
IMGVR_UViG_3300029767_000014|3300029767|Ga0243804_100874: 21,001-28,161 (+)

27 28 29
30

31 32 33 34 35

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0036)

37 38 39

IMGVR_UViG_3300029763_000008|3300029763|Ga0243796_100996: 21,124-28,151 (+)

32 33 34

IMGVR_UViG_3300029423_000089|3300029423|Ga0243802_100836: 21,001-29,186 (+)

31
RNA polymerase sigma factor (CDS_0032)

34 35 36

IMGVR_UViG_3300029414_000009|3300029414|Ga0243798_100904: 21,001-28,828 (+)

33 34 35

MGV-GENOME-0261191: 20,551-27,208 (+)

32 33 34

uvig_102210: 20,628-27,684 (+)

32 33 34 36

SRS014613_a1_ct19259: 21,351-29,208 (+)

transcriptional regulator (CDS_0032)
HNH endonuclease (CDS_0033)

34 35

uvig_445659: 21,954-33,487 (+)

31 32 DNA primase (CDS_0033)
HNH endonuclease (CDS_0036)

37 38

MGV-GENOME-0270312: 21,644-28,683 (+)

HNH endonuclease (CDS_0033) 34 36

uvig_127392: 21,977-29,613 (+)

HNH endonuclease (CDS_0031) 32 33

uvig_311876: 21,378-27,594 (+)

32

IMGVR_UViG_3300045988_050504|3300045988|Ga0495776_007483: 21,589-28,747 (+)

HNH endonuclease (CDS_0033) 34
35

IMGVR_UViG_2826986812_000001|2826986812|2826986812|2274374-2314355: 21,841-29,844 (+)

SigF (VF0294) (CDS_0032)
HNH endonuclease (CDS_0034)

35 36 38 39

MGV-GENOME-0272355: 21,519-28,741 (+)

HNH endonuclease (CDS_0030) 31 32

MGV-GENOME-0268326: 20,696-28,732 (+)

transcriptional regulator (CDS_0032)
HNH endonuclease (CDS_0033)

34 35

IMGVR_UViG_3300045988_033697|3300045988|Ga0495776_044512: 20,700-28,402 (+)

HNH endonuclease (CDS_0032) 33 34

MGV-GENOME-0240924: 21,123-28,053 (+)

HNH endonuclease (CDS_0032) 33

IMGVR_UViG_3300045988_061079|3300045988|Ga0495776_007172: 20,269-28,047 (+)

30 31 32

uvig_312249: 20,799-28,014 (+)

32 33 34

MGV-GENOME-0247289: 21,501-30,568 (+)

HNH endonuclease (CDS_0030) 31 32
replication initiation protein (CDS_0037)

38 39

uvig_541397: 21,504-26,618 (+)

HNH endonuclease (CDS_0031) 32

IMGVR_UViG_3300029543_000008|3300029543|Ga0244989_100680: 21,535-28,550 (+)

HNH endonuclease (CDS_0030) 31 33

uvig_460316: 21,954-34,124 (+)

HNH endonuclease (CDS_0035) 36 37 40
Cas5b_WP_177377672.1 (CDS_0041)

42

IMGVR_UViG_3300045988_050475|3300045988|Ga0495776_071554: 20,688-29,319 (+)

HNH endonuclease (CDS_0032) 33 34 36

uvig_148328: 20,554-29,612 (+)

transcriptional regulator (CDS_0032)
HNH endonuclease (CDS_0033)

34 35 38
39

anti-repressor (CDS_0040)
41

42

SAMN06164625_a1_ct93112_vs1: 20,583-29,715 (+)

31 32 33 34 36
transcriptional repressor (CDS_0037)

38 anti-SOS response (APIS178) (CDS_0040)

IMGVR_UViG_3300045988_020781|3300045988|Ga0495776_110908: 22,353-31,260 (+)

HNH endonuclease (CDS_0031)
32 33 35 36 37 41

MGV-GENOME-0253556: 20,223-29,409 (+)

26 30 34 35 36 42

IMGVR_UViG_3300045988_056082|3300045988|Ga0495776_009290: 21,663-30,831 (+)

transcriptional regulator (CDS_0030) 35 36 37 39
capH (CDS_0040)

PDC-M69A_WP_216276383.1 (CDS_0041)

42

IMGVR_UViG_3300045988_027104|3300045988|Ga0495776_153943: 21,663-29,442 (+)

29 34 35 36

uvig_384397: 20,500-31,283 (+)

32

uvig_286732: 22,559-32,433 (+)

37

uvig_203703: 20,048-31,200 (+)

SigF (VF0294) (CDS_0031)

32
DNA primase (CDS_0033)

RNA polymerase sigma factor (CDS_0034)

36

uvig_453935: 20,022-31,525 (+)

SigF (VF0294) (CDS_0031)

32
DNA primase (CDS_0033)

RNA polymerase sigma factor (CDS_0034)

uvig_109486: 20,437-31,198 (+)

SigF (VF0294) (CDS_0031)

32
DNA primase (CDS_0033)

RNA polymerase sigma factor (CDS_0034)

uvig_164038: 20,961-31,887 (+)

SigF (VF0294) (CDS_0030)

31
DNA primase (CDS_0032)

RNA polymerase sigma factor (CDS_0033) 37 38

uvig_557629: 20,225-31,470 (+)

SigF (VF0294) (CDS_0030)

31
DNA primase (CDS_0032)

RNA polymerase sigma factor (CDS_0033)

uvig_79968: 20,165-32,076 (+)

SigF (VF0294) (CDS_0032)

33
DNA primase (CDS_0034)

RNA polymerase sigma factor (CDS_0035) 42

uvig_449723: 20,895-31,988 (+)

SigF (VF0294) (CDS_0031)

32
DNA primase (CDS_0033)

RNA polymerase sigma factor (CDS_0034)

37

uvig_146390: 18,548-30,599 (+)

23 26

SigF (VF0294) (CDS_0029)

30
DNA primase (CDS_0031)

RNA polymerase sigma factor (CDS_0032)

uvig_240179: 20,112-31,294 (+)

SigF (VF0294) (CDS_0032)

33
DNA primase (CDS_0034)

RNA polymerase sigma factor (CDS_0035)

uvig_19170: 20,330-39,905 (+)

SigF (VF0294) (CDS_0031)
32 33 34

Hemolysin HlyA (VF0646) (CDS_0035)
36 37

DNA primase (CDS_0038)
RNA polymerase sigma factor (CDS_0039)

uvig_172879: 20,437-40,534 (+)

SigF (VF0294) (CDS_0030)
31 32 33

Hemolysin HlyA (VF0646) (CDS_0034)
35 36

DNA primase (CDS_0037)
RNA polymerase sigma factor (CDS_0038)

uvig_20303: 20,553-39,629 (+)

SigF (VF0294) (CDS_0032)
33 34 35

Hemolysin HlyA (VF0646) (CDS_0036)
37 38

UG6_DnaG (CDS_0039)
DNA primase (CDS_0040)

RNA polymerase sigma factor (CDS_0041)

uvig_434160: 20,980-45,697 (+)

SigF (VF0294) (CDS_0030)
31 32 33

retron_type_VI_hth_cluster2_1 (CDS_0034)

35 36
DNA polymerase (CDS_0037)

38 39
Hemolysin HlyA (VF0646) (CDS_0040)

41 42
DNA primase (CDS_0043)

RNA polymerase sigma factor (CDS_0044)

uvig_24430: 20,603-39,941 (+)

SigF (VF0294) (CDS_0032)
33 34 35 36

Hemolysin HlyA (VF0646) (CDS_0037)
38 39

DNA primase (CDS_0040)
RNA polymerase sigma factor (CDS_0041)

uvig_19408: 20,083-38,983 (+)

SigF (VF0294) (CDS_0031)
32 33 34

Hemolysin HlyA (VF0646) (CDS_0035)
36 37

DNA primase (CDS_0038)
RNA polymerase sigma factor (CDS_0039)

uvig_283423: 21,129-32,124 (+)

SigF (VF0294) (CDS_0035)
36 37 38 43

uvig_253058: 18,434-29,827 (+)

SigF (VF0294) (CDS_0029)

30 31
DNA primase (CDS_0032)

RNA polymerase sigma factor (CDS_0033)

MGV-GENOME-0252084: 19,202-26,502 (+)

29

SAMN09781743_a1_ct35856_vs1: 21,166-28,779 (+)

32

MGV-GENOME-0262217: 21,097-27,451 (+)

31

MGV-GENOME-0265193: 20,695-27,353 (+)

transcriptional regulator (CDS_0032)

IMGVR_UViG_3300045988_107303|3300045988|Ga0495776_113648: 21,377-27,733 (+)

capH (CDS_0033)
34

uvig_568792: 21,631-27,569 (+)

34 35 36

IMGVR_UViG_3300023486_000022|3300023486|Ga0257044_10470: 21,709-28,596 (+)

34 35
Cas5b_WP_177377672.1 (CDS_0036)

37

MGV-GENOME-0268804: 22,155-27,645 (+)

33 34 35

IMGVR_UViG_3300045988_049587|3300045988|Ga0495776_071921: 22,045-27,946 (+)

36 37 38

IMGVR_UViG_3300045988_040608|3300045988|Ga0495776_015751: 19,202-26,502 (+)

29

IMGVR_UViG_3300045988_020874|3300045988|Ga0495776_015132: 18,835-26,773 (+)

28

IMGVR_UViG_3300045988_014218|3300045988|Ga0495776_042990: 19,026-26,319 (+)

30

uvig_242855: 22,651-28,730 (+)

32 33 34

IMGVR_UViG_3300045988_057174|3300045988|Ga0495776_009081: 21,967-28,694 (+)

34 35 36

IMGVR_UViG_3300045988_050182|3300045988|Ga0495776_009220: 22,086-28,758 (+)

35 36

MGV-GENOME-0266373: 21,295-28,262 (+)

33 34 36

IMGVR_UViG_3300045988_066081|3300045988|Ga0495776_005644: 21,295-28,262 (+)

33 34

uvig_260390: 21,539-27,712 (+)

32 33

MGV-GENOME-0270811: 20,382-27,827 (+)

30 31 32

SAMEA2579937_a1_ct34347_vs1: 20,358-26,918 (+)

31 32

IMGVR_UViG_3300045988_023514|3300045988|Ga0495776_043394: 20,784-27,328 (+)

30 31

MGV-GENOME-0237885: 20,638-26,903 (+)

33

IMGVR_UViG_3300045988_078301|3300045988|Ga0495776_125774: 21,942-30,327 (+)

33 34 35 37
retron_type_VI_hth_cluster2_1 (CDS_0038)

39 retron_type_VI_hth_cluster2_1 (CDS_0042)

uvig_560485: 21,605-30,672 (+)

34 35 36

IMGVR_UViG_3300023505_000016|3300023505|Ga0257035_100498: 22,380-32,110 (+)

35 36 37 38

uvig_169131: 20,974-30,234 (+)

transcriptional regulator (CDS_0032)
33 34

IMGVR_UViG_3300045988_057051|3300045988|Ga0495776_161544: 21,178-29,592 (+)

32 33

MGV-GENOME-0271774: 22,949-31,700 (+)

35 36 37 39 40 retron_type_VI_hth_cluster2_1 (CDS_0041)

IMGVR_UViG_3300045988_049155|3300045988|Ga0495776_006931: 22,342-31,144 (+)

36 37 38

IMGVR_UViG_3300045988_047519|3300045988|Ga0495776_153836: 20,656-28,084 (+)

33 34

IMGVR_UViG_3300045988_070598|3300045988|Ga0495776_009312: 22,448-30,746 (+)

35
36

37 38

uvig_199229: 22,241-29,850 (+)

33 34 35

IMGVR_UViG_3300045988_075530|3300045988|Ga0495776_009052: 21,721-30,338 (+)

34 35 36 37

uvig_127660: 21,931-30,680 (+)

34 35 36

uvig_96062: 21,932-30,876 (+)

33 34 35

MGV-GENOME-4413058: 20,577-27,853 (+)

34

uvig_242768: 20,963-30,814 (+)

35 36

MGV-GENOME-0238356: 19,906-27,589 (+)

32

IMGVR_UViG_3300045988_047431|3300045988|Ga0495776_005529: 21,935-29,609 (+)

34 35 36 37 42 anti-repressor (CDS_0043)

SAMN05826761_a1_ct5516: 21,693-29,445 (+)

32 33 34

SAMN06164489_a1_ct26430_vs1: 21,719-30,852 (+)

33 34 35

IMGVR_UViG_3300045988_035658|3300045988|Ga0495776_007055: 21,647-27,081 (+)

33 34 35

IMGVR_UViG_3300045988_046133|3300045988|Ga0495776_007136: 21,558-30,886 (+)

36 37

uvig_331284: 20,750-29,238 (+)

32 33 34 38

IMGVR_UViG_3300045988_070436|3300045988|Ga0495776_017042: 22,072-30,467 (+)

33 34 35 37 PDC-M69A_WP_216276383.1 (CDS_0038)

IMGVR_UViG_3300029220_000017|3300029220|Ga0168707_100315: 23,087-31,618 (+)

31 32

IMGVR_UViG_3300045988_020804|3300045988|Ga0495776_008004: 22,905-31,677 (+)

34 35

IMGVR_UViG_3300045988_037286|3300045988|Ga0495776_146434: 21,496-29,719 (+)

36 37

MGV-GENOME-0261451: 22,189-30,946 (+)

35 36 37

MGV-GENOME-0263992: 22,042-30,702 (+)

33 34

uvig_214804: 22,315-31,033 (+)

34 35 36

uvig_327732: 22,153-32,365 (+)

33 34

SRR7892436_NODE_11_length_37505_cov_110.998051: 19,672-27,569 (+)

29 30 34

IMGVR_UViG_3300045988_059520|3300045988|Ga0495776_005551: 20,853-30,501 (+)

3536 37 38

Han_2018_ERR1398186_NODE_247_length_36691_cov_18.070668: 18,947-28,320 (+)

30 31 32 33

IMGVR_UViG_3300045988_042901|3300045988|Ga0495776_071833: 21,011-30,347 (+)

34 35 36 37

MGV-GENOME-0258065: 20,964-28,946 (+)

33 34

MGV-GENOME-0257854: 22,262-29,625 (+)

35 36 37

IMGVR_UViG_3300045988_014141|3300045988|Ga0495776_062833: 19,488-27,347 (+)

31

MGV-GENOME-0299239: 20,601-27,711 (+)

33 34

IMGVR_UViG_3300045988_083115|3300045988|Ga0495776_009022: 22,157-28,883 (+)

33

IMGVR_UViG_3300045988_029623|3300045988|Ga0495776_083739: 21,629-30,577 (+)

34 35 36

MGV-GENOME-0263749: 22,438-31,853 (+)

35 36 37 38

MGV-GENOME-0261887: 21,209-29,219 (+)

35 36 37

IMGVR_UViG_7000000032_000134|7000000032|SRS024132_Baylor_scaffold_4375: 20,692-28,841 (+)

34 35 36 capH (CDS_0039)

9000 nt

DNA, RNA and nucleotide metabolism integration and excision transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)

anti-defence (dbAPIS) AMR (AMRFinderPlus)


