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FIG. 5: Nature of D, and H, of the SARS-CoV-2 isolates: Plots of (A) D, versus ¢ in log-log plot for 43 genomic
isolates of SARS-CoV-2 where reference genome is shown as dotted light blue, (B) averaged D, versus ¢ in log log plot, (C)
averaged Dy as a function of respective country, (D) Hg with respect to ¢ with dotted line being the reference, (E) Hy — H, qc
versus ¢, and, (F) averaged H, for the countries we have taken.
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FIG. 6: Bifurcation diagram of the virus-hosts interaction model.
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