CHHEOE—TD

IMGPR_plasmid_3300029778_.000014: 36-7,812 (+)

33 32 31
O B B

IMGPR_plasmid_3300029996_000007: 22,247-28,014 (-)

1 2
IMGPR_plasmid_3300029871_000010: 103-5,547 (+)
35 34 33

IMGPR_plasmid_3300028976_000011:23,657-30,297 (-)

1 2 3
CH

IMGPR _plasmid_330002932%_000009: 509-6,303 (+)

32 3130
IMGPR_plasmid_3300000287_000002: 20,663-26,457 (-)
Mannose-1-phosphate guanylyltransferase 1 (L(NFNNEFL_00036)

35 34 3332
IMGPR_plasmid_3300029196_000011:21,944-28,816 (-)

Mannose-1-phosphate guanylyltransferase 1 (HIBOBBPC_00026)
Alginate biosynthesis protein AlgA (HIBOBBPC_00027)
| 25 2423 22

{0 ——A

IMGPR_plasmid_3300029793_000022: 13,272-22,613 (-)
2423 2

IMGPR_plasmid_3300029341_000008: 13,159-19,861 (-)
1 2 3

IMGPR_plasmid_3300000279_000008: 90-5,623 (+)
Mannose-1-phosphate guanylyltransferase RfbM (FMPDOGEK_00024)

25 23 22 2120 19

IMGPR_plasmid_2588254085_000001: 9,775-19,366 (-)
TonB-dependent receptor P3 (OFIJDFOG_00037)
\ 36 Arylsulfatase (OFIJDFOG_00035) 34 33 32

IMGPR_plasmid_3300029128_000022:21,962-35,281 (-)

Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (HLMPCEDP_00039)

2,3,4,§-tetrahydropyridine-2,6-dicarboxy|ate N-acetyltransferase (HLMPCEDP_00038)
Ménnose-I-phosphate guanylyltransferase RfoM (HLMPCEDP_00036)

40 O-antigen (VF0392) (HLMPCEDP_G0037) 35 34 3332

DI OO —@HX K O e O

| e e——
IMGPR_plasmid_3300029075_000016:21,965-32,134 (-)
Mannose-1-phosphate guanylyltransferase RfbM (KGAPCDPP_00003)
Putative acetyltransferase (KGAPCDPP_00001)

O-antigen (VF0392) (KGAPCDPP_00002)
| | 4 5 6 7

O O )G K {00

I
IMGPR _plasmid_3300014791 000007: 144-9,207 (+)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (OHBAEDLN_00041)
Unaecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (OHBAEDLN_00039)
2,3,‘4,5-tetra hydropyridine-2,6-dicarboxylate N-acetyltransferase (OHBAEDLN_00038)
Mannose-1-phosphate guanylyltransferase RfbM (OHBAEDLN_00036)
40 O-antigen (VF0392) (OHBAEDLN_00037) 35 34 33 32

[ N N T I N, W U by G O I

I
IMGPR_plasmid_3300029331_000026:21,983-33,881 (-)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (JCIMDOKJ_00002)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (JCIMDOKJ_00003)
Mannose-l—phosphate guanylyltransferase RfbM (JCIMDOKJ_00005)
1 O-antigen'(VF0392) (JCIMDOKJ_00004) 6 7 8 9

DR )X K O s IO

N
IMGPR_plasmid_3300029492_000017:212-11,430 (+)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (HEKAAOOA _00032)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (HEKAAOOA_00031)
Ménnose-l-phosphate guanylyltransferase RfoM (HEKAAOOA_00029)
33  O-antigen (VF0392) (HEKAAOOA 00030) 28 27 2625 24

ODETEEDE O @4 K 00—

I
IMGPR_plasmid_3300008551_000025: 15,432-27,711 (-)
Alginate biosynthesis protein AlgA (PGKIPCFE_00036)
Putative acetyltransferase (PGKIPCFE_00038)

O-antigen (VF0392) (PGKIPCFE_00037)
| | 35 34 3332

I
IMGPR _plasmid_2919922961_000003:21,966-31,026 (-)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (ABBKOHNF_00002)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (ABBKOHNF_00004)
2,3,4,5-tetra hydropyridine-2,6-dicarboxylate N-acetyltransferase (ABBKOHNF_00005)
Ménnose-l-phosphate guanylyltransferase RfoM (ABBKOHNF_00007)
3 O-antigen (VF0392) (ABBKOHNF_00006) 8 9 10 11

| ) X ’ D O @K K {00

IMGPR_plasmid_3300029870_000021:221-13,425 (+)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (OEFEPKCP_00041)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (OEFEPKCP_00039)
2,3,4,S-te‘trahydropyridine—2,6—dicarboxylate N-acetyltransferase (OEFEPKCP_00038)
‘ Mannose-l-phosphate guanylyltransferase RfboM (OEFEPKCP_00036)
42 40 O-antigen (VF0392) (OEFEPKCP_00037) 35 34 33 32

3 A A O O K {0

IMGPR_plasmid_3300000290_000028: 21,928-35,132 (-)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (CGHPJACO_00041)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (CGHPJACO_00039)
2,3,4,5—tefrahyd ropyridine-2,6-dicarboxylate N-acetyltransferase (CGHPJACO_00038)
15982 family transposase ISPrsp2 (CGHPJACO_00045) ‘
Glycogen synthase (CGHPJACO_00043) Mannose-1-phosphate guanylyltransferase RfbM (CGHPJACO_00036)

44 42 40 O-antigen (VF0392) (CGHPJACO_00037) 35 34 33 32
- A ) % L ) I—1TD—EHXK K

IMGPR_plasmid_3300029207_000015:21,956-39,230 (-)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (PENDFHLL_00006)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (PENDFHLL_00008)
2,3,4,S-te‘trahydropyridine—2,6—dicarboxylate N-acetyltransferase (PENDFHLL_00009)

Glycogen synthase (PENDFHLL_00004) I\/i‘annose-‘l-phosphate guanylyltransferase RfoM (PENDFHLL_00011)
1 2 3 5 7 O-antigen (VF0392) (PENDFHLL_00010) 12 13 14 15

[ ) N i ) A N O OO —@HK K

I
IMGPR_plasmid_3300039364_000014: 104-18,059 (+)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (JJBAHPFK_00039)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (JJBAHPFK_00037)
2,3,4,5-tétra hydropyridine-2,6-dicarboxylate N-acetyltransferase (JJBAHPFK_00036)
Glycogen synthase (JJBAHPFK_00041) Mannose-l-phosphate guanylyltransferase RfbM (JJBAHPFK_00034)
44 43 42 40 38 O-antigen'(VF0392) (JJBAHPFK_00035) 33 32 31 30

oy ) N - ) A N S I N Oy Uy b K

I
IMGPR _plasmid_2042536002_000003: 20,607-38,562 (-)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (GIBLCOBK_00005)

il il L)

Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (GIBLCOBK_00007)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (GIBLCOBK_00008)

Glycogen synthase (GIBLCOBK_00003) Mannose-}—phosphate guanylyltransferase RfbM (GIBLCOBK_00010)
1 2 4 [} O-antigen (VF0392) (GIBLCOBK_00009) 11 12 13 14

) N - ) A 4 O X K

IMGPR_plasmid_3300007804_000014:36-17,468 (+)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (DANNJHMB_00042)
Mannose-1-phosphate guanylyltransferase RfbM (DANNJHMB_00039)
O-éntigen (VF0392) (DANNJHMB_00040)
| 41 | 38 37 3635 31

O {ED—@dEmETTTE@— f—

I
IMGPR_plasmid_3300035648_000009: 22,741-33,768 (-)
Mannose-1-phosphate guanylyltransferase 1 (JBDGOHKG_00001)
2 3 4 56 7

m—

IMGPR_plasmid_3300014547_000004: 66-8,317 (+)

Methylglyoxal synthase (MBGFOALH_00001)
2 3 4 5 6 7 8

D4 K OO E— T

IMGPR_plasmid_2876080425_000002: 86-11,937 (+)
31 30 2928 27 26

22
IMGPR_plasmid_3300039314_000016: 16,883-24,794(-)
PDC-S01_WP_099993690.1 (OlIODBEM_00036)
41 40 39 38 37 35 34 33
I
IMGPR_plasmid_3300008063_000013: 23,335-37,082 (-)

PDC-S01_WP_099993690.1 (ODEFLNCK_00005)
1 2 3 4 6 7

8
( K K — —E& {0 DX K
IMGPR_plasmid_3300014947_000009: 155-13,909 (+)

PDC-S01_WP_099993690.1 (MKJKCFEP_00006)
1 2 3 4 5 7 8 9

¢ H 8 HH — &)

—
IMGPR_plasmid_3300008561_000007: 204-14,019 (+)

PDC-S01_WP_099993690.1 (DLGLOAGB_00036)
41 40 39 38 37 35 34

e K -H — T

IMGPR_plasmid_3300029523_000019: 23,348-36,585 (-)
PDC-S01_WP_099993690.1 (HINLHMDE_00002)

1 3 4

L e ————
IMGPR plasmid_3300023543 000007: 69-10,206 (+)
PDC-S01_WP_099993690.1 (CNBFEJEL_00027)
28 26 25

24
I
IMGPR_plasmid_3300029138_000015: 15,512-25,649 (-)

PDC-S01_WP_099993690.1 (MKPOIIPH_00002)
1 3 4 5 6

Ny S W O W VA K

——
IMGPR_plasmid_3300029732_000012: 349-10,486 (+)

PDC-501_WP_099993690.1 (DOLJACPC_00045)
47 46 44 43

42
—
IMGPR_plasmid_3300014804_000020:27,511-37,884 (-)

PDC-S01_WP_099993690.1 (PMDKMOMN_00041)
43 42 40 39

¢ — —E )

—
IMGPR_plasmid_3300028959_000015:27,127-38,806 (-)

PDC-S01_WP_099993690.1 (HCPMIAJP_00004)
1 2 3 8 6

¢ - — &)

—
IMGPR_plasmid_3300029438_000014: 160-11,826 (+)

PDC-S01_WP_099993690.1 (EDLKJKEO_00004)
1 2 3 5 6

¢ [ )— )

I
IMGPR_plasmid_3300029206_000009: 617-12,282 (+)
PDC-S01_WP_099993690.1 (JHBFEAEA_00003)

1 2 4 5]

D —@—{T)

I
IMGPR_plasmid_3300029708_000016: 101-10,539 (+)
PDC-S01_WP_099993690.1 (BMJAEJMC_00001)

3 4 5

g D4 K

I
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IMGPR_plasmid_3300029841_000033: 342-10,940 (+)
PDC-S01_WP_099993690.1 (FIOKILMO_00020)

19 18 17 16

L ———
IMGPR _plasmid 3300029845 000007:7,507-18,105 (-)
26 25 24 23

IMGPR_plasmid_7000000178_000001: 13,642-22,336 (-)

PDC-S01_WP_099993690.1 (BLDGJECM_00042)
43 41 40 39

I SN g W DX K [ o N

I
IMGPR_plasmid_3300029611_000010: 26,395-35,904 (-)
PDC-S01_WP_099993690.1 (LMEPIPAH_00002)

3 4

1 5

a0 DX K 0

——
IMGPR_plasmid_2904860848_000002: 19-9,508 (+)

PDC-S01_WP_099993690.1 (FHNHHICB_00003)
1 2 4 5 6

D@0 DX K O s N I

E—
IMGPR_plasmid_2938037555_000003: 300-10,746 (+)

PDC-S01_WP_099993690.1 (BDIPIFGN_00036)

42 41 40 39 38 37 35 34 33

DX K S O

IMGPR_plasmid_3300008497_000006: 23,543-36,683 (-)
PDC-S05_WP_091962608.1 (PPKACJJI_00003)
DS-15_DS-15A (PPKACJJI_00005) PDC-S01_WP_099993690.1 (PPKACJJI_00012)
7 8 9 10 11 13 14 15

1 2 | 4 6
dHC_ DD KX KH —C ) K

—— —
IMGPR_plasmid_3300039344_000005: 141-17,493 (+)

PDC-S01_WP_099993690.1 (CNNOKHFE_00007)
1 2 3 4 5 6 8 9 10

B K K & —& 0 DX K 00

IMGPR_plasmid_3300029023_000005: 20-14,210 (+)

PDC-S01_WP_099993690.1 (PMMFIPBO_00047)
46 45 44 43 42 4140

a0 ! -ED—@HX K O O

——
IMGPR_plasmid_2876094201_000003: 28,373-39,704 (-)

PDC-S01_WP_099993690.1 (BEDGEHNN_00001)
3 4 5 6 7 8

N N I R I

——
IMGPR_plasmid_3300029566_000009: 310-11,641 (+)

DS-15__DS-15A (PGFKKMED_00002) PDC-S01_WP_099993690.1 (PGFKKMED_00009)
1 3 4 5 6 7 8 10 11 12 13 14 15 16

b K K — )— ) 2l HED—EHX K

—
IMGPR_plasmid_3300029538_000008: 250-18,488 (+)
PDC-S01_WP_099993690.1 (OFMEHIPJ_00004)
1 2 3 5 6

@D @) D4 K & —{0

——
IMGPR_plasmid_3300029519_000013: 1,117-15,029 (+)

PDC-S01_WP_099993690.1 (MFPPKJCG_00004)
1 2 3 3 6 7 8 9 10 11 1213 14 15 16

X — — &) O HOH-@EAGE—DDK K

{00

I
IMGPR_plasmid_3300029417_000016:2-17,089 (+)
PDC-S01_WP_099993690.1 (MNEBKBFJ_00003)
1 2 4 5 6 7 8 9 10 1112 13 14 15

¢ — —E—{T) O HOC-EIGE—D0K K O o I

——
IMGPR_plasmid_3300029488_000014:491-17,190 (+)

PDC-501 WP_099993690.1 (DPIAIHOM_00045)
44 43 42 41 40 39 38 3736 35 34 33

a0 ! -OC-EAGE—DDA K O N

——
IMGPR_plasmid_3300029187_000012: 22,003-35,813 (-)

PDC-S01_WP_099993690.1 (MHPJCOBF_00001)
3 4 5 6 7 8 910 11 12 13

2
a0 ! -OC-EAGE—DEK K 00

——
IMGPR_plasmid_3300030320_000019:319-14,129 (+)

PDC-S01_WP_099993690.1 (PDBHHNPC_00045)
44 43 42 41 40 39 38 3736 35 34 33 32

a0 O O -EKIGE—D—EHX K 00

I
IMGPR_plasmid_3300029480_000020: 22,112-36,763 (-)
46 45 44 43 4241 40 39 3837 3635

IMGPR_plasmid_3300029445_000021:25,508-37,598 (-)

PDC-M30B_WP_013406987.1 (ENJHGKAN_00003)
1 2 4 5 6 7

A @ HTOH-D—DEK 00

—
IMGPR_plasmid_3300029710_000015: 535-9,743 (+)

PDC-S01_WP_099993690.1 (NDAFCDIG_00039) PDC-M30B_WP_013406987.1 (NDAFCDIG_00032)
Tyrosine recombinase XerC (NDAFCDIG_00036)
38 37 35 34 33 31 30 29 28

(G S I D SN B 5 S G G G NN S D) G S O D D

IMGPR_plasmid_3300029090_000016: 19,045-33,957 (-)
PDC-M30B_WP_013406987.1 (NDGLIHNC_00027)
Tyrosine recombinase XerC (NDGLIHNC_00031)
32 30 29 28 \ 26 25 24 23

D@ @ HTDD KO —_

I
IMGPR_plasmid_3300008512_000010: 13,677-27,300 (-)

CAI-1 (VF0405) (FDINCJEP_00040)
39

D —@TK O—000

IMGPR_plasmid_2901585897_000004: 27,722-34,313 (-)
8-amino-7-oxononanoate synthase (PPCNLIEB_00027)
CAI-1(VF0405) (PPCNLIEB_00026)

28 | 25

CH O 00

IMGPR_plasmid_3300029750_000013: 16,063-23,128 (-)
33 32

IMGPR_plasmid_2913820460_.000002:21,901-26,943 (-)
1 2

IMGPR_plasmid_2898051414_000001:81-5,123 (+)
24 23 22

D—

IMGPR_plasmid_3300029487_000003: 13,229-20,096 (-)
15982 family transposase IS195 (KEBMLACC_00001)
CA‘I-l (VF0405) (KEBMLACC_00002)

3 4

YD — @K —OD—D- {0

IMGPR_plasmid_3300008421_000005: 33-9,708 (+)
Sporulation initiation inhibitor protein Soj (NNNLLDBE_00030)
PDC-M13A_WP_075424075.1 (NNNLLDBE_00031)
8-amino-7-oxononanoate synthase (NNNLLDBE_00025)
CAI-1(VF0405) (NNNLLDBE_00024)
29 28 27 26 \ 23 22

— K & {On—D

33 32

-
IMGPR_plasmid_3300029843_000025: 13,133-26,062 (-)
Phosphomethylpyrimidine synthase (KEDGBMGJ_00040)
a1 | 36

IMGPR _plasmid_2849641893 000001:26,927-32,213 (-)
30  Phosphomethylpyrimidine synthase (NDOHMCFA_00029)

IMGPR _plasmid_3300023312_000026: 18,018-23,771 (-)
42 41 40 39 38  Phosphomethylpyrimidine synthase (KCGLLKPJ_00037)

IMGPR_plasmid_3300029520_000040: 27,443-36,152 (-)
40 39 38 37  Phosphomethylpyrimidine synthase (POMIIIFE_00036)

IMGPR_plasmid_3300006463_000007: 23,783-31,622 (-)
1 2 3 _Phosphomethylpyrimidine synthase (IMIGHPLN_00004)

IMGPR_plasmid_3300000358 _000015: 789-7,608 (+)
putative TonB-dependent receptor (DJPAAOLL_00005)
Vitamin B12 transporter BtuB (DJPAAOLL_00002)
1 \ 3 4

8 _Phosphomethylpyrimidine synthase (DJPAAOLL_00009)

6 7
p Wi B R W K 800

IMGPR_plasmid_3300039363_000002: 1,275-14,963 (+)
PDC-M69A_WP_216276383.1 (AGAMKGEF_00001)
5

— DD GEEEE— IR D

IMGPR_plasmid_3300029790_000006: 135-8,950 (+)

PDC-M69A_WP_216276383.1 (IBPLJKJJ_00034)
RM_Type_ll_Type_ll_MTases_FAM_28 (IBPLJKJH)OO%)
REase_I_00007 Type (IBPLJKJJ_00035)
43 42 41 4039 38 37 \ | 33 32 31

IS0 O K g—00

I
IMGPR_plasmid_3300008479_000008: 21,566-36,764 ()
28 25 22 21

151

IMGPR_plasmid_3300053491_047742:17,905-26,290 (-)
29

IMGPR_plasmid_3300029366_000009: 18,439-26,331 (-)
28 23

IMGPR_plasmid_2065487001_000002: 18,095-26,336 (-)
1

IMGPR_plasmid_3300023498_000006: 209-5,469 (+)
21

IMGPR_plasmid_3300023312_000007: 12,390-17,664 (-)
22 21

IMGPR_plasmid_3300006746_000003: 12,296-17,850 (-)

Xylosidase/arabinosidase (KIBNIKLA_00036) 1S4 family transposase ISBf13 (KIBNIKLA_00033)
TonB-dependent receptor SusC (KIBNIKLA_00040) Glucan 1,4-alpha-glucosidase SusB (KIBNIKLA,60034)
41 \ 39 38 37 35 \ 32
IMGPR_plasmid_3300028968_000036:22,961-40,653 (-) >{ H >-{ H K
Thiol-disulfide oxidoreductase ResA (CIKDAEIL_00003) 1S110 family transposase ISCaa7 (CIKDAEIL_00007)
1 2 4 5  Methionine--tRNA ligase (CIKDAEIL_00006)

- [ K 0—00

IMGPR_plasmid_3300008672_000008: 642-13,981 (+)
PDC-S05_WP_091962608.1 (EICKDFNG_00042)
DNA-invertase hin (EICKDFNG_00040)
DrmD_00013 DrmD (EICKDFNG_00037)
41 39 38 36 35 34 33 putative protein (EICKDFNG_00032)

—D~< K O s I

43

I
IMGPR_plasmid_3300029768_000013:22,319-37,350 (-)
} 7000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




