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Supplementary Figure 1. Phylogenetic tree based on HA1pdm09 and HA3 sequences, generated in MEGA 6 (18) by using the Maximum Likelihood method based on the Hasegawa-Kishino-Yano model. The numbers next to the branches indicate the percentage of 1,000 bootstrap replicates that support each phylogenetic branch. The tree is drawn to scale, with branch lengths measured in the number of substitutions per site.
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