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Supplementary Fig. S6. Amino acid composition at the nine sites of H3 HA (scalable vector graphics). The tree 
is based on HA sequences used for selection pressure analyses and includes 1492 sequences of avian IAVs, 406 sequences 
of equine, canine, feline and seal IAVs and 803 sequences of human IAVs isolated in the years from 1968 to 1999. 
Unobserved ancestral codons were inferred using the SLAC method. Host-specific clades are depicted in the tree display for 
the site -2.
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