macrolide_MefC-NCBIFAM macrolide efflux MFS transporter Mef(C) (NFO00246.1) (PMPCIJGC_00222)
Ectoine/5-| hydroxyectome TRAP transporter small permease protein UehB (PMPCIJGC_00232)
Ectoine/5-| hydroxyectome TRAP transporter Iarge permease protein UehC (PMPCIJGC_00231)
‘ ‘ Putative L-lactate dehydrogenase operon regulatory protein (PMPCIJGC_00244)
Ectoine/5-hydroxyectoine-binding perlplasmlc protein UehA (PMPCIJGC_00233)
‘ Sialic acid TRAP transporter large permease protein SiaM (PMPCIJGC_00241)
Succinate-semialdehyde dehydrogenase [NADP(+)] GabD (PMPCIJGC_00224)
‘ ‘ Lysme/arglnme/ornlthlne- inding perlplasm|c protein (PMPCIJGC_00248)
N-alpha-acetyl-L-2,4-diaminobutyric acid deacetylase (PMPCIJGC_00226) ‘ Glycme betaine uptake system permease protein YehW (PMPCIJGC_00255)
Octopine transport system permease proteln OccM (PMPCIJGC 00246)
‘ Histidine transport system permease proteln HisQ ( PMPCUGC -00247)
TRAP-T-associated universal stress protein TeaD (PMPCIJGC_00230) Glycme betaine uptTe system permease proteln YehY (PMPCIJGC_00253)
‘ ‘ ‘ HTH-type transcrlptlonal regulator Betl (PMPCIJGC_00245)
L- threonme dehydratase catabollc dcB (PMPCIJGC 00228) N(G),N(G)- dlmethylarglmne dlmethylamlnohydrolase(PMPCIJGC 00250)
Leucine- responslve regulatory proteln (PMPCIJGC 00225) Glycme betaine- blndlng protein Yehz | (PMPCIJGC_00252)
‘ ‘ Fl L ‘ Altronate oxidoreductase (PMPCIJGC_00239) ‘
Putrescine--pyruvate aminotransferase (PM CIJGC,OOZZS) Solute-Ending protein (PMPCIJG - 00243)
putative N-acetyltrar'gferasé YafP (PMPCIJGC 00221)Altronate dehydratase (PMPCIJGC_00240) ‘ ‘

Maleate isomerase (PMPCIJGC_00229) FbpABC (VF0272) (PMPCIJGC_00254)
RegX3 (VF0858) (PMPCIJGC._ 0‘0218‘ \ \ ‘Uronate isomerase (PMPCIJGC_00238) Isatin hydrcT ase (PMPCLIGC_00256)
I i | | R Ectome hydrolase (PMPCIJGC_00234) putative protein (PMPCIJGC_00257)
rrA/B (VF0823) (PMPClJGC, 0021¢NJ J ‘u 236 FbpABC (VF0272) (PMPCIJGC_00249) 259
| 7T 220 Alanine dehydrogenase (PMPCIJGC_00227) 235 [237 b2 N T I O I - O I 258 T 260
[ ] -

— —
IMGPR _plasmid_2744054495_000003: 243,241-289,180 (+)
Ectoine/5-hydroxyectoine TRAP transporter small permease protein UehB (JMPDPEJA_00331)
Ectoine/5-hydroxyectoine TRAP transporter large permease protein UehC (JMPDPEJA 00332)
‘ Putative L-lactate dehydrogenase operon regulatory protein (JMPDPEJA_00318)
Ectoine/5-hydroxyectoine-binding periplasmic protein UehA (JMPDPEJK_00330)
Sialic acid TRAP transporter large permease protein SiaM (JMPDPEJA_00321)

Succinate-semialdehyde deHydrogenase [NADP(+)] GabD (JI\WDPEJA,O‘OSB‘?)
Lysine/arginine/ornithine-binding periplasmic protein (JMPDPEJA_00314)

N(G),N(G)- dlmethylarglnine dirﬂethylaminohydrolase (JMPDPEJA_00312)
N-alpha-acetyl-L-2,4-diaminobutyric acid deacetylase (JMPDPEJA 00337) ‘

Octopine transport system permease proteln ccM (JMPDPEJA_00316)
Histidine transport system permease proteln HisQ (JMPDPEJA_00315)

TRAP-T-associated universal stress protein TeaD (JMPDPEJA,OO333) ‘ ‘ ‘ ‘

| | HTH-type transcriptional regulator Betl (JMPDPEJA 00317)
L-threonine dehydratase catabolic TdcB (JMPDPEJA 00335) | | [ ]|
Leucme responswe regulatory proteln (JMPDPEJA_00338) Glycine betaine uptake system permease protein YehY (JMPDPEJA_00309)
Putrescme--pyruvate aminotransferase (JMPDPEJA_00340) Glycme betaine- bmdlng protelWehZ (JMPDPEJA_00310)

‘ ‘ ‘ ‘ L Altronate oxidoreductase (JMPDPEJA 00323) é i
Alanine dehydrogenase (JMPDPEJA_00336) Solute-binding protein (JMPDPEJA 0031

Altronate dehydratase (JMPDPEJA 00322)
Uronate isomerase (JMPIﬁEJA‘_OOS?M J L ‘
C(

ronate isomerase J M PDPE)A,Ob325)‘
Ectoine hydrolase (JMPDPEJA_00329)
Maleate isomerase (JMPDPEJA_00334)327 ‘ ‘ ‘

N B e~ 25

FbpAl F0272) (JMPDPEJA_00313)

FbpABC (VF0272) (JMPDPEJA_00308)
\ \ \3;1 \ \ Tglycine betaine uptake system permease protein YehW (JMPDPEJA_00307)

IMGPR _plasmid_2744054496_000004: 346,503-386,310 (-)
Lysine/arginine/ornithine-binding perlplasm|c protein (HDGENICM_00181)
Glycine betaine uptake system permease protein YehY (HDGENICM_00186)
N(G),N(G)- dlmethylarglnlnedlmethylamlnohmmse HDGENICM_00183)
Histidine transport system permease| proteln HisQ (HDGENICM_00180)
D-inositol-3-| phosphate glycosyltransferase (HDGENICM_00174)
HTH-type transcrlptlonal regulator Betl HDGENICM _00178)
Glycine betaine-binding protein YehZ (HDGENICM_00185)
General stress protein A (HDGENICM_001‘76)
FbpABC (VF0272) (HDGENICM_00182)
FbpABC (VF0272) (HDGENICM_00187)
175 | 177179 | | |184 | | | Glycine betaine uptake system permease protein YehW (HDGENICM_00188)

— _— - -_—
IMGPR _plasmid_2841887973_000001: 182,653-208,358 (+)
Alpha-ketoglutarate-dependent taurine dioxygenase (LOBGDDGN_00155)
Na(+), Li(+), K(+)/H(+) antiporter (LOBGDDGN_00151)

Tyrocidine synthase 3 (LOBGDDGN_00150) D-alanine--D-alanyl carrier protein ligase (LOBGDDGN_00147)
153 Mycobactin (VF0299) (LOBGDDGN_00148) Thioesterase PikA5 (LOBGDDGN_00145)
154152 Tyrocidine synthase 3 (LOBGDDGN_00149) | 146

!

I _— I

IMGPR_plasmid_2693429873_000002: 162,482-211,127 (-)
Alpha-ketoglutarate-dependent taurine dioxygenase (CDEKIABJ_00038) N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (CDEKIABJ_00052)

Na(+), Li(+ K(TH(+) antlporter (CDEKIABJ_00042) Thioesterase PikA5 (CDEKIABJ_00048)
Tyroudlne synthase 3 (CDEKIABJ_00043) D-alanine--D-alanyl carrier protein ligase (CDEEABJ,OOO46)
40 Mycobactin (VF0299) (CDEKIABJ_00045) putative sugar transferase EpsL (CDEKIABJ_00051)
39] 41 Tyrocidine synthase 3 (CDEKIABJ_00044) | 47| 49 50 | | 535455 56

DDA

— -_— I

IMGPR _plasmid_2841905807_000005: 39,638-99,402 (+)

Glycine betaine uptake system permease protein YehW (FKKGJHJI_00024)
Glycine betaine uptake system permease proteln YehY (FKKGJHJI_00026)
4'-phosphopantetheinyl transferase Sfp (FKKGJHJI_00040) ‘
Glycine betaine-binding protein YehZ (FKKGJHJI_00027)
153 family transposase ISKpn11 (FKKGJHJI_00028)
Putative acid--amine ligase YgiC (FKKGJHJI_00030)
Thioesterase PikA5 (FKKGJHJI_00039)
Alpha-ketoglutarate-dependent taurine dioxygenase (FKKGJHJI_00049) D-alanine--D-alanyl carrier protein ligase (FKKGJHJ1_00041)
Tyrocidine synthase 3 (FKKGJHJI_00044) 35 FbpABC (VF0272) (FKKGJHJI_00025)
47 Mycobactin (VF0299) (FKKGJHJI_00042, 37 (34 32
48] 46 45 Tyrocidine synthase 3 (FKKGJHJI_00043) 3836 | [33 [31 | 29

I _— >‘ I -

IMGPR _plasmid 2744054491 000002: 14,817-76,447 (-)

Alpha-ketoglutarate-dependent taurine dioxygenase (GKKECIFI_00213)

putative N-acetyltraﬁsferase YafP (GKKECIFI_00211) D-alanine-polyphosphoribitol ligase DItA (VF0795) (GKKECIFI_00224)

Tyrocidine synthase 3 (GKKECIFI_00220) Surfactin synthase subunit 1 (GKKECIFI_00225)
Mycobactin (VF0299) (GKKECIFI_00218) Polyketide synthase PksJ (GKKECIFI_00226)
215 Tyrocidine synthase 3 (GKKECIFI_OOZl‘?) Mycobactin (VF0299) (GKKECIFI_Od222) 228 Thioesterase PikA5 (GKKECIFI_00230)
206 210 214216217 | Tyrocidine synthase 3 (GKKECIFI_00221)] 223 | | 227 229

— —_— I LI |
IMGPR _plasmid 2681812989 000003: 198,791-248,516 (+)
C4-dicarboxylate TRAP transporter large permease protein DctM (OGPHMFOM_00105)
Putative L-lactate dehydrogenase operon regulatory protein (OGPHM FOM_00095) C4-dicarboxylate TRAP transporter large permease protein DctM (OGPHMFOM_00128)
L-carnitine/gamma-butyrobetaine antiporter (OGPHMFOM_00108)
HTH-type tran‘scriptionaﬁ'egjlator TauR (OGPHMFOM_00109) L-idonate 5-dehydrogenase (NAD(P)(+)) (OGPHMFOM_00131)
Sialic acid TRAP transporter large permease protein SiaM (OGPHMFOM_00098) 3-hydroxybutyryl-CoA dehydrogenase (OGPHM FOM_00121)
Ectoine-binding periplasmic protein TeaA (OGPHMFOM_00103)  Acetyl-CoA:oxalate CoA-transferase (OGPHMFOM_00124)
VAS T6SS secreted effectors (VF0634) (OGPHMFOM_00118) | |

S ort-chain-enoyI-CoA Hydratase (OGPHMFOM_60110) Zldehydro-3-de0xyg|uconokinase (OGPHMFOM_00132)
-dehydro-3-deoxygluconokinase (OGPHMFOM,OOIO?) ‘ Mlchele 2A_hits_grouped (OG?HMFOM,OOIBO)
‘ ‘ Thiamine thiazole synthase (OGPHMF M_00107) Crotonyl CoA hydratase ( OGPHMFOM 0012@

Altropate oxidoreductase (OGPHMFOM_00100) ‘ ‘ Major exported protein (OGPHMFOM_00120) ‘ ‘ 1S4 family transposase 1S186B (OGPHMFOM_00141)
Solute-binding protein (OGPHMFOH_OOO%) ‘ Caffeate CoA-transferase (OGPHMFOM_OOlllT :l Glycine betaine transporter (OGPHMFOM_00133)
Altronate dehydratase (OGPHMFOM_00099) 62 (OGPHMFOM_OOlZS)
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] 114 117 J ‘ ‘ ‘ T 127 ‘ ‘

13115 [ | 119 [122 1261 | 129
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Uronate isomerase (OGPHMFOM_00101)
9293 94| |97 | | T | |104]106
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IMGPR _plasmid_2511231065_000001: 100,356-170,570 (+)

[ 20000 nt i

defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)




