Hemolysin secretion protein D, chromosomal (BGFHEFCI_00230)
Hemolysin secretion protein D, chromosomal (BGFHEFCI_00003)
putative acetoacetate decarboxylase (BGFHEFC‘I,00226)
ISNCY family ‘transposase ISRel10 (BGFHEFCI_00001)
Erythronate-4-phosphate dehydrogenase (BGFHEFCI_Ob224)

ISNCY family tFansposase ISRel10 (BGFHEFCI_OOZZS) 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (BGFHEFCI_00014)
Quorum-sensing (VF0433) (BGFHEFCI_00221) | | Polysaccharide capsule (VF0659) (BGFHEFCI_00013)
Michele,lA,hftsgrouped {BGFHEFCI_00225) Putative metal chaperone YciC (BGFHEFCI_00006) Jallet_2B_hits_grouped (BGFHEFCI_00012)
Proline iminopeptidase (BGFHEFCI_00220) RtxA (VF0482) (BGFHEFCI_00231) Putative metal chaperone YciC (BGFHEFCI_00008) Jallet_2Bhits. grouped (BGFHEFCI_00015)
L-amino acid amidase (BGFHEFCI_00222) RtxA (VF0482) (BGFHEFCI_00004) Lipid 11l flippase (BGFHEFCI_00011)
| ] ] 223 | | | 227 229 | 2 | 5 | 7 9 10 | | Myo-inositol 2-dehydrogenase
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IMGPR _plasmid_2844462476_000004: 249,560-264,815 (+); 1-28,449 (+)
Hemolysin secretion protein D, chromosomal (NIDMKENH_00085)
putative acetoacetate decarboxylase (NI DMKENH_00082)
ISNCY family transposase ISRel 10 (NIDMKENH_00084)
Putative metal chaperone YciC (NIDMKENH_00088)
Michele_1A_hits_grouped (NIDMKENH_00081) ‘ ‘ Putative metal chaperone YciC (NIDMKENH_00090)
RtxA (VF0482) (NIDMKENH_00086)
83 | | 87 | 89 91

KK T KK

\MGP_R,p\asmid,Z5166530477@005: 77434-114,616 (+)
Glutathione transport system permease protein GsiC (BAODJGGL_00174)
Hemolysin secretion protein D, chromosomal (BAODJGGL_00159)
L-2-hydroxyglutarate dehydrogenase (BAODJGGL_00160)
ISNCY family transposase ISRel26 (BAODJGGL_00165)
1S30 family transposase ISRssp4 (BAODJGGL_00164)

putative acetoacetate decarboxylase (BAODJGGL_00167) Putative metal chaperone YciC (BAODJGGL_00156)
Adenine deaminase (BAODJGGL_00162) Putative metal chaperone YciC (BAODJGGL_00154)
Michele_1A_hits_grouped (BAODJGGL_00168) RtxA (VF0482) (BAODJGGL_00158)
170 T | 166 | | 163 161 | | 157 | 155 153
KK HA - IEKAc
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IMGPR _plasmid_639633055_000006: 158,281-202,232 (-)
Aldehyde oxidoreductase iron-sulfur-binding subunit PaoA (JGODGPFD_00001)
mehyde oxidoreductase molybdenum-binding subunit PaoC (JGODGPFD_00004)
Aldehyde o><|doreductase FAD-binding subunit PaoB (JGODGPFD_00002)
Hemolysm secretion protein D, chromosomal (JGODGPFD_00005)

Putative metal chaperone YciC (JGODGPFD_00010)
Putative metal chaperone YciC (JGODGPFD_00008)
RtxA (VF0482) (JGODGPFD_00006)
3 | | 7 | 9 11
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IMGPR_plasmid_2515075009_000006: 125-30,334 (+)
1

—{ >
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IMGPR _plasmid_2824455559_000014:2,251-11,213 (+)
1 2

E0——0 KA

I —
IMGPR_plasmid_2513237084_000010: 1,105-11,899 (+)
246 245 Myo-inositol 2-dehydrogenase (ONLGFAOF_00240)
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IMGPR_plasmid_2936367885_000007: 262,625-269,978 (-)
Lipopolysaccharide biosynthesis protein WzxC (ODDJLMDN_00204)
putative acetoacetate decarboxylase (ODDJLMDN_00201)
Putatlve pyruvyl transferase EpsO (ODDJLMDN_00205)
Michele_1A_hits_grouped (ODDJLMDN_00200) 208
] ] 202 203 | | 206 207 [209 @211

\MGPR?p\asmid-jS965570087000005: 209,559-230,2083 (+)
Lipopolysaccharide biosynthesis protein WzxC (AMLPHGMK_00169)
putative acetoacetate decarboxylase (AMLPHGMK_00165)
Putative pyruvyl transferase EpsO (AMLPHGMK_00170)
Michele_1A_hits_grouped (AMLPHGMK_00164)
168 ‘
166 167 |

173
171 172 [174

\MGPR,p\asm'\d-728965694407000005: 172,994-193,599 (+)
Lipopolysaccharide biosynthesis protein WzxC (IHMBNMMK_00022)
putative acetoacetate decarboxylase (IHMBNMMK_00018)
Putatlve pyruvyl transferase EpsO (IHMBNMMK_00023)
Michele_1A_hits_grouped (IHMBNMMK_30017)
21
19 20] ‘ 24 25 26

\MGPRip\asm?27246792327000027: 17,502-37,807 (+)
Protein-methionine-sulfoxide reductase heme-binding subunit MsrQ (EDPOCGGN_00157)
HTH-type transcrlptlc?ngrepressor ComR (EDPOCGGN_00160)
Hemolysm secretion protein D, plasmid (EDPOCGGN_00165)
Acetyl-CoA:oxalate CoA-transferase (EDPOCGGN_00149) ‘
Michele_2A _hits_grouped (EDPOCGGN_00154)
TAnti-sigma-F factor NrsF (EDPOCGGN_00164)
Anti-sigma-F factor NrsF (EDPOCGGN_00162)

Acetolactate synthase (EDPOCGGN._ 00151) Putative metal chaperone YciC (EDPOCGGN_00168)
147 Sigma M'(VF0822) (ED OCGGN 00161) Putative metal chaperone YciC (EDPOCGGN_00170)
146 156 159 RtxA VFO482) (EDPOCGGN_00166)
145 ] | 148 150 152153  |155 | 158] 163 | 167 | 169 171
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\MGP_Kp\asm'\djS166530777000004: 148,297-197,249 (+)
Protein-methionine-sulfoxide reductase heme-binding subunit MsrQ (AMGPDNCK_00033)
Llpopa%accharlde biosynthesis protein WzxC (AMGPDNCK_00041)
HTH-type transcrlptlonal repressor ComR AMGPESNCK _00036)
Acetyl-CoA:oxalate CoA-transferase (AMGPDNCK_00026)
Michele_2A _hits_grouped (AMGPDN! K,OOO31)
AntT5|gma F factor NrsF (AMGPDNCK_00038)
\ Anti-sigma-F factor NrsF (AMGPDNCK 00040)
Slgma M (VF0822) (AMGPDNCK 00037)
Acetolactate synthase (AMGPDNCK,OOOZS) Putative pyruvyl transferase EpsO (AMGPDNCK_00042)
24 35
212223 25 ‘ 27 29 30 ‘372 34] ‘g} 43 44 45
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IMGPR_plasmid_2510065019_000005: 15,509-53,783 (+)
F——10000 nt——
defence (DefenseFinder) virulence (VFDB)




