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Figure S2. Gene constellations of H5NS5 viruses. Highly pathogenic avian influenza (HPAI) H5NS
viruses isolated during the HPAI H5 2016-2017 epizootic, ordered by genotype. Asterisks indicate
incomplete sequences. Gene segments are coloured according to their phylogenetic cluster. Detailed
information on the virus sequences is provided in Table S2. PB2, polymerase basic protein 2; PB1,
polymerase basic protein 1; PA, polymerase acidic protein; HA, hemagglutinin; NP, nucleoprotein; NA,
neuraminidase; MP, matrix protein; NS, nonstructural protein.



