Supplementary. Table S1. Pairwise identities of human adenovirus C nucleotide sequences from the study on strains of genotypes C1, C2, C5, C6, C57, C89, and C89.

P1HIF1 | P2H2F2 P5H5F5 P6H6F6 | P1H5F6 P89H2F2 P1H2F2
C1 2 C5 Cé6 C57 C89 C108
Ref Acc # JX173086 | MK836309 | OR753108 | JX423389 | HQ003817 | MH121097 | OQ108498
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HAdVC/Novosibirsk/7.45H1/2021
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HAdVC/Novosibirsk/7.17H1/2021

Complete genome

P




H 86,778
F 73,172
Complete genome 95,520
P
H 86,778
HAdVC/Novosibirsk/8.202V/2020 | F 73,230
Complete genome 95,546
P
H 86,778
HAdVC/Novosibirsk/7.134V/2019 | F 73,230
Complete genome 95,371 95,099
P 99,241 99,299
H 85,082 84,131
HAdVC/Novosibirsk/7.273Hp/2022 | F 75,100 72,874
Complete genome 95,294 95,086
P 99,358 99,416
H 84,907 84,377
HAdVC/Novosibirsk/7.2Hp/2022 | F 75,043 72,874
Complete genome 95,496
P 98,307 98,365
H 86,479
HAdVC/Novosibirsk/8.234V/2020 | F 73,230
Complete genome 95,776
P
H 86,987
HAdVC/Novosibirsk/8.171V/2020 | F 73,172

84,342 90,143 89,744
73,287 74,984 74,921
95,136 97,245 96,941
98,832 98,650
84,342 90,143 89,744
73,230 75,047 74,984
95,147 97,186 97,011
98,891 98,592
84,342 90,143 89,744
73,230 75,047 74,984
95,124 95,075 95,031 95,053
99,416 99,358 98,589 99,358
84,567 85,925 83,585 83,920
71,708 71,645 73,046 72,816
95,116 95,036 94,988 94,995
98,707
84,602 86,031 83,831 84,096
71,582 71,393 73,046 72,816
95,000 97,192 96,759
98,304 98,599 98,424 98,424
83,726 90,745 88,974
73,345 75,110 75,047
95,071 97,209 96,917
99,358 98,541
84,096 90,178 89,639
73,230 75,110 75,047




Note (for Supplementary material - Table S1): the white color mean the lowest identity value in a row; the green color mean the highest identity value in a row.






