deoxyribonucleoside 5' monophosphate phosphatase (CDS_0034)
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exonuclease recombination-associated (CDS_0035) phosphoadenosine phosphosulfate reductase (CDS_0043)
DEDDh_I_II_II_IV_V_VI_1(CDS_0030) transcriptional regulator (CDS_0040) transcriptional regulator (CDS_0046)
excisionase (CDS_0029) Retron_VI_HTH (CDS_0038) primosomal protein (CDS_0042) DNA methyltransferase (CDS_0044)
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TemPhD_cluster_29866: 20,758-34,814 (+)

exonuclease recombination-associated (CDS_0033) Retron_VI_HTH (CDS_0036) transcriptional activator (CDS_0041)
28 29 30 31 34 35 T replication protein (CDS_0040) MTase_II_00118 Type (CDS_0042)

E

I -_— e N N S ——
TemPhD_cluster_32987:20,710-33,720 (+)
transcriptional regulator (CDS_0043)
Retron_VI_HTH (CDS_0041)
35 36 37 38 39 40 44  transcriptional regulator (CDS_0045)

TemPhD_cluster_60913:20,758-30,913 (+)
36 37 38 39 40 Retron_VI_HTH (CDS_0041) transcriptional regulator (CDS_0045)
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TemPhD_cluster_29576:20,758-30,919 (+)

Retron_VI_HTH (CDS_0041)
36 37 38 39 40 transcriptional regulator (CDS_0045)
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TemPhD_cluster_9236:20,758-31,549 (+)

30 31 34 35 Retron_VI_HTH (CDS_0036)

TemPthclusterT23604,: 23,009-31,132 (+)
transcriptional activator (CDS_0041)
oMTase_00018 orphan (CDS_0042)
34 35  Retron VI_HTH (CDS_0036) | 43

I R | I
TemPhD_cluster_23646_:23,009-34,025 (+)
transcriptional repressor (CDS_0043)
Retron_VI__HTH (CDS_0036) MTase_11_00118 Type(?HS_0042)
34 35 37  transcriptional regulator (CDS_0038) 46

TemPhD_cluster_50337: 22,939 34,843 (+)
34 35 Retron VI_HTH (CDS.0036)

TemPhD_cluster 22724: 23,009 33,099 (+)

Retron_VI_HTH (CDS_0041)
37 38 39 40 primosomal protein (CDS_0045)

TemPhD_cluster_32917:20,771-33,906 (+)
29 33 3435 36 37 transcriptional regulator (CDS_0038) anti-termination protein Q-like (CDS_0046)

é

I EE— — B —————— | I — E—
TemPhD_cluster_42891:20,710-34,641 (+)

Cl-like repressor (CDS_0038)
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TemPhD_cluster_24683:20,710-34,630 (+)

Cl-like repressor (CDS_0038)
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TemPhD_cluster_42206: 20,710-34,540 (+)

deoxyribonucleoside 5' monophosphate phosphatase (CDS_0031) Cl-like repressor (CDS_0038)
33 34 35 36 37 39
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TemPhD_cluster_24681:20,710-34,630 (+)

Cl-like repressor (CDS_0038)
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TemPhD_cluster_24682:20,710-34,630 (+)

33 34 35 36 37 38 39 transcriptional regulator (CDS_0041)
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TemPhD_cluster_49902:20,710-33,844 (+)

33 34 35 36 37 38 39
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TemPhD_cluster_14051:20,710-35,013 (+)
Cl-like repressor (CDS_0038)
88] 34 35 36 37 39
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TemPhD_cluster_32707:20,710-35,013 (+)
transcriptional repressor (CDS_0039)
28 29 33 3435 36 37 38 transcriptional repressor (CDS_0040)

TemPhD_cluster 41311:20,710-32,648 (+)
queuine tRNA-ribosyltransferase (CDS_0033)
31 32 34

TemPhD_cluster_36407:21,228-26,856 (+)
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