queuine tRNA-ribosyltransferase (CDS_0043)
replication initiation protein (CDS_0038) transcriptional regulator (CDS_0045) head-tail adaptor (CDS_0003)
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TemPhD_cluster_37073_:31,435-38,476 (+); 1-4,399 (+)
queuine tRNA-ribosyltransferase (CDS_0043)
40 41 42 44 transcriptional regulator (CDS_0045)
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TemPhD_ cluster 61565 31,435-38, 155( ) 1-4,399 (+)
queuine tRNA-ribosyltransferase (CDS_0043)
40 41 42 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_37072 :31,435-38,476 (+); 1-4,399 (+)
queuine tRNA-ribosyltransferase (CDS_0042) 45 46 47 48 transcriptional regulator (CDS_0049) 2
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TemPhD cluster 36856_:33,032-39,322 (+); 1- 4787( )
queuine tRNA-ribosyltransferase (CDS_0044)
40 4142 43 45 46 transcriptional regulator (CDS_0047)
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TemPhD_cluster_37077_:31,153-38,445 (+); 1-4,399 (+)

queuine tRNA-ribosyltransferase (CDS_0044)
40 4142 43 45 transcriptional regulator (CDS_0046)
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TemPhD_cluster_61478:31,132-38,485 (+); 1-4,399 (+)

40 41 42 43 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_43023:31,432-38,146 (+); 1-4,396 (+)
Lar-like restriction alleviation protein (CDS_0046)
MTase_ll_00074 Type (CDS_0044)
HNH endonuclease (CDS_0041) ‘
40 42 43 45 transcriptional regulator (CDS_0047)

TemPhD_cluster_61569:31,435-38,128 (+); 1-4,399 (+)
MTase_lI_00074 Type (CDS_0043)
40 41 42 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_33330: 31,435-37,228 (+); 1-4,399 (+)

protease (CDS_0002)
43 44 45 46 47 48 4950 51 572 transcriptional regulator (CDS_0053) T tRNA-Arg(TCT)
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TemPhD_cluster_29723:33,103-41,116 (+); 1-4,828 (+)
40 4142 43 44 transcriptional regulator (CDS_0045)

TemPhD_cluster_37179_:31,435-37,919 (+); 1-4,399 (+)
transcriptional regulator (CDS_0044)
43 45 protease (CDS_0002) 6 protease (CDS_0007)
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TemPhD cluster 43012: 33,642-38, 197(+) 1-6,098 (+)
HNH endonuclease (CDS_0048)
DNA methyltransferase (CDS_0042) 45 46 47 49  transcriptional regulator (CDS_0050) 2
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TemPhD_cluster_36309: 33,685-41,018 (+); 1-4,857 (+)
HNH endonuclease (CDS_0044) transcriptional regulator (CDS_0047)
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TemPhD_cluster_36606_:33,088-40,017 (+); 1-4,786 (+)

39 40 41 42 43 44 45 transcriptional regulator (CDS_0046)

TemPhD_cluster_50668: 31,398-38,054 (+); 1-5,108 (+)
44 45 46 47 48 1
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TemPhD cluster 61096: 33,833-40,444 (+); 1-7,096 (+)
transcriptional regulator (CDS_0046)
42 43 44 45
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TemPhD_cluster_37139_:33,271-38,159 (+); 1-6,498 (+)
44 45 46 47 48 49
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TemPhD_cluster_42845:33,102-38,688 (+); 1-4,828 (+)

44 45 46 47 48 protease (CDS_0002)

PhD_cluster_50271:36,127-39,400 (+); 1-5,547 (+)
5000 nt !
DNA, RNA and nucleotide metabolism connector head and packaging moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
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