phosphoadenosine phosphosulfate reductase (CDS_0046) RM_Type_lI_Type_ll_MTases_FAM_36 (CDS_0053)

DNA methyltransferase (CDS_0047) T " Re-like spanin (CDS_0056)
HNH endonuclease (CDS_0049) endolysin (CDS_0055) minor tail protein (CDS_0058)
48 50 51 52 54 | 57 59 60
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IMGVR_UViG_2718218076_000003|2718218076|2718228528|3128369-3173035: 33,699-44,666 (+)

Rz-like spanin (CDS_0054)
phosphoadenosine phosphosulfate reductase endolysin (CDS_0653)
DNA methyltransferase (CDS_0047) 52 \ 55

IMGVR_UViG_2851673891_000005|2851673891|2851673891(2677782-2720419: 33,245-42,637 (+)
Rz-like spanin (CDS_0064)
59 60 holin (CDS_0062) 63 65 67
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uvig 354736:42,403-54,862 (+)
51 52
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TemPhD_cluster_48870_:31,747-43,643 (+)
Rz-like spanin (CDS_0056) head-tail adaptor Ad1 (CDS_0002)
57 terminase large subunit (CDS_0001) T portal protein (CDS_0003)
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TemPhD_cluster_48838_:36,288-43,769 (+); 1-4,039 (+)
Rz-like spanin (CDS_0053)
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TemPhD_cluster_41357:35,288-42,957 (+); 1-4,039 (+)
PD-T4-6_WP_139553373.1 (CDS_0056)
Rz-like spanin (CDS_0055) 57

IMGVR_UViG_2563366799_000009|2563366799/2563390745|57907-104363: 38,104-46,456 (+)
Rz-like spanin (CDS_0044)
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uvig_296761:25,836-33,316 (+)
Rz-like spanin (CDS_0057)
55 5859 60
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IMGVR_UViG_2728369402_000003|2728369402|2728434825|3160388-3205262: 37,340-44,874 (+)
56 FS_HP_SDH_sah_ SDH_sah (CDS_0057) 61 62
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TemPhD_cluster_35356:37,143-45,694 (+); 1-4,039 (+)
53 54
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IMGVR_UVIG_2565956711_000010|2565956711]2565985881(2-41815: 33,263-41,813 (+)
56 57 58
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TemPhD_cluster_15967:33,314-43,755 (+); 1-4,039 (+)
HNH endonuclease (CDS_0055)
holin/anti-holin (CDS_0053) Rz-like spanin (CDS_0056)
endolysin (CDS_0054) 57

TemPhD_cluster_48896_: 34,083-43,576 (+); 1-4,039 (+)
58 59
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uvig_579116:40,298-47,815 (+)

54 58 59

IMGVR_UVIG_2576861517_000008|2576861517]2576892112|471424-514431: 34,896-43,007 (+)
56 57

IMGVR_UViG_2740892015_000011|2740892015|2740903853|3-44384: 35,359-44,381 (+)
47 54 56 57

e —
TemPhD_cluster_48631:33,115-44,402 (+); 1-2,402 (+)
54 55 56 57 58 5960

TemPhD_cluster 48325:36,731-45,493 (+); 1-4,039 (+)
5000 nt |
DNA, RNA and nucleotide metabolism connector head and packaging lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
— I —_—

defence (DefenseFinder) defence (PADLOC)




