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16 17 18 19 2021 22 23 HNH endonuclease (CDS_0024)
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MGV-GENOME-0126078:4,778-17,701 (+)
holin (CDS_0016)
endolysin (CDS_0017) 22
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toxin-antitoxin system HicB-like (CDS_0022)
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toxin-antitoxin system HicB-like (CDS_0022)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function
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