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Background and Aim The human coronavirus is a member of the Coronaviridae family and causes up-

drugs, not much progress has been made on the epitope-based vaccine designed for HCoV. 
Methods & Materials

-

-

model were studied, as well as the physicochemical and stability of the model vaccine by some other serv-

-

Results The results showed that the immunogenic construct created in terms of two-dimensional and 

Conclusion In general, the immunogenic structure that was prepared in this research process could have Keywords: 
Corona Virus, 

Immunogenic 
Structure, Insilico
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1. Introduction

oronaviruses are among the causes of C
observed in China [1]. Currently, due to multiple bio-
logical problems caused by it [3]
are required; however, there remains no reliable treat-
ment or vaccine to treat HCoV infection. It is essen-
tial to develop a vaccine or medication to spread the 
disease caused by the virus. Immunogenetic/bioinfor-
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matics-based approaches to vaccine development are 
determined and used to create new vaccines. Despite re-
peated severe epidemics and inappropriate medication, 
little progress has been made on the epitope-based vac-
cine for HCoV. Therefore, using rapid advances in the 
sequencing of pathogen genomes and protein sequenc-

insilico methods have become prevalent in the design 
of vaccines, which led us to design this research. 

2. Materials & methods

-
virus were selected from NCBI, protein sequence re-

epitopes required for producing the Chimber vaccine 
were obtained using servers such as IEDB. The se-

-

[8, 9]. The 
initial chimer composition of the epitope vaccine was 

-

position of amino acids and bonds in the model of the 
-

bioinformatics servers, like PRABI, protParam was 

-
teraction with the epitope through the Cluspro server.

3. Results

created in terms of the incilico evaluations of two-dimen-
-

-
-

(Figure 1). More-
over, in checking the percentage of the optimal placement 

(99.6), the rate of optimal placement of amino acids in the 
-

Figure 2. 

A B

Figure 1. 
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-
vorable half-life and suitable physicochemical conditions 
respecting solubility.

4. Discussion and conclusion

the increasing global disease burden is very important 
[30]. Therefore, integrated computational approaches 

-

-

physicochemical conditions and two-dimensional and 

angiogenesis [22, 23] in the docking process could favor-
ably interact with some components of the selected im-

called humoral immunity and cellular immunity and 

further proof of these results requires clinical phase pro-
cesses [27, 28, 29].
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