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Figure S1. Position of the identified VP7 mutation in the atomic model of an infectious 

rhesus rotavirus particle (PDB 4V7Q, Settembre et al., 2011).  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

 
Figure S2. Alignment of the VP4, VP7, and VP6 UTRs. (a) VP4. (b) VP7. (c) VP6. 

Nucleotides in Wa differing from SA11 are highlighted in red.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
 
Figure S3. VP7 amino acid sequence alignment. Amino acid residues in Wa differing from 

SA11 are highlighted in red. 

 
 



 
Figure S4. Location of the identified amino acid differences between SA11 and Wa in VP7. 

Amino acid sequence differences were mapped to the atomic model of VP7 (PDB 4V7Q, 

Settembre et al., 2011). Amino acid residues in VP7-Wa differing from VP7-SA11 are 

highlighted in red. (a) Outer surface of a VP7 trimer viewed from the top. VP7 monomers are 

colored in different shades of green. (b) Inner surface of a VP7 trimer viewed from the 

bottom. VP7 monomers are colored in different shades of green. (c) Side view of a VP7 

trimer (chains BO, BP and BQ) in complex with the trimeric VP4 spike (chains BX, BY and 

BZ) and a VP6 trimer (chains AL, AM and AN). Amino acid changes in close proximity to VP4 

or VP6 are labeled.  

 
 



 
 
 
 

 

Figure S5. Amino acid differences between VP4-SA11 and VP4-Wa. (a) Diagram of VP4 

showing the location of the head, body & stalk, and foot region. Amino acid residues 

contributing to each region are indicated (Settembre et al., 2011). (b) Amino acid sequence 

alignment of VP4-SA11 and VP4-Wa. Sequence differences are highlighted in red. 

 

  



 
Table S1. Primers used in RT-PCR analyses 
 
 

Primer name Primer sequence 

VP4-Wa-A1-F 5’-GCCAACTACATTTACTCCACCTAAT-3’ 

VP4-Wa-A1-R 5’-CTTCCACCATATTTCAATATTCCTACA-3’ 

VP7-Wa-A1-F 5’-ACTGTAGCATTATTTGCTTTGACA-3’ 

VP7-Wa-A1-R 5’-CGATATCCACTTATTTGATTCTCCC-3’ 

VP6-Wa-A1-F 5’-CGTTGAGAAAGTTAGCGGGA-3’ 

VP6-Wa-A1-R 5’-ATAGTAGCTGTAGTCAGTGCG-3’ 

VP2-SA11-F 5’-AATTTCCAATACCATCTATTACG-3’ 

VP2-SA11-R 5’-CTGGTATGTAATTGAAAATGATA-3’ 
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