NinB/ Orf homologous recombination mediator (CDS_0049)
anti-termination protein Q-like (CDS_0051)
HNH endonuclease (CDS_0050)
transcriptional regulator (CDS_0047) holin/anti-holin (CDS_0053)
DNA methyltransferase Rz-like spanin (CDS_0055) head morphogenesis (CDS_0003)
| 48 | 52 endolysin (CDS_0054) 56 57 1 portal protein (CDS_0002)
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TemPhD cluster 48942 :37,745-43 414( ); 1 3,549 (+)
51 endolysin (CDS_0052)
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TemPhD_cluster_20391:36,367-41,807 (+); 1-3,529 (+)

55 56 _endolysin (CDS_0057)
Dot O & ot E

TemPhD_cluster_40636: 38,902-45,808 (+); 1-3,549 (+)
holin/anti-holin (CDS_0052)
51 endolysin (CDS_0053)

S
TemPhD cluster 35846 _:36,957-42 849( ); 1 3,549 (+)
holin/anti-holin (CDS_0053)
52 endolysin (CDS_0054) 56 4

TemPhD _cluster_41206: 38,360-43, 637(+) 1-5,133 (+)
50 51 52

TemPhD cluster 60511:37,569-43 455( ); 1-5,133 (+)
endolysin (CDS_0055)

53 54 57

TemPhD _cluster_25536: 38,726~ 44068( ); 1-5,124 (+)
|

TemPhD _cluster_21633:38,275-43, 850( ); 1-5,124 (+)
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TemPhD_cluster_17449:38,565-44,039 (+); 1-5,124 (+)
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TemPhD_cluster_31975: 38,029-43,882 (+); 1-5,124 (+)

w
N
w
o

TemPhD_cluster_24424:37,224-42 486 (+); 1-5,133 (+)
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TemPhD_cluster_16309:37,864-42,970 (+); 1-5,124 (+)
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TemPhD_cluster_49038_: 37,825-43,145 (+); 1-5,124 (+)
56 57 head protein (CDS_0003) 5
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TemPhD_cluster_60316: 38,888-44,195 (+); 1-6,965 (+)
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TemPhD_cluster_60346:38,690-43,997 (+); 1-5,124 (+)

w
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TemPhD_cluster_41395:37,504-42,766 (+); 1-5,133 (+)
52 54

TemPhD_cluster_16340:36,459-41,683 (+); 1-5,124 (+)
anti-termination protein Q-like (CDS_0053) 58

TemPhD_cluster_27288:37,505-42,734 (+); 1-5,130 (+)
53 PD-Lambda-6__PD-Lambda-6 (CDS_0054)

TemPhD_cluster_21782:35,425-40,914 (+); 1-5,133 (+)
endolysin (CDS_0051) 53
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TemPhD_cluster_49891: 35,440-40,508 (+); 1-5,133 (+)
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TemPhD_cluster_25850: 35,735-40,714 (+); 1-5,133 (+)
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TemPhD_cluster_29827:35,752-40,809 (+); 1-5,133 (+)
56

TemPhD_cluster_25568:38,345-43,304 (+); 1-5,124 (+)
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TemPhD_cluster_51290: 30,350-35,510 (+); 1-5,058 (+)
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TemPhD_cluster_41116:38,353-43,930 (+); 1-5,124 (+)

endolysin (CDS_0055)
holin/anti-holin (CDS_0054) 56 57 58
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TemPhD_cluster_48433: 38,932-45,134 (+); 1-5,124 (+)
holin/anti-holin (CDS_0054) Rz-like spanin (CDS_0056)
endolysin (CDS_0055)

TemPhD_cluster_48746_:38,515-43,968 (+); 1-5,124 (+)
50 56

TemPhD_cluster_60627:37,505-42,987 (+); 1-5,094 (+)
DNA polymerase Ill theta subunit (CDS_0028)
MTase_Il_00048 Type (CDS_0029) holin/anti-holin (CDS_0035)
| 30 34 endolysin (CDS_0036) 38
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TemPhD_cluster_39106:21,737-32,551 (+)
27 MTase_|I_00048 Type (CDS_0029) 34 85|
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TemPhD_cluster_55640:21,053-32,551 (+)
46 52 53 endolysin (CDS_0054)

TemPhD_cluster_49123:35,920-42,877 (+); 1-3,549 (+)
27  AbiLi-1 AbiLi (CDS_0028) 33 34 35

——— — —;—§ — — ——}§@ " }»——— —— ————— |
TemPhD_cluster_55780: 19,340-30,560 (+)

52 endolysin (CDS_0053)

|

TemPhD_cluster_16850:35,764-43,196 (+); 1-3,558 (+)
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IMGVR_UViG_2875628046_000002|2875628046|2875628046|482064-528434:40,796-46,370 (+)

57 58

IMGVR_UViG_2916255364_000005(2916255364|2916255364/3259351-3302889: 37,955-43,538 (+)
56
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GVR_UViG_2660237913_000005[2660237913]|2660238399|2-42915: 37,880-42,913 (+)

;

IMGVR_UVIG_2654587672_000004|2654587672|2654598724|4333527-4376906: 38,329-43,379 (+)
55

IMGVR_UViIG_2609460249 000004|2609460249]2609554098(61127-103395: 37,071-42,268 (+)
MTase_ll_00074 Type (CDS_0031)
32 36 37 endolysin (CDS_0038)
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TemPhD_cluster_55551:21,330-32,668 (+)
anti-termination protein Q-like (CDS_0053)
52 54 endolysin (CDS_0055)
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TemPhD_cluster 41286:36,214-43,319 (+); 1-3,549 (+)

endolysin (CDS_0086)
78 84 85 88

TemPhD_cluster_55491:71,766-79,394 (+); 1-3,549 (+)
endolysin (CDS_0083)
81 85
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TemPhD_cluster_55635:69,454-76,928 (+); 1-3,549 (+)

holin (CDS_0053)
52 54 56

TemPhD_cluster_13097:37,193-42,671 (+); 1-5,133 (+)
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TemPhD_cluster_60174:39,474-44.714 (+); 1-5,124 (+)
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TemPhD_cluster_41615:36,837-42,057 (+); 1-5,133 (+)
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TemPhD_cluster_35727_:38,386-43,365 (+); 1-5,130 (+)
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TemPhD_cluster_9937:38,043-43,138 (+); 1-5,124 (+)
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TemPhD_cluster_48804 :38,182-43,845 (+); 1-5,124 (+)
56

IMGVR_UViG_2582580881_000001|2582580881|2582654882|10846-55792: 39,852-44,946 (+)
holin (CDS_0053) 54
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SAMN11031391 _al ct2026:36,920-42,471 (+)
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holin (CDS_0050) 51
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TemPhD cluster_49263:36,916-42,469 (+); 1-3,558 (+)

DNA methyltransferase (CDS_0028)
DNA methyltransferase (CDS_0029) holin (CDS_0034) 35

e —— —— ——— ——— —————————————— ———————————— ———
TemPhD_cluster_55697:19,359-32,089 (+)

holin (CDS_0035) 36
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TemPhD_cluster_45752:19,600-32,090 (+)
Rz-like spanin (CDS_0053)
endolysin (CDS_0051)

holin (CDS_0050) 52 54
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TemPhD . Cluster_35842.: 36,715 42,813 (+); 1.5.124 ()
holin (CDS_0056)
holin (CDS_0055)
54 endolysin (CDS_0057) 59
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TemPhD_cluster 40467:40,324-46,772 (+); 1-6091 (+)
holin (CDS_0055)
holin (CDS_0054)
53 | endolysin (CDS_0056)
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TemPhD cluster 25541:37,703-43,943 (+); 1- 6091( )
holin (CDS_0052) 53
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TemPhD cIuster 27267:37,189-42.826 (+); 1-6,079 (+)

terminase small subunit (CDS_0055)
54 1 6

TemPhD_cluster_32047:38,465-43,214 (+); 1-7,142 (+)

endolysin (CDS_0037)
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TemPhD_cluster_55597:21,934-34,304 (+)
anti-termination protein Q-like (CDS_0052)
Rz-like spanin (CDS_0056)
holin (CDS_0054)
53 endolysin (CDS_0055) 57 58
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TemPhD_cluster 48751 36,731-43,977 (+): 1-5,124 (+) o
Rz-like spanin (CDS_0056)
holin (CDS_0054)
53 endolysin (CDS_0055) 57
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TemPhD_cluster_35678_:37,498-43,613 (+); 1-5,124 (+)
endolysin (CDS_0051)
holin (CDS_0050)
49 1| 52 53
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TemPhD cluster 24487:35,280-41,757 (+); 1 5,124 (+)

endolysin (CDS_0055)
holin (CDS_0054)
53 | 56 57
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TemPhD_cluster_41198:37,473-43,689 (+); 1-5,100 (+) =
endolysin (CDS_0038)
holin (CDS_0037)
36 | 39 40 41
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TemPhD_cluster_31116:22,061-33,947 (+)

endolysin (CDS_0053)
51 52 54 55 56
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TemPhD_cluster_18001: 38,337-44,324 (+); 1-5,124 (+)
endolysin (CDS_0055)
48 53 54 56 57 58

TemPhD_cluster_60449:36,886-43,649 (+); 1-5,124 (+)

endolysin (CDS_0060)
holin (CDS_0059)
58 | 61 62 63

IMGVR_UViG_2849905593 000002|2849905593]2849905593|1143984-1191088:40,628-47,104 (+)
transposase (CDS_0056)  endolysin (CDS_0059)

holin (CDS_0058)
57 | 60 61 62
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IMGVR_UViG_2880350357_000009|2880350357|2880350357|3348972-3396167:40,006-47,195 (+)
37 38 39 40 42 43
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TemPhD_cluster_55596:22,233-33,266 (+)

holin (CDS_0056)
holin (CDS_0055)
54 | endolysin (CDS_0057)
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TemPhD_cluster_41017:37,669-44,384 (+); 1-3,549 (+)
57 58 59 60
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IMGVR_UViG_2731957943 000002|2731957943|2732027481|376554-421337: 38,068-44,695 (+)

holin (CDS_0054)
holin (CDS_0053)
52 endolysin (CDS_0055) 57 head decoration (CDS_0058)
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TemPhD cluster 35849 :35416-42,834 (+); 1- 3549( )
5000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation
— I

unknown function defence (DefenseFinder) defence (PADLOC) tRNA
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