
IMGVR_UViG_2558860170_000003|2558860170|2558865464|1545927-1583263: 22,283-35,630 (+)

31 32
head closure (CDS_0033)

34 tail protein (CDS_0035) 36 37 38 39
MokW-like host killing (CDS_0040)

41 42 43 44 45 46

IMGVR_UViG_2695420871_000014|2695420871|2695492442|11325-46803: 21,761-33,772 (+)

34

TemPhD_cluster_62010: 21,583-34,519 (+)

33 MTase_II_00107 Type (CDS_0036) 38

TemPhD_cluster_37424_: 22,004-33,426 (+)

gcu24__gcu24 (CDS_0031) 35

IMGVR_UViG_2874945390_000007|2874945390|2874945390|1123457-1162510: 26,508-37,645 (+)

36

MokW-like host killing (CDS_0038)

39 40
ABC transporter (VF0741) (CDS_0041)

42 43 48

IMGVR_UViG_2526164613_000023|2526164613|2526180707|147133-182441: 21,451-33,258 (+)

tail protein (CDS_0026) 27 Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0032)

TemPhD_cluster_51553: 21,582-32,446 (+)

DS-43__DS-43 (CDS_0032) 35 36

TemPhD_cluster_51389: 21,779-33,126 (+)

31

TemPhD_cluster_61560: 22,770-34,118 (+)

Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0030)

IMGVR_UViG_2778261421_000003|2778261421|2778309170|184607-221679: 22,701-32,848 (+)

Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0031)

IMGVR_UViG_2531839180_000004|2531839180|2531871502|920586-956079: 21,179-31,576 (+)

31

TemPhD_cluster_61940: 22,739-35,144 (+)

30 31

IMGVR_UViG_2579779042_000004|2579779042|2579844995|163621-199676: 22,406-34,403 (+)

32

TemPhD_cluster_33213: 22,290-34,139 (+)

Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0031)

TemPhD_cluster_21943: 21,576-35,408 (+)

PD-T7-2_B_WP_015285889.1 (CDS_0028)
PD-T7-2_A_WP_073185249.1 (CDS_0029)

31

IMGVR_UViG_2721755728_000006|2721755728|2721801360|2110329-2146337: 20,673-34,311 (+)

PD-T7-2_B_WP_015285889.1 (CDS_0031) PD-T7-2_A_WP_073185249.1 (CDS_0032)

TemPhD_cluster_50675: 22,576-36,620 (+)

30 GAPS6__GAPS6a (CDS_0031) 36

TemPhD_cluster_50944: 21,061-35,292 (+)

29 GAPS6__GAPS6a (CDS_0030)

IMGVR_UViG_2534681836_000030|2534681836|2534725317|177548-214191: 19,872-34,638 (+)

29 30
tail protein (CDS_0031)

32

radical SAM domain-containing protein (CDS_0033)

34 35

IMGVR_UViG_2703718785_000031|2703718785|2703737331|86343-123450: 22,004-35,401 (+)

30
radical SAM domain-containing protein (CDS_0031)

32 33

IMGVR_UViG_2548876957_000015|2548876957|2549007828|143705-179676: 20,391-33,966 (+)

32
radical SAM domain-containing protein (CDS_0033)

34 35

IMGVR_UViG_2541047729_000010|2541047729|2541169769|81637-117928: 21,819-34,928 (+)

30
radical SAM domain-containing protein (CDS_0031)

32 33 34

IMGVR_UViG_2537562197_000007|2537562197|2537633630: 22,522-37,114 (+)

Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0032)

transposase (CDS_0033)
34

minor tail protein (CDS_0035)
ABC-type heme transporter (VF0739) (CDS_0036)

37
ABC transporter (VF0741) (CDS_0038)

39

IMGVR_UViG_2693429549_000010|2693429549|2693435474: 22,283-35,329 (+)

minor tail protein (CDS_0036)

ABC-type heme transporter (VF0739) (CDS_0037)

38
ABC transporter (VF0741) (CDS_0039)

40 41

5000 nt

connector integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)

virulence (VFDB)


