Nucleoid occlusion protein (NPELDALJ_00032)
DS-15__DS-15A (NPELDALJ_00033)
29 30 31 \ 34 35 Elongation factor P--(R)-beta-lysine ligase (NPELDALJ_00036)
|
« KCHL  —ad |
I

IMGPR_plasmid_3300000356_000028: 31,855-42,484 (+)

2 1
K KL . —ad
IMGPR_plasmid_3300029313_000029: 86-8,380 (-)
54 55

« H

IMGPR_plasmid_3300029819_000065: 45,602-53,013 (+)

«

IMGPR_plasmid_3300014771_000027: 37-8,079 (-)

1<
K H
1<

HTH-type transcriptional activator mta (HHMFHPHO_00001)

HE

IMGPR_plasmid_2911432606_000002: 210-9,568 (-)

57 HTH-type transcriptional activator mta (IFEEPGEH_00058)
« K &
IMGPR _plasmid_2911472677_000003:46,107-55,465 (+)

2 Elongation factor Tu (DDCKNAHI_00001)

«

IMGPR_plasmid_2911391394_000002: 143-9,118 (-)

'&

2-amino-4-deoxychorismate dehydrogenase (NCDNDMND_00002)

L
|
|

«

IMGPR_plasmid_2833076353_.000004: 16-9,671 (-)

Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (ALMINHNL_00001)
3 2

« H @A

IMGPR_plasmid_3300029418_000126:219-9,290 (-)

3 2 Elongation factor P--(R)-beta-lysine ligase (JPDCHEMH_00001)

« KL K H \

I
IMGPR_plasmid_7000000690_000010: 117-10,916 (-)

3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (BAGEIPPE_00003)
putative HTH-type transcriptional regulator (BAGEIPPE_00002)
2-amino-4-deoxychorismate dehydrogenase (BAGEI PPE_00004)

5 PR 1

HO@m@&E—C

Transcription elongation factor GreA (IJAPAIMD_00006)
Cell division protein FtsX (IJAPAIMD_00003)

« H

IMGPR_plasmid_3300029326_000035: 19-11,342 (-)

!

Aspartate--tRNA(Asp/Asn) ligase (IJAPAIMD_00007) mads_8 (IJAPAIMD_00002)
9 8 | 5 4 | 1
« K K H K A K O S

IMGPR _plasmid_3300007305_000076:76-17,303 (-)
Transcription elongation factor GreA (BNINJKEM_00037)
Elongation factor P--(R)-beta-lysine ligase (BNINJKEM_00036)
34 35 | 38 39

« K . —K H

——
IMGPR_plasmid_3300014972_000043: 26,706-40,439 (+)

Transcription elongation factor GreA (JIKEFFEG_00002)
Elongation factor P--(R)-beta-lysine ligase (JI KE‘ FFEG_00004)
6 5 3 1

« K — H KEKETT

——
IMGPR_plasmid_3300029587_000085: 72-12,713 (-)

Transcription elongation factor GreA (BFEOMBHL_00030)
Elongation factor P--(R)-beta-lysine ligase (BFEBMBHL_OOO29)
27 28 \ 31  Murein DD-endopeptidase MepM (BFEOMBHL_00032)

« O £ —K H [

IMGPR_plasmid_3300039328_000055: 22,421-35,469 (+)

« KL | D

IMGPR_plasmid_3300000290_000049: 192-7,855 (-)

Demethylmenaquinone methyltransferase (KLEFEMDC_00001)
IS‘256 family transposase ISCth4 (KLEFEMDC_00003) Transposase from transposon Tn916 (KLEFEMDC_00008)
53 2 5 6 7

K H & — {0 al O o O o S

——
IMGPR_plasmid_3300053491_076660:49,806-56,824 (+); 1-7,936 (+)

2 3 4 67 8 9 10 1 12

« H £ —KX K O KGEEH T

IMGPR_plasmid_3300053491_076372:45,871-52,489 (+); 1-8,461 (+)

Elongation factor Tu (NOCEBLOI_00047)
48 46

« H (@< CKEHE—-aET

IMGPR_plasmid_3300053491_068665: 1-6,624 (-); 38,387-46,301 (-)

Transposase from transposon Tn916 (KFCKKOHD_00010) LexA repressor (KFCKKOHD_00001)
13 12 11 98 7 6 5 4 3 2

« KL O — @ —-aEEE

IMGPR_plasmid_3300029871_000055: 358-15,900 (-)

HTH-type transcriptional activator mta (IJACEHIJ_00053)
54

<K H H 52, 50 47

IMGPR_plasmid_3300053491_072964: 1-6,606 (-); 47,264-55,138 (-)

retron_type_VI_hth_cluster2_1 (EANNIEEC_00061)
Transposase from transposon Tn916 (EANNIEEC_OOE)
54 55 56 58 59 60 | 62 63 64

K H ¢ (@ aEdECa@daaEa-a
IMGPR _plasmid_3300029193 000057:44,225-58,220 (+)

} 6000 nt {

defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus)




