SMR_gac_bcrB-NCBIFAM quaternary ammonium compound efflux SMR transporter BerB (NFO033469.1) (GFMHKDMI_00092)

putative 4-amino-4-deoxy-L-arabinose-| phosphoundecaprenol flippase subunit ArnF (GFMHKDMI_00091)

putative 4-deoxy-4-formamido-L- arablnose phosphoundecaprenol deformylase ArnD (GFMHKDMI_00094)
Undecaprenyl phosphate-alpha-4-amino-4- deoxy L- arabmose arabinosyl transferase (GFMHKDMI_00093)
Anaerobic nitric oxide reductase transcription regulator NorR GFMHKDMI_OOO73)
Putative aliphatic sulfonates-binding protein (GFMHKDMI 00074) ‘
Bifunctional polymyxm resistance protein ArnA (GFMHKDMI_00095)
Intermembrane transport protein PqiB (GFMHKDMI_ 00078)
Inner membrane proteln YiaW (GFMHKDMI _00077) ‘
MRNA |nterferase foxin RelE (GFMHKDMI_00080

Inner membrane proteln YibH (GFMHKDMI 00076)
81 85

83 87 89
75 7}‘ Lf 84 L}(;@ﬂ 920 Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase

IMGPR_plasmid_3300048923_000049: 84,385-101,602 (1)
29
30
24 28 [ 3132 3334

BRI E -

IMGPR_plasmid_2871755987_000001: 20,520-35,306 (+)
26
28 25
To7] 24

IMGPR_plasmid_2871731064 000001: 20,702-35.872 ()
131
129 132
130 133

- KH OHRE-REEEET

-
IMGPR _plasmid_3300031132_000036:137,591-152,765 (+)
Glutathione-independent formaldehyde dehydrogenase (GGCDGKPC_00033)
Methanesulfonate monooxygenase (GGCDGKPC_00036)
25
29 27 24
30728 4] 23

IMGPR_plasmid_2926248961_000001: 20,696—3-6.005 (-)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (PKNFIBHH_00028)
Vitamin B12 transport ATP-binding protein BacA (PKNFIBHH_00036)
Biopolymer transport protein ExbD (PKNFIBHH_00034)
Tol-Pal system proteln Tola PKNFIBHH_00035)

1S3 family transposase ISEhe4 (PKNFIBHH_00040) ‘Aspartate--tRNA(Asp) ligase (PKNFIBHH 00030)
Fe(3+)-pyochelin receptor (PKNFIBHH_ 00038) L ISNCYfamlIy transposase ISRor2 (PKNFIBHH_00027)
44 4T2 SlgE (VF0295) (PKNFIBHH_00032)
45] 43 41 39 37 | | 337 31 | 29 26 2524
K - -

IMGPR _plasmid_2576861666_000002: 21,656-55,460 (-)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (LCBKJLKC_00032)
1S3 family transposase ISEhe4 (LCBKJLKC_00035)
Aspartate-tRNA(Asp) ligase (LCBKILKC_00034)

40 ISNCVfamin tra‘nsposase 1SSen7 (LCBKJLKC_00028)
39 37 31 27 25
41] 38 36 33 | [3029 Toe] 24

IMGPR _plasmid 2576861786 _000002: 29,247-50,891 (-)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (HPKPCMGD_00031)
1S3 family transposase ISEhe4 (HPKPCMGDﬁ)OBS)
Asparagine--tRNA ligase (HPKPCMGD_00033)
39 30
L’sﬁ 37 34| 34 32 LZ?ZS

IMGPR _plasmid_2065487014_000005: 23,789-43,441 (-) =
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (AICBHGFA_00070)
1S3 family transposase ISEhe4 (AICBHGFA_00066)
Aspartate-—-tRNA(Asp) ligase (AICBHGFA_00068)
63 71
62] 64 65| 67 69 | ] 72

IMGPR_plasmid_2847782834_000001: 58,846-80,755 (+)
3',5'-cyclic adenosine monophosphate phosphodlesterase CpdA (CHPKDICE_00140)
ISNCY family transposase ISRor2 (CHPKDICE_00143)
Aspartate--tRNA(Asp) ligase (CHPKDICE_00138)

136 146
133 135 141 144
137 134]| 137 [ 142 | 145 147

-
IMGPR_plasmid_2821051985_000002: 141,039-163,452 (+)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (LPIGDCIA_00030)
1S3 family transposase ISEhe4 (LPIGDCIA_00034)
Aspartate--tRNA(Asp) ligase (LPIGDCIA_00032)
37
38] 36 3;‘ 33 31 ‘ 29 24

IMGPR_plasmid_2648501645_000003: 23,455-45,114 (-)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (OKLOJEHI_00137)
1S3 family transposase ISEhe4 (‘Cﬁ(LOJEHI700134)
Aspartate--ﬂiNA(Asp) ligase (OKLOJEHI_00135)
131 133 139
130 132] | 136 138 140

-
IMGPR _plasmid_2609460322 000001: 145,454-159,448 (+)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (AECOPLLI_00029)
1S3 family transposase ISEhe4 (AECOPLLI_00032)
Aspartate--tRNK(Asp) ligase (AECOPLLI_00031)
35
40 36] 34 33 30 28

-
IMGPR_plasmid_3300048924_000068: 25,739-45,892 (-)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (LANCIEKA_00119)
Aspartate--tRNA(Asp) ligase (LANﬁEKA,OOllé)
113 115 117 121
1171247 | T118 |120]122

=
IMGPR _plasmid_2582580715_000004: 112,304-130,968 (+)

qepA-NCBIFAM fluoroquinolone efflux MFS transporter QepA (NF012169.0) (KDOOLICF_00083)
Trans-2,3-dihydro-3-hydroxyanthranilate isomerase (KDOOLICF_00078)

Phenazine antibiotic resistance protein EhpR (KDOOLICF_00074)
Phenazine bloéynthe5|s proteln PhzB2 (KDOOLICF_00075)
Phenazine biosynthesis proteln PhzG (KDOOLICF_00079)

‘ Phenazine blosynthe5|s protein PhzD (KDOOLICF_00076)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (KDOOLICF_00100) Malonate- semlaldehyde dehydrogenase (KDOOLICF_O&)81
Aspartate--tRNA(Asp) ligase (KDOOLICF_00102) Michele_2A_hits_grouped (KDOOLICF 00084) \ \
106 Isochorlsmatesynt ase MenF (KDOOLICF_00077)
105 99 97 94 92 Mycobactin (VF0299) (KDOOLICF_00086) 72 70
107 [] 104 103 101 | | 98]96 95[93] 91 90 89 8387 85 | | 82 80 ‘ ‘ ‘ ‘ 73 T71] 69

IMGPR _plasmid_2847807205_000002:80,789-127,371 (-)
qepA-NCBIFAM fluoroquinolone efflux MFS transporter QepA (NF012169.0) (MPIOIOHJ_00090)
Trans-2,3-dihydro-3-hydroxyanthranilate isomerase (MPIOIOHJ_00095)
Phenazine antibiotic resistance protein EhpR (MPIOIOHJ_00099)
Phenazine bio%ynthesis protein PhzB2 (MPIOIOHJ_00098)
Phenazine biosynthesis protein PhzD (MPIOIOHJ_00097)
Phenazine biosynthesis protein PhzG (MPIC%HJ_dOO94)

5'-cyclic adenosine monophosphate phosphodiesterase CpdA (MPIOIOHJ_00073) Mannate-semiaIdeHyde dehydrogenas?(MPIOIOHJ,OOO‘?‘Z)
Aspartate--tRNA(Asp) Iigase(MPI(ﬁaHLOOOH) Michele_2A _hits_grouped (MPIOIOHJ 00089) ‘ ‘ ‘
67 Isochorismate synthase MenF (MPIOIOHJ_00096)
68 74 76 79 81 Mycobactin (VF0299) (MPIOIOHJ_00087) 101 103
66[[ 69 70 72 | ] 75]77 78[80] 82 83 84 8586 88 | | 91 93 100 107 104

IMGPR_plasmid_2847787641_000003: 68,467-115,049 (+)
qepA-NCBIFAM fluoroquinolone efflux MFS transporter QepA (NF012169.0) (ECOMJBEF_00157)
Trans-2,3-dihydro-3-hydroxyanthran|late isomerase (ECOMJBEF_00162)
Phenazine antibiotic resistance proteln EhpR (ECOMJBEF_00166)
Phenazine blosynthe5|s protein PhzB2 (ECOMJBEF_00165)

3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (ECOMJBEF_00139) Malonate-semialdehyde dehydrogenase ( ECOMJBEF_OOlS‘?)
1S3 family transposase ISEhe4 (ECOMJBEF_00134) Michele_2A_hits_grouped ( ECOMJBEE "00156) L é
Aspartate--tRNA(Asp) ligase (ECOMJBEF_00137) —E L Isochorismate synthase MenF (ECOMJBEF_00163)
129 1324 145 Mycobactin (VF0299) (ECOMJBEF_00154) Phenazmeblosynthe5|sprote|n thD ECOMJBEF_00164)
130 133 136 140 142 144 147 150 153 Phenazmeb.osynthes.sprotemthG(ECONDEEF,OOlM)ws 170
128 [[ 131|T | 135 138 | [141]143 T|146 148 149 [151152 ] 155 | | 158 | 160 | | [ ] | 167 169 171
MDD

IMGPR _plasmid_2617271107_000003: 137,012-183,588 (+)
Histidinol-phosphate aminotransferase (DPOEJNBG_00039)

1S3 family transposase ISEhe4 (DPOEJNBG,OM) Nitrilotriacetate monooxygenase component A (DPOEJNBG_00031)
Putative amidase AmiD (DPOEJNBG_00042) putative MFS-type transporter YfcJ (DPOEJNBG_00030)
49 5'-nucleotidase SurE (DPOEJ NBG_OOO43) Thymidylate kinase (DPOEJNBG_00035) 29 27
50] 48 47| 45 [ |44 | 38 37 36 | 34 33 32 28 2625
IMGPR_plasmid_2935373448_000002: 20,673-50,351 (-) =
gculé7__geul67B (BPGPCCHP_00149)
152 150 [
WDKK
L__I
IMGPR _plasmid_2716884865_000002: 159,951-170,466 (-)
Inner membrane ABC transporter permease protein YdcV (CPNINICP_00080)
Putrescine transport system permease}?otein PotH (CPNINICP_00081)
Spermidine/putrescine-binding periplasmic?l%te‘in (CPNINICP_00083)
Acetophenone carboxylase gamma subunit (CPNINICP_ 00085
4 geul67_gcu167B (CPNINICP_00077)
HitABC (VF0268) (CPNINICP_00082)
Beta-Ala-Xaa dipeptidase (CPNINICP_00086) 79
84 TlS PDC-524 WP_051679903.1 (CPNINICP_00076)

IMGPR_plasmid_2844050306_000001: 84,500-109,642 (-)
Virulence-associated proteins (VF0679) (KMEDKMMN_00070)
Endoribonuclease HIEB (KMEDKMMN_00069)
gcul67_gcul67B (KMEDKMMN_00063)
65 64 T PDC-524 WP_051679903.1 (KMEDKMMN_00062)

I
IMGPR_plasmid_ 2811995300 000001: 65,376-84,125 (-)
[ 10000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




