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Fig. S5 Phylogenetic analysis of representative NP sequences and the presence or 
loss of Mx-resistance enhancing mutations.  
The maximum likelihood tree of 147 aligned sequences shows four genotypes, i.e., (i) the 
human H1N1, H2N2 and H3N2 viruses, (ii) the classical swine H1N1 viruses and pandemic 
(2009) H1N1 viruses, (iii) the European lineages of swine influenza viruses, and (iv) the 
North American avian influenza viruses. Strain designations and GenBank acc. nos. are 
presented. Numbers at nodes indicate bootstrap values obtained after 1,000 replications. 
Only bootstrap values greater than 50% are presented. The bar indicates substitutions per 
site. Alterations of amino acid positions shown to influence Mx resistance (Fig. 3, Fig. S9) are 
highlighted in bold. 




