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Fig. 2.2 BLAST analysis of ORF1ab polyprotein coding gene

266–21555 bp). The gene sequences of Surface Glycoprotein (S), Nucleocapsid
Protein (N), ORF3a polyprotein, Membrane Glycoprotein (M), Envelope Protein
(E), ORF6, ORF7a, ORF8 and ORF10 were the other sequences to be analyzed
(Fig. 2.2).

Inference: From the above BLAST analysis of ORF1AB polyprotein gene
sequence it can be inferred that all the organisms that belong to SARS Corona
Virus 2 family share completely identical sequence for this gene. Thus ORF1AB is
conserved evolutionarily and might not be the reason for the variations among the
isolates.

A similar comparison was performed for the genes coding for Surface Glycopro-
tein S, Nucleocapsid Protein N, ORF3a polyprotein, Membrane Glycoprotein
M, Envelope Protein E, ORF6, ORF7a, ORF8 and ORF10. It was revealed that
all these sequences are completely conserved and do not have any variable regions
within the SARS corona 2 family. The above analysis related to the conservation
study of the SARS Corona virus 2 reveals that all these 10 important genes share 99
to 100% sequence identity to the other SARS Corona Virus 2 family isolates. Thus
there are no regions which are variable and are not the reason for evolution of any
novel strain.




