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Figure S1: Frequency of occurrence of each codon in the reference SARS-CoV-2

whole genome NC_045512.2.
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Figure S2: Distribution of total codon mutations along the SARS-CoV-2
genome, according to the GISAID data set. The plot shows the number of posi-
tions in the SARS-CoV-2 genome with the number of codon mutations specified
along the x-axis. The dashed red line corresponds to a power law function with

the form y oc 71,
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Figure S3: Difference between the rank of the coding regions using the impor-
tance value, Eq. (2) and the relative density, Eq. (3). The figure illustrates that
the rank difference is less than a few positions for more than half of the coding
regions. The coding regions are arranged along the x-axis in order of decreasing

importance.
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Figure S4: Difference between the rank of the coding regions using the impor-
tance value, Eq. (2) and the mutation index. The figure illustrates that the
rank difference is less than a few positions for more than half of the coding
regions. The coding regions are arranged along the x-axis in order of decreasing

importance.



