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Figure S1. Amino acid sequence alignment of strain ITA/2005/Bari with the HA1 of representative of the various H3N8 lineages and sub-lineages.
Strain ZAF/2003/South Africa-4, and USA/2003/Ohio-1 (clade Florida 1). Strain GBR/2007/Richmond-1 and POL/2008/Pulawy-1 (clade Florida 2).
Strain GBR/1989/Suffolk (Eurasian lineage) and USA/1994/Kentucky-1 (American lineage). Possible N-linked glycosylation sites are shaded in grey.
The positions of amino acids, which have been identified as components of antigenic regions, and their corresponding antigenic regions, are

indicated (line under the amino acid letter).
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