3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (HHJCCPAI_00091)
NEAT-type hemophore-mediatedneme uptake system (VF0672) (HHJCCPAI_00095)
bla_class_A-NCBIFAM class A beta-lactamase (NFO33103.1) (HFJCCPAI_00065)
4-deoxy-L-threo-5-hexosulose-uronate ketol-isomerase 1 (HHJCCPAI_00104)
Inner membrane ABC transporter permease protein YCJP HHJCCPAI _00075)
Maltose/maltodextrln |mport ATP-binding protein MalK ( HHJCCPAI _00077)
Glutathione transport system permease protein GsiD (HHJCCPAI 00067)
Glutathione transport system permease protein GsiC HHJCCPAI _00068)
Dipeptide transport system permease protein DppC (HHJCCPAI_00096)
Dipeptide transport system permease protein DppB (HHJCCPAI 00097)
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| | Putative multidrug resistance protein MdtD (HHJCCPAI_00100) HTH-type transcriptional regulator CdhR (HHJCCPAI_00134)
putative HTH-type transcrlptlonal regulator HHECPAI 00092) ‘Isopentenyl dlphosphate delta-isomerase (HHJCCPAI_00130)
Tl:\-type transcrlptlonal regulator LutR (HHJCCPAI_ 00102)
‘ U Adaptlve response sensory kinase SasA(HHJCCPA| 00107)
Treha ose-recycllngABC transporter (VFO842) (HHJCCPAI 000745
p-aminobenzoyl glutamate hydrolase subunit B (HHJCCPAI_00063)
autafhione |mport ATP- blndlng protein G5|A HHJCCPAI 00066)4
HTH- typetranscrlptlonalregulator HexR (HHJCCPAI 00084)
6I|gopept|de Bl‘ndlng proteln OppA(HHJ CPAI_00098)
‘ 1,2-beta-oligoglucan phosphorylase (HHJCCPAI_00101)
3-oxocholoyl-CoA 4-desaturase (HHJCCPAL 00078) Michele_2A | h|ts _grouped (HHJCCPAI_00103)
utative oxidoreductase YteT [HHJCCPAI 00073) Lu i u (L | J Cold shock protein CspA (HHJCCPAI_00116)
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\ | Pseudomonine (VF0936) (HHICCPAIO 094) Gl utamlne synthetase HHJCCPAI .00129) HTH-type transcriptional regulator DmIR (HHJCCPAI_00169)

‘Septum site- determlnlng proteln MinC (HHJCCPAI_00121) Homoserine/homoserine lactone efflux protein (HHJCCPAI_00160)
Septum site- determlnlng protem MinD (HHJCCIﬁAI 00120) Teichuronic acid biosynthesis protein fuaB (HHJCCPAI_00155)
Formyltetrahydrofolate deformylase HHJCCPAI _00128)

Amldophosphorlbosyltransferase (HHJCCPAI_00132)
Sarcosine oxidase subunit delta (HHJCCPAI_00136)
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Sarcosine oxidase subunit alpha (HHJCCPAI_00137)
—Fransposon Tn10 TetC protein (HHJCCPAI_00153)
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\MGP-R_p\asm'\d_283365=3529_000003:63,6-37—176.043( +)
NEAT-type hemophore-mediated heme uptake system (VF0672) (EIHFGCCM_00095)
bla_class_A-NCBIFAM class A beta-lactamase (NFO33103.1) (Elﬁ FGCCM_00064)
4-deoxy-L-threo- '5-hexosulose-uronate ketol-isomerase 1 (EIHFGCCM_00104)
Inner membrane ABC transporter permease protein YcjP (| EIHFGCCM _00074)
Maltose/maltodextrln |mport ATP-binding protein MalK (EIHFGCCM _00076)
Glutathione transport system permease protein GsiD (EIHFGCCM_00066)
Glutathione transport system permease protein GsiC (EIHFGCCM 00067)
Dlpeptlde transport system permease protein DppC (EIHFGCCM_00096)
Dipeptide transport system permease protein DppB (EIHFGCCM_OOO97) D-glycero-alpha-D-manno-heptose 7-phosphate kinase (EIHFGCCM_00145)
Zinc-type alcohol dehydrogenase-like proteinﬁlHFGCCM_OOOS‘)) Carnitine monooxygenase reductase subunit (EIHFGCCM_00125)
‘ ‘ 1-deoxyxyluIose-$-phosphate smthase Yajo (EIHFGC—‘EM,OOMS)
2-iminobutanoate/2-iminopropanoate deaminase (EIHFGCCM_00082) Cell division topological specificity factor (EIHFGCCM_00119)
‘ Putative multldrug resistance protein MdtD‘ (EIHFGCCM_OblOO) HTHT-type transcriptional regulator CdhR (EIHFGCCM_00134)
putative HTH-type transcrlptlonal regulator EIHFGCCM 00092) Isopenteny| diphospHate delta-isomerase (EIHFGCCM_dOlSO)
HLI'I-f-type franscrlptlonal regulator LutR (EIHFGCCM 00102) Histidine biognthes‘is bifunctional protein HisB (EIHFGCCM_00142)
é é Ad aptlve response sensory kinase SasA(EIHFGCCM _00107) Homoserine/homoserine lactone efflux protein (EIHFGCCM_00168)
Trehalose- recycllngABC transporter(VF 842) (EIHFGCCM_00073) Septmn site- determlnlng protein MinC (EIHFGCCM, 00121) ‘ ‘
Glutathione |mport ATPb blndlng protein G5|A EIHFGCCM 00065 Septum site- determlnlng protem MinD (EIHFGCCM 00120) Teichuronic acid biosynthesis protein TuaB (El

FGCCM_00164)

HTH-type transcrlptlonal regulator cbl (E(HFGCCM 00068)
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‘T‘ HTH- -type transcrlptlonal regulator HexR EIHFGCCM l)0083
Ollgopeptlde blndlng p‘rt‘at‘eln OppA (EIHFGCCM 00098)
‘ 1,2-béta- olléoélu?an phosphory|ase (EIHFGCCM._(
-oxocholoyl-CoA 4-desaturase (EIHFGCCM_00077) Michele 2A Hits_grouped (EIHFGCCM_00103)
N-acetylmannosamlne kinase EIHFGCCM 00086 ‘
Mlchele QA hits. grouped (EHFGCCM 00084) ‘

Formyltetrahydrofolate deformylase EIHFGCCM 00128
Amldophosphorlbosyltransferase(EIHFGCCM 00132)
Sarcosme oxidase subunit delta (EIHFGCCM_00136)
0101) arcosme OX|dase subunlt beta (EIHFGCCM_00135)
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| || coldshockprotein CspA (EIHFGCCM_00116) FL [T T
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\MGPE,D\asm'\d7279538-61307000005: 62,9-057182.689 (+)
D-glycero-alpha-D-manno-heptose 7-phosphate kinase (MELBHLHM_00481)
Histidine biosynthesis bifunctional protein HisB (MELBHLHM_00484)
HTH-type transcriptional regulator DmIR (MELBHLHM_00464)
Teichuronic acid b|osynthe5|s protein TuaB (MELBHLHM_00460)

HTH- type transcrlptlonal regulator CdhR (MELBHLHM 00492)
Isopentenyl dlphosphate delta-isomerase (MELBHLHM_00496)
Amldophosphorlbosyltransferase (MELBHLHM_00494)
Sarcosine oxidase subunit defta (MELBHLHM_00490)

‘ ‘ ‘ Transposon Tn10 TetC protein
Sarcosine oxidase subunlt beta (MELBHLHM_00491)

‘ Phosﬁoheptose isomerase (MELBHLHM_00480)
Sarcosine oxidase subunit alpha (MELBHLHM_00489)

\ \ \ \ \T \ \ \ RutC family protein YjgH (MELBHLHM_00463)
Sugar efflux transporter B (MELBHLHM_00485)
Glutamine synthetase (MELBHLHM_00497)

(MELBHLHM_00462)
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IMGPR _plasmid_2802429635_000014:468,938-512,727 (-)
D-glycero-alpha-D-manno-heptose 7-phosphate kinase (GGBLGBIE_00017)
Histidine biosynthesis bifunctional protein HisB (GGBLGBIE_00014)
HTH—type transcriptional regulator DmIR (GGBLGBIE_00034)
Teichuronic acid biosynthesis protein TuaB (GGBLGBIE_00038)
HTH-type transcriptional regulator CdhR (GGBLGBI E_OOOOé)
Isopenter{ll-diphosphate delta-isomerase (GGBLGBI E_00b02)
Anﬁlophosphoribosyltransferase (GGBLGBIE_00004)
Sarcosine oxidase subunit defta (GGBLGBIE_00008)
| | | Transposon Tn10 TetC protein (GGBLGBIE_00036)
Sarcosine oxidase subunit beta (GGBLGBIE_00007)
‘ Pho‘sﬁoheptose isomerase (GGBLGBIE_00018)
Sarcosine oxidase subunit aIpha (GGBLGBIE_00009)
PO RutC family protein YigH (GGBLGBIE_00035)
Sugar efflux transporter B (GGBLGBIE_00013)
Glut‘am‘ine‘syr{thétaseTG‘GBLcBl E oooo 1)

|

IMGPR_plasmid_2802429634_000005: 339-44,128 (+)
Leucine--tRNA ligase (GHFCINPL_00043)
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4447 Inner membrane protein YtfF (GHFCINPL_00052)
IMGPR_plasmid_2738541333_000005: 39,060-49,019 (+)
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