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Appendix 1 Figure 1. Phylogenetic trees of HA segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1. 
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Appendix 1 Figure 2. Phylogenetic trees of PB1 segment of influenza A(H5N1) virus. Evolutionary 

history was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree 

with the highest log likelihood is shown. The percentage of replicate trees in which the associated taxa 

clustered together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar 

represents number of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue 

indicates subgroup B; red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1; 

pink, Eurasian LPAI viruses.  
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Appendix 1Figure 3. Phylogenetic trees of PA segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1. 
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Appendix 1 Figure 4. Phylogenetic trees of NP segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1. 
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Appendix 1 Figure 5. Phylogenetic trees of NA segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1. 
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Appendix 1 Figure 6. Phylogenetic trees of PB2 segment of influenza A(H5N1) virus. Evolutionary 

history was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree 

with the highest log likelihood is shown. The percentage of replicate trees in which the associated taxa 

clustered together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar 

represents number of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue 

indicates subgroup B; red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1; 

pink, Eurasian LPAI viruses. 
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Appendix 1 Figure 7. Phylogenetic trees of MP segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1. 
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Appendix 1 Figure 8. Phylogenetic trees of NS segment of influenza A(H5N1) virus. Evolutionary history 

was inferred using the maximum-likelihood method based on the GTR+G+I model (1). The tree with the 

highest log likelihood is shown. The percentage of replicate trees in which the associated taxa clustered 

together in the bootstrap test (1,000 replicates) is shown next to the nodes. Scale bar represents number 

of substitutions per site. Evolutionary analyses were conducted in MEGA6 (2). Blue indicates subgroup B; 

red, subgroup A; purple, strains of clade 2.3.2.1c; green, clade 2.1.3.2a H5N1; pink, Eurasian LPAI 

viruses. 
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