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AKBH01001657.1:4381..4581 fig|1094186.6.peg.389 hypothetical protein
AKBH01001657.1:4613..4903 fig|1094186.6.peg.390 hypothetical protein
AKBH01001655.1:4291..4407 fig|1094186.6.peg.400 hypothetical protein
AKBH01001655.1:3911..4159 fig|1094186.6.peg.399 hypothetical protein
AKBH01001657.1:4900..5895 fig|1094186.6.peg.391 probable phage replication protein NMA0782
AKBH01001657.1:6006..6404 fig|1094186.6.peg.392 hypothetical protein
AKBH01001657.1:983..2149 fig|1094186.6.peg.385 Phage−related protein
AKBH01001657.1:4118..4375 fig|1094186.6.peg.388 Phage capsid and scaffold
AKBH01001657.1:2463..4013 fig|1094186.6.peg.387 Phage−related protein
AKBH01001657.1:330..986 fig|1094186.6.peg.384 TrbP protein
AKBH01001657.1:2146..2463 fig|1094186.6.peg.386 hypothetical protein
AKBH01000468.1:6875..7762 fig|1094186.6.peg.2838 Glucose−1−phosphate thymidylyltransferase
AKBH01000467.1:12127..12525 fig|1094186.6.peg.2852 FIG01212275: hypothetical protein
AKBH01000063.1:150..299 fig|1094186.6.peg.4042 hypothetical protein
AKBH01000467.1:14967..17201 fig|1094186.6.peg.2855 FIG01211631: hypothetical protein
AKBH01000467.1:9289..10125 fig|1094186.6.peg.2850 hypothetical protein
AKBH01000467.1:10385..12130 fig|1094186.6.peg.2851 FIG01212444: hypothetical protein
AKBH01000467.1:7956..9224 fig|1094186.6.peg.2849 FIG01210993: hypothetical protein
AKBH01000467.1:2425..3207 fig|1094186.6.peg.2845 O−antigen export system permease protein RfbD
AKBH01000467.1:4423..6078 fig|1094186.6.peg.2847 hypothetical protein
AKBH01000467.1:3204..4433 fig|1094186.6.peg.2846 Teichoic acid export ATP−binding protein TagH
AKBH01000467.1:6311..7963 fig|1094186.6.peg.2848 Glycosyl transferase2C group 2 family protein
AKBH01001744.1:567..1757 fig|1094186.6.peg.289 IncP−type DNA relaxase TraI
AKBH01001738.1:3453..4628 fig|1094186.6.peg.302 ATP−dependent DNA helicase
AKBH01001112.1:38..433 fig|1094186.6.peg.1532 Diguanylate cyclase (GGDEF domain) with GAF sensor
AKBH01000789.1:4447..4587 fig|1094186.6.peg.2192 hypothetical protein
AKBH01000885.1:1448..1561 fig|1094186.6.peg.1932 hypothetical protein
AKBH01000402.1:6473..6631 fig|1094186.6.peg.3119 hypothetical protein
AKBH01000195.1:3416..3544 fig|1094186.6.peg.3711 hypothetical protein
AKBH01000078.1:1107..2132 fig|1094186.6.peg.4010 RhsD protein
AKBH01000186.1:2995..4176 fig|1094186.6.peg.3741 FIG005429: hypothetical protein
AKBH01000186.1:4183..4308 fig|1094186.6.peg.3742 hypothetical protein
AKBH01000402.1:5527..6180 fig|1094186.6.peg.3118 FIG01211022: hypothetical protein
AKBH01000188.1:48..746 fig|1094186.6.peg.3730 FIG039767: hypothetical protein
AKBH01001156.1:1722..1835 fig|1094186.6.peg.1398 hypothetical protein
AKBH01000126.1:63..218 fig|1094186.6.peg.3835 hypothetical protein
AKBH01000236.1:3275..3691 fig|1094186.6.peg.3619 Type IV pilin PilA
AKBH01000600.1:2172..2768 fig|1094186.6.peg.2597 Methylase of polypeptide chain release factors
AKBH01001456.1:1114..1431 fig|1094186.6.peg.758 hypothetical protein
AKBH01000079.1:2144..4009 fig|1094186.6.peg.4009 hypothetical protein
AKBH01001182.1:5598..6197 fig|1094186.6.peg.1300 phage−related integrase
AKBH01000392.1:5872..7020 fig|1094186.6.peg.3188 MloA
AKBH01001655.1:2424..2705 fig|1094186.6.peg.397 Helix−turn−helix motif
AKBH01000030.1:333..956 fig|1094186.6.peg.4173 predicted ATP−dependent endonuclease2C OLD family
AKBH01000028.1:3377..4762 fig|1094186.6.peg.4179 Integrase
AKBH01001739.1:2439..4121 fig|1094186.6.peg.299 FIG045374: Type II restriction enzyme2C methylase subunit YeeA
AKBH01001578.1:2255..3718 fig|1094186.6.peg.498 efflux transporter2C RND family2C MFP subunit
AKBH01000188.1:2786..3982 fig|1094186.6.peg.3733 FIG01210463: hypothetical protein
AKBH01001182.1:2560..4434 fig|1094186.6.peg.1298 RNA polymerase sigma factor RpoD
AKBH01000909.1:107..277 fig|1094186.6.peg.1843 hypothetical protein
AKBH01001182.1:5467..5539 fig|1094186.6.rna.16 tRNA−Met−CAT
AKBH01001541.1:108..323 fig|1094186.6.peg.566 hypothetical protein
AKBH01001578.1:5771..6265 fig|1094186.6.peg.500 Mobile element protein
AKBH01001578.1:4392..5627 fig|1094186.6.peg.499 Macrolide export ATP−binding/permease protein MacB
AKBH01000028.1:4956..5186 fig|1094186.6.peg.4180 hypothetical protein
AKBH01000065.1:742..915 fig|1094186.6.peg.4034 hypothetical protein
AKBH01001655.1:2217..2366 fig|1094186.6.peg.396 hypothetical protein
AKBH01001655.1:1865..1984 fig|1094186.6.peg.395 hypothetical protein
AKBH01001655.1:1385..1510 fig|1094186.6.peg.394 FIG01212063: hypothetical protein
AKBH01000126.1:2892..3158 fig|1094186.6.peg.3837 hypothetical protein
AKBH01000138.1:2777..2911 fig|1094186.6.peg.3823 hypothetical protein
AKBH01000188.1:2199..2336 fig|1094186.6.peg.3732 FIG01210358: hypothetical protein
AKBH01000273.1:1024..1587 fig|1094186.6.peg.3549 hypothetical protein
AKBH01000285.1:2115..3056 fig|1094186.6.peg.3508 Proline iminopeptidase
AKBH01000392.1:8931..9392 fig|1094186.6.peg.3191 FIG01210164: hypothetical protein
AKBH01000392.1:8224..8544 fig|1094186.6.peg.3190 FIG01210420: hypothetical protein
AKBH01000392.1:7106..8122 fig|1094186.6.peg.3189 3−oxoacyl−[ACP] synthase III in alkane synthesis cluster
AKBH01001738.1:4690..4887 fig|1094186.6.peg.303 hypothetical protein
AKBH01001739.1:403..2442 fig|1094186.6.peg.298 FIG006126: DNA helicase2C restriction/modification system component YeeB
AKBH01001740.1:1670..2038 fig|1094186.6.peg.297 Helix−turn−helix motif
AKBH01001740.1:1140..1340 fig|1094186.6.peg.296 putative phage protein
AKBH01001745.1:582..953 fig|1094186.6.peg.287 IncP−type oriT binding protein TraJ
AKBH01001745.1:173..619 fig|1094186.6.peg.286 hypothetical protein
AKBH01000472.1:4926..5063 fig|1094186.6.peg.2813 High−affinity choline uptake protein BetT
AKBH01000472.1:4488..4913 fig|1094186.6.peg.2812 High−affinity choline uptake protein BetT
AKBH01000637.1:6401..6619 fig|1094186.6.peg.2468 FIG01211600: hypothetical protein
AKBH01000789.1:2929..3765 fig|1094186.6.peg.2191 avirulence protein
AKBH01000826.1:4573..4722 fig|1094186.6.peg.2088 hypothetical protein
AKBH01001160.1:66..212 fig|1094186.6.peg.1379 hypothetical protein
AKBH01001182.1:6604..7458 fig|1094186.6.peg.1302 Mobile element protein
AKBH01001182.1:6314..6586 fig|1094186.6.peg.1301 Mobile element protein
AKBH01001261.1:1562..1765 fig|1094186.6.peg.1149 hypothetical protein
AKBH01001182.1:4549..4947 fig|1094186.6.peg.1299 FIG01210029: hypothetical protein
AKBH01001742.1:229..897 fig|1094186.6.peg.295 IncP−type conjugative transfer protein TrbL
AKBH01000285.1:43..603 fig|1094186.6.peg.3506 FIG01209968: hypothetical protein
AKBH01001655.1:2782..3105 fig|1094186.6.peg.398 hypothetical protein
AKBH01000724.1:3002..3700 fig|1094186.6.peg.2348 FIG01211750: hypothetical protein
AKBH01000600.1:1299..1832 fig|1094186.6.peg.2595 hypothetical protein
AKBH01000222.1:3869..4027 fig|1094186.6.peg.3666 hypothetical protein
AKBH01001821.1:787..912 fig|1094186.6.peg.54 hypothetical protein
AKBH01000307.1:1272..1436 fig|1094186.6.peg.3446 alpha−12C2−mannosidase
AKBH01000023.1:5994..6362 fig|1094186.6.peg.4196 phage−related integrase
AKBH01000107.1:40..3279 fig|1094186.6.peg.3900 Type IV fimbrial biogenesis protein PilY1
AKBH01000107.1:3288..3800 fig|1094186.6.peg.3901 Type IV fimbrial biogenesis protein PilX
AKBH01000004.1:15809..16003 fig|1094186.6.peg.4245 hypothetical protein
AKBH01000306.1:1699..1956 fig|1094186.6.peg.3449 hypothetical protein
AKBH01000307.1:1464..2429 fig|1094186.6.peg.3447 Mobile element protein
AKBH01000004.1:16674..17099 fig|1094186.6.peg.4246 Type IV pilus biogenesis protein PilE
AKBH01000307.1:17..1096 fig|1094186.6.peg.3445 NADP−dependent malic enzyme
AKBH01000004.1:17102..17545 fig|1094186.6.peg.4247 Type IV fimbrial biogenesis protein PilY1
AKBH01000306.1:1189..1305 fig|1094186.6.peg.3448 hypothetical protein
AKBH01000039.1:86..964 fig|1094186.6.peg.4100 FIG024738: Hypothetical protein
AKBH01001821.1:896..1186 fig|1094186.6.peg.55 Cob(I)alamin adenosyltransferase
AKBH01000107.1:3797..4810 fig|1094186.6.peg.3902 Type IV fimbrial biogenesis protein PilW
AKBH01000107.1:4807..5217 fig|1094186.6.peg.3903 Type IV fimbrial biogenesis protein PilV
AKBH01000060.1:1003..1206 fig|1094186.6.peg.4046 hypothetical protein
AKBH01000060.1:1301..2662 fig|1094186.6.peg.4047 hypothetical protein
AKBH01001553.1:2831..2962 fig|1094186.6.peg.539 hypothetical protein
AKBH01001578.1:512..1357 fig|1094186.6.peg.497 Metallopeptidase
AKBH01000266.1:180..518 fig|1094186.6.peg.3563 Fic family protein
AKBH01000126.1:4579..6243 fig|1094186.6.peg.3839 hypothetical protein
AKBH01000036.1:13386..14165 fig|1094186.6.peg.4143 Conjugative transfer protein TrbJ
AKBH01000036.1:22716..23153 fig|1094186.6.peg.4152 hypothetical protein
AKBH01000036.1:7607..7846 fig|1094186.6.peg.4137 hypothetical protein
AKBH01000036.1:17078..17392 fig|1094186.6.peg.4146 Conjugative transfer protein TrbC
AKBH01000034.1:183..491 fig|1094186.6.peg.4165 FIG036757: Plasmid−related protein
AKBH01000036.1:4722..5351 fig|1094186.6.peg.4132 hypothetical protein
AKBH01000036.1:6258..7283 fig|1094186.6.peg.4135 DNA topoisomerase III
AKBH01000036.1:10623..11069 fig|1094186.6.peg.4141 Conjugative transfer protein TrbF
AKBH01000032.1:1470..2054 fig|1094186.6.peg.4171 hypothetical protein
AKBH01000032.1:298..1119 fig|1094186.6.peg.4170 Phosphoribosylformylglycinamidine synthase2C synthetase subunit / Phosphoribosylformylglycinamidine synthase2C glutamine amidotransferase subunit
AKBH01000036.1:22129..22608 fig|1094186.6.peg.4151 TnpR protein
AKBH01000032.1:2166..2510 fig|1094186.6.peg.4172 hypothetical protein
AKBH01000036.1:30248..30400 fig|1094186.6.peg.4157 hypothetical protein
AKBH01000036.1:30436..30771 fig|1094186.6.peg.4158 hypothetical protein
AKBH01000033.1:632..871 fig|1094186.6.peg.4168 hypothetical protein
AKBH01000036.1:1043..1348 fig|1094186.6.peg.4127 hypothetical protein
AKBH01000033.1:25..618 fig|1094186.6.peg.4167 hypothetical protein
AKBH01000036.1:4516..4725 fig|1094186.6.peg.4131 hypothetical protein
AKBH01000036.1:9604..10596 fig|1094186.6.peg.4140 Conjugative transfer protein TrbG
AKBH01000036.1:20811..21200 fig|1094186.6.peg.4149 hypothetical protein
AKBH01000033.1:1134..1532 fig|1094186.6.peg.4169 DNA or RNA helicases of superfamily II
AKBH01000036.1:5376..5996 fig|1094186.6.peg.4133 hypothetical protein
AKBH01000036.1:14184..16745 fig|1094186.6.peg.4144 Conjugative transfer protein TrbE
AKBH01000036.1:25260..27641 fig|1094186.6.peg.4154 hypothetical protein
AKBH01000036.1:16810..16986 fig|1094186.6.peg.4145 hypothetical protein
AKBH01000036.1:23204..25255 fig|1094186.6.peg.4153 Type IV secretion system protein VirD4
AKBH01000036.1:11340..12818 fig|1094186.6.peg.4142 hypothetical protein
AKBH01000036.1:17471..18472 fig|1094186.6.peg.4147 Conjugative transfer protein TrbB
AKBH01000036.1:21474..22076 fig|1094186.6.peg.4150 FIG01211968: hypothetical protein
AKBH01000036.1:28515..29105 fig|1094186.6.peg.4155 Peptidoglycan hydrolase VirB12C involved in T−DNA transfer
AKBH01000035.1:2498..2851 fig|1094186.6.peg.4164 hypothetical protein
AKBH01000036.1:5998..6243 fig|1094186.6.peg.4134 hypothetical protein
AKBH01000036.1:29699..30181 fig|1094186.6.peg.4156 hypothetical protein
AKBH01000036.1:8236..9588 fig|1094186.6.peg.4139 Conjugative transfer protein TrbI
AKBH01000036.1:31530..32042 fig|1094186.6.peg.4160 KfrA protein
AKBH01000034.1:931..1203 fig|1094186.6.peg.4166 hypothetical protein
AKBH01000036.1:1891..2136 fig|1094186.6.peg.4128 hypothetical protein
AKBH01000036.1:30768..31406 fig|1094186.6.peg.4159 hypothetical protein
AKBH01000036.1:19479..20300 fig|1094186.6.peg.4148 Phosphoribosylformylglycinamidine synthase2C synthetase subunit / Phosphoribosylformylglycinamidine synthase2C glutamine amidotransferase subunit
AKBH01000036.1:7286..7534 fig|1094186.6.peg.4136 hypothetical protein
AKBH01000036.1:7857..8045 fig|1094186.6.peg.4138 hypothetical protein
AKBH01000035.1:116..232 fig|1094186.6.peg.4161 hypothetical protein
AKBH01000036.1:3..461 fig|1094186.6.peg.4126 hypothetical protein
AKBH01000036.1:3509..4159 fig|1094186.6.peg.4130 Resolvase
AKBH01000036.1:2144..2269 fig|1094186.6.peg.4129 hypothetical protein
AKBH01000035.1:1111..1551 fig|1094186.6.peg.4162 hypothetical protein
AKBH01000035.1:1583..2452 fig|1094186.6.peg.4163 hypothetical protein
AKBH01000080.1:1149..1289 fig|1094186.6.peg.4008 hypothetical protein
AKBH01001419.1:2406..3251 fig|1094186.6.peg.832 FIG01209946: hypothetical protein
AKBH01001419.1:3508..3690 fig|1094186.6.peg.833 hypothetical protein
AKBH01001738.1:844..3471 fig|1094186.6.peg.301 ABC transporter
AKBH01000192.1:1734..2006 fig|1094186.6.peg.3718 FIG01213140: hypothetical protein
AKBH01001613.1:24..617 fig|1094186.6.peg.434 Cobalt−zinc−cadmium resistance protein CzcA%3B Cation efflux system protein CusA
AKBH01001610.1:1502..2698 fig|1094186.6.peg.437 YapH protein
AKBH01001610.1:585..1196 fig|1094186.6.peg.436 DNA−binding response regulator2C LuxR family
AKBH01001610.1:43..588 fig|1094186.6.peg.435 Sensor histidine kinase in Mg(2+) transport ATPase cluster
AKBH01001616.1:166..1281 fig|1094186.6.peg.433 Probable Co/Zn/Cd efflux system membrane fusion protein
AKBH01001617.1:17..499 fig|1094186.6.peg.432 possible serine protease homolog
AKBH01001621.1:555..788 fig|1094186.6.peg.431 FIG01211683: hypothetical protein
AKBH01001621.1:241..354 fig|1094186.6.peg.430 hypothetical protein
AKBH01001622.1:3..227 fig|1094186.6.peg.429 Two−component system sensor protein
AKBH01000192.1:2029..2352 fig|1094186.6.peg.3719 FIG01214241: hypothetical protein
AKBH01000415.1:7310..7741 fig|1094186.6.peg.3057 Redox−sensing transcriptional regulator QorR2C putative
AKBH01001738.1:89..805 fig|1094186.6.peg.300 YeeC−like protein
AKBH01001743.1:2122..2274 fig|1094186.6.peg.294 Plasmid stability protein stbB
AKBH01001744.1:245..406 fig|1094186.6.peg.288 plasmid stabilization protein
AKBH01001743.1:1167..1385 fig|1094186.6.peg.292 Conjugative transfer protein TrbJ
AKBH01000415.1:8828..8983 fig|1094186.6.peg.3059 FIG01212096: hypothetical protein
AKBH01001743.1:882..1151 fig|1094186.6.peg.291 Conjugative transfer entry exclusion protein TrbK
AKBH01001623.1:1..171 fig|1094186.6.peg.427 hypothetical protein
AKBH01001743.1:392..583 fig|1094186.6.peg.290 hypothetical protein
AKBH01001743.1:1461..1952 fig|1094186.6.peg.293 Conjugative transfer protein TrbJ
AKBH01000232.1:6..242 fig|1094186.6.peg.3623 TRAP−type transport system2C small permease component2C predicted N−acetylneuraminate transporter
AKBH01000232.1:242..1528 fig|1094186.6.peg.3624 TRAP−type C4−dicarboxylate transport system2C large permease component
AKBH01000192.1:2464..2709 fig|1094186.6.peg.3720 DNA−binding protein
AKBH01001012.1:1595..2806 fig|1094186.6.peg.1651 Phage integrase
AKBH01000125.1:52..792 fig|1094186.6.peg.3840 Similar to ribosomal large subunit pseudouridine synthase A
AKBH01001159.1:5270..6505 fig|1094186.6.peg.1386 FIG01209802: hypothetical protein
AKBH01001159.1:4656..4796 fig|1094186.6.peg.1385 hypothetical protein
AKBH01000793.1:919..1494 fig|1094186.6.peg.2180 Pectate lyase precursor
AKBH01000003.1:7056..7274 fig|1094186.6.peg.4254 elements of external origin%3B transposon−related functions
AKBH01001469.1:12221..12997 fig|1094186.6.peg.737 FIG018329: 1−acyl−sn−glycerol−3−phosphate acyltransferase
AKBH01001469.1:11538..12194 fig|1094186.6.peg.736 FIG017861: hypothetical protein
AKBH01001469.1:11204..11473 fig|1094186.6.peg.735 Acyl carrier protein (ACP1)
AKBH01001469.1:10966..11106 fig|1094186.6.peg.734 hypothetical protein
AKBH01001470.1:9289..9855 fig|1094186.6.peg.720 hypothetical protein
AKBH01001470.1:5468..5602 fig|1094186.6.peg.718 hypothetical protein
AKBH01001470.1:4590..5225 fig|1094186.6.peg.717 hypothetical protein
AKBH01001470.1:3748..4449 fig|1094186.6.peg.716 Uncharacterized protein conserved in bacteria2C NMA0228−like
AKBH01001470.1:2892..3590 fig|1094186.6.peg.715 hypothetical protein
AKBH01001470.1:1706..2905 fig|1094186.6.peg.714 hypothetical protein
AKBH01001470.1:1026..1562 fig|1094186.6.peg.713 ABC transporter2C ATP−binding protein EcsA
AKBH01000875.1:5611..5997 fig|1094186.6.peg.1967 bleomycin resistance protein
AKBH01001132.1:7733..7867 fig|1094186.6.peg.1501 hypothetical protein
AKBH01000875.1:5250..5585 fig|1094186.6.peg.1966 hypothetical protein
AKBH01000192.1:484..669 fig|1094186.6.peg.3714 FIG01210751: hypothetical protein
AKBH01001806.1:300..533 fig|1094186.6.peg.69 hypothetical protein
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