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IMGVR_UViG_3300010260_000155|3300010260|Ga0129315_1000148|10453-42075: 7,543-26,618 (+)
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SAMEA2737684_a1_ct35324_vs1: 11,871-23,789 (+)
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MGV-GENOME-0208331: 10,014-20,008 (+)
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uvig_162725: 7,545-28,370 (+)
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IMGVR_UViG_3300045988_126807|3300045988|Ga0495776_168217: 6,902-25,732 (+)
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23 phosphoadenosine phosphosulfate reductase (CDS_0028)
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16
transcriptional regulator (CDS_0017)

retron_type_VI_hth_cluster2_1 (CDS_0018)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) tRNA pseudogene


