Threonlne phosphate decarboxylase (DAGNBCGB_00001)
N- acetylmuramoyl-L-alanine amidase AmiC (DAGNBCGB_00002)
Amino-acid acetyltransferase (DAGNBCGB_00003)
RecBCD enzyme subunit RecD (DAGNBCGB_00005)
RecBED enzyme subunit RecB (DAGNBCGB_00006)
4 ‘ Protease 3 (DAGNBCGB_00007)
IMGPR _plasmid_2695420735_000019: 222-12,185 (+)
Threonine-phosphate decarboxylase (MLJIMMAGG_00002)

L-threonine kinase (MLJIMMAGG_00001) Protease 3

IMGPR_plasmid_2700989564_000019: 194-10,496 (+)
Membrane-bound lytic murein transglycosylase A (BNDOBPIK_00001)

CHK HEX K K l

n
IMGPR plasmid_2554235177_000030: 115-12,809 (+)
Membrane-bound lytic murein transglycosylase A (GGFLCGKC_00076)

CHK HE X K K l

\MGPR,p\lalsmid,Z554235184?000030: 69,611-82,305 (-)
Bifunctional adenosylcobalamin biosynthesis protein CobU (KMMIKDON_00003)
Adenomobinamide-GDP ribazoletransferase (KMMIKDON_00002)
Cobalamin biosynthesis protein CobD (KMMIKDON_00005)
Cobyric acid synthase (KMMIKDON_00004)
IMGPR _plasmid_2854346646_000006: 370-14,089 (+) >_< K
Arabinose 5-phosphate isomerase KdsD (FCGENEBB_00003)
PTS system maltose-specific EIICB component (FCGENEBB_00005)
‘ Transcription antiterminator LicT (FCGENEBB_00006)

Hydroxypyruvate reductase (FCGE ENEBB _00002)
Michele_1B_hits_grouped ( FCGENEBB _00004)

e (CHEETHTTEK K K

I
IMGPR plasmid_2541047896_000014: 173-16,784 (+)
Arabinose 5-phosphate isomerase KdsD (MLGBBEIK_00054)
PTS system maltose-specific EIICB component (MLGBBEIK_00052)
‘ Transcription antiterminator LicT (MLGBBEIK_00051)
Hydroxypyruvate reductase (MLGBBEIK_00055)
Michele_1B_hits_grouped (MLGBBEIK_00053)

L S T § [HEETHTTEK K K

I

IMGPR _plasmid_2663763428 000045:42,145-58,758 (-)
Carbon dioxide concentrating mechanism protein CcmL (OMBJOKMJ_00003)
N- succmylglutamateS semialdehyde dehydrogenase (OMBJOKMJ_00005)

lon- translocatmg oxidoreductase complex subunit C (OMBJOKMJ_00007)
Propanediol utilization protein PduU (OMBJOKMJ_00009)

Propanediol utilization prcTteln PduV (OMBJOKMJ_00010)
Phosphate propanoy! transferase OMB)OKMJ OOO(W

Aldehyde-alcohol dehydrogenase (OMBJOKMJ 00006)

putative propionate kinase (OMBJOKMJ_00011)
| 8 | | L-threonine kinase (OMBJOKMJ_00012)

ETHETDH X K

2 4

IMGPR _plasmid_2693429716_000024: 172-19,452 (+)
Carbon dioxide concentrating mechanism protein CcmL (KDJEJGFD_00093)
N-sucgnylglutamate 5-semialdehyde dehydrogenase (KDJEJGFD_00091)
Ion‘-translocating oxidoreductase complex subunit C (KDJEJGFD_00089)
Propanediol utilization protein PduU (KDJEJGFD_00087)
Propanediol utilization protein PduV (KDJEJGFD_00086)
Phosphate propanoyltransferase (KDJEJGFD 00095
Aldehyde-alcohol dehydrogenase (KDJEJGFD bO 90)
putative propionate kinase (KDJEJGFD_00085)
‘ | 88 | | L-threonine kinase (KDJEJGFD_00084)

_ EOETHTTOAX K
IMGPR_plasmid_2681813312_000018: 85,328-104,608 (-)

N-succinylglutamate 5-semialdehyde dehydrogenase (NFDGCGIB_00085)
lon-translocating oxidoreductase complex subunit C (NFDGCGIB_00083)
Propanediol utilization protein PduU (NFDGCGIB_00081)
Propanediol utilization p?c;teln PduV (NFDGCGIB_00080)
Aldehyde-alcohol dehydrogenase NEGCGIB _00084)
putatlve proplonate kinase (NFDGCGIB_00079)
‘ | 82 | | L-threonine kinase (NFDGCGIB_00078)

KETHTTHX K

94‘ 92

IMGPR plasmid_2724678969_000017: 79,658-96,935 (-)
T65SS-I1 (VF0783) (KGPFBGGG_00001)
SCI-1 T6SS (VF1120) (KGPFBGGG_00005)
T65S-11 (VFO783) (KGPFBGGG_00004) T6SS-11 (VFO783) (KGPFBGGG_00008)
2 3 | 6 7 9 1011 12

0 >D—< HEX K

—
IMGPR_plasmid_2778261345_000025: 148-28,313 (+)

T6SS-11 (VFO783) (LLLKLOGA_00001)
2 3 4 5

Lt 0 D—< HEX K K

\MGPRip\asm\d725488769397000021 239-17,453 (+)
putative HTH-type transcriptional regulator YdjF (FCOPDBAD_00005)
Ribosomal RNA large subunTt?ethyltransferase M (FCOPDBAD_00006)
Glycine cleavage system transcrlptlonal activator (FCOPDBAD_00008)
‘ putatlve lipoprotein YgdR (FCOPDBAD_00009)
L-fucose mutarotase (FCOPDBAD_00004) ‘ T Membrane-bound lytic murein transglycosylase A (FCOPDBAD_00013)

L-fucose-proton symporter (FCOPDEKD_OOOOl) Sulfur acceptor protein CsdE (FCOPDBAD_00011)

L-fucose isomerase (FCOPDBAD,OOOOZ)A SspA_00001 SspA (FCOPDBAD_00010)

| L-fuculokinase (FCOPDBAD_00003) 7 CBASS_AG_E1 ThiF ThiF family (FCOPDBAD_00012)

D S 'S D G € = (D Y S GS G G (

IMGPR plasmid_2648501841 000024: 998-25,500 (+)
putative HTH-type transcriptional regulator YdjF (FDKAIMMB_00007)
Ribosomal RNA large subunTt'Eethyltransferase M (FDKAIMMB_00008)
Glycine cleavage system transcriptional activator (FDKAIMMB_00010)
L-fuculose phosphate aldolase (FDKAIMMB_00002)

L-fucose mutarotase (FDKAIMMB_00006) Membrane-bound lytic murein transglycosylase A (FDKAIMMB_00015)
L-fucose-proton symporter (FDKAIMMB_00003) ‘ Sulfur acceptor protein CsdE (FDKAIMMB_00013)
Lactaldehyde reductase (FDKAIMMB_00001) putative lipoprotein YgdR (FDKAIMMB_00011)

L-fucose isomerase (FDKAIMMB_00004 SspA_0000 1T55pA (FDKAIMMB_OOOlQﬂ
L-fuculokinase (FDKAIMMB_00005) 9 CBASS_AG_E1 ThiF ThiF family (FDKAIMMB_00014)

@SR aE-HODE - i T

I — m
IMGPR _plasmid_2660238683 _000037:495-27,514 (+)
RecBCD enzyme subunit RecB (MMCGGOLN_00060) RecBCD enzyme subunit RecC (MMCGGOLN_00056)

Protease 3 (MMCGGOLN_00057) 54
Protease 3 (MMCGGOLN_00058) iST 53 52

IMGPR_plasmid_2728369557_000018:40,602-57,019 (-)

} 10000 nt {

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) tRNA
I




