
IMGVR_UViG_3300002855_000245|3300002855|pct1_10000241|41588-88663: 28,180-34,796 (+)

33 34
DEDDh_I_II_III_IV_V_VI_1 (CDS_0035)

36 37

deoxyribonucleoside 5' monophosphate phosphatase (CDS_0038)

39 40 41
transcriptional regulator (CDS_0042)

43

TemPhD_cluster_49058_: 23,678-31,234 (+)

29 30 31

IMGVR_UViG_2751185922_000006|2751185922|2751258894|133650-178252: 26,886-33,358 (+)

33 34 35 tRNA-Ser(CGA) 40

TemPhD_cluster_48443: 27,212-33,178 (+)

33
deoxyribonucleoside 5' monophosphate phosphatase (CDS_0035)

transcriptional regulator (CDS_0039)

uvig_579116: 30,693-35,805 (+)

41

IMGVR_UViG_3300027843_000002|3300027843|Ga0209798_10000112: 20,420-28,881 (+)

20

UmuD-like protein (CDS_0021)
capH (CDS_0022)

23 24 28 29 30 31
DksA-like zinc-finger protein (CDS_0032)

33

TemPhD_cluster_41062: 23,023-30,935 (+)

26 30 31

TemPhD_cluster_15967: 19,861-26,875 (+)

25 31 32 33 34 35 37

TemPhD_cluster_48896_: 21,294-28,294 (+)

32 33 34
DksA-like zinc-finger protein (CDS_0035)

36

TemPhD_cluster_48631: 21,090-30,574 (+)

32 33 34 35 36

uvig_578286: 20,901-29,019 (+)

33 34 35
DksA-like zinc-finger protein (CDS_0036)

37

TemPhD_cluster_35709_: 21,233-31,461 (+)

34 35 36 37 38
DksA-like zinc-finger protein (CDS_0039)

40

IMGVR_UViG_2718218076_000003|2718218076|2718228528|3128369-3173035: 20,614-32,428 (+)

transposase (CDS_0025) 32 33 34 35 36 41
CI-like repressor (CDS_0042)

43

IMGVR_UViG_2851673891_000005|2851673891|2851673891|2677782-2720419: 20,012-30,722 (+)

31 32 33 34 35 36 37

SAMN11031318_a1_ct1162: 20,970-32,221 (+)

34 35 36 37
DksA-like zinc-finger protein (CDS_0038)

39

IMGVR_UViG_2563366799_000009|2563366799|2563390745|57907-104363: 23,730-33,174 (+)

UmuD-like protein (CDS_0028) 32 33 34 35 36 37

SAMN11031420_a1_ct69201_vs1: 33,982-42,414 (+)

42 43 44 45 47

TemPhD_cluster_60239: 21,711-32,081 (+)

37 38 39 40 41 42

uvig_296761: 10,410-21,286 (+)

14 tail length tape measure protein (CDS_0015) 22 23 24 25
DksA-like zinc-finger protein (CDS_0026)

27

IMGVR_UViG_2740892015_000011|2740892015|2740903853|3-44384: 22,448-30,809 (+)

32 33 34 35 36 37

uvig_578727: 26,212-34,017 (+)

36 37 38 39 40
DksA-like zinc-finger protein (CDS_0041)

42

IMGVR_UViG_2687453543_000003|2687453543|2687454307|1194005-1240711: 25,155-32,675 (+)

33 34 35 36 37 38 43

uvig_354736: 32,344-41,132 (+)

39 40 41 42
DksA-like zinc-finger protein (CDS_0043)

44

TemPhD_cluster_41357: 18,190-30,358 (+)

baseplate wedge subunit (CDS_0022)
virion structural protein (CDS_0023)

24

tail fiber assembly protein (CDS_0025)

DNA invertase (CDS_0026) 30 31 32 33
DksA-like zinc-finger protein (CDS_0034)

35

IMGVR_UViG_3300011613_000028|3300011613|Ga0121016_100048|76309-121287: 22,433-32,310 (+)

27 28 29 34

IMGVR_UViG_2728369402_000003|2728369402|2728434825|3160388-3205262: 23,361-32,847 (+)

35 36 37
HNH endonuclease (CDS_0038)

39 40

IMGVR_UViG_3300029162_000072|3300029162|Ga0120214_100034|88276-130945: 24,160-32,084 (+)

30 31 32 33 34 35 MarR family transcrition regulator (CDS_0036)

TemPhD_cluster_48838_: 21,167-31,816 (+)

32 33 34 35 36 37 38 MarR family transcrition regulator (CDS_0039)

TemPhD_cluster_48902_: 21,255-29,651 (+)

31 32 33 34 35 36 MarR family transcrition regulator (CDS_0037)

TemPhD_cluster_35356: 21,727-32,593 (+)

36 37 38 39 40 MarR family transcrition regulator (CDS_0041)

TemPhD_cluster_48307: 21,777-32,375 (+)

36 37 38 39 40 MarR family transcrition regulator (CDS_0041)

IMGVR_UViG_2565956711_000010|2565956711|2565985881|2-41815: 16,535-28,713 (+)

20 short tail fiber protein (CDS_0022) 28 29 30 31 32 MarR family transcrition regulator (CDS_0033)

IMGVR_UViG_2875722834_000006|2875722834|2875722834|4585275-4628125: 20,397-29,828 (+)

26 31 32 33 34 35 MarR family transcrition regulator (CDS_0036)

IMGVR_UViG_2721755484_000003|2721755484|2721800901|3146994-3190275: 23,491-32,526 (+)

29 30 31
RM_Type_II__Type_II_MTases_FAM_1 (CDS_0032)

33

TemPhD_cluster_48870_: 21,190-27,966 (+)

32 33 34 35 MarR family transcrition regulator (CDS_0036)

TemPhD_cluster_40871: 20,892-31,516 (+)

23
PD-Lambda-5_B_WP_110365848.1 (CDS_0024)

25 26
excisionase (CDS_0027)

queuine tRNA-ribosyltransferase (CDS_0029)

TemPhD_cluster_48325: 21,865-29,702 (+)

31 32 33 excisionase (CDS_0034)

4000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation

unknown function defence (DefenseFinder) defence (PADLOC) tRNA


