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MGV-GENOME-0186614: 16 785-21,887 (+)
DNA methyltransferase (CDS_0031)
DNA methyltransferase (CDS_0030) 32
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DNA methyltransferase (CDS_0031) 32 33
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DNA methyltransferase (CDS_0033)
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33
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32 34

MGV-GENOME-0190298:16,681-22,791 (+)
DNA methyltransferase (CDS_0033)
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I T N S . S | T I S —
uvig_421016:18,204-25,227 (+)

31 32 33 34

NC_049365.1:18,043-25,022 (+)

w
&)
w
hS

35 DNA methyltransferase (CDS_0036)

uvig_24621:18,459-25,655 (+)
27 31 32

I — B e
IMGVR_UViG_3300045988_006218|3300045988|Ga0495776_033259: 17,695-25,666 (+)
DNA methyltransferase (CDS_0031)

23 29 30 32
I LK " ;& " ">
NC_049474.1:17,997-23,673 (+)
28 29
— [ —— @& "y

I

KC182544.1: 16,083-20,775 (+)

DNA methyltransferase (CDS_0032)
31 33

@W
o

S EE—
uvig 419844:17,585-22,687 (+)

w
@
w
X

OTU_4636:16,853-21,239 (+)
DNA methyltransferase (CDS_0030) 31

NC_049377.1:17, 4OO 23 709( )
DNA methyltransferase (CDS_0029) 30

w
-

NC_049475.1: 16,073-22,572 (+)
DNA methyltransferase (CDS_0029)

——
NC_049356.1: 17, 400 22 795( )

N
~o
w
o
w
g

uvig 259539:15,806-22,261 (+)

25 26 27
— — E—— e — ——— &
MGV-GENOME- 0170175 11,986-18,187 (+)
31 32 33

NC_049411.1: 18, 663 24,940 (+)

w
o
w
hes
w
N
w
w
w
N
w
[0

SAMNO05827203 al ct71547 vs1:17,595-25,358 (+)
23

N
N
N
-
N
o
-
o

MGV-GENOME-0188792:5,600-12,451 (-)

w
o
)
pies
| W
N
| w
@
w
i
I w
ol

uvig 61222:16,276-24 057( )

w
N

MGV-GENOME-0210901:19,181-24,094 (+)
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MGV-GENOME-0199744:17,232-22,346 (+)
DNA methyltransferase (CDS_0032) 33 34
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DNA methyltransferase (CDS_0030) 31
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S G S S SN S S S e S S S—
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DNA methyltransferase (CDS_0031)
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33 HNH endonuclease (CDS_0034)
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