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Supplementary Data Description 

Table 1 displays the number of sequences contained in each cluster of Envelope and Membrane 

protein variants as determined by the application of cd-hit at 100% sequence identity threshold. The 

accession codes and definitions of isolates of the smaller clusters have been reported. The sum of the 

numbers of all isolates of Sars-CoV-2 Membrane proteins does not equal 797, the number of initial 

genomes considered, because sequences containing ambiguous codons translated as “X” have been 

removed by cd-hit. 

 

The Excel file contains the list of the 797 Sars-CoV-2 genomes retrieved from GenBank and 

analysed in the article. For each genome, the sequence header is displayed as found in the GenBank. 

The header reports the accession code in the first field of each line after the “>” character. 

 


