ParB-like partition protein (CDS_0033)
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ParB-like partition protein (CDS_0035)
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Lar-like restriction alleviation protein (CDS_0039)
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IMGVR_UViG_3300014548_000138|3300014548|Ga0134459_100124|50042-89373:30,445-39,331 (+)
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MG\/ GENOME-0211388:21,331-28,740 (+)
34 HNH endonuclease (CDS_0035)
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MGVR_UViG_3300029045_000208|3300029045|Ga0169661_100107|22087-64741: 34,021-40,300 (+)

HNH endonuclease (CDS_0035)
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retron_type_VI_hth_cluster2_1 (CDS_0028)
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MGV-GENOME-0240009: 28,443-35,229 (+)

retron_type_VI_hth_cluster2_1 (CDS_0035) 36 37 38
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IMGVR_UViG_3300045988_104566|3300045988|Ga0495776_125837:31,053-38,160 (+)
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Lar-like restriction alleviation protein (CDS_0039)
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Holliday junction resolvase (CDS_0037)
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Lar-like restriction alleviation protein (CDS_0031)
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ParB-like partition protein (CDS_0032)
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uvig 402596:28,724-37,810 (+)
4000 nt i
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover unknown function defence (PADLOC)




