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Figure S1. VP6 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide

substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.



DQ490536/RVA/Human-tc/JPN/AU-1/1982/G3P[9] ] C3-outgroup
r MG670673/RVA/Human-wt/DOM/3000503734/2016/G2P[8] 7]
F MG181657/RVA/Human-wt/MWI/BID2BS/2013/G1P[8]

©

° MN066793/RVA/Human-wt/IND/CMC 00025/2012/G2P[8]

®

B MZ027416/RVA/Human-wt/ZMB/UFS-NGS-MRC-DRPU4749/2014/G 2P[8]
] MG 181833/RVA/Human-wt/MWI/BID19T/2012/G2P[4]
I KP0O07194/RVA/Human-wt/PHI/TGO12-016/2012/G1P[8]
9 [ MH291366/RVA/Human-wt/KEN/4019/2017/G2P[4]

gd- MK302426/RVA/Human-wt/IND/NIV1416591/2014/G9P[4]

MG926748/RVA/Human-wt/MOZ/0440/2013/G2P[4]
0 L M MZ027438/RVA/Human-wt/ZMB/UFS-NGS-MRC-DPRU13327/2016/G2P[4]
I KC443785/RVA/Human-wt/AUS/CK20051/2010/G2P[4]
r KJ940062/RVA/Human-wt/BRA/RJ17745/2010/G2P[4]
oo 1 KJ753524/RVA/Human-wt/SEN/MRC-DPRU1915/2008/G2P[4]

KJ751890/RVA/Human-wt/ETH/MRC-DPRU2241/2009/G3P[6]

LC086737/RVA/Human-wt/THA/LS-04/2013/G2P[8]
72 - DQ490546/RVA/Human-wt/BGD/RV161/2000/G 12P[6]
JQO069805/RVA/Human-wt/CAN/RT036-07/2007/G2P[4]

99 [ KP752780/RVA/Human-wt/ZMB/MRC-DPRU1673/2009/G2P[4]

88l KJ753606/RVA/Human-wt/ZAF/MRC-DPRU1362/2007/G 2P[4]

KX954617/RVA/Vaccine/USA/Rotarix-A41CB052A/1988/G1P[8] 7]

— LC086748/RVA/Human-wt/THA/PCB-118/2013/G1P[8]

0] 100 | KI751558/RVA/HUman-wt/SEN/MRC-DPRU2130-09/2009/G1P[8]

2! KJ752285/RVA/Human-wt/GMB/MRC-DPRU3174/2010/G1P[8]
9 - KP753213/RVA/Human-wt/TGO/MRC-DPRU5153/2010/G1P[8]
DQ492670/RVA/Human-wt/BGD/Dhakal16/2003/G1P[8]

©
=)

©

{ KJ752239/RVA/Human-wt/ZMB/MRC-DPRU1648/2009/G1P[8]
KP752867/RVA/Human-wt/ZMB/MRC-DPRU1660/2008/G12P[6]

~ KJ627025/RVA/Human-wt/PRY/10SR/2002/G9P[4]

9_| KJ751934/RVA/Human-wt/SWZ/MRC-DPRU5119/2010/G 1P[8] a

24| HQ392405/RVA/Human-wt/BEL/BE00045/2009/G 1P[8]

dbf KC443489/RVA/Human-wt/AUS/CK20043/2010/G1P[8]

85 ’- KJ753347/RVA/Human-wt/ETH/MRC-DPRU850/2012/G12P[8]

o KT918788/RVA/Human-wt/USA/VU12-13-73/2012/G12P[8]

96 [ MNO067081/RVA/Human-wt/IND/CMC 00033/2012/G1P[8]

KJ753293/RVA/Human-wt/ZWE/MRC-DPRU1844-11/2011/G1P[8]

1do | ® MZ027427/RVA/Human-wt/ZMB/UFS-NG S-MRC-DPRU13232/2016/G 1P[8]
—I W MZ027449/RVA/Human-wt/ZMB/UFS-NG S-MRC-DPRU13541/2016/G 1P[8]

KF636279/RVA/Human-wt/ZAF/MRC-DPRU2052/2010/G1P[8]
100{ KJ753007/RVA/Human-wt/ZAF/MRC-DPRU1491/2010/G 2P[4]P[8]

0.05

Figure S2. VP2 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide

substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.
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Figure S3. VP3 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide
substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.
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Figure S4. NSP1 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide
substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.
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Figure S5. NSP2 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide
substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the

branch nodes.
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Figure S6. NSP3 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide
substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the

branch nodes.
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Figure S7. NSP4 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide
substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.
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Figure S8. NSP5 phylogenetic tree of the four Zambian strains indicated by black squares along with
representative strains. Phylogenetic analysis was conducted using the maximum likelihood method with
bootstrap values of 1000 replicates. The scale at the bottom indicates the number of nucleotide

substitutions per site. Percent values of bootstrap values greater than or equal to 70 is indicated on the
branch nodes.



