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lytS_Bsub_1770001       37 GYKGKAILISIFSLFSIISNYTGIEI 16 SGSIANTRILGVEIGGLLGGPFVGAGIGILAGLHRFS--LGGSTALSCAVSSILAGVLAGLIG
CTC01978_Ctet_28204044  37 KEFNKLALIVFFSLLSILGTYTGVNI 17 PHAIANTRPIGAITAGYLGGPLVGICVGLIAGLQRYY--VGGFTALACAVATIMGGICGGLAR

FNV0759_Fnuc_27886700   39 TKKDIIALSFFFSLLSISGTYIGLNF    NGAILNTRNVGVIAGGILGGPYVAIITGLVAGIHRAFVNLGRETAIPCAIATITGGFLTAYVH

BA_0550_Bant_21397925   37 GYVDKLKLICIFSVFTIVSNYTGIEI 16 SSTIANTRIMGVGISGLLGGPIVGIGVGSIAGIHRYM--LGGTTALSCAISSILAGVITGYIG

Ddes2593_Ddes_23475675  39 SPLQKSFCILFFGLFGILGTYSGNAI    FESVANLRAMAVITAGLFGGPAVGLGAGLMAGLHRNIIDPGGFSALPCGLATVLEGLFAGLVA

yehU_Ec_26248504        44 RLPHKFLCYIVFSIFCIMGTWFGLHI    DDSIANTRAIGAVMGGLLGGPVVGGLVGLTGGLHRYS--MGGMTALSCMISTIVEGLLGGLVH

ypdA_Ec_26109167        41 SPKELLAVTAIFSLFALFSTWSGVPV    EGSLVNVRIIAVMSGGILFGPWVGIITGVIAGIHRYLIDIGGVTAIPCFITSILAGCISGWIN

FN0220_Fnuc_19703565    22 TKKDIVALSFFFSLLSISGTYIGLNF    NGAILNTRNVGVIAGGILGGPYVSIITGLVAGIHRAFVNLGRETAIPCAISTIIGGFLTAYVH

Gmet2026_Gmet_23055156  37 SRYEKLTLSVLFGFIGIAGTYMGVPI    QNAIANSRVVGVALGGILGGPLVGFGAGLIAGGHRFLIDVGGFTATACGVATIAEGVAGGLIY

OB1642_Oihe_22777325    37 TLKTVIYHSLIFGLISIIGAHVGVVM 16 NEVLIGFSIVVVMIAGLLGGPFLGLGTGMVAGLYIIF--LGGGGWVANSLINPLAGLLTGWAG

Ooen1099_Ooen_23037886  37 QISTKFYLILIFAGFALFSNLTGVEI 17 SDSIANTRTLVITVAGLVGGPVVGTITGLIAGVHRVF--QGNGADSFYIFSSIIIGWISGMIG

Rrub1268_Rrub_22966664  41 RLPHKAACYAIFSLFCIMGTYFGLRI    DDSIANTRAIGAVLGGMLGGPSVGLAVGLTGGLHRYS--MGGFTALACAISTTAEGLIGGLVH

yehU_Styp_16420695      39 RLPHKLLCYVTFSIFCIMGTYFGLHI    EDSIANTRAIGAVMGGLLGGPVVGGLVGLTGGLHRYS--MGGMTALSCMISTIVEGLLGGLVH

SO2822_Sone_24374352    36 RLPHKIFIYLVFSSFCIMATYFGEQT    SGAIANTRAMGAVLGGLLGGPVTGFLVGLTGGLHRYS--MGGFTDLACAISTTLEGLSAGMIS

lytS_Saur_21203400      37 TWKARWQLCIIFSLFALMSNLTGIVI 16 DVSLANTRVLTIGVAGLVGGPFVGLFVGVISGIFRVY--MGGADAQVYLISSIFIGIIAGYFG

SE2011_Sepi_27316477    37 KWRSKFQLIIIFGIFSMISNFTGIEI 16 DASMANTRVLTIGVSGLIGGPWVAIIVGIISGLCRLY--IGGADAYTYLISSIVIAIISGYFG

gbs1052_Saga_23095505   36 LKKHQYILLILFSLFAIISNFTGVEI 16 QSSVANTRVLTIGVSGLIGGPIVGIIVGLLSVFVRYL--QGGLAPHIYVISSLLIGLCSGLSG

gbs0180_Saga_25010255   34 SKRETVVLVIIFGLFVIISNITGIEI 17 SDSLANTRTLVITTASLVGGPLVGSIVGFIGGVHRFF--QGSFSGSFYIVSSVLVGIVSGKIG

TTE0871_Tten_20515869   38 TKKDLLITMLIFGLIGIAGTYLGVPI    NDAIANSRVVGPMVAGLIGGPLVGLGAGLIAGVHRFF--LGGFTAISCGISTIIEGFAGGLIR

C82292_Vcho_11278601    36 RFDHKISVYVLFSLFCIMGTYFGLQI    NDAIANTRAIGAVMGGLFGGPVIGFAVGLTGGLHRYT--LGGFTDLACAISTTAEGLIGGLLH

y3885_Ypes_22127756     41 RLPHKLVCYLTFSMFCIMGTYFGLNI    DDSIANTRAIGAVLGGMLGGPSVGFLVGLTGGLHRYS--MGGMTATACMLSTIAEGLLGGLLH

yhcK_Bsub_7474584       26 RLVHKKDS-ISFQAVKGLACGLLGVI  8 QHSIIDLRNIPIMIAALYGGWVSTATALAMITAGRLL--ITMNTSALYSVIIICIAAIPSLIV

SO1500_Sone_24347254    18 PKKHQRQYFLLWRLGIGVLIGGIGVA  9 PGIIFDTRSVLLCVSGLFFGGLPTAIAVVITALYRLS--IGGV-AMWVGVGVIITSGLIGVIW

Rsph2038_Rsph_22958458  31 RRLRHVLLGLAFGFGASVQMMQSIAV  1 PGVIVDSRALFIGFAGAFLGPLGATVALMVSLLLRISL-VSTAMPALAAGSMAASALMGSLWP

SAV0746_Saur_15923736   30 MVFSKAYVTVLMTIVSLLLSVYPIPY  1 EDYLIHLTFVPLLFLGRFTNMVYTLSATVIVAIVEIV--VFNNSIMYGVTLIVIAAVTSAIGP

CAC3544_Cace_15026638   29 DKVRTIWGKVIVGVFCGFAGILLLMY  6 TDTLIDLRAYAVMIASYTAGTLPTIISGIMIMLYRVF--HFGVSVSSIVAAFRILSYIIFFYI

BA_0523_Bant_21397898   33 SFWQKCVVGILTGILSVLLMYFGVHI    ENIMLDLRYLAVILAIIIGGPIASSITVTIILITRLF--LTEYSLASELACYTIVLIGIGVTF

lin2277_Linn_16801341   32 SINRKMVIGVWAGLLGFALMIFGIPI  1 NNVIVDLRHIPIIMVGFYGGPIPAIVSAVIITTSRFL---ISVNSA-AVMAGVIMMLIGIITA

DRA0181_Drad_15807849   36 DSRLQVPRFLLVSLMCVPLMFFPAQV  1 PGVFVDLRAVPIAFLTLRLGWGWGLVGAVPLLVYRYL--LGGVGWPPAMVSAIGVVLVAGLFH

DR1090_Drad_6458824     32 TAIHVPR-LLLLAVMAVVLMLYPAEV  1 PGVIIDMRAVPIAYLALRKGVWAGLLALIPLLLYRFH--LGGVGTWSAVFSAVGVVLLGGLLH
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lytS_Bsub_1770001          RYFTKRY 3 TPRIAALVGIGMESLQMIIILLMAKPFSDAWELVSMIGIPMILINGTGSFIFLSIIQAIIRKEEQA 215\LytS

CTC01978_Ctet_28204044     KHSKSKT 1 NPKLAFITTIIAEILEMIIILILSKPFNHALQLEKIFALPMIIINSVGVFVFVYITKD--ALEQYN 212 |

FNV0759_Fnuc_27886700      RFIKSKD   KIFFGFFLACVVENLSMGLILIILKDKILAQNIVANFYVPMVFMNSIGSSVLILLVEDIIQKSELI 200 |

BA_0550_Bant_21397925      YIFKKYN 3 TPKFSAVLSVFIVSLEMIMILLIVEDG---ISIVKTIAIPMILVNSFGSFILLSMIQAILRQEENA 212 |

Ddes2593_Ddes_23475675     WRVKESM   DWRLAAMLGLVGETVHMILVLALSRPFPQAVELVKVIGMPMIVVNSLGAALFVQIINLVSKGRERR 200 |

yehU_Ec_26248504           SILIRRG 6 NPITAGAVTFVAEMVQMLIILAIARPYEDAVRLVSNIAAPMMVTNTVGAALFMRILLDKRAMFEKY 209 |

ypdA_Ec_26109167           LKIPKAQ   RWRVGILGGMLCETLTMILVIVWAPTTALGIDIVSKIGIPMIL-GSVCIG-FIVLLVQSVEGEKEA 200 |

FN0220_Fnuc_19703565       RFIKNKD   RIFFGFFLACTIENLSMGLILILLIDKILAQNIVTSFYIPMVLMNSIGASVLILIVEDIIQKSEIV 183 |

Gmet2026_Gmet_23055156     HRLKRGQ 1 DPAVAFITGVAVETLQMVILLVMAKPFTAAVSLVSVIGFPMILVNSIGLALFVELVSSVFREKERF 199 |

OB1642_Oihe_22777325       QFFSDDR 2 SPNKALFIGIFPPVLHMGLLLIMLPDQQIGVQIVNTIGIPLVVTNSIALTIFTMMIRLALNETEQE 214 |

Ooen1099_Ooen_23037886     HSYSKRR 3 TAGVAAITGLGMEFIQMLFILVFSVSG---LQLVKLIFLPMMILNSFGTWVFMSIISAYLHQEEQL 213 |

Rrub1268_Rrub_22966664     RYLVSRG 6 QPLVVGLVTLFAEVCQMLIIILVARPAVNAVHLVETIALPMLVANSVGAAMFMTILLDRRTMFETQ 206 |

yehU_Styp_16420695         SVLIRRG 6 SPLTAGAITCIAELVQMLIILLIARPFDDALHLVSNIAAPMMVTNTVGAALFMRILLDKRAMFEKY 204 |

SO2822_Sone_24374352       FYLRRAG 6 NPLLVCLVTFYAEIMQMSLILLIACPFDAAWELVRQIAPPMLLVNSIGAALFMSMIRDQKTMFDKL 201 |

lytS_Saur_21203400         LQAQRRK 3 SIAKSAMIGIVMEMIQMLSILTFSHDKAYAVDLISLIALPMIIVNSVGTAIFMSIIISTLKQEEQM 215 |

SE2011_Sepi_27316477       HQTIKQN 3 SIKKGAIIGAITEIIQMGCILLFTNNLHHAITLVSFIALPMIIINSLGTAIFLTIILSTIKQEEQM 215 |

gbs1052_Saga_23095505      NYLRKNY 3 RVLDAMVVGFGMEILQMICILIFSVDFNQALRLVSFISMPMILSNTLGLGIFISIISSTQKLEEHA 214 |

gbs0180_Saga_25010255      DKLKENH 3 STSQVILISIIAESIQMLFVGIFTG-----WELVKMIVIPMMILNSLGSTLFLAILKTYLSNESQL 208 |

TTE0871_Tten_20515869      KYYKGEY 2  WEYAFMAGFIGEGVQMLIILATAKPFHQAVELVKIIGIPMMVVNATGIGIFMIMIKSIFDEKEQI 198 |

C82292_Vcho_11278601       TYLLRKG 6 SPSIVFAVTLFAEIVQMLIILVVAKPFEQSYALVSTIAAPMIIANSVGAALFMSILLDRKTIFEEY 201 |

y3885_Ypes_22127756        LYLTRKN 6 QPLVVAGITLVAEVLQMMIILAVARPFNEAVELVENIALPMMITNTIGAAMFMRILLDRRAIFEKY 206/

yhcK_Bsub_7474584          SRRKKVQ 1 KHAFYLLIITNSLISFSFYFLID--------LHSYELHLYFWIISIAGGMLSLYIIDHETNAHLLF 185\yhck

SO1500_Sone_24347254       RHYRKAH 3 ISGTEVISFAFLVHLVMLSWFFLLPGQHVV-PVLSKITLPILLIYPLATWLLSRLLSRRFELERDE 187 |

Rsph2038_Rsph_22958458     VLRRRLG 1 GHFTGLVLLAVMISLPLVLLAWLPVGRT---DSLEVLAAILVLLNLTGALVFGTFLQRERAAAQRE 190 |

SAV0746_Saur_15923736      FL-----   -KQNDVLSLLILNVVTIIILFGVALVSP---IYTLSEVIILIPISLIITLASAITFVDIWHFFSLV 181 |

CAC3544_Cace_15026638      VDRKIKS 2 KRWFYKMVFTLLMINVTDYYMLRKV------DGIIDVLVQYSIIILVSGILQYMLLDYVKTSNKLY 190 |

BA_0523_Bant_21397898      IWRMKVS 2 TRWIWFNVYSLFILAVPLSMLFKD-------MSIVALYLVCSSVAAYITFISANYV---LQSNELF 184 |

lin2277_Linn_16801341      LFSKRLE 2 NIWGVFILNIIACGFVVINLHLILAKEP---DFWVNMFTFVSIALVIG-AVSAGLMKNMIKSKQLF 188 |

DRA0181_Drad_15807849      GRLGLFR 2 WPWERLLLPLLLIFLPNGLLLPIIRHDL---SLYLTVWLPLLVMCFLGALITLGILRSRFRLLSLV 195 |

DR1090_Drad_6458824        RSVDLSA 2 LDWRSLWWRLLLVFMPNGILIPVLRGDP---AALLTVYLPLLVVTYAGFLVSLGIQRNRYRLLSLI 190/
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