toxin-antitoxin system HicB-like (CDS_0025) transcriptional regulator (CDS_0036)

tail fiber protein (CDS_0020) transcriptional regulator (CDS_0032) -
toxin (CDS_0024) PDC-S03 WP_114299349.1 (CDS_0028) Retron_VI_HTH (CDS_0033)
21 22 23 | | endolysin(CDS_0026) 27 29 30 31 | T 3435 37 3839 40 41 42
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IMGVR_UViG_3300045988_089810|3300045988|Ga0495776_026355:16,790-28,831 (+)

transcriptional regulator (CDS_0036)
Retron_VI_HTH (CDS_0033)
PDC-S03_ WP_114299349.1 (CDS_0028) UmuD-like protein (CDS 0032)
23 29 30 31 | 3435 37

IMGVR_UViG_3300045988 083300|3300045988|Ga0495776_005681:16,790-28,910 (+)
retron_type_VI_hth_cluster2_1 (CDS_0033)

B o _—E tra;lscriptignal regulator (CDS_0037)
transcriptional regulator (CDS_0032)
PDC-S03_WP_114299349.1 (CDS_0027) DNA polymerase (CDS_0030) 35
19 24 endolysin (CDS_0025) 28 29 31 34 [36 38
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OTU_2482:16,656-29,142 (+)
transcriptional regulator (CDS_0035)

PDC-S03_ WP_114299349.1 (CDS_0030) transcriptional regulator (CDS_0036)
metallo-protease (CDS_0033) ‘
27 28 31 32 transcriptional regulator (CDS_0034) 37
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uvig 68310:18,112-27,825 (+)
transcriptional regulator (CDS_0035)
PDC-S03_WP_114299349.1 (CDS_0030) transcriptional regulator (CDS_0036)
31 32 33 34 | 37

I I — N N S
MGV-GENOME-0256511:18,112-27,057 (+)
transcriptional regulator (CDS_0032)
toxin-antitoxin system HicB-like (CDS_0025) transcriptional regulator (CDS_0033)
toxin (CDS_0024) transcriptional regulator (CDS. 003‘1)
18 23 | 26 27 28 29 30 34

|

|

|
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MGV-GENOME-0260951: 15,786-25,224 (+)
transcriptional regulator (CDS_0057)

transcriptional regulator (CDS_0051)
PDC-S03_ WP_114299349.1 (CDS_0046) capH (CDS_OOSW 55
47 48 49 | 5253 54 [56 58
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uvig_257240:35,149-43,361 (+)
retron_type_VI_hth_cluster2_1 (CDS_0042)
transcriptional regulator (CDS_0045)
PDC-S03_WP_114299349.1 (CDS_0037) transcriptional regulator (CDS_0046)
38 39 40 41 4344 | 47
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uvig 118235:27,834-35,966 (+)
retron_type_VI_hth_cluster2_1 (CDS_0035)
transcriptional regulator (CDS_0038)
PDC-S03_WP_114299349.1 (CDS_0030) transcriptional regulator (CDS_0039)
25 31 32 33 34 3637 | 40

|
|
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SAMNO5826657_al_ct885:17,585-29,807 (+)
retron_type_VI_hth_cluster2_1 (CDS_0044)

transcriptional regulator (CDS_0048)
transcriptionaﬁ?egulator (CDS_0049)
transcriptional regulator (CDS_0043)
PDC-S03_ WP_114299349.1 (CDS_0037) metallo-protease (CD§ 0042) 46
38 39 40 DNA polymerase (CDS_0041) 45 T47 50
——-—_—-—_--—D.—II—D.--D—“
I ______1 | I I - —— L W B | |

uvig 166750:28,654-38,477 (+)
capH (CDS_0031)

29 30 32 33 34
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OTU 1703:16,592-26,973 (+)
capH (CDS_0028)
24 25 26 27 29 30 31

IMGVR_UViG_3300029073_000035|3300029073|Ga0169579_10022|2-38127: 16,654-25,422 (+)
4000 nt i
DNA, RNA and nucleotide metabolism lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function defence (DefenseFinder)
— I L]

defence (PADLOC)
I




