anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0062)
RecT-like ssDNA annealing protein (CDS_0061) DNA methyltransferase (CDS_0067) tRNA-Met(CAT)
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uvig_507491:33,535-41,823 (+)
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IMGVR_UViG_3300045988_022888|3300045988|Ga0495776_026038:32,861-39,494 (+)
replication initiation protein (CDS_0069)

retron_type_VI_hth_cluster2_1 (CDS_0066) DNA methyltransferase (CDS_0071)
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SRS142921 al ct43102 vs01:35,197-43,974 (+)

replication initiation protein (CDS_0068)

DNA methyltransferase (CDS_0070)
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IMGVR_UViG_3300045988_036461|3300045988|Ga0495776_020776:35,197-44,089 (+); 1-2,606 (+)
replication initiation protein (CDS_0058)
retron_type_VI_hth_cluster2_1 (CDS_0056) DNA methyltransferase (CDS_0060)
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uvig 207469:30,450-39,019 (+)
replication initiation protein (CDS_0065)
DNA methyltransferase (CDS_0067)
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IMGVR UViG_3300045988_031750|3300045988|Ga0495776_139632: 33,730-43,692 (+)
replication initiation protein (CDS_0064)
DNA methyltransferase (CDS_0066)
63 65 67

MGV-GENOME-0285545:33,020-43,287 (+)
replication initiation protein (CDS_0056)

DNA methyltransferase (CDS_0058)
54 55 57 59
1 0 oy ) O, N gy W g O PO SO O D W W) o I S | S—

Shkoporov_2019 SRR9161512 NODE 21 _length_40678_cov_9.162371:30,041-40,678 (+); 1-2,594 (+)

replication initiation protein (CDS_0064) DNA methyltransferase (CDS_0069)
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MGV-GENOME-0285002: 33,117-43,170 (+)

replication initiation protein (CDS_0063) DNA methyltransferase (CDS_0068)
62 64 65 66 67 69

MGV-GENOME-0284890:33,117-43,151 (+)

replication initiation protein (CDS_0064) DNA methyltransferase (CDS_0069)
63 65 66 67 68 70

MGV-GENOME-0284902: 33,172-43,153 (+); 1-2,645 (+)
DNA methyltransferase (CDS_0067)

replication initiation protein (CDS_0064) DNA methyltransferase (CDS_0069)
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uvig_53257:33,172-43,153 (+); 1-2,645 (+)
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uvig 145232:42,974-51,495 (+); 1-2,636 (+)
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MGV-GENOME-0281996: 34,064-42,640 (+); 1-2,636 (+)
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MGV-GENOME-0282845:34,064-42,798 (+)
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IMGVR_UViG_3300045988_021388|3300045988|Ga0495776 027618:33,401-42,041 (+)
retron_type_VI_hth_cluster2_1 (CDS_0053)
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MGV-GENOME-0204256: 25,621-28,727 (+)
replication initiation protein (CDS_0071)
70 72 73 74 75 76 77 78 79Holliday junction resolvase (CDS_0080)
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uvig_ 278564 37,019-46,302 (+)

replication initiation protein (CDS_0064) Holliday junction resolvase (CDS_0071)
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MGV-GENOME-0284694:33,602-43,115 (+)
5000 nt {
DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (PADLOC) anti-defence (dbAPIS) tRNA
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