Figure S1. Amino acid sequence alignment (H3 numbering) of HA protein from H7N3 AlVs A/mallard/Dagestan/1050/2018
(HA-07) and A/mallard/Dagestan/1051/2018 (HA-08)
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HA-07_ SKYREEAMONRIQINPVKLSSGYKDVILWESFGASCFILLAIAMGLVFICVKNGNMRCTICI*
HA-08 SKYREEAMONRIQINPVKLSSGYKDVILWEFSFGASCFILLATAMGLVFICVKNGNMRCTICI*
A/Aichi/2/68 H3N2 DVYRDEALNNRFQIKGVELKSGYKDWILWISFAISCFLLCVVLLGEFIMWACQRGNIRCNICI*

Legend:

Receptor binding site: red boxes

Clivage site: black box

Glycosylation sites: green boxes



