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uvig_593580:10,994-26,595 (+)
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IMGVR_UViG_3300045988_080061|3300045988|Ga0495776_005615:10,768-26,136 (+)

RusA-like Holliday junction resolvase (CDS_0027)
phosphofructokinase (CDS_0025)
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RusA-like Holliday junction resolvase (CDS_0027)
phosphofructokinase (CDS_0025)
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MGV-GENOME-0257750: 10,744-25,590 (+)
phosphofructokinase (CDS_0022)
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phosphofructokinase (CDS_0022)
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MGV-GENOME-0270922: 12,988-27,712 (+)
phosphofructokinase (CDS_0026)
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phosphofructokinase (CDS_0026)
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MGV-GENOME-0264567:12,725-26,599 (+)

phosphofructokinase (CDS_0028)

DNA methyltransferase (CDS_0027)
phosphoadenosine phosphosulfate reductase (CDS_0025) 31
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uvig_244875:12,588-27,609 (+)
DNA methyltransferase (CDS_0026)
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DNA methyltransferase (CDS_0024)
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MGV-GENOME-0259322:11,732-25,830 (+)
RusA-like Holliday junction resolvase (CDS_0024)
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MGV-GENOME-0236271:10,789-21,337 (+)
phosphofructokinase (CDS_0025) 30
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MGV-GENOME-0252564: 13,589-24,973 (+)
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IMGVR_UViG_3300045988_117438|3300045988|Ga04 95776 _ 087313 13,514-25,694 (+)

Lar-like restriction alleviation protein (CDS_0020)
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uvig_405090: 13,514-26,577 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0021)
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MGV-GENOME-0269711:10,625-27,319 (+)
PDC-M11B_WP_204471233.1 (CDS_0027)
MTase_lI_00074 Type (CDS_0030)
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IMGVR_UViG_3300045988_121722|3300045988|Ga0495776_071710:19,695-28,161 (+)
6000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
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