Table S3: Information of recombination events of the Group C rotavirus VP4

] ) ) Breakpoints i
Event Abbreviate Major Minor (In ali 0 Average p-value of the detection methods
_ _ n alignmen
number  virus strain  parent parent — : : - :
Beginning  Ending RDP GeneConv BootScan MaxChi Chimera SiScan 3Seq

1 N{gfnllgl N{%ﬁg}lgz I%%Lfi‘l‘gf 1162 1882 3.532x10°60 402010 1.657x10°  1.035x102%  7.753x102  1.662x10%7  6.146x10°°
2 Ifjsgviﬁl“g)z %%ﬁfjf I%%ﬁl‘g)l 1134 2244 1274x1040  3359x1037  2212x1035  1337x1028  1247x10°  3.064x1031  1.503x10°8
3 Iijsgvif;‘gf N{%jfl}lg%z I%%ﬁfjf 2241 1234 4144100 1840100 1.925x10°%  2.643x102 ND 7.946x10%  4.041x10°0
4 Iijsgvif;‘g)o ’*(]35’335136 N{%‘V‘Vﬁg?g 1218 2238 ND 8.004x1026  3330x1020  9.460x102  1.811x103  3.435x<1028  6.304x10"
5 %Svif;f)“ I%Jsgviﬁfeé)g %%f;‘g)l 45 1231 2.960x1018 3718102 1.991x10716  8.459x101° 1.477%10° 1.170x1028  9.695x10
6 MRI23047 MROS3040  MR9S3046 1860 2242 ND 2.105x10%7  6316x10%5 4135107 1.487x107  8755x107  7.182x10%
7 KMo%o261  MILslIs1  KM099264 864 1128 5.469<102  3.303x10%1 8705x10%  3.600<1072  L149x1071  4191x10°5  4.032x102
8 K@Laa7s  K@liaed  KC16679 048 1234 2619¢107  1.359x105  7.696<10%  5299x107%  5.782x10%  6.625x10%  7.553x10%
9 K}ggﬁﬁg?“ %ﬂfgf A(BS%%I%S)O 1150 1594 322810716 1.305%10° 1.517x10°11 1.381x10°6 1.537x10° 2.285%10° 1.949x106
10 1\’{%&511312‘)‘5 ﬁ%%voifé-’f N{Iggvﬁflg‘)“ 2238 658 1.578x10110  1.508x10! ND 3.051x10° 4.902%107 6.226x10°13 ND

1 L(Cslvgﬁg)l ﬁ%%voii%? L&%ﬁgﬁ 2244 147 ND 3.873x10°! 3.189x107 2.285x102 2.194x102 ND 3.483x10°

KM099262  MG451632  KJ814475 . ! ! i ! i

12 Di09s26 1qao1es BT 872 1240 8.770x10° ND 1.611x107 3.399x 10 6.708x10°7 2194103  4.451x101!
13 1\/{%‘951312%9 N{lggfiflg‘)” N{gﬁégg“ 514 1287 ND ND ND 5.245%10°8 1.367%10° 3.363x107 7.082x10°
14 N{‘gaﬁflg‘)“‘ N{‘gﬁgig‘? N{‘gggig‘)‘g 254 898 2.107x107  4970x1072  1.283x10!! 3.092x10°8 3.472x10° 30351012 2.567x10°
15 N{‘ggflﬁg‘)‘g N{%jfullg%l L&%ﬁfjﬁ 92 760 ND ND ND 3.286x10°5 1.520%10°! 5.470x10° 4.983x10°5
16 N{%&ﬁg‘)‘o N{lggfiflg‘)” Kg\ggv%ﬁgg“ 628 760 ND 7.707x10° ND 6.396x1076 1.063x103 ND 2.621%10°

ND: Recombination not detected with this algorithm.
In alignment: The genome sequence has been aligned by the alignment correction module of the Mega-X software.
Abbreviate virus strain: The full name of each virus strain has been abbreviated in this study. The abbreviation is represented by the number of the virus strain in

the GeneBank.



