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Influenza A virus (A/duck/Taiwan/11213/2013(H5N2)) segment 4 hemagalutinin (HA) gene, complete cds 2843 2843 95% 0.0 97% KJ162796.1
Influenza A virus (A/duck/Taiwan/11254/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2832 2832 95% 0.0 97% KJ162804.1
Influenza A virus (A/duck/Taiwan/758/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2828 2828 95% 0.0 97% KJ1627241
Influenza A virus (A/duck/Taiwan/4379/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2826 2826 95% 0.0 97% KJ162780.1
Influenza A virus (A/duck/Taiwan/755/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2826 2826 95% 0.0 97% KJ162716.1
u 2822 2822 95% 0.0 97% KJ1627881

Influenza A virus (A/duck/Taiwan/4376/2013(H5N2)) segment 4 hemagglutinin (HA) gene. complete cds 2820 2820 95% 0.0 97% KJ1627721
Influenza A virus (A/duck/Taiwan/4355/2013(H5N2)) segment 4 hemagglutinin (HA) gene. complete cds 2820 2820 95% 0.0 97% KJ162740.1
Influenza A virus (A/duck/Taiwan/4374/2013(H5N2)) segment 4 hemagglutinin (HA) gene. complete cds 2817 2817 95% 0.0 97% KJ162764.1
Influenza A virus (A/duck/Taiwan/4360/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2817 2817 95% 0.0 97% KJ1627481
Influenza A virus (A/duck/Taiwan/4372/2013(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2815 2815 95% 0.0 97% KJ162756.1
Influenza A virus (A/duck/Taiwan/DV30-2/2005(H5N2)) hemagglutinin (HA) gene, complete cds 2564 2564 98% 0.0 93% CY1109331
Influenza A virus (A/Taiwan/DV413/2006(H5N2)) segment 4 hemagglutinin (HA) gene. complete cds 2532 2532 98% 0.0 93% KP792300.1
Influenza A virus (A/Taiwan/DV518/2006(H5N2)) segment 4 hemagglutinin (HA) gene, complete cds 2523 2523 98% 0.0 93% KP792308.1
Influenza A virus (A/goose/Hong Kong/23/1978(H5N3)) segment 4, complete sequence 1605 1605 100% 0.0 83% CY0060281
Influenza A virus (A/greater white-fronted go lands/5/2010(H5N3)) segment 4 hemagglutinin (HA) gene, complete cds 1600 1600 100% 0.0 83% KX9788511
Influenza A virus (A/duck/Potsdam/1402-6/1986(H5N2)) segment 4, complete sequence 1600 1600 100% 0.0 83% CY0146421

1594 1594 100% 0.0 83% KX978032.1
1589 1589 100% 0.0 83% KX9783881
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A/duck/Hokkaido/10/2015(H3N6) Al/duck/Hokkaido/10/2015(H3N6)
(97.9%) (97.8%)
A/duck/Mongolia/709/2015(H10N7)  A/duck/Mongolia/709/2015(H10N7)
(98.2%) (98.2%)

A/wild bird/Jiangxi/P419/2016(H6N8)  A/wild bird/Jiangxi/P419/2016(H6NS)
(98.3% ) (98.1%)
A/duck/Taiwan/11213/2013(H5N2) A/duck/Taiwan/11213/2013(H5N2)
(97.0%) (97.0%)
Al/duck/Ganzhou/GZ5/2015(H4N6) Al/duck/Ganzhou/GZ5/2015(H4N6)
(97.8%) (97.8%)
A/duck/Mongolia/127/2015(H4N6) A/duck/Mongolia/127/2015(H4N6)
(97.3%) (97.1%)
A/duck/Hokkaido/W280/2014(H5N3)  A/duck/Hokkaido/W280/2014(H5N3)
(98.2%) (97.8%)
Alchicken/Wuhan/WHJF/2014(H5N2)  A/chicken/Wuhan/WHJF/2014(H5N2)
(98.4%) (98.1%)
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