
 

Supplementary Figure S11. Phylogenetic tree for PB2 segment. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 



 

 
Supplementary Figure S12. Phylogenetic tree for PB1 segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 



 

 

Supplementary Figure S13. Phylogenetic tree PA segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 

 



 

 

Supplementary Figure S14. Phylogenetic tree HA segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 

  



 

Supplementary Figure S15. Phylogenetic tree NP segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 

 

  



 

Supplementary Figure S16. Phylogenetic tree for NA segment. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 

 



 

Supplementary Figure S17. Phylogenetic tree for M segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 



 

 

Supplementary Figure S18. Phylogenetic tree for NS segments. Each H7Nx subtype was color coded, other subtypes were indicated by black. Black circles indicate nodes that were 

supported by ultrafast bootstrap approximation values above 95%. 


