nucleoside triphosphate pyrophosphohydrolase (CDS_0031)
anti-CRISPR-Cas evasion by DNA repair (AP1S120) (CDS_0032)
replication initiation protein (CDS_0035)
33 34 36
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IMGVR_UViG_3300007222_000029|3300007222|Ga0104061_100797:30,819-37,105 (+)
DrmMII_00009 DrmMII (CDS_0027)
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MGV-GENOME-0238687:25,312-31,077 (+)

N
©

MGV-GENOME-0266688:29,506-35,708 (+)
DNA methyltransferase (CDS_0028)

| e R E— —
MGV-GENOME-0312934:29,279-35,480 (+)

DruM2_00001 DNA (CDS_0030)

MGV-GENOME-0275176:31,235-37,436 (+)
30

IMGVR_UViG_3300010278_000413|3300010278|Ga0129311_1000030|74213-115169: 30,152-37,004 (+)
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e

MGV-GENOME-0271922:30,002-36,356 (+)
29

I —
MGV-GENOME-0291274:31,060-36,625 (+)

w
N

IMGVR_UViG_3300045988_084864|3300045988|Ga0495776_128525:29,785-35,872 (+)

31 36

I
IMGVR_UViG_3300045988_087249|3300045988|Ga0495776_110242:31,244-38,137 (+)

DNA binding protein (CDS_0019)

16 17 18 T 23
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MGV-GENOME-0200489: 14,063-24.635 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0021)

MGV-GENOME-0185827: 14,062-22,139 (+)
18 nucleoside triphosphate pyrophosphohydrolase (CDS_0023)

I E—
MGV-GENOME-0218157:14,065-27,913 (+)

N
co

nucleoside triphosphate pyrophosphohydrolase (CDS_0024)

i

MGV GENOME-0214826:14,029-26,870 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0023)

%

MG\/ GENOME-0215021:14,029-26,903 (+)
oMTase_00015 orphan (CDS_0022)
21 nucleoside triphosphate pyrophosphohydrolase (CDS_0024)
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MGV-GENOME-0219764:14,062-22,717 (+)
18
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MGV-GENOME-0223161:14,062-24,775 (+)

oMTase_00015 orphan (CDS_0031)
30 [ 32
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IMGVR_UViG_3300045988_080935|3300045988|Ga0495776_001103:31,224-37,656 (+)
30 oMTase_00015 orphan (CDS_0031)

IMGVR_UViG_3300045988_083959|3300045988|Ga0495776_007543:30,618-36,810 (+)
28 oMTase_00015 orphan (CDS_0029)

MGV-GENOME-0299270:30,319-35,874 (+)

oMTase_00015 orphan (CDS_0032)
31 | 33 35 36

| N N S — | —
MGV-GENOME-0259927:27,271-34,502 (+)
12 13 14 nucleoside triphosphate pyrophosphohydrolase (CDS_0020)

MGV-GENOME-0171142:9,738-19,607 (+)
SspD_00001 SspD (CDS_0025)
24 DrmMII_00009 DrmMII (CDS_0026)
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MGV-GENOME-0189526:15,017-22,224 (+)

DNA binding protein (CDS_0016)
SspD_00001 SspD (CDS_0020)
internal virion protein (CDS_0015)
19 nucleoside triphosphate pyrophosphohydrolase (CDS_0023)
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MGV-GENOME- 0186734 12,221-22,289 (+)

SspD_00001 SspD (CDS_0032)
31 33
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IMGVR_UViG_3300045988_079971|3300045988|Ga0495776_001088:30,572-37,778 (+)
SspD_00001 SspD (CDS_0029)
28 DrmMII_00009 DrmMII (CDS_0030)
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MGV-GENOME-0260786:28,018-34,588 (+)

SspD_00001 SspD (CDS_0032)
31 3334

IMGVR_UVIiG_ 3300045988 _092210|3300045988|Ga0495776_027436:30,811-38,017 (+)

MGV-GENOME-0217273:19,919-27,646 (+)

MGV-GENOME-0213657:14,372-26,921 (+)
18

N
w

MGV-GENOME-0205760: 14,371-24,881 (+)
replication terminator (CDS_0030)

MGV-GENOME-0269086: 31,826-36,667 (+)
18 22 replication terminator (CDS_0024)
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MGV-GENOME-0251058: 12,187-32,605 (+)

19 23

MGV-GENOME- 0259727 12,187-34,774 (+)
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MGV-GENOME-0231105:12,221-29,583 (+)
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MGV-GENOME-0190463:12,110-22,720 (+)

MGV-GENOMEH 0207058 12,221-25,281 (+)
SspD_00001 SspD (CDS_0022)
21 DNA methyltransferase (CDS_0023)

| |
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MGV-GENOME-0199318:12,221-23,856 (+)
SspD_00001 SspD (CDS_0022)
21 _DrmMII_00009 DrmMII (CDS_0023)

|
!+

MGV-GENOME- 0221591 12,187-27,995 (+)
19 23 oMTase_00015 orphan (CDS_0024)

S — (e ——
MGV-GENOME-0260675:12,221-34,267 (+)

18 22
— — . T B — o e

MGV-GENOME-0203992:12,185-24,667 (+)
DruM2_00001 DNA (CDS_0028)

MGV-GENOME-0284208:21,927-28,927 (+)
20

MGV-GENOME-0217323: 20,694-27,257 (+)
DNA methyltransferase (CDS_0031)

S E———
IMGVR_UViG_3300045988_084802|3300045988|Ga0495776_002170:31,220-38,219 (+)

31 34

MGV-GENOME-0279603: 31,147-38,202 (+)
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MGV-GENOME-0313901: 29,601-36,589 (+)
30 31

I ———
MGV-GENOME-0278981:31,107-38,107 (+)
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MGV-GENOME-0214867:19,702-26,702 (+)
27

IMGVR_UViG_3300045988_095548|3300045988|Ga0495776_169978:29,216-35,570 (+)
replication terminator (CDS_0032)
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MGV-GENOME-0278669:29,995-38,018 (+)

SspD_00001 SspD (CDS_0032)
31 DrmMII_00009 DrmMII (CDS_0033)

s R —
MGV-GENOME-0278903:29,940-37,943 (+)

SspD_00001 SspD (CDS_0030)
29 31

MGV-GENOME-0245465:24,079-32,083 (+)
SspD_00001 SspD (CDS_0032)
31 DNA methyltransferase (CDS_0033)
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|

MGV-GENOME-0277386:30,048-38,060 (+)
DNA methyltransferase (CDS_0031)

MGV-GENOME-0278838:31,072-38,072 (+)

DrmMI1_00009 DrmMil (CDS_0030)
31 32

-
IMGVR_UViG_3300045988_044611|3300045988|Ga0495776_025488:31,141-38,161 (+)

32 33

MGV-GENOME-0277144:31,038-38,559 (+)
replication terminator (CDS_0033)
34
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IMGVR_UViG_3300045988_096862|3300045988|Ga0495776_002108:31,151-38,616 (+)
32 33

MGV-GENOME-0280744: 31,453-38,974 (+)
31 32

I E— —
IMGVR_UViG_3300014956_000006|3300014956|Ga0134434_1000324:31,050-38,135 (+)

i 8
1

MGV-GENOME-0276634:31,090-37,654 (+)
DNA methyltransferase (CDS_0030)

IMGVR_UViG_3300045988_102670|3300045988|Ga0495776_070630: 31,038-38,038 (+)
replication terminator (CDS_0026)
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MGV-GENOME-0194948: 14,371-23,701 (+)
1011 17

MGV-GENOME-0173014:8,723-18,968 (+)
13 14 16

MGV-GENOME-0165375:8,982-18,624 (+)
tRNA-Val(GAC) 17

I ——
MGV-GENOME-0160099:8,982-17,909 (+)

Control_protein_00002 control (CDS_0016)
14 15 | 2021 22

I N BN S
MGV-GENOME-0183493:9,759-21,256 (+)
replication initiation protein (CDS_0037)
38

I — | B S——
IMGVR_UViG_3300045988 _028705|3300045988|Ga0495776_125712:31,638-38,126 (+)
34 35 39 40

S S S S A s
IMGVR_UViG_3300045988_098074|3300045988|Ga0495776_173393:31,519-38,976 (+)
9000 nt i
DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (PADLOC) anti-defence (dbAPIS) tRNA
I I




