Supplementary Materials

Supplemental Table 1. Metadata associated with the 335 genomes of the H5N1 2.3.4.4b clade publicly available from GISAID and reference genome from NCBI Virus utilized in phylogenetic analyses. Genotypes were characterized using GenoFlu v 1.02.

Supplemental Figure 1. Complete maximum likelihood phylogenetic tree with metadata of the hemagglutinin (HA) gene segment of the H5N1 virus using 335 publicly available genomes of the 2.3.4.4b clade, assembled genome from bobcat oral swab, and the 2015 reference (KU201856.1). The four main genotypes are colored accordingly: A3 in red, B3 (including B3.13 and B3.6) in purple, C2 in teal, and D1 (including D1.1, 1.2, and 1.3) in blue. Bootstrap values are indicated on phylogeny branches. 

Supplemental Figure 2. Complete maximum likelihood phylogenetic tree with metadata of the nucleoprotein (NP) gene segment of the H5N1 virus using 335 publicly available genomes of the 2.3.4.4b clade, assembled genome from bobcat oral swab, and the 2015 reference (KU201856.1). The four main genotypes are colored accordingly: A3 in red, B3 (including B3.13 and B3.6) in purple, C2 in teal, and D1 (including D1.1, 1.2, and 1.3) in blue. Bootstrap values are indicated on phylogeny branches. 

Supplemental Figure 3. Complete maximum likelihood phylogenetic tree with metadata of the neuraminidase (NA) gene segment of the H5N1 virus using 335 publicly available genomes of the 2.3.4.4b clade and the 2015 reference (KU201856.1). The four main genotypes are colored accordingly: A3 in red, B3 (including B3.13 and B3.6) in purple, C2 in teal, and D1 (including D1.1, 1.2, and 1.3) in blue. Bootstrap values are indicated on phylogeny branches. 


