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Abstract

Statement of Problem: COVID-19 started with an unusual form of viral pneumonia in Wuhan,
China, and then it all ended globally. Since the genetic structure and phenotype of COVID-19 play a
very important role in the pathogenicity of this virus, we examine the important features of the new

traits.

Research Purpose: Genetic comparison of SARS-CoV-2 virus with other genus of beta-

coronaviruses.

Results and Conclusion: Based on phylogenetic relationships and genomic structures, this
virus belongs to the genus Betacoronavirus. Human beta-coronaviruses include SARS-CoV-2,
SARS-CoV, and MERS-CoV, which have many similarities; But differences in their genomes
and phenotypes can have a direct impact on the pathogenicity of Quid varieties. Covid 19
contains a positive single-stranded RNA molecule that is, of course, bound to a nucleoprotein
in the capsid. A typical Covid has at least six ORFs in its genome, and other required products
are produced by Covid sgRNA molecules. The four main structural cultures of Quaid are
encoded by ORFs 10 and 11.
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