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Appendix 

Appendix Table. Nucleotide sequence similarity among gene segments from highly pathogenic avian influenza A(H5N1) viruses 
(YC/2022, YS/2023, and GA/2023), South Korea* 

Virus HA NA M PB2 PB1 PA NP NS 

YC/2022 99% 98.7% 99.4% 92.5% 94.2% 94.9% 93.5% 90.8% 
YS/2023† 100% 100% 100% 100% 100% 100% 100% 100% 
GA/2023 99.9% 99.9% 100% 99.9% 99.9% 100% 99.9% 100% 
*YS/2023 and GA/2023 isolates are from cats and YC/2022 isolate is from a duck. HA, hemagglutinin; M, matrix protein; NA, neuraminidase; NP, 
nucleoprotein; NS, nonstructural protein; PA, polymerase acidic protein; PB1, polymerase basic protein 1; PB2, polymerase basic protein 2. 
†Reference virus for nucleotide sequences.  
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Appendix Figure. Phylogenetic analysis of hemagglutinin gene from highly pathogenic avian influenza 

A(H5N1) viruses isolated from cats, South Korea. The phylogenetic tree was constructed by using the 

nucleotide sequences of the hemagglutinin gene segments from YS/2023 and GA/2023 isolates from cats 

and YC/2022 isolate from a duck together with those of selected influenza A viruses available in GISAID 

(https://www.gisaid.org). Tree was generated by using the maximum-likelihood method and analyzed by 

using 1,000 bootstrap replicates. Red circles indicate YC/2022, YS/2023, and GA/2023 from this study; 

blue squares indicate isolates from South Korea. Scale bar indicates nucleotide substitutions per site. 


