MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (NNHKOJNO_00062)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (NNHKOJNO_00060)
Phospho-2-dehydro-3- deoxyheptonate aldolase Trp sensitive (NNHKOJNO_00058)
4-O-beta-D-mannosyl-D-, glucose phosphorylase NNHKOJNO_OOOS4) HTH-type transcriptional activator RhaR (NNHKOJNO_00075)
Mannosez—phosphate isomerase ManA‘(NNHKOJ‘NO_OOOSS) Transcriptional regulatory protein YpdB (NNHKOJNO_00068) Coniferyl-alcohol dehydrogenase (NNHKOJNO_00081)
‘ ‘ Thermostable beta-glucosidase B (NNHKOJNO_OOB‘L‘?S) Isoprimeverose transporter (NNHKOJNO_00076)
Antiholin-like protein LrgB (NNHKOJNO_00057) JaIIet,2C,hitsgrouped (NNHKOJNO_00069) Beta-galactosidase BoGH2A (NNHKOJNO_00079)
Cellobiose 2-epiFneraseWNHKOJN0,0‘O053) Putative beta-glucuronidase (NNHKOJNO 06066) Alpha-L-rhamnosidase (NNHKOJNO_0007 ) XyI05|dase/arab|n05|dase(NNHKOJN0,000SO)
Holin-liKe protein CidA (NNHKOJNO_00056) Putative beta-glucuronidase (NNHKOJNO_00070) Beta-xylosidase (NNHKOJNO_00078)
o || | T[] | 57 59 61 62 65 | | 6970 | 72 | 75 | 80

HEEKETK

—
IMGPR _plasmid_3300029354_000128: 53,497-94,252 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (EFIEFFDC_00021) HTH-type transcriptional activator RhaR (EFIEFFDC_00008)
Transcriptional regulatory protein YpdB (EFIEFFDC_00015) Coniferyl-alcohol dehydrogenase (EFIEFFDC_00002)
Thermostable beta-glucosidase B (EFIEFFDC_OOOTBi) Isoprimeverose transporter (EFIEFFDC_00007)
JaIIet,ZC,hits,gl"ouped (EFIEFFDC_00014) ‘ Xylosidase/arabinosidase (EFIEFFDC_00003)
Putative beta-glucuronidase (EFIEFFDC_00017) Alpha-L-rhamnosidase (EFIEFFDC_00010)| Beta-galactosidase BoGH2A (EFIEFFDC_00004)
2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (EFIEFFDC 00023) Putative beta-glucuronidase (EFIEFFDC_00013) Beta-xylosidase (EFIEFFDC_00005)
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IMGPR_plasmid_3300029404_000074: 2-40, 757( )

HTH-type transcriptional activator RhaR (EPMOIOMA_00007)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (EPMOIOMA_00019) Coniferyl-alcohol dehydrogenase (EPMOIOMA_00001)
Transcriptional regulatory protein YpdB (EPMOIOMA _00014) Isoprimeverose transporter (EPMOIOMA_00006)
4-0-beta-D-mannosyl-D-glucose phosphorylase (EPMOIOMA _00025) JaIIet_ZC_hits_g?c)iped (EPMOIOMA _00013) ‘ XyI05|dase/arab|n05|dase(EPMOIOMA 00002)
Putative beta-glucuronidase(EPMOIOMA (ﬁ)lé) Alpha-L-rhamnosidase (EPMOIOMA _ 00009) Beta-galactosidase BoGH2A (EPMO OMA _00003)
Para-nitrobenzyl esterase (EPMOIOMA_00020) Putative beta- glucuronldase(EPMOIOMA 00012)

Beta- -xylosidase (EPMOIOMA 60004
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IMGPR _plasmid_3300035645_000060:419-40,070 (-)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (FBLBDOLD_00057)
Transcriptional regulatory protein YpdB (FBLBDOLD_00062)
Para-nitrobenzyl esterase (FBLBDOLD_00056) Putative beta-glucuronidase (FBLBDOTB_OOO(SO)
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IMGPR _plasmid_3300029773 000118:51,660-74,454 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (JCBAILHH_00009)
Transcriptional regulatory protein YpdB (JCBAILHH_00004)
Para-nitrobenzyl esterase (JCBAILHH_00010) Putative beta-glucuronidase (JCBAI LW_OOOOé)
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IMGPR _plasmid_3300029411_000101: 38-22,614 (-)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CEHIOALA_00061)
Transcriptional regulatory protein YpdB (CEHIOALA_00066)
Para-nitrobenzyl esterase (CEHI ALA_00060) Putative beta-glucuronidase (CEHIOALA_00064)
61 62 64 | 66 67 68
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IMGPR_plasmid_3300029350_000109: 57,742-80, 755( )
HTH-type transcriptional activator RhaS (NHNDNLDL_00009)
Nucleoid occlusion protein (NHNDNLDL_00013),
DS-15_DS-15A (NHNDNLDL_00012)
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IMGPR_plasmid_3300029203_000105: 98-21,548T
4-O-beta-D-mannosyl-D-glucose phosphorylase (MMCEPBEA_00010)
HTH-type transcriptional activator RhaS (MMCﬁ’BEA_OOOlZ)
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IMGPR_plasmid_3300006312_000058: 5,873-19,877 (-)
4-0-beta-D-mannosyl-D-glucose phosphorylase (LMBKOMBM_00060)
55 Te0

\MGP?J)\asm'\d733000294797000062: 52,458-63,866 (+)
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