445#!

