NinB/ Orf homologous recombination mediator (CDS_0052)
anti-termination protein Q-like (CDS_0054)
transcriptional regulator (CDS_0050) terminase small subunit (CDS_0059) virion structural protein (CDS_0008)
| holin/anti-holin (CDS_0055) virion structural protein (CDS_0005)
HNH endonuclease (CDS 0053)"R7Iike spanin (CDS_0057) head morphogenesis (CDS_0003) major head protein (CDS_0006,
51 I I endonsin (CDS. 005 ) 58 60 1 2 4 7 I tail completion or Neck1 protein
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TemPhD_cluster 48764 :38,995-43,943 (+); 1-7,190 (+)
terminase small subunit (CDS_0059)
holin/anti-holin (CDS_0055)
Rz-like spanin (CDS_0057)
endolysin (CDS_0056) 58 1
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TemPhD_cluster_48756_:39,004-43,952 (+); 1-7,190 (+)
terminase small subunit (CDS_0060)
endolysin (CDS_0057)
56 58 59 1 7

N I I —
TemPhD _cluster_41196:38,534-43,673 (+); 1-7,199 (+)
anti-termination protein Q-like (CDS_0053)
DNA methyltransferase (CDS_0047) holin (CDS_0055) terminase small subunit (CDS_0059)
MTase_II_00048 Type (CDS_0046) 52 54 | 56 57 58 1

S EE—
TemPhD_cluster_41682:35,346-41,865 (+); 1-7,218 (+)

terminase small subunit (CDS_0058)
53 54 55 56 57 1

- — ——
TemPhD cluster_16335:36,115-41 866(+) 1-7,218 (+)
MTase_l1_00037 Type (CDS_0054)

endolysin (CDS_0053) terminase small subunit (CDS_0056)
51 52 | 55 1
e s it s I S

TemPhD cluster_16901:33,978-40,280 (+) 1-7,208 (+)
terminase small subunit (CDS_0061)
endolysin (CDS_0059)
holin/anti-holin (CDS_0058) 60 1

—_— e —— e e——
TemPhD_cluster_31928:39,390-44,292 (+); 1-7,197 (+)

holin (CDS_0057)
54 55 56 58 59 60 terminase small subunit (CDS_0061)

IMGVR_UViG_2558860446 OOOOO9|2558860446I2558890362|46901 90353:36,932-43,451 (+)

holin (CDS_0052)
51 53 54 55 terminase small subunit (CDS_0056)

GVR _UViG_2721755609_000005|2721755609|2721801127|2839074-2879080: 34,256-40,005 (+)
terminase small subunit (CDS_0060)
Rz-like spanin (CDS_0058)
endolysin (CDS, 057) virion structural protein (CDS_0005)
56 I terminase large subunit (CDS_0001) 4 6
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TemPhD _cluster_49084:37,885-43,025 (+); 1-7,133 (+)
terminase small subunit (CDS_0057)
Rz-like spanin (CDS_0055)
endolysin (CDS_0054)
52 53
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terminase large subunit (CDS_0001)

TemPhD _cluster_29625:35,991- 41 542 (+) 1-7,133 (+)

terminase small subunit (CDS_0061)
57 58 59 60 terminase large subunit (CDS_0001)

I

TemPhD _cluster_21042:39,035-43,766 (+); 1-7,133 (+)
54 55 56 57 58 terminase small subunit (CDS_0059)

GVR_UViG_2600255203_000003|2600255203]|2600304730|7558-50908: 37,800-43,350 (+)
terminase small subunit (CDS_0060)
Rz-like spanin (CDS_0058)
endolysin (CDS_0057)
56 I 59 terminase large subunit (CDS_0001) 7
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TemPhD_cluster_41282: 38,146-43,273 (+); 1-6,893 (+)

MTase_II_00037 Type (CDS_0056)
endolysin (CDS_0055) terminase small subunit (CDS_0060)
53 54 I 57 58 59 terminase large subunit (CDS_0001)
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TemPhD _cluster_14944:36,017-42 466(+) 1-7,132 (+)
MTase_|I_00037 Type (CDS_0056)
endolysin (CDS_0055) terminase small subunit (CDS_0060)
53 54 I 57 58 59 terminase large subunit (CDS_0001)
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TemPhD _cluster_14947:36,017-42,466 (+) 1-7,132 (+)
MTase_lI_00037 Type (CDS_0056)
endolysin (CDS_0055) terminase small subunit (CDS_0060)
51 53 54 I 57 58 59 terminase large subunit (CDS_0001)
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TemPhD. cluster 49259: 35,048 42,475 (+): 17,132 (+)
MTase_II_00037 Type (CDS_0059)
holin (CDS_0056)
holin (CDS_0057)
55  endolysin (CDS_0058) 60 61 62 terminase small subunit (CDS_0063)
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IMOVR [VIG._2630968702.000007|2630968 702 26310149 14131365 1356 133: 37,826 44482 (+)
MTase_I_00037 Type (CDS_0058)
endolysin (CDS_0057)
holin (CDS_0056) ‘

55 59 60 61 terminase small subunit (CDS_0062)
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IMGVR_UViG_2880334838_000006|2880334838|2880334838|2961920-3006194: 37,826-44,274 (+)
DNA polymerase |1l theta subunit (CDS_0044)

CllI-like transcriptional activator (CDS_0039) MTase_II_00048 Type (CDS_0045)
replication initiation O-like (CDS_0041) DNA methyltransferase (CDS_0046)
| 40 42 43 | | DNA methyltransferase (CDS_0047)

TemPhD_cluster_31908:29,878-40,083 (+)

replication initiation protein (CDS_0040) DNA methyltransferase (CDS_0045)
MTase_|I_00048 Type (CDS_0044) DNA methyltransferase (CDS_0046)

I
I

IMGVR_UViG_2876508654_000001|2876508654(|2876508654: 27,847-37,608 (+)
DNA methyltransferase (CDS_0047)
MTase_l1_00048 Type (CDS_0046) DNA methyltransferase (CDS_0048)

—— —
TemPhD_cluster_31795:31,992-42,074 (+)

MTase_|I_00074 Type (CDS_0047)
HNH endonuclease (CDS_0041) MTase_|I_00048 Type (CDS_0046)
DnaD-like helicase loader (CDS_0042) 48
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IMGVR _UViG_2600255192_000003|2600255192|2600303187: 31,225-39,665 (+)
DNA methyltransferase (CDS_0049)
"DNA methyltransferase (CDS_0050)
47 48 | I 51 holin (CDS_0056)

. ——— — ] - —— —
IMGVR UViG_2808606654 000009|2808606654|2808642230|3007404-3050600: 29,463-40,174 (+)

DNA methyltransferase (CDS_0047)
DNA methyltransferase (CD5_0046)
45 I DNA methyltransferase (CDS_0048)

OTU 1803 28,022-38,049 (+)

5000 nt
DNA, RNA and nucleotide metabolism connector head and packaging lysis other transcription regulation unknown function defence (PADLOC) tRNA
— I I




