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Replicated M15

Associated protein

Gokushovirus C017531 vp2 winor capsid

HP HP otein
1 901
VP4 ptidase | VP1 Major capsid protein EP

vPs
DNA binding protein
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igir-transformed Gokushovirus

Faecalibacterium prasnitzii*
iia bacterium MAG 1229 contig_182162*

Firmicutes Faecalibacterium prasnitzii*
Firmicutes uncultured Faecalibacterium sp.*
Firmicutes (?)

Ruminococaceae (?)

*confirmed by C
(?) hypothetical:

RISPR spacer match
host of nearest gokushovirus



