
1 

 

S1 Text. Supplementary Material for PAGE 1 

RNA PAGE has been widely utilized to characterize new rotavirus strains 2 

found in epidemiological studies as the dsRNA migration pattern can be directly 3 

visualized with relatively simple equipment [1]. According to previous studies, for 4 

samples of concurrent infection with several rotavirus strains, they presented with more 5 

than 11 RVA segments on PAGE [2]. For samples possessing viruses with 6 

rearrangement, typical RNA segments are missing or are decreased in concentration and 7 

replaced by additional, more slowly migrating bands of RNA [3,4]. Since Rotarix 8 

original strain had a long electropherotype pattern which was similar but not identical 9 

with that of Wa-like strain [5], we hypothesized that the pattern of wild-type strains and 10 

Rotarix strain could be distinguished to show either reassortment or concurrent infection 11 

happened in sample No.1 and No.6. As a result, those samples that had low viral titers 12 

approximately under 12.0 log 10 copies/g of stool were unlikely to show any 13 

electropherotype patterns. In sample No.1, only wild-type strain, which had viral titer of 14 

13.08 log 10 copies/g of stool, showed a short electropherotype pattern of DS-1-like 15 

strain. Sample No.6, which had low viral titer of both wild-type strain and 16 

Rotarix-derived strain, yielded no expected pattern. In summary, it was impossible to 17 

apply the results of PAGE to interpret the existence of two strains in both samples. 18 
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