RusA-like Holliday junction resolvase (CDS_0056)
replication initiation protein (CDS_0054) DNA methyltransferase (CDS_0059) pyrophosphatase (CDS_0066)
53 DnaC-like helicase loader (CDS_0055) 57 58 60 61 62 63 64 65  anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0067)
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uvig 270209:41,553-48,537 (+)
replication initiation protein (CDS_0042) 47 DNA methyltransferase (CDS_0048) pyrophosphatase (CDS_0054)

MGV-GENOME-0246957:27,284-35,048 (+)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0067)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0060) 62 68
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uvig_380385:39,590-47,946 (+)
DNA methyltransferase (CDS_0049)

DNA methyltransferase (CDS_0050)
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DNA methyltransferase (CDS_0030)
DNA methyltransferase (CDS_0029)
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DNA methyltransferase (CDS_0061)
DNA methyltransferase (CDS_0062) 68
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DNA methyltransferase (CDS_0047)
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B :30,582-36,783 (+)
DNA methyltransferase (CDS_0033)
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DNA methyltransferase (CDS_0047)
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DNA methyltransferase (CDS_0047)
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DNA methyltransferase (CDS_0034)

MGV-GENOME-0212270: 19,592-26,214 (+)

DNA methyltransferase (CDS_0046) 52
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MGV-GENOME-0245733:28,186-34,863 (+)

DNA methyltransferase (CDS_0048)
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DNA methyltransferase (CDS_0047)
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DNA methyltransferase (CDS_0048)
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DNA methyltransferase (CDS_0039)

uvig_447190:27,190-33,802 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)
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uvig 405282:28,274-35,263 (+)
48 MTase_II_00048 Type (CDS_0049)
- ;& ——————— — | T R E—
IMGVR_UViG_3300045988_088286|3300045988|Ga0495776_014239:28,252-35,203 (+)

48 MTase_II_00048 Type (CDS_0049)
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47 MTase_|I_00048 Type (CDS_0048)

uvig_187003:28,251-35,199 (+)
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DNA repair protein (CDS_0047)
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47 MTase_II_00048 Type (CDS_0048)

e e e ——————— ) NN — —
IMGVR_UViG_3300045988_094895|3300045988|Ga0495776_042684: 28,329-35,239 (+)
47 MTase_II_00048 Type (CDS_0048)
- ] I — I S W
MGV-GENOME-0247474: 28,147-35,102 (+)
a7 48

IMGVR_UViG_3300045988 078723|3300045988|Ga0495776_017526:28,295-34,826 (+)
MTase_l1_00048 Type (CDS_0024)
replication initiation protein 23 26 27

uvig_525921:11,265-18,261 (+
45 MTase_|I_00048 Type (CDS_0046)

MGV-GENOME-0238291:26,813-33,765 (+)

MTase_II_00048 Type (CDS_0048)
47
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MGV-GENOME-0247406: 28,163-35,656 (+)
32 MTase_lI_00048 Type (CDS_0033)
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MGV-GENOME-0196953: 19,290-26,776 (+)

24 25

uvig 164915:11,791-18,211 (+)
50
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IMGVR_UViG_3300045988_110036|3300045988|Ga0495776_018175:28,953-35,442 (+)
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terminase small subunit (CDS_0057)
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MGV-GENOME-0168985:15,696-22,399 (+)

w
o

MGV-GENOME-0176818:17,564-23,538 (+)
RM_Type_ll_Type_|ll_MTases_FAM_2 (CDS_0044) Mom-like DNA modification protein (CDS_0046)
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IMGVR_UViG_3300045988_090999|3300045988|Ga0495776_101472:26,449-33,519 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)

MGV-GENOME-0237166:26,526-33,551 (+)
RM _Type_ll_Type_|l_MTases_FAM_2 (CDS_0046)

IMGVR_UViG_3300045988 097359|3300045988|Ga0495776_185504: 27,548-34,501 (+)
RM _Type_Il_Type_|l_MTases_FAM_2 (CDS_0030)
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MGV-GENOME-0207786: 18,407-25,378 (+)

RM_Type_Il_Type_Il_MTases FAM_2 (CDS_0048) 50

MGV-GENOME-0249251:28,433-35,402 (+)
MTase_lI_00048 Type (CDS_0046) 49

ivig_3013:28,160-34,961 (+)
RM_Type_ll_Type_|ll_MTases_FAM_2 (CDS_0021)

MGV-GENOME-0140954: 10,417-18,738 (+)
Mom-like DNA modification protein (CDS_0050)

uvig_103266:29,104-35,904 (+)
Mom-like DNA modification protein (CDS_0048)

MGV-GENOME-0314307: 27,758-33,843 (+)
Mom-like DNA modification protein (CDS_0046) 47

MGV-GENOME-0275124:28,541-35,047 (+)
Mom-like DNA modification protein (CDS_0044) 45

IMGVR _UViG_2600255040_000010|2600255040|2600278007|4624-38927:27,174-33,649 (+)
Mom-like DNA modification protein (CDS_0027)

MGV-GENOME-0180927: 15,585-22,309 (+)
Mom-like DNA modification protein (CDS_0025) 29

MGV-GENOME-0134506: 10,344-17,995 (+)
24 MTase_lI_00048 Type (CDS_0025)

MGV-GENOME-0149079: 11,409-18,762 (+)
Mu Gam-like end protection (CDS_0015) 21 MTase_l1_00048 Type (CDS_0022)

MGV-GENOME-0141394:8,962-16,781 (+)
24 MTase_ll 00048 Type (CDS_0025)

MGV-GENOME-0141539:10,828-17,853 (+)
43 MTase_ll_ 00048 Type (CDS_0044)

— — —
IMGVR_UViG_3300045988_093566|3300045988|Ga0495776_063696: 25,649-32,839 (+)

43  MTase_lI_00048 Type (CDS_0044)

MGV-GENOME-0233630: 25,649-32,839 (+)
17  MTase_ll_00048 Type (CDS_0018)

uvig_142791:6,823-14,950 (+)
DNA methyltransferase (CDS_0044)
DNA methyltransferase (CDS_0045)
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MGV-GENOME-0318326:27,828-33,131 (+)
DNA methyltransferase (CDS_0032)
DNA methyltransferase (CDS_0033)

MGV-GENOME-0190719:17,468-23,163 (+)
DNA methyltransferase (CDS_0037)
DNA methyltransferase (CDS_0038)

MGV-GENOME-0209799:22,308-29,057 (+)
DNA methyltransferase (CDS_0032)

MGV-GENOME-0200153: 20,254-25,612 (+)
DNA repair protein (CDS_0026)  SspD_00001 SspD (CDS_0028)

MGV-GENOME-0179924: 12,078-19,981 (+)
DNA repair protein (CDS_0041)

MGV-GENOME-0229383:25,771-33,200 (+)
DNA repair protein (CDS_0027)

| r————
MGV-GENOME-0168984: 14,437-23,053 (+)
DNA repair protein (CDS_0021)

MGV-GENOME-0142358:12,550-18,877 (+)

SspD_00001 SspD (CDS_0049)

MGV-GENOME-0244525: 28,909-35,873 (+)
SspD_00001 SspD (CDS_0050) 1

MGV-GENOME-0246070:28,955-36,106 (+); 1-1,272 (+)
DNA methyltransferase (CDS_0044)
DNA methyltransferase (CDS_0045)
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0017)

uvig_94738:6,571-15,019 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0039)

) 5 R [ s [ W —
MGV-GENOME-0266475:24,338-31,905 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0046) SspD_00001 SspD (CDS_0048)

MGV-GENOME-0248844:29,028-36,554 (+)
DNA repair protein (CDS_0048)

uvig_565635:29,882-37,276 (+)
DNA repair protein (CDS_0041)

MGV-GENOME-0228960: 25,029-32,431 (+)

pyrophosphatase (CDS_0062)
56 pyrophosphatase (CDS_0061) |
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uvig 150971:38,740-45,766 (+)

SspD_00001 SspD (CDS_0048)

IMGVR_UViG_3300045988_110000|3300045988|Ga0495776_042630: 29,468-36,418 (+)
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MGV-GENOME-0247976:28,957-36,407 (+)
DNA methyltransferase (CDS_0026) Mom-like DNA modification protein (CDS_0029)
DNA methyltransferase (CDS_0027) 35

MGV-GENOME-0162810: 13,599-20,086 (+)

48 49 51 52
"+ —————— I ———— & §F — | ——— ;]
IMGVR_UViG_3300045988_079466|3300045988|Ga0495776_087074:28,784-36,248 (+)
48 51 52

é

MGV-GENOME-0251569: 28,784-36,248 (+)
Mom-like DNA modification protein (CDS_0053)
52 54

MGV-GENOME-0268261: 32,941-39,949 (+)
46 49

MGV-GENOME-0237045:28,294-34,720 (+)
45

MGV-GENOME-0230794:25,971-31,842 (+)
3000 nt !
DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)
I




