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proportional to the percentage of sequences presenting a given character, as indicated by the axes
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Figure S2. Virus species and region of isolation of HA sequences in the dataset. (a) Distribution per
species category. Sequences were sorted into four species groups (terrestrial poultry, wild aquatic
birds, others and not determined) and the percentage of sequences corresponding to each group
was plotted for each HA subtype. The number of sequences in each group is indicated above each
corresponding bar. Colors correspond to the legend above the graph. (b) Distribution per region of
isolation. North and South America were grouped into the Americas; the rest of the world into
Africa-Eurasia-Oceania (AEO), using the same representation as in (a).
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relative position to hemagglutinin cleavage site

Figure S4. Sequence logos of nucleotide and p urine (R)/pyrimidine (Y ) compos of HA cleavage
site regions (P6 to P1’, P1 position corresponding to the C—termm of HAT) of dlfferent subt

ypes.

For each HA subtype, the number of sequences used to generate the logo is indicated. Letter sizes

directly proportional to the percentage of sequences presenting a given character, as indicated
on the left side of

the logos.



