deoxyribonucleoside 5' monophosphate phosphatase (CDS_0041) transcriptional repressor (CDS_0054)
DEDDh_I_IIIII_IV_V_VI_1 (CDS_0037) transcriptional activator (CDS_0053)
excisionase (CDS_0036) primosomal protein (CDS_0052) ‘
\ 38 39 40 42 43 4445 46 47 48 49 50 51 55 transcriptional regulator (CDS_0056)
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IMGVR_UViG_2563366965_000001|2563366965]2563399590(42973-84723:25,050-35,920 (+)
Cl-like repressor (CDS_0041)
29 30 31 32 33 35 36 37 3839 40 Retron_VI_HTH (CDS_0042)

— " — I —— ——
IMGVR_UViG_2563366923_000006|2563366923|2563396880|25267-65219: 20,684-32,905 (+)

Cl-like repressor (CDS_0036)
27 28 30 31 3233 34 35 Retron_VI_HTH (CDS_0037) primosomal protein (CDS_0040)
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uvig 419621:17,582-27,935 (+)

27 2829 3233 34 Retron_VI_HTH (CDS_0035) MTase_ll_00118 Type (CDS_0040)
G U I— @D L B _ D
uvig 80723:18,362-27,740 (+)
33 34 39 40 4142 43 44 45 46 47
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IMGVR_UViG_2778261298 000002|2778261298|2778297442|43964-85425:22,911-35,622 (+)
39 40 4142 43 44 45 46

?

TemPhD_cluster_29852:23,493-34,923 (+)
transcriptional repressor (CDS_0041)
37 38 39 Cl-like repressor (CDS_0040)

|V|g_4415 21,746-34,713 (+)

phosphoadenosine phosphosulfate reductase (CDS_0036)
38 39 40 41 42 transcriptional regulator (CDS_0043)

— —  — — ———— —— ————§ ——§ —| — I ——— ]
TemPhD_cluster 36941 :23,100-33,179 (+)
35 39 40 41 Retron_VI__HTH (CDS_0042)

@

IMGVR_UViG_3300029650_000188|3300029650|Ga0245264_100048|52677-92945: 23,027-34,429 (+)

28 31 35 36 37 Retron_VI_HTH (CDS_0038)
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Uvig. 194584: 19,178-32,000 ()
29 32 33 34 Retron VI_HTH (CDS_0035)

uvig 338528:19,270-30,602 (+)
29 30 33 36 37 38 39 40 transcriptional regulator (CDS_0041)
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TemPhD_cluster_42644:20,306-33,546 (+)

MTase_|I_00074 Type (CDS_0040) transcriptional repressor (CDS_0048)
41 4546 47 transcriptional regulator (CDS_0049)
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TemPhD_cluster_36079:26,157-36,108 (+)

transcriptional regulator (CDS_0047)
transcriptional regulator (CDS_0050)
36 37 38 40 41 4243 44 45 46 51
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Norman_140_NODE_1_length_42453_cov_8270.462427:24,021-35,364 (+)

CllI-like regulator (CDS_0044)
35 36 3738 40 414243 transcriptional regulator (CDS_0045)
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TemPhD_cluster_61182:22,904-33,232 (+)

phosphoadenosine phosphosulfate reductase (CDS_0036) transcriptional repressor (CDS_0043)
33 34 35 37 3940 41 42 44

1 I I S — 5 N —
TemPhD_cluster_42183:21,907-34,636 (+)
transcriptional repressor (CDS_0037)
transcriptional regulator (CDS_0039)
27 28 30 33 34 35 UmuD-like protein (CDS_0036) replication protein (CDS_0041)
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TemPhD_cluster_37083_: 19,088-32,049 (+)

transcriptional repressor (CDS_0037)
30 31 33 34 35 UmuD-like protein (CDS_0036) transcriptional regulator (CDS_0039)
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TemPhD_cluster_42873:20,757-32,067 (+)

UmuD-like protein (CDS_0042)
32 33 37 38 3940 41 transcriptional repressor (CDS_0043)
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TemPhD_cluster_42171:22,983-34,917 (+)

32 33 3435 36 37 transcriptional repressor (CDS_0038)

—_——
uvig 417710:17,969-29,238 (+)
UmuD-like protein (CDS_0039)

32 33 34 3637 38 transcriptional repressor (CDS_0040) transcriptional regulator
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TemPhD_cluster_33359:21,267-31,178 (+)
UmuD-like protein (CDS_0040)
36 37 38 39 transcriptional repressor (CDS_0041)
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TemPhD_cluster_22696:22,114-32,694 (+)
37 38 39 Retron_VI_HTH (CDS_0040)
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IMGVR_UVIG_2645727948 000017|264572794812645771444(27061-66799:22,796-33,086 (+)
5000 nt {
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (DefenseFinder)
I

defence (PADLOC)
I




