Kil protein for bacterial septation inhibition (CDS_0028)
tail protein (CDS_0037) HNH endonuclease (CDS_0040)  endonuclease (CDS_0043)
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TemPhD cluster_18098:24,960-33,168 (+)
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TemPhD_cluster_16950: 24,960-33,063 (+)
Cll-like transcriptional activator (CDS_0028)
transcriptional regulator (CDS_0027) phosphoadenosine phosphosulfate reductase (CDS_0035)
tail protein (CDS_0029) oMTase_00010 orphan (CDS_0034)
Erf recombination cofactor Arf 26 \ 30 33 \ NinG/ Rap DNA junction specific endonuclease (CDS_0038)
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TemPhD duster 62080:20,560-30, 720( )
CllI-like transcriptional activator (CDS_0040)
anti-repressor Ant (CDS_0035) transcriptional repressoT(CDS_0039)
transposase (CDS_0034) 36 37 Cl-like repressor (CDS_0038) 41 42 44 45 46
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TemPhD_cluster_48566:24,960-38,542 (+)

CllI-like transcriptional activator (CDS_0040)
anti-repressor Ant (CDS_0035) transcriptional repressor (CDS_0039)
transposase (CDS_0034) 36 37 Cl-like repressor (CDS_0038) 41 42
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TemPhD_cluster 27211:24,960-37,818 (+)
Qf recombination cofactor Arf (CDS_0025)

superinfection exclusion (CDS_0028) MarR family transcrition regulator (CDS_0039)
HNH endonuclease (CDS_0031) DnaC-like helicase loader (CDS_0038)
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TemPhD_cluster_29950: 24,706-34,761 (+)
5000 nt i
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function defence (PADLOC)
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