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Figure S3. Panel (A) shows a 2 aa deletion () in the N-protein that is specific for the
SARS-CoV-2r, CoVZC/PrC31 clusters as well as other Bat SARS-CoV-2 related strains of
CoVs. The viruses from Sarbecovirus lineage-3 contain a separate 1 aa deletion ((5)) in this
position. The panel (B) shows the sequence alignment of N-protein depicting a 2 aa deletion
((®) that is specific for pangolin CoVs. A 1 aa deletion ((7)) specific for Sarbecovirus
lineages-3 is also present in a neighboring region.



