Supplementary figures.

Figure S1. Phylogenetic tree built using Maximum-Likelihood method including Moscow and Russian
GISAID datasets and global subsampled GISAID dataset. BA.1 cluster branches are marked with green
color, BA.2 branches — with orange color.
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Figure S2. Phylogenetic analysis of the Russian SARS-CoV-2 Omicron strains and closely related viral
variants extracted from UShER database to identify clusters with global Omicron viral variants related
with the Russian isolates. The tree has Orange branches related with BA.2 variant and light green
branches related with BA.1 variants.
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