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RV Group A [ non-subgroup I & II ] I V A R N F D T I R L S F Q LMR P P N - - - - - MT P A V NA L F P QAQ P F QHHA T V G - L T L R I E S A V C E S V L AD - - - - AN E T L L AN V T A V R Q E Y A I P V G P V F P P GMNWT E
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Figure S1. Alignment of group A and non-group A rotavirus VP6 sequences showing conservation of the negatively-charged surface electrostatic 
potential in the VP6 trimer. Alignment of representative sequences from group A and non-group A rotavirus VP6 sequences (specific strains are shown in 
table below) was performed using ClustalW2, the multiple sequence alignement computer program. Numbers at the top indicate the residue number. Small 
letters represent 1-letter residue abbreviations of the consensus VP6 sequence based on the aligned representative VP6 sequences. The gray bar graphs 
represent identity histograms showing conservation levels of individual residues at each position. The dashes within the sequences indicate absence of 
residues from the specific strain sequences accessed from Genbank. Residues below the solid black line indicate those that are shown to contribute to the 
negatively-charged electrostatic patch within the VP6 trimers.




