
IMGPR_plasmid_2878679629_000001: 64,285-80,675 (+)

Arsenical pump membrane protein (DFIIGNHM_00073)

74

4-hydroxy-tetrahydrodipicolinate synthase (DFIIGNHM_00075)

76

Histidinol-phosphate aminotransferase (DFIIGNHM_00077)

Siderophore-dependent iron uptake system (VF0738) (DFIIGNHM_00078)
Siderophore-dependent iron uptake system (VF0738) (DFIIGNHM_00079)

Vitamin B12-binding protein (DFIIGNHM_00080)
81

Ferric-anguibactin receptor FatA (DFIIGNHM_00082)

Thiol:disulfide interchange protein DsbG (DFIIGNHM_00083)

Thiol:disulfide interchange protein DsbD (DFIIGNHM_00084)

85 86

Mitomycin biosynthesis 6-O-methyltransferase (DFIIGNHM_00087)

88

IMGPR_plasmid_2924371731_000002: 139,836-156,297 (+)

Siderophore-dependent iron uptake system (VF0738) (EODECCDA_00123)
Siderophore-dependent iron uptake system (VF0738) (EODECCDA_00124)

Vitamin B12-binding protein (EODECCDA_00125)
Ferric-anguibactin receptor FatA (EODECCDA_00126)

IMGPR_plasmid_2839317710_000001: 21,649-35,889 (-)

21232728T6SS (VF0569) (AOBGHLBB_00029)

IMGPR_plasmid_2924398230_000001: 57,409-75,975 (-)

5354
T6SS-III (VF0784) (HECNMMNA_00055)

5657585960T6SS (VF0569) (HECNMMNA_00061)

IMGPR_plasmid_2905833703_000001: 44,570-63,136 (+)

T6SS (VF0569) (BPDGPHHB_00054) 55 56 57 58
T6SS-III (VF0784) (BPDGPHHB_00059)

60 61

IMGPR_plasmid_2924358030_000001: 28,516-50,402 (+)

T6SS (VF0569) (NKGPOPMA_00038)

T6SS-III (VF0784) (NKGPOPMA_00039)

Major exported protein (NKGPOPMA_00040)

SCI-I T6SS (VF1120) (NKGPOPMA_00041)
42

T6SS-II (VF0783) (NKGPOPMA_00043)
T6SS-III (VF0784) (NKGPOPMA_00044)

45 46

IMGPR_plasmid_2841645194_000001: 33,955-48,030 (+)

43
44 45 4647 48

IMGPR_plasmid_2561511151_000001: 47,382-61,455 (+)

58
59 60 6162 63

IMGPR_plasmid_2905829059_000003: 52,278-66,353 (-)

394445464748
49

IMGPR_plasmid_2905838260_000001: 128,831-141,565 (+)

129
130 131 132

133
134

IMGPR_plasmid_2731957812_000001: 45,472-63,462 (+)

56
57 58 59

T6SS-III (VF0784) (GNCMOHOC_00060)
61 62

IMGPR_plasmid_2859059726_000001: 44,665-61,946 (+)

T6SS (VF0569) (DKNJEHCK_00055) 56 57 58
T6SS-II (VF0783) (DKNJEHCK_00059)

60 61

IMGPR_plasmid_2921829370_000001: 29,332-46,613 (-)

3233
T6SS-III (VF0784) (IGOPAFJE_00034)

353637T6SS (VF0569) (IGOPAFJE_00038)

IMGPR_plasmid_2905789065_000002: 66,444-95,923 (-)

5859
T6SS-III (VF0784) (HOAJOBLC_00060)
616263646566

T6SS-III (VF0784) (HOAJOBLC_00067)
68

Protein ClpV1 (HOAJOBLC_00069)

70T6SS (VF0569) (HOAJOBLC_00071)

IMGPR_plasmid_2675903321_000003: 75,011-104,490 (-)

5556
T6SS-III (VF0784) (HDHAGGGP_00057)

585960616263
T6SS-III (VF0784) (HDHAGGGP_00064)

65

Protein ClpV1 (HDHAGGGP_00066)

67T6SS (VF0569) (HDHAGGGP_00068)

IMGPR_plasmid_2731957822_000002: 75,056-104,535 (-)

5556
T6SS-III (VF0784) (LLOEGCDF_00057)
585960616263

T6SS-III (VF0784) (LLOEGCDF_00064)
65

Protein ClpV1 (LLOEGCDF_00066)

67T6SS (VF0569) (LLOEGCDF_00068)

IMGPR_plasmid_2731957815_000001: 40,692-70,171 (+)

T6SS (VF0569) (MEAILJHD_00054) 55

Protein ClpV1 (MEAILJHD_00056)

57
T6SS-III (VF0784) (MEAILJHD_00058)

59 60 61 62 63 64
T6SS-III (VF0784) (MEAILJHD_00065)

66 67

IMGPR_plasmid_2924393926_000001: 59,433-86,329 (-)

5152535455
T6SS-III (VF0784) (JCKCNPIA_00056)
57

SCI-I T6SS (VF1120) (JCKCNPIA_00058)
Major exported protein (JCKCNPIA_00059)

Peptidoglycan-associated lipoprotein (JCKCNPIA_00060)

T6SS-III (VF0784) (JCKCNPIA_00061)
6263T6SS (VF0569) (JCKCNPIA_00064)

IMGPR_plasmid_2937401055_000001: 24,236-51,132 (+)

T6SS (VF0569) (MAJEAGFG_00034) 35 36
T6SS-III (VF0784) (MAJEAGFG_00037)

Peptidoglycan-associated lipoprotein (MAJEAGFG_00038)
Major exported protein (MAJEAGFG_00039)

SCI-I T6SS (VF1120) (MAJEAGFG_00040)

41
T6SS-III (VF0784) (MAJEAGFG_00042)

43 44 45 46

IMGPR_plasmid_2859077958_000001: 63,346-90,242 (+)

T6SS (VF0569) (KOOGJLAO_00071) 72 73
T6SS-III (VF0784) (KOOGJLAO_00074)

Peptidoglycan-associated lipoprotein (KOOGJLAO_00075)
Major exported protein (KOOGJLAO_00076)

SCI-I T6SS (VF1120) (KOOGJLAO_00077)
T6SS-III (VF0784) (KOOGJLAO_00078)

79 80 81 82

IMGPR_plasmid_2731957818_000004: 137,183-138,572 (+); 1-27,733 (+)

T6SS (VF0569) (FNDNCHFO_00005) 6 7
T6SS-III (VF0784) (FNDNCHFO_00008)

Peptidoglycan-associated lipoprotein (FNDNCHFO_00009)
Major exported protein (FNDNCHFO_00010)

SCI-I T6SS (VF1120) (FNDNCHFO_00011)
T6SS-III (VF0784) (FNDNCHFO_00012)

13 14 15 16 21 22

PRK10026.1-PRK PRK|PRK10026.1: glutaredoxin-dependent arsenate reductase (NF007456.1) (FNDNCHFO_00023)

IMGPR_plasmid_2843909154_000001: 31,040-62,717 (-)

273233
T6SS-III (VF0784) (DOBJBLII_00034)

353637383940
T6SS-III (VF0784) (DOBJBLII_00041)

42

SCI-I T6SS (VF1120) (DOBJBLII_00043)

44

Peptidoglycan-associated lipoprotein (DOBJBLII_00045)

T6SS-III (VF0784) (DOBJBLII_00046)
4748T6SS (VF0569) (DOBJBLII_00049)

IMGPR_plasmid_2876358570_000005: 10,216-19,998 (+)

T6SS (VF0569) (IJJLPNFP_00016) 17 18 T6SS-III (VF0784) (IJJLPNFP_00019)

IMGPR_plasmid_2905855570_000001: 149,010-160,710 (+)

T6SS (VF0569) (JFPEBPJB_00128) 129 130
T6SS-III (VF0784) (JFPEBPJB_00131)

Peptidoglycan-associated lipoprotein (JFPEBPJB_00132)

133

IMGPR_plasmid_2811995043_000001: 95,963-104,595 (-)

Hemin transport system permease protein HmuU
ABC-type heme transporter (VF0739) (IDLKJDLE_00081)

Thiol:disulfide interchange protein DsbD (IDLKJDLE_00087)

IMGPR_plasmid_2731957809_000011: 9,111-15,033 (+)

17

IMGPR_plasmid_2731957817_000002: 153-6,075 (-)

1

IMGPR_plasmid_2856032094_000001: 117,315-124,038 (+)

114
115

116

IMGPR_plasmid_2869149967_000001: 34-6,168 (-)

1

IMGPR_plasmid_2905811541_000001: 28-6,504 (-)

1T6SS (VF0569) (ELFBEBAA_00002)

IMGPR_plasmid_2654587527_000004: 114,786-120,306 (+)

119

IMGPR_plasmid_2924362350_000008: 6,199-18,115 (+)

8 9
Protein hcp1 (GNIKEBFL_00010)

11 12

Trk system potassium uptake protein TrkG (GNIKEBFL_00013)

14

IMGPR_plasmid_2874070856_000004: 900-7,898 (-)

23

10000 nt

virulence (VFDB) AMR (AMRFinderPlus)


