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RusA-like Holliday junction resolvase (CDS_0059) 64 73
exonuclease (CDS_0057) 58 60 61 62 63 65 66 6768 69 70 71 721 7475 76 77 7879

e I E— S S . -— I N BN N S EE—— E—
uvig_543459:50,836-73,538 (+)

62
58 59 60 617163 64 65 66 67 68

MGV-GENOME-0342886:51,786-68,475 (+)
5657 DarB-like antirestriction (CDS_0061) 62 63 64 65 71

c
<
w
@
©
@
@
)
o
-
N
o
o
o
a
)
N
o

(+)
exonuclease (CDS_0058)

MGV-GENOME-0336610:51,568-62,930 (+)
57 61 62 63 64 65
] S E—  E—
MGV-GENOME-0338582: 51,641-64,455 (+)
60 61 62 63 64 70

o
@
@
N}
@
@
@
o
o
[N}
o
N
o
[
o
=
N

S

<
Q
<

(0]
m
z
o]
<
m

(+)
60 61 6263 64 65 66 67 73

I
MGV-GENOME-0340943: 52,408-66,404 (+)
9000 nt i
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)
I




