anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0059)

RusA-like Holliday junction resolvase (CDS_0062) ParB-like partition nuclease (CDS_0078)
DnaD-like helicase loader (CDS_D060) ParB-like partition protein (CDS_0079)
dCTP deaminase (CDS_0064) phosphofructokinase (CDS_0070) tRNA-Ser(GCT)
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uvig_586172:35,850-47,200 (+)
phosphofructokinase (CDS_0070)
60 66 67 68 69 71 72 73
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SAMNO09781741_al_ct52630_vs1: 35,850-47,123 (+)

phosphofructokinase (CDS_0067) Mom-like DNA modification protein (CDS_0075)
60 61 62 63 64 65 66 68 69 70 ParB-like partition nuclease (CDS_0074)
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IMGVR_UViG_3300045988_076400|3300045988|Ga0495776_117765:33,988-46,721 (+)

phosphofructokinase (CDS_0067)
60 61 62 63 64 6566 68 69 70
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MGV GENOME-0300355: 33,988-46,721 (+)
phosphofructokinase (CDS_0072)
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MGV-GENOME-0299997: 35,965-44,901 (+)
61 62 63 64 phosphofructokinase (CDS_0067)

uvig_384058: 34,876-43,586 (+)
58 64 65 66 67 phosphofructokinase (CDS_0070)
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uvig 281624:35,585-44,285 (+)
Lar-like restriction alleviation protein (CDS_0069)
phosphofructokinase (CDS_0070)
HNH endonuclease (CDS_0067)
61 62 63 64 65 66 68 ‘ 71 72 73 MTase_l1_00015 Type (CDS_0077) 78 1

MGV-GENOME-0302486: 34,965-47,370 (+); 1-1,197 (+)
phosphofructokinase (CDS_0068)
HNH endonuclease (CDS_0058) 61 63 64 65 66 67 69 70 71 72
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MGV-GENOME-0300091: 35,104-46,648 (+) 1-1, 197( )
DNA methyltransferase (CDS_0065)
phosphofructokinase (CDS_0068)
63 64 66 67 69 70 71 72

uvig_127892:35,159-46,604 (+); 1-1,197 (+)
DNA methyltransferase (CDS_0068)
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uvig_183148:34,675-43,993 (+)

phosphofructokinase (CDS_0071)
phosphoadenosine phosphosulfate reductase (CDS_0066) 67 68 69 72
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IMGVR_UViG_3300045988_072688|3300045988|Ga0495776_005950: 36,006-47,178 (+)
phosphoadenosine phosphosulfate reductase (CDS_0066) 67 phosphofructokinase (CDS_0069)

uvig_501901: 36,285-44,206 (+)
DNA methyltransferase (CDS_0067)
RM_Type_ll_Type_ll_MTases_ FAM_3 (CDS_0060) 63 64 65 66
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uvig_497916:35,729-45,804 (+)

63 64 65 69
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IMGVR_UViG_3300045988_084946|3300045988|Ga0495776_015531:35,476-43,609 (+)
phosphofructokinase (CDS_0070)
65 66 67 68 69 71 72
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IMGVR_UViIG_3300045988_095641|3300045988|Ga0495776_005954: 35,796-47,631 (+); 1-1,197 (+)
Mu Gam-like end protection (CDS_0053) phosphofructokinase (CDS_0066)
exonuclease (CDS_0054) 56 HNH endonuclease (CDS_0061) 62 63 6465 67 68 72
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IMGVR_UViG_3300045988_108098|3300045988|Ga0495776_186755: 31,876-44,081 (+)

phosphofructokinase (CDS_0063) 64 65 66 HNH endonuclease (CDS_0067) 72 2 3

IMGVR_UViG_3300045988_085846|3300045988|Ga0495776_015383: 35,422-46,301 (+); 1-2,720 (+)
phosphofructokinase (CDS_0067)
61 62 63 64 65 66 68 69
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SAMN10080898 _al ct223:34,472-45,303 (+)

62 63 64 65 66 phosphofructokinase (CDS_0067)
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MGV-GENOME-0296984: 35,172-45,420 (+)
62 63 64 65 phosphofructokinase (CDS_0066)
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uvig_405081:35,172-45,292 (+)
68 69 7071 77
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uvig_556719:34,944-44,123 (+)

67 68 69 70

uvig 547173:34,863-44,119 (+)
RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0060) phosphofructokinase (CDS_0068)
61 62 64 65 66 67 69

uvig_588213:35,861-46,005 (+)
phosphofructokinase (CDS_0067)
63 64 65 66 68

SAMNO09781730_a1_ct158050_vs1: 34,829-46,015 (+)

uvig_598354:34,390-45,708 (+); 1-1,248 (+)

SAMN10407349_al ct45221:34,335-45,652 (+)
64 phosphofructokinase (CDS_0070)
62 636566 67 68 71 72

MGV-GENOME-0291270: 34,636-44,136 (+)
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DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)
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