Sortase B (VF0789) (OCNDDAJA_00014)
11 12 13 15 16 17  Specificity_I_00149 Type (OCNDDAJA_00018)

/A R B W

— —-—
IMGPR_plasmid_3300029741_000106: 7,842-15,054 (+)

27 28 29

[/ N N S O o

I
IMGPR_plasmid_3300029762_000078: 26,704-34,144 (+)

3 2 Specificity_I_00021 Type (CKANIANJ_00001)
— —
IMGPR_plasmid_3300029612_000105: 113-7,490 (-)
3 2 RM_Type_|_S_51(HMPFDFNL_00001)

/A, N, N S O o S

— —
IMGPR_plasmid_3300029564_000070:87-7,998 (-)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (MGAHICPD_00002)
RM_Type_|_S_51 (MGAHICPD_00003)

5 4 | MTase | 00005 Type (MGAHICPD_00001)

0/ S N N S e G o SO, g F——;

N I
IMGPR_plasmid_3300029682_000092: 113-11,075 (-)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (KGACPEHA_00003)
Specificity_|_00149 Type (KGACPEHA_00005)
MTase_|_00005 Type (KGACPEHA 00002)
7 6 4 | \ 1

0/ S N N S O o g s

— — . —
IMGPR_plasmid_3300029720_000109: 571-11,430 (-)

RM__Type_|_REases_FAM_O.einsi_trimmed (EBIJKEGF_00003)
mads_5 (EBIJKEGF_00002)
6 5 4 1

[0, O N N N G Oy S .

— e — I
IMGPR_plasmid_3300023543_000109: 160-11,835 (-)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (DONFGBKA_00020)
capH (DONFGBKA_00018)
16 17 | 19 | RM_Type | MTases_FAM_O (DONFGBKA 00021)

0 D N, N S G e eV

— — 1 - —
IMGPR_plasmid_3300029880_000099: 7,857-17,445 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (AFBKHPMM_00002)
capH (AFBKHPMM_00004)
6 5 | 3 | RM_Type | MTases FAM_O(AFBKHPMM_00001)

/A R, e G e v b R

— — 1 - —
IMGPR_plasmid_3300030465_000018: 454-10,043 (-)

capH (IEBPNBHJ_00018)
16 17 —r 19 trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (IEBPNBHJ_00020)

[ D W b

— —-— [
IMGPR_plasmid_3300029573_.000127:7,955-15,952 (+)

capH (MGAELHBA _00002)
4 3 [ 1

0, D R, R s e ey

— —
IMGPR_plasmid_3300029622_000179:221-7,820 (-)

capH (KNMOBGFP_00030)
28 29 [ 31

/A, R, e W e e

I _—
IMGPR _plasmid_3300029388_000120: 25,386-32,988 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (OLDLIKJK_00024)
RMnypej,REases,FAM,O.einsi,trimmed (OLDLIKJK_00025)
capH (OLDLIKJK_00022)

20 21 [ 23 | MTase_l_00016 Type (OLDLIKJK_00026)
MMLGM‘E%

I
IMGPR_plasmid_3300023491_000055: 10,412-23,257 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (PGHJFOGI_00004)
Specificity_|_00149 Type (PGHJFOGI_00002)
RM_Type_|_MTases_FAM_0 (PGHJFOGI_00003)
capH (PGHJFOGI_00006)
8 2 Bn E i RM_ Type_I_S_03 (PGHJFOGI_00001)

[/ R N S O o g Ve R T, 500

— — . ————
IMGPR _plasmid_3300029692_000094: 128-10,800 (-)

capH (LHLNFKJB_00030)
28 29 [ 3

/A R, e e e

I L}
IMGPR_plasmid_3300029394_000145:25,213-32,815 (+)
3 2 1

PETTTTTTOPE O E{D—

I
IMGPR_plasmid_3300010279_000250: 538-6,925 (-)

1

PETTTTTOPE O—~dl

—
IMGPR_plasmid_3300029520_000171: 160-5,685 (-)

36 37 15110 family transposase ISCth8 (ANAGNHAI_00038)

PP O —-@—CT

I
IMGPR_plasmid_3300028971_000070: 31,989-40,118 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (LLIHDJDE_00007)
Specificity_|_00118 Type (LLIHDJDE_00005)
RM_ Type_l_REases_FAM_O.einsi_trimmed (LLIHDJDE_00004)
8 MTase_|_00005 Type (LLIHDJDE_00006) \ 3 2 1

0/ A/ S F N Sy N B e g

— I ——
IMGPR_plasmid_3300029725_000061:56-16,275 (-)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CNCFLDHG_00007)
Specificity_I_00061 Type (CNCFLDHG_00003)
Tyrosine recombinase XerC (CNCFLDHG_00002)
RM_ Type_|_S_04 (CNCFLDHG_00004)
RM__Type_|_REases_FAM_0.einsi_trimmed (CNCFLDHG_00006) ‘

capH (CNCFLDHG_00009) Specificity_|_00017 Type (CNCFLDHG_00001)
18 17 14 11 10 [ 8 | MTase_|_00016 Type (CNCFLDHG_00005) |
l H I _— . . ] I
IMGPR_plasmid_3300029253_000143: 84-18,090 (-)
11 98 5
OO0 b I,
IMGPR_plasmid_3300010260_000062: 2,541-8,645 ()
3 2 capH (KKLBLDDP_00001)

00 I R U

— —-—
IMGPR_plasmid_2806310967_000004: 130-7,852 (-)
9 10 15

11 13
W A DA Y,

IMGPR_plasmid_3300029855_000122: 7,339-16,037 (+)

3

l I e DD

I
IMGPR_plasmid_3300029543_000105: 1,336-9,738 (-)

38 40 Regulatory protein PchR (CADGEGCN_00041)
D! O

IMGPR_plasmid_330003002%_000107: 34,000-41,156 (+)

37 HTH-type transcriptional activator RhaR (EHENFCMA_00040)

[ ) I, A \

IMGPR_plasmid_3300029712_000112:30,843-38,425 (+)
30

[ OO

IMGPR_plasmid_3300029876_000141: 26,849-32,242 (+)

Energy-coupling factor transporter transmembrane protein EcfT (PJNFECML_00034)
HTH-type transcriptional activator RhaR (PJNFECML_OOO32)
31 33 \ Putative HMP/thiamine import ATP-binding protein YkoD (PJNFECML_00035)

[ ) I }ETTHEOE)

IMGPR_plasmid_3300029661_000124: 29,108-39,735 (+)

Energy-coupling factor transporter transmembrane protein EcfT (DOBGFILB_00029)
Putative HMP/thiamine import ATP-binding protein YkoD (DOBGFILB_00030)
HTH-type transcriptional activator RhaR (DOBGFILB_00027)
26 28 \ ABC transporter (VF0818) (DOBGFILB_00031)

A HEDE y )

[ A

IMGPR _plasmid_3300029747_000100: 19,802-32,167 (+)

23 25 29 30 31
b ) I I B 10D
IMGPR_plasmid_3300014787_000086:25,868-33,707 (+)

} 7000 nt {

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)

|




