
IMGPR_plasmid_2728369352_000003: 877,822-918,539 (+)

Solute-binding protein (LOHHAILK_00821)

Apulose-4-phosphate transketolase subunit B (LOHHAILK_00822)
Apulose-4-phosphate transketolase subunit A (LOHHAILK_00823)

Michele_2A_hits_grouped (LOHHAILK_00824)

HTH-type transcriptional regulator PerR (LOHHAILK_00825)

Error-prone DNA polymerase (LOHHAILK_00826)

827
828
829

830

PDC-S01_WP_076465573.1 (LOHHAILK_00831)

832

833
834

835

Inner membrane ABC transporter permease protein YdcV (LOHHAILK_00836)

837
838

HitABC (VF0268) (LOHHAILK_00839)

299782349_fosC-NCBIFAM FosC2 family fosfomycin resistance glutathione transferase (NF000074.1) (LOHHAILK_00840)

841

842
843

Phenylacetaldehyde dehydrogenase (LOHHAILK_00844)

845

HTH-type transcriptional activator RhaR (LOHHAILK_00846)

4-hydroxyphenylacetate 3-monooxygenase oxygenase component (LOHHAILK_00847)

FMN reductase (NADH) RutF (LOHHAILK_00848)

Cyp125 (VF0843) (LOHHAILK_00849)

NADP/NAD-dependent aldehyde dehydrogenase PuuC (LOHHAILK_00850)

Putrescine importer PuuP (LOHHAILK_00851)

Transcriptional repressor IclR (LOHHAILK_00852)

853

Phosphoglycolate phosphatase (LOHHAILK_00854)

Putrescine--pyruvate aminotransferase (LOHHAILK_00855)

2,2-dialkylglycine decarboxylase (LOHHAILK_00856)

Stress response kinase A (LOHHAILK_00857)

5-carboxymethyl-2-hydroxymuconate Delta-isomerase (LOHHAILK_00858)

NADP/NAD-dependent aldehyde dehydrogenase PuuC (LOHHAILK_00859)

Manganese-dependent 2,3-dihydroxybiphenyl 1,2-dioxygenase (LOHHAILK_00860)

Glutarate-semialdehyde dehydrogenase (LOHHAILK_00861)

IMGPR_plasmid_2721755823_000003: 892,421-943,738 (+)

Error-prone DNA polymerase (AKPMGCPG_00839)

840
841

842

PDC-S01_WP_076465573.1 (AKPMGCPG_00843)

Michele_2A_hits_grouped (AKPMGCPG_00844)

HTH-type transcriptional activator RhaS (AKPMGCPG_00845)

Stringent starvation protein A (AKPMGCPG_00846)

Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB (AKPMGCPG_00847)

848

HTH-type transcriptional regulator VirS (AKPMGCPG_00849)

850

shah_acc_0194 AA (AKPMGCPG_00851)

Copper methylamine oxidase (AKPMGCPG_00852)

853
854

Michele_1A_hits_grouped (AKPMGCPG_00855)

CHL_hydrolase-NCBIFAM chloramphenicol hydrolase (NF033149.0) (AKPMGCPG_00856)

Ferredoxin--NADP reductase (AKPMGCPG_00857)

L-lactate transporter (AKPMGCPG_00858)

Pectin degradation repressor protein KdgR (AKPMGCPG_00859)

Maleylpyruvate isomerase (AKPMGCPG_00860)

Fumarylpyruvate hydrolase (AKPMGCPG_00861)

862

Gentisate 1,2-dioxygenase (AKPMGCPG_00863)

HTH-type transcriptional repressor NicR (AKPMGCPG_00864)

865

Transcriptional regulator AcuR (AKPMGCPG_00866)

867

Sialic acid TRAP transporter permease protein SiaT (AKPMGCPG_00868)

putative protein (AKPMGCPG_00869)

Michele_2A_hits_grouped (AKPMGCPG_00870)

3-oxo-isoapionate kinase (AKPMGCPG_00871)

3-oxo-isoapionate-4-phosphate transcarboxylase/hydrolase (AKPMGCPG_00872)

873
874

Isatin hydrolase (AKPMGCPG_00875)

D-xylose-binding periplasmic protein (AKPMGCPG_00876)

Xylose transport system permease protein XylH (AKPMGCPG_00877)

Xylose import ATP-binding protein XylG (AKPMGCPG_00878)

2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase (AKPMGCPG_00879)

4-hydroxy-2-oxo-heptane-1,7-dioate aldolase (AKPMGCPG_00880)

3,6-anhydro-alpha-L-galactonate cycloisomerase (AKPMGCPG_00881)

Uronate dehydrogenase (AKPMGCPG_00882)

HitABC (VF0268) (AKPMGCPG_00883)

IMGPR_plasmid_2721755819_000003: 827,194-840,955 (-)

putative transcriptional regulatory protein pdtaR (IJJDOMBH_00775)
776

777

778

DNA polymerase IV (IJJDOMBH_00779)
Protein ImuA (IJJDOMBH_00780)
Protein ImuB (IJJDOMBH_00781)

Error-prone DNA polymerase (IJJDOMBH_00782)

IMGPR_plasmid_2718218235_000003: 855,056-868,817 (+)

Error-prone DNA polymerase (JHDHDHJO_00804)

Protein ImuB (JHDHDHJO_00805)
Protein ImuA (JHDHDHJO_00806)
DNA polymerase IV (JHDHDHJO_00807)

808

809
810

IMGPR_plasmid_2718218233_000003: 993,850-1,003,129 (+)

Error-prone DNA polymerase (PHKELAMI_00930)
Error-prone DNA polymerase (PHKELAMI_00931)

932
933

Quorum-sensing (VF0433) (PHKELAMI_00934)

N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (PHKELAMI_00935)

IMGPR_plasmid_2718217997_000002: 825,904-956,436 (+)

Error-prone DNA polymerase (FFCJCNIN_00782)

783
784

Phthiocerol synthesis polyketide synthase type I PpsC (FFCJCNIN_00785)

786

787

Quinone oxidoreductase 2 (FFCJCNIN_00788)

putative HTH-type transcriptional regulator YybR (FFCJCNIN_00789)

IS3 family transposase ISRel21 (FFCJCNIN_00790)

Low affinity potassium transport system protein kup (FFCJCNIN_00791)

792
793

HTH-type transcriptional regulator DmlR (FFCJCNIN_00794)

5'-deoxyadenosine deaminase (FFCJCNIN_00795)

796
797

Toxin FitB (FFCJCNIN_00798)

799

AbiEi_WP_146016717.1 AbiEi (FFCJCNIN_00800)

801

802

803
804

805

806

807

808

809
810

811
812

813

Error-prone DNA polymerase (FFCJCNIN_00814)

Protein ImuB (FFCJCNIN_00815)

816

817

DNA polymerase IV (FFCJCNIN_00818)

819
820

821
822

HTH-type transcriptional regulator YhaJ (FFCJCNIN_00823)

Limonene-1,2-epoxide hydrolase (FFCJCNIN_00824)

825

826
827

828

Cold shock protein CspA (FFCJCNIN_00829)

putative protein (FFCJCNIN_00830)

putative L,D-transpeptidase YnhG (FFCJCNIN_00831)

832

Ribose import permease protein RbsC (FFCJCNIN_00833)
Ribose import permease protein RbsC (FFCJCNIN_00834)
Ribose import ATP-binding protein RbsA (FFCJCNIN_00835)

836

837

838

839

840
841

842

843
844

845
846

847
848

849

850

Copper transport protein YcnJ (FFCJCNIN_00851)

852
853

854

855
856

857

Toxin ParE (FFCJCNIN_00858)
Antitoxin ParD (FFCJCNIN_00859)

860
861

862
863

Alkaline phosphatase (FFCJCNIN_00864)

865

drt-cluster85 DRT (FFCJCNIN_00866)

867
868

869
870

871

872
873

874

875

NADPH-dependent FMN reductase ArsH (FFCJCNIN_00876)

877
878

IS66 family transposase ISUnCu14 (FFCJCNIN_00879)

880

RM_Type_IIG__Type_IIG_FAM_1.einsi_trimmed (FFCJCNIN_00881)

DS-21__DS-21C (FFCJCNIN_00882)

HamC2_00001 DUF3223 (FFCJCNIN_00883)
HamB2_00002 DEAD-box (FFCJCNIN_00884)

HamA2_00002 DUF1837 (FFCJCNIN_00885)

886

Lamassu-Fam__LmuA_effector_FMO (FFCJCNIN_00887)

Lamassu-Fam__LmuC_acc_FMO (FFCJCNIN_00888)
Lamassu-Fam__LmuB_SMC_FMO (FFCJCNIN_00889)

IS630 family transposase ISRel6 (FFCJCNIN_00890)
IS630 family transposase ISRel6 (FFCJCNIN_00891)

Beta-barrel assembly-enhancing protease (FFCJCNIN_00892)

893
894

895

896

Histidine transport system permease protein HisQ (FFCJCNIN_00897)
Octopine transport system permease protein OccM (FFCJCNIN_00898)

Nopaline-binding periplasmic protein (FFCJCNIN_00899)

900

901
902

903

904

macrolide_MefEN2-NCBIFAM macrolide efflux MFS transporter Mef(En2) (NF000154.1) (FFCJCNIN_00905)

HTH-type transcriptional activator RhaR (FFCJCNIN_00906)

907
908

Antitoxin ParD4 (FFCJCNIN_00909)

910

ATP-dependent RecD-like DNA helicase (FFCJCNIN_00911)

912

913

VirB/VirD4 type IV secretion system (VF0369) (FFCJCNIN_00914)

915

916

IMGPR_plasmid_2718218199_000002: 825,903-956,435 (+)

Error-prone DNA polymerase (AJEEGHKB_00783)

784
785

Phthiocerol synthesis polyketide synthase type I PpsC (AJEEGHKB_00786)

787

788

Quinone oxidoreductase 2 (AJEEGHKB_00789)

putative HTH-type transcriptional regulator YybR (AJEEGHKB_00790)

IS3 family transposase ISRel21 (AJEEGHKB_00791)

Low affinity potassium transport system protein kup (AJEEGHKB_00792)

793
794

HTH-type transcriptional regulator DmlR (AJEEGHKB_00795)

5'-deoxyadenosine deaminase (AJEEGHKB_00796)

797
798

Toxin FitB (AJEEGHKB_00799)

800

AbiEi_WP_146016717.1 AbiEi (AJEEGHKB_00801)

802

803

804
805

806

807

808

809

810
811

812
813

814

Error-prone DNA polymerase (AJEEGHKB_00815)

Protein ImuB (AJEEGHKB_00816)

817

818

DNA polymerase IV (AJEEGHKB_00819)

820
821

822
823

HTH-type transcriptional regulator YhaJ (AJEEGHKB_00824)

Limonene-1,2-epoxide hydrolase (AJEEGHKB_00825)

826

827
828

829

Cold shock protein CspA (AJEEGHKB_00830)

putative protein (AJEEGHKB_00831)

putative L,D-transpeptidase YnhG (AJEEGHKB_00832)

833

Ribose import permease protein RbsC (AJEEGHKB_00834)
Ribose import permease protein RbsC (AJEEGHKB_00835)
Ribose import ATP-binding protein RbsA (AJEEGHKB_00836)

837
838

839
840

841

842
843

844
845

846
847

848

849

Copper transport protein YcnJ (AJEEGHKB_00850)

851
852

853
854

855

Toxin ParE (AJEEGHKB_00856)
Antitoxin ParD (AJEEGHKB_00857)

858
859

860
861

Alkaline phosphatase (AJEEGHKB_00862)

863

drt-cluster85 DRT (AJEEGHKB_00864)

865
866

867
868

869

870
871

872

873

NADPH-dependent FMN reductase ArsH (AJEEGHKB_00874)

875
876

IS66 family transposase ISUnCu14 (AJEEGHKB_00877)

878

RM_Type_IIG__Type_IIG_FAM_1.einsi_trimmed (AJEEGHKB_00879)

DS-21__DS-21C (AJEEGHKB_00880)

HamC2_00001 DUF3223 (AJEEGHKB_00881)
HamB2_00002 DEAD-box (AJEEGHKB_00882)

HamA2_00002 DUF1837 (AJEEGHKB_00883)

884

Lamassu-Fam__LmuA_effector_FMO (AJEEGHKB_00885)

Lamassu-Fam__LmuC_acc_FMO (AJEEGHKB_00886)
Lamassu-Fam__LmuB_SMC_FMO (AJEEGHKB_00887)

IS630 family transposase ISRel6 (AJEEGHKB_00888)
IS630 family transposase ISRel6 (AJEEGHKB_00889)

Beta-barrel assembly-enhancing protease (AJEEGHKB_00890)

891
892

893

894

Histidine transport system permease protein HisQ (AJEEGHKB_00895)
Octopine transport system permease protein OccM (AJEEGHKB_00896)

Nopaline-binding periplasmic protein (AJEEGHKB_00897)

898

899
900

901

902

macrolide_MefEN2-NCBIFAM macrolide efflux MFS transporter Mef(En2) (NF000154.1) (AJEEGHKB_00903)

HTH-type transcriptional activator RhaR (AJEEGHKB_00904)

905
906

Antitoxin ParD4 (AJEEGHKB_00907)

908

ATP-dependent RecD-like DNA helicase (AJEEGHKB_00909)

910
911

VirB/VirD4 type IV secretion system (VF0369) (AJEEGHKB_00912)

IMGPR_plasmid_642555152_000002: 821,789-849,258 (+)

HTH-type transcriptional regulator PgrR (LPAFKDHE_00765)

766

gcu233__gcu233 (LPAFKDHE_00767)
768

769

4-hydroxy-tetrahydrodipicolinate synthase (LPAFKDHE_00770)
Oligopeptide-binding protein oppA (VF0786) (LPAFKDHE_00771)

Glutathione transport system permease protein GsiC (LPAFKDHE_00772)
Glutathione transport system permease protein GsiD (LPAFKDHE_00773)

Glutathione import ATP-binding protein GsiA (LPAFKDHE_00774)

Transcriptional repressor IclR (LPAFKDHE_00775)

776
777

D-alanine aminotransferase (LPAFKDHE_00778)
Sugar efflux transporter C (LPAFKDHE_00779)

780

781

Fos_GSH-NCBIFAM fosfomycin resistance glutathione transferase (NF000496.1) (LPAFKDHE_00782)

783

Glycerol-3-phosphate regulon repressor (LPAFKDHE_00784)

Beta-hexosaminidase (LPAFKDHE_00785)

Glycerol-3-phosphate regulon repressor (LPAFKDHE_00786)

Aspartate ammonia-lyase (LPAFKDHE_00787)

IMGPR_plasmid_2933599457_000001: 430,034-457,502 (-)

Glycerol-3-phosphate regulon repressor (OBBMDAPE_00399)

Beta-hexosaminidase (OBBMDAPE_00400)

Glycerol-3-phosphate regulon repressor (OBBMDAPE_00401)

402

Fos_GSH-NCBIFAM fosfomycin resistance glutathione transferase (NF000496.1) (OBBMDAPE_00403)

404

Sugar efflux transporter C (OBBMDAPE_00405)
D-alanine aminotransferase (OBBMDAPE_00406)

407
408

Transcriptional repressor IclR (OBBMDAPE_00409)

Glutathione import ATP-binding protein GsiA (OBBMDAPE_00410)

Glutathione transport system permease protein GsiD (OBBMDAPE_00411)
Glutathione transport system permease protein GsiC (OBBMDAPE_00412)

Oligopeptide-binding protein oppA (VF0786) (OBBMDAPE_00413)
4-hydroxy-tetrahydrodipicolinate synthase (OBBMDAPE_00414)

415
416

gcu233__gcu233 (OBBMDAPE_00417)

418

HTH-type transcriptional regulator PgrR (OBBMDAPE_00419)

50000 nt

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


