
Inclusion Criteria

hCoV-19 genomes: 
• Length >100 nucleotides;
• Stretches <50% of Ns

Sequences pending confirmation:
• Sequences with frameshift (nucleotide insertion, or deletions that are not dividable by three);
• Sequences with early STOP codon in the Spike, causing the truncation of the protein.  

NOTE: the %uniqmut (% unique mutations) refers to those changes in the amino acid that have not been detected in more than two shared 
sequences.  The threshold of 0.05% indicates 5 unique amino acid changes per genome.


