phosphofructokinase (CDS_0044) anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0063)

46 phosphoadenosine phosphosulfate reductase (CDS_0054) exonuclease (CDS_0062)
45 T47 48 49 50515253 55 56 57 58 59 DNA polymerase (CDS_0060) DNA primase (CDS_0061) 64
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uvig 4145:34,486-47,996 (+)
phosphoadenosine phosphosulfate reductase (CDS_0047)
5049 48 46 45 44 43 42
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MGV-GENOME-0343000: 20,592-34,102 (-)
phosphoadenosine phosphosulfate reductase (CDS_0058)

62 656667 68 69 70 71
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IMGVR_UViG_3300045988_158862|3300045988|Ga0495776_095902[105-93981:48,061-61,337 (+)
53 55 57 58 59 60 61 62 63 64 65

MGV-GENOME-0361259:40,692-53,223 (+)

70
585960 61 62 63 6465 66 6768 69 |71

IMGVR_UViG_3300029220_000112|3300029220|Ga0168707_100093|827-94820: 41,095-55,154 (+)
RNA polymerase sigma factor (CDS_0064)
59 60 6162 63 65 66

IMGVR_UViG_3300045988_122547|3300045988|Ga0495776_131947:41,647-54,890 (+)

RNA ligase
54 575859 60 61 62 63 64 65 66 67 68 69 74 75
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MGV-GENOME-0364871:41,046-56,599 (+)

575859 60 61 62 63 64 65 66 67 DNA polymerase (CDS_0068) DNA polymerase (CDS_0069)

IMG\/R UViG_3300045988_149834|3300045988|Ga0495776_143255[2767- 97995 41,046-56,599 (+)

56 6162 63 64 65 66
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MGV-GENOME-0361398:42,963-55,423 (+)

phosphoadenosine phosphosulfate reductase (CDS_0063)
68
6061 62 64 65 66 67T69 72 73
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IMGVR_UViG_3300045988_131057|3300045988|Ga0495776_078594:40,103-53,121 (+)
phosphoadenosine phosphosulfate reductase (CDS_0063)
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MGV-GENOME-0358187:40,103-53,121 (+)
HEase_00016 homing (CDS_0055) 64
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IMGVR_UViG_3300045988_121137|3300045988|Ga0495776_131968:39,671-52,510 (+)

HEase_00016 homing (CDS_0057) Mu Gam-like end protection (CDS_0075)
55 60 61 62 63 64 65 66 67 68 69 70 exonuclease (CDS_0074) RNA ligase (CDS_0077)
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IMGVR_UViG_3300045988_138543|3300045988|Ga0495776_158453:44,664-60,529 (+)
61 62 63 64 65 66 67 68 69 70 71
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uvig_14771:44,690-60,555 (+)

5455 57 59 60 61 62 63 64 65 66

MGV-GENOME-0375708:41,199-56,584 (+)
6000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
I

anti-defence (dbAPIS)
N




