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MGV-GENOME-0337487:27,569-35,923 (+)
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GVR_UViG_3300029853_000293|3300029853|Ga0245292_100114|23854-73861: 31,253-39,318 (+)
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IMGVR_UViG_3300014949_000004|3300014949|Ga0134402_100080: 67,902-74.430 (+)
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IMGVR_UViG_3300014572_000007|3300014572|Ga0134457_1000186:31,361-37,977 (+)
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44 45
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MGV-GENOME- 0304065 31,360-40,143 (+)

MTase_II_00030 Type (CDS_0047)
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39 45 47 48 49
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MGV-GENOME-0228840: 10,260-22,194 (+)
SspD_00001 SspD (CDS_0032)
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uvig_356842:31,363-42,038 (+)
SspD_00001 SspD (CDS_0039)
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IMGVR_UViG_3300045988_064134|3300045988|Ga0495776_147337:29,565-38,604 (+)
SspD_00001 SspD (CDS_0045)
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IMGVR_UViG_3300045988_049733|3300045988|Ga0495776_095459: 31,362-40,957 (+)
SspD_00001 SspD (CDS_0044)
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MGV-GENOME-0315642:31,362-40,799 (+)
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uvig 58315:3,612-11,171 (+)

MGV-GENOME-0314672:31,594-40,805 (+)
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MGV-GENOME-0262038: 19,662-27,710 (+)
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\MGVR UViG_3300045988_072220|3300045988|Ga0495776_095655: 32,708-41,436 (+)
Control_protein_00002 control (CDS_0037)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0042)
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MG\/ GENOME-0306874:31,004-39,031 (+)
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MGV-GENOME-0318260: 31,005-40,140 (+)
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IMGVR_UViG_3300045988_057664|3300045988|Ga0495776_114195:30,888-39,227 (+)
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MGV-GENOME-0315811:31,004-39,079 (+)
PDC-M42A_WP_206399263.1 (CDS_0040)
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transglycosylase (CDS_0041) 42
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IMGVR_UViG_3300045988_071070|3300045988|Ga0495776_058160: 31,008-40,174 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
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42
g N gy W 1 R S N W— S W—

<
)
<
e
C
<
@)
w
@
o
Q
o
X
o
0
o5}
o
o
el
N
(oo}
=
N
w
(o8]
o
o
o
=
w
el
(o5}
®
@
o
o
=
~O
wi
~
~
[eN
o
5
~
[es]
0
o
w
=
o
[}
®
w
el
o
~
~
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GV-GENOME-0296044:22,034-30,627 (+)
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MGV-GENOME-0309712:29,562-37,452 (+)
transglycosylase (CDS_0041) RM_Type_lI_Type_|l_MTases_FAM_2 (CDS_0042)

IMGVR_UViG_3300045988 061312|3300045988|Ga0495776_095219:29,935-39,288 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0019)
head closure (CDS_0012) 15 20
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uvig_381869:9,633-21,238 (+)

5000 nt i
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