Supplementary Figure 1: Percentage distribution of influenza A and B subtypes from seasons
2008/09 through 2022/23. The distribution of influenza A and B subtypes were generated based on

subtype/lineage specific testing performed at the NIPH.

Supplementary Figure 2: Phylogeny of A(H1N1)pdmO09 and A(H3N2) strain tested by HAL
Phylogenetic trees based on the hemagglutinin-coding sequences of A) A(HIN1)pdmQ09 and B) A(H3N2)
viral strains analyzed by HAI Figure 2, in addition to selected strains used in seasonal influenza vaccines.
The trees were constructed in MEGA11 using the Neighbour-Joining method. The HIN1 tree was
rooted in A/Christchurch/16/2010, while the H3N2 tree was rooted in A/Texas/50/2012. The clade

associated with each influenza strain is indicated to the left of the trees.
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