
MGV-GENOME-0337260: 26,039-35,903 (+)
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transcriptional regulator (CDS_0048)
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IMGVR_UViG_3300045988_033502|3300045988|Ga0495776_077578: 28,191-37,024 (+)
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transcriptional regulator (CDS_0052)

retron_type_VI_hth_cluster2_1 (CDS_0053)
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IMGVR_UViG_3300045988_041163|3300045988|Ga0495776_130417: 26,780-36,894 (+)
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transcriptional regulator (CDS_0051)

retron_type_VI_hth_cluster2_1 (CDS_0052)
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RusA-like Holliday junction resolvase

MGV-GENOME-0321484: 28,496-39,238 (+)
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transcriptional regulator (CDS_0052)

retron_type_VI_hth_cluster2_1 (CDS_0053)
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uvig_258196: 26,040-35,548 (+)

capH (CDS_0048)
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IMGVR_UViG_3300030031_000016|3300030031|Ga0245030_100403: 26,040-35,647 (+)
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capH (CDS_0048)
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IMGVR_UViG_3300029220_000010|3300029220|Ga0168707_100212: 26,242-35,220 (+)
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4000 nt

DNA, RNA and nucleotide metabolism lysis transcription regulation unknown function defence (PADLOC)


