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TR T GCGA A T A A CGGT GCGA A T T GCGGCCT CGCT T A T GCGA A CT CGA A T A A CGA T T GGT CGA A CT CGA A T GCGA A T A T CGGCT CT CGCCA T A CT T A T T T

VR1 GT G T T C C CT GT G G T G G
VR1 T C C G G T G T C GG C T G G
VR1 GG G GC CC C T C C T T G G
VR1 C T T C T T C T CC G G T G G
VR1 G G C C C T C T T C C G T G G
VR1 GGG T T C GC G T G GGG T G G
VR1 C T C G G G C G G C T G G
VR1 G T C T T C T C G C T C GG T C T T G G
VR1 G T C T T G G T C T G G
VR1 G T G G G T CT T C T G G
VR1 GG GG C C C T G G G T G G
VR1 GG GC T C C T C T G T G G
VR1 GG C GG G G G CT G CT GG CT T G G
VR2 G C T G GG G T G T T
VR2 C T T GG T C C GT G G
VR2 T GC GG C G T G T T
VR2 G G G GC T T C T C G C T
VR2 G G GG G T G C G GG GG
VR2 T T C CT G T T C G T T C T C T
VR2 C T C T C G T T T C C G T C GT
VR2 G GG GC C T T T G G C T C G
VR2 GG G GG T C CC C GT G T C G

Repeat

Alignment of the template and variable repeats from the Quimbyvirus DGRs. The 
template repeat (TR) from Quimbyvirus is the first listed sequence and is followed by the 
variable repeats from either ORF80 (VR1) or ORF 47 (VR2) encoded in phage genomes 
that are nearly identical to Quimbyvirus (> 95 % average nucleotide identity). A total of 21 
adenine residues (green) in the template repeat exhibit a least one substitution in a corre-
sponding variable repeat. 


