1 2 3 4 DNA primase (HNHIPFEG_00005) 6

IMGPR _plasmid_3300003146_000156: 66-6,533 (+)

[
o

IMGPR_plasmid_3300029785_000217:8,421-14,415 (-)

=
o

IMGPR_plasmid_3300029517_000249:8,430-14,334 (-)
Thioredoxin 1 (FFCGEJFG_00016)
Coenzyme A disulfide reductase (FFCGEJ FG_00017) 15

IMGPR_plasmid_3300029443_000293:6,812-15,738 (-)
16

IMGPR_plasmid_3300029434_000457: 6,810-13,242 (-)
2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase (BEFGAOGJ_00001)

!*

IMGPR_plasmid_3300029770_000219: 218-7,164 (+)
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IMGPR_plasmid_3300029323_.000137: 19,879-26,920 (-)
HTH-type transcriptional activator BcrR (AFLJEPPL_00002)
Transcriptional regulator SlyA (AFLJEPPL_00001)

@

IMGPR_plasmid_2873706248_000010: 165-7,275 (+)
HTH-type transcriptional activator BcrR (DGOAAEKK_00016)

IMGPR_plasmid_2868561362_000010: 11,661-18,201 (-)

!

IMGPR_plasmid_2923838282_000007: 230-7,037 (+)

Protein YrdA (DPDGLKGE_00016)
17 15

IMGPR_plasmid_3300029336_000254: 7,058-15,269 (-)
Anaerobic nitric oxide reductase flavorubredoxin (IBIDHPLH_00002)

Eﬁ

IMGPR _plasmid_3300029008_000076:80-8,381 (+)
Glycerol kinase (LHPBBBHA_00018) 17 1S110 family transposase ISCsa4 (LHPBBBHA_00014)

IMGPR_plasmid_3300029876_000349: 8,354-18,009 (-)

[N
N
w

IMGPR_plasmid_3300029023_000117:883-8,423 (+)

Thioredoxin 1 (JDMMFBDD_00002)
Coenzyme A disulfide reductase (JDMMFBDD_00001)

w
S

IMGPR_plasmid_3300029494_000242: 98-9,023 (+)

i

IMGPR_plasmid_3300039039_000124:8,416-17,646 (-)
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IMGPR_plasmid_3300029382_000344: 53-7,704 (+)
MATE_multi_ MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (LGLFONKB_00017)
Aminopeptidase PepS (LGLFONKB_00019)
1 20 Spore maturation protein A (LGLFONKB_00018) 16

N

%#

IMGPR_plasmid_3300029512_000271:8,416-19,368 (-)
MATE_multi_ MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (ADLKIDCI_00004)
Spore maturation protein A (ADLKIDCI_00003)
1 Aminopeptidase PepS (ADLKIDCI_00002) 5

?

IMGPR _plasmid_3300029362_000427:78-10,803 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CLDGDEKP_00005)
Spore maturation protein A (CLDGDEKP_00003)

1 Aminopeptidase PepS (CLDGDEKP_00002) 4

o

%

IMGPR_plasmid_3300029420_000255: 998-11,956 (+)

-
~N
-
N

IMGPR_plasmid_3300029355_000233: 8,843-13 461 (-)

i

IMGPR_plasmid_3300029380_000509: 414-5,503 (+)

i

IMGPR_plasmid_3300029376_000337:79-4,973 (+)
Oligoendopeptidase F, plasmid (LHGOMKIM_00001)

i

IMGPR_plasmid_3300029581_000153:265-9,272 (+)
1S607 family transposase ISCbo6 (CIJHJPEA_00001)

i#

IMGPR_plasmid_2868597578_000003: 300-9,005 (+)

!

IMGPR_plasmid_2899873225_000001: 1,246-8,206 (+)

!

IMGPR_plasmid_3300008461_000054: 130-7,013 (+)
Amino-acid carrier protein AlsT (GINHJKMD_00001)

!4

IMGPR_plasmid_3300029774.000221:38-7,242 (+)

!%

IMGPR_plasmid_3300014940_000108:11,112-19,524 (-)
1 2

IMGPR _plasmid_2902137000_000006: 58-6,682 (+)
PDC-S01_WP_067088819.1 (FIHJEKCJ_00017)
mads_1 (FIHJEKCJ_00018) drt-UG17 DRT (FIHJEKCJ_00016) 15 14

WGPR_p\asmid_2924263452_000005: 8,732-19,440(-)
[ 4000 nt i
defence (PADLOC) AMR (AMRFinderPlus)




