anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0043)
replication initiation protein (CDS_0044)
exonuclease (CDS_0042) DNA methylase (CDS_0050)
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IMGVR UViG_3300045988_041217(3300045988|Ga0495776_100004:35,311-44,141 (+)
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DNA methyltransferase (CDS_0049) terminase large subunit (CDS_0001)
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IMGVR_UViG_3300029130_000018|3300029130|Ga0168772_100402: 34,074-43,040 (+); 1-4,246 (+)

DNA methyltransferase (CDS_0049)
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uvwg_253033 33,425-42,635 (+); 1-3,350 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0049)
phosphoadenosine phosphosulfate reductase (CDS_0046) 47 48 50 51 52 53 Holliday junction resolvase (CDS_0055)

uvwg 180039: 33 616-41,952 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)

Erf-like ssDNA annealing protein (CDS_0040) 46 48 49 50 51 5253
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Ma_2019_SRR413669 NODE_93_length 44181 _cov_3.867969:35,073-44,144 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0050)
oMTase_00015 orphan (CDS_0048)
replication initiation protein (CDS_0041) 45 46 47 49 \ 51 52 53 54 55
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IMGVR UVIG_. 3300045988 _078449|3300045988|Ga0495776_055909: 33,915-43,310 (+)
DNA methyltransferase (CDS_0048)

45 46 47 49 50 51 52 53 54 55
— — ! B . W — — —

MGV-GENOME-0285812: 33,915-43,310 (+)
DNA methyltransferase (CDS_0051)
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uvig_565005: 33,973-42,815 (+)
DNA methyltransferase (CDS_0032)
DNA methylase (CDS_0034)
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MG\/ GENOME-0236066: 25,256-34,498 (+)
Mom-like DNA modification protein (CDS_0051)
48 53 54 55 56 57 58 59 60

MGV GENOME-0307206: 35,572-44,149 (+)
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uvig 586151:36,630-44,245 (+
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0047)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0043) DNA methyltransferase (CDS_0049)
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IMGVR UViG_3300045988_071719|3300045988|Ga0495776_097989: 35,883-45,884 (+)

DNA methylase (CDS_0049)
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IMGVR UVIG_ 3300045988 _077256|3300045988|Ga0495776_100090: 33,463-44,185 (+)

MTase_II_00074 Type (CDS_0054)
49 50 51 52 53 55 56

MGV GENOME 0291189:33,942-44,513 (+)

MTase_lI_00074 Type (CDS_0054)
49 50 51 52 53 55 56

uvig_282615:33,942-44,513 (+)
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uvig_580731:35,585-43,756 (+); 1-4,286 (+)

SAMNO9781734 a1 _ct8745:35,585-43,803 (+)
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MGV-GENOME-0277881:33,202-41,809 (+); 1-4,263 (+)
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MG\/ GENOME 0286611:34,830-43,524 (+); 1-4,263 (+)

DNA methyltransferase (CDS_0049)
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IMGVR UVIG_ 3300045988 _074540|3300045988|Ga0495776_019769: 34,830-43,524 (+); 1- 4268( )
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IMGVR_UViG_3300045988_067234|3300045988|Ga0495776_019492: 33,684-43,132 (+); 1-3,309 (+)
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IMGVR_UViG_3300045988_058154|3300045988|Ga0495776_001386: 32,135-41,836 (+); 1-3,309 (+)
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MGV-GENOME-0277997:32,135-41,836 (+); 1-3,309 (+)
5000 nt i
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)
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