3.2 Comparison of Spike (S) Proteins of NCoV and MERS CoV 19
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Fig. 3.3 Comparison of the S Protein with MERS CoV proteome using BLAST

Inference: From the above BLAST result it can be inferred that the S protein of
Query shows an identity of about 34% to the MERS CoV Spike protein (Fig. 3.3).

3.3 Comparison of Membrane (M) Proteins of NCoV
and MERS CoV
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Fig. 3.4 Comparison of the M Protein with MERS CoV proteome using BLAST





