DNA binding protein (CDS_0045) NinB/ Orf homologous recombination mediator (CDS_0052)

DnaC-like helicase loader (CDS_0044) NinG/ Rap DNA junction specific endonuclease (CDS_0053)
replication initiation O-Iikg (CDS_0043) RecA filament binding protein Dinl (CDS_OOS})
CllI-like regulator (CDS_0042) anti-termination protein Q-like (CDS_0055)
41 | | | 46 47 48 49 50 | 54 56
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TemPhD_cluster_47471_:35,593-44,654 (+)

DNA binding protein (CDS_0039)
37 38 40 41 42 43 44

IMGVR_UViG_2551306400_000001|2551306400|2551390754|69591-116455: 32,619-41,433 (+)
42 43 44 45 46 48 53

TemPhD_cluster_58915:36,103-44.,917 (+)
34 DNA binding protein (CDS_0043)
33 35 36 37 38 41 42 44 45 46 47 48 50 51 56

TemPhD_cluster_59067:33,020-45,486 (+)
ParA-like partition protein (CDS_0032)
33 39 40 41 42 43 50

TemPhD_cluster_47161:34,271-45,164 (+)

34 35 40 41 transposase (CDS_0047)
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TemPhD_cluster_40489:32,912-42,776 (+)

40 41
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TemPhD_cluster_35422:32,912-41,312 (+)
DNA binding protein (CDS_0034)

RecT-like ssDNA annealing protein (CDS_0025) DnaC-like helicase loader (CDS_0033)
24 exonuclease VII (CDS_0026) 27 32 | 35 36
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TemPhD_cluster_32445:24,156-37,186 (+)
42 43 anti-termination protein Q-like (CDS_0048)

i

TemPhD_cluster_22360_: 34,356-41,020 (+)
primosomal protein (CDS_0040)
39 43 44

TemPhD_cluster_15868: 36,248-43,490 (+)

32 33 38 39 40 41 43
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TemPhD cluster 40164 32,972-42,811 (+)
41 42 43 44 47
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TemPhD_cluster_59691: 32,998-43,080 (+)
33 40 41 42 43 44 45
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TemPhD duster 31569 32,481-43,615 (+)
Ren-like exclusion protein (CDS_0041)

exonuclease VII (CDS_0033) 42 43

TemPhD_cluster_58929:31,632-44,855 (+)
DNA polymerase IlI theta subunit (CDS_0044)
replication initiation O-like (CDS_0040) 41 42 43 45 46

TemPhD_cluster_47239:29,762-45,393 (+)
TTSS secreted effectors (VF1111) (CDS_0041)
40 HNH endonuclease (CDS_0046) 48

MGVR_UVIG_2531839377_000014(253183937712531892790|388-47224: 32,526-41,990 (+)
TTSS secreted effectors (VF1111) (CDS_0040)
35 39 HNH endonuclease

IMGVR_UViG_2551306176_000003|2551306176]2551360123|812-45737:31,525-39,799 (+)
DNA binding protein (CDS_0045)
DnaC-like helicase loader (CDS_0044)
replication initiation O-like (CDS_0043)
| | 46 47 48 49 50

TemPhD_cluster_22339 :34,297-43,663 (+)
DNA methyltransferase (CDS_0037)
KwaB_00011 DUF4868 (CDS_0038)

29 34 35 36 \ _KwaA_00014 Unknown (CDS_0039)
e T =t~ . — -_— I I -
\MG\/R U\/|G 2671180944 - 000002|2671180944(2671296842|3-44058:27,379-38,624 (+)
40 41 42 43 49 50 holin/anti-holin (CDS_0051)
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IMGVR_UViG_2880355930_000002|2880355930|2880355930|618275-665249: 33,358-44,645 (+)
41 42

TemPhD_cluster_48109:34,377-43,986 (+)
P-like helicase loader (CDS_0038)
DruM2_00008 DNA (CDS_0040)
replication initiation O-like (CDS_0037) 39 RM_Type_ll_Type_ll_REase06 (CDS_0041)

TemPhD_cluster_35080: 28,178-44,290 (+)
P-like helicase loader (CDS_0039)
replication initiation O-like (CDS_0038) 40 41

———— a— |
TemPhD_cluster_40588:28,176-42,690 (+)

replication initiation O-like (CDS_0042)

36 37 38 43 44 anti-repressor (CDS_0045)
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TemPhD_cluster_47988:32,962-42,819 (+)
replication initiation O-like (CDS_0042)
35 37 38 43 44 45 46 47 48
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TemPhD_cluster_58904: 34,959-44,955 (+)
DnaD-like helicase loader (CDS_0039)

DS-6_DS-6B (CDS_0034) P-like helicase loader (CDS_0040)
DS-6__DS-6A (CDS_0035) \ 41 42 43 44 45  PD-Lambda-1_WP_005960421.1(CDS_0047)

- N I — L _§& ;& 8 | I -
TemPhD_cluster_34728:32,648-45,852 (+)
6000 nt !
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
— I

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) tRNA
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