
Figure S1. Amino acid sequence alignment (H3 numbering) of HA protein from H7N3 AIVs A/mallard/Dagestan/1050/2018 

(HA-07) and A/mallard/Dagestan/1051/2018 (HA-08) 
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HA-07_            

MNTQILVLALVAIIPTNADKICLGHHAVSNGTKVNTLTERGVEVVNATETVERTNVPRICSKGKRTVDLGQCGLLGTITGPPQCDQFLEFSADLIVERRE  

HA-08_            

MNTQILVLALVAIIPTNADKICLGHHAVSNGTKVNTLTERGVEVVNATETVERTNVPRICSKGKRTVDLGQCGLLGTITGPPQCDQFLEFSADLIVERRE  

A/Aichi/2/68 H3N2        

~~~~~~~~QDLPGNDNSTATLCLGHHAVPNGTLVKTITDDQIEVTNATELVQSSSTGKICNNPHRILDGIDCTLIDALLGDPHCDVFQNETWDLFVERSK  
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HA-07_            

GSDVCYPGKFVNEEALRQILRESGGIDKETMGFTYSGIRTNGATSACKR~SGSSFYAEMKWLLSNTDNAAFPQMTKSYKNTRKDPALIIWGIHHSGSTTE  

HA-08_            

GSDVCYPGKFVNEEALRQILRESGGIDKETMGFTYSGIRTNGATSACRR~SGSSFYAEMKWLLSNTDNAAFPQMTKSYKNTRKDPALIIWGIHHSGSTTE  

A/Aichi/2/68 H3N2        

AFSNCYPYDVPDYASLRSLVASSGTLEFITEGFTWTGVTQNGGSNACKRGPGSGFFSRLNWLTK~~SGSTYPVLNVTMPNNDNFDKLYIWGIHHPSTNQE  
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HA-07_            

QTKLYGSGNKLITVGSSNYQQSFVPSPGARPQVNGQSGRIDFHWLMLNPNDTVTFSFNGAFIAPDRASFLR~GKSMGIQSGVQVDASCEGDCYHNGGTII  

HA-08_            

QTKLYGSGNKLITVGSSNYQQSFVPSPGARPQVNGQSGRIDFHWLMLNPNDTVTFSFNGAFIAPDRASFLR~GKSMGIQSGVQVDASCEGDCYHNGGTII  

A/Aichi/2/68 H3N2        

QTSLYVQASGRVTVSTRRSQQTIIPNIGSRPWVRGLSSRISIYWTIVKPGDVLVINSNGNLIAPRGYFKMRTGKSSIMRSDAPIDT~CISECITPNGSIP  

 

        310       320       330       340       350       360       370       380       390       400          
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HA-07_            

SNLPFQNINSRAVGKCPRYVKQESLMLATGMKNVPELPKGRGLFGAIAGFIENGWEGLIDGWYGFRHQNAQGEGTAADYKSTQSAIDQITGKLNRLIEKT  

HA-08_            

SNLPFQNINSRAVGKCPRYVKQESLMLATGMKNVPELPKGRGLFGAIAGFIENGWEGLIDGWYGFRHQNAQGEGTAADYKSTQSAIDQITGKLNRLIEKT  

A/Aichi/2/68 H3N2        

NDKPFQNVNKITYGACPKYVKQNTLKLATGMRNVPEK~QTRGLFGAIAGFIENGWEGMIDGWYGFRHQNSEGTGQAADLKSTQAAIDQINGKLNRVIEKT  

 

       

 



 

 

 

 

        410       420       430       440       450       460       470       480       490       500          
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HA-07_            

NQQFELIDNEFTEVEKQIGNVINWTRDAMTEVWSYNAELLVAMENQHTIDLADSEMNKLYERVKRQLRENAEEDGTGCFEIFHKCDDDCMASIRNNTYDH  

HA-08_            

NQQFELIDNEFTEVEKQIGNVINWTRDAMTEVWSYNAELLVAMENQHTIDLADSEMNKLYERVKRQLRENAEEDGTGCFEIFHKCDDDCMASIRNNTYDH  

A/Aichi/2/68 H3N2        

NEKFHQIEKEFSEVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDLTDSEMNKLFEKTRRQLRENAEEMGNGCFKIYHKCDNACIESIRNGTYDH  

 

                                510       520       530       540       550       560                    

                        ....|....|....|....|....|....|....|....|....|....|....|....|... 

HA-07_                  SKYREEAMQNRIQINPVKLSSGYKDVILWFSFGASCFILLAIAMGLVFICVKNGNMRCTICI*  

HA-08_                  SKYREEAMQNRIQINPVKLSSGYKDVILWFSFGASCFILLAIAMGLVFICVKNGNMRCTICI*  

A/Aichi/2/68 H3N2       DVYRDEALNNRFQIKGVELKSGYKDWILWISFAISCFLLCVVLLGFIMWACQRGNIRCNICI*  

 

 

Legend: 

Receptor binding site: red boxes 

Clivage site: black box 

Glycosylation sites: green boxes 

 


