tet_ MFS_C-NCBIFAM tetracycline efflux MFS transporter Tet(C) (NF012191.0) (KMOEPELH_00084)
putative D,D-dipeptide transport system permease protein DdpC (KMOEPELH_00077)
putative D,D-dipeptide transport system permease protein DdpB (KMOEPELH_00076)
Siderophore- dependent iron uptake system (VF0738) (KMOEPELH_00079)
putative D,D- dlpeptlde blndlng perlplasmlc protein DdpA (KMOEPELH_00075)
Oligopeptide transport ATP-| binding proteln OppD (KMOEPELH_00078) Oligopeptide transport ATP-binding protein OppD
‘ HTH-type transcriptional regulator SgrR ( MOEPELH_00083)
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IMGPR_plasmid_2895116614_000001: 77,328-89,621 (+)

D-galactarolactone cycloisomerase (PFNPNCAI_00128)
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IMGPR_plasmid_2927767760_000004: 131,347-145,062 (+)

Secretory immunoglobulin A-binding protein EsiB (HKEAKHJL_00364)
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IMGPR_plasmid_649633088_000002: 362,612-389,815 (+)
Secretory immunoglobulin A-binding protein EsiB (CEEEIPNK_00367)
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IMGPR _plasmid_2561511173_000003: 359,804-386,999 (+)
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IMGPR_plasmid_3300002772_000005:81,752-107,654 (+)
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IMGPR_plasmid_3300002737_000035: 281,968-307,870 (-)
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ABC-type heme transporter (VF0739) (PGCBLPKL_00208)

OO DX X K K K

H4 K e

—
IMGPR_plasmid_2506520038_000001: 199,397-226,697 (+)
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IMGPR_plasmid_2884592472_000002: 490,266-502,225 (+)
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IMGPR _plasmid_2884587386_000002: 39-18,828 (-)
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