
IMGVR_UViG_3300029428_000252|3300029428|Ga0242788_100169|85502-124974: 19,667-31,197 (+)

25 26 27 2829
SigE (VF0295) (CDS_0030)

31 32 33 34
retron_type_VI_hth_cluster2_1 (CDS_0035)

36 37 38 3940 41 4243 44 45

IMGVR_UViG_3300029606_000079|3300029606|Ga0242783_100335: 19,668-29,882 (+)

30 31 32
retron_type_VI_hth_cluster2_1 (CDS_0033)

34 35 36 37 38

IMGVR_UViG_3300029426_000282|3300029426|Ga0242789_100204|1-35936: 19,601-27,660 (+)

SigE (VF0295) (CDS_0030) 31 32 33 34

IMGVR_UViG_3300029396_000129|3300029396|Ga0242782_100014|238332-280253: 19,668-33,644 (+)

30 MgtBC (VF0106) (CDS_0031) 32 33 34

retron_type_VI_hth_cluster2_1 (CDS_0035)
capH (CDS_0036)

37 38

uvig_430541: 19,536-29,291 (+)

30 31

retron_type_VI_hth_cluster2_1 (CDS_0032)
capH (CDS_0033)

34 35 36

IMGVR_UViG_3300029758_000207|3300029758|Ga0242784_100493|335-40725: 19,568-32,115 (+)

30
SigE (VF0295) (CDS_0031)

32 33 34 35
retron_type_VI_hth_cluster2_1 (CDS_0036)

37 38 39

uvig_431164: 19,260-39,754 (+)

30
SigE (VF0295) (CDS_0031)

32

MntABC (VF0455) (CDS_0033)

34 MgtBC (VF0106) (CDS_0035) 36 ATPase (CDS_0037) 38 39

retron_type_VI_hth_cluster2_1 (CDS_0040)
capH (CDS_0041)

42 43

uvig_430369: 19,260-40,042 (+)

30
SigE (VF0295) (CDS_0031)

32

MntABC (VF0455) (CDS_0033)

34 35 36
PDC-S03_WP_114299349.1 (CDS_0037)

38 39 40 41 42 43 44 45

retron_type_VI_hth_cluster2_1 (CDS_0046)
capH (CDS_0047)

48 49

IMGVR_UViG_3300045988_067150|3300045988|Ga0495776_128180: 19,668-29,083 (+)

30 31

retron_type_VI_hth_cluster2_1 (CDS_0032)
capH (CDS_0033)

34 35
36

37

MGV-GENOME-0259337: 19,667-29,511 (+)

30 31 32

retron_type_VI_hth_cluster2_1 (CDS_0033)
capH (CDS_0034)

35 36
37

38

MGV-GENOME-0265216: 19,667-29,278 (+)

30 31 32

retron_type_VI_hth_cluster2_1 (CDS_0033)
capH (CDS_0034)

35
36

37

uvig_147842: 19,601-30,691 (+)

30 31 32

retron_type_VI_hth_cluster2_1 (CDS_0033)
capH (CDS_0034)

35
36

37

MGV-GENOME-0277481: 19,230-29,150 (+)

24 29 30 31

retron_type_VI_hth_cluster2_1 (CDS_0032)
capH (CDS_0033)

34 35
36

37

SRS104311_a1_ct29027_vs01: 19,667-34,137 (+)

30 31
Sigma L (VF0855) (CDS_0032)

33 34 35 36 37 38

retron_type_VI_hth_cluster2_1 (CDS_0039)
capH (CDS_0040)

41 42
43

44

IMGVR_UViG_3300045988_052151|3300045988|Ga0495776_188642: 19,601-28,336 (+)

30

retron_type_VI_hth_cluster2_1 (CDS_0031)

32 33 34
35

36 41

uvig_39318: 19,601-33,288 (+)

30
tRNA-Arg(CCG)

31 32 33 34 35

retron_type_VI_hth_cluster2_1 (CDS_0036)
capH (CDS_0037)

38 39
40

4142

uvig_428832: 19,194-39,406 (+)

30
SigE (VF0295) (CDS_0031)

32

MntABC (VF0455) (CDS_0033)

34 MgtBC (VF0106) (CDS_0035) 36 ATPase (CDS_0037) 38 39 40 41 42

8000 nt

DNA, RNA and nucleotide metabolism lysis other unknown function defence (PADLOC) virulence (VFDB) tRNA


