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anti-CRISPR-Cas (AcrIF6) (CDS_0029)
28 31 tail protein (CDS_0036)
27| 30] 3233 34 35 37

IMGVR_UViG_2687453547_000002|2687453547|2687454313|2390855-2437937 18447:27851(+)

k 8000 nt 1

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function Defence Anti-defence
I



