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Technical Appendix 

Shown on the following pages are phylogenetic trees of the polymerase basic protein (PB) 

2, PB1, polymerase acidic protein (PA), nucleocapsid protein (NP), matrix protein (M), and 

nonstructural protein (NS) genes of the novel avian influenza (H5N5) viruses isolated from 

domestic ducks in the People’s Republic of China, December 2008–January 2009, with reference 

sequences. Green, 2 subtype H5N5 viruses (A/duck/eastern China/008/2008 and A/duck/eastern 

China/031/2009); purple, 2 subtype H5N1 viruses (A/duck/eastern China/108/2008 and 

A/duck/eastern China/909/2009); blue, 1 subtype H6N5 virus (A/duck/Yangzhou/013/2008); 

boldface, other subtype H5N5 viruses available from GenBank. Trees were generated by applying 

the neighbor-joining method in MEGA 4.0 (www.megasoftware.net) on the basis of full-length 

coding sequences. Numbers above or below the branch nodes indicate bootstrap values. Scale bars 

indicate branch length based on the number of nucleotide substitutions per site.  
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