Ku-like DNA end binding (CDS_0179) HTH DNA binding protein (CDS_0187)
FtsK/SpolllE-like protein (CDS_0175) 176 177 178 180 181182 183 184 185 186 188 189

Mycobacterium_phage_Lucky2013:91,369-97,629 (+)
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Mycobacterium_phage_Pound: 93,207-100,011 (+)
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Mycobacterium_phage_Hannaconda: 22,640-28,755 (+)
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Mycobacterium_phage_DmpstrDiver: 96,172-101,299 (+)
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Mycobacterium_phage_KashFlow: 94,952-101,656 (+)

site-specific recombination directionality factor RDF (CDS_0169)

167 168 172 175

Mycobacterium_phage_Constella: 94,771-101,377 (+)

NC_023738.1:91,475-96,788 (+)
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KM925136.1:93,330-99.496 (+)
180 183 184

Mycobacterium_phage_Squint: 94,180-98,491 (+)
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Mycobacterium_phage_EricMillard: 23,647-28,056 (+)
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Mycobacterium_phage_Schatzie: 97,204-101,485 (+)
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NC_022067.1:21,111-26,138 (+)
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Mycobacterium_phage Kalah2:24,143-28,841 (+)

54 60 61

Mycobacterium_phage_Klein: 22,710-28,352 (+)
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DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover unknown function




