transcriptional activator (CDS_0047)

transcriptional regulator (CDS_0044) MTase_II_00118 Type (CDS_0048) anti-termination protein Q-like (CDS_0052)
Retron_VI_HTH (CDS_0042) replication protein (CDS_0046) transcriptional regulator (CDS_0050) PDC-547_WP_162033884.1 (CDS_0053)
41 ] 43 45 | | 49 HNH endonuclease (CDS_0051) 54
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TemPhD_cluster_40828:31,560-40,857 (+)
replication protein (CDS_0040) 45

s ]
TemPhD_cluster_35710_:29,020-36,719 (+)

32 transcriptional regulator (CDS_0036)
30 31_r replication protein (CDS_0038)
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TemPhD_cluster_50080: 24,813-35,772 (+)
deoxyribonucleoside 5' monophosphate phosphatase (CDS_0032) MTase_|1_00118 Type (CDS_0042) Rz-like spanin (CDS_0051)
33 34 37 replication protein (CDS_0040) 41 transcriptional repressor (CDS_0043) 47 48 49 50

emPhD_cluster_50337: 24,782-37,511 (+)

)

MTase_II_00118 Type (CDS_0042)
replication protein (CDS_0040) 41 transcriptional repressor (CDS_0043)

I
TemPhD_cluster_22724:24,852-37,539 (+)
transcriptional activator (CDS_0044)
primosomal protein (CDS_0043) MTase_I1_00118 Type (CDS_0045)

) S
TemPhD_cluster_14051:29,107-36,776 (+)

primosomal protein (CDS_0043)
transcriptional regulator (CDS_0041)

S N I
TemPhD_cluster_32707:29,107-36,776 (+)

transcriptional activator (CDS_0041)

transcriptional regulator (CDS_0038) MTase_l1_00118 Type (CDS_0042)
3435 37 T primosomal protein (CDS_0040)
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TemPhD_cluster_42891:24,892-34,641 (+)
transcriptional activator (CDS_0048)
oMTase_00018 orphan (CDS_0049) holin (CDS_0056)
47 | 50 holin (CDS_0055) | endolysin

I —— | N
TemPhD_cluster.

31801:32,935-42,881 (+)
anti-termination protein Q-like (CDS_0050)
Typhoid toxin (VFO407) (CDS_0051)
MTase_I1_00118 Type (CDS_0044) 45 transcriptional repressor (CDS_0046) \ 52

é
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TemPhD_cluster 27171:29,379-41,452 (+)

transcriptional activator (CDS_0045)
MTase_|I_00118 Type (CDS_0046)
replication protein (CDS_0044) \ 47 51 52 53 endolysin (CDS_0054)

S

TemPhD_cluster_17639:28,293-37,651 (+)
transcriptional activator (CDS_0041)
MTase_I1_00118 Type (CDS_0042)
exonuclease recombination-associated (CDS_0033) replication protein (CDS_0040) \ 4.
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TemPhD_cluster_32987:24,798-37,694 (+)
phosphoadenosine phosphosulfate reductase (CDS_0043)
DNA methyltransferase (CDS_0044)
primosomal protein (CDS_0042) 45 47

E{

TemPhD_cluster_29866:27,582-38,980 (+)
transcriptional regulator (CDS_0042)
transcriptional regulator (CDS_0040) 41 45 oMTase_00018 orphan (CDS_0046)

TemPhD_cluster_16015:24,892-36,719 (+)
transcriptional regulator (CDS_0038) 39 transcriptional regulator (CDS_0040)
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TemPhD_cluster_23604 : 24,852-36,489 (+)

37 38 transcriptional regulator (CDS_0042) 43 transcriptional regulator (CDS_0044)
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TemPhD_cluster_27338:24,296-36,524 (+)

36 37 transcriptional regulator (CDS_0043) 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_50119:24,720-36,270 (+)
36 transcriptional regulator (CDS_0043) 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_9236: 24,720-36,906 (+)
transcriptional regulator (CDS_0043) transcriptional regulator (CDS_0044)

I S E— e I e e  E S — ——
TemPhD_cluster_32814:24,547-36,067 (+)

transcriptional regulator (CDS_0042)
transcriptional regulator (CDS_0041)

i

TemPhD_cluster_49902:29,107-36,484 (+)
transcriptional regulator (CDS_0041)

E

TemPhD_cluster_42206:29,107-36,303 (+)
transcriptional regulator (CDS_0043) 44 transcriptional regulator (CDS_0045)
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TemPhD_cluster_60913: 24,720-38,096 (+)

transcriptional regulator (CDS_0043) 44 transcriptional regulator (CDS_0045)

— — — _—— — R e e —
TemPhD_cluster_29576:24,720-38,102 (+)

transcriptional regulator (CDS_0042) transcriptional activator (CDS_0047)
43 46 phosphoadenosine phosphosulfate reductase (CDS_0048)

I I
TemPhD_cluster_41311:30,041-38,133 (+)
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