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Among various strains of avian influenza viruses, Highly Pathogenic Avian Influenza (HPAI) H5N1 virus is the most virulent 
with a crude mortality rate of 60%. This virus first appeared in Guandong, China in 1996. Since then, the virus has circulated 

in different hosts throughout Asia, Europe, Africa and North America. Though, human to human transmission of the HPAI 
H5N1 is a rare event, recombination and re-assortment among different lineages may give rise to new pandemic strains. To 
investigate evolutionary changes, we performed phylogenetic analysis of the two major envelop glycoproteins hemagglutinin and 
neuraminidase of H5N1 from human, avian, cat and swine hosts. HA and NA together play a pivotal role in molecular adaptation 
and evolution of HPAI H5N1 virus. Our present work provides understanding of phylogeography of H5N1 virus and possibility of 
emergence of new zoonotic strains. This work also suggests for adequate surveillance of H5N1 influenza virus to prevent potential 
risks. This will simplify the development of putative vaccine against H5N1 influenza virus in future.
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