
 

Supplementary material S8. Alignment of the putative RNA-dependent RNA polymerase (RdRp) of the novel 

mongoose PBV-like strain M17A with those of the prototype human genogroup-I PBV strain (PBV/Human/ 

CHN/1-CHN-97/1997) and mongoose PBV GI strain PBV/Mongoose/KNA/M17B/2017. The M17A and M17B 

RdRp sequences were identified in the same fecal sample. The putative M17A RdRp translated using the mold 

mitochondrial genetic code and the invertebrate mitochondrial genetic code is shown with red and green font, 

respectively. Amino acid (aa) mismatches between putative RdRps generated using the alternative mitochondrial 

genetic codes (that of mold and invertebrate) are highlighted with blue. The three conserved domains in the 

putative RdRps are highlighted with yellow. A ‘*’ denotes an identical aa residue, whilst ‘-’ indicates absence 

of an aa residue. Numbers to the right indicate the positions of the aa for respective PBV strains. 
 

 


