
uvig_448775: 22,617-40,314 (+)

25
26

holin (CDS_0027)
endolysin (CDS_0028)

29 30 31 32 33 34 35 36

resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NF040503.1) (CDS_0037)

38 39 40

Retron_VI__HTH (CDS_0041)

42 43
44

45 46 47
DNA helicase (CDS_0048)

49 50 51

uvig_459580_: 22,672-32,655 (+)

integrase (CDS_0030)
31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37

MGV-GENOME-0295739: 22,524-33,971 (+)

2425 30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36

phosphoadenosine phosphosulfate reductase (CDS_0037)

38 39

MGV-GENOME-0291377: 22,617-32,340 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37 42

uvig_337291: 22,802-33,163 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36

DNA methyltransferase (CDS_0037)

38

MGV-GENOME-0294469: 22,802-33,163 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36

DNA methyltransferase (CDS_0037)

38

MGV-GENOME-0319177: 22,734-33,840 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

phosphoadenosine phosphosulfate reductase (CDS_0036)

37 38

IMGVR_UViG_3300045988_030732|3300045988|Ga0495776_165986: 22,730-32,635 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34 35
36

37 38

MGV-GENOME-0292791: 22,918-33,079 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0328572: 22,618-33,183 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36

DNA methyltransferase (CDS_0037)

38

IMGVR_UViG_3300029343_000472|3300029343|Ga0243725_1000518|3843-49135: 22,804-33,037 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0294378: 22,915-33,867 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

phosphoadenosine phosphosulfate reductase (CDS_0036)

37 38 39

IMGVR_UViG_3300045988_039857|3300045988|Ga0495776_138024: 22,781-33,716 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

phosphoadenosine phosphosulfate reductase (CDS_0036)

37 38

uvig_400294: 22,807-35,732 (+)

30 31 32 33 34 35

Retron_VI__HTH (CDS_0036)

37 38
39

40 41

IMGVR_UViG_3300045988_047784|3300045988|Ga0495776_172165: 22,807-34,102 (+)

30 31 32 33

Retron_VI__HTH (CDS_0034)

35 36
37

38 39

IMGVR_UViG_3300045988_046499|3300045988|Ga0495776_148166: 22,918-33,939 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37 38

IMGVR_UViG_3300045988_046284|3300045988|Ga0495776_169175: 22,801-32,737 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37

IMGVR_UViG_3300045988_043432|3300045988|Ga0495776_054414: 22,914-32,949 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0295664: 22,732-33,721 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36

phosphoadenosine phosphosulfate reductase (CDS_0037)

38 39

MGV-GENOME-0294174: 22,634-32,949 (+)

28 30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0293653: 22,921-32,893 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37 38

IMGVR_UViG_7000000006_000041|7000000006|SRS054956_LANL_scaffold_38823: 22,619-32,800 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37

MGV-GENOME-0290486: 22,528-32,558 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37 38

IMGVR_UViG_3300006298_000012|3300006298|Ga0099618_100266: 22,619-32,791 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37

MGV-GENOME-0302479: 22,618-33,680 (+)

antitoxin from a toxin-antitoxin system (CDS_0030)

31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

IMGVR_UViG_3300045988_044819|3300045988|Ga0495776_185864: 22,617-32,704 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34
35

36 37

MGV-GENOME-0310105: 22,921-34,285 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0280790: 19,273-30,144 (+)

29 30

Retron_VI__HTH (CDS_0031)

32 33 34
35

36

DNA methyltransferase (CDS_0037)

38

MGV-GENOME-0317040: 22,919-33,330 (+)

30 31

Retron_VI__HTH (CDS_0032)

33 34 35
36

37 38

uvig_463092: 22,683-34,263 (+)

30 31
integrase (CDS_0032)

33

Retron_VI__HTH (CDS_0034)

35 36 37
38

39 40

IMGVR_UViG_3300045988_039029|3300045988|Ga0495776_155073: 22,921-34,285 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

MGV-GENOME-0293259: 22,218-32,805 (+)

29 30

Retron_VI__HTH (CDS_0031)

32 33
34

35 36

IMGVR_UViG_3300029519_000004|3300029519|Ga0244840_100545: 22,618-33,705 (+)

30 31 32

Retron_VI__HTH (CDS_0033)

34 35 36
37

38 39

MGV-GENOME-0289686: 22,617-30,837 (+)

Retron_VI__HTH (CDS_0030)

31
32

33
34

35 36

uvig_12911: 22,734-36,347 (+)

30
PEB1 (VF0327) (CDS_0031)

32 33

PDC-M10B_WP_205449755.1 (CDS_0034)
PDC-M10A_WP_227054025.1 (CDS_0035)

36 37

Retron_VI__HTH (CDS_0038)

39 40
41

42 43

uvig_559960: 22,685-37,301 (+)

tRNA-Trp(CCA)
30 31 32

DndA_00001 DndA (CDS_0033)
NifU-like Fe-S cluster assembly protein (CDS_0034)

35 36 37

Retron_VI__HTH (CDS_0038)

39 40
41

42 43

SRS148721_a1_ct40631_vs01: 22,616-35,658 (+)

30
31

32 33 34

Retron_VI__HTH (CDS_0035)

36 37
38

39

phosphoadenosine phosphosulfate reductase (CDS_0040)

41 42

uvig_513964: 22,773-33,612 (+)

31 32

Retron_VI__HTH (CDS_0033)

34 35
36

anti-repressor Ant (CDS_0037)

38 39

MGV-GENOME-0295552: 22,773-33,612 (+)

31 32

Retron_VI__HTH (CDS_0033)

34 35
36

anti-repressor Ant (CDS_0037)

38 39

uvig_362125: 22,732-30,478 (+)

30 3132
DNA methyltransferase (CDS_0033)

34

MGV-GENOME-0304738: 21,237-31,465 (+)

RT_III-AM_III-B_2 (CDS_0023)
28 29

Retron_VI__HTH (CDS_0030)

31 32
33

34 35 36

MGV-GENOME-0290215: 21,340-32,427 (+)

28 29

Retron_VI__HTH (CDS_0030)

31 32
33

phosphoadenosine phosphosulfate reductase (CDS_0034)

35 36

IMGVR_UViG_3300045988_085534|3300045988|Ga0495776_179690: 21,339-32,506 (+)

28

PDC-M10B_WP_205449755.1 (CDS_0029)

PDC-M10A_WP_227054025.1 (CDS_0030)
31 32

Retron_VI__HTH (CDS_0033)

34 35
36

37 38

IMGVR_UViG_3300045988_025903|3300045988|Ga0495776_186790: 21,224-32,214 (+)

28 29

Retron_VI__HTH (CDS_0030)

31 32
33

34

DNA methyltransferase (CDS_0035)

36

IMGVR_UViG_3300045988_031273|3300045988|Ga0495776_172345: 18,998-31,465 (+)

tail fiber protein (CDS_0022) 28 29

Retron_VI__HTH (CDS_0030)

31 32
33

34 35 36

uvig_136916: 22,914-43,541 (+)

30 31 32
DinG CAS-IV-A; (CDS_0033)

34 35 36 37

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0038)

39 40

Retron_VI__HTH (CDS_0041)

42 43
44

45 46

IMGVR_UViG_3300029374_000122|3300029374|Ga0243945_1000394: 22,805-43,044 (+)

30 31 32

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0033)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0034)

ABC transporter (CDS_0035)
36 37 38

Retron_VI__HTH (CDS_0039)

40 41
42

phosphoadenosine phosphosulfate reductase (CDS_0043)

44 45

IMGVR_UViG_3300045988_032248|3300045988|Ga0495776_172205: 21,223-32,984 (+)

28 29 30 31 32
retron_type_VI_hth_cluster2_1 (CDS_0033)

34 35 36 37

uvig_455494: 21,411-34,337 (+)

29 30
transcriptional repressor (CDS_0031)

32 33

retron_type_VI_hth_cluster2_1 (CDS_0034)
phosphoadenosine phosphosulfate reductase (CDS_0035)

36 37

Kang_0045_ST002_N_NODE_70_length_45493_cov_72.313482: 22,616-33,464 (+)

30 31
transcriptional repressor (CDS_0032)

33 34

retron_type_VI_hth_cluster2_1 (CDS_0035)
phosphoadenosine phosphosulfate reductase (CDS_0036)

37 38 39

IMGVR_UViG_3300029404_000184|3300029404|Ga0243824_100160|48288-93784: 22,618-33,713 (+)

30 31
transcriptional repressor (CDS_0032)

33 34

retron_type_VI_hth_cluster2_1 (CDS_0035)
phosphoadenosine phosphosulfate reductase (CDS_0036)

37 38

IMGVR_UViG_3300029779_000117|3300029779|Ga0243834_1000255|1-57131: 22,617-45,362 (+)

3031 32 33 34
DnaC-like helicase loader (CDS_0035)

36 37 38 39 40 41 42 43 44 45

Retron_VI__HTH (CDS_0046)

47 48
49

50 51

uvig_188201: 22,617-49,100 (+)

30
drt-cluster433 DRT (CDS_0031)

32 33 34 35 36 37 38
RM_Type_II__Type_II_REase06 (CDS_0039)

40 41 42 43

resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NF040503.1) (CDS_0044)

45 46

Retron_VI__HTH (CDS_0047)

48 49
50

51 52

uvig_136110: 22,631-34,949 (+)

PD-T4-6_WP_153359500.1 (CDS_0029)
30 31 32

MGV-GENOME-0301717: 22,631-27,905 (+)

29

MGV-GENOME-0276271: 22,451-28,062 (+)

30

MGV-GENOME-0265824: 22,625-27,824 (+)

29

MGV-GENOME-0269947: 21,224-26,858 (+)

28

MGV-GENOME-0271303: 22,913-28,303 (+)

30

MGV-GENOME-0267724: 22,734-28,030 (+)

30

MGV-GENOME-0272690: 22,632-28,549 (+)

30 31

MGV-GENOME-0262607: 22,638-27,880 (+)

30

IMGVR_UViG_3300045988_052599|3300045988|Ga0495776_175503: 22,923-29,336 (+)

30 31

uvig_532657: 22,804-29,502 (+)

30 31

IMGVR_UViG_3300029359_000010|3300029359|Ga0243835_1000501: 22,617-30,102 (+)

3031 32 33

MGV-GENOME-0303396: 22,733-30,330 (+)

31
Menshen__NsnA (CDS_0032)

33 34

uvig_450224: 24,355-30,489 (+)

32

MGV-GENOME-0307956: 22,618-32,737 (+)

MTase_I_00018 Type (CDS_0030)
Specificity_I_00017 Type (CDS_0031)

32 33 34 35

uvig_242480: 40,215-52,161 (-)

5859

phosphoadenosine phosphosulfate reductase (CDS_0060)

61
62

6364

Retron_VI__HTH (CDS_0065)

6667

resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NF040503.1) (CDS_0068)

6970

uvig_552748: 1-13,162 (+)

1 2 3 4 5 6 7

Retron_VI__HTH (CDS_0008)

9 10
11

12

DNA methyltransferase (CDS_0013)
DNA methyltransferase (CDS_0014)

15

MGV-GENOME-0340594: 22,618-45,971 (+)

VirR/VirS two component system (VF0729) (CDS_0030)

31 32 33
HitABC (VF0268) (CDS_0034)

35 36 37 38
39

40 41 42 43 44 45 46

Retron_VI__HTH (CDS_0047)

48 49
50

51

DNA methyltransferase (CDS_0052)

53 57 59

uvig_390138: 22,587-40,159 (+)

30 31
DNA polymerase (CDS_0032)

33 34 35 36 37 38 39 40 41

10000 nt

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

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA


