Table S3. Pairwise amino acid sequences distances based on the PB1 gene between the Egyptian Amnoonvirus isolate (this study) and representative members of the order Articulavirales. Distances were calculated using the p-distance model and are expressed as the per-
centage of differing amino acid sites between sequences. Lower values indicate higher sequence similarity.
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AmnoonviruseGY1
TiLV*_Index_strain 16.3
3
Rainbowtrout_orthomyxovirusl 958 958
3 3
Infectious_Salmon_Anemia_virus 979 979 70.8
2 2 3
Yancheng_orthomyxo-like_virus 958 979 895 916
3 2 8 7
Wenling_orthomyxo-like_virus2 958 958 916 916 937
3 3 7 7 5
Wenling_hagfish_influenza_virus 93.7 93.7 895 93.7 100 85.4
5 5 8 5 2
Wuhan_asiatic_toad_influenza_vir 959 959 916 979 958 895 854
us 2 2 7 2 3 8 2
Wuhan_spiny_eel_influenza_virus 979 979 916 916 916 958 937 875
2 2 7 7 7 3 5 0
Wuhan_carp_lsavirusl 937 958 729 604 895 958 854 916 854
5 3 2 2 8 3 2 7 2
Xibalbanus_thogotovirusl 895 916 937 979 958 958 875 0916 875 979
8 7 5 2 3 3 0 7 0 2
Influenza_A 916 937 916 875 916 895 916 895 583 895 916
7 5 7 0 7 8 7 8 3 8 7
Influenza_B 895 937 812 833 833 916 895 854 541 875 854 645
8 5 5 3 3 7 8 2 7 0 2 8
Influenza_C 875 895 937 937 875 958 895 770 77.0 916 875 708 729
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Table S6. Pairwise nucleotide sequence distances between Egyptian amnoonvirus isolate (this study) and different Ammnoonviridae members, including the TiLV, TiLV-like, and FTGV by segment 5. Distances were calculated using the p-distance model and are ex-

pressed as the percentage of differing nucleotide sites between sequences. Lower values indicate higher sequence similarity.
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Table S7. Pairwise amino acid sequence distances between Egyptian amnoonvirus isolate (this study) and different Amnoonviridae members, including the TiLV, TiLV-like, and FTGV by segment 5. Distances were calculated using the p-distance model and

are expressed as the percentage of differing amino acid sites between sequences. Lower values indicate higher sequence similarity.
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