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Figure S1. Amino acid alignment comparing amino acid numbers of equine influenza virus N8
neuraminidase against H5N1 neuraminidase from 2HTY pdb structure file.
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N8 numbering: 328 338 348 358 368 378 388 338
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*- N1 structure file 2TTTY) has no 301

# - N1 structure file (2HTY) has no 334

- N1 structure file (2HTY) has no 337 or 338

I - N1 structure file (2HTY) has no 393

I - N1 structure file (2HTY) has 412, 412A, 4128, 412C and 412D

I- N1 structure file (2HTY) has no 434
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Table S1. Genetic similarity between the 144- and 179-groups and the recommended FC2 vaccine

strain.

Vaccine  144-Group
HA Vaccine - 98.4%
(nt) 179-group 98.5% 97.9%
HA Vaccine - 98.2%
(aa) 179-group 98.1% 97.7%
NA Vaccine - 98.2%
(nt) 179-group 98.3% 96.9%
NA Vaccine - 98.0%
(aa) 179-group 98.7% 97.2%

Percentage similarity shown. HA = haemagglutinin, NA = neuraminidase, nt = nucleotide, aa =
amino acid. Recommended vaccine strain is A/eq/Richmond/1/07. A/eq/Northamptonshire/4/15
used as the most recent isolate of the 144-group, A/eq/Ayrshire/1/13 used as the most recent isolate of

the 179-group.



