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AKBK01000400.1:5417..5611 fig|1094174.5.peg.1690 hypothetical protein
AKBK01000281.1:4661..5980 fig|1094174.5.peg.2544 Lysyl endopeptidase
AKBK01000400.1:3213..3611 fig|1094174.5.peg.1688 Leucin rich protein
AKBK01000400.1:4158..5261 fig|1094174.5.peg.1689 FIG01210820: hypothetical protein
AKBK01000245.1:64803..64876 fig|1094174.5.rna.21 tRNA−Arg−CCT
AKBK01000524.1:60..308 fig|1094174.5.peg.296 Phage terminase2C ATPase subunit
AKBK01000532.1:40..957 fig|1094174.5.peg.295 Phage capsid protein
AKBK01000095.1:138..497 fig|1094174.5.peg.4067 Phage baseplate assembly protein
AKBK01000044.1:35..436 fig|1094174.5.peg.4329 Phage tail length tape−measure protein
AKBK01000115.1:7310..7729 fig|1094174.5.peg.3947 FIG01214410: hypothetical protein
AKBK01000095.1:494..1057 fig|1094174.5.peg.4068 Phage−related baseplate assembly protein
AKBK01000440.1:5446..6150 fig|1094174.5.peg.1154 FIG039767: hypothetical protein
AKBK01000371.1:787..1083 fig|1094174.5.peg.1853 Mobile element protein
AKBK01000300.1:79..231 fig|1094174.5.peg.2449 hypothetical protein
AKBK01000149.1:6515..7129 fig|1094174.5.peg.3760 hypothetical protein
AKBK01000048.1:81..194 fig|1094174.5.peg.4325 hypothetical protein
AKBK01000221.1:4695..4838 fig|1094174.5.peg.3029 hypothetical protein
AKBK01000190.1:29..490 fig|1094174.5.peg.3337 FIG01213967: hypothetical protein
AKBK01000115.1:4369..4590 fig|1094174.5.peg.3938 FIG01210286: hypothetical protein
AKBK01000248.1:8482..8691 fig|1094174.5.peg.2748 hypothetical protein
AKBK01000115.1:4587..4793 fig|1094174.5.peg.3939 FIG01210871: hypothetical protein
AKBK01000327.1:11567..11791 fig|1094174.5.peg.2183 FIG01212627: hypothetical protein
AKBK01000417.1:32520..34025 fig|1094174.5.peg.1475 RND efflux system2C outer membrane lipoprotein CmeC
AKBK01000221.1:5573..5872 fig|1094174.5.peg.3030 putative RtxC homolog
AKBK01000520.1:99..260 fig|1094174.5.peg.297 hypothetical protein
AKBK01000215.1:18799..19590 fig|1094174.5.peg.3090 FIG01211022: hypothetical protein
AKBK01000371.1:1437..3056 fig|1094174.5.peg.1854 Putative large exoprotein involved in heme utilization or adhesion of ShlA/HecA/FhaA family
AKBK01000253.1:3..347 fig|1094174.5.peg.2701 Large exoproteins involved in heme utilization or adhesion
AKBK01000263.1:76..585 fig|1094174.5.peg.2597 Phage major tail tube protein
AKBK01000390.1:18383..18799 fig|1094174.5.peg.1770 hypothetical protein
AKBK01000254.1:1020..1454 fig|1094174.5.peg.2700 Mobile element protein
AKBK01000128.1:951..1394 fig|1094174.5.peg.3875 hypothetical protein
AKBK01000246.1:254..694 fig|1094174.5.peg.2762 FIG01210602: hypothetical protein
AKBK01000221.1:6639..7961 fig|1094174.5.peg.3031 O−acetylhomoserine sulfhydrylase / O−succinylhomoserine sulfhydrylase
AKBK01000417.1:29375..32518 fig|1094174.5.peg.1474 RND efflux system2C inner membrane transporter CmeB
AKBK01000417.1:27391..28020 fig|1094174.5.peg.1472 Transcriptional regulator2C TetR family
AKBK01000118.1:1460..2104 fig|1094174.5.peg.3917 Outer membrane vitamin B12 receptor BtuB
AKBK01000223.1:2321..3745 fig|1094174.5.peg.3022 hypothetical protein
AKBK01000468.1:8872..10170 fig|1094174.5.peg.847 Ferric siderophore transport system2C periplasmic binding protein TonB
AKBK01000417.1:28146..29360 fig|1094174.5.peg.1473 RND efflux system2C membrane fusion protein CmeA
AKBK01000327.1:13967..15085 fig|1094174.5.peg.2186 Phage integrase
AKBK01000246.1:881..1783 fig|1094174.5.peg.2763 Dehydrogenases with different specificities (related to short−chain alcohol dehydrogenases)
AKBK01000468.1:10143..10751 fig|1094174.5.peg.848 FIG01210644: hypothetical protein
AKBK01000468.1:8517..8882 fig|1094174.5.peg.846 Transcriptional repressor2C BlaI/MecI family
AKBK01000471.1:5607..5756 fig|1094174.5.peg.819 hypothetical protein
AKBK01000471.1:5467..5583 fig|1094174.5.peg.818 Mobile element protein
AKBK01000039.1:119..232 fig|1094174.5.peg.4330 phage−related protein
AKBK01000048.1:514..651 fig|1094174.5.peg.4326 hypothetical protein
AKBK01000115.1:6490..6768 fig|1094174.5.peg.3945 FIG01212736: hypothetical protein
AKBK01000115.1:6227..6493 fig|1094174.5.peg.3944 FIG01210340: hypothetical protein
AKBK01000115.1:5738..6148 fig|1094174.5.peg.3943 putative%3B ORF located using Glimmer/Genemark
AKBK01000115.1:5569..5745 fig|1094174.5.peg.3942 FIG01210741: hypothetical protein
AKBK01000115.1:5301..5576 fig|1094174.5.peg.3941 FIG01210866: hypothetical protein
AKBK01000115.1:5059..5304 fig|1094174.5.peg.3940 FIG01210423: hypothetical protein
AKBK01000118.1:1183..1347 fig|1094174.5.peg.3916 hypothetical protein
AKBK01000221.1:8012..8131 fig|1094174.5.peg.3032 hypothetical protein
AKBK01000221.1:3058..3384 fig|1094174.5.peg.3028 Homoserine O−succinyltransferase
AKBK01000221.1:1640..3055 fig|1094174.5.peg.3027 glutamine synthetase family protein
AKBK01000533.1:76..306 fig|1094174.5.peg.294 Phage terminase2C endonuclease subunit
AKBK01000246.1:51..221 fig|1094174.5.peg.2761 hypothetical protein
AKBK01000254.1:612..974 fig|1094174.5.peg.2699 Mobile element protein
AKBK01000281.1:695..847 fig|1094174.5.peg.2538 hypothetical protein
AKBK01000327.1:12376..12633 fig|1094174.5.peg.2185 hypothetical protein
AKBK01000327.1:11803..12024 fig|1094174.5.peg.2184 hypothetical protein
AKBK01000350.1:431..709 fig|1094174.5.peg.1946 FIG01210817: hypothetical protein
AKBK01000350.1:222..434 fig|1094174.5.peg.1945 FIG01213870: hypothetical protein
AKBK01000390.1:18274..18399 fig|1094174.5.peg.1769 hypothetical protein
AKBK01000417.1:34586..34699 fig|1094174.5.peg.1478 hypothetical protein
AKBK01000417.1:34340..34582 fig|1094174.5.peg.1477 Transcriptional regulator2C TetR family
AKBK01000417.1:34018..34350 fig|1094174.5.peg.1476 Transcriptional regulator2C TetR family
AKBK01000417.1:27114..27266 fig|1094174.5.peg.1471 hypothetical protein
AKBK01000440.1:5218..5358 fig|1094174.5.peg.1153 hypothetical protein
AKBK01000419.1:1903..2040 fig|1094174.5.peg.1437 hypothetical protein
AKBK01000518.1:47..310 fig|1094174.5.peg.300 putative%3B ORF located using Glimmer/Genemark
AKBK01000049.1:659..949 fig|1094174.5.peg.4324 Phage−related protein
AKBK01000045.1:130..531 fig|1094174.5.peg.4328 putative phage tail protein
AKBK01000238.1:11541..12428 fig|1094174.5.peg.2898 Glucose−1−phosphate thymidylyltransferase
AKBK01000095.1:1118..1696 fig|1094174.5.peg.4069 FIG01210334: hypothetical protein
AKBK01000490.1:10227..11018 fig|1094174.5.peg.571 O−antigen export system permease protein RfbD
AKBK01000514.1:53..286 fig|1094174.5.peg.302 hypothetical protein
AKBK01000012.1:280..912 fig|1094174.5.peg.4538 hypothetical protein
AKBK01000490.1:15551..18028 fig|1094174.5.peg.576 hypothetical protein
AKBK01000490.1:14544..15512 fig|1094174.5.peg.575 GDP−mannose 42C6 dehydratase
AKBK01000096.1:25..234 fig|1094174.5.peg.4066 PROBABLE HEMAGGLUTININ−RELATED PROTEIN
AKBK01000490.1:8848..10209 fig|1094174.5.peg.570 Glycosyltransferase
AKBK01000317.1:1649..3043 fig|1094174.5.peg.2262 hypothetical protein
AKBK01000490.1:14068..14547 fig|1094174.5.peg.574 UDP−glucose 4−epimerase
AKBK01000490.1:11015..12271 fig|1094174.5.peg.572 ATP binding component of ABC−transporter
AKBK01000095.1:1706..1882 fig|1094174.5.peg.4070 Phage−related tail fiber protein
AKBK01000513.1:364..924 fig|1094174.5.peg.304 conserved hypothetical protein
AKBK01000513.1:107..223 fig|1094174.5.peg.303 hypothetical protein
AKBK01000447.1:5261..5425 fig|1094174.5.peg.1125 hypothetical protein
AKBK01000238.1:22352..22657 fig|1094174.5.peg.2908 FIG01212275: hypothetical protein
AKBK01000372.1:9482..11242 fig|1094174.5.peg.1837 Cyclic beta−12C2−glucan synthase
AKBK01000490.1:12255..13634 fig|1094174.5.peg.573 Methyltransferase type 11
AKBK01000115.1:3185..4369 fig|1094174.5.peg.3937 phage−related integrase
AKBK01000372.1:13675..15819 fig|1094174.5.peg.1838 hypothetical protein
AKBK01000238.1:22699..24675 fig|1094174.5.peg.2909 hypothetical protein
AKBK01000280.1:123..263 fig|1094174.5.peg.2545 Mobile element protein
AKBK01000233.1:1401..1589 fig|1094174.5.peg.2994 hypothetical protein
AKBK01000444.1:52..219 fig|1094174.5.peg.1136 Mobile element protein
AKBK01000357.1:6302..6520 fig|1094174.5.peg.1897 FIG01213976: hypothetical protein
AKBK01000549.1:16..3597 fig|1094174.5.peg.252 FIG01211760: hypothetical protein
AKBK01000158.1:2221..2418 fig|1094174.5.peg.3607 hypothetical protein
AKBK01000426.1:202..363 fig|1094174.5.peg.1353 ATPase required for both assembly of type IV secretion complex and secretion of T−DNA complex2C VirB4
AKBK01000546.1:13524..13820 fig|1094174.5.peg.277 hypothetical protein
AKBK01000252.1:1374..1652 fig|1094174.5.peg.2704 FIG01210817: hypothetical protein
AKBK01000050.1:48..341 fig|1094174.5.peg.4321 hypothetical protein
AKBK01000426.1:38..205 fig|1094174.5.peg.1352 hypothetical protein
AKBK01000546.1:12355..12480 fig|1094174.5.peg.275 hypothetical protein
AKBK01000357.1:6844..7263 fig|1094174.5.peg.1898 FIG01214410: hypothetical protein
AKBK01000252.1:1663..1830 fig|1094174.5.peg.2705 FIG01211154: hypothetical protein
AKBK01000516.1:10..498 fig|1094174.5.peg.301 Adenine−specific methyltransferase
AKBK01000046.1:24..1010 fig|1094174.5.peg.4327 Gene D protein
AKBK01000252.1:1165..1377 fig|1094174.5.peg.2703 FIG01213870: hypothetical protein
AKBK01000049.1:92..205 fig|1094174.5.peg.4323 hypothetical protein
AKBK01000350.1:720..920 fig|1094174.5.peg.1947 FIG01211154: hypothetical protein
AKBK01000168.1:1845..2852 fig|1094174.5.peg.3540 hypothetical protein
AKBK01000055.1:2944..4524 fig|1094174.5.peg.4317 Conjugative transfer protein TrbL
AKBK01000168.1:1284..1412 fig|1094174.5.peg.3538 hypothetical protein
AKBK01000019.1:2118..2870 fig|1094174.5.peg.4529 FIG01213221: hypothetical protein
AKBK01000168.1:544..762 fig|1094174.5.peg.3537 hypothetical protein
AKBK01000019.1:1747..2061 fig|1094174.5.peg.4528 FIG01211142: hypothetical protein
AKBK01000519.1:1969..2451 fig|1094174.5.peg.299 Adenine−specific methyltransferase
AKBK01000051.1:223..903 fig|1094174.5.peg.4320 wall−associated protein
AKBK01000420.1:5977..6585 fig|1094174.5.peg.1413 FIG01210140: hypothetical protein
AKBK01000081.1:40..1392 fig|1094174.5.peg.4177 Putative large exoprotein involved in heme utilization or adhesion of ShlA/HecA/FhaA family
AKBK01000420.1:6587..8410 fig|1094174.5.peg.1414 extracellular serine protease
AKBK01000055.1:6124..6855 fig|1094174.5.peg.4319 RecA−family ATPase
AKBK01000186.1:9518..9775 fig|1094174.5.peg.3427 Programmed cell death antitoxin PemI
AKBK01000519.1:338..1930 fig|1094174.5.peg.298 hypothetical protein
AKBK01000186.1:8660..9241 fig|1094174.5.peg.3426 DNA invertase
AKBK01000253.1:923..2095 fig|1094174.5.peg.2702 Large exoproteins involved in heme utilization or adhesion
AKBK01000027.1:7466..7840 fig|1094174.5.peg.4489 FIG01213768: hypothetical protein
AKBK01000055.1:4734..4850 fig|1094174.5.peg.4318 hypothetical protein
AKBK01000303.1:5346..5486 fig|1094174.5.peg.2406 hypothetical protein
AKBK01000186.1:15290..15412 fig|1094174.5.peg.3437 hypothetical protein
AKBK01000546.1:9590..9706 fig|1094174.5.peg.272 hypothetical protein
AKBK01000209.1:497..655 fig|1094174.5.peg.3170 hypothetical protein
AKBK01000546.1:10437..10559 fig|1094174.5.peg.273 hypothetical protein
AKBK01000210.1:1409..1651 fig|1094174.5.peg.3166 hypothetical protein
AKBK01000395.1:910..1452 fig|1094174.5.peg.1702 Type IV fimbrial biogenesis protein FimT
AKBK01000222.1:96..494 fig|1094174.5.peg.3023 DNA primase
AKBK01000115.1:6765..7016 fig|1094174.5.peg.3946 FIG01213976: hypothetical protein
AKBK01000101.1:50..1237 fig|1094174.5.peg.4042 Integrase
AKBK01000210.1:1146..1337 fig|1094174.5.peg.3165 hypothetical protein
AKBK01000143.1:353..5764 fig|1094174.5.peg.3801 DNA helicase related protein
AKBK01000244.1:425..1816 fig|1094174.5.peg.2828 phage−related integrase
AKBK01000287.1:2472..2672 fig|1094174.5.peg.2503 hypothetical protein
AKBK01000316.1:201..407 fig|1094174.5.peg.2263 hypothetical protein
AKBK01000167.1:4561..4716 fig|1094174.5.peg.3545 IncQ plasmid conjugative transfer protein TraG
AKBK01000146.1:16..294 fig|1094174.5.peg.3799 ATPase provides energy for both assembly of type IV secretion complex and secretion of T−DNA complex (VirB4)
AKBK01000209.1:1458..2324 fig|1094174.5.peg.3172 hypothetical protein
AKBK01000167.1:3463..4560 fig|1094174.5.peg.3544 Integral inner membrane protein of type IV secretion complex (VirB6)
AKBK01000209.1:745..1044 fig|1094174.5.peg.3171 hypothetical protein
AKBK01000019.1:1415..1561 fig|1094174.5.peg.4527 hypothetical protein
AKBK01000019.1:694..807 fig|1094174.5.peg.4526 hypothetical protein
AKBK01000209.1:4196..4426 fig|1094174.5.peg.3177 hypothetical protein
AKBK01000209.1:2422..2769 fig|1094174.5.peg.3173 hypothetical protein
AKBK01000164.1:420..785 fig|1094174.5.peg.3558 Single−stranded DNA−binding protein
AKBK01000576.1:1376..1801 fig|1094174.5.peg.13 Type IV pilin PilA
AKBK01000546.1:11258..11446 fig|1094174.5.peg.274 hypothetical protein
AKBK01000004.1:9402..9611 fig|1094174.5.peg.4563 FIG01213976: hypothetical protein
AKBK01000209.1:5513..5854 fig|1094174.5.peg.3180 FIG01214888: hypothetical protein
AKBK01000210.1:429..710 fig|1094174.5.peg.3163 hypothetical protein
AKBK01000166.1:8754..9314 fig|1094174.5.peg.3555 ATPase provides energy for both assembly of type IV secretion complex and secretion of T−DNA complex (VirB11)
AKBK01000164.1:83..307 fig|1094174.5.peg.3557 replication protein A
AKBK01000277.1:968..1429 fig|1094174.5.peg.2550 hypothetical protein
AKBK01000167.1:4886..5596 fig|1094174.5.peg.3546 Minor pilin of type IV secretion complex (VirB5)
AKBK01000143.1:11963..12430 fig|1094174.5.peg.3806 hypothetical protein
AKBK01000130.1:39..437 fig|1094174.5.peg.3871 Mobile element protein
AKBK01000209.1:3832..4152 fig|1094174.5.peg.3176 hypothetical protein
AKBK01000206.1:3621..3860 fig|1094174.5.peg.3185 Inner membrane protein forms channel for type IV secretion of T−DNA complex (VirB3)
AKBK01000576.1:4213..5487 fig|1094174.5.peg.15 putative integral membrane protein
AKBK01000576.1:1937..3526 fig|1094174.5.peg.14 FIG01209765: hypothetical protein
AKBK01000207.1:7..1305 fig|1094174.5.peg.3181 hypothetical protein
AKBK01000166.1:3432..5111 fig|1094174.5.peg.3552 IncQ plasmid conjugative transfer DNA primase TraO (pTi TraA homolog)
AKBK01000166.1:5843..8551 fig|1094174.5.peg.3554 Type IV secretion system protein VirD4
AKBK01000094.1:4445..5749 fig|1094174.5.peg.4074 phage−related integrase
AKBK01000164.1:1181..2041 fig|1094174.5.peg.3559 Chromosome (plasmid) partitioning protein ParA
AKBK01000166.1:2653..3090 fig|1094174.5.peg.3551 IncQ plasmid conjugative transfer protein TraP
AKBK01000055.1:329..691 fig|1094174.5.peg.4315 IncP−type oriT binding protein TraJ
AKBK01000565.1:419..751 fig|1094174.5.peg.79 Gene D protein
AKBK01000167.1:402..1538 fig|1094174.5.peg.3541 Inner membrane protein forms channel for type IV secretion of T−DNA complex (VirB10)
AKBK01000168.1:1459..1692 fig|1094174.5.peg.3539 hypothetical protein
AKBK01000166.1:2021..2623 fig|1094174.5.peg.3550 IncQ plasmid conjugative transfer protein TraQ (RP4 TrbM homolog)
AKBK01000004.1:9905..10117 fig|1094174.5.peg.4564 hypothetical protein
AKBK01000210.1:2023..2259 fig|1094174.5.peg.3167 hypothetical protein
AKBK01000143.1:6587..6820 fig|1094174.5.peg.3803 hypothetical protein
AKBK01000210.1:2333..2821 fig|1094174.5.peg.3168 DNA repair protein RadC
AKBK01000166.1:866..1969 fig|1094174.5.peg.3549 IncQ plasmid conjugative transfer DNA nicking endonuclease TraR (pTi VirD2 homolog)
AKBK01000315.1:352..729 fig|1094174.5.peg.2264 FIG01213529: hypothetical protein
AKBK01000167.1:1535..2413 fig|1094174.5.peg.3542 Forms the bulk of type IV secretion complex that spans outer membrane and periplasm (VirB9)
AKBK01000012.1:1712..3022 fig|1094174.5.peg.4539 hypothetical protein APECO1_2271
AKBK01000143.1:9878..10237 fig|1094174.5.peg.3805 hypothetical protein
AKBK01000004.1:4988..5725 fig|1094174.5.peg.4558 hypothetical protein
AKBK01000166.1:5124..5750 fig|1094174.5.peg.3553 hypothetical protein
AKBK01000209.1:4875..5516 fig|1094174.5.peg.3179 FIG01210229: hypothetical protein
AKBK01000056.1:297..614 fig|1094174.5.peg.4314 FIG01214210: hypothetical protein
AKBK01000110.1:407..3079 fig|1094174.5.peg.3995 Wall associated protein
AKBK01000004.1:5815..7653 fig|1094174.5.peg.4559 DNA primase traC
AKBK01000004.1:8543..9193 fig|1094174.5.peg.4561 hypothetical protein
AKBK01000206.1:671..3037 fig|1094174.5.peg.3183 DNA topoisomerase I
AKBK01000143.1:6895..8538 fig|1094174.5.peg.3804 plasmid mobilization protein
AKBK01000394.1:7922..8908 fig|1094174.5.peg.1720 Type IV fimbrial biogenesis protein PilW
AKBK01000004.1:346..840 fig|1094174.5.peg.4555 hypothetical protein
AKBK01000206.1:37..645 fig|1094174.5.peg.3182 Bores hole in peptidoglycan layer allowing type IV secretion complex assembly to occur (VirB1)
AKBK01000004.1:11229..12419 fig|1094174.5.peg.4566 Integrase
AKBK01000244.1:2440..4083 fig|1094174.5.peg.2829 ATP−dependent DNA helicase pcrA
AKBK01000209.1:123..362 fig|1094174.5.peg.3169 hypothetical protein
AKBK01000004.1:2025..4382 fig|1094174.5.peg.4557 FIG01112841: hypothetical protein
AKBK01000167.1:2410..3171 fig|1094174.5.peg.3543 Inner membrane protein forms channel for type IV secretion of T−DNA complex (VirB8)
AKBK01000394.1:6759..7274 fig|1094174.5.peg.1718 Type IV fimbrial biogenesis protein FimT
AKBK01000394.1:7331..7747 fig|1094174.5.peg.1719 Type IV fimbrial biogenesis protein PilV
AKBK01000244.1:4080..5456 fig|1094174.5.peg.2830 putative exonuclease
AKBK01000167.1:5643..5837 fig|1094174.5.peg.3547 ATPase provides energy for both assembly of type IV secretion complex and secretion of T−DNA complex (VirB4)
AKBK01000366.1:2067..2285 fig|1094174.5.peg.1856 hypothetical protein
AKBK01000004.1:10194..10391 fig|1094174.5.peg.4565 hypothetical protein
AKBK01000004.1:9190..9405 fig|1094174.5.peg.4562 hypothetical protein
AKBK01000004.1:7720..8535 fig|1094174.5.peg.4560 DNA primase2C phage−associated
AKBK01000004.1:1080..1502 fig|1094174.5.peg.4556 hypothetical protein
AKBK01000019.1:3065..3298 fig|1094174.5.peg.4530 hypothetical protein
AKBK01000055.1:2025..2750 fig|1094174.5.peg.4316 Conjugative transfer protein TrbJ
AKBK01000056.1:76..294 fig|1094174.5.peg.4313 Plasmid partitioning protein ParA
AKBK01000094.1:6217..6423 fig|1094174.5.peg.4075 hypothetical protein
AKBK01000130.1:1340..1453 fig|1094174.5.peg.3873 hypothetical protein
AKBK01000130.1:1045..1197 fig|1094174.5.peg.3872 hypothetical protein
AKBK01000143.1:13389..13538 fig|1094174.5.peg.3808 hypothetical protein
AKBK01000143.1:13146..13352 fig|1094174.5.peg.3807 hypothetical protein
AKBK01000143.1:6362..6520 fig|1094174.5.peg.3802 hypothetical protein
AKBK01000165.1:188..379 fig|1094174.5.peg.3556 Chromosome (plasmid) partitioning protein ParB
AKBK01000166.1:600..869 fig|1094174.5.peg.3548 FIG01214251: hypothetical protein
AKBK01000186.1:16448..16729 fig|1094174.5.peg.3438 COG0086: DNA−directed RNA polymerase2C beta' subunit/160 kD subunit
AKBK01000203.1:1878..2276 fig|1094174.5.peg.3187 hypothetical protein
AKBK01000203.1:1311..1631 fig|1094174.5.peg.3186 hypothetical protein
AKBK01000206.1:3195..3506 fig|1094174.5.peg.3184 Major pilus subunit of type IV secretion complex (VirB2)
AKBK01000209.1:4423..4734 fig|1094174.5.peg.3178 hypothetical protein
AKBK01000209.1:3508..3810 fig|1094174.5.peg.3175 hypothetical protein
AKBK01000209.1:2893..3177 fig|1094174.5.peg.3174 hypothetical protein
AKBK01000210.1:737..1009 fig|1094174.5.peg.3164 hypothetical protein
AKBK01000259.1:244..432 fig|1094174.5.peg.2652 hypothetical protein
AKBK01000277.1:1702..1854 fig|1094174.5.peg.2551 hypothetical protein
AKBK01000300.1:4811..5008 fig|1094174.5.peg.2454 hypothetical protein
AKBK01000312.1:43155..43307 fig|1094174.5.peg.2301 hypothetical protein
AKBK01000312.1:42568..43008 fig|1094174.5.peg.2300 hypothetical protein
AKBK01000312.1:41173..42534 fig|1094174.5.peg.2299 Hydroxylase
AKBK01000312.1:38887..39027 fig|1094174.5.peg.2298 hypothetical protein
AKBK01000394.1:8972..9421 fig|1094174.5.peg.1721 Type IV fimbrial biogenesis protein PilX
AKBK01000395.1:282..731 fig|1094174.5.peg.1701 Type IV pilus biogenesis protein PilE
AKBK01000453.1:21021..21197 fig|1094174.5.peg.1044 hypothetical protein
AKBK01000395.1:12..269 fig|1094174.5.peg.1700 Type IV fimbrial biogenesis protein PilY1
AKBK01000101.1:2474..3769 fig|1094174.5.peg.4043 hypothetical protein
AKBK01000565.1:111..350 fig|1094174.5.peg.78 Gene D protein
AKBK01000456.1:9174..9779 fig|1094174.5.peg.989 Mobile element protein
AKBK01000546.1:12644..13195 fig|1094174.5.peg.276 hypothetical protein
AKBK01000479.1:5075..5371 fig|1094174.5.peg.727 hypothetical protein
AKBK01000157.1:1501..2187 fig|1094174.5.peg.3616 hypothetical protein
AKBK01000005.1:587..1210 fig|1094174.5.peg.4554 TrbP protein
AKBK01000425.1:6741..7073 fig|1094174.5.peg.1370 Inner membrane protein forms channel for type IV secretion of T−DNA complex2C VirB3
AKBK01000357.1:6027..6305 fig|1094174.5.peg.1896 FIG01212736: hypothetical protein
AKBK01000546.1:13890..14027 fig|1094174.5.peg.278 hypothetical protein
AKBK01000426.1:2748..3419 fig|1094174.5.peg.1358 Inner membrane protein forms channel for type IV secretion of T−DNA complex2C VirB8
AKBK01000158.1:2972..3859 fig|1094174.5.peg.3609 Cell filamentation protein fic
AKBK01000426.1:5598..6494 fig|1094174.5.peg.1361 Conjugative transfer protein TrbB
AKBK01000050.1:345..548 fig|1094174.5.peg.4322 hypothetical protein
AKBK01000287.1:5485..5985 fig|1094174.5.peg.2506 restriction endonuclease homolog R.XphI
AKBK01000286.1:1198..1533 fig|1094174.5.peg.2509 hypothetical protein
AKBK01000157.1:108..269 fig|1094174.5.peg.3612 hypothetical protein
AKBK01000425.1:1753..2424 fig|1094174.5.peg.1366 NAD−dependent epimerase/dehydratase
AKBK01000357.1:4842..5114 fig|1094174.5.peg.1892 FIG01210866: hypothetical protein
AKBK01000157.1:2987..3385 fig|1094174.5.peg.3617 DNA or RNA helicases of superfamily II
AKBK01000357.1:5276..5689 fig|1094174.5.peg.1894 putative%3B ORF located using Glimmer/Genemark
AKBK01000144.1:222..833 fig|1094174.5.peg.3800 TrbP protein
AKBK01000455.1:170..298 fig|1094174.5.peg.990 FIG01212121: hypothetical protein
AKBK01000157.1:3540..3770 fig|1094174.5.peg.3618 hypothetical protein
AKBK01000157.1:875..1081 fig|1094174.5.peg.3615 hypothetical protein
AKBK01000157.1:319..459 fig|1094174.5.peg.3613 hypothetical protein
AKBK01000158.1:2647..2877 fig|1094174.5.peg.3608 hypothetical protein
AKBK01000158.1:1939..2058 fig|1094174.5.peg.3606 hypothetical protein
AKBK01000158.1:11..643 fig|1094174.5.peg.3603 KfrA protein
AKBK01000286.1:63..668 fig|1094174.5.peg.2508 FIG01210229: hypothetical protein
AKBK01000287.1:5291..5434 fig|1094174.5.peg.2505 hypothetical protein
AKBK01000287.1:35..637 fig|1094174.5.peg.2499 hypothetical protein
AKBK01000324.1:273..428 fig|1094174.5.peg.2189 hypothetical protein
AKBK01000357.1:5773..6030 fig|1094174.5.peg.1895 FIG01210340: hypothetical protein
AKBK01000357.1:5107..5283 fig|1094174.5.peg.1893 FIG01210741: hypothetical protein
AKBK01000357.1:4621..4845 fig|1094174.5.peg.1891 FIG01210423: hypothetical protein
AKBK01000357.1:4083..4358 fig|1094174.5.peg.1890 hypothetical protein
AKBK01000357.1:2188..3963 fig|1094174.5.peg.1889 FIG00465000: hypothetical protein
AKBK01000399.1:322..495 fig|1094174.5.peg.1699 hypothetical protein
AKBK01000399.1:16..183 fig|1094174.5.peg.1698 hypothetical protein
AKBK01000426.1:6890..7012 fig|1094174.5.peg.1363 hypothetical protein
AKBK01000426.1:6496..6774 fig|1094174.5.peg.1362 hypothetical protein
AKBK01000426.1:1337..1510 fig|1094174.5.peg.1355 hypothetical protein
AKBK01000426.1:2540..2740 fig|1094174.5.peg.1357 hypothetical protein
AKBK01000158.1:918..1442 fig|1094174.5.peg.3604 Chromosome (plasmid) partitioning protein ParA
AKBK01000425.1:5419..6084 fig|1094174.5.peg.1368 Peptidoglycan hydrolase VirB12C involved in T−DNA transfer
AKBK01000425.1:6429..6725 fig|1094174.5.peg.1369 hypothetical protein
AKBK01000426.1:1530..2519 fig|1094174.5.peg.1356 hypothetical protein
AKBK01000426.1:4229..5461 fig|1094174.5.peg.1360 Inner membrane protein forms channel for type IV secretion of T−DNA complex (VirB10)
AKBK01000158.1:4561..6081 fig|1094174.5.peg.3611 putative conjugative transfer protein TraD
AKBK01000426.1:3570..4232 fig|1094174.5.peg.1359 Outer membrane and periplasm component of type IV secretion of T−DNA complex2C has secretin−like domain2C VirB9
AKBK01000287.1:3104..4894 fig|1094174.5.peg.2504 Modification methylase PstI
AKBK01000065.1:2101..3363 fig|1094174.5.peg.4221 hypothetical protein
AKBK01000425.1:916..1344 fig|1094174.5.peg.1365 DNA−binding response regulator2C LuxR family
AKBK01000324.1:425..937 fig|1094174.5.peg.2190 hypothetical protein
AKBK01000425.1:2667..4487 fig|1094174.5.peg.1367 sensory box histidine kinase/response regulator
AKBK01000065.1:167..2086 fig|1094174.5.peg.4220 IncW plasmid conjugative relaxase protein TrwC (TraI homolog)
AKBK01000157.1:573..878 fig|1094174.5.peg.3614 hypothetical protein
AKBK01000426.1:393..1064 fig|1094174.5.peg.1354 Minor pilin of type IV secretion complex2C VirB5
AKBK01000158.1:4179..4547 fig|1094174.5.peg.3610 hypothetical protein
AKBK01000425.1:408..764 fig|1094174.5.peg.1364 hypothetical protein
AKBK01000158.1:1446..1793 fig|1094174.5.peg.3605 hypothetical protein
AKBK01000280.1:4418..4864 fig|1094174.5.peg.2548 FIG01209946: hypothetical protein
AKBK01000556.1:5089..6324 fig|1094174.5.peg.163 FIG01209802: hypothetical protein
AKBK01000411.1:27522..28097 fig|1094174.5.peg.1586 Pectate lyase precursor
AKBK01000556.1:6798..6938 fig|1094174.5.peg.164 hypothetical protein
AKBK01000198.1:13644..13817 fig|1094174.5.peg.3236 Integrase
AKBK01000024.1:9912..10184 fig|1094174.5.peg.4511 FIG01213140: hypothetical protein
AKBK01000301.1:2559..2777 fig|1094174.5.peg.2439 hypothetical protein
AKBK01000303.1:382..2760 fig|1094174.5.peg.2405 hypothetical protein
AKBK01000301.1:14526..15137 fig|1094174.5.peg.2447 DNA−binding response regulator2C LuxR family
AKBK01000301.1:4480..7221 fig|1094174.5.peg.2442 possible serine protease homolog
AKBK01000301.1:11904..13388 fig|1094174.5.peg.2445 Cobalt−zinc−cadmium resistance protein CzcA%3B Cation efflux system protein CusA
AKBK01000301.1:15443..18286 fig|1094174.5.peg.2448 YapH protein
AKBK01000024.1:10207..10530 fig|1094174.5.peg.4512 FIG01214241: hypothetical protein
AKBK01000186.1:13928..14044 fig|1094174.5.peg.3435 hypothetical protein
AKBK01000186.1:13606..13860 fig|1094174.5.peg.3434 plasmid stabilization protein
AKBK01000186.1:13186..13605 fig|1094174.5.peg.3433 Plasmid stability protein stbB
AKBK01000186.1:4623..5798 fig|1094174.5.peg.3424 ATP−dependent DNA helicase
AKBK01000186.1:4364..4561 fig|1094174.5.peg.3423 hypothetical protein
AKBK01000198.1:12792..12917 fig|1094174.5.peg.3234 Integrase
AKBK01000301.1:13453..14529 fig|1094174.5.peg.2446 Sensor histidine kinase in Mg(2+) transport ATPase cluster
AKBK01000301.1:8815..11907 fig|1094174.5.peg.2444 Cobalt−zinc−cadmium resistance protein CzcA%3B Cation efflux system protein CusA
AKBK01000301.1:7587..8822 fig|1094174.5.peg.2443 Probable Co/Zn/Cd efflux system membrane fusion protein
AKBK01000301.1:3116..3394 fig|1094174.5.peg.2441 FIG01211683: hypothetical protein
AKBK01000301.1:2301..2414 fig|1094174.5.peg.2438 hypothetical protein
AKBK01000301.1:2802..2915 fig|1094174.5.peg.2440 hypothetical protein
AKBK01000186.1:5780..8452 fig|1094174.5.peg.3425 ABC transporter
AKBK01000186.1:12231..13061 fig|1094174.5.peg.3432 Conjugative transfer protein TrbJ
AKBK01000198.1:12887..13639 fig|1094174.5.peg.3235 Integrase
AKBK01000186.1:11940..12215 fig|1094174.5.peg.3431 Conjugative transfer entry exclusion protein TrbK
AKBK01000435.1:2890..3108 fig|1094174.5.peg.1226 Mobile element protein
AKBK01000248.1:4007..5209 fig|1094174.5.peg.2744 Fic family protein
AKBK01000482.1:5416..6099 fig|1094174.5.peg.707 ABC transporter2C ATP−binding protein
AKBK01000482.1:3497..4018 fig|1094174.5.peg.705 Mlr5924 protein
AKBK01000482.1:2896..3360 fig|1094174.5.peg.704 nucleotidyltransferase substrate binding protein2C HI0074 family
AKBK01000482.1:2553..2852 fig|1094174.5.peg.703 hypothetical protein
AKBK01000483.1:7508..8074 fig|1094174.5.peg.688 hypothetical protein
AKBK01000483.1:2801..3436 fig|1094174.5.peg.686 hypothetical protein
AKBK01000483.1:1958..2788 fig|1094174.5.peg.685 Uncharacterized protein conserved in bacteria2C NMA0228−like
AKBK01000320.1:29014..30117 fig|1094174.5.peg.2233 Prophage Lp2 protein 6
AKBK01000483.1:1102..1800 fig|1094174.5.peg.684 hypothetical protein
AKBK01000227.1:2246..2797 fig|1094174.5.peg.3018 Methyl−accepting chemotaxis protein I (serine chemoreceptor protein)
AKBK01000221.1:9395..9628 fig|1094174.5.peg.3033 hypothetical protein
AKBK01000091.1:193..330 fig|1094174.5.peg.4087 NADP−dependent malic enzyme
AKBK01000256.1:1281..1625 fig|1094174.5.peg.2680 Mobile element protein
AKBK01000256.1:1577..1813 fig|1094174.5.peg.2681 Mobile element protein
AKBK01000024.1:8662..8847 fig|1094174.5.peg.4507 FIG01210751: hypothetical protein
AKBK01000367.1:21..323 fig|1094174.5.peg.1855 hypothetical protein
AKBK01000287.1:2014..2475 fig|1094174.5.peg.2502 hypothetical protein
AKBK01000277.1:222..620 fig|1094174.5.peg.2549 hypothetical protein
AKBK01000287.1:7521..7715 fig|1094174.5.peg.2507 Mobile element protein
AKBK01000287.1:634..1119 fig|1094174.5.peg.2500 hypothetical protein
AKBK01000287.1:1151..2017 fig|1094174.5.peg.2501 hypothetical protein
AKBK01000149.1:6075..6218 fig|1094174.5.peg.3759 hypothetical protein
AKBK01000432.1:12217..12333 fig|1094174.5.peg.1232 hypothetical protein
AKBK01000411.1:9726..9953 fig|1094174.5.peg.1569 hypothetical protein
AKBK01000536.1:11..124 fig|1094174.5.peg.289 phage−related protein
AKBK01000227.1:26..214 fig|1094174.5.peg.3016 Methyl−accepting chemotaxis protein I (serine chemoreceptor protein)
AKBK01000342.1:2841..2969 fig|1094174.5.peg.2056 hypothetical protein
AKBK01000128.1:2270..2773 fig|1094174.5.peg.3876 hypothetical protein
AKBK01000233.1:566..703 fig|1094174.5.peg.2993 NADP−dependent malic enzyme
AKBK01000543.1:2..202 fig|1094174.5.peg.283 Baseplate assembly protein J
AKBK01000419.1:1555..1758 fig|1094174.5.peg.1436 FIG01210636: hypothetical protein
AKBK01000556.1:20307..20453 fig|1094174.5.peg.178 hypothetical protein
AKBK01000083.1:37115..38323 fig|1094174.5.peg.4165 Phage integrase
AKBK01000024.1:10617..10886 fig|1094174.5.peg.4513 DNA−binding protein
AKBK01000024.1:10917..11840 fig|1094174.5.peg.4514 Similar to ribosomal large subunit pseudouridine synthase A
AKBK01000186.1:10309..11943 fig|1094174.5.peg.3430 Conjugative transfer protein TrbL
AKBK01000186.1:14060..15034 fig|1094174.5.peg.3436 FIG00450764: hypothetical protein
AKBK01000469.1:3757..3900 fig|1094174.5.peg.840 hypothetical protein
AKBK01000186.1:9805..9951 fig|1094174.5.peg.3428 hypothetical protein
AKBK01000186.1:10015..10191 fig|1094174.5.peg.3429 FIG01213713: hypothetical protein
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