
uvig_238493: 1-11,319 (+)

nicking at origin of replication (CDS_0001)
2 3 4 portal protein (CDS_0005)

terminase large subunit (CDS_0006)
head scaffolding protein (CDS_0007)

8 terminase small subunit (CDS_0009)

IMGVR_UViG_3300012135_000058|3300012135|Ga0153982_1000017|84191-116673: 1-10,176 (+)

2 3

uvig_341537: 1-10,591 (+)

DNA methyltransferase (CDS_0002)
3 4

uvig_381777: 1-10,381 (+)

2 3

TemPhD_cluster_62514: 31,140-34,673 (+); 1-11,068 (+)

2 3 4 540 41 42
oMTase_00018 orphan (CDS_0043)

44 45 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0046)

IMGVR_UViG_2903312461_000001|2903312461|2903312469: 1-11,068 (+)

2

DNA methyltransferase (CDS_0003)
Doc-like toxin (CDS_0004)

5

IMGVR_UViG_2571042087_000003|2571042087|2571048844|201809-234790: 1-11,497 (+)

2 3 4 5 10

TemPhD_cluster_62696_: 31,194-33,872 (+); 1-10,753 (+)

2 3 443 44

IMGVR_UViG_2938152372_000004|2938152372|2938152376|4176706-4210301: 1-10,753 (+)

2 3 4

TemPhD_cluster_52051: 29,893-32,114 (+); 1-11,317 (+)

2 3 438

cell division inhibitor (CDS_0039)

40
oMTase_00018 orphan (CDS_0041)

42 43

TemPhD_cluster_52317: 28,476-30,967 (+); 1-10,188 (+)

2 3 438

TemPhD_cluster_43996: 29,505-32,070 (+); 1-10,419 (+)

2 3DNA methyltransferase (CDS_0041)

TemPhD_cluster_43651: 31,696-34,628 (+); 1-12,027 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)DNA methyltransferase (CDS_0040)

TemPhD_cluster_51892: 29,415-32,884 (+); 1-12,004 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)37 39

TemPhD_cluster_28332: 30,106-31,978 (+); 1-12,001 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)39

uvig_369632: 1-12,001 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)

IMGVR_UViG_2616644846_000005|2616644846|2616646583|20480-53445: 1-11,420 (+)

2

DNA ligase (CDS_0003)
toxin (CDS_0004)

5 6 head scaffolding protein (CDS_0009) 12

IMGVR_UViG_2924986515_000006|2924986515|2924986515|4618831-4650677: 1-13,153 (+)

baseplate wedge tail fiber protein connector (CDS_0001)
IetA_00002 (CDS_0002)

IetS_00001 (CDS_0003) head scaffolding protein (CDS_0006) 10 holin (CDS_0011)

IMGVR_UViG_2874885248_000001|2874885248|2874885248|1252053-1285709: 1-13,011 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)

IMGVR_UViG_3300011164_000024|3300011164|Ga0122310_100081|19642-52791: 1-12,261 (+)

IetA_00002 (CDS_0002) IetS_00001 (CDS_0003)

IMGVR_UViG_2609459797_000007|2609459797|2609495515|32185-65421: 1-11,889 (+)

2 3 4 5

uvig_573592: 1-11,288 (+)

2 3 4 5

uvig_538358: 1-10,066 (+)

2 3

IMGVR_UViG_3300003838_000010|3300003838|Ga0058691_1000367: 1-13,049 (+)

transcriptional regulator (CDS_0002)
3 4

IMGVR_UViG_2903322901_000003|2903322901|2903322919|167822-202033: 1-12,971 (+)

GajB_00018 UrvD (CDS_0002)
GajA_00018 AAA (CDS_0003) 4

IMGVR_UViG_3300048927_000238|3300048927|Ga0496124_0001656: 1-10,988 (+)

2 3 4 5

IMGVR_UViG_2675903591_000003|2675903591|2675992264|3-32789: 1-12,173 (+)

2

PDC-M45B_WP_196864473.1 (CDS_0003)
RosmerTA__RmrT_2585209417 (CDS_0004)

RosmerTA__RmrA_2585209417 (CDS_0005)
6

IMGVR_UViG_2698536371_000007|2698536371|2698544608|9534-42467: 1-12,173 (+)

2
PDC-M45B_WP_196864473.1 (CDS_0003)

RosmerTA__RmrT_2585209417 (CDS_0004)

RosmerTA__RmrA_2585209417 (CDS_0005)

IMGVR_UViG_2639763161_000005|2639763161|2639848508|2456550-2488525: 1-10,364 (+)

1
RosmerTA__RmrT_2585209417 (CDS_0002)

RosmerTA__RmrA_2585209417 (CDS_0003)

TemPhD_cluster_30579: 31,744-33,434 (+); 1-12,202 (+)

2 335 36

TemPhD_cluster_30592: 31,612-33,302 (+); 1-12,825 (+)

2 3 portal protein (CDS_0004) baseplate hub

TemPhD_cluster_62750_: 31,961-33,627 (+); 1-12,205 (+)

RosmerTA__RmrA_2623274509 (CDS_0002) 3
PDC-S20_WP_191968580.1 (CDS_0004)

5

TemPhD_cluster_62826_: 31,640-33,330 (+); 1-12,280 (+)

RosmerTA__RmrA_2623274509 (CDS_0002) 3 PDC-S20_WP_191968580.1 (CDS_0004)

TemPhD_cluster_62808_: 31,684-33,374 (+); 1-11,956 (+)

2 3 4 5 6

6000 nt

DNA, RNA and nucleotide metabolism head and packaging lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function

defence (DefenseFinder) defence (PADLOC)


