
TemPhD_cluster_44367: 21,305-29,726 (+)

29 30
tail protein (CDS_0031)

transcriptional regulator (CDS_0032)

33

integrase (CDS_0034)
transcriptional regulator (CDS_0035)

Cox-like excisionase and repressor (CDS_0036)

37 38
replication initiation protein (CDS_0039)

40

TemPhD_cluster_38143: 21,914-30,332 (+)

transcriptional regulator (CDS_0033)

TemPhD_cluster_52368: 21,152-30,239 (+)

transcriptional regulator (CDS_0033)

35 36
37

39

TemPhD_cluster_63724: 1-4,556 (-); 24,897-29,428 (-)

transcriptional regulator (CDS_0042)

TemPhD_cluster_44471: 19,717-28,801 (+)

transcriptional regulator (CDS_0033)

IMGVR_UViG_2563366805_000006|2563366805|2563391177|65641-94802: 18,878-28,376 (+)

25 30
cation efflux protein (CDS_0031)

32

transcriptional regulator (CDS_0034)

replication initiation protein

IMGVR_UViG_2667527530_000008|2667527530|2667541981|4659175-4690488: 21,284-30,527 (+)

29 cation efflux protein (CDS_0030)

uvig_539034: 19,528-29,743 (+)

32
cation efflux protein (CDS_0033)

34 35 36

TemPhD_cluster_63369_: 20,791-30,138 (+)

34 35 36

uvig_279610: 18,878-27,603 (+)

30 31 32

IMGVR_UViG_2531839376_000005|2531839376|2531892723|79839-110114: 20,791-29,490 (+)

34 35

TemPhD_cluster_63903: 1-5,548 (-); 25,013-28,428 (-)

1 38

TemPhD_cluster_63591: 24,463-29,955 (+); 1-3,846 (+)

1 242

TemPhD_cluster_64034: 17,781-26,726 (+)

29 30 31

TemPhD_cluster_63702: 1-5,516 (-); 26,075-29,504 (-)

1 3940
41

IMGVR_UViG_2574180160_000012|2574180160|2574215408|28740-59307: 20,296-29,782 (+)

32
cation efflux protein (CDS_0033)

34

IMGVR_UViG_2617270966_000010|2617270966|2617321922|61715-91095: 20,296-28,595 (+)

32 33

TemPhD_cluster_63328_: 21,969-30,343 (+)

35

TemPhD_cluster_63571: 1-6,134 (-); 26,634-30,040 (-)

1
tail length tape measure protein (CDS_0005)
head closure (CDS_0007) 4041

42

TemPhD_cluster_44531: 18,075-27,610 (+)

29 30 31

TemPhD_cluster_9815: 19,847-29,780 (+)

34 35 36

IMGVR_UViG_3300011652_000014|3300011652|Ga0121031_100023|50466-82755: 21,666-31,504 (+)

32 cation efflux protein (CDS_0033)

uvig_371015: 20,419-33,473 (+)

30
SodB (VF0169) (CDS_0031)

32 33

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0034)

35 36 37

TemPhD_cluster_63218_: 21,874-30,830 (+)

32 33

TemPhD_cluster_63908: 1-6,142 (-); 25,576-28,402 (-)

12

TemPhD_cluster_44094: 21,772-30,719 (+)

28 29 33 34

TemPhD_cluster_28458: 20,489-29,444 (+)

31 32 33

TemPhD_cluster_28521: 19,228-27,594 (+)

29 30

IMGVR_UViG_2639762948_000001|2639762948|2639812282|1320351-1350327: 20,566-29,190 (+)

27 30 31

SAMN01774271_a1_ct5058_vs1: 20,917-31,764 (+)

31
cation efflux protein (CDS_0032)

33 34

TemPhD_cluster_63219_: 21,860-30,840 (+)

integrase (CDS_0034)
Cox-like excisionase and repressor (CDS_0036)

37 38

TemPhD_cluster_52448: 20,492-29,660 (+)

integrase (CDS_0032) 35

TemPhD_cluster_63912: 23,419-28,407 (+); 1-3,864 (+)

integrase (CDS_0001)

TemPhD_cluster_44189: 20,872-30,116 (+)

integrase (CDS_0032)

TemPhD_cluster_44448: 19,415-28,019 (+)

integrase (CDS_0032)

IMGVR_UViG_2737471837_000013|2737471837|2737498366|6277-37479: 22,935-31,202 (+)

34
transcriptional regulator (CDS_0036)

37 41

IMGVR_UViG_3300045988_117626|3300045988|Ga0495776_173023: 20,319-42,904 (+)

33

transcriptional regulator (CDS_0035)
Cox-like excisionase and repressor (CDS_0036)

37
38

cell division inhibitor (CDS_0039)

40

oMTase_00018 orphan (CDS_0041)

42

nicking at origin of replication (CDS_0043)
IetA_00002 (CDS_0044)

IetS_00001 (CDS_0045)
portal protein (CDS_0046)

terminase large subunit (CDS_0047)

head scaffolding protein (CDS_0048)

49

uvig_109115: 20,319-31,124 (+)

transcriptional regulator (CDS_0035)
Cox-like excisionase and repressor (CDS_0036)

37
38

cell division inhibitor (CDS_0039)

40 41

9000 nt

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

unknown function defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)


