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1. Overall, phylogenetic clustering along the tree appears to

Influenza A virus subtype H3NZ2 is widely
associated with seasonal influenza and

103 HA sequences from H3N2 strains isolated in Florida from the 2017/2018 and 2018/2019 flu

F159S A138S seasons were edited and aligned using the Basic Local Alignment Search Tool (BLAST) provided by

examine whether or not 3C.2a continues to be 1840-1847.

the dominant clade between the previous and
current seasons.

The above, rooted phylogenetic tree shows102 sequences isolated in Florida . . . . .
from 2017 through 2018 in comparison to reference strains of known subclades Table 1. H3N2 HA gene comparison between vaccine, and the isolated Florida strains, by season.

reported by the World Health Organization (italicized, blue) and vaccine strands 1':|'h|s 'S a corln.pﬁrlson OI thtehHA genes tl'j etween thg C'rcﬁliﬂng F.Ior'df 98;23'”‘7’ a.?d{he. ster:ectedIHStll\cljZ component
(bold). Tree was rooted on the A/Perth/16/2009 branch. or seasonal influenza for their respective years. Overall, there is a o similarity in the nucleotide sequences
from year to year and while the amino acid similarity drops from about 98% similarity to around 96%

[5] World Health Organization. Recommended composition of influenza virus vaccines
for use in the 2018-2019 northern hemisphere influenza season. Wkly Epidemiol Rec
2018;93:133-41.
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