
Figure S1.(a) to (h).  
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Supplemental Figure S1a–h. Maximum Likelihood phylogenetic trees of the individual genome 
segments of H5N1 HPAI viruses. All trees are midpoint-rooted and bootstrap values are indicated.  
South African viruses are highlighted in blue, Namibia in red, Lesotho in green, and Botswana in 
magenta.  


