
uvig_268218: 24,926-45,286 (+)

29 30 31 32 33 34 35
tRNA-Gly(CCC)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0036)
Exopolysaccharide (VF0755) (CDS_0037)

38 39 40 41 42 43 44 45
transcriptional repressor (CDS_0046)

47 48 49 50 51 52

DNA methyltransferase (CDS_0053)

54
55

56

Kang_0009_ST002_A_NODE_28_length_38186_cov_110.166164: 25,029-37,704 (+)

36 37 38
transcriptional repressor (CDS_0039)

40 41 42 43 45

MGV-GENOME-0255924: 22,815-36,204 (-)

313335363738
transcriptional repressor (CDS_0039)

40414244

uvig_125332: 24,420-40,074 (-)

35
36

3738

transcriptional repressor (CDS_0039)

404142434445464750
DNA repair exonuclease (CDS_0052)

IMGVR_UViG_3300045988_080254|3300045988|Ga0495776_162951: 24,420-34,312 (-)

35
36

3738

transcriptional repressor (CDS_0039)

40

uvig_284972: 24,607-41,002 (+)

35 36
endonuclease (CDS_0037)

38

LPS (VF0124) (CDS_0039)

40 41 42

transcriptional repressor (CDS_0043)

44
45

46 47
48

49 50

IMGVR_UViG_3300045988_101475|3300045988|Ga0495776_176093: 24,607-37,619 (+)

35 36 37 38 39 40
41

42 43
44

45 46

uvig_197348: 24,311-37,329 (-)

323537
38

39404142
integrase (CDS_0043)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0044)

45

uvig_389388: 23,521-37,507 (-)

29
DNA methyltransferase (CDS_0030)

35
36

3738394041

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0042)

43

IMGVR_UViG_3300045988_078587|3300045988|Ga0495776_021767: 24,418-32,207 (-)

3739
40

4142

IMGVR_UViG_3300045988_066559|3300045988|Ga0495776_100450: 23,949-32,855 (-)

283637

MGV-GENOME-0235275: 23,949-32,855 (-)

3637

uvig_149443: 23,949-41,079 (-)

3637383940414243
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0044)

45

IMGVR_UViG_3300045988_081991|3300045988|Ga0495776_021279: 28,391-36,033 (+)

38 antitoxin from a toxin-antitoxin system (CDS_0040)

MGV-GENOME-0237486: 23,182-32,800 (-)

32333539

8000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function virulence (VFDB)

AMR (AMRFinderPlus) tRNA pseudogene


