Fig. S2. Annotated genomes of viruses confirmed by Sanger sequencing in house mouse fecal pellets. Numbers
represent nucleotide positions; orange arrows indicate open reading frames; green arrows indicate locations of
post-translationally cleaved proteins for members of the viral family Picornaviridae.
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Fig. S2. Annotated genomes of viruses confirmed by Sanger sequencing in house mouse fecal pellets. Numbers represent nucleotide positions; orange arrows indicate open reading frames; green arrows indicate locations of post-translationally cleaved proteins for members of the viral family Picornaviridae.



