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Figure S1: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 1 encoding VP1 protein. The T92+G+I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine R1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 2009 R1 strains (8)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1370/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU799/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU2429/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1049/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1048/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2294/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1148/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU822/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU74/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4352/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015/G1P[8]

 KJ752015/RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8] + 3

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 2006-2008 R1 strains (26)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3410/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 2009 R1 strains (10)

 RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU840/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU135/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1970/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1980/2008/G1P[8]

 2004 R1 strains (19)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4055/2002/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4023/2002/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU400/2003/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU456/2003/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4271/2002/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4102/2002/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU4418/2002/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3956/2002/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3951/2002/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2218/2003/G1P[8]

 2002-2004 R1 strains (16)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU682/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1544/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1492/2010/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2035/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2052/2010/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 9

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S2: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 2 encoding VP2 protein. The T92+G+I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine C1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU799/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1302/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1049/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2125/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU2429/2008/G1P[8]

 2009 C1 strains (7)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2294/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1381/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4352/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1148/2004/G1P[8]

 2009 C1 strains (11)

 RVA/Human-wt/ZAF/MRC-DPRU4079-11/2011/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU121/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU803/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU840/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1005/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8] + 6

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU902/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1960/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1327/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU732/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU799/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU832/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1041/2006/G1P[8]

 2006 C1 strains (13)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU135/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3410/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3449/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1287/2004/G1P[8]

 2002-2005 C1 strains (48)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU747/2005/G1P[8] + 4

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1048/2008/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S3: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 3 encoding VP3 protein. The GTR+ G evolutionary model was used for phylogenetic 

inference. South African pre-vaccine M1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 2007-2008 M1 strains (9)

 RVA/Human-wt/RWA/UFS-NGS-MRC-DPRU1007/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1048/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2294/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8]

 2009 M1 strains (7)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1381/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU822/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGSMRC-DPRU2021/2010/G1P[8]

 KF636192/RVA/Human-wt/ZAF/MRC-DPRU1492/2010/G1P[8] + 1

 KF636181/RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8] + 3

 KJ753195/RVA/Human-wt/ZAF/MRC-DPRU1506/2010/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 2009 M1 strains (11)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU74/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU120/2011/G1P[8] + 2

 2006-2008 M1 strains (27)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1287/2004/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3410/2004/G1P[8]

 KJ752982/RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU136/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1970/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1980/2008/G1P[8]

 2002-2005 M1 strains (47)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 10

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S4: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 6 encoding VP6 protein. The T92+G+I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine I1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 

 RVA/Human-wt/ZAF/MRC-DPRU1370/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8] + 2

 2009 I1 strains (6)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1049/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1302/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1190/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2280/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 2005 I1 genotypes (2)

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1381/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU120/2011/G1P[8] + 2

 2006-2008 I1 strains (28)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 2

 2004 I1 strains (3)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8] + 5

 RVA/Human-wt/ZAF/MRC-DPRU2035/2010/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8]

 2002-2005 I1 strains (27)

 2008-2009 I1 strains (7)

 2002-2004 I1 strains (20)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU682/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU74/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015/G1P[8]

 2009 I1 strains (11)

 RVA/Human-wt/ZAF/MRC-DPRU1280-04/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1009/2006/G1P[8] + 8

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S5: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 5 encoding NSP1 protein. The T92 + I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine A1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1969/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1049/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1052/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2125/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2429/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1302/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8]

 2009 A1 strains (7)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 KJ752975/RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8] + 3

 KF636174/RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 2009 A1 strains (11)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 2008-2009 A1 strains (5)

 2002-2005 A1 strains (48)

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1327/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU902/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU901/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU757/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU748/2006/G1P[8] + 13

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1002/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1960/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU849/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU803/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU120/2011/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4352/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU74/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 9

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1148/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3449/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3410/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1104/2004/G1P[8] + 1

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S6: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 8 encoding NSP2 protein. The T92 + G evolutionary model was used for phylogenetic 

inference. South African pre-vaccine N1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8] + 6

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1049/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1969/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 2009 N1 strains (7)

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005//G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3410/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3449/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 2009 N1 strains (13)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015//G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014//G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1492/2010/G1P[8] + 5

 RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010//G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011//G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU120/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1960/2008//G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1030/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU902/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU757/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU732/2006/G1P[8] + 20

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 8

 2008-2009 N1 strains (5)

 2002-2005 N1 strains (48)

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013//G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S7: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 7 encoding NSP3 protein. The TN93 + I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine T1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 RVA/Human-wt/ZAF/MRC-DPRU2125/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU139/2009G1P[8] + 6

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU753/2006/G1P[8] + 5

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1965/2008G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU793/2007G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU732/2006/G1P[8] + 22

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU999/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU799/2007G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1960/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010G1P[8] + 6

 RVA/Human-wt/ZAF/MRC-DPRU1544/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU120/2011/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU138/2009/G1P[8] + 8

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1234/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1287/2004/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3449/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU682/2005/G1P[8]

 2002-2004 T1 strains (46)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4357/2015G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4347/2015G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU65/2014G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU150/2014G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1980/2008G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1970/2008G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8] + 9

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S8: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 10 encoding NSP4 protein. The  T92 +G evolutionary model was used for phylogenetic 

inference. South African pre-vaccine E1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1093/2009/G1P[8] + 5

 RVA/Human-wt/ZAF/MRC-DPRU2325/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1007/2006/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU799/2007/G1P[8] + 6

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1967/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8] + 7

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2132/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1234/2009/G1P[8] + 10

 RVA/Human-wt/ZAF/MRC-DPRU2294/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8]

 KJ752978/RVA/Human-wt/ZAF/MRC-DPRU83/2011/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU840/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8] + 6

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU143/2014/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU748/2006/G1P[8] + 25

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1005/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1327/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1970/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU136/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1116/2004/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1273/2007/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 9

 2002-2004 E1 strains (49)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU682/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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Figure S9: Maximum likelihood phylogenetic tree based on the full-length nucleotide sequences of the 

genome segment 11 encoding NSP5 protein. The T92 + I evolutionary model was used for phylogenetic 

inference. South African pre-vaccine H1 strains are highlighted in bold-face while post-vaccine strains are 

highlighted in bold-red. Adjacent to some sequences is indicated a plus (+) sign followed by the number of 

identical sequences (S3). The number in brackets denotes the number of compressed strains. Only bootstrap 

values ≥ 70% are shown adjacent to each branch node. Scale bar indicates the number of nucleotide 

substitutions per site. 

 2009 H1 strains (10)

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU981/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1287/2004/G1P[8] + 2

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1015/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2291/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU15948/2017/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4024/2002/G1P8 + 4

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1970/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU136/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1923/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU745/2005/G1P[8] + 1

 RVA/Human-wt/ZAF/MRC-DPRU1350/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU147/2007/G1P[8] + 7

 RVA/Human-wt/ZAF/MRC-DPRU2429/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU792/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1039/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1652/2007/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2294/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS:MRC-DPRU1047/2008/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU658/2005/G1P[8] + 5

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU139/2009/G1P[8] + 5

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2280/2009/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU56/2014/G1P[8] + 7

 RVA/Human-wt/ZAF/MRC-DPRU2114/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3433/2006/G1P[8] + 1

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2021/2010/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU2061/2010/G1P[8] + 3

 RVA/Human-wt/ZAF/MRC-DPRU1544/2010/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU6954/2011/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1012/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1030/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU840/2006/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1960/2008/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1002/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1039/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU732/2006/G1P[8] + 18

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU1005/2006/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2006/2008/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1840/2007/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3951/2002/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU682/2005/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2145/2003/G1P[8] + 3

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU632/2003/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3883/2002/G1P[8] + 11

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4271/2002/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2218/2003/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU3956/2002/G1P[8] + 2

 RVA/Human-wt/ZAF/MRC-DPRU648/2003/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU2801/2009/G1P[8]

 RVA/Human-wt/ZAF/MRC-DPRU1217/2009/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4023/2002/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4055/2002/G1P[8] + 16

 RVA/Human-wt/ZAF/MRC-DPRU1277/2004/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU4269/2002/G1P[8] + 8

 RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8]

 RVA/Human-wt/ZAF/UFS-NGS-MRC-DPRU2250/2013/G1P[8]

Outgroup RVA/Human-tc/USA/DS-1/1976/G2P[4]
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