Lysine/arginine/ornithine-binding periplasmic protein (DDPKDNGI_00298)
Z1—ﬁmethylamincobutanoate oxidase (formaldehyde-forming) (DDPKDNGI_00302)
Glycine cleavage system transcriptional activator (DDPKDNGI_00301)
1-deoxyxyldlose-5-phosphate synthase YajO (DDPKDNGI_00299)
Formyltetrahydrofolate deformylase (DDPKDNGI_00300)
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IMGPR plasmid 3300045228 000035: 335,124-342,209 (+)
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IMGPR_plasmid_3300045213 000038:53-7,138 (-)
Arglnlne transport system permease protein ArtQ (GJKLKDLG_00006)
L -cystine transport system permease protein YecS

IMGPR _plasmid 3300044921 _000033: 600-6,179 (-)
tet MFS_A B_C_D-NCBIFAM Tet(A)/Tet(B)/Tet(C) family tetracycline efflux MFS transporter (NFO12174.0) (JMCOIAOA _00311)
TRAP-T-associated universal stress protein TEEE(JMCOIAOA_OOSOS) Phosphoenolpyruvate-dependent phosphotransferase system (JMCOIAOA_00332)
Putative ribose-phosphate pyrophosphokinase (JMCOIAOA_00325)
putative 3-hydroxybutyryl-CoA dehydrogenase (JMCOIAOA_00305) Ubiquinone biosynthggis O-methyltransferasé (JMCOIAOA_00330)
| | Adherence and biofilm formation (VF0723) (JMCOIAOA_00319)
Transcrlptlonal regulatory protein ros (JMCOIAOA_003 1? ‘ Release factor glutamlne methyltransferase (JMCOIAOA_00334)
Electron transfer flavoprotein subunit alpha (JMCOIAOA. _00304) Deamlnated glutathlone amidase JMCOIAOA _00327)
| | Glutamate N-acetyltransferase 2 (JMCOIAOA_00320)
Electron transfer flavoprotein subunit beta (JMCOIAOA_00303) PDC-507_WP_110056698.1 (JMCOIAOA 00322)
‘ ‘ Protein translocase subunit SecA (J‘MCOIAOK,OO318) Peptide chain release factor RF1 (JMCOIAOA_00333)
O-acetylserine sulfhydrylase (JMCOIAOA_00307) Glutaredoxin 3 (JMCOIAOA 00326) | |
L-méthionine gamma-lyase (JMCOIAOA_00309) \ Aspartate kinase (JMCOIAOA_00331)

312 315 321 326 T6$‘S-II‘(VFO783) (JMCOIAOA _00336)
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IMGPR_plasmid_3300045096_000061: 335,135-381,499 (+)
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MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (OALOJIOK_00309)
Flagellar hook-basal body complex protein FliE (OALOJIOK_00326)
Flagellar motor switch protein FIiN (OALOJIOK,OOSR)
Flagellar‘ biosynthetic protein FliP (OALOJIOK_00333)
Flagellar motor switch protein FliG (OALOJIOK_00315) ‘
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put;tml‘e ATP synthase YscN (OALOJIOK_00322) flagellum biosynthesis repressor protein FIbT (OALOJIOK_00346)

—magellar L-ring proteln (OALOJIOK_00331) Siderophore-dependent |roﬁuptake system (VF0738) (OALOJIOK 00358)
Flagellar P-ring proteln (OALOJIOK 00329) HTH-type transcrlptlonal regulator CymR(OALOJIOK 00361)
Quorum-sensing (VF0433) (OALOJIOK_00312) L ‘ Flagellar M- rlng protein (OALOJIOK_00335) Iron/manganese transport (VF1116) (OALOJIOK_00357)

Electron transfer flavoprotein subunit alpha (OALOJIOK_00304) \ Flagella (VF0685) (OALOJIOK_00325) Flagellar blosynthe5|s protein FIhA (OALOJIOK K 00349) L
Electron transfer flavoprotein subunit beta (OALOJIOK_00303)  Flagella (VF0373) (OALOJIOK_00321) Putative metal chaperone YciC (OALOJIOK_00360)
HitABC (VF0268) (OALOJIOK_00305) L | | Flagella (VFO373) (OALOJIOK_00327) JGIucosamlne kinase GspK (OALOJIOK ‘00362)
| | Flagella (VFO 73) (OALOJIOK_00314) )| l RegX3 (VF0858) (OALOJIOK_00341) Fur (VFO113) (OALOJIOK_00356) LI
putative protein (OALOJIOK_00308) Motility protein A (OALOJIOK_00319) Flagella (VFO373) (OALOJIOK_00342) Lmb (VF0275) (OALOJIOK_00359)

lagellin (OALOJIOK_00334)
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IMGPR_plasmid_3300044936_000040: 335,147-395,539 (+)
MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (MCLACIEJ_00054)

Flagellar hook-basal body complex protein FIiE (MCLACIEJ_00037)
Flagellar motor switch protein FIiN (MCLACIEJ,OOO47)
Flagellar biosynthetic protein FliP (MCLACIEJ_00030)
Flagellar motor switch protem FliG (MCLACIEJ_00048) ‘

putative ATP synthase YscN (MCLACIEJ_00041) Siderophore-dependent iron uptake system (VF0738) (MCLACIEJ_00005)
—Flagellar L-ring protein (MCLACIEJ_00032)flagellum biosynthesis repressor p protein FIbT (MCLACIEJ_ 00017)

Flagellar P-ring proteln(Ma_ACIEJ _00034) HTH-type transcrlptlonal regulator CymR (| (MCLACIEJ_00002)
Quorum-sensing (VF0433) (MCLACIEJ_00051) J Flagellar M- rlng protein (MCLACIEJ_00028) Iron/manganese transport (VF1116) ( ) (MCLACIEJ_00006)

Electron transfer flavoprotein subunit alpha (MCLACIEJ_00059) | Flagella (VF0685) (MCLACIEJ_00038) Flagellar biosynthesis protein FIhA (MCLACIEJ 00014)
Electron transfer flavoprotein subunit beta (MCLACIEJ_00060) Flagella (VF0373) (MCLACIEJ 00042) Putative metal chaperone YciC (MCLACIEJ_00003)
HitABC (VF0268) (MCLACIEJ_00058) \ \ Flagella (VFO373) (MCLACIEJ_00036) Glucosamine kinase GspK (MCLACIEJ_00001)
| | Flagella (VFO373) (MCLACIEJ_00049) | | | RegX3 (VF0858) (MCLACIEJ_00022) Fur (VFO113) (McLAC|EJ,oood7)£T
putative protein (MCLACIEJ_00055) |Motility protein A (MCLACIEJ_! 00044 Flagella (VF0373) (MCLACIEJ 00021) Lmb (VF0275) (MCLACIEJ_00004)

FarAB'(VF0450) (MCLACIEJ_00053) 46 lagellin (MCLACIEJ_00029) 12 10
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defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
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