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Appendix 

Appendix Figure 1. Phylogenetic tree of all 8 genes of study virus A/India/NIV-SARI-4571/2021 (H5N1): 

A) polymerase basic 2 gene (PB2); B) polymerase basic 1 gene (PB1); C) polymerase gene (PA); D) 

nuclear protein gene (NP); E) matrix gene (M); and F) nonstructural gene (NS). The numbers above the 

branches are the bootstrap probabilities (%) for each branch, determined using MEGA software, version 7 

(https://megasoftware.net). We used Gs/Guangdong/1/96 as the out group. 
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Appendix Figure 2. Amino acid alignment of 11 genes relative to A/goose/Guangdong/1/1996as 

prototype virus and the sequence obtained from the clinical sample and the passaged 1 and 2 virus of 

newly identified H5N1virus. 
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