
IMGPR_plasmid_2847375993_000001: 780,371-798,147 (+)

Sensor protein KdpD (JMFACILK_00828)
RegX3 (VF0858) (JMFACILK_00829)

829
Gabija__GajB_2 (JMFACILK_00831)

831

Streptomycin 3''-adenylyltransferase (JMFACILK_00833)

ANT_9_Ic-NCBIFAM aminoglycoside nucleotidyltransferase ANT(9)-Ic (NF045909.1) (JMFACILK_00834)

Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (JMFACILK_00835)
Maltose/maltodextrin import ATP-binding protein MalK (JMFACILK_00836)

L-arabinose transport system permease protein AraQ (JMFACILK_00837)

Melibiose/raffinose/stachyose import permease protein MelD (JMFACILK_00838)

838
N-acetylglucosamine repressor (JMFACILK_00840)

840

IMGPR_plasmid_2562617130_000001: 1,280,330-1,298,106 (-)

ANT_9_Ic-NCBIFAM aminoglycoside nucleotidyltransferase ANT(9)-Ic (NF045909.1) (NKLKJFIA_01339)
Streptomycin 3''-adenylyltransferase (NKLKJFIA_01340)

IMGPR_plasmid_2850646820_000002: 677,435-694,385 (+)

Potassium-transporting ATPase KdpC subunit (FBHEHABH_00694)
698 ANT_9_Ic-NCBIFAM aminoglycoside nucleotidyltransferase ANT(9)-Ic (NF045909.1) (FBHEHABH_00701)

IMGPR_plasmid_2847382545_000001: 1,088,407-1,096,773 (-)

Potassium-transporting ATPase ATP-binding subunit (BDFGJJAP_01148)

IMGPR_plasmid_2597490149_000001: 36,707-80,459 (+)

Potassium-transporting ATPase ATP-binding subunit

Dihydroorotase (KJOFEOIB_00039)

High-affinity branched-chain amino acid transport system permease protein LivH (KJOFEOIB_00040)
High-affinity branched-chain amino acid transport system permease protein LivH (KJOFEOIB_00041)

ABC-type heme transporter (VF0739) (KJOFEOIB_00042)

mads_8 (KJOFEOIB_00043)
44

Bifunctional F420 biosynthesis protein FbiB (KJOFEOIB_00045)

Phosphoenolpyruvate transferase (KJOFEOIB_00046)

Phosphoenolpyruvate guanylyltransferase (KJOFEOIB_00047)

48
49

FO synthase (KJOFEOIB_00050)

Glutaconate CoA-transferase subunit A (KJOFEOIB_00051)
3-oxoadipate CoA-transferase subunit B (KJOFEOIB_00052)

shah_acc_0156 oxidoreductase (KJOFEOIB_00053)

N-formyl-4-amino-5-aminomethyl-2-methylpyrimidine deformylase (KJOFEOIB_00054)
NAD(P) transhydrogenase subunit alpha part 1 (KJOFEOIB_00055)

NAD(P) transhydrogenase subunit alpha (KJOFEOIB_00056)

NAD(P) transhydrogenase subunit beta (KJOFEOIB_00057)

Caffeine dehydrogenase subunit alpha (KJOFEOIB_00058)
59 60

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (KJOFEOIB_00061)

Diaminopropionate ammonia-lyase (KJOFEOIB_00062)

putative fructoselysine utilization operon transcriptional repressor (KJOFEOIB_00063)

IMGPR_plasmid_2844483825_000001: 1,033,861-1,077,607 (-)

putative fructoselysine utilization operon transcriptional repressor (LDDMCADG_01110)

Diaminopropionate ammonia-lyase (LDDMCADG_01111)

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (LDDMCADG_01112)

1112
1113

Caffeine dehydrogenase subunit alpha (LDDMCADG_01115)

NAD(P) transhydrogenase subunit beta (LDDMCADG_01116)

NAD(P) transhydrogenase subunit alpha (LDDMCADG_01117)

NAD(P) transhydrogenase subunit alpha part 1 (LDDMCADG_01118)
N-formyl-4-amino-5-aminomethyl-2-methylpyrimidine deformylase (LDDMCADG_01119)

shah_acc_0156 oxidoreductase (LDDMCADG_01120)

3-oxoadipate CoA-transferase subunit B (LDDMCADG_01121)
Glutaconate CoA-transferase subunit A (LDDMCADG_01122)

FO synthase (LDDMCADG_01123)

Phosphoenolpyruvate guanylyltransferase (LDDMCADG_01124)

Phosphoenolpyruvate transferase (LDDMCADG_01125)

Bifunctional F420 biosynthesis protein FbiB (LDDMCADG_01126)

1126

mads_8 (LDDMCADG_01128)

ABC-type heme transporter (VF0739) (LDDMCADG_01129)

High-affinity branched-chain amino acid transport system permease protein LivH (LDDMCADG_01130)
High-affinity branched-chain amino acid transport system permease protein LivH (LDDMCADG_01131)

Dihydroorotase (LDDMCADG_01132)

IMGPR_plasmid_2847403270_000001: 1,512,114-1,550,101 (+)

Dihydroorotase (AFIIEBDN_01568)

High-affinity branched-chain amino acid transport system permease protein LivH (AFIIEBDN_01569)
High-affinity branched-chain amino acid transport system permease protein LivH (AFIIEBDN_01570)

ABC-type heme transporter (VF0739) (AFIIEBDN_01571)

mads_8 (AFIIEBDN_01572)
1572

Bifunctional F420 biosynthesis protein FbiB (AFIIEBDN_01574)

Phosphoenolpyruvate transferase (AFIIEBDN_01575)

Phosphoenolpyruvate guanylyltransferase (AFIIEBDN_01576)

FO synthase (AFIIEBDN_01577)

Glutaconate CoA-transferase subunit A (AFIIEBDN_01578)
3-oxoadipate CoA-transferase subunit B (AFIIEBDN_01579)

shah_acc_0156 oxidoreductase (AFIIEBDN_01580)

N-formyl-4-amino-5-aminomethyl-2-methylpyrimidine deformylase (AFIIEBDN_01581)
NAD(P) transhydrogenase subunit alpha part 1 (AFIIEBDN_01582)

NAD(P) transhydrogenase subunit alpha (AFIIEBDN_01583)

NAD(P) transhydrogenase subunit beta (AFIIEBDN_01584)

Caffeine dehydrogenase subunit alpha (AFIIEBDN_01585)
1585

1586

Leucine-, isoleucine-, valine-, threonine-, and alanine-binding protein (AFIIEBDN_01588)

Diaminopropionate ammonia-lyase (AFIIEBDN_01589)

putative fructoselysine utilization operon transcriptional repressor (AFIIEBDN_01590)
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