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MGV GENOME.0322927- 29.305 41,958 (1)
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dCTP deaminase (CD5_0059)63
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DnaC-like helicase loader (CDS_0058)
phosphofructokinase (CDS_0064)
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replication initiation protein (CDS_0057) DNA meth‘yltransferase (CDS_0065)

dCTP deaminase (CDS_0061) ‘
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uvwg_473703 28,671-39,602 (+); 1-4,036 (+)
phosphofructokinase (CDS_0064)
replisome organizer (CDS_0059)
dCTP deaminase (CDS_0063)
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6000 nt i
DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (PADLOC) tRNA
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