retron_type_VI_hth_cluster2_1 (CDS_0051)

transcriptional repressorEDS,OOSO) endolysin (CDS_0057)
46 47 48 49 | DNA primase (CDS_0052) 53 5455 56 Rz-like spanin (CDS_0058)
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transcriptional repressor (CDS_0040)
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transcriptional regulator (CDS_0048)
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transcriptional repressor (CDS_0047)
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\
i
+

IMGVR_UViG_2778261180_000002|2778261180|2778288546(26311-68326:28,081-42,014 (+)
transcriptional repressor (CDS_0048)
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TemPhD_cluster_49635:31,600-40,771 (+)
gnscriptional regulator (CDS_0045)
39 Cl-like repressor (CDS_0044)
. — I L | — I
TemPhD_cluster_42192:28,062-39,824 (+)

transcriptional repressor (CDS_0046)
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IMGVR_UViG_2541047961 000009|2541047961|2541180361(164913-204971:27,117-39,423 (+)
transcriptional repressor (CDS_0044)
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transcriptional regulator (CDS_0044)
Cl-like repressor (CDS_0043)
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TemPhD_cluster 36197:27,577-40,911 (+)

transcriptional repressor (CDS_0047)
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TemPhD_cluster_49476:28,881-41,238 (+)
transcriptional repressor (CDS_0048)
42 47 49
N I N I
TemPhD_cluster 49309:29,476-41,719 (+)

@nscriptional regulator (CDS_0051)
Cl-like repressor (CDS_0050)
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TemPhD_cluster_23420:29,179-42,254 (+)
transcriptional repressor (CDS_0046)
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TemPhD_cluster_49348:28,515-41,599 (+)

transcriptional repressor (CDS_0046)
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TemPhD_cluster_49626:27,862-40,804 (+)

transcriptional regulator (CDS_0051)
Cl-like repressor (CDS_0050)
DNA helicase (CDS_0052)
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TemPhD_cluster_41365:29,179-42,898 (+)

transcriptional repressor (CDS_0049)
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TemPhD_cluster_36046: 28,265-41,509 (+)

46 47 capH (CDS_0048)

TemPhD_cluster_20364:28,666-41,915 (+)

47 48 capH (CDS.0049)
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IMGVR_UVIiG_2675903468 000011/2675903468|2675977387|37591-79693: 29,004-41,467 (+)
42 43 44 45 capH (CDS_0046)
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IMGVR_UViG_2740892041_000013|2740892041|2740906111(26075-64791:25,006-38,715 (+)
capH (CDS_0051)
49 50 | DNA primase (CDS_0052) 58

TemPhD_cluster_27340;28,017-42,081 (+)
capH (CDS_0044)
42 43 | 45 46

IMGVR_UViG_2703718785_000030|2703718785|2703737316|3-39141:24,719-39,137 (+)
capH (CDS_0049)
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transcriptional repressor (CDS_0047)
capH (CDS_0048)
46 | | DNAprimase (CDS_0049) 50
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TemPhD_cluster_36199:27,230-41,530 (+)
transcriptional repressor (CDS_0047)
capH (CDS_0048)

46 | | DNAprimase (CDS_0049) 50
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TemPhD_cluster_49062_:29,163-43,119 (+)
transcriptional repressor (CDS_0046)
capH (CDS_0047)
45 DNA primase (CDS_0048) 49 50
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TemPhD_cluster_35996 :28,563-42,274 (+); 1-1,623 (+)
capH (CDS_0047)
45 46 | DNAprimase (CDS_0048) 49

TemPhD_cluster_41585:28,525-42,237 (+); 1-1,623 (+)
transcriptional repressor (CDS_0045)
44 capH (CDS_0046) 49 holin/anti-holin (CDS_0050) 2

TemPhD_cluster_27333:31,899-42,108 (+); 1-3,089 (+)
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IMGVR_UVIG_2778261638 000008|2778261638\27783317ZO|2 -40223:30,000-40,220 (+)
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IMGVR _UVIG_ 2531839437 _000014|2531839437]2531897718|74880-115937:27,141-39,434 (+)
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