AKBMO01000211.1:31696..32748 fig|1094181.6.peg.260 FIG01210820: hypothetical protein 1
AKBM01000040.1:206..1603 fig|1094181.6.peg.3109 Lysyl endopeptidase
AKBMO01000122.1:1861..2226 fig|1094181.6.peg.1623 Methyl-directed repair DNA adenine methylase
AKBMO01000071.1:7607..7753 fig|1094181.6.peg.2269 hypothetical protein
AKBMO01000128.1:3704..3955 fig|1094181.6.peg.1524 Optional hypothetical component of the B12 transporter BtuM
AKBMO01000128.1:3962..4297 fig|1094181.6.peg.1525 Optional hypothetical component of the B12 transporter BtuM
AKBMO01000176.1:4030..5307 fig|1094181.6.peg.765 FIG01211990: hypothetical protein
AKBMO01000176.1:7414..8487 fig|1094181.6.peg.767 VirB6 protein
AKBMO01000176.1:6020..6487 fig|1094181.6.peg.766 hypothetical protein
AKBMO01000163.1:1622..1942 fig|1094181.6.peg.872 hypothetical protein
AKBMO01000128.1:1464..3407 fig|1094181.6.peg.1523 Outer membrane vitamin B12 receptor BtuB
AKBMO01000188.1:28591..28857 fig|1094181.6.peg.524 hypothetical protein 0.4
AKBMO01000176.1:3786..3929 fig|1094181.6.peg.764 hypothetical protein

AKBMO01000154.1:58463..59104 fig|1094181.6.peg.1158 TrbP protein

AKBMO01000154.1:60584..62065 fig|1094181.6.peg.1161 hypothetical protein 0.2
AKBM01000117.1:109..573 fig|1094181.6.peg.1625 Phage tail completion protein .
AKBM01000180.1:480..599 fig|1094181.6.peg.608 hypothetical protein

AKBMO01000200.1:68..328 fig|1094181.6.peg.374 Mobile element protein

AKBMO01000047.1:19235..19540 fig|1094181.6.peg.2918 Conjugal transfer protein traA 0
AKBMO01000226.1:733..2085 fig|1094181.6.peg.148 hypothetical protein

AKBMO01000082.1:3916..4107 fig|1094181.6.peg.2073 hypothetical protein

AKBMO01000154.1:64302..64475 fig|1094181.6.peg.1167 hypothetical protein

AKBM01000127.1:1833..2630 fig|1094181.6.peg.1539 hypothetical protein

— s AKBMO01000184.1:532..876 fig|1094181.6.peg.598 hypothetical protein

AKBM01000180.1:1127..1270 fig|1094181.6.peg.609 FIG01213654: hypothetical protein
AKBMO01000127.1:17812..19188 fig|1094181.6.peg.1549 FIG01211990: hypothetical protein
AKBMO01000125.1:556..876 fig|1094181.6.peg.1560 hypothetical protein

AKBMO01000154.1:64472..64765 fig|1094181.6.peg.1168 hypothetical protein

AKBM01000047.1:19040..19228 fig|1094181.6.peg.2917 hypothetical protein

AKBMO01000018.1:651..1094 fig|1094181.6.peg.3599 Chaperone protein DnakK

AKBMO01000154.1:64148..64309 fig|1094181.6.peg.1166 hypothetical protein

AKBMO01000226.1:24..404 fig|1094181.6.peg.147 Mobile element protein

L AKBMO01000106.1:312..1757 fig|1094181.6.peg.1756 phage-related integrase

AKBMO01000082.1:814..1143 fig|1094181.6.peg.2070 FIGfam050825

AKBM01000107.1:3508..3804 fig|1094181.6.peg.1755 hypothetical protein

AKBMO01000127.1:11230..12777 fig|1094181.6.peg.1544 Sensor kinase

AKBM01000127.1:19949..21076 fig|1094181.6.peg.1550 hypothetical protein

AKBMO01000072.1:26849..28729 fig|1094181.6.peg.2257 Integrase

AKBMO01000154.1:63090..63947 fig|1094181.6.peg.1165 Putative phage replication protein RstA
AKBMO01000127.1:10504..10824 fig|1094181.6.peg.1543 FIG01213727: hypothetical protein
AKBMO01000127.1:4628..6508 fig|1094181.6.peg.1541 ATP-dependent endonuclease family protein
AKBMO01000125.1:7651..9498 fig|1094181.6.peg.1565 hypothetical protein

AKBMO01000127.1:6773..10042 fig|1094181.6.peg.1542 DNA helicase related protein

AKBMO01000055.1:249..440 fig|1094181.6.peg.2541 Putative protein—S—isoprenylcysteine methyltransferase
AKBMO01000047.1:17772..17984 fig|1094181.6.peg.2915 hypothetical protein

AKBMO01000127.1:14076..14444 fig|1094181.6.peg.1545 putative%3B ORF located using Glimmer/Genemark
AKBM01000107.1:2193..2390 fig|1094181.6.peg.1754 hypothetical protein

AKBMO01000047.1:13954..15333 fig|1094181.6.peg.2912 hypothetical protein

AKBM01000243.1:1134..1274 fig|1094181.6.peg.97 hypothetical protein

AKBM01000082.1:1188..3023 fig|1094181.6.peg.2071 Mobile element protein

AKBMO01000047.1:10164..13961 fig|1094181.6.peg.2911 FIG01213692: hypothetical protein
AKBMO01000127.1:14500..15615 fig|1094181.6.peg.1546 VirB6 protein

AKBMO01000125.1:2772..4847 fig|1094181.6.peg.1562 colicin V secretion ABC transporter ATP-binding protein
AKBMO01000047.1:18033..18425 fig|1094181.6.peg.2916 hypothetical protein

AKBMO01000127.1:17225..17815 fig|1094181.6.peg.1548 FIG01212836: hypothetical protein
AKBMO01000127.1:16770..17159 fig|1094181.6.peg.1547 hypothetical protein

AKBMO01000072.1:29366..30367 fig|1094181.6.peg.2258 putative%3B ORF located using Glimmer/Genemark
AKBMO01000017.1:472..714 fig|1094181.6.peg.3601 hypothetical protein

AKBMO01000125.1:1436..2719 fig|1094181.6.peg.1561 colicin V secretion protein

AKBMO01000047.1:6855..7916 fig|1094181.6.peg.2907 plasmid mobilization protein

AKBMO01000125.1:4962..5141 fig|1094181.6.peg.1563 hypothetical protein

AKBMO01000047.1:9287..9427 fig|1094181.6.peg.2910 hypothetical protein

AKBMO01000047.1:15330..17027 fig|1094181.6.peg.2913 Type IV secretion system protein VirD4
AKBMO01000010.1:12447..14750 fig|1094181.6.peg.4038 Translation—disabling ACNase RloC
AKBMO01000127.1:2919..4622 fig|1094181.6.peg.1540 ATP-dependent DNA helicase UvrD/PcrA
AKBMO01000082.1:3023..3913 fig|1094181.6.peg.2072 TniB NTP-binding protein

AKBMO01000106.1:2657..4591 fig|1094181.6.peg.1757 hypothetical protein

AKBMO01000125.1:5212..6309 fig|1094181.6.peg.1564 hypothetical protein

AKBMO01000047.1:20449..20622 fig|1094181.6.peg.2919 hypothetical protein

AKBMO01000065.1:5708..6118 fig|1094181.6.peg.2363 Type IV pilin PilA

AKBMO01000047.1:5805..6557 fig|1094181.6.peg.2906 hypothetical protein

AKBMO01000047.1:17182..17412 fig|1094181.6.peg.2914 hypothetical protein

AKBMO01000096.1:2100..2288 fig|1094181.6.peg.1873 hypothetical protein

AKBM01000202.1:13643..14188 fig|1094181.6.peg.370 Phage tail fibers

AKBMO01000113.1:20642..20761 fig|1094181.6.peg.1660 hypothetical protein

AKBMO01000150.1:1396..2763 fig|1094181.6.peg.1498 hypothetical protein

AKBMO01000113.1:24489..24656 fig|1094181.6.peg.1664 hypothetical protein

AKBMO01000202.1:11540..12118 fig|1094181.6.peg.368 FIG01210334: hypothetical protein
AKBM01000113.1:24657..26081 fig|1094181.6.peg.1665 hypothetical protein

AKBMO01000058.1:1075..3570 fig|1094181.6.peg.2433 hypothetical protein

AKBMO01000058.1:8085..8876 fig|1094181.6.peg.2438 O-antigen export system permease protein RfbD
AKBMO01000113.1:21622..24492 fig|1094181.6.peg.1663 FIG01211760: hypothetical protein
AKBM01000010.1:15006..15638 fig|1094181.6.peg.4039 hypothetical protein

AKBMO01000143.1:1478..1639 fig|1094181.6.peg.1510 hypothetical protein

AKBMO01000058.1:8894..10255 fig|1094181.6.peg.2439 Glycosyltransferase

AKBM01000058.1:3591..4559 fig|1094181.6.peg.2434 GDP-mannose 42C6 dehydratase
AKBMO01000058.1:4556..5035 fig|1094181.6.peg.2435 UDP—glucose 4-epimerase

AKBMO01000058.1:6832..8088 fig|1094181.6.peg.2437 ATP binding component of ABC-transporter
AKBMO01000058.1:5469..6848 fig|1094181.6.peg.2436 Methyltransferase type 11
AKBMO01000048.1:101241..101405 fig|1094181.6.peg.2898 hypothetical protein

AKBM01000113.1:21048..21608 fig|1094181.6.peg.1662 conserved hypothetical protein
AKBMO01000158.1:6303..7076 fig|1094181.6.peg.1022 hypothetical protein

AKBMO01000113.1:20791..20907 fig|1094181.6.peg.1661 hypothetical protein

AKBMO01000042.1:5787..6971 fig|1094181.6.peg.3048 phage-related integrase

AKBMO01000202.1:12128..13633 fig|1094181.6.peg.369 Phage-related tail fiber protein
AKBMO01000158.1:3208..5352 fig|1094181.6.peg.1021 hypothetical protein

AKBM01000022.1:58..2034 fig|1094181.6.peg.3466 hypothetical protein

AKBMO01000165.1:128..1159 fig|1094181.6.peg.866 hypothetical protein

AKBMO01000022.1:12297..13184 fig|1094181.6.peg.3476 Glucose-1-phosphate thymidylyltransferase
AKBMO01000005.1:140653..140769 fig|1094181.6.peg.4295 hypothetical protein

AKBMO01000093.1:39277..39654 fig|1094181.6.peg.1978 hypothetical protein

AKBMO01000033.1:155..1291 fig|1094181.6.peg.3252 hypothetical protein

AKBM01000071.1:21206..21349 fig|1094181.6.peg.2283 hypothetical protein

AKBM01000189.1:9697..9924 fig|1094181.6.peg.413 hypothetical protein

AKBMO01000202.1:14181..15071 fig|1094181.6.peg.371 Baseplate assembly protein J
AKBM01000202.1:9382..10548 fig|1094181.6.peg.365 Phage tail sheath monomer
AKBMO01000202.1:10916..11479 fig|1094181.6.peg.367 Phage-related baseplate assembly protein
AKBMO01000114.1:1628..2326 fig|1094181.6.peg.1630 Adenine-specific methyltransferase
AKBMO01000042.1:3173..3391 fig|1094181.6.peg.3039 FIG01213976: hypothetical protein
AKBM01000188.1:28459..28620 fig|1094181.6.peg.523 Mobile element protein

AKBMO01000083.1:84..1124 fig|1094181.6.peg.2067 Mobile element protein

AKBMO01000099.1:656..729 fig|1094181.6.rna.18 tRNA-Arg—-CCT

AKBMO01000150.1:746..1042 fig|1094181.6.peg.1497 Mobile element protein

AKBMO01000007.1:14664..15368 fig|1094181.6.peg.4061 FIG039767: hypothetical protein
AKBMO01000042.1:5363..5569 fig|1094181.6.peg.3046 FIG01210871: hypothetical protein
AKBMO01000042.1:5566..5787 fig|1094181.6.peg.3047 FIG01210286: hypothetical protein
AKBMO01000162.1:4352..4651 fig|1094181.6.peg.878 putative RtxC homolog

AKBMO01000024.1:292..1050 fig|1094181.6.peg.3436 FIG01213967: hypothetical protein
AKBMO01000159.1:11697..11921 fig|1094181.6.peg.994 FIG01212627: hypothetical protein
AKBMO01000083.1:1124..1924 fig|1094181.6.peg.2068 Mobile element protein

AKBM01000114.1:2385..2546 fig|1094181.6.peg.1631 hypothetical protein

AKBMO01000202.1:1916..2047 fig|1094181.6.peg.357 hypothetical protein

AKBMO01000202.1:392..592 fig|1094181.6.peg.354 FIG01211154: hypothetical protein

AKBMO01000243.1:15..293 fig|1094181.6.peg.96 Large exoproteins involved in heme utilization or adhesion
AKBMO01000172.1:751..900 fig|1094181.6.peg.857 hypothetical protein

AKBMO01000093.1:39718..40332 fig|1094181.6.peg.1979 hypothetical protein

AKBM01000013.1:9290..9706 fig|1094181.6.peg.3747 hypothetical protein

AKBMO01000068.1:279..713 fig|1094181.6.peg.2302 Mobile element protein

AKBMO01000148.1:1493..1936 fig|1094181.6.peg.1500 hypothetical protein

AKBMO01000101.1:33542..33982 fig|1094181.6.peg.1853 FIG01210602: hypothetical protein
AKBMO01000162.1:2263..3585 fig|1094181.6.peg.877 O-acetylhomoserine sulfhydrylase / O-succinylhomoserine sulfhydrylase
AKBMO01000114.1:7348..8067 fig|1094181.6.peg.1636 Phage terminase2C endonuclease subunit
AKBMO01000016.1:25892..27382 fig|1094181.6.peg.3657 RND efflux system2C outer membrane lipoprotein CmeC
AKBM01000132.1:2398..3822 fig|1094181.6.peg.1520 hypothetical protein

AKBMO01000101.1:32453..33355 fig|1094181.6.peg.1852 Dehydrogenases with different specificities (related to short-chain alcohol dehydrogenases)
AKBMO01000159.1:14097..15215 fig|1094181.6.peg.997 Phage integrase

AKBMO01000016.1:21503..22717 fig|1094181.6.peg.3655 RND efflux system2C membrane fusion protein CmeA
AKBMO01000177.1:22712..24010 fig|1094181.6.peg.744 Ferric siderophore transport system2C periplasmic binding protein TonB
AKBMO01000016.1:22732..25875 fig|1094181.6.peg.3656 RND efflux system2C inner membrane transporter CmeB
AKBMO01000202.1:4079..5062 fig|1094181.6.peg.359 Gene D protein

AKBMO01000020.1:9941..10555 fig|1094181.6.peg.3549 FIG01210655: hypothetical protein
AKBMO01000016.1:20748..21377 fig|1094181.6.peg.3654 Transcriptional regulator2C TetR family
AKBM01000188.1:27972..28121 fig|1094181.6.peg.522 hypothetical protein

AKBMO01000114.1:3537..5321 fig|1094181.6.peg.1633 Phage terminase2C ATPase subunit
AKBMO01000202.1:5059..5460 fig|1094181.6.peg.360 putative phage tail protein

AKBMO01000202.1:5473..8343 fig|1094181.6.peg.361 Phage tail length tape-measure protein
AKBMO01000202.1:8495..8797 fig|1094181.6.peg.363 Tail protein

AKBM01000148.1:114..890 fig|1094181.6.peg.1499 hypothetical protein

AKBM01000202.1:8843..9352 fig|1094181.6.peg.364 Phage major tail tube protein
AKBMO01000223.1:35592..35771 fig|1094181.6.peg.187 hypothetical protein

AKBMO01000159.1:12506..12763 fig|1094181.6.peg.996 hypothetical protein

AKBM01000159.1:11933..12154 fig|1094181.6.peg.995 hypothetical protein

AKBMO01000162.1:7232..8584 fig|1094181.6.peg.880 glutamine synthetase family protein
AKBMO01000162.1:6918..7166 fig|1094181.6.peg.879 Homoserine O-succinyltransferase
AKBM01000177.1:24000..24341 fig|1094181.6.peg.745 Transcriptional repressor2C Blal/Mecl family
AKBMO01000177.1:22131..22715 fig|1094181.6.peg.743 FIG01210644: hypothetical protein
AKBM01000007.1:14436..14558 fig|1094181.6.peg.4060 hypothetical protein

AKBMO01000016.1:27943..28056 fig|1094181.6.peg.3660 hypothetical protein

AKBMO01000016.1:27682..27939 fig|1094181.6.peg.3659 Transcriptional regulator2C TetR family
AKBMO01000016.1:27375..27707 fig|1094181.6.peg.3658 Transcriptional regulator2C TetR family
AKBMO01000016.1:20471..20623 fig|1094181.6.peg.3653 hypothetical protein

AKBMO01000202.1:8373..8486 fig|1094181.6.peg.362 phage-related protein

AKBMO01000202.1:3355..3492 fig|1094181.6.peg.358 hypothetical protein

AKBMO01000202.1:1477..1614 fig|1094181.6.peg.356 hypothetical protein

AKBMO01000202.1:1190..1480 fig|1094181.6.peg.355 Phage-related protein

AKBMO01000202.1:103..300 fig|1094181.6.peg.353 FIG01210817: hypothetical protein
AKBM01000039.1:49883..50035 fig|1094181.6.peg.3183 hypothetical protein

AKBMO01000042.1:4852..5097 fig|1094181.6.peg.3045 FIG01210423: hypothetical protein
AKBMO01000042.1:4580..4855 fig|1094181.6.peg.3044 FIG01210866: hypothetical protein
AKBMO01000042.1:4411..4587 fig|1094181.6.peg.3043 FIG01210741: hypothetical protein
AKBMO01000042.1:4008..4418 fig|1094181.6.peg.3042 putative%3B ORF located using Glimmer/Genemark
AKBMO01000042.1:3663..3929 fig|1094181.6.peg.3041 FIG01210340: hypothetical protein
AKBM01000042.1:3388..3666 fig|1094181.6.peg.3040 FIG01212736: hypothetical protein
AKBMO01000068.1:36..233 fig|1094181.6.peg.2301 Transposase and inactivated derivatives2C 1S30 family
AKBM01000101.1:34015..34185 fig|1094181.6.peg.1854 hypothetical protein

AKBMO01000113.1:26795..26923 fig|1094181.6.peg.1667 Adenine-specific methyltransferase
AKBMO01000223.1:2346..2474 fig|1094181.6.peg.154 hypothetical protein

AKBMO01000113.1:26122..26757 fig|1094181.6.peg.1666 putative%3B ORF located using Glimmer/Genemark
AKBMO01000114.1:2515..3537 fig|1094181.6.peg.1632 Phage-related capsid packaging protein
AKBMO01000202.1:10560..10919 fig|1094181.6.peg.366 Phage baseplate assembly protein
AKBMO01000006.1:14116..15432 fig|1094181.6.peq.4084 FIG01211022: hypothetical protein
AKBM01000042.1:183..2879 fig|1094181.6.peg.3038 FIG01214410: hypothetical protein
AKBMO01000114.1:5443..6285 fig|1094181.6.peg.1634 Phage capsid scaffolding protein
AKBMO01000114.1:6331..7344 fig|1094181.6.peg.1635 Phage capsid protein

AKBM01000017.1:1956..2324 fig|1094181.6.peg.3602 hypothetical protein

AKBMO01000047.1:88..5688 fig|1094181.6.peg.2905 DNA helicase related protein

AKBMO01000018.1:2893..3441 fig|1094181.6.peg.3600 Integrase

AKBM01000203.1:390..671 fig|1094181.6.peg.352 phage-related lytic enzyme

AKBMO01000183.1:39..152 fig|1094181.6.peg.599 hypothetical protein

AKBMO01000061.1:9492..9884 fig|1094181.6.peg.2397 FIG01213809: hypothetical protein
AKBMO01000154.1:56908..57033 fig|1094181.6.peg.1156 FIG01212063: hypothetical protein
AKBMO01000223.1:8815..8973 fig|1094181.6.peg.161 hypothetical protein

AKBMO01000039.1:48633..49478 fig|1094181.6.peg.3182 FIG01209946: hypothetical protein
AKBMO01000152.1:47648..47791 fig|1094181.6.peg.1370 hypothetical protein

AKBMO01000223.1:1998..2201 fig|1094181.6.peg.153 FIG01210636: hypothetical protein
AKBMO01000189.1:77125..77241 fig|1094181.6.peg.470 hypothetical protein

AKBMO01000247.1:23158..23679 fig|1094181.6.peg.35 TRAP-type transport system2C small permease component2C predicted N-acetylneuraminate transporter
AKBMO01000247.1:25060..25182 fig|1094181.6.peg.37 hypothetical protein

AKBMO01000247.1:22149..23147 fig|1094181.6.peg.34 TRAP transporter solute receptor2C unknown substrate 6
AKBMO01000247.1:23679..24965 fig|1094181.6.peg.36 TRAP-type C4—dicarboxylate transport system2C large permease component
AKBMO01000185.1:8567..8752 fig|1094181.6.peg.587 FIG01210751: hypothetical protein
AKBMO01000163.1:4153..4290 fig|1094181.6.peg.875 hypothetical protein

AKBMO01000162.1:597..830 fig|1094181.6.peg.876 hypothetical protein

AKBMO01000172.1:18..218 fig|1094181.6.peg.855 FIG01210848: hypothetical protein
AKBM01000101.1:16108..17310 fig|1094181.6.peg.1840 Fic family protein

AKBM01000002.1:13231..14334 fig|1094181.6.peg.4338 Prophage Lp2 protein 6
AKBMO01000038.1:23905..24204 fig|1094181.6.peg.3210 hypothetical protein

AKBMO01000038.1:23397..23861 fig|1094181.6.peg.3209 nucleotidyltransferase substrate binding protein2C HI0074 family
AKBM01000038.1:22739..23260 fig|1094181.6.peg.3208 MIr5924 protein

AKBMO01000038.1:20691..21374 fig|1094181.6.peg.3206 ABC transporter2C ATP-binding protein
AKBMO01000038.1:19474..20694 fig|1094181.6.peg.3205 hypothetical protein

AKBM01000038.1:18810..19508 fig|1094181.6.peg.3204 hypothetical protein

AKBMO01000038.1:17822..18652 fig|1094181.6.peg.3203 Uncharacterized protein conserved in bacteria2C NMA0228-like
AKBM01000038.1:17174..17809 fig|1094181.6.peg.3202 hypothetical protein

AKBM01000038.1:12941..13099 fig|1094181.6.peg.3200 hypothetical protein

AKBMO01000074.1:358..474 fig|1094181.6.peg.2203 Mobile element protein

AKBM01000038.1:12602..12745 fig|1094181.6.peg.3199 hypothetical protein

AKBMO01000154.1:62695..62964 fig|1094181.6.peg.1164 hypothetical protein

AKBMO01000154.1:62463..62663 fig|1094181.6.peg.1163 hypothetical protein

AKBMO01000154.1:60267..60584 fig|1094181.6.peg.1160 hypothetical protein

AKBM01000154.1:59104..60270 fig|1094181.6.peg.1159 Phage-related protein

AKBMO01000154.1:62191..62457 fig|1094181.6.peg.1162 Phage capsid and scaffold
AKBM01000189.1:105582..105701 fig|1094181.6.peg.489 hypothetical protein

AKBMO01000128.1:4471..4707 fig|1094181.6.peg.1526 Optional hypothetical component of the B12 transporter BtuM
AKBMO01000128.1:4691..4981 fig|1094181.6.peg.1527 Cob(l)alamin adenosyltransferase
AKBMO01000179.1:72557..74620 fig|1094181.6.peg.666 wall associated protein

AKBMO01000179.1:74662..75273 fig|1094181.6.peg.667 wall associated protein

AKBMO01000019.1:26391..26624 fig|1094181.6.peg.3598 phage-related integrase
AKBM01000012.1:39467..39694 fig|1094181.6.peg.3937 hypothetical protein

AKBM01000128.1:4981..5313 fig|1094181.6.peg.1528 Cob(l)alamin adenosyltransferase
AKBMO01000028.1:14237..17977 fig|1094181.6.peg.3298 Type IV fimbrial biogenesis protein PilY1
AKBM01000028.1:19505..19939 fig|1094181.6.peg.3300 Type IV fimbrial biogenesis protein PilV
AKBM01000028.1:18495..19508 fig|1094181.6.peg.3299 Type IV fimbrial biogenesis protein PilW
AKBMO01000012.1:39704..40582 fig|1094181.6.peg.3938 FIG024738: Hypothetical protein
AKBMO01000154.1:90769..91536 fig|1094181.6.peg.1190 hypothetical protein

AKBM01000128.1:5285..5521 fig|1094181.6.peg.1529 hypothetical protein

AKBMO01000028.1:12944..13138 fig|1094181.6.peg.3297 hypothetical protein

AKBM01000047.1:8112..8378 fig|1094181.6.peg.2908 Mobile element protein

AKBM01000171.1:3111..4208 fig|1094181.6.peg.862 VirB6 protein

AKBMO01000047.1:8531..9199 fig|1094181.6.peg.2909 Mobile element protein

AKBM01000185.1:12509..14152 fig|1094181.6.peg.593 hypothetical protein

AKBM01000171.1:279..1532 fig|1094181.6.peg.860 hypothetical protein

AKBMO01000171.1:1709..1876 fig|1094181.6.peg.861 hypothetical protein

AKBMO01000154.1:57331..57606 fig|1094181.6.peg.1157 hypothetical protein

AKBM01000028.1:61109..61357 fig|1094181.6.peg.3336 Mobile element protein
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