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SAUSA300 2169-conserved hypothetical protein
[ ]

TW20_0582 CCI)NTIG: 700000017|8222069

1
2353k
SAUSA300 2171-30S ribosomal protein S9
—1

1 1
2356k 27k
SAUSA300 2176-ABC transporter, ATP-binding protein
[ ]

1 1
2354k 2355k

SAUSA300_2172-50S ribosomal protein L13
—1
SAUSA300_ 2173-tRNA pseudouridine synthase A
[ ]
SAUSA300 2174-cobalt transport family protein

[ ]
SAUSA300 2175-ABC transporter, ATP-binding protein
[ ]

2496k 2497k
SATW20 23430-putative exported protein
—1

SATW20 23440-conserved hypothetical protein
I

1
2498k

1 1 1 1 1 1
2500k 2501k 2502k 2503k 2504k 2505k

SATW20 23460-hypothetical protein SATW20 23480-conserved hypothetical protein

[ ] [ ]
SATW20 23470-conserved hypothetical protein
[ ]

1
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SATW20 23450-putative acetolactate synthase
[ ]

EMRSA15 CONTIIG: 70000001 78222|072

| I
SATW20 23510-30S ribosomal protein S9
C— 1
SATW?20 23490-putative helicase (fragmen
[ ]

2569k %

SATW20 23560-ABC transporter ATP-binding protein
[ ]

1 1 1
2506k 2507k 2508k
SATW20_23520-50S ribosomal protein L13

t)

SATW20 23530-putative tRNA pseudouridine synthase
[ ]
SATW20 23540-putative cobalt transport protein
[ ]
SATW20 23550-ABC transporter ATP-binding protein
[ ]
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2304k 2305k 2306k 2307k 2308k 2309k 2310k 231K 2312k 231 ﬁ
SAEMRSA15_21120 SAEMRSA15' 21140 SAEMRSA15_21150 SAEMRSA15_21160 SAEMRSA15 21190 SAEMRSA15 21210
— | | . — | ] | .
SAEMRSA15 21130 SAEMRSA15_21170 SAEMRSA15 21200
—— — | |
SAEMRSA15 21180
| |
ST398_S0385 CONTIG: 7000000178213650 . . . . . . . . ,
2356k 2357k 2358k 2359k 2360k 2361k 2362k 2363k 2364k 2365k

SAPI

—1

G2266-MAP domain protein SAPIG2271-ribosomal protein L13

SAPIG2269-transposase
[ ] | I—
SAPIG2270-ribosomal protein S9
—

SAPIG2267-alpha-acetolactate decarboxylase
1
SAPIG2268-acetolactate synthase, catabolic
[ ]

SAP|G2275-cobalt import ATP-binding protein CbiO 2
[ ]

SAPIG2274-cobalt import ATP-binding protein ChiO 1
]

[
SAPIG2272-tRNA pseudouridine synthase A
[ ]

SAPI1G2273-cobalt transport family protein
[ ]

MRSA252 CONTIG: 7000000097160223

2381k

SAR2295-hypothetical protein
——1
SAR2296-hypothetical protein

LGA251 CONTIG: 7000000178222074 .

2387k 2388k
SAR2300-30S ribosomal protein S9
| I—

2384k 2385k 2386k

I%AR2297a-hypotheticaI protein
%R2297b-hypothetical protein
SAR2299-hypothetical protein
[ ]

2382k 2383k

SAR2297-acetolactate synthase
[ ]

2389k

| §
| 4

2391k

SAR2305-cobalt transporter ATP-binding subunit
[ ]

2390k

SAR2301-50S ribosomal protein L13
— 1
SAR2302-tRNA pseudouridine synthase A

SAR2303-putative cobalt transport protein
[ ]

SAR2304-cobalt transporter ATP-binding subunit
[ ]

1 1 1 1 1 1 1 1 1
gzézk 2233k 2234k 2235k 2236k 2237k 2238k 2239k 2240K 2241k
SARLGA251 19990 SARLGA251 20010 %RLGA251_20020 SARLGA251 20050 SARLGA251 20070
| | | | | | | |
SARLGA251 20000 SARLGA251_20030 SARLGA251 20060 SARLGA251 20080
C————1 —1 [ ] [ ]
SARLGA251_20040
—
RF122 CONTIG: 7000000097160216 . . . . . . . .
2235k 2236k 2237k 2238k 2239k 2240k 2241k 2242k 2243k 2244k

SAB2085-hypothetical protein
—1

%82088-hypothetical protein
SAB2089c-hypothetical protein
/|

SAB2086c¢-alpha-acetolactate decarboxylase

SAB2087c-acetolactate synthase

SAB2092c-tRNA pseudouridine synthase A

[ ]

SAB2093c-cobalt ABC transporter permease

[ ]

SAB2094c-cobalt transporter ATP-binding subunit

SAB2090c¢-30S ribosomal protein S9
—

SAB2091¢-508S ribosomal protein L13
—

SAB2095c-cobalt transporter ATP-binding subunit
[ ]




¥R81 CONTIG: 7000000|184422903

12k 15k 13k 15k T34
MQA 01352-hypothetical protein MQA 01353-hypothetical protein MQA 01355-hypothetical proteln
| | | | MQA 01354-hypothetical proteln
¥R82 CONTIG: 7000000184423912 . . . R
12k 13k 14K 15k
MQC 01152-hypothetical protein MQC 01153-hypothetical protein MQC 01155-hypothetical proteln
| | | | IMQC 01154-hypothetical proteln
VRS3a CONTIG: 7000000184423175 .
¢ 1£k 1;'3k 1jlk 1ék >
MQE 01842-hypothetical protein MQE 01843-hypothetical protein MQE 01845-hypothetical protein
| | | | IMQE 01844-hypothetical :protein |
VRS4 CONTIG: I7000000184423202 . . . .
) 12k 13k 14K 15k 16k %
MQG 00504-hypothetical protein MQG 00505-hypothetical protein MQG 00507-hypothetical protein
| | | | IMQG 00506-hypothetical:protein |
YRSS CONTIG: 7000000179|151442 . . . y
12k 13k 14K 15K
MQI 00966-hypothetical protein MQI 00967-alkaline phosphatase like protein MQI 00969-membrane spannlng protein antibiotic transport system
| | MQI 00968-ABC transporter like ABC-2 type transport system
YRSG CONTIG: 70000001791515.45 . . . y
12k 13k 14k 15k
MQK 01393-hypothetical protein MQK 01394-alkaline phosphatase like protein MQK 01396-membrane spannlng protein antibiotic transport system
| | MQK 01395-ABC transporter like ABC-2 type transport system
YRS? CONTIG: 700000018|4450953 . . . y
21k 22k 23k 24k
MQM 01589-hypothetical protein MQM 01590-hypothetical protein MQM 01592-hypothetical protein
| | | | IMQM 01591-hypothetical:protein |
¥R88 CONTIG: 7000000179|151703 . . . y
106k 107k 108k 109k
MQO 00421-hypothetical protein MQO 00422-alkaline phosphatase like protein MQO 00424-membrane spannlng protein antibiotic transport system
| | MQO 00423-ABC transporter like ABC-2 type transport system
VRS9 CONTIG: 7000000179151822
¢ 34=5k 34=6k 34=7k 34=8k 34=gk
MQQ 00336-hypothetical protein MQQ 00337-alkaline phosphatase like protein MQQ 00339-membrane spannlng protein antibiotic transport system
| | MQQ 00338-ABC transporter like ABC-2 type transport system
VRS10 CONTIq: 7000000179151904 . . . .
) 55k 56k 57k 58k 59K %
MQS 01647-hypothetical protein MQS 01648-alkaline phosphatase like protein MQS 01650-membrane spannlng protein antibiotic transport system
| | MQS 01649-ABC transporter like ABC-2 type transport system
VRS11a CONTIG: 700000017915196|1 . . .
155 157k 158k 159k 160k %
MQU 00142-hypothetical protein MQU 00143-alkaline phosphatase like protein MQU 00145-membrane spanning protein antibiotic transport system
| | | | IMQU 00144-ABC transpc%rter like ABC-2 type transportI system
¥R811b CONTIGI: 7000000179152037 : : : : y
141k 142k 143k 144k 145k
MQW 00692-hypothetical protein MQW 00693-alkaline phosphatase like protein MQW 00695-membrane spannlng protein antibiotic transport system protein
| | IMQW 00694-ABC transporter like ABC-2 type transport system protein
iH1 CONTIG: 70|00000097160218 . . : : ,
2633k 2634k 2685k 2636k 2637k
SaurJH1 2587-maijor facilitator transporter SaurJH1 2588- SNARE associated Golgi protein SaurJH1 2590-membrane spannlng protein, putative
| | ISaurJHt 2589-ABC transporter related
JH9 CONTI(IB: 7000000097160219 . . . . y
2633k 2634k 2635k 2636k 2687k
SaurJH9 2535-maijor facilitator transporter SaurJH9 2536-SNARE associated Golgi protein SaurJH9 2538-hypothetical protein
| | | | ISaurJH9 2537-ABC trans:porter related |
Mu3 CONTIG: 7000000097160226 . . . .
T 2657k 2658k 2659k 2660k %
SAHV 2496-hypothetical protein SAHV 2497-hypothetical protein SAHV 2499-hypothetical proteln
| | | | ISAHV 2498-hypothetical proteln
Mu50 CONTIG: 7000000997160229 . . . .
) 2655k 2656k 2657k 2658k 2658k
SAV2512-glucarate transporter SAV2513-alkaline phosphatase SAV2515-transmembrane protein smpB
| | | | ISAV2514-transport proteir:t |
N315 CONTIG: 7000000097160230 . . . . y
Cebax 2585k 2586k 2587k 2588k
SA2300-hypothetical protein SA2301-hypothetical protein SA2303-hypothetical protein
| | | | ISA2302-hypotheticaI prot(:ein |
ED98 COINTIG: 7000000172114144 . . . . y
2599k 2600k 2601k 2602k 2603k
SAAV 2577-transporter, putative SAAV 2578-DedA family protein SAAV 2580-putative membrane spanning protein
| | | | ISAAV 2579-ABC transpo:rter, ATP-binding protein |
I{VISSA476 CONTIG: 70|00000097160224 . . . Ly
2573k 2574k 2575k 2576k 2577k
SAS2397-putative transporter protein SAS2398-DedA family protein SAS2400-hypothetical protein
| | | | ISA82399-ABC transportel:' ATP-binding protein |
Q/IWZ CONTIG: 7000000097160225 . . : : y
2594k 2595k 2596k 2597k
MW2431-hypothetical protein MW?2432-hypothetical protein MW?2434-hypothetical protein
| I | I IMW2433-hypotheticaI pro’:tein I
COL CONTIG: 7000000097160217 . . . . . .
) 2582k 2583k 2534k 2585k 2586k 2587k g
SACOL2521-transporter, putative SACOL2522-DedA family protein SACOL2524-MarR family transcriptional regulator
| | | | ISACOL2523-drug transporter, putative II | ISACOL2525-ABC transpolrter, ATP-binding protein
Newman CIJONTIG: 7000000097160235 . . . . . R
2651k 2652k 2653k 2654k 2655k 2656k 2657k
NWMN 2408-hypothetical protein NWMN 2409-DedA family protein NWMN 2411-transcriptional regulator MarR family protein
| | | | NWMN 2410-multidrug resistance transpor!ter protein | NWMN 2412-ABC transporter, ATP-binding protein
| ‘I | :NWMN 2413-hypothetical prlotein
L\ICTC_8325 CONTIG: 7900000097160231 . . . . . .
2594k 2595k 2596k 2597k 2598k 2599k g

SAOUHSC_02815-hypothetical protein SAOUHSC_02816-
| |

hypothetical protein
|

USA3|00_TCH1 516 CONTIG: 70000001 781.3801 1

IS:A[IOUHSC_0281 7-hypothetical protein
SAOUHSC 02818-hypothetical protein
|

SAOUHSC 02819 -hypothetical protein

SAOUHSC 02821- membrane spanning protein, putative

SAOUHSC 02820- hypothetlcal protein

1
2645k 2646k 2647k
USA300HOU 2499-MFS family major facilitator transporter, glucarate:cation symporter
| |

2648k 2649k

|
| 4

2650k 2651k

USA300HOU 2502-MarR family transcriptional regulator
[ ]

USA300HOU 2500-alkaline phosphatase
|

USA300_FI?R3757 CONTIG: 70000001781380171

USA300HOU 2501-MFS family major facilitator transporter
| ]

USA300HOU 2503-ABC superfamily ATP binding cassette transporter, ABC protein
| |

1
2645k 2646k 2647k

SAUSA300 2449-putative transporter
|

SAUSA300 2450-DedA family protein
| |

1 1
2648k 2649k

SAUSA300 2451-drug transporter
|

1 LA
2650k 2651k

SAUSA300 2452-transcriptional regulator, MarR family
[ ]

SAUSA3OO 2453-ABC transporter ATP-binding protein
SAUSASOO 2454- membrane spanning protein

IW20_0582 CONTIG: I7000000178222069

USA300HOU 2504-ABC superfamily ATP binding cassette transporter, membrane protein
|

1 1 1 1 1 |4
2794k 2795k 2796k 2797k 2798k 2799k g
SATW20 26310-putative transporter protein SATW20 26320-DedA fam|Iy protein SATW20 26340- MarR family regulatory protein SATW20 26360-putative membrane protein
| |
SATW20 26330-Major Facilitator Superfamlly protein SATW2O 26350-ABC transporter ATP-binding protein
I‘EMRSA15 CONTICIB: 7000000178222072 . . . . . .
A 2604k 2605k 2606k 2607k 2608k 2609k g
SAEMRSA15 24080 SAEMRSA15 24090 SAEMRSA15 24100 , SAEMRSA15 24120
| | | - 5| | |
SAEMRSA15 24110 SAEMRSA15 24130
I | |
ST:I’>98_SO385 CONTIG: 700000017821(?650 . . . . . .
Yook 2649k 2650k 2651k 2652k 2653k 2654k g
SAPIG2562-maijor facilitator superfamily MFS 1 SAPIG2563-DedA family protein SAPIG2565-transcriptional regulator, MarR family
[ | [ | C ]
SAPIG2564-multidrug-efflux transporter | SAPIG2566-ABC transparter, ATP-binding protein
| ] | |
SAPIG2567-potential membrane spanning protein
| |
LVIRSA252 COINTIG: 7000000097160223 . . . . . . . R
) 2673k 2674k 2675k 2676k 2677k 2678k 2679k 2680k g
SAR2589-putative transporter protein SAR2590-DedA family protein SAR2592-putative fatty acid desaturase SAR2594-ABC transporter ATP-binding protein
| | | | | ] [ |
SAR2591-putative LysE type translocator SAR2593-putative transcriptional regulator SAR2595-hypothetical protein
[ ] | ] [ |
LGA251 COINTIG: 7000000178222074 . . . . . .
2526k 2527k 2528k 2529k 2530k 2531k 2532k

SARLGA251_ 22850
|

SARLGA251_ 22860
|

SARLGA251_ 22870
|

RF122 CONTIG: 7000000097160216

]
SARLGA251 22880
| ]

SARLGA251_22890
[

|
SARLGA251 22900
|

1 1
2521k 2522k

SAB2385c-transport protein
| |

1 1
2523k 2524k

SAB2386-alkaline phosphatase

| |
SAB2387-hypothetical protein
—

' >
2525k
SAB2389-membrane-spanning protein
| |

SAB2388-ABC transporter
| |
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MQA 00793-hypothetical protein
—1

16k 17k 18k
MQA 00788-putative pyridoxine kinase
——1

MQA 00789-uracil-DNA glycosylase
——1
MQA 00790-hypothetical protein
—T _
MQA_00791-UPF0382 membrane protein
MQA 00792-hypothetical protein
[ ]
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Zék

MQA 00794-hypothetical protein

——1
MQA 00795-UPF0447 protein
———1

1
TR
MQA 00805-hypothetical protein
[

1 1 1 1
28k 29k 30k 31k
MQA 00801-UPF0741 protein
—1

MQA 00802-hypothetical protein
]

MQA 00804-hypothetical protein
—1

1 1
24k 25k 20k 27k

MQA 00797-hypothetical protein

1
MQA 00798-mevalonate kinase
————

23k

[
MQA 00799-diphosphomevalonate decarboxylase
————— ]

MQA OOBOO-ghosphomevannate kinase

MQA 00803-hypothetical protein
—7

MQA 00796-phosphate acetyltransferase
—— 1

1 1
23K 24k 25k
MQC 02003-hypothetical protein
—1

1
AT 20k 21k 22k
MQC 01998-putative pyridoxine kinase
C—1
MQC 01999-uracil-DNA glycosylase
C—1
MQC_02000-hypothetical protein
—]
MQC _02001-UPF0382 membrane protein
—

MQC 02002-hypothetical protein
[ ]

VRS3a COINTIG: 70000|001 844231 82I

MQC 02004-hypothetical protein

1 .
MQC 02005-UPF0447 protein
—— 1

34k

o1

1 1 1
32k 33k 35k
MQC_02011-UPFQ741 protein
—1

MQC 02012-hypothetical protein
[ |

MQC 02014-hypothetical protein
[ ]

———

1 1 1
27k 28k 29K 30Kk
MQC 02007-hypothetical protein
MQC_02008-mevalonate kinase
C——1 )
MQC 02009-diphosphomevalonate decarboxylase

MQC 02010-§hosphomevalonate kinase

MQC 02013-hypothetical protein
—T

1
20k 3

MQC 02006-phosphate acetyltransferase
———1

1
20k 21k
MQE 01682-hypothetical protein
—1

1
16k 17k 18k 19k
MQE 01677-putative pyridoxine kinase
C——1

MQE 01/678-uracil-DNA glycosylase
——1 ; )
MQE_01679-hypothetical protein
—
MQE 01680-UPF0382 membrane protein
—

MQE 01681-hypothetical protein
[ ]

VRS4 CIONTIG: 700090018442323|6

22k

MQE 01683-hypothetical protein

)
MQE 01684-UPF0447 protein
—— 1

1 1 1
28k 29k 30k 31k 32k
MQE 01690-UPF0741 protein
I

MQE 01691-hypothetical protein
[ |

MQE 01693-hypothetical protein
[ ]

1 1

)
24k 25k 26k 27k
MQE 01686-hypothetical protein
I
MQE 01687-mevalonate kinase
—— 1 _

MQE 01688-diphosphomevalonate decarboxylase

MQE 01689-ghosphomevalonate kinase

MQE 01692-hypothetical protein
—T

Zék

MQE 01685-phosphate acetyltransferase
———1

20k 21k 22k
MQG 01808-hypothetical protein
—1

16k 17k 18k
MQG_01803-putative pyridoxine kinase
—1

MQG 01804-uracil-DNA glycosylase
—1
MQG_01805-hypothetical protein
1
MQG_01806-UPF0382 membrane protein
1 _ _
MQG 01807-hypothetical protein
[ ]
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VRS5 CONITIG: 700000(I)1 79151504 :

MQG 01809-hypothetical protein

1
MQG 01810-UPF0447 protein
——1

28k 29k 30k 31k 32K
MQG_01816-UPF0741 protein
-

MQG 01817-hypothetical protein

[ |

MQG 01819-hypothetical protein
]

Zik 2ék Zék 2J/'k

MQG 01812-hypothetical protein

I
MQG 01813-mevalonate kinase
I

23k

MQG 01814-diphosphomevalonate decarboxylase

MQG 01815-5>hosphomevalonate kinase

MQG 01818-hypothetical protein
—T

MQG _01811-phosphate acetyltransferase
— 1

16k 17k 18k 20k 21k
MQI _02154-phosphomethylpyrimidine kinase
———1 _
MQI 02155-uracil-DNA glycosylase
—1
MQI 02156-hypothetical protein
—1
MQI 02157-hypothetical protein
—T _ _
MQI 02158-hypothetical protein
[ ]

MQI 02159-hypothetical protein
—1

19k

MQl_0216
——
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MQI 02160-hypothetical protein

25k 26k 27k 28k 20k >
MQI 02164-mvaK1- mevalonate kinase

23k 24Kk 30K 31k 32k

IM_i_|021 69-hypothetical protein
1-hypothetical protein MQI 02165-mvaD- mevalonate diphosphate decarboxylase
MQl 02162-5)hosphate acetyltransferase

MQI 02163-hypothetical protein
I

MQI 02166-mvaK2- phosphomevalonate kinase
MQI 02167-hypothetical protein
—T
MQI 02168-mercury(ll) reductase
[ |
MQI 02170-hypothetical protein
[ ]

1
16k 17k 18k 20k 21k
MQK 01609-phosphomethylpyrimidine kinase
C—1

MQK 01610-uracil-DNA glycosylase
——1 _ .
MQK 01611-hypothetical protein
—1
MQK_01612-hypothetical protein
 —
MQK 01613-hypothetical protein
[ ]

MQK 01614-hypothetical protein
—1

19k

VRS7 C(I)NTIG: 700000018445093.8

1
22k
MQK 01615-hypothetical protein
1
MQK 01616-hypothetical protein
——1

35k 31k 32k >

MQK 01624-hypothetical protein

—7

MQK 01626-hypothetical protein
[

2ék 2é|5k 2Jlk 28k 20k

MQK 01619-mvaK1- mevalonate kinase

1
23k 24k
MQK 01620-mvaD- mevalonate diphosphate decarboxylase
MQK 01617-phosphate acetyltransferase
MQK 01618-hypothetical protein
I

MQK 01621-mvaK2- phosphomevalonate kinase
MQK 01622-hypothetical protein
—
MQK 01623-mercury(ll) reductase
[ |
MQK 01625-hypothetical protein
——1

20k 21k 22k
MQM  01962-hypothetical protein
—1

16k 17k 18k 19k
MQM 01957-putative pyridoxine kinase
——1 )
MQM 01958-uracil-DNA glycosylase
——1
MQM_01959-hypothetical protein
I
MQM _01960-UPF0382 membrane protein
—1

MQM 01961-hypothetical protein
[ ]

VRS8 COI\IITIG: 70000091 79151677 .

MQM 01963-hypothetical protein

1
MQM 01964-UPF0447 protein
C——1

TR

—_—1

28k 29k 30k
MQM_01970-UPF0741 protein
—1
MQM 01971-hypothetical protein
[ |

MQM 01973-hypothetical protein
[ ]

24k 25k 26k 27k

MQM 01966-hypothetical protein

MQM 01967-mevalonate kinase

——— 1 )
MQM 01968-diphosphomevalonate decarboxylase

MQM 01969-?hosphomevalonate kinase

MQM 01972-hypothetical protein
—T

23k 3

MQM 01965-phosphate acetyltransferase
————1

16k 17k 18k 1s}ak 26k 2"|k

MQO 02056-phosphomethylpyrimidine kinase
—1
MQO 02057-uracil-DNA glycosylase
——1
MQOQO 02058-hypothetical protein
I _ _
MQO _02059-hypothetical protein
—
MQO 02060-hypothetical protein

[ ]
MQO 02061-hypothetical protein
—1

VRS9 COI\IITIG: 70000091 79151840 .

1
22k
MQO 02062-hypothetical protein
1
MQO 02063-hypothetical protein
C—— 1
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MQO 02071-hypothetical protein
—T
MQO 02067-mvaD- mevalonate diphosphate decarboxylase

23k 24k 25k Zék 2J/'k 28Kk 20k

MQO 02066-mvaK1- mevalonate kinase
—1

MQQO _02064-phosphate acetyltransferase

1 _ _
MQO 02065-hypothetical protein
1

MQO_02068-mvaK2- phosphomevalonate kinase
MQO_02069-hypothetical protein
—1
MQO 02070-mercury(ll) reductase
[ |
MQO 02072-hypothetical protein
[ |

1 1 1
16k 17k 18k 19k 20k 21k
MQQ_01862-phosphomethylpyrimidine kinase
C—1

MQQ 01863-uracil-DNA glycosylase
——1 ; _
MQQ_01864-hypothetical protein
—]
MQQ_01865-hypothetical protein
—1
MQQ 01866-hypothetical protein
[ ]

MQQ 01867-hypothetical protein
—1
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MQQ 01868-hypothetical protein
MQQ 01869-hypothetical protein
———1
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MQQ 01877-hypothetical protein
—T

23k 24Kk 25k Zék ZJ/k 28k 20k

MQQ 01872-mvaK1- mevalonate kinase
C———1
MQQ 01873-mvaD- mevalonate diphosphate decarboxylase
MQQ 01870-phosphate acetyltransferase
I
MQQ 01871-hypothetical protein

MQQ 01874-mvaK2- phosphomevalonate kinase
I
MQQ_01875-hypothetical protein
—1
MQQ 01876-mercury(ll) reductase
[ |
MQQ 01878-hypothetical protein
[ ]
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16k 17k 18k 19k 20k 21k 22k
MQS 02180-phosphomethylpyrimidine kinase
——1

MQS 02181-uracil-DNA glycosylase
———1
MQS 02182-hypothetical protein
— _ _
MQS _02183-hypothetical protein
—T
MQS 02184-hypothetical protein
[ ]

MQS 02185-hypothetical protein
—1

VRS11a ICONTIG: 700|00001 79151 9|88

MQS 02186-hypothetical protein

1
MQS 02187-hypothetical protein
——1

1 1 1 ’
30k 31k 32k
MQS 02195-hypothetical protein
—7
MQS 02191-mvaD- mevalonate diphosphate decarboxylase

1 1 1
25k 26k 27Kk 28k 29k
MQS 02190-mvaK1- mevalonate kinase
——1

1
23k 24k

MQS 02188-phosphate acetyltransferase

———— 1 ; |
MQS 02189-hypothetical protein
1

MQS 02192-mvaK2- phosphomevalonate kinase
I
MQS_02193-hypothetical protein
—1
MQS 02194-mercury(ll) reductase
[ |
MQS 02196-hypothetical protein
[ |

16k 17k 18k 1§k 2dl)k 21k 2§k

MQU 02033-phosphomethylpyrimidine kinase
C——1
MQU_02034-uracil-DNA glycosylase
——1 _ _
MQU _02035-hypothetical protein
—]
MQU _02036-hypothetical protein
—
MQU 02037-hypothetical protein

[ ]
MQU 02038-hypothetical protein
—1

VRS11b CONTIG: 7000000179152029

MQU 02039-hypothetical protein
MQU 02040-hypothetical protein
——1

20k 30k 31k 3§k g

MQU 02048-hypothetical protein
—T

Zék 2ék 2J/'k 2ék

MQU 02043-mvaK1- mevalonate kinase
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MQC 00455-pyrroline-5-carboxylate reductase MQC _00461-hypothetical protein MQC _00465-hypothetical protein MQC 00472-dihydrolipoyl dehydrogenase MQC 00478-transcription antitermination factor NusB
—1 L1 1] -
MQC 00456-ribonuclease Z MQC 00460-hypothetical protein MQC 00466-hypothetical protein MQC _00474-arginine repressor MQC _00481-acetyl-CoA carboxylase, biotin carboxyl carrier protein
—1 C—1 ——1 - —1
MQC 00457-PIucose-6-phosphate dehydrogenase MQC 00467-UPFQ403 protein %QC_OO476-exodeoxyribonucleas,e 7 small subunit
MQC 00462-hypothetical protein MQC _00468-hypothetical protein MQC 00477-exodeoxyribonuclease 7 large subunit
——— 0 —
MQC 00469-hypothetical protein MQC 00480-acetyl-CoA carboxylase, biotin carboxylase subunit
——1

MQC 00470-hypothetical protein
| —
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MQE_01378-hypothetical protein MQE 01383-hypothetical protein MQE 01388-6-phosphogluconate dehydrogenase, decarboxylating MQE 01398-DNA repair protein RecN MQE_01404-hypothetical protein
] C—1 — 1 [ ] 1
MQE 01379-hypothetical protein MQE 01384-hypothetical protein MQE 01389-peptidase T-like protein MQE 01396-hypothetical protein MQE 01400-hypothetical protein
 — [ ] C———1 — 1
MQE 01380-pyrroline-5-carboxylate reductase MQE_01386-hypothetical protein MQE_01390-hypothetical protein MQE 01397-dihydrolipoyl dehydrogenase MQE_01403-transcription antitermination factor NusB
—1 1 1] 1 -
MQE 01381-ribonuclease Z MQE 01385-hypothetical protein MQE 01391-hypothetical protein MQE_01399-arginine repressor MQE_01406-acetyl-CoA carboxylase, biotin carboxyl carrier protein
—1 | — —1 - -
MQE 01382-?Iucose-6-phosphate dehydrogenase MQE_ 01392-UPF0403 protein %QE_01401-exodeoxyribonuclease 7 small subunit
MQE 01387-hypothetical protein MQE_01393-hypothetical protein MQE 01402-exodeoxyribonuclease 7 large subunit
—— 0 —1
MQE 01394-hypothetical protein MQE 01405-acetyl-CoA carboxylase, biotin carboxylase subunit
—1

MQE 01395-hypothetical protein
 I—
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I%QG_OHSB-hypothetical protein MQG 01193-hypothetical protein MQG 01198-6-phosphogluconate dehydrogenase, decarpoxylating MQG 01208-DNA repair protein RecN IMZIQG_O1214-hypotheticaI protein
| — [ ]
MQG 01189-hypothetical protein MQG 01194-hypothetical protein MQG 01199-peptidase T-like protein MQG 01206-hypothetical protein MQG 011210-hypothetical protein
 — [ ] —— 1 | — —1
MQG 01190-pyrroline-5-carboxylate reductase MQG_01196-hypothetical protein MQG_01200-hypothetical protein MQG 01207-dihydrolipoyl dehydrogenase MQG_01213-transcription antitermination factor NusB
—1 1 1] -
MQG 01191-ribonuclease Z MQG 01195-hypothetical protein MQG 01201-hypothetical protein MQG_01209-arginine repressor MQG_01216-acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQG 01192-glucose-6-phosphate dehydrogenase MQG_01202-UPF0403 protein %QG_O1211-exodeoxyrlbonuclease 7 small subunit
I -
MQG 01197-hypothetical protein MQG_01203-hypothetical protein MQG 01212-exodeoxyribonuclease 7 large subunit
—— 0 ——1
MQG_01204-hypothetical protein MQG_01215-acetyl-CoA carboxylase, biotin carboxylase subunit
——1 I

MQG 01205-hypothetical protein
| —
VRS5 CONTIG: 7000000179151474
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MQI_01208-hypothetical protein MQI 01213-hypothetical protein MQI 01218-6-phosphogluconate dehydrogenase, decarboxylating MQI 01228-DNA repair protein |RecN MQI_01234-hypothetical protein
] ; ——1 _ ————1 _ _ _ [ ] _ —1 o _ _
MQI 01209-short chain dehydrogenase/reductase family oxidoreductase MQI 01219-peptidase T cytosol alanyl aminopeptidase MQI_01229-arginine repressor MQI_01236-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQI 01210-pyrroline-5-carboxylate reductase IMZIQI_O1216-g|yoxalase lactoylglutathione lyase I5/IQI_01223-hypothetical protein MQI_01230-ispA- geranyltranstransferase'geranylgeranyl diphosphate synthase, type II
MQI 01211-AtsA/ElaC family protein ribonuclease Z MQI 01217-hypothetical protein MQI 01222-hypothetical protein i\/IQI_O1231-exodeoxyribonuclease VII small subunit
—1 — - []
MQI 01212-zwf- glucose-6-phosphate dehydrogenase a/IQI_O1220-hypothetical protein MQI 01227-dihydrolipoamide dehydrogenase IM:C)II_01233-N utilization substance protein B
1
MQI 01214-alpha-D-1,4-glucosidase MQI 01221-hypothetical protein MQI 01232-xseA- exodeoxyribonuclease VIl large subunit exodeoxyribonuclease VIl large subunit
[ ] C—1

MQI 01215-maltose operon transcriptional repressor alanine racemase MQI 01226-2-oxoisovalerate dehydrogenase, E1 compohent, alpha subunit
MQI 01224-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQI 01225-transketolase, central region 2-oxoisovalerate dehydrogenase E1 component, beta subunit

MQI_01235-accC- acetyl-CoA carboxylase biotin carboxylase subunit
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MQK_01063-hypothetical protein MQK 01068-hypothetical protein MQK 01073-6-phosphogluconate dehydrogenase, decarboxylating MQK 01083-DNA repair protein RecN MQK_01089-hypothetical protein
] _ ——1 _ ———1 ) _ _ [ ] | -
MQK 01064-short chain dehydrogenase/reductase family oxidoreductase MQK 01074-peptidase T cytosol alanyl aminopeptidase MQK_01084-arginine repressor MQK _01091-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQK 01065-pyrroline-5-carboxylate reductase IMZIQK_01071-egoxaIase lactoylglutathione lyase I5/IQK_O1078-hypothetica| protein MQK_01085-ispA- geranyltranstransferasé geranylgeranyl diphosphate synthase, type |l
MQK 01066-AtsA/ElaC family protein ribonuclease Z MQK 01072-hypothetical protein MQK_01077-hypothetical protein i\/IQK_01086-exodeoxyribonuclease VIl small subunit
—1 — 1] _ _ [ ]
MQK 01067-zwf- glucose-6-phosphate dehydrogenase a/IQK_01075-hypothet|cal protein MQK 01082-dihydrolipoamide dehydrogenase IM:QIK_O1O88-N utilization substance protein B
I
MQK 01069-alpha-D-1,4-glucosidase MQK 01076-hypothetical protein MQK 01087-xseA- exodeoxyribonuclease VIl large subunit
[ ] —1 I

MQK 01070-maltose operon transcriptional repressor alanine racemase MQK 01081-2-oxoisovalerate dehydrogenase, E1 compé nent, alpha subunit
MQK 01079-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQK 01080-2-oxoisovalerate dehydrogenase, E1 component, beta subunit

 —

MQK_01090-accC- acetyl-CoA carboxylase biotin carboxylase subunit
I
VRS7 COINTIG: 7090000184;450888 .
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MQM_01155-hypothetical protein MQM 01160-hypothetical protein MQM 01165-6-phosphogluconate dehydrogenase, decarboxylating MQM 01175-DNA repair protein RecN MQM_01181-hypothetical protein
] —1 — 1 [ ] 1
MQM 01156-hypothetical protein MQM 01161-hypothetical protein MQM 01166-peptidase T-like protein MQM 01173-hypothetical protein MQM 01177-hypothetical protein
1 [ ] ———1 | — —1
MQM 01157-pyrroline-5-carboxylate reductase MQM_01163-hypothetical protein MQM_01167-hypothetical protein MQM 01174-dihydrolipoyl dehydrogenase MQM_01180-transcription antitermination factor NusB
—1 ] [ -
MQM 01158-ribonuclease Z MQM 01162-hypothetical protein MQM 01168-hypothetical protein MQM_01176-arginine repressor MQM_01183-acetyl-CoA carboxylase, biotin carboxyl carrier protein
—1 | — ——1 - 1
MQM 01159-glucose-6-phosphate dehydrogenase MQM_01169-UPF0403 protein %QM_O“78-exodeoxyribonuclea$e 7 small subunit
C———1 1]
MQM 01164-hypothetical protein MQM_01170-hypothetical protein MQM 01179-exodeoxyribonuclease 7 large subunit
—— 0 —1
MQM 01171-hypothetical protein MQM 01182-acetyl-CoA carboxylase, biotin carboxylase subunit
—1
MQM 01172-hypothetical protein
1
VRS8 CONTIG: 7000000179151657
1 1 1 1 1 [ 1 1 | 1 1 1 1 1 1 1 1 1 1 1 [ 1 1 1 1 1 [ 1 }
& 10k 1k 12k 13 14k 15k 16k 17k 18k 19k 20k = 21k 22k 23k | 24k | 25k = 26k | 27k | 28k 29k 30k 31k 32k 33k 34k 35k | 36k 37k
I%QO_M735-hypothetica| protein MQO 01740-hypothetical protein MQO 01745-6-phosphogluconate dehydrogenase, decarboxylating MQO 01755-DNA repair protein RecN IM:|Q0_01761-hypothetical protein
| — [ ]
MQQO 01736-short chain dehydrogenase/reductase family oxidoreductase MQO 01746-peptidase T cytosol alanyl aminopeptidase MQO_01756-arginine repressor MQO_01763-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQO 01737-pyrroline-5-carboxylate reductase IM:|Q0_01743-glyoxalase lactoylglutathione lyase I5/IQO_01750—hypothetica| protein MQO_01757-ispA- geranyltranstransferasé geranylgeranyl diphosphate synthase, type Il
MQO 01738-AtsA/ElaC family protein ribonuclease Z MQO 01744-hypothetical protein MQO_01749-hypothetical protein i\/IQO_O1758-exodeoxyribonucleas;e VIl small subunit
—1 —— 1] _ _ ]
MQO 01739-zwf- glucose-6-phosphate dehydrogenase a/IQO_01747-hypothet|caI protein MQO 01754-dihydrolipoamide dehydrogenase IM:QIO_O1760-N utilization substance protein B
——— 1
MQO 01741-alpha-D-1,4-glucosidase MQO 01748-hypothetical protein MQO 01759-xseA- exodeoxyribonuclease VIl large subunit
[ ] —1 ——1

MQO 01742-maltose operon transcriptional repressor alanine racemase MQO 01753-2-oxoisovalerate dehydrogenase, E1 compé)nent, alpha 'subunit
MQO 01751-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQO 01752-transketolase, central region 2-oxoisovalerate dehydrogenase E1 component, beta subunit

MQO_01762-accC- acetyl-CoA carboxylase biotin carboxylase subunit

VRS9 COII\ITIG: 70900001 79|1 51836 .

1 1 [l [l [l [l 1 [l [l 1 [l 1 [l [l [l [l 1 [l [l [l [l [l 1 [l
& Ok Mk k0 5k Ak bk bk ik Bk 10k 20k 20k 2k 2 20k | 2k 26k | 2k | 2k 25k a0k 3k 3k ok | ek bk sk ok
MQQ_01515-hypothetical protein MQQ 01520-hypothetical protein MQQ 01525-6-phosphogluconate dehydrogenase, decarboxylating MQQ 01535-DNA repair protein RecN MQQ_01541-hypothetical protein
] C—1 — 1 [ ] 1
MQQ 01516-short chain dehydrogenase/reductase family oxidoreductase MQQ 01526-peptidase T cytosol alanyl aminopeptidase MQQ_01536-arginine repressor MQQ_01543-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQQ 01517-pyrroline-5-carboxylate reductase IM:CIIQ_01523-egoxaIase lactoylglutathione lyase I5/IQQ_O1530-hypothetica| protein MQQ_01537-ispA- geranyltranstransferase geranylgeranyl diphosphate synthase, type Il
MQQ 01518-AtsA/ElaC family protein ribonuclease Z MQQ 01524-hypothetical protein MQQ_01529-hypothetical protein MQQ_01538-exodeoxyribonuclease VIl small subunit
—1 —— - []
MQQ 01519-zwf- glucose-6-phosphate dehydrogenase a/IQQ_01 527-hypothetical protein MQQ 01534-dihydrolipoamide dehydrogenase IM:QIQ_0154O-N utilization substance protein B
1
MQQ 01521-alpha-D-1,4-glucosidase MQQ 01528-hypothetical protein MQQ 01539-xseA- exodeoxyribonuclease VIl large subunit
[ ] —1 ——1

MQQ 01522-maltose operon transcriptional repressor alanine racemase MQQ 01533-2-oxoisovalerate dehydrogenase, E1 compé)nent, alpha|subunit
MQQ 01531-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQQ 01532-2-oxoisovalerate dehydrogenase, E1 component, beta subunit
 —

MQQ 01542-accC- acetyl-CoA carboxylase biotin carboxylase subunit
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MQS_00409-hypothetical protein MQS 00414-hypothetical protein MQS 00419-6-phosphogluconate dehydrogenase, decarboxylating MQS 00429-DNA repair protein RecN MQS_00435-hypothetical protein
] C—1 — 1 [ ] 1
MQS 00410-short chain dehydrogenase/reductase family oxidoreductase MQS 00420-peptidase T cytosol alanyl aminopeptidase MQS_00430-arginine repressor MQS_00437-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQS 00411-pyrroline-5-carboxylate reductase IM:|Q8_00417-glyoxalase lactoylglutathione lyase E/IQS_OO424-hypothetical protein MQS_00431-ispA- geranyltranstransferase geranylgeranyl diphosphate synthase, type I
MQS 00412-AtsA/ElaC family protein ribonuclease Z MQS 00418-hypothetical protein MQS_00423-hypothetical protein MQS_00432-exodeoxyribonuclease VII small subunit
—1 ——— - []
MQS 00413-zwf- glucose-6-phosphate dehydrogenase a/IQS_00421-hypotheticaI protein MQS 00428-dihydrolipoamide dehydrogenase IM:QIS_OO434-N utilization substance protein B
MQS 00415-alpha-D-1,4-glucosidase MQS 00422-hypothetical protein MQS 00433-xseA- exodeoxyribonuclease VIl large subunit
[ ] —1 —

MQS 00416-maltose operon transcriptional repressor alanine racemase MQS 00427-2-oxoisovalerate dehydrogenase, E1 compé nent, alpha subunit
MQS 00425-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQS 00426-2-oxoisovalerate dehydrogenase, E1 component, beta subunit

MQS 00436-accC- acetyl-CoA carboxylase biotin carboxylase subunit
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MQU_01039-hypothetical protein MQU 01044-hypothetical protein MQU 01049-6-phosphogluconate dehydrogenase, decarboxylating MQU 01059-DNA repair protein RecN MQU _01065-hypothetical protein
] —1 ——1 [ ] 1
MQU 01040-short chain dehydrogenase/reductase family oxidoreductase MQU 01050-peptidase T cytosol alanyl aminopeptidase MQU _01060-arginine repressor MQU_01067-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQU 01041-pyrroline-5-carboxylate reductase IMZIQU_01047-egoxaIase lactoylglutathione lyase Il:\I/IQU_O1054-hypo’[hetical protein MQU_01061-ispA- geranyltranstransferasé geranylgeranyl diphosphate synthase, type |l
MQU 01042-AtsA/ElaC family protein ribonuclease Z MQU 01048-hypothetical protein MQU_01053-hypothetical protein i\/IQU_01062-exodeoxyribonucleas,e VII small subunit
—1 —— - []
MQU 01043-zwf- glucose-6-phosphate dehydrogenase A/IQU_O1051-hypotheticaI protein MQU 01058-dihydrolipoamide dehydrogenase IM:QIU_01O64-N utilization substance protein B
1
MQU _01045-alpha-D-1,4-glucosidase MQU _01052-hypothetical protein MQU 01063-xseA- exodeoxyribonuclease VII large subunit exodeoxyribonuclease VIl large subunit
[ ]  —

1
MQU 01046-maltose operon transcriptional repressor alanine racemase MQU 01057-2-oxoisovalerate dehydrogenase, E1 component, alpha subunit
MQU 01055-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQU 01056-transketolase, central region 2-oxoisovalerate dehydrogenase E1 component, beta subunit

MQU 01066-accC- acetyl-CoA carboxylase biotin carboxylase subunit
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MQW _01319-hypothetical protein MQW 01324-hypothetical protein MQW 01329-6-phosphogluconate dehydrogenase, decarboxylating MQW 01339-DNA repair protein RecN MQW _01345-hypothetical protein
] . C—1 ) . I . _ _ [ ] 1. 1 o ) )
MQW 01320-short chain dehydrogenase/reductase family oxidoreductase MQW 01330-peptidase T cytosol alanyl aminopeptidase MQW_01340-arginine repressor MQW_01347-accB- acetyl-CoA carboxylase, biotin carboxyl carrier protein
MQW _01321-pyrroline-5-carboxylate reductase IMZIQW_01327-g|yoxa|ase lactoylglutathione lyase Il:\I/IQW_01334-hypothetica| protein MQW_01341-ispA- geranyltranstransferaée geranylgeranyl diphosphate synthase, type |l
MQW 01322-AtsA/ElaC family protein ribonuclease Z MQW 01328-hypothetical protein MQW_01333-hypothetical protein i\/IQW_01342-exodeoxyribonuclease VII small subunit
—1 ——— -
MQW 01323-zwf- glucose-6-phosphate dehydrogenase a/IQW_O1331-hypothetical protein MQW 01338-dihydrolipoamide dehydrogenase IM:QIW_01344-N utilization substance protein B
— 1
MQW 01325-alpha-D-1,4-glucosidase MQW 01332-hypothetical protein MQW 01343-xseA- exodeoxyribonuclease VIl large subunit exodeoxyribonuclease VIl large subunit
[ ] —1 | I
MQW 01326-maltose operon transcriptional repressor alanine racemase MQW 01337-2-oxoisovalerate dehydrogenase, E1 component, alphalsubunit

MQW 01335-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
MQW 01336-transketolase, central region 2-oxoisovalerate dehydrogenase E1 component, beta subunit

MQW 01346-accC- acetyl-CoA carboxylase biotin carboxylase subunit
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SaurJH1_ 1589-hypothetical protein SaurJH1_1594-transcription activator effector binding SaurJH1 1602-peptidase T-like protein SaurJH1 1609-3-methyl-2-oxobutanoate dehydrogenase|(2-methylpropanoyl-transferring
] 1 —1 ———1
SaurJH1_1590-short-chain dehydrogenase/reductase SDR SaurJH1_1597-hypothetical protein SaurJH1_1603-hypothetical protein SaurJH1 1610-dihydrolipoamide dehydrogenase SaurJH1_1616-transcription antitermination protein NusB
—1] [ 1] 1 -
SaurJH1_1591-pyrroline-5-carboxylate reductase IS:alIJrJH1_1 598-glyoxalase/bleomycin resistance protein/dioxygenase SaurJH1 1611-DNA repair protein RecN %lrJH1_1617-hypothetical protein
C—1 [ ]
SaurJH1 1592-ribonuclease Z SaurJH1 1596-maltose operon transcriptional repressor SaurJH1_1605-hypothetical protein SaurJH1_1612-arginine repressor SaurJH1_1619-acetyl-CoA carboxylase, biotin carboxyl carrier protein
SaurJH1 1593-glucose-6-phosphate 1-dehydrogenase SaurJH1 1601-6-phosphogluconate dehydrogenase SaurJH1 11613-polyprenyl synthetase
——— 1 ——— 1 —1
SaurJH1 1595-alpha-D-1,4-glucosidase SaurJH1' 1604-hypothetical|protein %aurJH1_1614-exodeoxyribonuclease VII, small subunit
[ ]  —
SaurJH1 1600-maijor facilitator transporter SaurJH1_1606-hypothetical protein SaurJH1 1615-exodeoxyribonuclease VIl large subunit
— 0 ——1
SaurJH1 1607-dehydrogenase catalytic domain-containing protein SaurJH1_1618-acetyl-CoA carboxylase biotin carboxylase subunit
SaurJH1| 1608-transketolase central region |
C—— 1T
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SaurJH9 1558-hypothetical protein SaurJH9 1563-transcription activator, effector binding SaurJH9_1571-hypothetical protein SaurJH9 1577-dihydrolipoamide dehydrogenase SaurJH9 1583-transcription antitermination protein NusB
] 1 1] -
SaurJH9 1559-short-chain dehydrogenase/reductase SDR IS:aLIJrJH9_1 566-glyoxalase/bleomycin resistance protein/dioxygenase SaurJH9 1576-3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring
SaurJH9 1560-pyrroline-5-carboxylate reductase SaurJH9 1568-maijor facilitator transporter SaurJH9 1574-dehydrogenase catalytic domain-containing protein SaurJH9 1584-hypothetical protein
—1 ———1 | — 1
SaurJH9 1561-ribonuclease Z SaurJH9 1565-maltose operon transcriptional repressor SaurJH9 1573-hypothetical protein SaurJH9 1578-DNA repair protein RecN SaurJH9 1585-acetyl-CoA carboxylase biotin carboxylase subunit
C—1 — - [ ]
SaurJH9 1562-glucose-6-phosphate 1-dehydrogenase SaurJH9 1569-6-phosphogluconate dehydrogenase SaurdJH9_1579-arginine repressor SaurdJH9_1586-acetyl-CoA carboxylase, biotin carboxyl carrier protein
1 1] 1
SaurJH9 1564-alpha-D-1,4-glucosidase SaurJH9 1570-peptidase T-like protein SaurJH9 1580-polyprenyl synthetase
[ ] ———1 ——1
SaurJH9' 1572-hypothetical|protein SaurJH9_1581-exodeoxyribonuclease VII, small subunit
C——T []
SaurJH9 1575-transketolase, central region SaurJH9 1582-exodeoxyribonuclease VII large subunit
1
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SAHV_1489-hypothetical protein SAHV 1494-AraC family transcriptional regulator SAHV 1500-hypothetical protein SAHV 1505-branched-chain alpha-keto acid dehydrogenase E1 SAHV_1515-acetyl-CoA carboxylase biotin carboxyl carrier subunit
] —1 —1 | — —
SAHV 1490-hypothetical protein SAHV 1495-alpha-D-1,4-glucosidase SAHV 1501-hypothetical protein SAHV 1506-dihydrolipoamide dehydrogenase SAHV_1512-transcription antitermination protein NusB
—T [ ] C—1 1
SAHV 1491-hypothetical protein SAHV 1496-maltose operon transcriptional repressor SAHV_1502-hypothetical protein SAHV 1507-DNA repair protein SAHV_1513-hypothetical protein
—1 1 - [ ] -
SAHV 1492-hypothetical protein SAHV_1497-hypothetical protein SAHV 1503-branched-chain alpha-keto acid dehydrogenase E2 SAHV 1514-acetyl-CoA carboxylase biotin carboxylase subunit
—1 | ——1
SAHV 1493-glucose-6-phosphate 1-dehydrogenase SAHV 1499-6-phosphogluconate dehydrogenase SAHV_1508-arginine repressor
I_;I( —— 1 1
SAHV 1498-hypothetical protein SAHV 1504-branched-chain alpha-keto acid dehydrogenase E1
——  —

SAHV 1509-geranyltranstransferase-like protein
—1
%RHVJ 510-hypothetical protein

SAHV 1511-exodeoxyribonuclease VIl large subunit
—— 1

Mu50 CONTIG: 7000000097160229
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SAV1501-hypothetical protein SAV1506-AraC family transcriptional regulator SAV1512-tripeptidase SAV1516-branched-chain alpha-keto acid dehydrogenase E1 SAV1525-hypothetical protein
] —1 —1 1 1
SAV1502-oxidoreductase SAV1507-alpha-D-1,4-glucosidase SAV1513-hypothetical protein SAV1518-dihydrolipoamide dehydrogenase SAV1524-transcription antitermination protein NusB
I [ ] ——1 1 1
SAV1503-putative pyrroline-5-carboxylate reductase SAV1510-hypothetical protein SAV1514-hypothetical protein SAV1519-DNA repair protein SAV1526-acetyl-CoA carboxylase biotin carboxylase subunit
1 | — ] _ O ] 1
SAV1504-metallo-beta-lactamase SAV1508-maltose operon transcriptional repressor SAV1515-branched-chain alpha-keto acid dehydrogenase E2 SAV1527-acetyl-CoA carboxylase biotin carboxyl carrier subunit
SAV1505-g| 6-phosphate 1-dehyd SAV1511-6-phosphogl| te dehyd SAV1517-b hed-chain alpha-ket id dehyd E1 |
-glucose-6-phosphate 1-dehydrogenase -6-phosphogluconate dehydrogenase -branched-chain alpha-keto acid dehydrogenase
Iil Ij I
IS:AIV1 509-hypothetical protein SAV1520-arginine repressor

SAV1521-geranyltranstransferase-like protein
'%AW 522-exodeoxyribonuclease VIl small subunit

SAV1523-exodeoxyribonuclease VIl large subunit
1

N315 C=ONTIG: 7=ooooooo=9716023(=) : : : | | . . . . . . . . . . . . . . . . . . .
1540k 1541k 1542k 1543k 1544k 1545k 1546k 1547k 1548k ‘1559k 1550k 1551k 1552k 1553k 1554k 1555k 1556k 1557k 1558k 1559k 1560k 1561k 1562k 1563k 1564k 1565k 1566k 1567k 15é§k

SA1332-hypothetical protein SA1337-hypothetical protein ‘ SA1342-6-ghosphogluconate dehydrogenase SA1348-branched-chain alpha-keto acid dehydrogenase E1 SA1358-acetyl-CoA carboxylase biotin carboxyl carrier subunit
I:ISA1333 hypothetical protei SA1338-alpha-D-1,4-gl id SA1343-hypothetical protei SA1349-dihydroli ide dehyd SA1355-t ipti | titerminati tein NusB
-hypothetical protein -alpha-D-1,4-glucosidase -hypothetical protein -dihydrolipoamide dehydrogenase -transcription antitermination protein Nus
SA1334-hypothetical protein SA1339-maltose operon transcriptional repressor SA1345-hypothetical protein SA1350-DNA repair protein SA1356-hypothetical protein
—1 1 - [ ] —1
SA1335-hypothetical protein SA1340-hypothetical protein SA1344-hypothetical protein SA1351-arginine repressor
——1 1 ———1 —1
SA1336-glucose-6-phosphate 1-dehydrogenase SA1346-branched-chain alpha-keto acid dehydrogenase E2 SA1357-acetyl-CoA carboxylase biotin carboxylase subunit
Iil —— 1] 1
SA1 341-h¥pothetical protein SA1347-branched-chain alpha-keto acid dehydrogenase E1

SA1352-hypothetical protein
—1
%M 353-hypothetical protein

SA1354-exodeoxyribonuclease VIl large subunit
——— 1

ED98 CONTIG: 700000|01 7211 41|44
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¢ 1554k 1555k 1556k 1557k 1558k 1559k 1560k 1561k 1562k 1563k 1564k 1565k 1566k 1567k 1568k 1569k 1570k 1571k 1572k 1573k 1574k 1575k 1576k 1577k 1578k 1579k |1580k = 1581k 1582?’
SAAV_1491-hypothetical protein SAAV 1497-AraC family transcriptional regulator SAAV 1503-M20/M25/M40 family peptidase SAAV 1511-dihydrolipoamide dehydrogenase SAAV_1517-transcription antitermination protein NusB
— — — 1 —1

SAAV 1492-short chain dehydrogenase/reductase family oxidoreductase SAAV 1502-6-phosphogluconate dehydrogenase SAAV 1510-2-oxoisovalerate dehydrogenase, E1 component, alpha subunit
—1  —
SAAV 1493-pyrroline-5-carboxylate reductase IS:AIAV_1 500-glyoxalase family protein SAAV_1506-hypothetical protein SAAV 1512-DNA repair protein RecN IS:AIAV_1518-hypothetica| protein
 — — [ ]
SAAV 1494-AtsA/ElaC family protein SAAV 1499-maltose operon transcriptional repressor ‘ SAAV_1507-hypothetical protein SAAV_1513-arginine repressor SAAV _1520-acetyl-CoA carboxylase, biotin carboxyl carrier protein
| — | — 1 —1

0
SAAV 1495-g|ucose-6-phosphate dehydrogenase I%AAV_1 504-conserved hypothetical protein SAAV_1514-geranyltranstransferase
iAAV_1496-hypotheticaI protein SAAV 1505-hypothetical protein %RAVJ515-exodeoxyribonuclease VIl small subunit
SAAV 1498-alpha-D-1,4-glucosidase SAAV 1508-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
[ |  —

SAAV 1501-transporter, major facilitator superfamily mfs SAAV 1516-exodeoxyribonuclease VII large subunit
— C——— 1

SAAV 1509-2-oxoisovalerate dehydrogenase, E1 component, beta subunit

——

SAAV 1519-acetyl-CoA carboxylase biotin carboxylase subunit
1
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Y 1 1567k 1568k 1569k 1570k 1571k 1572k 1573k 1574k 1575k 1576k 1577k 1578k 1579k 1580k 1581k 1582k / 1583k ~ 1584k 1585k 1586k 1587k 588k 1589k 1590k 1591k 1592k 1593k .

%S1441-hypothetical protein SAS1446-AraC family transcription regulator SAS1452-hypothetical protein SAS1457-dihydrolipoamide dehydrogenase IS:AIS1463-transcrip'[ion antitermination protein NusB
—1 —/—1 ——— 1
SAS1442-putative short chain dehydrogenase SAS1448-maltose operon transcriptional repressor SAS1455-2-oxoisovalerate dehydrogenase beta subunit SAS1464-hypothetical protein
—1] ——— 1 I — —
SAS1443-putative pyrroline-5-carboxylate reductase SAS1450-6-phosphogluconate dehydrogenase SAS1456-2-oxoisovalerate dehydrogenase alpha subunit SAS1465-acetyl-CoA carboxylase biotin carboxylase subunit
—1 I:i 1 ——— 1
SAS1444-hypothetical protein %81449-g|yoxa|ase/bleomycin resistance protein/dioxygenase superfamily protein SAS1459-arginine repressor SAS1466-biotin carboxyl carrier protein of acetyl-CoA carboxylase
SAS1445-glucose-6-phosphate 1-dehydrogenase SAS1451-putative peptidase SAS1458-putative DNA repair protein
dl |:‘ [ ]
SAS1447-alpha-D-1,4-glucosidase SAS1453-hypothetical protein SAS1460-putative geranyltranstransferase
[ ] —1 —1

SAS1454-IiFoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex
SAS1461-putative exodeoxyribonuclease VII small subunit

SAS1462-exodeoxyribonuclease VIl large subunit
—— 1

MW2I CONTIC—II-: 700000.0097160.225
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b7k shek isbok 1sbok 1561k 15bok 153k 1504k 1505k  15b6k 1507k | 1558k 1559k | 1600k 1601k 1602K 1603k 16Dak 1605k 1606k 1607k 1608k | 1609k |16l0k 1611k 1612k 1613k
MW1455-hypothetical protein MW1460-hypothetical protein MW1465-hypothetical protein MW1470-branched-chain alpha-keto acid dehydrogenase E1 MW1480-acetyl-CoA carboxylase biotin carboxyl carrier subunit
[ —1 ——1 —— 1 —1
MW 1456-hypothetical protein MW1461-alpha-D-1,4-glucosidase MW 1466-hypothetical protein MW1471-dihydrolipoamide dehydrogenase %1477-transcription antitermination protein NusB
 — [ ] C— |:i
MW1457-hypothetical protein MW1462-maltose operon transcriptional repressor MW1469-branched-chain alpha-keto acid dehydrogenase E1 MW1478-hypothetical protein
—1 —— 1 1 —J
MW1458-hypothetical protein MW1463-hypothetical protein MW1468-branched-chain alpha-keto acid dehydrogenase E2 MW1479-acetyl-CoA carboxylase biotin carboxylase subunit
—1 — I ——— 1
MW1459-glucose-6-phosphate 1-dehydrogenase %1 467-hypothetical protein MW1472-DNA repair protein
il [ ]
MW1464-6-§hosphogluconate dehydrogenase MW1473-arginine|repressor

MW1474-hypothetical protein
—1
I%W1475-hypothetical protein

MW1476-exodeoxyribonuclease VIl large subunit
—— 1]
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| §
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IS:,‘i\COL1544-hypo'[hetica| protein SACOL1550-AraC family transcriptional regulator I%ACOL1556-hypothetical protein SACOL1563-dihydrolipoamide dehydrogenase %30L1569-transcription antitermination protein NusB
SACOL1545-short chain dehydrogenase/reductase family oxidoreductase SACOL1555-M20/M25/M40 family peptidase SACOL1564-DNA repair protein RecN |S:AICOL1 570-hypothetical protein
—1 C—1 [ ]
SACOL1546-pyrroline-5-carboxylate reductase IS:AICOL1553-egoxaIase family protein SACOL1561-2-oxoisovalerate dehydrogenase, E1 component, beta subunit SACOL1572-acetyl-CoA carboxylase, biotin carboxyl carrier protein
SACOL1548-AtsA/ElaC family protein SACOL1552-maltose operon transcriptional repressor SACOL1562-2-oxoisovalerate dehydrogenase, E1 compaonent, alpha subunit
—1 I —— 1
SACOL1549-glucose-6-phosphate 1-dehydrogenase SACOL1557-hypothetical protein SACOL1565-arginine repressor
——— 1 ———1 1
SACOL1551-alpha-D-1,4-glucosidase SACOL1558-hypothetical protein SACOL1566-geranyltranstransferase
[ ] | — C—1
SACOL1554-6-phosphogluconate dehydrogenase SACOL1567-exodeoxyribonuclease VII, small subunit
—— 1 -
DSACOL1559-hypotheticaI protein SACOL 1568-exodeoxyribonuclease VIl large subunit

—— 1
SACOL1560-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
SACOL1571-acetyl-CoA carboxylase biotin carboxylase subunit
—— 1

L\llewman CIONTIG' ?00000099716023:5 | | L L L L L L L L L L L L L L L L L L L L A
1577k 1578k 1579k 1580k 1581k 1582k 1583k 1584k 11585k 1586k 1587k 1538k 1589k 1590k 1591k 1592k 1593k 1594k 1595k 1596k 1597k 1598k 1599k 1600k 1601k 1602k 1603k = 1604k

NWMN 1409-short-chain oxidoreductase family protein %VMN_1416-glyoxalase family protein NWMN _1422-2-oxoisovalerate dehydrogenase, E1 component, beta subunit NWMN_1432-acetyl-CoA carboxylase, biotin carboxyl carrier protein
NWMN |1410-pyrroline-5-carboxylate reductase NWMN 1417-6-phosphogluconate dehydrogenase NWMN 1423-2-oxoisovalerate dehydrogenase, E1 component, alpha subunit
NWMN 1411-hypothetical protein NWMN 1415-maltose operon| transcriptional repressor NWMN 1424-dihydrolipoamide dehydrogenase I%VIMN_MZQ-transcrlptlon antitermination protein NusB
—1 C—1
NWMN _1412-glucose-6-phosphate 1-dehydrogenase NWMN _1418-peptidase M20/M25/M40 famijly protein NWMN 1425-DNA repair protein RecN %VMN_1430—hypotheticaI protein
—1 [ ] [ ]
NWMN 1413-transcriptional regulator AraC family protein NWMN_1420-hypothetical protein NWMN_|1426-arginine repressor
NWMN 1414-alpha-D-1,4-glucosidase NWMN 1419-hypothetical protein NWMN | 1427-geranyltranstransferase
| ] —1 ——1
NWMN 1421-2-oxoisovalerate dehydrogenase, E2 component NWMN _1428-exodeoxyribonuclease VII large subunit
——1 ——— 1

NWMN 1431-acetyl-CoA carboxylase biotin carboxylase subunit

L\ICTC_8I325 CO'\IITIG. 7009000097?60231 L L L L L L L L L L L L L L L L L L L L L L LA
1521k 1522k 1523k | 1524k 1525k 1526k 1527k 1528k 1520k 1530k 1531k 1532k 1533k 1534k 1535k 1536k 1537k 1538k 1539k 1540k 1541k 1542k 1543k 1544k | 1545k 1546k 1547k

IS:,‘i\OUHSC_O1595-hypothetica| protein SAOQUHSC 01600-hypothetical protein SAOUHSC 01606-peptidase T, putative SAOUHSC 01613-2-oxoisovalerate dehydrogenase, E1 component, alpha subunit, putative
SAOUHSC_01596-hypothetical protein SAOUHSC 01601-alpha-D-1,4-glucosidase I%AOUHSC_01607-hypothetica| protein SAOUHSC 01614-dihydrolipoamide dehydrogenase IS:AIOUHSC_O1621-transcription antitermination protein NusB
—1 [ ]  —
SAOUHSC 01597-pyrroline-5-carboxylate reductase I%&OUHSC_M603-hypothetica| protein SAOUHSC| 01611-2toxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase, putative
SAOUHSC 01598-AtsA/ElaC family protein SAOUHSC 01602-maltose operon transcriptional repressor SAOUHSC 01612-2-oxoisovalerate dehydrogenase, E1/ component, beta subunit, putative
—1 I 1
SAOUHSC 01599-glucose-6-phosphate 1-dehydrogenase SAOUHSC_O1608-hypothetica| protein SAOUHSC 01615-DNA repair protein RecN IS:AIOUHSC_O1622-hypothetica| protein
———1 [ ]
IS:AIOUHSC_O1 604-hypothetical protein SAOUHSC_01617-arginine repressor SAOUHSC 01624-acetyl-CoA carboxylase, biotin carboxyl carrier protein
SAOUHSC 01605-6-phosphogluconate dehydrogenase SAOUHSC 01618-geranyltranstransferase, putative
——1 —1
SAOUHSC_01609-hypothetical protein I%AOUHSC_O1 619-exodeoxyribonuclease VII, small subunit
SAOUHSC_01610-hypothetical protein SAOUHSC 01620-exodeoxyribonuclease VIl large subunit
—1 ——— 1

SAOUHSC 01623-acetyl-CoA carboxylase biotin carboxylase subunit
———1

USA300_TCH1516 CONTIG: 7000000178138011 . . | . . . . . . . . . . . . . . . . . .
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I%ISA3OOHOU_1 502-hypothetical protein USA300HOU_1508-AraC family transcriptional regulator HSA3OOHOU_1514-hypothetica| protein USA300HOU 1520-dihydrolipoyl dehydrogenase I%IA3OOHOU_1 526-N utilization substance B
—1 | I
USA300HOU_1503-dehydrogenase USA300HOU 1509-alpha-glucosidase USA300HOU 1513-M20 family peptidase USA300HOU_1519-pyruvate dehydrogenase (acetyl-transferring) alpha subunit
—1 [ ] C——1 | I
USA300HOU _1504-pyrroline-5-carboxylate reductase %A3OOHOU_1 511-lactoylglutathione lysase USA300HOU 1518-2-oxoisovalerate dehydrogenase (acylating) beta subunit USA300HOU_1529-biotin carboxyl carrier subunit
USA300HOU 1505-ribonuclease Z USA300HOU 1510-maltose operon transcriptional repressor USA300HOU 1521-DNA repair protein RecN %A3OOHOU_1527-hypothetica| protein
C—1 [ ]
IljJSA3OOHOU_1506-hypothetica| protein USA300HOU 1512-phosphogluconate dehydrogenase (decarboxylating) USA300HOU_1522-arginine repressor
USA300HOU 1507-glucose-6-phosphate 1-dehydrogenase USA300HOU_1515-hypothetical membrane protein USA300HOU 1523-geranyltranstransferase
C——— 71 ———1 —1
USA300HOU_1516-hypothetical protein I%SA3OOHOU_1524-exodeoxyribonuclease VII small subunit
USA300HOU _1517-dihydrolipoyllysine-residue acetyltransferase USA300HOU 1525-exodeoxyribonuclease VIl large subunit
———1 —— 1

USA300HOU 1528-biotin carboxylase
——— 1

USA300_FPR3757 CONTIG: 7000000178138014
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lobax 1ebsk obok 1eb7k  1ebek  1obok M6iok 161K 1612k 1673k 1614k | 1615k 1616k 1617k 1618k 1619k 1650K 1657k 1642k 1653k 1654k 1655k | 166k |1627k 1658k 169k 1650k
SAUSA300_1451-oxidoreductase, short-chain dehydrogenase/reductase family SAUSA300_1460-peptidase, M20/M25/M4Q family SAUSA300 1467-2-oxoisovalerate dehydrogenase, E3 component, lipoamide dehydrogenase
—] C——1
SAUSA300_1452-pyrroline-5-carboxylate reductase |S:AIUSA300_1458-g|yoxa|ase family protein SAUSA300_1465-2-oxoisovalerate dehydrogenase, E1 component, beta subunit SAUSA300_1476-acetyl-CoA carboxylase, biotin carboxyl carrier protein
SAUSA300_1453-ribonuclease Z SAUSA300 1457-maltose operon transcriptional repressor SAUSA300_1466-2-oxoisovalerate dehydrogenase, E1 component, alpha subunit
—1 I — I
SAUSA300 1454-glucose-6-phosphate 1-dehydrogenase I%AUSA3OO_1461-conserved hypothetical protein SAUSA300 1468-DNA repair protein RecN IS:AIUSAC’>00_1474-conserved hypothetical protein
——1 [ ]
SAUSA300_1455-transcriptional regulator, AraC family SAUSA300_1462-conserved hypothetical protein SAUSA300_1469-arginine repressor
—1 ———1 1
SAUSA300 1456-alpha glucosidase SAUSA300_1463-conserved hypothetical protein SAUSA3B00_1470-geranyltranstransferase
[ ] —1 —1
SAUSA300 1459-6-phosphogluconate dehydrogenase, decarboxylating SAUSA300_1471-exodeoxyribonuclease VII, small subunit

]
SAUSA300, 1464-2-oxoisovalerate dehydrogenase, E2 component, dihydrolipoamide acetyltransferase
C——71
SAUSA300 ' 1472-exodeoxyribonuclease VII, large subunit
—1
IS:A%JSA:SOOJ473-transcription antitermination factor NusB
SAUSA300 1475-acetyl-CoA carboxylase, biotin carboxylase
——1

TW20_0582 CONTIG: 7000000178222069 . . . . . . . . . . . . . . . . . . . .
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I%ATWZOJ 4990-hypothetical protein SATW20_15040-AraC family regulatory protein SATW20 15100-putative membrane protein SATW20 15160-putative DNA repair protein SATW20_15240-biotin carboxyl carrier protein of acetyl-CoAcarboxylase
C—1 C—1 [ ] 1
SATW20_15000-putative short chain dehydrogenase ’SATW2O 15060-maltose operon transcriptional repressor SATW20/ 15130-2-oxoisovalerate dehydrogenase beta subunit SATW20_15210-putative N utilization substance protein B
SATW20_ 15010-putative pyrroline-5-carboxylate reductase SATW20 15080-6-phosphogluconate dehydrogenase,decarboxylating SATW20_15170-arginine repressor
—1 1 —1
SATW20_15020-conserved hypothetical protein IS:A'II' W20_15070-glyoxalase/bleomycin resistance protein/dioxygenase superfamily protein SATW20 15180-putative geranyltranstransferase
SATW20 15030-putative glucose-6-phosphate 1-dehydrogenase SATW20_15110-conserved hypothetical protein |%ATW2O_1 5190-putative exodeoxyribonuclease VIl small subunit
——— 1 1
SATW20 15050-alpha-D-1,4-glucosidase SATW20 15120-lipoamide acyltransferase component ofbranched-chain alpha-keto acid dehydrogenase complex
[ ] C——1
SATW20 15090-putative peptidase SATW20 15140-2-oxoisovalerate dehydrogenase alpha subunit SATW20 15230-biotin carboxylase subunit of acetyl-CoAcarboxylase
—1 —T1 ———— 1

SATW20 15150-putative dihydrolipoamide dehydrogenase
]
SATW20 15200-putative exodeoxyribonuclease VIl large subunit
——— 1
IS:A'II' W20 _15220-conserved hypothetical protein

EMRSA1? CONTII(; 7000090178222072 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
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SAEMRSA15_14230 SAEMRSA15 14270 SAEMRSA15_14300 SAEMRSA15_14330 SAEMRSA15_14360 SAEMRSA15 14390 SAEMRSA15_14410 SAEMRSA15_14450
[ ——1 1 C—— 1 C——— 1 L 1] L1 1
SAEMRSA15_14240 SAEMRSA15_14280 SAEMRSA15_14310 SAEMRSA15_14340 SAEMRSA15_14370 SAEMRSA15 14400 SAEMRSA15/14430 SAEMRSA15_14480
—1 —1 1 ———1 1 [ ] ] 1
SAEMRSA15_14250 SAEMRSA15 14290 SAEMRSA15_14320 SAEMRSA15_14350 SAEMRSA15_14380 SAEMRSA15_14420 SAEMRSA15_14460
—1 [ ] —— 1 —1 —— 1 —1 1]
SAEMRSA15_14260 SAEMRSA15_14440
———1 1

SAEMRSA15_14470
— 1
S'I:398_SO3:85 CON'II'IG: 7000,0001 782.1 3650
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I%A\PIG1567-conserved hypothetical protein SAPIG1574-HTH-type transcriptional regulator MalR (Maltose operontranscriptional repressor) SAPIG1586-arginine repressor SAPIG1593-acetyl-CoA carboxylase, biotin carboxyl carrier protein
SAPIG1568-oxidoreductase SAPIG1572-transcriptional regulator, AraC family SAPIG1579-conserved membrane protein YqjA SAPIG1585-DNA repair protein RecN SAPIG1591-conserved protein YghY
—1 ——1 C—1 [ ] -
SAPIG1569-pyrroline-5-carboxylate reductase IS:AIPIG1575-egoxaIase family protein SAPIG1582-2-oxoisovalerate dehydrogenase subunit beta (branched-chain alpha-keto acid dehydrogenase e1 component beta chain) (bckdhe1-beta)
SAPIG1570-ribonuclease Z SAPIG1576-6-phosphogluconate dehydrogenase, decarboxylating SAPIG1587-geranyltranstransferase (Farnesyl-diphosphate synthase)(FPP synthase)
—1 —— 1 ——1
SAPIG1571-glucose-6-phosphate dehydrogenase SAPIG1577-conserved hypothetical protein SAPIG1584-dihydrolipoyl dehydrogenase SAPIG1590-transcription antitermination factor NusB
Ij _ — 1 1 -
SAPIG1573-0ligo-1,6-glucosidase (Oligosaccharide alpha-1,6-glucosidase) (Sucrase-isomaltase) (Isomaltase) (Dextrin 6-alpha-D-glucanohydrolase)
[ ]
I%APIG1578-conserved hypothetical protein I%APIG1588-exodeoxyribonuclease VI, small subunit
SAPIG1580-protein BLi02578/ SAPIG1589-exodeoxyribonuclease VI, large subunit
1 L 1

SAPIG1581-lipoamide acyltransferase component of branched-chain alpha-keto aciddehydrogenase complex (Dihydrolipoyllysine-residue (2-methylpropanoyl)transferase) (E2) (Dihydrolipoamide branched chaintransacylase)
SAPIG1583-2-oxoisovalerate dehydrogenase\subunit alpha (branched-chain alpha-keto acid dehydrogenase e1 component alpha chain) (bckdhe1-alpha)

SAPIG1592-acetyl-CoA carboxylase, biotin carboxylase
— 1
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SAR1577-hypothetical protein SAR1583-AraC family transcription regulator SAR1589-6-phosphogluconate dehydrogenase SAR1595-2-oxoisovalerate dehydrogenase alpha subunit SAR1604-acetyl-CoA carboxylase biotin carboxylase subunit
[ C—1 Ij ——1
SAR1578-putative short chain dehydrogenase SAR1585-maltose operon transcriptional/repressor SAR1591-hypothetical protein SAR1596-dihydrolipoamide dehydrogenase SAR1602-transcription antitermination protein NusB
C—1 1 —1 ——— 1 ]
SAR1579-putative pyrroline-5-carboxylate reductase . SAR1587-PfkB family carbohydrate kinase SAR1592-hypothetical protein SAR1597-putative DNA repair protein SAR1605-biotin carboxyl carrier protein of acetyl-CoA carboxylase
—1 | — —1 [ ] —
SAR158/1-hypothetical protein IS:AIR1586-g|yoxaIase/bleomycin resistance protein/dioxygenase superfamily protein SAR1598-arginine repressor,
SAR1582-glucose-6-phosphate 1-dehydrogenase SAR1590-putative peptidase SAR1594-2-oxoisovalerate dehydrogenase beta subunit SAR1603-hypothetical protein
Iil ———1 ——1 —J
SAR1584-alpha-D-1,4-glucosidase SAR1593-lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex
[ | |:|

SAR1 5§9-putative geranyltranstransferase
—1
SAR1600-putative exodeoxyribonuclease VII small subunit

SAR1601-exodeoxyribonuclease VIl large subunit
| I — —

LGA251I CONTIGI: 70000901 78222I074 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 >
1566k 1567k 1568k . 1569k 1570k 1571k 1572k . 1573k 1574k 1575k 1576k / 1577k 1578k 1579 1580k 1581k 1582k 1583k 1584k 1585k 1586k / 1587k 1588k 1589k 1590k / 1591k 1592K

SARLGA251_14090 SARLGA251 14130 SARLGA251_14160 SARLGA251_14190 SARLGA251_14220 SARLGA251, 14250 SARLGA251_14270 SARLGA251_14310
[ ————— 71 ‘ —— 1 | I C— 1 C———— 71 1 1]
SARLGA251_14100 SARLGA251_14140 SARLGA251_14170 SARLGA251_14200 SARLGA251_14230 SARLGA251 14260 SARLGA251_14290 SARLGA251_14340
—1 — —1] ——1 1 [ ] | L
SARLGA251_14110 SARLGA251_14150 SARLGA251 14180 SARLGA251_14210 SARLGA251_14240 SARLGA251_14280 SARLGA251_14320
—1 [ ] —— 1 1 — 1 L— 1 L]
SARLGA251_14120 SARLGA251_14300
1 L 1

SARLGA251 14330
———

‘RIF122 CO’I\I-I-I(3 7090000097I160216 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
1490k -~ 1491K 1492k 1493k~ 1494k 1495k 1496k ~ 1497k 1498k 1499k 1500k 1501k 1502k 1503k 1504k 1505k 1506k. 1507k 1508k . 1509k 1510k 1511k 1512k 1513k - 1514k 1515k 1516k 1517k 1518k 1519k 1520k 1521k 1522k 1523k

SAB1362c-hypothetical protein SAB1367-AraC family transcriptional regulator SAB1377c-hypothetical protein SAB1386¢-hypothetical protein SAB1391c-dihydrolipoamide dehydrogenase SAB1397c-transcription antitermination protein NusB
| ——1 | — S ] ——— 1 1
SAB1363c-oxidoreductase SAB1368c-alpha-D-1,4-glucosidase SAB1375c-hypothetical protein SAB1385c-peptidase T SAB1389c-2-oxoisovalerate dehydrogenase beta'subunit SAB1398c-hypothetical protein
/1 [ ] — ——— 1 ——1 —1
SAB1364-pyrrolidine-5-carboxylate reductase SAB1370c-hypothetical protein SAB1380c-ABC transporter SAB1387c-hypothetical protein SAB1392c-DNA repair protein SAB1399c-acetyl-CoA carboxylase biotin carboxylase subunit
—1 O /™ —1 [ ] —— 1
SAB1365c-metallo-beta-lactamase SAB1369c-maltose operon transcriptional repressor SAB1382-hypothetical protein SAB1388c-branched-chain alpha-keto acid dehydrogenase E2 SAB1400c-acetyl-CoA carboxylase biotin carboxyl carrier subunit
—— 1 O —— 1 —
SAB1366-glucose-6-phosphate 1-dehydrogenase SAB1374c-hypothetical protein SAB1390c-2-oxoisovalerate dehydrogenase alpha subunit
|S:AIB1371c-hypothetica| protein SAB1381c-hypotheticaI protein SAB1393c-arginine repressor
E A\
SAB1372c-protease SAB1378c-hypothetical protein SAB1394c-geranyltranstransferase
— O — 1
SAB1373c-streptolysin-associated protein SagD-like protein SAB1395c-exodeoxyribonuclease VII small subunit
/T [
SAB1376c¢-streptolysin S-associated protein SagB-like protein SAB1396¢-exodeoxyribonuclease VIl large subunit
/ —— 1

SAB1379c¢c-ABC transporter permease
I—
I%AB1 383-hypothetical protein
SAB1384c-6-phosphogluconate dehydrogenase
—— 1




YRSI1 CONTIG: 70000001871422933

| | | | | | | | | | |
T 28k 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39k 2
MQA 01016-PTS system lactose- SpeCIfIC EIICB component MQA _01020-galactose-6-phosphate isomerase subunit lacB MQA_01024-hypothetical protein
MQA 01017-lactose-specific phosphotransferase enzyme IIA component MQA _01023-NAD-dependent deacetylase MQA 01026-hypothetical protein
— | ] ———1
MQA 01018-tagatose 1,6-diphosphate aldolase MQA 01022-lactose phosphotransferase system repressor
| ] | |
MQA_01019-tagatose-6-phosphate kinase MQA _01025-hypothetical protein
[ ] | ]
MQA 01021-galactose-6-phosphate isomerase subunit lacA
— 1]
YIIQSZ CONTIG: 7000000.184423072 . . . | . . . . . . .
28k 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39k 40k <
MQC 00256-PTS system lactose- SpeCIfIC EIICB component MQC 00260-galactose-6-phosphate isomerase subunit lacB MQC_00264-hypothetical protein
MQC 00257-lactose-specific phosphotransferase enzyme IIA component MQC _00263-NAD-dependent deacetylase MQC _00266-hypothetical protein
 — ] —
MQC 00258-tagatose 1,6-diphosphate aldolase MQC 00262-lactose phosphotransferase system repressor
| ] | |
MQC 00259-tagatose-6-phosphate kinase MQC 00265-hypothetical protein
[ | | ]
MQC 00261-galactose-6-phosphate isomerase subunit lacA
 —
VIRSBa CONTIG: 7000090184423193 . . . . . . . . . . . y
e 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39k 40k
MQE 00625-PTS system lactose-specific EIICB component MQE_00629-galactose-6-phosphate isomerase subunit lacB MQE_00633-hypothetical protein
| |  —  —
MQE 00626-lactose-specific phosphotransferase enzyme IIA component MQE 00632-NAD-dependent deacetylase MQE 00635-hypothetical protein
I | —
MQE_00627-tagatose 1,6-diphosphate aldolase MQE_00631-lactose phosphotransferase system repressor
| ] | |
MQE_00628-tagatose-6-phosphate kinase MQE_00634-hypothetical protein
| | | ]
MQE 00630-galactose-6-phosphate isomerase subunit lacA
 —
YRS4. CONTIG: 7000000184|423205 . . . . . . . . . . N
28k 29k 30k 31k 32k 33k 34k 35k 36k 37Kk 38k 39k 40k
MQG 01529-PTS system lactose-specific EIICB component MQG 01533-galactose-6-phosphate isomerase subunit lacB MQG_01537-hypothetical protein
| |  —  —
MQG 01530-lactose-specific phosphotransferase enzyme [IA component MQG 01536-NAD-dependent deacetylase MQG 01539-hypothetical protein
1 | ] —
MQG 01531-tagatose 1,6-diphosphate aldolase MQG 01535-lactose phosphotransferase system repressor
| ] | |
MQG 01532-tagatose-6-phosphate kinase MQG 01538-hypothetical protein
[ | | ]
MQG 01534-galactose-6-phosphate isomerase subunit lacA
 —
YR.SE’ CONTIG: 70000001.79151478 . . . . . . . . . . . ,
" 28k 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39K 40k
MQI 00025-PTS system lactose-specific EIICB component MQI 00029-galactose-6-phosphate isomerase, LacB subunit MQI 00033-hypothetical protein
| | I —
MQI_00026-PTS system, lactose-specific IIA component MQI_00031-lactose phosphotransferase system repressor MQI_00035-hypothetical protein
| | —
MQI_00027-tagatose 1,6-diphosphate aldolase MQI_00032-NAD-dependent deacetylase
| ] | ]
MQI 00028-tagatose-6-phosphate kinase MQI _00034-hypothetical protein
| | | ]
MQI 00030-galactose-6-phosphate isomerase, LacA subunit
I
YRSG CONTIIG: 7000000179151616I . . . . . . . . . .
) 1k 2k 3k 4k 5k 6k 7k 8k 9k 10k 11k 12k %
MQK 01454-PTS system lactose- SpeCIfIC EIICB component MQK 01458-galactose-6-phosphate isomerase, LacB subunit MQK_01462-hypothetical protein
MQK 01455-PTS system, lactose-specific I|A component MQK 01460-lactose phosphotransferase system repressor MQK 01464-hypothetical protein
| | —
MQK 01456-tagatose 1,6-diphosphate aldolase MQK 01461-NAD-dependent deacetylase
| ] | ]
MQK 01457-tagatose-6-phosphate kinase MQK 01463-hypothetical protein
| | | ]
MQK 01459-galactose-6-phosphate isomerase, LacA subunit
I
YRS7 CONTIG: 70000|00184450959 . . . . . . . . . . . ,
) 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39k 40k
MQM 00025-PTS system lactose- SpeCIfIC EIICB component MQM_ 00029-galactose-6-phosphate isomerase subunit lacB MQM_00033-hypothetical protein
MQM 00026-lactose-specific phosphotransferase enzyme IIA component MQM 00032-NAD-dependent deacetylase MQM 00035-hypothetical protein
| ] —
MQM 00027-tagatose 1,6-diphosphate aldolase MQM 00031-lactose phosphotransferase system repressor
| ] | |
MQM_ 00028-tagatose-6-phosphate kinase MQM 00034-hypothetical protein
[ | | ]
MQM 00030-galactose-6-phosphate isomerase subunit lacA
I
yIRSS CONTIG: 7000009179151631 . . . . . . . . . . . ,
8k 9k 10k 11k 12k 13k 14k 15k 16k 17k 18k 19k 20k
MQO 00923-PTS system lactose- SpeCIfIC EIICB component MQO 00927-galactose-6-phosphate isomerase, LacB subunit MQO _00931-hypothetical protein
MQO 00924-PTS system, lactose-specific IIA component MQO 00929-lactose phosphotransferase system repressor MQO 00933-hypothetical protein
— | | C—— 1
MQO 00925-tagatose 1,6-diphosphate aldolase MQO 00930-NAD-dependent deacetylase
| ] | ]
MQO 00926-tagatose-6-phosphate kinase MQO 00932-hypothetical protein
[ | | ]
MQO 00928-galactose-6-phosphate isomerase, LacA subunit
 —
¥R§9 CONTIG: 70000001|79151822 . . . . . . . . . . . y
28k 29k 30k 31k 32k 33k 34k 35k 36k 37k 38k 39k 40k
MQQ 00025-PTS system lactose- specmc EIICB component MQQ 00029-galactose-6-phosphate isomerase, LacB subunit MQQ_00033-hypothetical protein
MQQ 00026-PTS system, lactose-specific IIA component MQQ 00031-lactose phosphotransferase system repressor MQQ 00035-hypothetical protein
 — | | —
MQQ_00027-tagatose 1,6-diphosphate aldolase MQQ 00032-NAD-dependent deacetylase
| ] | ]
MQQ_00028-tagatose-6-phosphate kinase MQQ_00034-hypothetical protein
| | | |
MQQ 00030-galactose-6-phosphate isomerase, LacA subunit
——1
YRS1O CONTIG: 7009000179151877 . . . . . . . . . . . y
29Kk 30k 31k 32k 33k 34k 35k 36k 37k 38k 39K 40k
MQS 00788-PTS system lactose- speCIflc EIICB component MQS 00792-galactose-6-phosphate isomerase, LacB subunit MQS 00796-hypothetical protein
MQS 00789-PTS system, lactose-specific IIA component MQS 00794-lactose phosphotransferase system repressor MQS 00798-hypothetical protein
— | | — 1
MQS 00790-tagatose 1,6-diphosphate aldolase MQS 00795-NAD-dependent deacetylase
| ] | ]
MQS 00791-tagatose-6-phosphate kinase MQS 00797-hypothetical protein
[ | | |
MQS 00793-galactose-6-phosphate isomerase, LacA subunit
1
YRS11a COINTIG: 7000000179151|970 . . . . . . . . . . ,
) 1K 2k 3k 4k 5k 6k 7k 8k 9k 10k 11k 12k
MQU 00853-PTS system lactose- SpeCIfIC EIICB component MQU _00857-galactose-6-phosphate isomerase, LacB subunit MQU_00861-hypothetical protein
MQU 00854-PTS system, lactose-specific IIA component MQU 00859-lactose phosphotransferase system repressor MQU 00863-hypothetical protein
1 | | — 1
MQU _00855-tagatose 1,6-diphosphate aldolase MQU_00860-NAD-dependent deacetylase
| ] | ]
MQU _00856-tagatose-6-phosphate kinase MQU _00862-hypothetical protein
| | | ]
MQU 00858-galactose-6-phosphate isomerase, LacA subunit
I
VRS11b CONTIG 7000000179152030 . . . . . . . . . .
‘ T 2 3k 4k 5k 6k 7k 8k 9k 10k 11k 12k 1
MQW 01135-PTS system lactose- SpeCIfIC EIICB component MQW 01139-galactose-6-phosphate isomerase, LacB subunit MQW_01143-hypothetical protein
MQW 01136-PTS system, lactose-specific I|A component MQW 01141-lactose phosphotransferase system repressor MQW _01145-hypothetical protein
I— | | —— 1
MQW 01137-tagatose 1,6-diphosphate aldolase MQW 01142-NAD-dependent deacetylase
| ] | ]
MQW 01138-tagatose-6-phosphate kinase MQW 01144-hypothetical protein
| | | ]
MQW_01140-galactose-6-phosphate isomerase, LacA subunit
I
ﬂH1 CONTIG: 7009000097160218 . . . . . . . . . . . ,
) 2364k 2365k 2366k 2367k 2368k 2369k 2370k 2371k 2372k 2373k 2374k 2375k
SaurJH1 _2260-PTS system, lactose- SpeCIfIC [IC subunit SaurJH1 2264-galactose-6-phosphate isomerase subunit LacB SaurJH1_2268-hypothetical protein
SaurJH1 _2261-PTS system, lactose-specific I|IA component SaurJH1 2266-lactose phosphotransferase system repressor SaurJH1 2270-regulatory protein MerR
1 | | ——1
SaurJH1 2262-tagatose 1,6-diphosphate aldolase SaurJH1 2267-NAD-dependent deacetylase
| ] | ]
SaurJH1 2263-tagatose-6-phosphate kinase SaurJH1 2269-aldo/keto reductase
| ] | ]
SaurJH1 2265-galactose-6-phosphate isomerase subunit LacA
I
;JH9 CONTIG: 7|000000097160219 . . . . . . . . . . . ,
) 2364k 2365k 2366k 2367k 2368k 2369k 2370k 2371k 2372k 2373k 2374k 2375k
SaurJH9 | 2221-PTS system, lactose- SpeCIfIC [IC subunit SaurJH9 2225-galactose-6-phosphate isomerase subunit LacB SaurJH9 2229-hypothetical protein
SaurJH9 2222-PTS system, lactose-specific I|A component SaurJH9 2227-DeoR family transcriptional regulator SaurJH9 2231-MerR family transcriptional regulator
1 | | ———1
SaurJH9 2223-tagatose 1,6-diphosphate aldolase SaurJH9 2228-NAD-dependent deacetylase
| ] | ]
SaurJH9 2224-tagatose-6-phosphate kinase SaurJH9 2230-aldo/keto reductase
[ | | ]
SaurJH9 2226-galactose-6-phosphate isomerase subunit LacA
 —
Mu3 COINTIG: 7000000097160.226 . . . . . . | . . . .
2335k 2336k 2337k 2338k 2339k 2340k 2341k 2342k 2343k 2344k 2345k 2346k ik
SAHV 2174-PTS system, lactose-specific IIBC component SAHV 2178-galactose-6-phosphate isomerase subunit LacB SAHV_2183-hypothetical protein
| |  — —1
SAHV 2175-PTS system, lactose-specific IIA component SAHV 2180-lactose phosphotransferase system repressor SAHV 2185-hypothetical protein
| | —
SAHV 2176-tagatose 1,6-diphosphate aldolase SAHV 2181- NAD -dependent deacetylase
| ]
SAHV 2177-tagatose-6-phosphate kinase IS:AIHV 2182-hypothetical protein
[ |
SAHV 2179-galactose-6-phosphate isomerase subunit LacA SAHV 2184-hypothetical protein
 — | |
2/Iu50 CONTIG: 7000090097160229 . . . . . . . . . . . y
2334k 2335k 2336k 2337k 2338k 2339k 2340k 2341k 2342k 2343k 2344k 2345k
SAV2190-PTS system, lactose-specific IIBC component SAV2194-galactose-6-phosphate isomerase subunit LacB SAV2199-hypothetical protein
| | |:Q| —1
SAV2191-PTS system, lactose-specific IIA component SAV2196-lactose phosphotransferase system repressor SAV2201-transcription regulators (MerR family protein) homolog
| | C—1
SAV2192-tagatose 1,6-diphosphate aldolase SAV2197 NAD- dependent deacetylase
| ]
SAV2193-tagatose-6-phosphate kinase I%IV2198 hypothetical protein
| |
SAV2195-galactose-6-phosphate isomerase subunit LacA SAV2200-oxidoreductase, aldo/keto reductase
] | ]
2\1315 CONITIG: 700000009716021?0 . . . . . . . . . . ,
) 2264k 2265k 2266k 2267K 2268k 2269k 2270k 2271K 2272k 2273k 2274k 2275k
SA1992-PTS system, lactose-specific IBC component SA1996-galactose-6-phosphate isomerase subunit LacB SA2000-hypothetical protein
| | il —
SA1993-PTS system, lactose-specific I|A component SA1998-lactose phosphotransferase system repressor SA2002-hypothetical protein
1 | | ——— 1
SA1994-tagatose 1,6-diphosphate aldolase SA1999-NAD-dependent deacetylase
| ] | ]
SA1995-tagatose-6-phosphate kinase %SO?S-hypothetical protein
| |
SA1997-galactose-6-phosphate isomerase subunit LacA SA2001-hypothetical protein
I | ]
I‘ED98 (IZONTIG: 70000001721.14144 | . . . . . | . . . . .
© 2280k 2281k 2282k 2283k 2284k 2285k 2286k 2287k 2288k 2289k 2290k 2291k 2252
SAAV 2251-PTS system, lactose-specific [IBC components SAAV 2255-galactose-6-phosphate isomerase subunit LacB SAAV_2259-conserved hypothetical protein
| ]  — —1
SAAV 2252-PTS system, lactose-specific [IA component SAAV 2257-lactose phosphotransferase system repressor SAAV 2261-MerR family transcriptional regulator
 — | ] —
SAAV 2253-tagatose 1,6-diphosphate aldolase SAAV 2258-NAD-dependent deacetylase %AV_2262-conserved hypothetical protein
| ] | ]
SAAV 2254-tagatose-6-phosphate kinase SAAV 2260-aldo/keto reductase family oxidoreductase
| | | |
SAAV 2256-galactose-6-phosphate isomerase subunit LacA
1
I‘\/ISSA4?6 CONTIG: 70000000?7160224 . . . . . . . . | . . .
T 2263k 2264k 2265k 2266k 2267k 2268k 2269k 2270k 2271k 2272k 2273k 2274k 2275k g
SAS2091-PTS system, lactose-specific [IBC component SAS2095-galactose-6-phosphate isomerase subunit LacB SAS2100-hypothetical protein SAS2102-MerR family regulatory protein
| | C——1 —— I
SAS2092-PTS system, lactose-specific IIA component SAS2097-lactose phosphotransferase system repressor SAS2101-aldo/keto reductase family protein
 — | ] | ]
SAS2093-tagatose 1,6-diphosphate aldolase SA82098 NAD- dependent deacetylase
| |
SAS2094-tagatose-6-phosphate kinase IS:A|82099 hypothetical protein
| |
SAS2096-galactose-6-phosphate isomerase subunit LacA SAS2100a-hypothetical protein
——1 —
L\/IWZ CONITIG: 70000000971602|25 . . . . . . . . . . . .
A 2284k 2285k 2286k 2287k 2288k 2289k 2290k 2291k 2292k 2293k 2294k 2295k 2296k g
MW2116-PTS system lactose-specific [IBC component MW?2120-galactose-6-phosphate isomerase subunit LacB MW2125-hypothetical protein MW2128-hypothetical protein
| ] I ——1
MW2117-PTS system, lactose-specific IIA component MW2122-|lactose phosphotransferase system repressor MW2127-hypothetical protein
—1 | | | ]
MW2118-tagatose 1,6-diphosphate aldolase MW2123-NAD-dependent deacetylase
| | | |
MW2119-tagatose-6-phosphate kinase IM__VIV21 24-hypothetical protein
| |
‘ MW2121-galactose-6-phosphate isomerase subunit LacA MW2126-hypothetical protein
| — =
COL CONTIG: 7000000097160217 | . . . | . . . . . . )
¢ 2abak 2265k 2266k 2267k 2268k 2269k 2270k 2271k 2272k 2273k 2274k 2275k 2276k
SACOL2181-PTS system, lactose-specific IBC components SACOL2185-galactose-6-phosphate isomerase subunit LacB SACOL2190-hypothetical protein SACOL2193-MerR family transcriptional regulator
| ] I I /]
SACOL2182-PTS system, lactose-specific [IA component ISiAI\COL2187-hypothetica| protein IS__AI\COL2191-hypothetica| protein
SACOL2183-tagatose 1,6-diphosphate aldolase SACOL2188-lactose phosphotransferase system repressor SACOL2192-aldo/keto reductase family oxidoreductase
| | | | ]
| SACOL2184 tagatose -6-phosphate kinase SACOL2189 NAD -dependent deacetylase
‘ SACOL2186-galactose-6-phosphate i lsomerase subunit LacA
———1
L\lewmlan CONTIG: 70000000|97160235 . . . . . . . . . . . ,
T 2332k 2333k 2334k 2335k 2336k 2337k 2338k 2339k 2340k 2341k 2342k 2343k 2344k 2345k
NWMN | 2094-PTS system, lactose- speCIflc [IBC component NWMN 2098-galactose-6-phosphate isomerase subunit LacB NWMN 2103-hypothetical protein NWMN 2105-transcriptional regulator MerR family protein
—— 1 | —1
NWMN 2095-PTS system, lactose-specific IIA component NWMN_ 2100-lactose phosphotransferase system repressor NWMN 2104-aldo/keto reductase family protein
 — | | | ]
NWMN 2096-tagatose 1,6-diphosphate aldolase NWMN - 2101- NAD -dependent deacetylase
| |
NWMN_ 2097-tagatose-6-phosphate kinase I%VIMN 2102-hypothetical protein
| |
NWMN 2099-galactose-6-phosphate isomerase subunit LacA
—1
L\ICTC_8325 CONTIG:I7000000097160231 . . . . . . . . . . . . .
A 2275k 2276k 2277k 2278k 2279k 2280k 2281k 2282k 2283k 2284k 2285k 2286k 2287k
SAOQUHSC 02450-pts system, lactose-specific IIBC component, putative SAOUHSC 02454-galactose-6-phosphate isomerase subunit LacB SAOUHSC 02458-hypothetical protein SAOUHSC_02461-MerR family transcriptional regulator
| | —— 1 —— —— 1
SAOUHSC 02451-PTS system, lactose-specific I|A component SAOUHSC 02456-lactose phosphotransferase system repressor SAOQUHSC 02460-hypothetical protein
| | | ]
SAOUHSC 02452-tagatose 1,6-diphosphate aldolase SAOUHSC 02457-NAD-dependent deacetylase IS:A(i)UHSC_02462-hypotheticaI protein
| | | |
SAOUHSC 02453-tagatose-6-phosphate kinase %OUHSC_A02331-hypothetical protein
| ]
SAOUHSC 02455-galactose-6-phosphate isomerase subunit LacA SAOUHSC_02459-hypothetical protein
———1 1
EJSA300_TCHI1516 CONTIG: 700000|0178138011 . . . . . . . . . . . .
A 2328k 2329k 2330k 2331k 2332k 2333k 2334k 2335k 2336k 2337k 2338k 2339k 2340k g
USA300HOU 2183-PTS family lactose-N,N-diacetylchitobiose-beta-glucoside (lac) porter component IIBC USA300HOU 2190-Sir2 family NAD-dependent deacetylase I%[|SA300HOU_2194-hypothetica| protein
| | | ]
USA300HOU_2184-PTS family lactose-N,N-diacetylchitobiose-beta-glucoside (lac) porter component IIA USA300HOU_2192-hypothetical protein
USA300HOU 2185-tagatose-bisphosphate aldolase USA300HOU 2189-lactose phosphotransferase system repressor USA300HOU 2193-possible aldo/keto reductase
| | | | | ]
USA300HOU 2186-tagatose-6-phosphate kinase I USA300HOU_2195-possible MerR family transcriptional regulator
‘ | | E—
\ USA300HOU_ 2187-galactose-6-phosphate isomerase LacB subunit USA300HOU_2196-hypothetical protein
‘ ——— 1 ) ) —1
USA300HOU_2188-galactose-6-phosphate isomerase LacA subunit
——1
EJSA3OO_FPR375I7 CONTIG: 700000017|8138014 . . . . . . . . . . . )
A 2328k 2329k 2330k 2331k 2332k 2333k 2334k 2335K 2336k 2337k 2338k 2339k 2340k
SAUSA300 2150-PTS system, lactose4specific IIBC component SAUSA300 2154-galactose-6-phosphate isomerase SAUSA300_2158-conserved hypothetical protein
| ] I I—
SAUSA300_2151-PTS system, lactose-specific IIA component SAUSA300 2156-lactose phosphotransferase system repressor SAUSA300 2159-aldo/keto reductase family protein
— | | | ]
SAUSA300 2152-tagatose 1,6-diphosphate aldolase SAUSA300 2157-NAD-dependent deacetylase SAUSA300_2160-transcriptional regulator, MerR family
| | | ] C—1
SAUSA300 2153-tagatose-6-phosphate kinase
| |
‘ SAUSA300_2155-galactose-6-phosphate isomerase
| —
]'W2|0_0582 CONTIG: 7000|000178222069 . . . . . . . . . . . .
" 2480k 2481k 2482k 2483k 2484k 2485k 2486k 2487k 2488k 2489k 2490k 2491k 2492k 2253
SATW20 23280-PTS system, lactose-specific IIBC component SATW20 23320-galactose-6-phosphate isomerase LacB subunit SATW20 23360-hypothetical protein SATW20 23390-MerR family regulatory protein
| | 1 C—1
SATW20 23290-PTS system, lactose-specific I|A component SATW20 23340-lactose phosphotransferase system repressor SATW?20 23380-aldo/keto reductase family protein
—1 | | | ]
SATW20 23300-tagatose 1,6-diphosphate aldolase SATW20 23350-Sir2 family protein
| | | |
SATW20 23310-tagatose-6-phosphate kinase I%\TW2O_23370-hypothetical protein
[ |
SATW20 23330-galactose-6-phosphate isomerase LacA subunit
———1
EMRSA15 CONTIG: 7000000178222072 . . . . . . . . . . . N
$tax 2266k 2287k 2288k 2289k 2290k 2291k 2292k 2293k 2294k 2295k 2296k 2297k 2208k
SAEMRSA15 20950 SAEMRSA15 20970 SAEMRSA15 20990 SAEMRSA15 06240 SAEMRSA15 21030 SAEMRSA15 21050
I | I I — —
SAEMRSA15_20960 SAEMRSA15 20980 SAEMRSA15_ 21000 SAEMRSA15 21020 SAEMRSA15 21040 SAEMRSA15 21060
— | | ——1 | | — ——1
§T398_SO385 COINTIG: 7000000178213'650 . . . . . . . . . . .
A 2338k 2339k 2340k 2341k 2342k 2343k 2344k 2345k 2346k 2347k 2348k 2349k 2350k %
SAPIG2250-PTS system, Iactose-specific [IC component SAPIG2254-galactose-6-phosphate isomerase, LacB subunit SAPIG2258-conserved hypothetical protein
| | ———1 ——
SAPIG2251-lactose-specific phosphotransferase enzyme iia component (pts system lactose-specific eiia component) (eiia-lac) (eiii-lac) SAPIG2261-MerR family regulatory protein
SAPIG2252-tagatose 1,6-diphosphate aldolase SAPIG2256- Iactose phosphotransferase system repressor SAPIG2260 morphlne 6-dehydrogenase (Naloxone reductase)
| |
SAPIG2253 tagatose -6-phosphate kinase SAPIG2257 NAD -dependent deacetylase (Regulatory protein SIR2homoIog)
SAPIG2255-galactose-6-phosphate lsomerase LacA subunlt SAPIG2259-conserved hypothetical protein
——1 ]
L\/IIIQSA252 CONTIG: 7000|000097160223 . . . . . . . . . . . .
2365k 2366k 2367k 2368k 2369k 2370k 2371k 2372k 2373k 2374k 2375k 2376k 2377k 2aveh
SAR2281-PTS system, lactose-specific|lIBC component SAR2285-galactose-6-phosphate isomerase subunit LacB SAR2289-hypothetical protein SAR2291-MerR family regulatory protein
| | C——1 /1 I
SAR2282-PTS system, lactose-specific IIA component SAR2287-lactose phosphotransferase system repressor SAR2290-aldo/keto reductase family protein
C—1 | ] | ]
SAR2283-tagatose 1,6-diphosphate aldolase SAR2288-NAD-dependent deacetylase
| | | |
SAR2284-tagatose-6-phosphate kinase IS:,I°\R228Qa-hypothetical protein
| |
SAR2286-galactose-6-phosphate isomerase subunit LacA
C———1
LGA251 CONTIG 7000000178222074 . . . \ . . . ' . .
8 2238k 220K 2220k 2221k 2222k 2223k 2224k 2225k 2226k 2227k 2228k 2229k %
SARLGA251 19850 SARLGA251 - 19870 SARLGA251_19890 SARLGA251 19910 SARLGA251_19930 SARLGA251_19950
| ] —1
SARLGA251 19860 SARLGA251 19880 SARLGA251 19900 SARLGA251 19920 SARLGA251 19940
—1 I | —— 1 I I I |
RF122 CONTIIG: 7000000097160216? . . . . . . . . . . . )
2220K 2221k 2222k 2223k 2224k 2225k 2226k 2227k 2228k 2229K 2230k 2231k 2232k

SAB2071c-PTS system lactose-specific IIBC component SAB2075c-galactose-6-phosphate isomerase subunit LacB SAB2079c-hypothetical protein
| ] |:( —

SAB2080c-oxidoreductase
[ ]

SAB2081c-MerR family transcriptional regulator
—

SAB2082-hyaluronate lyase

[

SAB2072c-PTS system, lactose-specific IIA component
SAB2073c-tagatose 1,6-diphosphate aldolase
| ]
SAB2074c-tagatose-6-phosphate kinase
| |

SAB2077c-lactose phosphotransferase system repressor
|
SAB2078-NAD-dependent deacetylase
| ]

SAB2076c¢-galactose-6-phosphate isomerase subunit LacA
——— 1




VRS1 COINTIG: 70000001 I84422905 .

2k 3k 4k 5k 6k 7k 8k
MQA 02335-serine protease splC MQA 02338-hypothetical protein
—1 —1

|} I : |} f f f
1k

g

MQA 02336-serine protease splB MQA_02339-hypothetical protein
———1 —

MQA 02337-serine protease splA MQA 02340-hypothetical protein

— 1 [
MQA 02341-hypothetical protein
I

VRS2 C(I)NTIG: 7000000‘!84423059 . | . . .

1
1k 2k 3k 4k 5k 6k 7k 8k

MQC 02512-serine protease splC MQC 02515-hypothetical protein
—— 1 —1

g

MQC 02513-serine protease splB MQC_02516-hypothetical protein
——— 1 —

MQC 02514-serine protease splA MQC 02517-hypothetical protein

——— 1 [ _ _
MQC 02518-hypothetical protein
I

VRS3a (IZONTIG: 700000(|)1 84423139 .

1 1
1k 2k 3k 4k 5k 6k 7k 8k

MQE 02472-serine protease splC MQE 02475-hypothetical protein
C—— 1 C——1

&

MQE_02473-serine protease splB MQE_02476-hypothetical protein
—1 1
MQE _02474-serine protease splA MQE 02477-hypothetical protein
—— 1 [
MQE 02478-hypothetical protein
I

VRS4 C(I)NTIG: 7000000‘! 84423239 . | . . .

I >

1
1k 2k 3k 4k 5k 6k 7k 8k
MQG 02453-serine protease splC MQG 02456-hypothetical protein
MQG 02454-serine protease splB MQG_02457-hypothetical protein
C——— 1 1

9k

MQG 02455-serine protease splA MQG 02458-hypothetical protein

—— 1 [ . .
MQG 02459-hypothetical protein
I

YRSS CONTIGi 70000001791 51|506

2k 3k 4k
MQI 02538-serine protease splC
———1

1 1
5k 6k 7k 8k 9k

MQI 02541-hypothetical protein
————1

MQI 02539-serine protease splB MQI_02542-hypothetical protein
1 1

MQI _02540-serine protease splA MQI 02543-hypothetical protein
———1 [

MQI 02544-hypothetical protein
I

VRS6 CpNTIG: 7000000,179151550 : . . | . :

¢ 1k 2k 3k 4k 5k 6k 7k 8k
MQK 02432-serine protease splC MQK 02435-hypothetical protein
——— 1 ——1

! >

9k
MQK 02439-panton-Valentine leukocidin chain F
[

MQK 02433-serine protease splB MQK _02436-hypothetical protein
——— 1 -

MQK 02434-serine protease splA MQK 02437-hypothetical protein

——— 1 [
MQK 02438-hypothetical protein
I

VRS7 COI\IITIG: 70000001 8|4450839

173k 174k 175k 176k 177k

MQM 00970-hypothetical protein
—1

170k 171k 172k

MQM _00967-serine protease splC
—1

17;8k »

MQM 00968-serine protease splB MQM_00971-hypothetical protein
—— 1 -

MQM 00969-serine protease splA MQM 00972-hypothetical protein
—— 1 [

MQM 00973-hypothetical protein
I
VRS8 CONTIIG: 70000001791 I51 646

GJIlk Bék Bék 6J/k 6ék

MQO 01956-hypothetical protein
C——1

61k 62k 63k

MQO 01953-serine protease splC
C——— 1

650

MQO 01954-serine protease splB MQO _01957-hypothetical protein
——— 1 —

MQO 01955-serine protease splA MQO 01958-hypothetical protein
—— 1 [

MQO 01959-hypothetical protein
I
VRS? CONTIG: 7000900179151818

1 1 1 1 1
26k 27Kk 28k 20k 30k
MQQ 02281-hypothetical protein
——1

MQQ_02282-hypothetical protein
—J

22k 23k 2ik 2ék

MQQ 02278-serine protease splC

C——— 1
MQQ 02279-serine protease splB
—1

>

MQQ 02280-serine protease splA MQQ 02283-hypothetical protein
————1 I

MQQ 02284-hypothetical protein
I
VRS10 CONTIG: .7000000179151911

2ék Zék 2J/k Zék Zék

MQS 01900-hypothetical protein
1

é1k 22k 23k 24k

MQS 01897-serine protease splC
——— 1

>

MQS 01898-serine protease splB MQS_01901-hypothetical protein
1 —

MQS 01899-serine protease splA MQS 01902-hypothetical protein
—— 1 [

MQS 01903-hypothetical protein
I
VRS11a CONTIGI: 700000017915|1990

6k 7k ék 16k 1ik

MQU 02169-hypothetical protein
———1

éﬁ 4k 5k ok

MQU 02166-serine protease splC
————1

>

MQU 02167-serine protease splB MQU_02170-hypothetical protein
C—— 1 —

MQU _02168-serine protease splA MQU 02171-hypothetical protein
——1 [

MQU 02172-hypothetical protein
I

VRS11b CONTIGI: 70000001791 52|040 .

% 8k ok 16k Hx

MQW 02232-hypothetical protein
——1

£ 4k 5k 6k
MQW 02229-serine protease splC
——— 1

>

MQW 02230-serine protease splB MQW_02233-hypothetical protein
——— 1 —1

MQW 02231-serine protease splA MQW 02234-hypothetical protein
——— 1 [

MQW 02235-hypothetical protein
I

JH1 ICONTIG: 70000(?00971 60218

1990k 1991k 1992k

SaurJH1 1902-hypothetical protein
I

41985k 1986k 1987k 1988k 1989k

SaurJH1 1897-peptidase S1 and S6 chymotrypsin/Hap
——1

SaurJH1 1898-peptidase S1 and S6 chymotrypsin/Hap SaurJH1 1903-hypothetical protein
—— 1 I

SaurJH1 1899-peptidase S1 and S6 chymotrypsin/Hap
—

1993k

SaurJH1 1900-putative beta-lactamase
———1

JI-!Q CONTIG: 7000|000097160219 .

1 1 1 1
1990k 1991k 1992k 1993k

SaurJH9 1867-hypothetical protein
—1

1 1
1‘9é5k 1986k 1987k 1988k 1989k

SaurJH9 1862-peptidase S1 and S6, chymotrypsin/Hap
1

>

SaurJH9 1863-peptidase S1 and S6, chymotrypsin/Hap SaurJH9 1868-hypothetical protein
——— 1 . . I
SaurJH9 1864-peptidase S1 and S6, chymotrypsin/Hap
—— 1 ) _
IS%IJMHQJ 865-hypothetical protein
SaurJH9 1866-hypothetical protein
——1 ) )
SaurJH9 1869-hypothetical protein
I

Mu3 CONTIG: 7000000097160226

1 1 1 1 1 1 1 1 1
ﬁgazk 1943k 1944k 1945k 1946k 1947k 1948k 1949k 1950k

SAHV 1796-serine protease SAHV_1799-hypothetical protein
—— 1 —1

SAHV 1804-leukotoxin F-subunit
[

SAHV 1797-serine protease SAHV 1800-beta-lactamase
1 ———1

SAHV 1798-serine protease SAHV_1801-hypothetical protein
——1 1
SAHV 1802-hypothetical protein
I
SAHV 1803-hypothetical protein
I

Mu50 CONTIG: 7000000097160229

1 1
1946k 1947k 1948k

SAV1819-leukotoxin F-subunit
[

1 1
1944k 1945k
SAV1814-hypothetical protein
—1

1 1
1941k 1942k 1943k

SAV1811-serine protease
1

1
1949k »

SAV1812-serine protease SAV1815-beta-lactamase
—— 1 ——1

SAV1813-serine protease SAV1816-hypothetical protein
—— 1 —1

SAV1817-hypothetical protein
[

SAV181 8-h¥ﬁothetical protein

N315 CONTIG: 700000|00971 60230

1
1870k

SA1637-leukotoxin, LukD
[

1 1 1 1
1866k 1867k 1868k 1869k

SA1632-hypothetical protein
-

1 1
1863k 1864k 1865k

SA1629-serine protease SplC
I

1
1871k

SA1630-serine protease SplB SA1634-hypothetical protein
1 —1

SA1638-leukotoxin LUkE
]

SA1631-serine protease SplA

—— 1
SA1633-beta-lactamase
——1

SA1635-hypothetical protein
I

SA1 636-h¥ﬁothetical protein

ED98 CONTIIGZ 70000001721 ’]4144

1 1 | 1 1 1 1
1886k 1887k 1888k 1889k 1890k 1891k 1892k 1893k Y
SAAV 1819-serine protease SpIC SAAV 1822-putative beta-lactamase SAAV 1828-leukotoxin LukD
I — [
SAAV 1829-leu

SAAV 1820-serine protease SplB
SAAV 1821-serine protease SplA
I

EAAV_1 823-hypothetical protein
SAAV_1824-epidermin immunity protein F
SAAV 1825-conserved hypothetical protein
[
/ SAAV 1826-conserved hypothetical protein
I
;AAV_1 827-hypothetical protein

18k

MQI 02545-panton-Valentine leukocidin chain F
[
MQI 02546-leukotoxin LukE

]

MQA 02342-gamma-hemolysin component B

[ ]

MQA 02343-gamma-hemolysin component A
]

MQC 02519-gamma-hemolysin component B

[

MQC 02520-gamma-hemolysin component A
]

MQE 02479-gamma-hemolysin component B

[

MQE _02480-gamma-hemolysin component A
]

MQG 02460-gamma-hemolysin component B

[

MQG 02461-gamma-hemolysin component A
]

MQK 02440-leukotoxin LUkE
]

MQM_00974-gamma-hemolysin component B

[

MQM _00975-gamma-hemolysin component A
]

MQO 01960-panton-Valentine leukocidin chain F
[
MQO 01961-leukotoxin LUKE

]

MQQ 02285-panton-Valentine leukocidin chain F
[
MQQ _02286-leukotoxin LUkE

]

MQS 01904-panton-Valentine leukocidin chain F
[
MQS 01905-leukotoxin LUkKE

]

MQU 02173-panton-Valentine leukocidin chain F
[
MQU 02174-leukotoxin LUkE

]

MQW 02236-panton-Valentine leukocidin chain F
[
MQW 02237-leukotoxin LUkE

]

SaurJH1 1904-beta-channel forming cytolysin

[

SaurJH1 1905-beta-channel forming cytolysin
]

SaurJH9 1871-beta-channel forming cytolysin

SaurJH9 1870-beta-channel forming cytolysin
[

SAHV 1805-leukotoxin S-subunit
]

SAV1820-leukotoxin S-subunit
]

kotoxin LUkE
]

5/|SSA476 CONTIG: 7q0000009716022f1

1
" 1884k 1885k 1836k
SAS1734-serine protease
—— 1

SAS1735-serine protease

——— 1 '
SAS1736-serine protease
1

MW2 CON'II'IG: 7000000097|1 60225

1
1837k
SAS1737-hypothetical protein
—1

1 1 1 1 1 1
1890k 1891k 1892k 1893k 1894k 1895k

SAS1741-putative lantibiotic transport ATP-binding protein
——

1 1
1888k 1889k

SAS1738-hypothetical protein
———1

SAS1742-putative lantibiotic leader peptide processing serine protease
[ ]
SAS1 739-gutative lantibiotic ABC transporter protein

1
1896k

SAS1745-putative lantibiotic biosynthesis protein
[

SAS1740-putative lantibiotic ABC transporter protein
I
SAS1743-putative lantibiotic modifying enzyme
—
SAS1744-putative lantibiotic biosynthesis protein
[ ]

1 1 1 LA
1897k 1898k 1899k 1900k

%0\81 746-lantibiotic precursor

SAS1747a-lantibiotic precursor

SAS1748-gamma-hemolysin component B precursor
[ ]

SAS1749-gamma-hemolysin component A precursor

1 1 1 1 1 1 1 1 1 1
1905k 1906k 1907k 1908k 1909k 1910k 1911k 1912k 1913k 1914k 1915k 1916k 1917k 1918k 1919k 1920k
MW1753-serine protease SplC MW1756-hypothetical protein MWA1 760-h§pothetical protein MW1764-hypothetical protein MW1765-hypothetical protein
MW1754-seri t SplB = MW1758-hypothetical protei MW1762-hypothetical protei | 27 MW1766-hypothetical protei
-serine protease Sp -hypothetical protein -hypothetical protein M\ -hypothetical protein
—— 1 Ij — —
MW1755-serine protease SplA MW1759-hypothetical protein MW1763-hypothetical protein MW1767-leukotoxin
—— 1 I:LI [ | [ ]
MW1757-hypothetical protein MW1761-hypothetical protein MW 1768-leukotoxin LUKE
———1 [ — [ |
COL CONTIG: 7900000097160217 . . : : : : . : : : : . . . :
1920k 1921k 1922k 1923k 1924k 1925k 1926k 1927k 1928k 1929k 1930k 1931k 1932k 1933k 1934k 1935k \, 1936k

191<9k
SACOL1867+serine protease SplC
————1

SACOL 1868-serine protease SplB

C—— 1
SACOL 1869-serine protease SplA
—— 1

Newrlnan CONTIG: 7090000097160235|

SACOL 1870-hypothetical protein
C——1

SACOL1874-epidermin leader peptide processing serine protease EpiP
]
SACOL1875-epidermin biosynthesis protein EpiD
SACOL1877-epidermin biosynthesis protein EpiB
[

[
SACOL1871-epidermin immunity protein F
—— 1

SACOL1872-epidermin immunity protein F
SACOL1873-epidermin immunity protein F
/]

%ACOL1878-Iantibiotic epidermin precursor EpiA

SACOL1879-1S1181 transposase SACOL1881-leukotoxin LukE
[ ] [ ]
SACOL1880-leukotoxin LukD
[ ]

1902k 1903k 1904k
NWMN 1704-serine protease SplC
—

NWMN 1705-serine protease SplB
——— 1

NWMN 1706-serine protease SplA
——1

N?TC_8325 CONTIIG: 70000000971|60231

1
1905k
NWMN_ 1707-hypothetical protein
—

1 1 1 1 1
1908k 1909k 1910k 1911k 1912k 1913k 1

NWMN. 1711-lantibiotic immunity protein F

1 1
1906k 1907k

1
914k

NWMN 1715-lantibiotic biosynthesis protein

|

NWMN 1709-lantibiotic ABC transparter protein
—— 1
NWMN 1710-lantibiotic ABC transporter protein
———
NWMN 1708-hypothetical protein
—— 1

[
NWMN 1714-lantibiotic biosynthesis protein
[ ]

NWMN 1712-lantibiotic leader peptide processing serine protease
| 1
NWMN 1713-lantibiotic modifying enzyme
———]

19;|6k 19;|7k 19%8k

NWMN_1717-lantibiotic precursor

1915k

=
IN:IWMN_1 716-lantibiotic precursor

NWMN 1718-leukocidin LukD precursor

]
NWMN _1719-leukocidin LUkE precursor
[ ]

>

hse 1846k 1847k
SAOUHSC 01939-serine protease SplC
———1

SAOUHSC 01941-serine protease SplB

SAOUHSC 01942-serine protease SplA
——— 1

EJSA300_TCH1 51? CONTIG: 7000(|)001 78138011

[
1848k
SAOUHSC _01943-hypothetical protein
—1

1 1 1 1 1 1
1851k 1852k 1853k 1854k 1855k 1856k

SAOUHSC 01948-ABC transporter
————1
SAOUHSC |01945-hypothetical protein
SAOUHSC 01947-hypothetical protein
/]

1 1
1849k 1850k

[
SAOUHSC 01950-flavoprotein, epiD, putative
—

1
1857k
SAOUHSC 01951-epidermin biosynthesis protein EpiC, authentic point mutation

]

[
SAOUHSC_01944-hypothetical protein SAOUHSC 01949-intracellular serine protease, putative
I [ ]

1 1 | 1
1858k 1859k 1860k 1861k

[ ]
SAOUHSC_01953-gallidermin superfamily epiA protein

=
SAOUHSC 01952-lantibiotic epidermin biosynthesis protein EpiB, putative
|

SAOUHSC 01954-leukotoxin, LukD
[ ]

'Y

1
1942k 1943k 1944k 1945k
USA300HOU _1804-S1B family serine protease SpIC
—— 1

USA300HOU_1805-S1B family serine protease SplB

—— 1
USA300HOU 1806-S1B family serine protease SplA
—— 1

EJSA300_FPF\’|3757 CONTIG: 79000001 781380 1.4

1 1 1 1 1 1 1
1947k 1948k 1949k 1950k 1951k 1952k 1953k

USA300HOU _1808-lantibiotic epidermin immunity protein F
/1

1
1946k

1
1954k
USA300HOU 1814-lantibiotic epidermin biosynthesis protein EpiB
[ |

USA300HOU 1809-epidermin ABC superfamily ATP binding cassette transporter, membrane protein
USA300HOU_1810-epidermin ABC superfamily ATP binding cassette transporter, ABC protein
—
USA300HOU 1811-S8A family lantibiotic epidermin serine protease

]
USA300HOU_1812-lantibiotic lepidermin biosynthesis protein EpiD
—

USA300HOU 1813-lantibiotic epidermin biosynthesis protein

[ ]

USA300HOU_1807-hypothetical protein
——1

EpiC

| 4

1 1
1957k 1958k
USA300HOU 1818-leukotoxin LUKE
[ ]

1 1
1955k 1956k

IU:\?A3OOHOU_1 815-lantibiotic epidermin EpiA

I%ISA3OOHOU_1 816-hypothetical protein
USA300HOU 1817-leukotoxin LukD
[ ]

A 1942k 1943k 1944k
SAUSA300 1756-serine protease SplC
——1

SAUSA300 1757-serine protease SplB
———1

SAUSA300  1758-serine protease SplA
——1

TW20_0582 PONTIG: 700000|0178222069

1950k 1951k 1952k 1953k
SAUSA300_1764-lantibiotic epidermin biosynthesis protein EpiD
—

1945k 1946k 1947k 1948k 1949k

SAUSA300_1759-conserved hypothetical protein
C———1

1954k

=
SAUSA300 1766-lantibiotic epidermin biosynthesis protein EpiB

SAUSA300 | 1760-lantibiotic epidermin immunity protein F
C——71 [

SAUSA300 1761-lantibiotic epidermin immunity protein F
i _ .
SAUSA300 |1762-lantibiotic epiderminimmunity protein F
C——T
SAUSA300 1763-lantibiotic epidermin leader peptide processing serine protease EpiP
C |

SAUSA300 1765-lantibiotic epidermin biosynthesis protein EpiC
[ , ]

1 1 1 A
1955k 1956k 1957k g
SAUSA300_1767-lantibiotic epidermin biosynthesis protein EpiA
SAUSA300 1769-leukotoxin LUkE

[ ]
SAUSA300 1768-leukotoxin LukD
[ ]

>

1967k 1968k
SATW20 18090-serine protease
——— 1

SATW?20 18100-serine protease

1
SATW20 18110-serine protease
——1

EGA251 CON:I'IG: 7000000178.222074

1
1969k

1 1 1 1 1
1973k 1974k 1975k 1976k 1977k
SATW20 181 60-Iantib\iotic leader peptide-processing serine protease

il
SATW20_ 18170-lantibiotic decarboxylase
—T ‘

SATW20 18180-lantibiotic biosynthesis protein
[ |

1 1 1
1970k 1971k 1972k
SATW20' 18120-putative exported protein
——1]

[
SATW20 18130-lantibiotic immunity protein
——— 1
SATW20 18140-lantibiotic immunity protein
——/

1
1978k

1 1 1
1979k 1980k 1981k
SATW20_18201-lantibiotic precursor

—
ISDATW20_1 8200-lantibiotic precursor

SATW20 18150-lantibiotic immunity protein
———

EMRSA15 (NO homology)

0
ST398_S0385 (NO homology)

0
MRSA252 (NO homology)
0

SATW20 18210-gamma-hemolysin component B
]

[
SATW20 18190-lantibiotic biosynthesis protein (pseudogene)
[ ]

SATW20 18220-gamma-hemolysin component A
[ ]

N 1881k 1882k 1883k 1884k 1885k 1886k 1887k 1888k 1889k 1890k 1891k 1892k 1893k 1894k 1895k 1896k >
SARLGA251 16950 SARLGA251 16970 SARLGA251 16980 SARLGA251 17000 SARLGA251 17030 SARLGA251 17050 SARLGA251 17060 SARLGA251 17090
1 — — — — m | 3 | |

SARLGA251 16960 SARLGA251_16990 SARLGA251 17020 SARLGA251 17040 SARLGA251 17070
1 — [ | | ] 5
SARLGA251 17010 SARLGA251 17080
— | |

RF122 CONTIG: 7000000097160216 . . . . . . . . . . . . . . )

1817k 1818k 1819k 1820k 1821k 1822k 1823k 1824k 1825k 1826k 1827k 1828k 1829k 1830k 1831k 1832k

SAB1671c-serine proteinase

SAB1672c-serine proteinase
— 1

SAB1675-hypothetical protein SAB1679c-serine protease precursor SAB1682c-hypothetical protein
I [ ] [

SAB1676c-hypothetical protein
—— 1
SAB1677c-transport protein
I ——
SAB1678c-transport protein

SAB1680c-hypothetical protein
I—
SAB1681c-hypothetical protein
[ ]

SAB1683c-hypothetical protein
SAB1684-hypothetical protein
= SAB1685c-hypothetical protein
= SAB1686c¢-leukotoxin D subunit

[ ]
SAB1687c-leukotoxin E subunit
[ ]

1 3

SAOUHSC 01955-leukotoxin, LUKE, putative



FDQS COII\ITIG: 700|00001721|14144

VRS1 COII\ITIG: 700|00001844|22967

41k 42k 43k 44k 4ék 4ék 45k 4§k 4§k

MQA_01434-hypothetical protein
MQA 01435-hypothetical protein
——1

MQA 01436-staphylococcus tandem lipoproteins
—1

MQA 01437-staphylococcus tandem lipoproteins
—1

MQA 01441-staphylococcus tandem lipoproteins
—1

MQA 01442-hypothetical protein

| ]

| | }
55k 56k
MQA 01446-hypothetical protein
[ |
MQA 01445-hypothetical protein
| |

56k 5%k 52k 53k 54k

MQA 01443-amidohydrolase

MQA 01444-quinolone resistance protein norB
|

MQA _01438-staphylococcus tandem lipoproteins
.

M-QA_01439-hypotheticaI protein

MQA 01440-staphylococcus tandem lipoproteins
—1

YRSZ COINTIG: 7090000184?123071 l' /

|

42k 43k 44k 45k 46k
MQC_01705-hypothetical protein
—1

MQC 01706-hypothetical protein 1 \
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MQC 01708-staphylococcus tandem lipoproteins
1

|
49k
MQC 01711-hypothetical protein
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MQC 01709-staphylococcus tandem lipoproteins
—1
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MQE 01932-staphylococcus tandem lipoproteins
—1 _ .

MQE 01933-hypothetical protein
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MQG_01889-hypothetical protein
MQG _01890-hypothetical protein
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MQG 01901-hypothetical protein
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MQI 02450-hypothetical protein
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MQI 02452-hypothetical protein
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MQI 02459-DHA2 family, multidrug resistance protein
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MQK_02196-hypothetical protein
—

MQK 02197-hypothetical protein
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MQK 02200-amidohydrolase hippurate hydrolase
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MQK 02201-DHA2 family, multidrug resistance protein
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MQM  00698-hypothetical protein
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MQO _00780-hypothetical protein
MQO 00781-1-phosphatidylinositol phosphodiesterase
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MQO 00782-hypothetical protein
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MQO 00783-hypothetical protein
1
MQO 00784-hypothetical protein
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MQO 00785-hypothetical protein
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MQO 00787-hypothetical protein
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MQO 00786-hypothetical protein
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MQO 00790-Na/Pi cotransporter ll-like protein
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MQO 00788-amidohydrolase hippurate hydrolase
MQO 00789-DHA2 family, multidrug resistance protein
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MQO 00791-myosin-cross-reactive antigen
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MQQ_01829-hypothetical protein
MQQ 01830-1-phosphatidylinositol phosphodiesterase
1
MQQ 01831-hypothetical protein
—1
MQQ 01832-hypothetical protein
1 _ _
MQQ 01833-hypothetical protein
—

MQQ 01834-hypothetical protein
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MQQ 01836-hypothetical protein
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MQQ 01839-Na/Pi cotransporter ll-like protein
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MQQ 01837-amidohydrolase hippurate hydrolase
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MQQ_01838-DHA2 family, multidrug resistance protein
I

MQQ 01840-myosin-cross-reactive antigen
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MQS 02271-hypothetical protei
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MQS_02265-hypothetical protein
MQS 02266-1-phosphatidylinositol phosphodiesterase
C— 1
MQS 02267-hypothetical protein
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MQS 02268-hypothetical protein
1 [ )
MQS 02269-hypothetical protein
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MQS_ 02270-hypothetical protein
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n MQS 02275-Na/Pi cotransporter ll-like protein
[ |

MQS 02273-amidohydrolase hippurate hydrolase
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MQS 02274-DHA2 family, multidrug resistance protein
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MQS 02276-myosin-cross-reactive antigen
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MQU_ 00270-hypothetical protein
MQU 00271-1-phosphatidylinositol phosphodiesterase
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MQU 00272-hypothetical protein
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MQU_00273-hypothetical protein
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'MQU_00274-hypothetical protein
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MQU 00276-amidohydrolase hippurate hydrolase
I ——

MQU 00277-DHA2 family, multidrug resistance protein
MQU 00278-Na/Pi cotransporter Il-like protein
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MQU _00279-myosin-cross-reactive antigen
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QW 02137-amidohydrolase hippurate hydrolase
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MQW _02132-1-phosphatidylinositol phosphodiesterase QW _02138-DHA2 family, multidrug resistance protein

MQW 02133-hypothetical protein
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MQW 02134-hypothetical protein
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| |

MQW 02136-hypothetical protein
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SaurJH1_0085-hypothetical protein
SaurJH1 0086-phosphatidylinositol diacylglycerol-lyase
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SaurJH1,/0087-putative lipoprotein
C—1 1
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SaurJH1_0095-hypothetical protein
SaurJH1_0093-amidohydrolase
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SaurJH1 0097-67 kDa myosin-cross-reactive antigen family protein
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SaurJH1 0094-maijor facilitator transporter
1

SaurJH1 0096-Na/Pi-cotransporter ll-related protein
| |

rn-helix domain-containing protein
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SaurJH9_0082-hypothetical protein
SaurJH9 0083-phosphatidylinositol diacylglycerol-lyase
SaurJH9 0084-putative lipoprotein
C—1
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1
SaurJH9 0086-putative lipoprotein
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SAHV_ 0093-hypothetical protein
SAHV 0094-1-phosphatidylinositol phosphodiesterase precurosr
———1

SAHV 0095-hypothetical protein
1 _ ;
SAHV 0096-hypothetical protein
C—1
SAHV 0097-hypothetical protein
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SAHV 0100-hypothetical protein
| |

Mu50 CONITIG: 7000|0000971E|50229

SAHV 0099-hypothetical protein
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SAHV 0103-hypothetical protein
| |
SAHV 0102-hypothetical protein
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aAHV_O1 04-hypothetical protein
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SAV0094-hypothetical protein
1
SAV0095-1-phosphatidylinositol phosphodiesterase precurosr
1
SAV0096-hypothetical protein
—1
SAV0097-hypothetical protein
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SAV0099-hypothetical protein
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SAV0101-hypothetical protein
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SA0090-hypothetical protein
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SA0091-1-phosphatidylinositol phosphodiesterase precurosr
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SA0092-hypothetical protein
—1
SA0093-hypothetical protein
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SA0095-hypothetical protein
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SA0100-hypothetical protein
| |
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2A01 01-hypothetical protein
SA0102-hypothetical protein
| |

SA0097-hypothetical protein
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SAAV_0042-hypothetical protein
SAAV 0043-1-phosphatidylinositol phosphod
——1

SAAV 0044-hypothetical protein
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SAAV 0045-putative lipoprotein, truncated
%AV_OO46-putat|ve lipoprotein, truncated

SAAV_004
-]

SAAV_0048-truncated transposase
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SAAV_0049-lipoprotein, putative
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S-AAV_0055-hypotheticaI protein, transposon-related
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iesterase SAAV_0053-hypothetical protein, transposon-related protein

)
SAAV 0052-conserved hypothetical protein, transposon-related protein
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SAAV 0054-FtsK/SpolllE family protein
|

7-truncated transposase

SAAV_0050-conserved hypothetical protein, transposon-related protein
SAAV 0051-putative TraG protein
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S-AAV_0059-conserved hypothetical. brbtein, transposon-related protein
SAAV_0056-hypothetical protein, transposon-related protein ‘
SAAV 0057-conserved hypothetical protein, transposon-related protejn ,
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SAAV_0058-conserved hypothetical profgein,' transposon-related protein
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SAAV 0073-myosin-cross-reactive antigen
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1 SAAV_0065-conserved hypothetical protein, transposon-related protein
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SAAV_0062-conserved hypothetical protein, transposon-related protein

\ SAAV_0063-conserved hypothetical protein, transposon-related protein \
SAAV 0071-drug transporter, putative
I

SAAV 0072-Na/Pi cotransporter family protein
[ |

SAAV._ 0067-hypothetical protein
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SAAV. 0069-AraC family transcriptional regulator
|

SAAV 0060-conserved hypotheticél protein; transposon-related protein
[

SAAV 0061-replicaticjn initiation factor family protein
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IS:AIAV_0064—conserved hypothetical protein, transposon-related protein
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SAAV 0070-M20/M25/M40 family peptidase
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SAS0069-hypothetical protein
—1

83k
SAS0076-hypothetical protein
—

89k 90k 91k obK /Qék b~ obk”

SAS0081-putative Na+/Pi-cotransporter protein
a |

SAS0072-putative lipoprotein
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SAS0078-putative regulatory protein
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SAS0082-putative myosin-crossreactive antigen
| |

SAS0073-putative lipoprotein
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SASOO75-h¥pothetical protein
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MWO0069-hypothetical protein
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MWO0080-hypothetical protein

[ |
MWO0081-hypothetical protein
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MW0078-h¥potheticaI protein

MWOO071-hypothetical protein
—1

MWO0O077-hypothetical protein
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MWO0072-hypothetical protein
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—1
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SACOLO0077-hypothetical protein
SACOL0078-1-phosphatidylinositol phosphodiesterase
——1
SACOLO0079-hypothetical protein
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SACOLO0080-hypothetical protein
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I%ACOL0081-hypothetical protein

SACOL0082-hypothetical protein
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SACOL0084-AraC family, transcriptional regulator
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SACOL0086-drug transporter, putative
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SACOL0085-M20/M25/M40 family peptidase
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SACOLOO87-hypotheticaI protein
SACOL0088-Na/Pi cotransporter family protein
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SACOL0083-staphylococcal tandem lipoprotein
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NWMN _0040-hypothetical protein
—1
NWMN 0041-hypothetical protein
—1
NWMN 0042-hypothetical protein
——T
NWMN  0043-hypothetical protein
1
NWMN 0044-hypothetical protein
—1

NWMN 0045-hypothetical protein
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——— 1

(oo =]
D 4

| |
65k 66k 67k 6
NWMN 0049-hypothetical protein
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NWMN 0050-67 kDa Myosin-crossreactive streptococcal antigen-like protein
| |

NWMN 0048-hypothetical protein
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SAOUHSC_00050-hypothetical protein
—
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SAOUHSC 00051-1-phosphatidylinositol phosphodiesterase precursor, putative
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SAOUHSC 00057-hypothetical protein
—1

SAOUHSC_00052-hypothetical protein
—1
SAOUHSC 00053-hypothetical protein
—
SAOUHSC_00054-hypothetical protein
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SAOUHSC 00060-hypothetical protein
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USA300HOU_0107-hypothetical membrane protein
USA300HOU_0108-phosphatidylinositol diacylglycerol-lyase
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— 1

1
116k
USA300HOU_0114-M20 family peptidase
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USA300HOU 0117-myosin-cross-reactive antigen
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USA300HOU 0115-possible MFS family major facilitator transporter
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SAUSA300 0105-peptidase, M20/M25/M40 family
———1
SAUSA300 0106-putative drug transporter
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SAUSA300_0100-staphylococcal tandem lipoprotein
—
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SAB0038-1-phosphatidylinasitol phosphodiesterase
—— 1
SAB0040-hypothetical protein
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SAB0044c-membrane transporter
| |

SABO004 1-transcriptional regulator
| |

SAB0043-antibiotic resistance-related transmembrane efflux protein
— 1

SATW20 01200-putative myosin-crossreactive antigen
| |

SABO0045c-myosin-crossreactive streptococcal antigen-like protein
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MQA 02008-phosphonate ABC transporter, permease PhnE MQA 02012-hypothetical protein MQA 02014-hypothetical protein MQA 02016-hypothetical protein
| II\/IQA_OZOOS)-phosphonate ABC transporter, permease PhnE | | MQA 02013-hypothetical protein | IMQA_O2O15-hypotheticaI protein | |
| IMQA 02010-phosphonate import ATP-binding protein PhnC | | | |
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MQC 02104-phosphonate ABC transporter, permease PhnE MQC 02108-hypothetical protein MQC 02110-hypothetical protein MQC 02112-hypothetical protein
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MQG 00859-phosphonate ABC transporter, permease PhnE MQG 00863-hypothetical protein MQG 00865-hypothetical protein MQG 00867-hypothetical protein
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| IMQG 00861-phosphonate import ATP-binding protein PhnC | | | |
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:/RSS CONITIG: 700000017915143? | . . . . . . . . . R
2k 3k 4k 5k 6k 7k 8k 9k 10k 11k 12k 13k

MQI 00330-phosphonate ABC transporter, permease MQI 00334-hypothetical protein
[ ] [

MQI 00336-hypothetical protein MQI_00338-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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MQI 00331-phosphonate ABC transporter, permease
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MQI 00332-phosphonate ABC transporter, ATP-binding protein
[ ]

MQI 00335-5' nucleotidase 2',3'-cyclic-nucleotide 2'-phosphodiesterase
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MQI 00337-hypothetical protein
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MQK 00009- hypothetlcal protein

MQK 00011-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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MQK 00004-phosphonate ABC transporter, permease

[ ]
MQK 00005-phosphonate ABC transporter, ATP-binding protein
[ ]

MQK 00008-5' nucleotidase 2',3'- cycllc nucleotlde 2'- phosphodlesterase
MQK 00010-hypothetical protein
[ ]

MQK 00006-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system
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MQM 00735-phosphonate ABC transporter, permease PhnE MQM 00739-hypothetical protein MQM 00741-hypothetical protein MQM 00743-hypothetical protein
| MQM - 00736- phosphonate ABC transporter, permease PhnE | | MQM 00740-hypothetical protein | IMQM_00742-hypotheticaI protein | |
MQM 00737- phosphonate import ATP-binding protein PhnC | | | |
IMQM 00738- phosphafe/phosph|te/phosphonate ABC transporters, periplasmic binding protein
¥R88 CONTIG: 70|00000179151651 . . . . . . . . . . . y
95Kk 96k 97k 98Kk 99k 100k 101k 102k 103k 104k 105k 106k

MQO 00825-phosphonate ABC transporter, permease
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MQO 00829-hypothetical protein
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MQO 00831-hypothetical protein MQO 00833-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
]

MQO 00826-phosphonate ABC transporter, permease
[ |

MQO 00827-phosphonate ABC transporter, ATP-binding protein
[ ]

MQO 00830-5' nucleotidase 2',3'-cyclic-nucleotide 2'-phosphodiesterase
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MQO 00832-hypothetical protein
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MQO 00828-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system
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MQQ 02405-phosphonate ABC transporter, permease
[ ]

MQQ 02409-hypothetical protein
[

MQQ 02411-hypothetical protein MQQ 02413-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
] ] [ ]

MQQ 02406-phosphonate ABC transporter, permease

[ |
MQQ 02407-phosphonate ABC transporter, ATP-binding protein
[ ]

[
MQQ 02410-5' nucleotidase 2',3'-cyclic-nucleotide 2'-phosphodiesterase
[ ]
MQQ_02412-hypothetical protein
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MQQ 02408-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system
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MQS 01189- phosphonate ABC transporter, permease
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MQS 01193-hypothetical protein
[

MQS 01195- hypothetlcal protein MQS 01197-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
]

MQS 01190- phosphonate ABC transporter, permease
MQS 01191-phosphonate ABC transporter, ATP-binding protein
[ ]

MQS 01194-5' nucleotidase 2',3'- cycllc nucleotlde 2'- phosphodlesterase
MQS 01196-hypothetical protein
[ ]

MQS 01192-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system
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MQU 00318-hypothetical protein

MQU 00312-phosphonate ABC transporter, permease
[ ]

MQU 00316-hypothetical protein
[

MQU 00320-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
] [ ] [ ]

MQU 00313-phosphonate ABC transporter, permease

[ |
MQU _00314-phosphonate ABC transporter, ATP-binding protein
[ ]

MQU 00317-5' nucleotidase 2',3'-cyclic-nucleotide 2'-phosphodiesterase

[ ]
MQU 00319-hypothetical protein
[ ]

MQU 00315-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system
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MQW 00029-phosphonate ABC transporter, permease
[ |

MQW 00033-hypothetical protein
[
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MQW 00037-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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MQW 00035-hypothetical protein
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MQW 00030-phosphonate ABC transporter, permease
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MQW 00031-phosphonate ABC transporter, ATP-binding protein
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MQW 00034-5' nucleotidase 2',3'-cyclic-nucleotide 2'-phosphodiesterase
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MQW 00036-hypothetical protein
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MQW 00032-phosphonate ABC transporter, phosphonate-binding protein phosphonate transport system protein
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SaurJH1 0131-phaosphonate ABC transporter, inner membrane subunit
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SaurJH1 0135-hypothetical protein
[
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SaurJH1 0139-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ]
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SaurJH1 0137-hypothetical protein
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SaurJH1 0132-phosphonate ABC transporter, inner membrane subunit
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SaurJH1 0133-phosphonate ABC transporter, ATPase subunit
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SaurJH1 0136-5"-nucleotidase domain-containing protein
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SaurJH1 0138-hypothetical protein
[ ]

SaurJH1 0134-phosphonate ABC transporter, periplasmic phosphonate-binding protein
]
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SaurJH9 0126-phosphonate ABC transporter, inner membrane subunit

1
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SaurJH9 0130-hypothetical protein
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SaurJH9 0132-hypothetical protein SaurJH9 0134-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
] [ ] [ ]

SaurJH9 0127-phosphonate ABC transporter, inner membrane subunit

[ ]
SaurJH9 0128-phosphonate ABC transporter, ATPase subunit
[ ]
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SaurJH9 0131-5"-nucleotidase domain-containing protein
[ ]

SaurJH9 0133-hypothetical protein
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SaurJH9 0129-phosphonate ABC transporter, periplasmic phosphonate-binding protein
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SAHV 0142-hypothetical protein
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SAHV 0139-hypothetical protein
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SAHV 0146-hypothetical protem
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SAHV 0144-hypothetical protein
[ ]

SAHV 0140-hypothetical protein
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SAHV 0143-hypothetical protein
[

SAHV 0145- hypothetlcal protein SAHV 0147-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
] [ ]

SAHV 0141-hypothetical protein
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SAV014O phosphonates transport permease

SAVO141 phosphonates transport permease
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SAV0145-2'-3'-cyclic-nucleotide 2'-phosphodiesterase SAV0148-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ] [ ]

SAV0144-hypothetical protein
[

SAV0146-hypothetical protein
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SAV0142 -transport system protein
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SAV0147-transcription regulator
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SA0135-hypothetical protein SA0138-hypothetical protein SA0140-hypothetical protein SA0142-hypothetical protein
[ ] [ ] [ ] [ ]
SA0136-hypothetical protein SA0139-hypothetical protein SA0141-hypothetical protein SA0143-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ] [ ] [ ] [ ]
SA0137-hypothetical protein
[ ]
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SAAV 0108-phosphonate ABC transporter, permease protein
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SAAV 0114- conserved hypothetical protein
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SAAV 0109-phosphonate ABC transporter, permease protein
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SAAV 0110-phosphonate ABC transporter, ATP-binding protein
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SAAV 0113-5' nucleotidase family proteln SAAV 0115-putative transcriptional regulator
[ ]

SAAV 0116-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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SAAV 0111-phosphonate ABC transporter, phosphonate-binding protein
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SAS0123-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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SAS0114-binding-protein-dependent transport systems membrane' component
[ ]

SAS0119-putative nucleotidase
[

SAS0115-binding-protein-dependent transport system membrane component
[ ]

SAS0116-putative ABC transport ATP-binding protein
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SAS0117-putative lipoprotein

[ |
SAS0118-hypothetical protein
[
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MWO0120-truncated replication initiator protein
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MWO0114-hypothetical protein MWO0117-hypothetical protein
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MWO0119-hypothetical protein
[

MWO0115-hypothetical protein
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MWO0116-hypothetical protein
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MW0118-hypothetical protein
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SACOL0125-phosphonate ABC transporter, permease protein SACOL0129-hypothetical protein SACOL0135-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
| ISACOLO126-phosphonate ABC transporter, permease protein | | SACOL0130-5' nucleotidase family protein | |

I ISACOLO127-phosphonate ABC transporter, ATP-binding protein I I
| | ISACOLO128-phosphor|1ate ABC transporter, phosphonate-binding |protein
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NWMN 0084-phosphonates ABC transporter permease NWMN 0087-hypothetical protein
[ | [

NWMN 0085-phosphonates ABC transporter permease
[ ]

NWMN 0088-hypothetical protein
[

NWMN_0089-hypothetical protein NWMN_0093-truncated 1S200 transposase family protein
—1 I—

NWMN 0094-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ]

NWMN 0090-hypothetical protein
] ——

NWMN_ 0086-ABC transport ATP-binding protein
]

NCTC_8325 CIONTIG: 700000009716|0231

NWMN _0091-hypothetical protein
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NWMN_0092-hypothetical protein
—
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SAOUHSC 001024{phosphonates ABC transporter, permease protein CC0363, putative
[ |
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SAOUHSC 00107-hypothetical protein
[ ]
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114k 115k 116k 117k 118k 119k

SAOUHSC. 00109-replication initiation protein, putative
1

1
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SAOUHSC 00103-phosphonates ABC transporter, permease protein CC0363, putative

| ISAOUHSC_OO104-amino acid ABC transporter, ATP-binding protein, putative

| I SAOUHSC 00105-phosphonate ABC transporter, substrate-binding
| | ISAOUHSC 00106-hypothetical protein

USA300_TCH1516 CO[\ITIG: 70000001781 380|1 1

SAOUHSC_00108-hypothetical protein SAOQUHSC_00112-1S200 family transposase
SAOUHSC_00110-truncated replication initiation protein, putative
SAOUHSC_00111-hypothetical protein
I—
SAOQUHSC 00113-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ]

protein, putative
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USA300HOU 0152-ABC superfamily ATP binding cassette transporter, membrane protein USA300HOU 0157-nucleotidase USA300HOU_0160-hypothetical protein
| IUSA3OOHOU 0153-ABC superfamily ATP binding cassette transporter, membrane protein | | — USA300HOU 0162-alcohol dehydrogenase
| | USA300HOU 0154-ABC superfamily ATP binding cassette transporter, ABC protein I I
| | USA300HOU 0155-ABC superfamily ATP binding cassette transporter, binding protein
| | IUSA3OOHOU 0156-hypothetical proltein
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SAUSA300 0142-phosphonate ABC transporter, permease protein
[ ] [

SAUSA300 0143-phosphonate ABC transporter, permease protein

SAUSA300 0146-conserved hypothetical protein
]

SAUSA300_0148-conserved hypothetical protein SAUSA300 0151-alcohol dehydrogenase, iron-containing

—1
SAUSA300 0147-5' nucleotidase family protein
]

SAUSA300 0144-phosphonate ABC transporter, ATP-binding protein
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SAUSA300 0145-phosphonate ABC transporter, phosphonate-binding protein
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SATW20 01510-binding-protein-dependent transport systemsmembrane component SATW20 01560-putative nucleotidase SATW20 01580-putative DNA-blndlng protein
| ISATW20 01520-binding-protein-dependent transport systemmembrane component I I SATW20 01570- hypothetlcal protein SATW20 01590-putative aldehyde-alcohol dehydrogenase
| ISATW20_O1 530-putative ABC transport ATP-binding protein | I |
| I SATW?20 01540-putative lipoprotein
| I ISATW20 01550-putative exported plrotein
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SAPIGO154-phosphonate ABC transporter, permease protein PhnE SAPIGO158 conserved hypothetical proteln SAPIGO160 conserved hypothetical protein
! SAPIGO155 phosphonate ABC transporter, permease protein PhnE SAPIG0159-5' nucleotidase family proteln SAPIG0161 -putative DNA-binding protein
SAPIG0156 phosphonate ABC transporter, ATP-binding protein | | | SAPIG0162-aldehyde-alcohol dehydrogenase 2
ISAPIGO157 phosphonlate ABC transporter, phosphonate-binding protein | |
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SAR0142-binding-protein-dependent transport systems membrane component
[ ]

SAR0143-binding-protein-dependent transport system membrane component
[ |

SAR0144-putative ABC transport ATP-binding protein

[ ]

SAR0145-putative lipoprotein
[ |

SAR0149 -putative DNA- blndlng protein
SARO148 hypothetlcal protein

SAR0147-putative nucleotidase
[

SARO0150-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
[ ]

SAR0146-hypothetical protein
[
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| | | |
RF122 CONTIG: 7000000997160216 N

1 1 1 1
<100|< 101k 102k 103k 104k 105k

1 1 1 1 1 1 1
106k 107k 108k 109k 110k 111k 112k

SAB0081c-phosphonate ABC transporter permease SAB0085-hypothetical protein
[ ] [

SAB0088-transcriptional regulator
] [ ]

SABO0083c-transport system protein
]

[
SAB0084c-transport protein
[ ]

SAB0086-2',3'-cyclic-nucleotide 2'-phosphodiesterase
]

SAB0089-bifunctional acetaldehyde-CoA/alcohol dehydrogenase
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MQA 01105-type-1 restriction enzyme R protein MQA 01108-hypothetical protein MQA 01112-hypothetical protein MQA 01117-hypothetical protein MQA 01120-gamma-glutamyltransferase
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MQA 01106-hypothetical protein MQA_01110-hypothetical protein

MQA 01107-hypothetical protein MQA 01111-hypothetical protein
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MQA 01109-hypothetical protein
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|M:?A_O1114-hypothetical protein
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MQA 01113-hypothetical protein
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MQA 01119-hypothetical protein
[ ]

| 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
T 35k 36k 37k 38k 39k 40k 41k 42k 43k 44K 45k 46k 47k 48k 49k 50k 51k 52k 54
MQC 00969-type-1 restriction enzyme R protein MQC 00972-hypothetical protein MQC 00976-hypothetical protein MQC 00981-hypothetical protein MQC 00984-gamma-glutamyltransferase
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MQC 00970-hypothetical protein MQC _00974-hypothetical protein
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MQC 00971- hypothetlcal protein MQC 00975-hypothetical proteln
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MQC 00973- hypothetlcal proteln
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IM:QIC_00978-hypotheticaI protein
%}C_OOQ?Q-hypothetical protein
MQC 00977-hypothetical protein
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MQC 00980-hypothetical protein
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MQC 00982-hypothetical protein

[ ]
MQC 00983-hypothetical protein
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MQE_00532-hypothetical protein
]
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MQE_00528-type-1 restriction enzyme R protein
[ ]

MQE 00529-type-1 restriction enzyme R protein
]
MQE 00530-hypothetical protein
C——1
MQE 00531-hypothetical pr
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MQE_00534-hypothetical protein
MQE 00535-hypothetical protein
[ ]

Ftein
MQE 00533-hypothetical protein
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MQE 00544-gamma-glutamyltransferase
[ ]

[ [ [ [
112k 113k 115k 116k
MQE 00541-hypothetical protein
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MQE 00542-hypothetical protein
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MQE 00543-hypothetical protein
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00536-hypothetical protein
MQE_00538-hypothetical protein
|:IMQE_00539-hypotheticaI protein

MQE 00537-hy-pothetical protein
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MQE 00540-hypothetical protein
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MQG 00916-hypothetical protein
MQG 00914-hypothetical protein MQG_00918-hypothetical protein
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MQG 00915-hypothetical protein MQG 00919-hypothetical protein
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MQG 00917-hypothetical protein
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MQG 00913-type-1 restriction enzyme R protein
[ ]
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MQG 00928-gamma-glutamyltransferase
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MQG 00925-hypothetical protein
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MQG 00926-hypothetical protein
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MQG 00927-hypothetical protein
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70K 80k 81k

I%QIG_00922-hypothetical protein
M-QG_00923-hypotheticaI protein
MQG 00921-hypothetical protein
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MQG 00924-hypothetical protein
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MQI 00384-type-1 restriction enzyme R protein MQI 00387-hypothetical protein MQI 00391-hypothetical protein MQI 00396-oligopeptide ABC transporter, permease peptide/nickel transport system
| | I —1 | ]

MQI 00385-hypothetical protein MQI_00389-hypothetical protein
C—1 ]

MQI_00386-membrane-fusion protein HlyD family secretion protein
]
MQI 00388-ABC transporter, permease
[ ]
‘ MQI 00390-hypothetical protein
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I_M:QII_00393-hypothetica| protein
MQI_00392-ATP-binding transporter ABC-2 type transport system
M-QI_00394-XRE family transcriptional regulator

MQI 00397-glutathione transporter, permease component- Dipeptide transport system permease dppC
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MQI 00398-RGD-containing lipoprotein peptide/nickel transport system
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MQI 00399-gamma-glutamyltransferase
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MQI 00395-peptide/nickel transport system
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MQK 00057-type-1 restriction enzyme R protein MQK 00060-hypothetical protein MQK 00064-hypothetical protein MQK 00069-oligopeptide ABC transporter, permease peptide/nickel transport system
| | —1 —1 | |

MQK 00058-hypothetical protein MQK_00062-hypothetical protein
C——1
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MQK 00059-membrane-fusion protein HlyD family secretion protein
]
MQK 00061-ABC transporter, permease
[ ]
MQK 00063-hypothetical protein
[ ]
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IM:QIK_00066-hypotheticaI protein
MQK 00065-ATP-binding transporter ABC-2 type transport system
%}K_OOOG?-XRE family transcriptional regulator
MQK 00068-peptide/nickel transport system
[ ]

MQK 00070-glutathione transporter, permease component- Dipeptide transport system permease dppC
[ ]

MQK 00071-RGD-containing lipoprotein peptide/nickel transport system
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MQK 00072-gamma-glutamyltransferase
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MQM 00792-hypothetical protein
C— ]
MQM 00790-hypothetical protein MQM_00794-hypothetical protein
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MQM 00791- hypothetlcal protein MQM 00795-hypothetical proteln
MQM 00793- hypothetlcal proteln
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MQM 00789-type-1 restriction enzyme R proteln
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MQM 00801-hypothetical protein
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MQM 00802-hypothetical protein
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MQM 00803-hypothetical protein
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lM:?M_00798-hypothetical protein
M-QM_OO799-hypotheticaI protein
MQM 00797-hypothetical protein
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MQM 00800-hypothetical protein
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MQO 00879-type-1 restriction enzyme R protein MQO 00882-hypothetical protein
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MQQO 00880-hypothetical protein MQO_00884-hypothetical protein
MQO 00881-membrane-fusion protein HlyD family secretion protein
]
MQO 00883-ABC transporter, permease
]
MQO 00885-hypothetical protein
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MQO 00886-hypothetical protein
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MQO 00891-oligopeptide ABC transporter, permease peptide/nickel transport system
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IM:QIO_00888-hypotheticaI protein
MQO 00887-ATP-binding transporter ABC-2 type transport system
I
&QO_OOSBQ-hypothetical protein

MQO 00890-peptide/nickel transport system
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MQO 00892-glutathione transporter, permease component- Dipeptide transport system permease dppC
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MQO 00893-RGD-containing lipoprotein peptide/nickel transport system
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MQO 00894-gamma-glutamyltransferase
]
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MQQ 01037-type-1 restriction enzyme R protein
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MQQ 01041-ABC transporter, permease
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MQQ 01043-hypothetical protein
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MQQ_01040-hypothetical protein
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MQQ_01042-hypothetical protein
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MQQ 01050-oligopeptide ABC transporter, permease peptide/nickel transport system
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%&Q_m 047-hypothetical protein
MQQ 01046-ATP-binding transporter ABC-2 type transport system
I
%QQ_M 048-hypothetical protein
MQQ 01049-peptide/nickel transport system
[ ]

MQQ 01051-glutathione transporter, permease component- Dipeptide transport system permease dppC
[ ]

MQQ 01052-RGD-containing lipoprotein peptide/nickel transport system
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MQQ 01053-gamma-glutamyltransferase
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MQQ 01044-hypothetical protein
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MQS 01243-type-1 restriction enzyme R protein MQS 01246-hypothetical protein MQS 01250-hypothetical protein MQS 01255-oligopeptide ABC transporter, permease peptide/nickel transport system
[ ] ——— —1 [ ]

MQS 01244-hypothetical protein MQS_01248-hypothetical protein
—1 —J
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]
MQS 01247-ABC transporter, permease
[ ]

MQS 01249-hypothetical protein
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%}S_01253-XRE family transcriptional regulator

MQS 01256-glutathione transporter, permease component- Dipeptide transport system permease dppC
[ ]
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MQS 01254-peptide/nickel transport system
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MQU 00366-type-1 restriction enzyme R protein MQU 00369-hypothetical protein
[ ] C——1
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MQU 00368-membrane-fusion protein HlyD family secretion protein
[ ]
MQU 00370-hypothetical protein
——— 1
MQU 00372-hypothetical protein
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MQU 00373-hypothetical protein
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—— 1
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MQU _00382-hypothetical protein
I
MQU 00383-hypothetical protein
[ |

MQU 00381-RGD-containing lipoprotein peptide/nickel transport system
]

1 1 1 1
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MQU 00378-hypothetical protein
|
IM___(IQU_OO375-hypotheticaI protein MQU _00379-hypothetical protein
I
MQU_00376-XRE family transcriptional regulator
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MQU 00377-peptide/nickel transport system
[

!
MQU 00380-glutathione transporter, permease component- Dipeptide transport system permease dppC
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MQW 00083-type-1 restriction enzyme R protein MQW 00086-hypothetical protein
[ ]
MQW 00084-hypothetical protein MQW_00088-hypothetical protein
——1 1
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MQW 00087-hypothetical protein
———1 ; )
MQW 00089-hypothetical protein
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MQW 00090-hypathetical protein
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MQW 00100-hypothetical protein
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MQW 00095-hypothetical protein

IMZIQW_00092-hypothetlcal protein MQW 00096-hypothetical protein
I

MQW_00093-XRE family transcriptional regulator

108k 109k 110k 114k

[
MQW 00098-RGD-containing lipoprotein peptide/nickel transport system protein
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MQW 00094-peptide/nickel transport system protein
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MQW 00097-glutathione transporter, permease component- Dipeptide transport system permease dppC
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SaurJH1 0189-hypothetical protein
[ ]
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SaurJH1 0185-HsdR family type | site-specific deoxyribonuclease
]

[
SaurJH1 0186-hypothetical protein
C——1
SaurJH1 0187- hypothetlcal protein
SaurJH1 0188-ABC transporter related

]
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SaurJH1_0190-hypothetical protein
1

SaurJH1_0192-hypothetical protein
C—1

SaurJH1 0191- hypothetlcal protein
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SaurJH1 0197-binding-protein-dependent transport systems inner membrane component
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1 | 1
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I%IurJH1_O1 94-hypothetical protein

SaurJH1_0195-helix-turn-helix domain-containing protein

SaurJH1 0198-binding-protein-dependent transport systems inner membrane component
[ ]

'SaurJH1 0199-RGD-containing lipoprotein
[ ]

I
SaurJH1 0193-ABC transporter related
SaurJH1 0196-ABC transporter related
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SaurJH1 0200-gamma-glutamyltransferase
[ ]
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SaurJH9 0180-HsdR family type | site-specific deoxyribonuclease
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SaurJH9 0181-hypothetical protein
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SaurJH9 0184-hypothetical protein
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SaurJH9 0185-hypothetical protein
-
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SaurJH9 0182-membrane-fusion protein-like protein
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SaurJH9 0183-ABC transporter related
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SaurJH9 0187-hypothetical protein
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SaurJH9 0191- b|nd|ng protein-dependent transport systems inner membrane component

SaurJH9 0193-RGD- contammg lipoprotein

1 1 1
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S-aurJH9 0189-XRE family transcrlptlonal regulator
SaurJH9 0188-ABC transporter related
SaurJH9 0190-ABC transporter related
[ ]

SaurJH9 0192- b|nd|ng protein-dependent transport systems inner membrane component
[

SaurJH9 0194-gamma-glutamyltransferase
[ ]

SaurJH9 0186-hypothetical protein
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SAHV 0194-type | restriction enzyme restriction chain SAHV_0197-hypothetical protein SAHV 0201-hypothetical protein SAHV 0205-hypothetica| protein SAHV 0208-hypothetical protein
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SAHV 0195-hypothetical protein I%IHV 0199-hypothetical protein IS:IAHV_0203 hypothetical protein SAHV 0206- hypothetlcal protein
SAHV 0196- hypothetlcal protein SAHV 0200-hypothetical proteln SAHV 0204- ollgopeptlde transport ATP-binding proteln
SAHV 0198- hypothetlcal proteln SAHV 0202- hypothetlcal protein SAHV_0207-RGD-containing lipoprotein
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SAV0198-ABC transporter ATP-binding protein
—— 1
SAV0196-hypothetical protein SAV0200-hypothetical protein
SAV0197-hypothetical protein SAV0201-hypothetical protein
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SAV0199-SA0193/Bacl-like protein
[ ]

1 1
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SAV0195-type | restriction enzyme restriction chain
[ ]
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SAV0202-hypothetical protein
—1
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SAV0209-gamma-glutamyltranspeptidase precursor
[ ]
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SAV0206-hypothetical protein
[ ]

ISZIAVO2O4-hypotheticaI protein SAV0207-hypotheticaI protein
]

SAV0205 -oligopeptide transport ATP-binding proteln

SAV0203- h?/pothetlcal proteln
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SAV0208-RGD-containing lipoprotein
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SA0189-type | restriction enzyme restriction chain SA0192-hypothetical protein SA0196-hypothetical protein SA0199-hypothetical protein SA0202-hypothetical protein
| yp y ! gp p yp p | yp Ip | yp p |
SA0190-hypothetical protein SA0194-hypothetical protein SAS006-hypothetical protein SA0200-hypothetical protein
——] 1 ] [ ]
SA0191-hypothetical protein SA0195-hypothetical protein SA0198-oligopeptide transport ATP-binding protein
[ ] [ ] [ ]
SA0193-hypothetical protein SA0197-hypothetical protein SA0201-RGD-containing lipoprotein
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SAAV 0166-ABC transporter permease protein
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SAAV 0163-type | restriction-modification enzyme R subunit
[

1

SAAV 0164-conserved hypothetical proteln
C———1
SAAV 0165-putative RND family efflux transporter
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IS:AIAV_O167 -conserved hypothetical protein
SAAV 0169-conserved hypothetical protein
—1
SAAV 0168-conserved hypothet
[ |

1 1 1
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SAAV 0175-gamma-glutamyltranspeptidase
[ ]
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SAAV 0171-peptide ABC transporter, ATP-binding protein
[ ]

1
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SAAV 0172-peptide ABC transporter, permease protein
[ ]

SAAV 0173-peptide ABC transporter, permease protein
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SAAV 0174-RGD-containing lipoprotein
[ |

ical protein
SAAV 0170-putative ABC transporter, ATP-binding protein
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SAS0173-ABC transporter, ATP-binding protein
——1
SAS0171-hypothetical protein SAS0175-hypothetical protein
SAS0172-hypothetical protein SAS0176-hypothetical protein
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SAS0174-putative permease protein
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SAS0170-putative type | restriction enzyme
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SAS0177-hypothetical protein
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SAS0183-putative transport system permease
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SAS0184-RGD-containing lipoprotein
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%801 79-hypothetical protein
SAS0180-hypothetical protein
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SAS0185-putative gamma-glutamyltranspeptidase
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SAS0182-putative transport system permease
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SAS0181-ABC transporter ATP-binding protein
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MWO0169-type | restriction enzyme restriction chain MWO0173-hypothetical protein MWO0177-hypothetical protein MWO0182-hypothetical protein MWO0185-hypothetical protein
| I MWO0170-hypothetical protein un MWO0175-hypothetical protein — MWO0179-hypothetical protein | IMWO183-hypotheticaI protein | |
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MWO171-h¥potheticaI protein IMWO176-hypotheticaI protlein I%/IV0180-hypotheticaI protein IMWO184-RGD-containing Iipoprotein
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SACOL0180-type | restriction-modification enzyme, R subunit SACOL0184-peptide ABC transporter, ATP-binding protein SACOL0188-gamma-glutamyltranspeptidase
| ’ | SACOL0181-hypothetical protein | | SACOL0185-peptide ABC transporter, permease protein | |
I_:|SACOLO182-hypothetica| protein | ISACOL0186-peptide ABC transporter, permease protein
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NWMN 0139-type-| restriction-modification system restriction endonuclease subunit NWMN 0144-oligopeptide ABC transporter, permease protein
| | NWMN 0140-hypothetical protein NWMN 0143-oligopepti(|je ABC transporter, ATF!-binding protein NWMN 0147-hypothetical protein
I_—__INWMN 0141-hypothetical protein | | NWMN 0145-peptide ABC transporter, permealse protein |
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SAOUHSC 00162-HsdR family type | site-specific deoxyribonuclease SAOUHSC 00167-peptide ABC transporter, ATP-binding protein, putative SAOUHSC 00171-gamma-glutamyltranspeptidase, putative
| | SAOUHSC 00163-hypothetical protein | ISAOUHSC 00168-hypothetical protein | |
I::|SAOUHSC 00164-hypothetical protein | ISAOUHSC 00169-peptide ABC transporter, permease protein, putative
- SAOUHSC 0016I6-hypothetical protein | IISAOUHSC 00170-RGD-containing lipoprotein
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USA300HOU 0208-type | site-specific deoxyribonuclease restriction subunit USA300HOU 0212-oligopeptide ABC superfamily ATP binding cassette transporter, ABC protein
| | USA300HOU_0209-hypothetical protein | IUSA300HOU 0213-oligopeptide ABC superfamily ATP binding cassette transporter, membrane protein
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SAB0135-type | restriction enzyme restriction chain
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SAB0136¢-hypothetical protein
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SAB0137-hypothetical protein
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SAB0138-ABC transporter ATP-binding protein
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IS:AIBO140-hypotheticaI protein
SAB0141-hypothetical protein
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SAB0139-ABC transporter ATP-binding protein
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SAB0142-hypothetical protein
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SAB0145-cligopeptide ABC transporter permease protein
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SAB0147-RGD-containing lipoprotein
[ ]

SAB0148-gamma-glutamyltransferase
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SAB0143-ABC transporter ATP-binding protein
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MQA 00232-hypothetical protein MQA_00235-hypothetical protein MQA 00239-isochorismate synthase MQA 00241-2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase
=] MQA 00233-hypothetical protein = MQA 00236-hypothetical protein | II\/IQA_00240-2-succinyI-5-enoIpyruvyI-6-t|1ydroxy-3-cyclohexe|ne-1-carboxylate synthase

— IMQA 00234-hypothetic|a| pro!te%I MQA 00238-1,4- d|hydroxy -2-naphthoate octaprenyltransferase | IMQA 00242-1,4-Diqydroxy-Z-naphthoyI-CoA synthase

MQA 00237- hypothetlcal protein
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MQC 00932-hypothetical protein IMZIQC_00935-hypothetical protein MQC 00939-isochorismate synthase MQC 00941-2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase
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MQC 00933-hypothetical protein MQC 00936-hypothetical protein MQC 00940-2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylate synthase
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MQC 00937-hypothetical protein
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MQE 01790-hypothetical protein IMZIQE_O1793-hypotheticaI protein MQE 01797-isochorismate synthase MQE 01799-2- succmyl -6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase
MQE_01791-hypothetical protein MQE_01794-hypothetical protein MQE 01798-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cyclohexene 1-carboxylate synthase
MQE 01792-hypothetical protein MQE 01796-1,4- dlhydroxy-2 naphthoate octaprenyltransferase MQE_01800-1,4-Dihydroxy-2-naphthoyl-CoA synthase
| | | |

MQE_01795- hypothetlcal protein
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MQG 00453-hypothetical protein MQG_00456-hypothetical protein MQG 00460-isochorismate synthase MQG 00462-2- succmyl -6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase
— MQG 00454-hypothetical protein = MQG _00457-hypothetical protein MQG 00461-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cyclohexene 1-carboxylate synthase
— IMQG 00455-hypothetic|:a| pro%r MQG 00459-1,4- dlhydroxy -2-naphthoate octaprenyltransferase IMQG 00463-1,4- Dlrllydroxy 2-naphthoyl-CoA synthase

MQG 00458- hypothetlcal protein
I
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MQI 00857-hypothetical protein IM:?I_00860-hypothetical protein MQI_00864-menaquinone-specific isochorismate synthase MQI ~00866- hypothetlcal protein
— |
MQI 00858-hypothetical protein MQI 00861-hypothetical protein MQI 00865-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cycIohexene 1- carboxylate synthase
MQI 00859-hypothetical protein MQI 00863-hypothetical protein MQI 00867-naphthoate synthase
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MQK 00369-hypothetical protein MQK_00372-hypothetical protein MQK 00376-menaquinone-specnflc isochorismate synthase MQK 00378- hypothetlcal protein
= MQK 00370-hypothetical protein = MQK 00373-hypothetical protein | MQK 00377-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cyclohexene 1- carboxylate synthase
— IMQK 00371-hypotheticlal protel?r MQK 00375- hypothetlcal protein IMQK 00379- naphthloate synthase

MQK 00374- hypothetlcal protein
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MQM 00555-hypothetical protein MQM_00558-hypothetical protein MQM 00562-isochorismate synthase MQM 00564-2- sucélnyl 6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase
— MQM 00556-hypothetical protein — MQM _00559-hypothetical protein MQM 00563-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cyclohexene 1-carboxylate synthase
— IMQM 00557-hypotheti<|:al prol’te%I MQM 00561-1,4- d|hydroxy -2-naphthoate octaprenyltransferase MQM 00565-1,4- D|Ihydroxy 2-naphthoyl-CoA synthase

MQM 00560- hypothetlcal protein
I
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MQO 00649-hypothetical protein %}O_OOGSZ-hypothetical protein MQO 00656-menaquinone-specific isochorismate synthase MQO 00658-hypothetical protein
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MQO 00650-hypothetical protein MQO _00653-hypothetical protein MQO 00657-2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1- carboxylate synthase
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MQO 00651-hypothetical protein MQO 00655- hypothetlcal protein MQO 00659-naphthoate synthase
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MQO 00654- hypothetlcal protein
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MQQ 00578-hypothetical protein IMZIQQ_00581-hypothetical protein MQQ 00585-menaquinone-specific isochorismate synthase MQQ 00587-hypothetical protein
— | | | ]
MQQ 00579-hypothetical protein MQQ 00582-hypothetical protein MQQ 00586-2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1- carboxylate synthase
— — | ]
MQQ 00580-hypothetical protein MQQ 00584-hypothetical protein MQQ 00588-naphthoate synthase
| | ] | |
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MQQ 00583-hypothetical protein
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MQS 01421-hypothetical protein MQS_01424-hypothetical protein MQS 01428-menaquinone-specific isochorismate synthase MQS 01430- hypothetlcal protein
— MQS 01422-hypothetical protein = MQS 01425-hypothetical protein | MQS 01429-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cycIohexene 1- carboxylate synthase
— IMQS 01423-hypothetic|a| protel?r IMQS 01427-hypothetic|:a| protein IMQS 01431- naphthloate synthase

MQS 01426-hypothetical protein
I
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MQU 01298-hypothetical protein MQU_01301-hypothetical protein MQU_O1305-menaquinone-specific isochorismate synthase MQU - 01307- hypothetlcal protein
— MQU 01299-hypothetical protein = MQU 01302-hypothetical protein | MQU 01306-2-succinyl-5-enolpyruvyl-6- hydroxy -3- cyclohexene 1- carboxylate synthase
— IMQU 01300-hypothetic|a| prolte?r IMQU 01304-hypotheti<|:a| protein IMQU 01308- naphthloate synthase

MQU 01303-hypothetical protein
—— 1
¥RS11b CONTIIG: 7000000179152027 .

'S
| 4

116k 117k 11=8k 11=9k 12=0k 12=1k 12=2k 12=3k 12=4k 12=5k
MQW 01578-hypothetical protein MQW_01581-hypothetical protein MQW 01585-menaquinone-specific isochorismate synthase MQW 01587-hypothetical protein
— MQW 01579-hypothetical protein = MQW _01582-hypothetical protein | II\/IQW 01586-2-succinyI-5-enoIpyruvyI-6-|_hydroxy-3-cyc|ohexlene-1-carboxylate synthase
— IMQW 01580-hypotheti?al prolte%I MQW 01584-hypotheti|ca| protein | | IMQW 01588-naphtr|10ate synthase

|
MQW 01583-hypothetical protein
I

JH1 CONTICI-J: 7000000097160218

1135k 11§6k 11§7k 11§8k 11§9k 11£|10k 11i1k 11;12k 11i3k 11i4k »

SaurJH1_1116-hypothetical protein SaurJH1_1120-hypothetical protein SaurJH1 1124-isochorismate synthase SaurJH1 1126- aIpha/beta hydrolase fold

— SaurJH1_1118-DoxX family protein — SaurJH1_1121-TM2 domain-containing protein | SaurJH1 _1125-2-succinyl-6-hydroxy-2, 4 cyclohexadlene 1- carboxyllc acid synthase/2-oxoglutarate decarboxylase
— ISaurJH1 1119-perip|aslmic birlﬁI protein | ISaurJH1 1127- napr}thoate synthase

SaurJH1 1122-hypothetical protein

I
SaurJH1 1123-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

JH9 CONTIG 7000000097160219

'S
| 4

11é5k 11é6k 11é|7k 11§8k 11é|9k 11J|f0k 1141k 11J|f2k 11J|f3k 11J|f4k
SaurJH9 1094-hypothetical protein SaurJH9 1098-TM2 domain-containing protein SaurJH9 1102-2-succinyl-6-hydroxy-2, 4-cyclohexadiene-1-carboxylic acid synthase/2-oxoglutarate decarboxylase
— SaurJH9_1095-hypothetical protein — SaurJH9 1099-hypothetical protein | ISaurJH9 1103-alpha/beta hydrolase fold
= SaurJH9 1096-DoxX family protein — SaurJH9 1100-1,4-dihydroxy-2-naphthoate octaprenyltransferase | ISaurJH9 1104-naphthoate synthase
— ISaurJH9 1097-perip|aslmic binding protein | | ISaurJH9 1101-isochorismate synlthase | |
Mu3 C(I)NTIG: 7000000097160?26 . . . . . . . . .
1088k 1089k 1090k 1091k 1092k 1093k 1094k 1095k 1096k 1097k f
SAHV_1029-hypothetical protein SAHV_1032-hypothetical protein SAHV 1035-hypothetical protein SAHV 1037-hypothetical protein
— SAHV 1030-hypothetical protein — SAHV 1033-hypothetical protein | ISAHV 1036-menaquinone biosynthesis protem ISAHV_1 038-naphthoate synthase
— ISAHV 1031-hypothetic|a| protein 1 SAHV 1034-1,4- dlhydroxy-2 naphthoate octaprenyltransferase | |
Mu50 CONTIG: 7|000000097160229 . . . . . . . . N
1087k 1088k 1089k 1090k 1091k 1092k 1093k 1094k 1095k 1096K
SAV1036-hypothetical protein SAV1039-hypothetical protein SAV1042-putative menaquinone-specific isochorismate SAV1044-prolyl aminopeptidase
— SAV1037-hypothetical protein — SAV1040-h¥§othetical protein | IISAV1 043-menaquinone biosynthesis pro!;Iein :SAV1 045-naphthoatle synthase

SAV1038-ferrichrome ABC transporter
| |

SAV1041-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

N315 CONTIG: 70000009971 60230

101|0k 1011k 10’||2k 10’||3k 10’||4k 1OJ||5k 10’||6k 10’||7k 10’||8k 10’||9k »
SA0889-hypothetical protein SA0892-hypothetical protein SA0895-hypothetical protein _ SA0897 hypothetlcal protein
— SA0890-hypothetical protein — SA0893-h¥gotheticaI protein | SA0896 -menaquinone biosynthesis proteln SA0898 -naphthoate synthase

— ISA0891-hypotheticaI prlotein ISA0894-1 ,4-dihydroxy-|2-naphthoate octaprenyltransferase | | |
EDQB CONTIG: 700(?000172114144 . | . . . . . . .
1022k 1023k 1024k 1025k 1026k 1027k 1028k 1029k 1030k 1031k
SAAV 0998-hypothetical protein SAAV_1002-hypothetical protein SAAV 1006-isochorismate synthase family protein SAAV 1008- aIpha/beta fold family hydrolase
— SAAV_0999-putative glycosyl transferase T , SAAV 1004-acetyltransferase SAAV 1007-2-succinyl-6-hydroxy-2, 4- cyclohexadlene 1- carboxyllc acid synthase
= SAAV_1000-hypothetical protein I%I/J Om hypothetical protein ISAAV 1009- naphthcl)ate synthase

SAAV 1001-iron compound ABC transporter, iron compound-binding protein
| |

SAAV 1005-1,4-dihydroxy-2-naphthoate octaprenyltransferase
[ |

L\/ISSA476I CONTIG: 70000000971 I60224

1 1 1 1 1 1 1 1 1 1 | §
) 1039k 1040k 1041k 1042k 1043k 1044k 1045k 1046k 1047k 1048k 1049k 1050k
SAS0969-hypothetical protein SAS0972-hypothetical protein SAS0975-hypothetical protein SAS0978-putative chorismate binding enzyme SAS0980-putative hydrolase
—1 1 I | | | |
SAS0970-hypothetical protein SAS0973-transport system extracellular binding lipoprotein SAS0979-putative menaquinone biosynthesis bifunctional protein
— | | | ]
SAS0971-putative glycosyl transferase %SOQM-hypothetical protein SAS0981-naphthoate synthase
[ \ ] | |

SA80976-h¥gotheticaI protein

SAS0977-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

BIIVIVZ CONTIG: 700000009?160225

v

1010k 1011k 1012k 1013k 1014k 1015k 10716k 1017k 1018k 1019k 1020k 1021k
MWO0917-hypothetical protein MWO0920-hypothetical protein MW0923-hypothetical protein MW0926-hypotheticaI protein MW0928-hypothetical protein
—3 —1 — | | ]
MWO0918-hypothetical protein MW0921 -hypothetical proteln MW0925 1,4- dlhydroxy -2- naphthoate octaprenyltransferase MWO0929-naphthoate synthase
— | ]
MWO0919-hypothetical protein @0922 hypothetical proteln MWO0927-menaquinone biosynthesis protein
[ | ] | |
MW0924-h§potheticaI protein
COL CON'II'IG: 7000000097160217I . . . . . . . . . R
1050k 1051k 1052k 1053k 1054k 1055k 1056k 1057k 1058k 1059k 1060k 1061k
SACOL1041-hypothetical protein SACOL 1044-hypothetical protein SACOL1047-hypothetical protein SACOL1050-hypothetical protein SACOL1053 alpha/beta fold family hydrolase
SACOL1042-hypothetical protein SACOL1045-iron compound ABC transporter, iron compound-binding protein SACOL1052 2-succinyl-6-hydroxy-2, 4- cyclohexadlene 1- carboxyllc acid synthase/2-oxoglutarate decarboxylase
1 | |
SACOL1043-glycosyl transferase, group 1 family protein %COL1046-hypothetical protein SACOL1051 isochorismate synthase family protein SACOL1054-naphthoate synthase
[ | ] | |

SACOL1048-acetyltransferase
— 1

SACOL1049-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

Newmlan CONTIG: 7000000097160235

v

1003k 1004k 1005k 1006k 1007k 1008k 1009k 1010k 1011k 1012k 1013k 1014k
NWMN 0904-hypothetical protein NWMN 0907-hypothetical protein NWMN 0909-hypothetical protein NWMN 0912-hypothetical proteln NWMN 0914-hypothetical protein
——T ) ) —1 } —T1 | |
NWMN _0905-hypothetical protein NWMN 0908-hypothetical protein NWMN - 0911-1,4- d|hydroxy -2-naphthoate octaprenyltransferase NWMN 0915-naphthoate synthase
— | | | |
NWMN 0906-glycosyl transferase, group 1 family protein NWMN 0910- hypothetlcal protein NWMN 0913-2-succinyl-6-hydroxy-2,4-cyclohexadiene-1- carboxylic acid synthase
| \ | ——— 1 | |
NCTC_8325 CONTIG: 70|00000097160231 . . . . . . . . . . .
oo 947k 948k 949k 950k 951k 952k 953k 954k 955k 956k 957k g
SAOUHSC_00971-hypothetical protein SAOQUHSC_00975-hypothetical protein SAOQUHSC_00978-hypothetical protein SAOUHSC_00981-hypothetical protein SAOQUHSC 00984-hypothetical protein
—1 —1 C—1 (- | |
SAOUHSC_00972-hypothetical protein SAOUHSC 00976- hypothetlcal protein SAOUHSC 00980-1,4- dlhydroxy -2-naphthoate octaprenyltransferase SAOUHSC 00985-naphthoate synthase
| |
SAOUHSC| 00973-hypothetical protein IS:AIOUHSC 00977- hypothetlcal protein SAOUHSC 00982-hypothetical protein
[ - [ |
SAOUHSC 00974-glycosyl transferase, group 1 SAOUHSC 00979-hypothetical protein SAOUHSC 00983-2-succinyl-6-hydroxy-2, 4-cyclohexadiene-1-carboxylic acid synthase/2-oxoglutarate decarboxylase
| | —— 1 | |
:JSA300_TCH1516 COINTIG: 70000001781380‘|I1 . . . . . . . . . .
1041k 1042k 1043k 1044k 1045k 1046k 1047k 1048k 1049k 1050k 1051k g
USA300HOU 0984-glycosyltransferase USA300HOU 0985-possible iron (Fe3+) ABC superfamily ATP binding cassette transporter, binding protein USA300HOU 0992-S33 family peptidase
[ | ] | | | ]
%A3OOHOU_0986-hypotheticaI protein USA300HOU 0990-isochorismate synthase USA300HOU 0993-naphthoate synthase
| | | |
USA300HOU _0987-hypothetical protein USA300HOU 0991-2-oxoglutarate decarboxylase
—1 | ]

USA300HOU 0988-hypothetical protein

——— 1
USA300HOU 0989-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

:JSA300_FPR3757 CIONTIG: 70000001781 38(|)14

| §
| 4

| | | | | | | | |
1027k 1028k 1029k 1030k 1031k 1032k 1033k 1034k 1035k 1036k 1037k
SAUSA300_0937-conserved hypothetical protein SAUSA300_0940-conserved hypothetical protein SAUSA300 0943-acetyltransferase, GNAT family family SAUSA3OO 0946-2-succinyl-6-hydroxy- 2 4-cyclohexadiene-1-carboxylic acid synthase/2-oxoglutarate decarboxylase
SAUSA300_0938-conserved hypothetical protein SAUSA300 0941-putative ferrichrome ABC transporter SAUSA3OO 0945- |sochor|smate synthase family protein SAUSA300 0947-hydrolase, alpha/beta hydrolase fold family
— | | | ]
SAUSA300 0939-glycosyl transferase, group 1 family protein SAUSA300_0942-conserved hypothetical protein SAUSA300 0948-naphthoate synthase
[ n ] C—1 | |

SAUSA300 0944-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| ]

TYV20_0582 CONTIG: 7000000178222069

| | | | | | | | | | | |
1397k 1098k 1099k 1100k 1101k 1102k 1103k 1104k 1105k 1106k 1107k 1108k 4
SATW20_10310-hypothetical protein SATW20 10330-putative membrane protein SATW20 10370-acetyltransferase (GNAT) family protein SATW20 10400-putative menaquinone blosyntheS|s bifunctionalprotein
—/1 C——1 ——— 1
SATW?20 10320-putative glycosyl transferases SATW20 10340-transport system extracellular bindinglipoprotein SATW20 10390-putative chorlsmate binding enzyme SATW20 10410-putative hydrolase
[ \ ] [ | [ ]
%TWZOJ 0350-hypothetical protein SATW20 10420-putative naphthoate synthase
[ ]

SATW20 10360-putative membrane protein
SATW20 10380-UbiA prenyltransferase family protein
| |

EMRSA15 CONTIG: 7000000178222072 | . . | | | | '
980k 981 k 982k 983k 984k 985k 986k 987k 988k 989k

v

'SAEMRSA15_08670 SAEMRSA15 08690 SAEMRSA15_ 08710 SAEMRSA15 08740 SAEMRSA15 08760

1 [ | [ ] [ ] [ |
SAEMRSA15 08680 SAEMRSA15_08700 SAEMRSA15 08730 SAEMRSA15 08750 SAEMRSA15 08770
/] — | [ | [ |

|
SAEMRSA15.08720
— 1
ST398I_SO385 CONTIG: 70009001 78213650

1083k 1084k 10|é5k 10|é6k 10|é7k 10é8k 10|égk 10é0k 10é1k 10é2k »
SAPIG1032-conserved hypothetical protein SAPIG1036-conserved hypothetical protein SAPIG104O isochorismate synthase family protein SAPIG1042 hydrolase alpha/beta hydrolase fold family
— SAPIG1033-glycosyl transferase, group 1 < SAPIG1038-acetyltransferase SAPIG1041 -2-succinyl-6-hydroxy-2, 4- cyclohexadlene 1- carboxyllc acid synthase/2-oxoglutarate decarboxylase
= SAPIG1034-DoxX family protein %GM%M containing protein+B7201 | ISAPIG1O43 naphthcl>ate synthase

SAPIG1035-transport system extracellular binding lipoprotein
| |

SAPIG1039-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| |

I‘VIRSA252 CIONTIG: 7000000097160|223

| | | | | | | | | | |4
) 1051k 1052k 1053k 1054k 1055k 1056k 1057k 1058k 1059k 1060k 1061k 1062k
SAR1005-hypothetical protein SAR1010-hypothetical protein SAR1013-hypothetical protein SAR1016-putative chorismate binding enzyme SAR1018-putative hydrolase
—1 —1 — [ | [ |
IS:,IAR1OO6-hypotheticaI protein SAR1011-transport system extracellular binding lipoprotein SAR1017-putative menaquinone biosynthesis bifunctional protein
[ | [ |
SAR1007-hypothetical protein SAR1012-hypothetical protein SAR1019-naphthoate synthase
— 1] [ |

SAR1 014-h¥pothetical protein

SAR1015-1,4-dihydroxy-2-naphthoate octaprenyltransferase
| [

LGA251 CONTIG: 7000(?00178222074

| | | | | | | | | §
108k 1042k 1043k 1044k 1045k 1046k 1047k 1048k 1049k 1050k g
SARLGA251 09490 SARLGA251 09520 SARLGA251_09540 SARLGA251 09570 SARLGA251 09590
—1 | | | | [ | | |
I%IRLGA%LO%OO %RLGA%LO%?)O SARLGA251 09560 SARLGA251 09580 SARLGA251 09600
| | | | | |
SARLGA251_09510 SARLGA251 09550
LA C——1 C——1
BF12|2 CONTIG: 7000000097I160216 . . . . . : : : \ : . R
T 977k 978k 979k 980k 981k 982k 983k 984k 985k 986k 987k 988k 989k
SAB0899c-hypothetical protein SABOQOZC transposase SAB0904-iron transport protein SA809080-1 4- dlhydroxy -2-naphthoate octaprenyliransferase SA80911 hydrolase
SAB0900-hypothetical protein SAB0903c-hypothetical protein SAB0906¢-hypothetical proteln SAB0909-menaquinone-specific isochorismate synthase SABOQ12 naphthoate synthase
— ——1 —1 | |
SAB0901-glycosyl transferase SAB0905-iron transport protein SAB0910-2-oxoglutarate decarboxylase
|

SABOQO?-h¥gothetical protein




