
Volume 5(2) : 054-059 (2012) - 054 
J Proteomics Bioinform    
ISSN:0974-276X JPB, an open access journal 

Research Article Open Access

Bora, J Proteomics Bioinform 2012, 5:2 
DOI: 10.4172/jpb.1000213

Research Article Open Access

Homology Modeling and Docking to Potential Novel Inhibitor for 
Chikungunya (37997) Protein nsP2 Protease 
Limpon Bora*

Limpon Bora, Assistant Professor, Dept of Molecular Biology and Biotechnology, Tezpur University, Tezpur- 784028, India

*Corresponding author: Limpon Bora, Assistant Professor, Dept of Molecular 
Biology and Biotechnology, Tezpur University, Tezpur- 784028, India, E-mail: 
limponbioera@gmail.com

Received December 09, 2011; Accepted January 20, 2012; Published January 
31, 2012

Citation: Bora L (2012) Homology Modeling and Docking to Potential Novel 
Inhibitor for Chikungunya (37997) Protein nsP2 Protease. J Proteomics Bioinform 
5: 054-059. doi:10.4172/jpb.1000213

Copyright: © 2012 Bora L. This is an open-access article distributed under the 
terms of the Creative Commons Attribution License, which permits unrestricted 
use, distribution, and reproduction in any medium, provided the original author and 
source are credited.

Keywords: Non Structural Protein 2; Protease; Ifn; Chikungunya
37997; Polyprotein

Introduction

Bioinformatics, combination of biotechnology and computer 
science plays on important role in the design of new drug compounds 
[1]. Structure based drug design is perhaps the most elegant approach 
for discovering compounds exhibiting high specificity and efficacy 
and is also important because of its impact on the economics of drug 
discovery [2]. Chikungunya is a viral disease that is transmitted to 
human beings by mosquito bite of Aedes egypti. It can cause joint 
pain, chills, nausea, vomiting, fever, and head ache [3]. The cause of 
Chikungunya is mainly due to the replication of CHIKV virus inside 
the human body. If Forest day mosquito bites an infected person, 
Then the virus gets consign to its body. The virus does not infect 
the mosquito itself, but on the adverse, the mosquito bites a healthy 
person, the enhanced virus is now transferred into the body of the 
healthy person. The Chikungunya virus depends upon the process of 
viral tropism for its action. Once the virus enters into a host it searches 
for susceptible cells. As soon as it finds one, the virus fuses with the cell 
membrane of the cell and it proceeds towards the nucleus of the cell. It 
then enters the nucleus and hence captures the biosynthetic machinery 
of the cell, and directs the synthesis of viral proteins as well as the 
replication of the viral genome. The mode of action of Chikungunya 
virus, by which it causes the disease remain to be investigated in detail 
and its mechanism of action has not yet been fully characterized accept 
the fact that it causes major histopathological changes in the skeletal 
muscle tissue, severe inflammation and necrosis of skeletal muscle.

The non structural proteins play an important role in CHIKV 
viral replication, newly synthesized non structural proteins from the 
replication that mediates the synthesis of viral RNA’s. This CHIKV 
replication causes general host shut off. This will leads to severe 
cytopathicity in mammalian cells. Once RNA replication has been 
established, CHIKV replication is resistant to inhibition by interferon. 

The CHIKV actually suppress the antiviral IFN response by preventing 
the IFN induced gene expression.Chikungunya virus replication 
and propagation mainly depends on the protease activity of the viral 
nsP2 protein, which cleaves the viral nsP1234 polyprotein replication 
complex into functional unit. There is evidence that this protease 
protein plays some role in the replication of virus particle in the human 
beings, Therefore nsP2 protease is responsible for cleavages in the 
non structural polyprotein that are important for the viral replication 
cycle. Therefore this protease constitutes an attractive drug target for 
the development of antiviral compounds. Our work is mainly focused 
on the interaction of protease protein with the potent novel inhibitor. 
These ligands were screened form PubChem database by ADMET 
Properties that is aqueous solubility, Blood Brain Barrier penetration, 
Hepatotoxicity, Human Intestinal absorption and Plasma Protein 
Binding and Drug likeliness properties. 

Materials and Methods 
The protein molecule selected for the docking studies was 

chikungunya nsP2 Protease.

Ligand selection

PubChem Database compound contains validated chemical 
depiction information. Structures that are stored in PubChem contain 
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calculated properties and description which helps in searching and 
filtering of chemical structures. The ligand for nsP2 protease protein 
was retrieved from PubChem Compound. The ligand structure, 
name and molecular formula are given in table 2. The ligands were 
downloaded as XML file format from PubChem compound. The XML 
files were converted into the 3D structure using Open Babel software.

Dataset and 2d similarity search

The chemical structure of the Protease inhibitor such as S-adenosyl 
methionine was collected from published literature with their biological 
activity data. In this study, 2D analogues of the nsP2 protease inhibitors 
were retrieved from the PubChem database using PubChem Structure 
search tool by means of the 2Dsmiles of the inhibitors. In this similarity 
search, compounds with desired physicochemical property were 
retrieved using the threshold values for Drug likeliness and exported 
in SDF format [8]. 

SMART screening

DS-smarts screening filter was used to screen the screened ligands 
from the library of the compounds using the Discovery studio2.5. 
Discovery studio package contains the smiles of the Reactive functional 
group of the database and the compounds screened using the DS_
smarts [8]. Usually many drugs fail in clinical trials because of unrelated 
side effects and Bio-Unavailability. To overcome these problems, we 
screened drug like molecules that exhibit physicochemical properties 
for favorable absorption, distribution, metabolism, excretion 
and toxicological parameters. Key physicochemical properties of 
compounds such as Molecular weight, ClogP, PSA, Heavy atoms, HBA 
(Hydrogen Bond Acceptor), HBD (Hydrogen Bond donor), Rotatable 
bonds, and number of Rings were considered in this analysis.

ADMET

Discovery Studio provides methods for assessing the disposition 
and potential toxicity of a ligand within an organism. The ADMET 
protocols contain published models that are used to compute and 
analyze Absorption, Distribution, Metabolism, Excretion, and Toxicity 
(ADMET) properties [8]. In addition, specific rules were applied to 
remove ligands that are not likely drug-like, unsuitable leads, etc. based 
on the presence or absence and frequency of certain chemical groups.

The ADMET functionality test was used to estimate the aqueous 
solubility of a set of ligands, estimate the Blood brain barrier penetration 
(BBB), estimate Cytochrome P450 (CYP450) 2D6 inhibition, estimate 
hepatotoxicity, estimate human intestinal absorption (HIA), estimate 
plasma protein binding, assess a broad range of toxicity measures for 
a set of ligands and remove ligands that are not likely to be drug-like 
or lead-like.

PHYRE2

Protein HomologY Recognition Engine developed by Lawrence 
Kelley. PHYRE2 was used for protein structure prediction. It was 
web-based services for protein structure prediction [9]. PHYRE2 was 
used to predict the 3-D structure of a protein using the principles and 
techniques of Homology Modelling, Secondary Structure Prediction 
and Domain analysis. 

SAVS

Stuctural Analysis and Verification Server (SAVS) is a server for 
analyzing protein structures for validity. SAVS is mainly used for 

validating the 3D structure of protein whether the protein is stable or 
not. Ramachandran plot generated by SAVS plays an important role in 
validating the given 3D structure of protein [19]. 

3D ligand site searching

3DLigandSite is a web server was used to predict the ligand-
binding sites based upon the structure similar to the protein submitted 
as query. Ligands bound to structures similar to the query were 
superimposed onto the model. This model used to predict the binding 
site. 3DLigand Site was used to predict the binding sites using ligands 
from homologous structure of query protein nsP2 protease [10].

Discovery studio

Discovery studio Package was used for drug design and for protein 
modeling. It was used for applications such as Catalyst, Modeller, and 
CHARMm. In the present work, it was used for 3D Pharmacophore 
screening and for checking the ADMET properties of the ligand 
molecules [8].

Docking

Docking was used to predict both ligand orientation and binding 
affinity. In this method the preferred orientation of one molecule 
with relation to a second, when bound to each other to form a stable 
complex in three dimensional spaces is predicted [4]. Docking was used 
for finding the orientation of drugs in particular target. Knowledge 
of the preferred orientation in turn was used to predict the strength 
of association/binding affinity between two molecules using scoring 
functions.

Scoring function 

Scoring function was used to predict the binding affinity of one 
ligand to the receptor molecule. The function of Scoring was used to 
assess the poses prior to real scoring of the docked complex. Another 
approach of the scoring function was used to establish a conformational 
relationship from the large protein databases and then the stability and 
fitness of the pose was evaluated [6].

Evaluation

Docking score was used to rank the ligands on the basis of their 
relative binding affinities. Evaluating the results was done by analyzing 
docked drugs based on their scores [7]. The best docked result was 
analyzed by the best score of docking that is greatest value of dock 
score.

GOLD suite

GOLD (Genetic Optimization for Ligand Docking) is a program 
for calculating the docking models of small molecules in protein 
binding site and is provided as part of the gold Suite. The GOLD Suite 
provides all the functionality required to set up individual dockings or 
virtual screening runs, to post-process docking results and to visualise 
and manipulate structures in 3D, pre- and post-docking. Raw PDB files 
can be set-up for use within GOLD. No third party software is needed 
to prepare the binding site [16] . 

Results and Discussion
An integrated approach to model the nsP2 Protease protein 

of Chikungunya and to identify the potential nsP2 Chikungunya 
protease inhibitors, structure based virtual screening has been used in 

http://en.wikipedia.org/wiki/Phyre_/_Phyre2#cite_note-4
http://en.wikipedia.org/wiki/Phyre_/_Phyre2#cite_note-4
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this study. In order to identify novel, safe and effective inhibitor for 
CHIKV Protease, in-silico screening of competitive inhibitors for nsP2 
Chikungunya protease by means of screening compound library for 
druglikeliness and molecular docking were carried out (Table 1). 

Modeling of CHIKV nsP2 protease protein 

The three-dimensional structure of a protein nsP2 Chikungunya 
Protease was predicted by using thePHYRE2. The techniques of 
Homology Modelling, Secondary Structure Prediction and Domain 
analysis were used in the process. 320 residues of nsP2 Chikungunya 
Protease were modelled with 100.0% confidence by the single highest 
scoring template.

First the nsP2 Protease protein sequence was searched against the 
Protein Data Bank (PDB). The best template structure was selected 
based on the sequence homology. Here 2HWK_Chain A, Crystal 
structure of Venezuelan equine encephalitis2 alpha virus nsP2 Protease 
domain, shows the highest similarity for the nsP2 Protease Protein of 
Chikungunya. The template similarity is 41% and remaining protein 
sequence was structure by principle of domain analysis. 3-Dimensional 
Structure of CHIKV nsP2 Protease Protein Model is generated using 
PHYRE2 (Figure 1).

Binding site prediction of CHIKV nsP2 protease 

The modelled nsP2 Protease structure was submitted to 3-D Ligand 

S.No. Name Description
1. Accession AAU43880
2. UniProt Q5XXP4
3. Taxonomic Identifier 371095
4. Protein Name Non-Structural Protein 2
5. Virus Host Aedes aegypti
6. Organism Chikungunya virus (strain 37997) (CHIKV)

Table 1: Shows the information about the Target Protein CHIKV nsP2 Protease Protein.

S.No. Structure Name of the Lead Molecular Formula

Ligand_1

HO

O

O O O

O O
S

HO

N N

N N

NH3

[(2R,3S,4R,5R)-5-(6-aminopurin-9-yl)-3,4-
dihydroxyoxolan-2-yl]methyl 

sulfate; tetrabutylazanium C26H48N6O7S

Ligand_2

HO

O

O OH

O O
P

HO

N N

N N

NH2

[5-(6-aminopurin-9-yl)-3,4-dihydroxyoxolan-2-yl]
methyl hydrogen 

phosphate; tributylazanium C22H41N6O7P

Ligand_3

CH3

S

N N

N N

O

OH

F

[3-fluoro-5-(6-hexylsulfanylpurin-9-yl)oxolan-2-
yl]methanol

C16H23FN4O2S

Ligand_4

CH3

CH3

CH3

H3C

NH

N N

N N

O
O

O

O

N-butyl-9-[3,4-dipropoxy-5-(propoxymethyl)
oxolan-2-yl]purin-6-amine

C23H39N5O4

Table 2: Screened Ligand Molecules form PubChem Database.

S.No. Ligand in Structure Similar to the Query Protein Ligand in PDB Structure Model Similar to the Query Protein

1. SAM
(S-adenosyl methionine)

3dou_A,2pxc_A,2oxt_C,3emb_A,3elw_A,  
2wa2_A,3gcz_A

Table 3: The Ligand present in predicted Binding Site and Ligand present in the PDB model.

http://www.uniprot.org/taxonomy/371095


Citation: Bora L (2012) Homology Modeling and Docking to Potential Novel Inhibitor for Chikungunya (37997) Protein nsP2 Protease. J Proteomics 
Bioinform 5: 054-059. doi:10.4172/jpb.1000213

Volume 5(2) : 054-059 (2012) - 057 
J Proteomics Bioinform    
ISSN:0974-276X JPB, an open access journal 

Site Prediction Server. The server found the ligands bound to structures 
similar to the query and superimposed them onto the model and to 
predict the binding site. The protein structure library currently used by 
3DLigandSite is based on the PDB as of 20 January 2010.

S-adenosyl methionine (SAM) ligand was bound to the structure 
similar to the nsP2 Chikungunya Protease (Table 3).

The binding sites were predicted based on the binding of SAM to 
the active. Based on the ligand SAM bound to the structure similar 
to the Protein CHIKV_nsP2 Protease. The following residues are 
predicted as best binding sites for the lead compound LEU67, GLU68, 
ILE85, THR87, PRO88, ARG90, LEU100, LYS103, TYR104, VAL119, 
ASN132, ILE134, ALA136, ASN137 AND ARG138 (Figure 2).

Ligand screening and preparation

Similarity search and physicochemical property filter: In first 
step of Virtual screening using Accelerys Discovery Studio Client 
2.5, a 2D similarity search for the available inhibitor was done by the 
PubChem structure search with 85% as threshold value. In this search, 
totally “11099” analogues were retrieved by using the inhibitor SAM.

 Drug likeliness screening: In the reactive functional group 
screening, 197 library compounds wee filtered from 11099 compounds. 
The ADMET properties of the compound were analyzed .The 
compounds that were obeying the drug likeliness property were 
tabulated (Table 4). 

Various steps in the ligand screening and the number of compounds 
which passed these tests were given in table 5. Finally 4 ligands having 
best hits were obtained. From 4 ligands 2 ligands shows good Hydrogen 
bond interaction and Best Gold Dock Score.

Gold docking result

Gold score for the compound LIGAND_3 was 31.6934 with 
ADMET_BBB Level -0.712. The binding mode of interaction is shown 
in Figure 3. Two hydrogen bonds are established during docking of 

LIGAND_3 with nsP2, Carbonyl Nitrogen atom in the pyrimidine 
ring of LIGAND_3 forms a hydrogen bond to the carbonyl Nitrogen 
(N-H…N) of Lys103 and the distance is 2.89Å and Carbonyl Nitrogen 
atom in the pyrimidine ring of LIGAND_3 forms a hydrogen bond 
to the Carbonyl Oxygen (N-H…O) of same Residue Lys 103 and the 
distance is 2.87Å respectively. C10, C15, C18, C20, C23 are involved 
in hydrophobic contacts. All other residues such as Leu100, Ala136, 
Asn137 and Arg138 were engaged in non-Ligand hydrophobic 
interactions. The hydrogen bond interactions are shown using LigPlot 
(Figure 3). 

Gold score for the compound LIGAND_4 was 47.6163 with 
ADMET_BBB Level -0.481. The binding mode of the compound to 
active site is shown in Figure 4. One hydrogen bond is established 
during docking of LIGAND_4 with nsp2. Carbonyl Nitrogen atom 
in the pyrimidine ring of LIGAND_4 forms a hydrogen bond to the 
carbonyl Oxygen (N-H…O) of Lys103 the bond distance is 3.00Å. C15, 
C18, C19, C22, C23, C25, C27, C28, C29, C30, C31, C32 were involved 

Figure 1: Cartoon representation of nsP2 Chikungunya Protease Protein Model 
predicted by PHYRE2   Protein Modelling Server.
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Figure 3: The binding mode of the LIGAND_3 to active site of CHIKV nsP2 
Protease showing formation of two hydrogen bonds during docking process.

 
Figure 2: The predicted Binding site (Blue color) and Ligand molecules (Pale 
Green Color) bound to the structure of nsP2 Chikungunya Protease protein.

S.No. Parameter Minimum Maximum
1 Log P -2 5
2 Molecular Weight 200 500
3 Hydrogen Bond Acceptors 0 10
4 Hydrogen Bond Donors 0 5
5 Rotatable Bonds 0 8
6 Heavy Atoms 20 70

Table 4: Typical range of Physicohemical properties for drug likeliness.
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in hydrophobic contacts. All other residues such as Leu100, Tyr104, 
Val119, Asn132, Ile134, Ala136 and Asn137 were engaged in non-
Ligand hydrophobic interactions. The hydrogen bond interactions is 
shown using LigPlot (Figure 4).

All the ligand interaction with receptor was available in the output 
file. The best confirmation results were found out using Gold Score, 
number of Hydrogen bonds formed and Blood Brain Barrier level 
(Table 6). Among these tow compound LIGAND_4 [N-butyl-9-[3, 
4-dipropoxy-5-(propoxymethyl) oxolan-2-yl] purin-6-amine] was 
found to bind with the target more efficiently than other compound 
with best gold score(47.6163) and hydrogen bonding interactions with 
the peripheral site key residue and Blood Brain Barrier level (-0.481). 
Hence, LIGAND_4 has been emerged as a promising Anti-viral drug 
candidate with potential symptomatic and disease-modifying effects.

CHIKV nsP2 protease was responsible for diseases, therefore, 
identify the drug which inhibits the expression of nsP2 protein 
prevent the inhibition of interferon during the infection of virus [11]. 
The nsP2 protease was responsible for cleavage in the nonstructural 
polyprotein that were crucial for the viral replication cycle. Therefore 
this nsP2 protease constitutes an attractive target for the development 
of antiviral compounds [12]. The inhibitor blocks the protease when 
new viral particle break off from on infected cells. Now days there is no 
proper inhibitor for inhibit the Chikungunya protease activity.

The study of enzymatic activity of the purified protease nsP2 has 
ability to cleave peptidyl-7-amino-4-methylcoumarine; this kind of 
substrate was used to study the activity of a wide range of proteases [13].
Still there was no PDB_ID for the structure of CHIKV nsP2 Protease. 
Therefore first we retrieve the sequence of nsP2 CHIKV(37997) 
Protease from UNIPROT_KB and then the protein was Modelled by 

S.No Database Name After 85% of SAM 
Structure Similarity After ADMET

Before
Drug Likeliness 

Screening

No. of  ligands which 
passed drug likeliness 

test

Ligands after HTVS 
Docking Best Ligands

1. Pub Chem
Database 11,000 197 197 90 4 2

Table 5: Ligand Screening Works Flow.

Name Structure Name of the Lead Gold Score ADMET_
BBB Level

LIGAND_3

CH3

S

N

N

N

N

O

OH

F

[3-fluoro-5-(6-hexylsulfanylpurin-9-yl)
oxolan-2-yl]methanol 31.6934 -0.712

LIGAND_4

CH3

N

N N

N

NH

O
O

O

O

CH3

CH3H3C

N-butyl-9-[3,4-dipropoxy-5-
(propoxymethyl)oxolan-2-yl]purin-

6-amine
47.6163 -0.481

Table 6: Results of Docking Analysis for Synthetic compounds.
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Figure 4: The binding mode of the LIGAND_4 to active site of CHIKV nsP2 
Protease.
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the query sequence of Venezuelan equine encephalitis virus(VEEV) 
nsP2 structure [14]. The C-terminal region of alphavirus nsP2 protease 
could play a similar role to the CHIKV nsp2 protease. The PDB_ID for 
VEEV virus nsP2 Protease was 2HWK, it shows 40% template similarity 
for CHIKV nsP2 protease. The Chikungunya protease activity was 
slightly inhibited by NaCl [15]. But inhibition of CHIKV protease 
activity by NaCl is not that much effective. Chloroquine [17], Quinine 
[18], Carbomide, Saquinavir, Indanavir, Ritonavir were the Antiviral 
drug for CHIKV replication. But these replication compounds were 
cause some side effects like Dizziness, Nausea, High Blood Sugar, Signs 
of Allergy, etc. Therefore in our study main was mainly focused to 
identified the novel inhibitor free from side effect and free from allergy.

Docking work was performed with novel potent inhibitor or lead 
compound retrieved from PUBCHEM database through screening 
technique, which fulfill the Drug likeliness and ADMETox property. 
The Lead compounds were Screened form PUBCHEM Database. Based 
on PUBCHEM structure similarity search 85% of similar structure of 
SAM was retrieved. Total number of compound Screened in structure 
similarity screening was 11099 and the following screened compounds 
were screened with ADMETox Properties. After this screening 197 
Lead compounds were obtained. Then 197 Lead Compound were 
screened based on Drug Likeliness Property. 4 Best Lead Compound 
were obtained at last. These 4 ligands were free form side effects 
because the obtained ligands were screened by ADMETox properties 
and Physicohemical properties for drug likeliness. Docking work was 
performed with 4 Lead Compound with the target protein CHIKV 
nsP2 Protease Protein using GOLD SUITE. Among the 4 compounds, 
LIGAND_4 has best score (47.6163) compared with other compounds. 
Hydrogen bonding exists with the residue LYS103 Key residue.

Conclusion
This study describes about the nsP2 Protease that have demonstrated 

to be a promising drug target for the treatment of Chikungunya. The 
interaction between Chikungunya nsP2 protease protein against the 
ligands was studied by using various computational methods. Based on 
the hydrogen bonds, docking score and Blood Brain Barrier level value 
the docking result was analyzed. The results were compared within 
themselves to find out the best ligands which can inhibit the property of 
the viral protein. Based on this observations LIGAND_4 [N-butyl-9-[3, 
4-dipropoxy-5-(propoxymethyl) oxolan-2-yl] purin-6-amine] is found
to bind with the target more efficiently than LIGAND_3 compound
with best gold score and hydrogen bonding interactions with the
peripheral site key residue. Hence, LIGAND_4 has been emerged as
a promising Anti-viral drug candidate with potential symptomatic
and disease-modifying effects. Further, QSAR studies can be done to
identify conformational changes.

References

1. Richard M Casey (2006) Bioinformatics in Structure-Based Drug Design.

2. Geromichalos GD (2007) Importance of molecular computer modeling in 
anticancer drug development. Buon J 1:S101-S118.

3. Lahariya C, Pradhan SK (2006) Emergence of chikungunya virus in Indian 
subcontinent. J Vector Borne Dis 43: 151-160. 

4. Lengauer, T, Rarey M (1996) Computational methods for biomolecular docking. 
Curr Opin Struct Biol 402-406.

5. Kitchen DB, Decornez H, Furr JR, Bajorath J (2004) Docking and scoring in 
virtual screening for drug discovery: methods and applications. Nat Rev Drug 
Discov 935-949.

6. Alvarez J, Shoicet B (2005) Virtual Screening in Drug Discovery. 

7. Meng EC, Shoichet BK, Kuntz ID (1992) Automated Docking with grid based 
energy evaluation. J Comput Chem 13: 505-524. 

8.  Accelrys, Discovery Studio suite 2.1.

9. Kelley LA, Sternberg MJ (2009) Protein structure prediction on the Web: a 
case study using the Phyre server. Nat Protoc 4: 363-371.

10. Wass MN, Sternberg MJ (2009) Prediction of ligand binding sites using 
homologous structures and conservation at CASP8. Proteins 77: 147-151.

11. Simmons JD, White LJ, Morrison TE, Montgomery SA, Whitmore AC et al. 
(2009) Venezuelan equine encephalitis virus disrupts STAT1 signaling by 
distinct mechanisms independent of host shutoff. J Virol 83: 10571-10581.

12. Hardy WR, Strauss JH (1989) Processing the nonstructural polyproteins of 
Sindbis virus: nonstructural proteinase is in the C-terminal half of nsP2 and 
functions both in cis and in trans. J Virol 63: 4653-4664. 

13. Witvrouw M, Desmyter J, De Clercq E (1994) Antiviral portrait series: 4. 
Polysulfates as inhibitors of HIV and other enveloped viruses. Antivir Chem 
Chemother 5: 345-359.

14. Russo AT, Watowich SJ (2006) Purification, crystallization and X-ray diffraction 
analysis of the C-terminal protease domain of Venezuelan equine encephalitis 
virus nsP2. Acta Crystallogr Sect F Struct Biol Cryst Commun 514-517.

15. Muthumani K, Lankaraman KM, Laddy DJ, Sundaram SG, Chung CW, et 
al. (2008) Immunogenicity of novel consensus-based DNA vaccines against 
Chikungunya virus. Vaccine 26: 5128-5134.

16. http://www.ccdc.cam.ac.uk

17. Pialoux G, Gaüzère BA, Jauréguiberry S, Strobel M (2007) Chikungunya, an 
epidemic arbovirosis. Lancet Infect Dis 7: 319-327.

18. Zhu WY, Yang YL, Fu SH, Wang LH, Zai YG, et al. (2009) Substitutions of 
169Lys and 173Thr in nonstructural protein 1 influence the infectivity and 
pathogenicity of XJ-160 virus. Arch Virol 154: 245-253.

19. Laskowski RA, MacArthur MW, Moss DS, Thornton JM (1993) PROCHECK: a 
program to check the stereochemical quality of protein structures, J Appl Cryst 
26: 283-291.

http://searchdatamanagement.techtarget.com/news/2240111413/Bioinformatics-in-Structure-Based-Drug-Design
http://www.ncbi.nlm.nih.gov/pubmed/17935268
http://www.ncbi.nlm.nih.gov/pubmed/17935268
http://www.ncbi.nlm.nih.gov/pubmed/17175699
http://www.ncbi.nlm.nih.gov/pubmed/17175699
http://www.sciencedirect.com/science/article/pii/S0959440X96800613
http://www.sciencedirect.com/science/article/pii/S0959440X96800613
http://www.ncbi.nlm.nih.gov/pubmed/15520816
http://www.ncbi.nlm.nih.gov/pubmed/15520816
http://www.ncbi.nlm.nih.gov/pubmed/15520816
http://onlinelibrary.wiley.com/doi/10.1002/jcc.540130412/abstract
http://onlinelibrary.wiley.com/doi/10.1002/jcc.540130412/abstract
http://www.ncbi.nlm.nih.gov/pubmed/19247286
http://www.ncbi.nlm.nih.gov/pubmed/19247286
http://www.ncbi.nlm.nih.gov/pubmed/19626715
http://www.ncbi.nlm.nih.gov/pubmed/19626715
http://www.ncbi.nlm.nih.gov/pubmed/19656875
http://www.ncbi.nlm.nih.gov/pubmed/19656875
http://www.ncbi.nlm.nih.gov/pubmed/19656875
http://www.ncbi.nlm.nih.gov/pubmed/2529379
http://www.ncbi.nlm.nih.gov/pubmed/2529379
http://www.ncbi.nlm.nih.gov/pubmed/2529379
https://lirias.kuleuven.be/handle/123456789/37023
https://lirias.kuleuven.be/handle/123456789/37023
https://lirias.kuleuven.be/handle/123456789/37023
http://www.ncbi.nlm.nih.gov/pubmed/16754969
http://www.ncbi.nlm.nih.gov/pubmed/16754969
http://www.ncbi.nlm.nih.gov/pubmed/16754969
http://www.ncbi.nlm.nih.gov/pubmed/18471943
http://www.ncbi.nlm.nih.gov/pubmed/18471943
http://www.ncbi.nlm.nih.gov/pubmed/18471943
http://www.ccdc.cam.ac.uk
http://www.ncbi.nlm.nih.gov/pubmed/17448935
http://www.ncbi.nlm.nih.gov/pubmed/17448935
http://www.ncbi.nlm.nih.gov/pubmed/19118404
http://www.ncbi.nlm.nih.gov/pubmed/19118404
http://www.ncbi.nlm.nih.gov/pubmed/19118404
http://scripts.iucr.org/cgi-bin/paper?S0021889892009944
http://scripts.iucr.org/cgi-bin/paper?S0021889892009944
http://scripts.iucr.org/cgi-bin/paper?S0021889892009944

	Title
	Corresponding author
	Abstract
	Keywords
	Introduction
	Materials and Methods 
	Ligand selection
	Dataset and 2d similarity search
	SMART screening
	ADMET
	PHYRE2
	SAVS
	3D ligand site searching
	Discovery studio
	Docking
	Scoring function 
	Evaluation
	GOLD suite

	Results and Discussion
	Modeling of CHIKV nsP2 protease protein 
	Binding site prediction of CHIKV nsP2 protease 
	Ligand screening and preparation
	Gold docking result

	Conclusion
	References
	Table 1
	Table 2
	Table 3
	Figure 1
	Figure 2
	Table 4
	Figure 3
	Table 5
	Table 6
	Figure 4



