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Supplementary Figure 1. Distribution along the viral genome and in viral genes of mutations observed for the various viral genotypes.
Sequences from complete genomes were analyzed using the Nextstrain web-tool (https://clades.nextstrain.org/) [1]. They were compared to
sequences available in the GISAID database (https://www.gisaid.org/). Representation is adapted from Nextclade sequence analysis web

application output (https://clades.nextstrain.org/results ).

% In reference to genome GenBank Accession no. NC_045512.2 (Wuhan-Hu-1 isolate); ® green: U; yellow: G; blue: C; red: A; © Named

Nextstrain clade 20A.EU1; 4 Named Nextstrain clade 20A.EU2.

3CL.: 3C-like proteinase; E: Envelope protein; H: NTPase/helicase domain; M: Membrane glycoprotein; N: nucleocapsid phosphoprotein; nsp9:
ssRNA-binding protein; nspl4: 3'-to-5' exonuclease; nsp15: EndoRNase; PLpro: Predicted phosphoesterase; RdRp: RNA-dependent RNA

polymerase; S: Spike glycoprotein; Syn.: synonymous.
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