
uvig_310033: 34,843-41,453 (+)

51 52 53
PDC-S47_WP_148603747.1 (CDS_0054)

55 56 57
capH (CDS_0058)

59 60 61

uvig_296324: 36,894-44,606 (+)

50

PDC-S47_WP_148603747.1 (CDS_0051)

53
capH (CDS_0054)

55

retron_type_VI_hth_cluster2_1 (CDS_0057)

59 60 61 62 63

uvig_136305: 31,570-38,918 (+)

PDC-S47_WP_148603747.1 (CDS_0046) 48 49 50 54

IMGVR_UViG_3300029253_000345|3300029253|Ga0168699_1000179|20749-74315: 28,138-35,374 (+)

47 PDC-S47_WP_148603747.1 (CDS_0048)

ivig_2114: 21,595-33,678 (+)

32 33 34 35 36
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0037)

40 PDC-S47_WP_148603747.1 (CDS_0041)

IMGVR_UViG_2849675411_000001|2849675411|2849675444|43257-95201: 21,595-31,975 (+)

39 PDC-S47_WP_148603747.1 (CDS_0040)

uvig_293508: 23,230-34,936 (+)

40 41 42 PDC-S47_WP_148603747.1 (CDS_0045)

IMGVR_UViG_3300045988_158206|3300045988|Ga0495776_136525: 19,786-28,493 (+)

30 31 32 PDC-S47_WP_148603747.1 (CDS_0035)

uvig_254776: 19,278-29,911 (+)

PDC-S47_WP_148603747.1 (CDS_0033)

uvig_144820: 24,155-35,896 (+)

40 41 42 43 47 48
transcriptional regulator (CDS_0049)

capH (CDS_0050)

retron_type_VI_hth_cluster2_1 (CDS_0051)

56

uvig_169901: 20,247-31,231 (+)

32 36

metallo-protease (CDS_0037)

38
capH (CDS_0039)

retron_type_VI_hth_cluster2_1 (CDS_0040)

4000 nt

integration and excision lysis other transcription regulation unknown function defence (PADLOC) AMR (AMRFinderPlus)


