Phenotypic and genetic characterisation of an emerging reovirus

from Pekin ducks in China
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Figure S1. SDS-PAGE analysis of the genomic segment mobility of HC (a duck
reovirus), Ych and S1133 (a chicken reovirus). Full-length gel of Figure 1c.

Table S1. Nucleotide and amino acid sequence identities of protein AA of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133* *%* 850 775 781 781 778 780 723 727
2.D1246° 966 *** 774 779 776 782 779 725 721
3.ZJ00Mme® 947 948 *** 944 868 862 871 714 716
4.HC® 943 944 990 *** 864 865 869 718 720
5.03G¢ 944 943 980 977 *** 899 89.1 724 722
6.2J2000M¢ 944 945 977 975 974 *** 896 714 719
7.D20/99¢ 940 942 973 97.0 973 969 *** 715 715
8.D2533/6/1-10¢ 838 840 836 834 836 835 835 ** 041
9.Ych® 845 845 842 838 840 841 839 981 «***

achicken (S1133, KF741756.1) origin ARV; Pturkey (D1246, KR997909.1) origin ARV; ®“novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154110.1), Pekin duck (HC) and Goose (03G,
JX145328.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306082.1) and Goose
(D20/99, KF809662.1); *new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520085.1; Ych,
MK173029); The amino acid sequence identities were highlighted with the gray background.



Table S2. Nucleotide and amino acid sequence identities of protein AB of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133% falale 838 757 758 755 763 752 675 674
2.D1246° 95.6  *** 76.0 757 758 761 753 665 66.8
3.Z2J00M°¢ 913 912 *** 980 879 885 885 659 66.0
4.HC* 91.3 912 993 *** 878 884 884 66.2 66.0
5.03G¢ 914 910 975 973 ** 934 916 669 665
6.2J2000M¢ 91.7 911 983 983 976 *** 93.0 66.7 66.3
7.D20/99¢ 915 913 981 980 972 97.9 ¥ 66.4  66.0
8.D2533/6/1-10° 756 748 751 750 752 753 748 *** 917
9.Ych® 76.0 755 759 758 758 761 756 974 @ ***

achicken (S1133, KF741757.1) origin ARV; Pturkey (D1246, KR997910.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154111.1), Pekin duck (HC) and Goose (03G,
JX145329.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306083.1) and Goose
(D20/99, KF809663.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520086.1; Ych,
MK173030); The amino acid sequence identities were highlighted with the gray background.

Table S3. Nucleotide and amino acid sequence identities of protein AC of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133* faleded 717 701 701 700 699 694 553 56.0
2.D1246° 82.0 kk 703 703 701 703 695 556 557
3.2J00M¢ 795 797 ok 984 968 799 789 567 56.2
4.HC® 79.4  79.6 99.7 ok 975 803 792 568 56.2
5.03G¢ 79.2 791 986 98.8 ok 804 794 569 564
6.2J2000M¢ 785 799 932 933 931 ok 825 576 56.3
7.D20/99¢ 783 795 922 924 923 922 falaied 56.9  56.5
8.D2533/6/1-10¢ 55.1 544 562 562 561 558 558 faladed 87.7
9.Ych® 549 546 559 560 558 556 554 949 falaied

achicken (S1133, KF741758.1) origin ARV; “turkey (D1246, KR997911.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154112.1), Pekin duck (HC) and Goose (03G,
JX145330.1); %““classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306084.1) and Goose
(D20/99, KF809664.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520087.1; Ych,
MK173031); The amino acid sequence identities were highlighted with the gray background.



Table S4. Nucleotide and amino acid sequence identities of protein pA of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133% falale 87.9 73.6 73.6 73.6 72.9 73.6 60.1 59.5
2.D1246° 95.4 falaled 74.1 74.1 74.1 72.7 73.2 60.3 60.3
3.Z2J00M°¢ 86.6 86.4 el 97.9 96.4 81.0 79.9 60.2 60.5
4.HC* 86.2 86.4 98.4 falalel 97.0 81.0 80.4 60.3 60.5
5.03G¢ 86.2 86.1 97.0 97.8 il 80.9 80.1 60.4 60.7
6.2J2000M¢ 85.3 85.3 94.3 94.8 93.6 il 824  58.6 58.7
7.D20/99¢ 85.4 84.9 90.7 91.5 90.6 91.7 ol 58.6 58.4
8.D2533/6/1-10°  59.6 59.2 59.2 59.4 59.7 59.2 58.6 il 93.4
9.Ych® 61.1 60.6 60.8 61.1 61.1 61.0 604 933 il

achicken (S1133, KF741759.1) origin ARV; Pturkey (D1246, KR997912.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154113.1), Pekin duck (HC) and Goose (03G,
JX145331.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306085.1) and Goose
(D20/99, KF809665.1); tnew emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520088.1; Ych,
MK173032); The amino acid sequence identities were highlighted with the gray background.

Table S5. Nucleotide and amino acid sequence identities of protein uB of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133* faleded 75.5 76.7 76.5 76.2 69.3 68.9 64.8 64.8
2.D1246° 88.0 kk 76.5 76.1 75.7 67.4 67.1 64.3 65.2
3.2J00M¢ 89.6 89.9 ek 98.2 87.9 67.6 67.8 65.2 65.8
4.HC® 89.5 89.8 99.0 ok 88.4 67.4 67.7 65.1 65.7
5.03G¢ 88.9 89.4 96.0 96.2 ok 67.7 67.5 65.9 65.9
6.2J2000M¢ 75.6 76.1 76.3 76.5 75.6 ok 925 62.1 62.8
7.D20/99¢ 75.2 75.9 76.3 76.2 5.8 96.9 falaied 61.9 62.5
8.D2533/6/1-10¢  70.3 72.3 70.9 71.2 717 67.2 66.6 falaied 89.6
9.Ych® 70.0 72.1 71.2 715 72.0 66.9 66.5 98.5 falaied

achicken (S1133, KF741760.1) origin ARV; Pturkey (D1246, KR997913.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154114.1), Pekin duck (HC) and Goose (03G,
JX145332.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306086.1) and Goose
(D20/99, KF809666.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520089.1; Ych,
MK173033); The amino acid sequence identities were highlighted with the gray background.



Table S6. Nucleotide and amino acid sequence identities of protein uNS of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133% falale 88.6 71.8 715 72.0 71.6 72.5 59.0 58.6
2.D1246° 94.2 falaled 72.0 71.9 71.9 71.6 71.2 58.5 58.2
3.Z2J00M°¢ 80.5 80.8 el 98.1 94.8 86.4 79.3 58.3 57.6
4.HC* 81.0 81.1 98.6 falalel 95.0 86.6 79.4 58.1 57.8
5.03G¢ 80.7 80.8 96.4 97.0 il 87.0 78.9 58.2 57.8
6.2J2000M¢ 80.5 81.0 93.7 94.0 93.9 il 78.7 58.8 58.2
7.D20/99¢ 80.7 80.7 90.1 90.9 90.1 89.9 ol 57.5 58.5
8.D2533/6/1-10°  56.5 57.3 56.0 56.6 56.5 55.8 57.1 il 92.1
9.Ych® 56.0 56.5 56.0 56.6 56.5 55.8 57.1 95.8 il

achicken (S1133, KF741761.1) origin ARV; Pturkey (D1246, KR997914.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154115.1), Pekin duck (HC) and Goose (03G,
JX145333.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306087.1) and Goose
(D20/99, KF809667.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520090.1; Ych,
MK173034); The amino acid sequence identities were highlighted with the gray background.

Table S7. Nucleotide and amino acid sequence identities of protein cC of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133* faleded 610 391 393 390 356 349 425 436
2.D1246° 57.2 kk 40.0 406 403 365 365 411 407
3.2J00M¢ 286 27.0 ok 97.3 974 520 50.7 417 407
4.HC® 286 270 975 ok 978 517 512 420 409
5.03G¢ 283 274 975 988 ok 524 513 414 404
6.2J2000M¢ 252 211 415 415 419 falaied 90.7 372 375
7.D20/99¢ 259 226 411 411 415 919 falaied 372 373
8.D2533/6/1-10¢ 216 216 276 270 270 244 248 faladed 85.5
9.Ych® 222 222 273 267 267 252 248 917 falaied

achicken (S1133, KF741762.1) origin ARV; Pturkey (D1246, KR997915.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154116.1), Pekin duck (HC) and Goose (03G,
JX145334.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306091.1) and Goose
(D20/99, KF809668.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520091.1; Ych,
MK173035); The amino acid sequence identities were highlighted with the gray background.



Table S8. Nucleotide and amino acid sequence identities of protein oA of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133% falale 91.3 77.5 77.1 77.0 76.4 76.4 63.5 63.6
2.D1246° 96.9 el 77.5 77.9 77.4 77.1 77.3 62.5 63.7
3.Z2J00M°¢ 91.6 91.8 el 88.7 88.8 89.8 86.6 63.2 63.8
4.HC* 914 91.6 98.3 falalel 97.0 95.3 87.8 64.4 64.3
5.03G¢ 90.9 911 97.6 99.3 il 954 87.8 64.0 64.1
6.2J2000M¢ 911 914 98.6 99.3 98.6 il 88.8 64.4 64.3
7.D20/99¢ 90.4 90.9 96.4 96.6 95.9 96.9 ol 63.9 63.9
8.D2533/6/1-10°  66.7 66.7 66.4 67.1 66.9 66.9 66.9 il 89.6
9.Ych® 66.9 66.9 66.7 67.4 67.1 67.1 67.1 96.4 il

achicken (S1133, KF741763.1) origin ARV; Pturkey (D1246, KR997916.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154117.1), Pekin duck (HC) and Goose (03G,
JX145335.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306088.1) and Goose
(D20/99, KF809669.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520092.1; Ych,
MK173036); The amino acid sequence identities were highlighted with the gray background.

Table S9. Nucleotide and amino acid sequence identities of protein 6B of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133* faleded 71.6 66.0 66.5 66.0 60.7 60.2 56.2 55.8
2.D1246° 77.7 kk 66.3 66.7 66.6 61.1 61.1 58.4 58.7
3.2J00M¢ 69.0 68.5 ek 98.0 94.8 66.6 65.6 62.3 61.2
4.HC® 69.3 69.8 97.3 ok 95.9 66.6 65.8 62.2 61.1
5.03G¢ 69.0 70.1 94.6 96.5 ok 66.6 66.0 61.4 60.8
6.2J2000M¢ 62.0 63.3 69.3 70.4 69.6 ok 93.2 58.8 59.2
7.D20/99¢ 60.6 62.0 68.8 69.8 69.3 94.0 falaied 58.7 59.1
8.D2533/6/1-10¢  53.3 55.2 58.7 59.8 59.8 55.7 56.0 falaied 91.8
9.Ych® 52.4 55.4 59.2 60.3 60.3 56.2 56.5 97.6 falaied

achicken (S1133, KF741764.1) origin ARV; Pturkey (D1246, KR997917.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154118.1), Pekin duck (HC) and Goose (03G,
JX145336.1); “classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306089.1) and Goose
(D20/99, KF809670.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520093.1; Ych,
MK173037); The amino acid sequence identities were highlighted with the gray background.



Table S10. Nucleotide and amino acid sequence identities of protein NS of the isolate
Ych to representative members of avian reovirus (%)

Virus 1 2 3 4 5 6 7 8 9

1.51133% falale 79.5 78.3 79.9 79.9 79.5 79.7 62.2 62.2
2.D1246° 92.3 el 77.5 77.4 77.6 77.3 77.0 61.0 61.6
3.Z2J00M°¢ 90.8 90.1 el 94.6 94.3 85.1 91.8 61.3 61.0
4.HC* 91.3 90.4 98.4 falalel 94.7 85.3 91.5 60.9 61.3
5.03G¢ 91.8 91.0 97.8 98.9 il 85.3 92.4 61.1 60.9
6.2J2000M¢ 92.7 91.2 97.3 97.3 97.3 il 85.1 62.0 62.0
7.D20/99¢ 921 90.7 96.7 97.3 97.8 97.8 ol 61.1 61.3
8.D2533/6/1-10°  65.5 63.8 63.6 64.1 63.9 64.4 63.9 il 90.3
9.Ych® 64.9 63.3 63.3 63.9 63.6 64.1 63.3 97.0 il

achicken (S1133, KF741765.1) origin ARV; Pturkey (D1246, KR997918.1) origin ARV; “novel”
waterfowl origin ARVs: Muscovy duck (ZJOOM, KF154119.1), Pekin duck (HC) and Goose (03G,
JX145337.1); %“classical” waterfowl origin ARVs: Muscovy duck (ZJ2000M, KF306090.1) and Goose
(D20/99, KF809671.1); ®new emerge duck reovirus: Pekin duck (D2533/6/1-10, MH520094.1; Ych,
MK173038); The amino acid sequence identities were highlighted with the gray background.



