retron_type_VI_hth_cluster2_1 (CDS_0033)
tT’aEcriptional regulator (CDS_0035)

replication initiation protein (CDS_0038) DS-15__DS-15A (CDS_0042) replication initiation protein (CDS_0047)
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SAMNO5826511_a1_ct34913 vs1:25546-33,815 (+)

DnaB-like replicative helicase (CDS_0028)
transcriptional regulator (CDS_0024) [ 29 32
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MGV-GENOME-0188866: 16,375-24,634 (+)
DnaB-like replicative helicase (CDS_0031) 32 33 37 38
I

MGV-GENOME-0214769: 18,084-25,748 (+)
transcriptional regulator (CDS_0033)

A R ——
SAMNO5827051 a1l ct45553 vs1:23,122-27,881 (+)
transcriptional regulator (CDS_0029)

A S ——
uvig_144842:20,139-25,128 (+)
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MGV-GENOME-4402652:16,842-25,368 (+)
replication initiation protein (CDS_0035) 36 41 42

MGV-GENOME-0227418: 23,009-30,168 (+)
replication initiation protein (CDS_0031)
DnaB-like replicative helicase (CDS_0032)34
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uvig_157643:20,150-27,600 (+)
replication initiation protein (CDS_0030) DnaB-like replicative helicase (CDS_0031)

MGV-GENOME-0207807:18,793-23,274 (+)
3000 nt i
DNA, RNA and nucleotide metabolism transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)




