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1. Recommended composition of influenza virus vaccines for use in the 2023 southern
hemisphere influenza season

https://www.who.int/publications/m/item/recommended-composition-of-influenza-virus-

vaccines-for-use-in-the-2023-southern-hemisphere-influenza-season

2. Summary of neuraminidase (NA) amino acid substitutions associated with reduced inhibition
by neuraminidase inhibitors (NAIs)

https://www.who.int/publications/m/item/summary-of-neuraminidase-(na)-amino-acid-

substitutions-associated-with-reduced-inhibition-by-neuraminidase-inhibitors-(hais)

3. Next clade, Clade assignment, mutation calling, and sequence quality checks

https://clades.nextstrain.org/
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