Glutathione import ATP-binding protein GsiA (NPOCOEAE_00042)
Periplasmic alpha-galactoside-binding protein

Toxin YoeB (NPOCOEAE_00047)
LPS (VF0085) (NPOCOEAE_00045) D- inositol 3 phosphate glycosyltransferase (NPOCOEAE_00054)
42 43 45‘ 47 48 49 50 52 54 Haloalkane dehalogenase (NPOCOEAE_00056)

K_K_)—LWFD[XH:KHD@

\MGPR?p\asm\d727283693527000004 55,108-71,405 (+)

48

T DDA HCK HE O

I
IMGPR _plasmid_2718218232_000004: 54,870-70,851 (+)
46 47 Inner membrane protein YhaH (KLPDOEOB_00048)

EET— D DETHD T

—
IMGPR_plasmid_2718218199_000004: 55,092-71,792 (+)
46 47

KT XD D@C T HTEET

I
IMGPR_plasmid_640427137_000006: 54,027-67,722 (+)
45

KT XD HTOEE

—
IMGPR_plasmid_2850828621_000005: 53,861-67,560 (+)

Putative HTH-type transcriptional regulator YwnA (CKOFAEAL_00181)
Inner membrane protein YhaH (CKOFAEAL_00178)
180 179 T 177

T DA @E- DT

I
IMGPR _plasmid_2775507240_000004: 165,208-182,530 (-)
Putative HTH-type transcriptional regulator YwnA (PPLNPBBJ_00012)
Inner membrane protein YhaH (PPLNPBBJ_00015)
13 14 T 16
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—
IMGPR_plasmid_2842192696_000006: 8,057-25,393 (+)

Putative HTH-type transcriptional regulator YwnA (EPHIPMJE_00044)
Inner membrane protein YhaH (EPHIPMJE_00047)
45 46 T 48 1S5 family transposase ISAtu2 (EPHIPMJE_00049)

T ET— DOATDAEO-EEE-DD-E K HE O

\MGPR?p\asm\d725854276327000005 53,255-72,286 (+)

Putative HTH-type transcriptional regulator YwnA (ABMEHFMD_00303)
Inner membrane protein YhaH (ABMEHFMD_00307)
304 305 306 | 308

KT AT

I
IMGPR_plasmid_2842489311_000013: 319,550-336,887 (+)
Putative HTH-type transcriptional regulator YwnA (EGLAHEBD_00092)
Thioredoxin re?rctase EGLAHEBD_00091)
90 2-haloacrylate reductase (EGLAHEBD_00089)

MIX:K HEOdM

\MGPR?p\asm\d725092760337000002 94,605-111,251 (-)
348 347 346 2-haloacrylate reductase (CEPLJHMP_00347)

KT DD @D EK I

—
IMGPR_plasmid_643348569_000003: 370,808-387,092 (-)

Putative HTH-type transcriptional regulator YwnA (JFJDNMHB_00275)
276 | 274  Inner membrane protein YhaH (JFJDNMHB_00273)

O HEED DA DT EET

I
IMGPR _plasmid_2928359186_000006: 279,908-296,460 (-)
Putative HTH-type transcriptional regulator YwnA (CNMGEJDB_00088)
Inner membrane protein YhaH (CNMGEJDB_00090)
Thioredoxin reductase (CNMGEJDB_00089)

T OG- O

I

IMGPR _plasmid_2615840624_000018: 95,416-110,908 (+)
UG6_DnaG (CPLFKOOE_00336) UG6_Nitrilase (CPLFKOOE_00334)
drt-UG6 DRT (CPLFKOOE_00335)

KT AT e - T

I |
IMGPR _plasmid_2825118518_000008: 343,063-361,345 (-)
Periplasmic alpha-galactoside-binding protein (FILIGIDN_00293)
Nickel import system permease protein NikB (FILIGIDN_00294)Inner membrane protein YhaH (FILIGIDN_00285)

Antitoxin YefM (FILIGIDN_00289)

Toxin YoeB (FIHGIDN_OO288) 284

KT D KT

IMGPR_plasmid_2928373995_000008: 303,707-321,425 (-)

Inner membrane protein YhaH (BNCMMLDE_00047)
Inner membrane protein YhaH (BNCMMLDE_00046)
| 48 49 50 51 52 53 54

ETET— XD DD DEESES T O —@ -

I
IMGPR_plasmid_2872747094_000004: 56,337-79,598 (+)
Inner membrane protein YhaH (GCGLIOFJ_00274)
276
ngr 277 278 279 280 281 282 283

ETKETT— AT DO SRS O — @ - D

I
IMGPR _plasmid_2838061910_.000015:293,831-317,096 (+)
ATPase RavA (OIMJPKAF_00282)
280 281 283 284 285 286 287

KT DTS O HED-CK HEDEE

I
IMGPR _plasmid 2791355261 000013:312,229-335,376 (+)
Inner membrane protein Yhal (MNJHOGOJ_00114)
ATPase RavA (MNJHOGOJ_00117)
115 116 118 119 120 121 122 Ribonuclease BN (MNJHOGOJ_00127)

T AT - DO ORI HERD-ETK HEOEdM

I
IMGPR_plasmid_3300025273.000170: 130,467-1583,600 (+)
Pseudomonine (VF0936) (KKCNPNLM_00244)
243 242241 240 239 237 236 235 234 233 228

D@ DD D @

\MGPR?p\asm\d727913552637000017 230,614-256, 837( )

Inner membrane protein Yhal (AFHIGFHM_00099) putative cystine transporter YijE (AFHIGFHM_00106)
ATPase RavA (AFHIGFHM_00102)
97 98 100 101 103 104 105 Glycine cleavage system transcriptional activator (AFHIGFHM_00107)

KT AT HOEDEDT D — T

I
IMGPR_plasmid_2791355262_000021: 110,263-137,839 (+)
ATPase RavA (NOBAPFBI_00128)
Inner membrane protein YhaH (NOBAPFBI_00125) 126 127 129 130 131 132 133 134 139

T @D DESEESEST O — @ <&

I
IMGPR _plasmid_2739367694_000016: 140,664-165,323 (+)
Inner membrane protein YhaH (NHDMBKEO_00147)
Inner membrane protein YhaH (mDMBKEO_OOMS)
Tlié ‘ 148 149 150 151 152 153 154 2-haloacrylate reductase (NHDMBKEO_00155)

C K XD DT o - o

I
IMGPR _plasmid_2824993554_000006: 164,123-186,712 (+)
Inner membrane protein YhaH (CKIOFDAC_00029) 30 31 33 34 35 36 2-haloacrylate reductase (CKIOFDAC_00037)
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\MGPR,p\asm\d728423418657000014 30,035-52,171 (+)
Putative HTH-type transcrlptlonal regulator YwnA (NHOEDIFB_00048)
Inner membrane proteln YhaH (NHOEDIFB_00050)
Inner membrane proteln YhaH (NHOEDIFB_00051)
Thioredoxin reductase NHOEDIFB. 00049)
47 | | ] 53 55 56 57

w D -

\MGPR,p\asm\d727217555147000004 54,364-76,897 (+)
Putative HTH-type transcriptional regulator YwnA (PONKLDJO_00093)
Inner membrane protein YhaH (PONKLDJO_00096)
Inner membrane proteln YhaTONKLDJO 00095)
Thioredoxin reductase PONKLDJO _00094) 103
92 | | | 97 98 100 101 102 [104 105 106

- DO ETDDATO-D-DED D - — - HTOEE

\MGPR,p\asm\d,2791355264,000014 100,884-127,316 (+)
Putative HTH-type transcrlptlonal regulator YwnA (PJIAIELL_00156)
Inner membrane proteln YhaH (PJIAIELL_00153)
Inner membrane protein YhaH (PJIAIELL 00154)
ATPase RavA (PJIAIELL_00150)
155 152 151 149 148 147 146145 15110 family transposase ISMex17 (PJIAIELL_00144)

DTS- -

I
IMGPR_plasmid_2630968325_000004: 140,342-164,457 (-)
Inner membrane protein YhaH (IALMIGBF_00201)
ABC transporter (VF0818) (IALMIGﬁ_OOZOZ)
Antitoxin YefM (IALMIGBF_00206) \ 199 198 197 196 195 194 193

0 X HC X H—orod
— E—
IMGPR_plasmid_2791355266_000023: 195,226-217,776 (-)

Putative HTH-type transcriptional regulator YwnA (LDKMAPHI_00033)
Inner membrane protein YhaH (LDKMAPHI_00035)
Thioredoxin reductase (LDKMAPHI_00034)
ABC transporter (VF0818) (LDKMAPHI_00032) | 36 37 38 39 40 4

KT HIETHD-C A OO K O
IMGPR _plasmid_2517287029_000004: 31,956-56,913 (+)
Putative HTH-type transcriptional regulator YwnA (KLLLIKFK_00382)
Inner membrane protein YhaH (KLLLIKFK_00384)
| 383 [ 385 38 387 383 389 390 391
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—
IMGPR _plasmid_2936375103_000004:415,700-434,326 (+)

HTH-type transcriptional regulator SyrM 1 (LKEJHGML_00315)
Inner membrane protein YhaH (LKEJHGML_00308)
ATPase RavA (LKEJHGML_00311)
309 310 312 313 314 316

P K- PEEEDEST -

I
IMGPR _plasmid_2936367885_000006: 331,559-351,695 (+)
Inner membrane protein YhaH (IOKDHFDC_00355)
ATPase RavA (IOKDHFDC_00358)
353 354 356 357 359 360 361 362

e @O -G

IMGPR _plasmid 2765235942 000014:377,589-397,726 (+)
Inner membrane proteln YhaH (LNLBNGLI_00390)
Inner membrane proteln YhaH (LNLBNGLI_00389)
Inner membrane protem Yhal (LNLBNGLI_00387)
ATPase RavA (LNLBNGLI_00384)
388 | 386 385 383 382 381

S N, N N, S S
IMGPR_plasmid_2513237085_000008: 410,136-430,925 (-)

Inner membrane protein YhaH (HAGNOAPO_00027)
Inner membrane ertEin Yhal (HAGNOAPO_00029)
‘ ATPase RavA (HAGNOAPO_00032)
26 |28 30 31 33 34 35

D, G 1 G o O WS W0 I N0, O, N D, N N, G S N v,

I I
IMGPR _plasmid_2918430697_000003: 23,641-44,445 (+)

Putative HTH-type transcriptional regulatorYwnA (DPGMOMBK_00407)

Inner membrane protein YhaH (DPGMOMBK_00410)
Inner membrane protein YhaHTPGMOMBK _00409)
Inner membrane p protem Yhal (DPGMOMBK_00412)

ATPase RavA (DPGMOMBK_00415)

411| 413 414 416 417 418

S N, N N, G S N,
IMGPR_plasmid_2515154134_000006:459,142-479,947 (+)

Inner membrane protein YhaH (HNDKMFCJ_00050)
Inner membrane prcﬁn YhaH (HNDKMFCJ_00051)
ATPase RavA (HNDKMFCJ_00054)
52 53 55 56 57 58

C OO - DO DT

I I
IMGPR _plasmid_2850814604_000003: 59,910-81,393 (+)
BmaA (VF1339) (BBGCFHFH_00394)
392 394
I I I
IMGPR plasmid_2509276052_000003: 424,913-441,716 (+)
Putative HTH-type transcriptional regulator YwnA (CEMGLEJC_00563)

Orotate phosphori!ﬁ/ltransferase (CEMGLEJC_00564)
‘ T 564 Ubiguinone biosynthesis O-methyltransferase, mitochondrial (CEMGLEJC_00566)

dHodbha T HOHDE @ HTEDEET

I I
IMGPR _plasmid_285984083%_000003: 597,450-614,681 (+)
HTH-type transcriptional regulator SyrM 1 (FHAOPJFM_00221)
222 220

O DE - HEDHCIEDEK HEOEdM

— —
IMGPR_plasmid_2844462476_000003: 224,333-240,025 (-)

HTH-type transcriptional regulator SyrM 1 (JHKKEMNO_00177)
178

O DEEDE HOED-CEEK HE O
IMGPR _plasmid_2516653047_000004: 192,474-207,932 (+)
OatA (VF0441) (ACJEKNHC_00412)
I I L
IMGPR _plasmid_2513237084_000007:433,458-448 317 (-)
Inner membrane protein YhaH (DGCBDPAE_00340) 341

O DEE e - DT

I I
IMGPR _plasmid_2515075009_000005: 382,504-396,719 (+)
58 59 65 66

I D @& TR

— —
IMGPR _plasmid_639633055_000004: 71,303-85,947 (+)

76 75

(I B O 5 N SO o GO, 2 S 0 G (SN, O I

I I
IMGPR_plasmid_2791355258_000007: 59,622-74,509 (-)
440 OatA (VF0441) (GOBJHPON_00447)

O OEHDE D¢ KT

— —
IMGPR_plasmid_2896569440_000003: 485,186-499,622 (+)
384

IMGPR_plasmid_2896545022_000003: 414,135-420,971 (+)
433

IMGPR _plasmid_2510065076_000003:471,583-478,419 (-)
} 10000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




