Peptidoglycan-associated lipoprotein (BCNEKHPJ_00341)
Major exported protein (BCNEKHPJ_00342)
SCI-I T6SS (VF1120) (BCNEKHPJ_00343)

T6SS-111 (VFO784) (BCNEKHPJ_00340) T6SS-111 (VFO784) (BCNEKHPJ_00346)
T6SS (VF0569) (BCNEKHPJ_00337) 345 347
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IMGPR_plasmid_3300002772_000005:372,777-388,795 (+)

T6SS-111 (VFO784) (JECFBBPE_00006)
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IMGPR_plasmid_3300002737_000035: 57-16,845 (-)
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1S3 family transposase ISRag1 (MAAPDDHL_00266)
DrmC_00006 DrmC (MAAPDDHL_00267)
T6SS-111 (VFO784) (MAAPDDHL_00271) T65S-11 (VFO783) (MAAPDDHL_00262)

272 270 265 259
2737 T269 268 ‘ 264 263 261 260 T655-11l (VFO784) (MAAPDDHL_00258)
IMGPR _plasmid_2818991314_000002: 265,311-288,658 (-)
T6SS-1l (VFO784) (FLCLOCFC_00022) T6SS-111 (VFO784) (FLCLOCFC_00033)
23 30 T6SS-1I (VFO784) (FLCLOCFC_00035)
2021 T24 25 2627 28 29 [31 32 SCI-I T6SS (VF1120) (FLCLOCFC 00034) 36 37 40
IMGPR plasmid_2791354833 000003: 14,694-48,831 (+)
T65S-111 (VFO784) (JGCMDACP_00006) 495
8 7 54 3 2 1 497496 (494493 T6SS-1Il (VFO784) JGCMDACP_00492)
IMGPR _plasmid_3300025233.000014: 1-16,871 (-); 518,501-535,823 ()
T6SS-111 (VFO784) (KMOEPELH_00383)
382 384 390
381 385 386 387 388389 [391392 T6SS-IIl (VFO784) (KMOEPELH_00393)
IMGPR plasmid_2895116614_000001: 396,414-430,559 (+)
T6SS-111 (VFO784) (CAEMNMCK _00489)
490 488 482
491 487 486 485 484483 [481480 T6SS-IIl (VFO784) (CAEMNMCK_00479)
IMGPR _plasmid_2839371029_000001: 489,807-523,954 (-)
T6SS-11 (VFO783) (GPCOJEKJ_00391)
389 392 398
388 [ 390 393 394 395396 397 | 399 T6SS-lIl (VFO784) (GPCOJEKJ_00400) 406
IMGPR _plasmid_2582581297_000004: 400,107-434,299 (+)
T6SS-11I (VFO784) (FIANPPGN_00463)
464 462 456
465 | Ta61 460 459 458 457 | 455 T6SS-lll (VFO784) (FIANPPGN_00454)
IMGPR _plasmid_3300046810_000054:480,568-515,086 (-)
T6SS-111 (VFO784) (ECFHMODA 00040)
41 45 48
3839 T42 43 44 46 47 49 50 T6SS-Ill (VFO784) (ECFHMODA 00051)
IMGPR plasmid_2848527897_000001: 39,065-64,369 (+)
T6SS-11 (VFO784) (IDHNONNK_00235) T6SS-I1l (VFO784) (IDHNONNK_00242)
234 240 Té6SS secreted effectors (VF0651) (IDHNONNK_00244)
233 236 237 238239 241 | 245 246 247
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MGPR _plasmid_2884592472_000002: 270,238-302,439 (+)
T6SS-111 (VFO784) (CPGKKMHC_00211)

212 206
ZET 210 209 208227T 205 T6SS-11l (VFO784) (CPGKKMHC_00204) Cardiolipin synthase (CPGKKMHC_00199)
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IMGPR _plasmid_2884587386_000002: 205,751-241,279 (-)
Formylglycine-generating enzyme (IINJCCJL_00206)
T6SS-111 (VFO784) (IINJCCJL_00209)
210 205 T6SS-111(VFO784) (IINJCCIL 00202)
211 208 207 T 204203 200 198
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IMGPR_plasmid_3300048925_000213: 196,065-229,182 (-)
Outer membrane protein A (PJIFIGFH_00518)
T6SS-11 (VFO783) (PJIFIGFH_00521) 525 527
517 522 523 524 [526] 528 T6SS-1l (VFO783) (PJIFIGFH_00529)
g >1 I E—
IMGPR_plasmid_3300050133_000024: 532,949-558,620 (+)
T6SS-11 (VFO783) (DCKLMIOL_00455) 451 449 T6SS-11 (VFO783) (DCKLMIOL_00443)
454 453 452 [450] 448 T6SS-Il (VFO783) (DCKLMIOL 00447) 442 440
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IMGPR _plasmid_2667528173_000001:466,702-500,181 (-)
518 525
T6SS-11 (VFO783) (IMKFODAI_00514)515 516 SETLl? 520 521 522 523524 526 T6SS-1I(VFO783) (IMKFODAI_00527)
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MGPR_plasmid_2895090955_000003: 520,430-552,342 (+)
k 10000 nt {
defence (PADLOC) virulence (VFDB)




