RusA-like Holliday junction resolvase (CDS_0052)
replication initiation protein (CDS_0053)
RM_Type_ll_Type_ll_MTases FAM_0 (CDS_0057)
55 transcriptional regulator (CDS_0062)
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toxin-antitoxin system HicB-like (CDS_0060)
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toxin-antitoxin system HicB-like (CDS_0056)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0050)  toxin (CDS_0055)

51 52 53 54 57 58

uvig_144622:31,126-38,357 (+)
Lar anti-RM (APIS033) (CDS_0058)
RNA-binding protein (CDS_0057)
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RusA-like Holliday junction resolvase 5556 | 59 60 62 63 64
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Lar anti-RM (AP@33) (CDS_0057)
RNA-binding protein (CDS_0056)
MTase_l_00074 Type (CDS_0060)
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MTase_lI_00074 Type (CDS_0052)
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uvig 147426:28,257-35,375 (+)
Lar anti-RM (API1S033) (CDS_0057)
RNA-binding proteﬂ?DS_OOSé)
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uvig 145294:32,588-39,612 (+)

MTase_lI_00074 Type (CDS_0061)
MTase_lI_00157 Type (CDS_0054)56 57 58 59 60 62 63 64

uvig 134144:32,541-39,529 (+)
MTase_lI_00074 Type (CDS_0056)
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Lar anti-RM (APIS033) (CDS_0058)
RNA-binding protein (CDS_0057)
HNH endonuclease (CDS_0053) T terminase large subunit (CDS_0001)
RNA polymerase beta subunit CDS_0052) 55 56 59 60 61 62 63

minor head protein (CDS_0003)
64 portal protein (CDS_0002)
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phosphoadenosine phosphosulfate reductase (CDS_0050)
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HNH endonuclease (CDS_0065)
RNA polymerase beta subunit (CDS_0064) 66 67 68 69 71 72
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uvig 138961:41,706-49,398 (+); 1-4,472 (+)
RNA polymerase beta subunit (CDS_0053)

replication initiation protein (CDS_0049) MTase_|I_00074 Type (CDS_0057)
replication terminator (CDS_0047) HNH endonuclease (CDS_0054)
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MGV-GENOME-0254654: 30,050-37,528 (+)

MTase_l1_00074 Type (CDS_0047)
HNH endonuclease (CDS_D045)
RNA polymerase beta subunit (CDS_0044) 46 \
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54 transcriptional regulator (CDS_0059)
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toxin-antitoxin system HicB-like (CDS_0057)
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MGV-GENOME-0273983:33,205-41,034 (+); 1-2,836 (+)
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IMGVR_UViG_3300045988_141344|3300045988|Ga0495776_024881:33,205-41,034 (+); 1-2,836 (+)
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5000 nt 1

DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover transcription regulation unknown function defence (DefenseFinder)

defence (PADLOC) anti-defence (dbAPIS)




