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Figure S1. A(H3N2) HA phylogenetic tree. A maximum likelihood phylogenetic tree of the HA gene of influenza 

A(H3N2) viruses analyzed in this study. Viruses isolated in Russia during the 2022–2023 epidemic season are indicated 

in blue. Vaccine strains are indicated in red. Amino acid substitutions in HA are in purple. 
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Figure S2. B/Victoria HA phylogenetic tree. A maximum likelihood phylogenetic tree of the HA gene of influenza 

B/Victoria viruses analyzed in this study. Viruses isolated in Russia during the 2022–2023 epidemic season are indicated 

in blue. Vaccine strains are indicated in red. Amino acid substitutions in HA are in purple. 

 

 

 


