HTH-type transcriptional regulator LutR (GOBJHPON_00135)
putative cardiolipin synthase YwiE (GOBUH PON_00123)
ATP-dependent RecD-like DNA helicase (GOBJHPON_00130)

L-alanine/L-glutamate racemase (GOBJHPON_00136)
Type-4 uracil-DNA glycosylase (GOBJHPON_00122)
phenmedipham hydrolase (GOBJHPON_00132)
Sensor histidine kinase RcsC (GOBJHPON.00118)

124
119 L126
12 123 127 130 133 Melibiose/raffinose/stachyose import permease protein MelD (GOBJHPON_00138)
118]| | Ti25 728 [132] | |136]

IMGPR_plasmid_2896569440_000003: 134,920-157,805 (+)
84
91 85| Para-nitrobenzyl esterase (IALMIGBF_00084)

IMGPR _plasmid_2791355266_000023:84,606-97,186 (-)
3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (FHAOPJFM_00025)
Sulfate/thiosulfate import Aﬂs-binding protein CysA (FHAOPJFM_00022)
Glycine cleavage system transcriptionat activator (FHAOPJFM_00027)
Decaprenylphosphoryl-beta-D-ribose oxidase (FHAO PJFM‘_OOO34)
Hm-type transcriptional reéulatbr PgrR‘(FHAOPJ FM_00026)
Protoheme IX farnesyltransferase (FHAOPJFM,‘OBO‘Sé) ‘
ATP-dependent RecD-like DNA helicase (FHAOPJFM_00028)
Michele_1A_hits_grouped (FHAO PJFM_60033)\ \
Pa ra-nitrdbenzyl esterase (FHAOPJFM_00024)

29 HitABC (VF0268) (FHAOPJFM_00021)

323130 11 |T20

42 37|35

IMG PR_p\asmid428444z2476_000003: 15,748-51,772 (-)
3-phenylpropionate-dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (JHKKEMNO_00324)
Glycine cleavage system transcriptionaTactivator (JHKKEMNO_00322)
Decaprenylphosphoryl-beta-D-ribose oxidase (J HKKEMNO_00314)
"HTH-type transcriptional reguilator PgrR (JHKKEMNO_00323)
15110 family transposase 1SMno29 (JHKKEMNO_00320)
Protoheme IX farnesyltransferase (JHKKEMNO 00312)
ATP- dependent RecD-like DNA helicase JHKKEMNO .00321)

MicheleﬁiA,hlts,grouped (JHKKEMNO_00315) ‘

Para-nitrobenzyl esterase (JHKKEMNO_00325)

319

318

1S5 family transposase ISPye39 (JHKKEMNO_00327)
311313 |316317]|

326

\MGPRip\asm‘\djS166;30477000004: 320,815-358,828 (+)
3+ phenylproplonate dihydrodiol/cinnamic acid-dihydrodiol dehydrogenase (LKEJHGML_00420)
Glycine cleavage system transcriptional activator (LKEJHGML_00418)
HTH-type transcrlptlonal regulator PgrR (LKEJHGML_00419)
Para- mtrobenzyl Tst‘e_rﬁse (LKEJHGML_00421)
422

-
IMGPR _plasmid_2936367885_000006:444,537-464,527 (+)
Glycine cleavageiystem transcriptional activator (CEMGLEJC_00226)
DNA polymerase IV (CEMGLEJC_00229)
DNA polymerase IV (CEMGLEJC_00230)
227
224|226 | Trehalose transport system permease protein SugB (CEMGLEJC_00235)

IMGPR_plasmid_2859840839_000003: 225,355-243,884 (+)
10 13
789111 12 [14 15 16

IMGPR _plasmid_2515075009_000005: 166-21,705 (+)
Glycine cleavage system transcriptional activator (BGPIEFJA_00383)
L-aspartate/glutamate-specific racemase (BGPIEFJA_00391)
HTH-type transcriptional regulator HdfR (BGPIEFJA_00388)
Putétivegminoacrylate hydrolase RutD (BGPIEFJA_00392)
Cysteine‘/o-acetyl‘serine efflux protein (BGPIEFJA_00390)
381

384 380 378

385|382 379]377

389)

IMGPR plasmid_2919283621_000001:413,598-434,202 (-)
Glycine cleavage system transcriptional activator (HAGNOAPO_00179)
180
182 184
177]| 181 1831 185

IMGPR _plasmid_2918430697_000003: 184,212-204,815 (+)
Glycine cleavage system transcriptional activator (LNLBNGLI_00243)
241 238
244 240 237
245|247 239([ 236

IMGPR _plasmid_2513237085_000008:249,847-272,222 (-)
putative zinc-type alcohol dehydrogenase-like protein YdjJ (HNDKMFCJ_00246)

NADP-dependent 3-hydroxy acid dehyd rogenase YdfG (HNDKMFCJ_00222)

Glycine cleavage system transcrlptlonal activator (HNDKMFCJ_00220)

2-(S)- hydroxypropyl -CoM dehydrogenase (HNDKMFCJ_00234)
3-0><oad|pate CoA-transferase subunit B (HNDKMFCJ_00244)
HTH- type transcriptional regulator DmIR (HNDKMFCJ_00247)
HTH- type transcriptional regulator DmIR (HNDKMFCJ_00248)

HTH-type transcriptional regulator PgrR (HNDKMFCJ_00221) L ‘Contact dependent inhibition CDI system (VF1131) (HNDKMFCJ_00261)
Ribose import ATP binding protem bsA(HNDKMFCJ_OO242) High-molecular weight cobalt-containing nitrile hydratase subunit alpha (HNDKMFCJ_00281)
Ribose |mport permease proteln RbsC HNDKMFCJ_00243) Photosystem | assembly proteln Ycf3 (HNDKMFCJ _00270)
Ribose import binding protein R‘b;E‘(HNIjKMFCJ,00241) retron_type_V_csd cluster85 1 (HNDKMFCJ _00273)
Hydroxyquinol 1,2-dioxygenase (HNDKMFCJ 00232) | IS3 family transposase ISAtu4 (HNDKMFCJ_00259) PDC- M32B_WP_081320879.1 (HNDKMFCJ_00279)
\ Michele_2A | h|ts _grouped (HNDKMFCJ'00239) PDC-M32A_WP_125255469.1 (HNDKMFCJ_00278)
ichele_1A_hits_grouped (HNDKMFCJ_00235) IS3 family transposase ISAtu4 (HNDKMFCJ_00258) \ |s66faml|ytr?nsposase ISRel15 (HNDKMFCJ_00291)
Maleylacetate reductase(HﬁDKMFCJ 002?:1 ‘Error prone DNA polymerase (HNDKMFCJ 00257) Nitrile hydratase subunit beta (HNDKMFCJ _00282)
ATP-dependent RecD-like DNA hellcase HNDKMFCJ_00219) DNA polymerase IV (HNDKMFCJ_00253) ThsB1_00008 TIR-like (HNDKMFCJ_00290)
229$ ProtelnlmuA(HNDKMFCJ 002541 Prometheus__ProA (HNDKMFCJ_00265) 285
218 23 23 Protein ImuB (HNDKMFC) 00256) 268 286
216 225 227|] 237L L 250 252 L I 263 267 |272|274 276 |280| 284 288 293
215 21 224T226228 33236 |240 4 49] 251] | 260 262 264 2662690271 | [275277 | |]]283[287 289 [292294

\MGPR,p\asmid728508146047000003: 229,400-330,827 (:)
RNA polymerase-binding transcription factor DksA (GNPAOFIE_00339)
Inosine-5'-monophosphate dehydrogenase (GNPAOFIE_00318)
putative membrane transporter protein (GNPAOFIE_00342)
COGO640 Csa3_1_CAS-I-II-1I-IV-V-VI (GNPAOFIE_00345)
putatfve‘alcohol déhydrogenase AdhA (GNPAOFIE_00331)
Periplasmic serine endoprotease DegP (GNPAOFIE_00330)
Beta-lactamase hydrolase-like protein (GNPAOFIE_00348) Carpentier_1_HMM1cov80e-10_nr80 (GNPAOFIE_00313)
‘ ‘ ‘ Xylulose 5-phosphate phosphoketolase GNFv’AOFIE _00319)

putative cation- transportmg ATPase F GNPAOFIE _00340)
niversal stress protem F (GNPAOFIE _00333)
|| |  Sensor histidine kinase ResC (GNPAOFIE_00328)
ATP-dependent RecD-like DNA helicase (GNPAOFIE_00349) | putative propionate kinase (GNPAOFIE_00320)
Copper exporter (VF0849) (GNPAOFIE_00338) | PhoPQ(VFO111) (GNPAOFIE_00307)

RegX3 (VF0858) (GNPAOFIE_00326) 311

351 336 HspX (VF0301) (GNPAOFIE_00324) 30

350 337 332 2 12 J
353 347 34 43321 J 323 32 316 314 :l 0

354 35 348 |344[341 35| | [329 |327 327 | 17 3157|310 PhoP (VF0286) (GNPAOFIE_00306)

IMGPR_plasmid_2844454524_000004: ?:27,6 16*388,5(')
RNA polymerase-binding transcription factor DksA (JNBDAKKM_00377)
Inosine-5'-monophosphate dehydrogenase (JNBDAKKM_00398)
putative membrane transporter protein (JNBDAKKM_00374)
COG0640 Csa3_1_CAS-I-II- III IVV-VI JNBDAKKM _00371)
putatlve alcohol dehydrogenase AdhA (JNBDAKKM_00385)
Perlplasmlc serine endoprotease DegP (JNBDAKKM 00386)
Beta-lactamase hydrolase-like proteln (JNBDAKKM70037O) Carpentlerﬁl,HMM1cov80e-10,nr80 (JNBDAKKM_00403)
‘ ‘ ‘ Xyl:lJI&):se-S»phosphate phosphoketblase (JNBDAKKM_00397)
putative cation-transporting ATPase F (JNBDAKKM_00376)
Universal stress protein F (JNBDAKKM_00383)
|| | Sensorhistidine kinase ResC (JNBDAKKM_00388)
ATP-dependent RecD-like DNA hellcase (JNBDAKKM_00367) putatlve proplonate kinase (JNBDAKKM 00396)

Copper exporter (VF0849) (JNBDAKKM_00378) (L PhoPQ (VFO111) (JNBDAKKM_00409)
RegX3 (VF0858) (JNBDAKKM_00390) 405
365 380Hsbx‘(VF0301)TJNBDAKK‘M_b03‘92) 40
366 382 391 4 04
363\ 369 37 379 38 \ 393 39 400 402l
362 36 368 |372[375 1381] | |387 |389 || 1394 | 99 4017 ||408 | PhoP (VF0286) (JNBDAKKM_00410)

n —
IMGPR_plasmid_2516653085_000003: 401,359-462,042 (+)

[ 40000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




