
98 sequences from the symbiotic fungus Laccaria bicolor

found at JGI by search for P450 related sequences at e-5.

These sequences have not yet been processed to verify they are P450s or to assign names.  There may be some fusions and some false positives.
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>estExt_GeneWisePlus_worm.C_90027|Lacbi1

MESHSGDFDDSRKLLILFATETGNAQDSADYIARQCRRIAFNCRVVSMDAYPPHDLISEDLVVFVVSTTGSGVEPRSMTE

LWTMLLRSDLPNDLFEDLPFAVFGLGDTSYEKFCWAAKKLSRRMESLGGFEICERGDGDEQHRFGIDEVLHPWTEKLLKA

LLELFPLPTGAKVGSGDVVPPPRVIIRNEPAYNDEQVTDPLDEDEKYHTVTVKKNVRITAADWYQDVRHIELDLGDENLV

YNPGDVAIIHPISSTLEVESFLTMMGWGNIADQGITIERSQLDQSLPDHLPSRSTLRTIFTRYLDFNAVPRRSFFRYIRH

FTTDAAEREKLDEFLSLEGADDLYDYCHRVRRTIQEILAEFRHVRIPQDYIFDVFPPLRPRHFSIASSIKRHPKQLHLCV

AIVKYRTKLKMPRRGVCTSYLSSIQPGESLRIGILQGLIKLPPDHKTPIICVAPGTGLAPMRSVIEERIHHESQANTLYF

GCRSATQDQHYGTEWTSYASSRDIVYQTAFSRDQPEGTKRIYVQDRIREDAERIWKIIGEEKGWVYISGSSNKMPLAVKE

AIAYSVELHGGYSSEEAKHYVDAMVKDGRLIEECWS*

>e_gww1.25.30.1|Lacbi1

MVARNHLDIFLPTWAVIVAAAVSLPLGWLVRVNSWRIVYDPWPGSLSLFRMIIDDFKNGYAGVYCYGFQLHNYGNTWNFK

ILWENRFFTIEPEYIKAILATQFDGFEKGPVLHEQLNTILGTGVFNSDGEMWKFHRAMTRPFFSKDRISHFDIFDRHASD

ALNQLKTRLREGYPVNIQDLASRFTMDSATEFLFAHDFSRAFDEAQRITSFRSRRGGSWPLQEFWSDKKKRELGEQEKPA

GDREVRDGESLLDHLINYTDDEIVLRDEILNILLAGRDTTSNTITYAIYMLAEHPDILQRLRQEILEKVGESRRPTFEDM

RDMKYLRAVINETLRLYPAVPFNIRTTSKPVVLPAKNGGKPFYLPAHSKMPYSVFLMHRRKDLWGPDADVFDPDRFLDDR

VRKYITPNPFIFLPFNAGPRICLGQQFAYHETSFFLIRLLQQFSSISHVLEAQPPSSRSPPEWKNAPGTKGTDKVRIKSY

LTMSMMGGCWITMEEV*

>estExt_Genewise1_worm.C_30073|Lacbi1

MASSSSSDVIILGLGVVLAGVYLFRDTLFAAAKPKAAPAVSAKAANGSGNPRDFIAKMKEGKKRVVIFYGSQTGTAEEYA

IRLAKEAKSKFGLASLVCDPEEHDFENLDQLPEDCAAFFVLATYGEGEPTDNAVQLLQNVQDDSFAFSNGERKLDGLKYV

IFGLGNRTYEHYNVIGRKVDAALAEMGAVRIGERGEGDDDKSMEEDYLEWKDGMWEAFATAMGVEEGQGGDSADFAVSEL

ESHPIEKVYLGEYSARALTKTKGIHDAKNPFAAPISVARELFEPHADRNCVHIEFNTEGSGITYQHGDHLGVWPLNPDVE

VDRLLCVLGLSQKKDTVIGIESLDPALAKVPFPVPTTYGTVVRHYIDISAVAGRQILGTLSRFAPTPEAEAFLKNLNTNK

EEYHKVVANGCLKLGEVLQLAAGNDITLIPTPENTAAWTIPFDIIVSATPRLQPRYYSISSSPKLNSNSIHATVVVLKHE

NIPSEIVKKKWVHGVGSNFLLNLKHATNGEAVPLISENGEERVAVPAYLVEGPRGAYKEDTVYKAPIHVRRSTFRLPTNP

KSPVIMIGPGTGVAPFRGFVQERIALARRSIEKNGPDALTDWGRISLFYGCRKSTEDFLYKDEWPQYTEELKGKFVLHCA

FSREKFKPDGSKIYVQDLIWQDREHIADAILNGKGYVYICGEAKNMAKQVEEVLARILGEAKGGSGEVEGVAELKLLKER

SRLMLDVWS*

>eu2.Lbscf0004g09180|Lacbi1

MSLNGSGWSTPISSTTTLSSPPSPYPKKSAIPKTLYENHHIPAYHLVEHIASQSRTSSAVYLYDVAEQVGFGTLTDKWSK

AGKEIATVLKLQTRAGGGLGLIGRLSQGTSHDAGSNAVLTAYTTPAGLASMASSFAYLPPATSFSRLVIQVPTVTSTGEG

LALSPSLASLAAVWPILPNNIAILFSATPQQTLDFAAISYQLTNWHAIHLFDHYSSSREVGHSLTAPPDPQDHGDSVHDV

MCRAGYSFFEYSGDSEAVTVVVLLNSLLALKIKTFVTSRQINGLGVVIVNVLRPWDEATLQSIVPSSVKAVHVLDDVPNS

VTQGNLYVDVFSALWDGTNNRSVYAHRATPSQHQLYLGNDNSFLQFLNTFAPTRAEKPLAEPLSLRKLLFFDTPYSSLSR

IAHAVQELFLANRGMVARLLTDYDAFSKSGGVAAHRILLASGSNLTSIPPVAMALPLDPLSNGEADFLAILDQSLLKSHS

LLQYAKPNSTILVDTSWTNAEFSHNLPADQIKSIVERNLTVFAIDSSRLAANLAGAPGPVRDAVQNLIVHLSFLRLYLGP

GAEEAAVLKVTQNEYGEVVQGFSLLKINAHAWSGLRIVEIETSFLPVSSDASPLLKNFESNTITVDQNVEGVIQTGRIGS

WHDAAKHFLFSATFSPSAQPLRALRPEIPDHTYLVTCTVNKRLTPLEYDRNVFHLEFDTAGTGLKYSIGEALGIHGWNEE

AQVLDFCAWYGVDHNRLITIPVVGEEQKMHTRTVLQALQQQVDLFGRPPKSFYSDLAEYATSSVDRHALLFIGSPDGSST

FKKMSEKDTLTFADVLKKYPSARPGVEKLCELIGDIKPRHYSIASAQSVVGDRVDLLVVTVDWKDSNGKIRYGQCTRYLA

GLRVGQKVTVSIKPSVMKLPPNPKQPIIMAGLGTGAAPFRAFLQHLAWLARNGEEIGPVYYYFGSRHQASEYLYGEEIEA

FVLDGVISRAGLAFSRDSAKKVYIQHKMLEDSEALAQMLHDDEGVFYLCGPTWPVPDVYEALVNALVKYKGSDSVKAGEY

LESLKEKERYVLEVY*

>estExt_GeneWisePlus_worm.C_340067|Lacbi1

MVLLLVAALHWGLTRPKRSKYPYPPGPRPKFLLGNLLDIPAKKISKVYVEWGKRYQSSVIHAEALGNHIVILNCVKDAKE

LLERRSQIYSDRPRIPMAEITGWDFSIVLMPYGEKWRTARKICQQNFRKKVAGRFEATHTRKINDMLRALLSTPQDFALH

SRMVSAAITMSTMYGYDLSSMNDRFVMVYDRASNEGSRWFLPGAALVNSIPAFRHLPSWFPGTWFNKVGEELKVLTTELQ

NAPMDYVKKRMLEGNATPCLVSRALESSLSEEMENSVKGVAGTVYGAASDTTISATTTFIYAMTTHPEVQMKAQAELDRV

VGTDRLPSYADRASLPYIEAIYRELLRWRPPLNMGVPHTSTKDDNYEGYFIPKGTVVMSNIWAMAHDPAVYPNHEEFAPE

RFFNLEGNLNKDDFILAYGFGRRVCAGQHLASSTMWYIIASILATFIIKKAIDENGEEIEIDDAFTDNSLVSHKTPFQCS

ITPRSDKAKRLVQETGLQQ*

>estExt_GeneWisePlus_worm.C_10949|Lacbi1

MPSPIPRFRRSIFWAIPIAAGITLYLIPRHNSQIPTIFSSPTIIPCPPTNLNPTIFSPSESHRSLITRILDILRDTIWEP

LLTAKRFIYLFALFLPVIVSSPMLLVGKPKKKYKGDRWGAIWWYGFLVHQMESAGPTFIKLAQWAGSRADLFPTCLCERL

GSLHSQGRNHPLSHTKAVIEKVFQRPFDQVFEHFDQVPIGSGAIAQVYRATLKQTLLPPSYLGPRRTRKSPAGPLGPVIR

QDPPPSVPTASVAIKILHPHVAKTISRDLSIMAFFARCISILPAMQWLSLPEEVQVFGAMMHQQLDLRNEADNLLAFENN

FAPRKVPVTFPRPLKLWSTKDLLVEEYENALPLEAFLRNGGGPYDEQVATVGLDAFLNMLLLDNFVHSDLHPGNIMIKFS

KPLTTRILLENLYAQMFHKNESDGKGLPVSATPVSDSESDSIVARLRSLANSPIEWHQELESLHESGYVPEIVFIDAGLV

TTLDAHNRRNFLDLFRAVAEFDGYRTGQLMIERSRSPELAIDTETFALKMQHLVLNVKRKTFSLGQIKISDLLTEVLKAV

RVHHVKMEGDFINTVISVLLLEGIGRRLDPGMDLFASALPILRQLGGQMATKESFNKDLPSSNLGALLKVWVWVEARSFI

SSAIVNADDIIKYDWFCPSI*

>estExt_GeneWisePlus_worm.C_170044|Lacbi1

MHPLEVVFTGIAVSIALWGILKKYNATSLPTPPGPKKLPLLGNLFDIPSNHEWLTYAQWTKDYDSDILYVKAIGMNIVVL

NSFKVANELLDKRSATYSSRFKWTMTAELMGWGWLMSSMPYGESWRERRRLFQSYFHPGKQMTHHSRQREYIRGMLLPLL

LANPGNFADALKHAIGGMALSLAYGIKVLPREDPYIRIAEEALGGIAQVTVSSRVFVNLIPFLKYIPEWMPGAGFKRQAR

IWFGLQKRFRERPFDDCLKEMVAGTVQPCFTSECIENVDGKAGDPEHQREVIQDTSAMVFAAGADTTLSAMETFLLAMVN

FPELQLKAQAEVDRVVGRGRLPDFSDEADLPYLAAVLKEVLRFRPSVPLGVPHLLSEDDVYEGYHIPKGSIVVGNAWAML

HDENDYPEPETFNPDRFLDKDGKLDPNVMDPARIAFGFGRRICPGSHIAYSTLWLVAASILATFNITKALDESGKEIEPG

LEYITGLIMRPAPFKCTIKPRSKETADLIIAHRDRFVED*

>eu2.Lbscf0004g02230|Lacbi1

MSGNGFALLGAAILATAAYWYLSKSARRLRLPPGPKPRLLFGNLYQLPSTEPWLTYADWAKAFGPIVYFQTLQRQVVVLN

SLKAASDLLDARSHIYSDRPVIWMAGELAGRKKTVFHTRFLDPRFKLFRKLLNAGLNARTSRNYRPIQIEEKNVLLKALA

TNPEDFVGHVRRNAAAVILKIAYGYHVDGNDDLLVKVIDEGFKLTGSILTPGKYLIESFPALRFVPEWFPGAGFKRVAKH

AREQLSRIEQVPLNWARANIATGDYVESFISEYLYPESGELPSEEEQDIIKWSSAVLYAGGADTTVSIMTTFFLIMALYP

EVQKRAQAEIEQVTAGRLPTLDNYDSLPYVIALVKEIMRWGPSLALSLPHMVMEDDIYEGYVIPKGTTIYGNIWAIGHDE

SVYPNPMTFDPSRYIGENPQPDPYKFVFGFGRRICPGAHLAEMSIFLNIANILATFNISKAVDENGKEVEPTVAWTTGPT

THLKPFSCQITPRFDVLAALSQ*

>gwh1.2.282.1|Lacbi1

FKIPDFLHWKVVFSGSGAIEELRSAPEDALSFSDTQDEFLQTVYTLGPGCSEAPHHVSIVRSQLTRALPKLVPEVHDEIV

SAFDELVISPNDHGWKSFTALETMTEVICQASNRVFVGLPLCRNPEYLKLSMQFTTELLAMTTFLQLVPPFLRPVVNRFF

SRLPGRFQQGLKHLKPIVDARGEEQEKVGDGYEKPLDFLSWLIHDIXRRVLVVNFAAIQSSSNSFVHALFCLAALPEYIA

PLRTEVDEVIEREGWSKEGLDQMHKVDSFIKESQRMNPIGNLLMGRVARKDYTFADGTFIPKGTTVCVNCTPAHNDPEKY

DNPDQFDGFRFAKMRLRQDGARKYDIVTTSPEFLLFGHGRHACPGRFFAACELKIMLAHTVLNYDVKMENEGVRPPDLWF

ASACIPNRKAKVMFRR

>estExt_GeneWisePlus_worm.C_670061|Lacbi1

MTNLSTYAGVGGLLVALFIYFRKPKASTASLPPGPQRYPLLGNIANLTAKELWLPATRWAKQFGDVVHLDVFGAVHLIFL

NSPESAMDLLDKRGSIYSDKPQFLMTGELCGCKNMVAFTGYNDQSKRQRKLMHKAFAPTCIPAYYPLIENETYEYLRKLI

SEPADYMRHIRRYAGSLTLSVVYGYQVSSNNDPYLGLAEECVDILANEIASGGGIWPVDIFPSLQHLPTWFPGAGFKLKA

ARWKAKMEEWVDKPYEFLKNGMKTGQYKHSFCSMLLEDEAGVKASPEFEYDLKWTANSMYGASMDTSIATITHFFLAIIQ

HPEVLAKAQREIDAVVGSDRLPTFEDRDSLPYIDAVLQETWRWGVPLPLSLPHRLMEDDVYRGMLIPKGSLIFGNIWAIM

HDEEIYPDSYTFNPDRFLTKVDADTERKRNPRNYVFGFGRRLCPGRHLVDSSLWLLIACMIATLDISKAVDEQGNTIEPD

VQFENPIFRSPTKFPCDFRPRSEKALALIKQSELPTSL*

>estExt_fgenesh2_pg.C_410039|Lacbi1

MAFNCIISVCFFLLFAALWIFQKLPRRKRAFASLPPGPKGLPFIGNVLDMPSEKEWQTFARWGDICSVTVLGQPLIILNS

AKAVIDILEKKSAIYSDRPTLQMGGELVGWKNTLVLLQYGDRFRRYRRLFHKLIGSQAAMKAFLPIEELEARRFLRRVLM

KPEDLAVHVRKTVGAVVLKISHGYDVKEHNDPFVELADRATEQFSIATAPGGFLVDLIPALRYIPMWFPGAGFRRKASVW

AATLFEMVEQPHDFVKKQMAAGTATHSFSSALLEGQKLTADEEFDLKWSAASLYSGAADTTVSAIYSFFLALALYPAVAE

KAQEEIDAVVGSDRLPTFADRENLPYVDALTKEVFRWNAVVPTAVPHRAMEDDIHDGFFIPKGSLIIPNIWKLTHDPRVY

HNPMEFNPDRFMSTEGSPPETDPRNFSFGFGRRACPGYHLADASVYIACVTSLAVFNIAKAVEDGVVIEPLHENTSGTIS

HPKPFKCSITPRSEKAISLIQSEEPM*

>estExt_GeneWisePlus_worm.C_90318|Lacbi1

MTFLPFASSLATGWALLCIILLVVLYALRTLAASRIDFPPGPRPLPLIGNVHQLPTEHQAETFLDWGLKYGDVLHVHVFG

HPMVILSSLQAARELLDKRSSIYSDRPRFVLMSELMGWRNASTHLRYGPRFRKHRRLMNDVFNQRATAQFQSLQEKETLT

LLDGLLNSPTAYIDHFKRYAAALILKITYGYDVHSVDDRLVRLAERAGTLTVQGAGSPAATLVDFFPVMRHIPSWVPFAS

FKRRALETRKVVDDMMDIPYELVKANMRKGVAVPCYTSNLLEAQRNSQDGTLSFEDEEDIKGSAGTLLTAAEDTTVAFMH

SFLLAMVLHPEIFKKAQEEMERVTGSQRLPTINDRPALPYLECVTKEVLRWNPLVPLGMPHRLMEDDYYRNFFIPTGTTV

LANIFAILQDCPQPDIFWPERYLDDPTLLDPFTVIFGFGRRICPGRHLADTSAWSVMANLVAAFNISKALDQKGHEMTPK

VEFCTGFVRHPKPFECSIKPRTDKLRALISQARADL*

>e_gwh1.17.29.1|Lacbi1

MHSLEVIATGLAVAIALWGLLKKKSISLPTPPGPKKLPILGNLLDIPTTFEWITYARWSKEYDSDILHIQAVGVDIIILN

SFKAANELLDKRSAIYSSRTRFTMISELMGWGWLMSAMPYGESWRERRRLFQSYFHPGKPTTHQPRQLEYIRGMLLPQLL

ADPENYADSLKHTIGGMALSLAYGIKVLPREDPHIRIAEEALGTFTQVTVSGRVLVDLIPPLKHIPEWMPGAGFKRQAKI

WHALQKKFRERPFDDCLKEIAAGTVQSCFTSACIENVDGNSVDAEHQLEVIQDTSAMVFGGGADTTLSAVETFILAMINF

SDIQLKAQEEVDRVVERSRLPNFADEADMPYLSAVVKEVFRFVCIPHLASEDDVYEGYHIPKNSIIIANSWAMLHDDNEY

VEPEKFNPNRFLDKDGQLDPNVLDPARMVFGFGRRICPGSHIAQSTLWLVAASMLATFDITKGLDESGKEVEPGLEYTSG

LIM*

>eu2.Lbscf0033g00770|Lacbi1

MDYIANMPTLQILTSIAAVSLGYVLYWASHYGQRAPNMPPGPPTLPVIGNANIMPRERLHIKFTEWSKVYGDVFSLKVFN

QTIIVLNSPTIVKEVIDIRSASSSNRPKSILADMITPHNMNMGTGHLANTTWKSMRKATAQLLNAESIRRLGYFQKAESC

QLMWELAHMPENWYSHLRRYTTSYALGIIYGKRGPTLSSPDVVDFMDVHPKFINALEIGTMPPVDLFPILTLVPERWANW

KKIVKNIRHLHETLYDRLLSTIEKRMADGNGTGVFLEQMITKAQQYGLTTRDHILHTGGVLLEGSDTCSASMQNAVYCLI

NFPHVLKKAQEEIDRVVGKDRSPDWADLPNLPYVLAFIEEVHRYRPIGPMGLPHSMVEDEVINGVLYPKDSVIFINLWGM

FHDERYFDRPEEFLPERFLKHPLGVRPNVEDDPARRPNMLFGGGRRVCPGIAFAKTSLEINIANMIWGFDFASAKDPVSG

KEIRPSLDDHTTGVTATPKEYPVRITPRSAQHKDIIDKQFASAAEILSQFELEISDEDKAFNATYRDSL*

>e_gwh1.8.126.1|Lacbi1

MGAGWALAFLPYGATWRSHRKAFHEHFHSNIVSKYQPIQAEAAKTFLRRLLASPDDFMEHMRHYFAASIMEICYGIAVLE

HNDPYVSIAKDAVEGVSEAGIPGAFLVDLFPVLKYVPSWFPGAGFKKKAARWRAFIYEMLERPYRRVQRDLKAGIARPSM

LQSMISNLPDESHPMRAEAEMMAKAVTAAAYGGGSDTTLAALQAFFLAMATHPDVQRKAQTEIDAVVGQDRLPDFSDREK

LPYVNAIVKETLRWHSISPLGIPHMSTEDDEYDGYFIPKGTLVVGNVWTLMHDPNAFVDPFKYEPERYLKDADGRLDDTV

LSPRAAVFGFGRRICPGRHLVDASLYVAVSNVLAVYNIKPPTDDEGNEVKLREEVTGGLLSFMVPFKCVIEPRSSVALAL

IQGV*

>e_gww1.8.80.1|Lacbi1

METIQFYSYLTVAGLLFGLWGLKHIGVKKPNPNRLPRPPGPKGLPILGAMLEMPSLGDKPWLAYDKLFKKYGDMVYFEVL

GQPFLVLGSLKRTNDILDKKSSNYSDRMGWGYDIPNMPYGTMWRRHRRAFHEHFHTNAVHKYLPTQAKESQALLCRLLTT

PQNFMHHIRHTFASSIMSVSYGLPVLEFDDPYIALAEETVRGAAEAGIPGTFLVDLLPVLKYVPSWFPGAGFKRKAAHYA

AINAEVVDRPFKSIQKKMAEGTAIPCVLTSLLEEFPGNEELSRAEKELVSRNTAAVAYIAGADTTVSTTQSFFLAMAMYP

EVLRNAQAEIDAVVGIHRLPDFNDRPYLPYVNALIKETMRWQLVLPLGVPHMATEDDEYDGYFIPKGTIVIGAAWSILHD

PEVFEAPEEFKPERYLKDGQIDPSVRDPVVAAFGFGRRMCPGRYLSDNSLYSIVSSVLAVYNINAPVDESGQPKQLEANY

TSGLLSYPLPFNCTIEPRSKAADF*

>gwh1.8.127.1|Lacbi1

ELEYTHKMLRRLADTPDKFMEHLRYMTGAITISMAYGIKVQPDNDPYIEIAENALIALAVGAQPGAFLVDSFPVLEYVPA

WFPGAGFKCKARMWRIWTKKMVEAPFLAAQRQIAEGTATPSFTSMCLNNLDETRDNTHELQVIRDTAASLFVGGADTTVA

AMNTFILAMVCYPEVQAKAQEEIDRVLGAGHLPNFADEPSLPYVAAVVKEFVKWQAVTPLAVPHFLSEDDEYNXYHLPAG

SVVVGNAWAILHDKEEYMEPSVFRPERFLKDGKLDSDVHEPLAAFGFGRRVCPGKHIAKSTLWITVASILTIFKISKAID

ADGNVIEPSQEYTSALILHPAPFKCTIKPRSKEAEMLIRSS

>estExt_GeneWisePlus_worm.C_80042|Lacbi1

MFLRRLLASPDDFMDHIRHYFAGSIMEICYGITVLEDNDPYISIAKEAMEGIAEAGPGAFLVDLLPVLKYVPRWFPGAEF

KRKAARWRACLCEMLERPYPRVKWELESGNARPSILQSMISNLPDESDPKRGEAEKMAKAVTAAAYGGGSDTIIAVVQAF

FLAMAMHPDIQRKAQAEIDAVVGQDRLPNFSDQAKLPYVNAVVQETLRWHPIFPKGVPHMSTEDDEYDGYFIPKGTIVMG

NVWTILHDPNAFPDPLKYEPERYLNIKDANGRLDDTIRSPGAAAFGFGRRVCPGRHLAETSLYAAVSNVLAVYNIKPPTD

DEGNEVKLREEVTNGVLSYMVPFKCVIEPRSSVALALIRGV*

>e_gww1.17.42.1|Lacbi1

MIQIDLLASSTAFILALYFYLKRSDERSLSKLPLPPGPKGAPLIGNLKDMPTTFEWQTYHKWSKEFNTDILRLSVAGTTL

IVLDTSEAATELLEKKSSIYSGRARMPMINELMGWNFNFGFMQYGDRWRKHRRIMHQTFHPSAARQFRPHSLKASRNLIR

RFLDNPDDIIGNLRHMAGETIMSVAYGLDVQPQNDPYIATAEQGVHPLVVAAVPGAFLVDTLPFLKFVPEWMPGAGFQTK

AREWKKLACRMVEVPYKAAKQRIATGTAPPSFTSFSLQKMESEDIIQGTAGTLYAAGSDTTVSAIASCILGLLDKPDVLK

RAQAEIDAVVKPGHLPDFDDEESLPFITAIVKETLRWRDVVPIAIPRLLDYDDEYKGYHIPAGSIIIPNAWAMLHNEEVY

PDPFTFNPDRFMKDGKIDKSVRDPAHACFGFGRRICPGRYMAFSAVWIAIASLIYVFDFEKAVDEDGNIIEPSHEYISAL

VVMPKPYKCSIKPRSKAAETLILSADSQDIEL*

>estExt_fgenesh2_pm.C_120018|Lacbi1

MLPILDSLYRSLDVTTIAVLIPTAFILAHLIPYLVDPHGIRQYPGPFFAKFTDAWLGLVCKEGHRSEVIHGMHRKYGPYV

RIAPNHVSVAVPDALSIIYAHGNGALKSAFYDAFVSIRRGVFNTRDRNDHARKRKIISHIFSQKSVVEFEPQIRLYVGLF

IKQWDRLCDGAVKGLSGDDGEGGWRGESGRLWLDCLPWSNYLAFDIVGDLAFGAPFGMVEAAQDSALVAKDPKHVMATYG

SETEAEVIAIPAVKILNGRGEYSMSMGVLPAWWRPFVRQLPWYRRGLKDVKSLAGIAIMAVARRLATPTDRVDLLSKLKA

GIDSDGNPMGREELTAEALTLLIAGSDTTSNSTCAIIYYLARNRFAQAKLHKELDEQLGTEDETVANGQQVKRLPYLDAC

INEALRIHSTSALGLPRVVPEGGLTIKGEFFPEGTVLSVPSYSIHRDPTVWGEDVEDYRPERWFECDIAAMQKTFNPFSV

GPRACVGRNLAFLELQIIIASIMRRYDIVLADPNQPLETREGFLRKPLECKVGIKRRDV*

>e_gww1.17.33.1|Lacbi1

MGLTLTDLCAILLAVALALLLRDRLKQKSKLPLPPGPKKYPFIGNMLSIPQTLEWETYARWGRECSDIIYLEGPGLSLIV

LNSVKSVTDLLGERSAIYSSRPRATMVNEFMGLSWLMSSLPYGKLWMERRRIFHQRFHPSDSAVYRPRQLAHVHKMLLQL

VETPQEFMDHIKYMNGGLTLSLAYGIRVLPKNDPFITLSERVSESLQSLLGNPRTFLADSIPLFSYILEYLAGANRMATE

RRLLAARLRDAPFAAAQKDIADGVATPSFVSRCLENLVEWEGDDKSGYEIIKDTAGVFFLAGSGSTSAALYTIILALLQF

SDVQAKAQKELDEVVGRDRLPDLCDEASLPYLSAVIKEAFRQEQFFFSHALPVAPIALPHSLTREDEYEGYRIPAHSIVI

GNAWAMLHNEADYPNPELFRPERFLKGGKLDNDVRDPIALSFGFGRRACPGSHIALSTVWLTTASILSAFTITKPVDNDG

KVIEPSMEYLSAVTSQPLPFKCDISPRHPGVKGLIRAAIDSDGDGEGMPT*

>eu2.Lbscf0050g01110|Lacbi1

MVVEVNPIVVVQVLSILGFYLISNLLSRKGNASGRDAPLPPGPKGTFFAGVKAQLPTSEPWKTYASWGKKYNSPIILFRV

YNRSLVVLSTNSAIQTLLNQRAELYSHRPMSWMYNTICGRGQAIFQISPTDATHKTYRRLLQTELGVRGTKMYAGVIQEE

LGNLVEGMRSNPVRWVAHVQRNASAVIMKVAFGYTVKEDDAFIAIADEASRISSRAMQPGKWLVDYYPLLRFVPAFFPGA

GWKRQGLRWREKLWHLSEIPHQWVKSQMEKGDYTDSFTSRLLQRDDNEPLTAEEENTIKWCAGGLYAGAGDTTVSALISF

VLLMSLHPEVERRAQAELDALLGAEHLPTPSDTEHLPYLHAILKEVLRYAPVGNLALPHRVIEDDEYMGYRIPKDATVIA

NVWAVMHDPELYPDPFTFSPDRFTASDTARQPDPRQFAFGFGKRACPGIHFAETTMLVAMAGILSQFDISLPHRGAPPPL

VEFTTGITSHIKPFEISIVPRAMQ*

>gwh1.8.128.1|Lacbi1

QLEATKSFLRRLSATPDDFMHHIQHLFASTIMDISYGITVLDSNDPYMSIAEEVLEGFXEAAAPGAFLVDLIPILKYVPS

WFPGAGFKKKAERWRASFSSLLEKPYRRKEGKARPSVLQSLIAKLPDEGDPKREEEEAMAKGVTAVAYAGRSLLQTIAAV

QAFFLTMAMHPDVQHKAQEEIDTVIGPDRLPDFNDRENLPYINAIVKETLRWHSITPIGIPHASVEDDEYDGYFIPKGTI

VIGNTWTLMHDSNVFPDPLEYKPERYLKNGRLDPRVRSPTVAAFGFGRRICPGRSLSDSSLYVAVSNVLAVYNIKPPVDD

AGNHIPLEANTTGGFLSYFTPFKCVIEPRSNAALALIQCSE

>estExt_fgenesh2_pm.C_750002|Lacbi1

MGSQVGLLRVYVFSKAGYPLVIINSADVMEELDKKGAIYSDRPRLEMGGELVGYNETLVLIPYGPRFRTYRKHFARYLGN

SGPIEKLHPLVETETRRFLKLTLKGDCDLMSCLRTLAGGIILGLTYGYQVQERDDPFVNLIEHANGNFNAASIPGAFIVD

FFPILRSLPEFLPGMSFMETARQWRKDTQRMVDVPYNFTKDQMAAGTAPPSFVSTSFEAESSMTEEEIRDLKFTASSMYG

GGADTTVSAEYAFFLAMVLNPGKDISHPTEVQKKAQAEIDAVVGNDRLPTLSDLSHLPYINAVVTEVLRWNSVAPLGVPH

RAVEDDIVNGFFIPKGTIIMANLWNMLHDPETYPDPFTFDPERYTTKGQRDPRNVCFGYGRRICPGRYLAEASLFSTVSM

SLSVFNIEKALDDQGTPITPVHENTSGTISYPEPFKCIIKPRSAKAIALVSEEH*

>e_gwh1.19.16.1|Lacbi1

LVFLTVLGKNVLFVNSFKTANDLFEKRSSNYSDRAESTLGTLGIAISSAGFFSSGDRWRTHRKMFHQHFQQSVAHTHWPV

QRREVHALLRRLLNSPQNLINHLRHNSAAFIMGVVYGITVAPENDRYITIAEKALEGMSKAANPGEFLVDIIPILRYIPE

WVPGAGFQRKAREWREAVMEMKDAPYAAVQTALVYLHLATPSFVTKMISELETQQNSESRLEILKGCAGLAYAGNVGVTV

SMLSSFILAIVTHPEVQVKGQREIDSVVGQQRLPDFNDRPFLPYITAIVKEVLRHVFFLYHPLCPAYAFSRWSPVAPLGL

PHMVTQDDEYNGYFIPSGTLVVGNTWAILHDPKTFPEPMRFNPDRFMDTGIDGQQFSPMDPLSSAFGYGRRICPGRYMAE

AQVWLSVACMLSVFHIGPGVERTGSPIKTTPAFSSGLICHPLPFDFSITPRGDYVKTLLEESKPEH*

>estExt_GeneWisePlus_worm.C_80193|Lacbi1

METTQSHPWLTAAGLISCLWFLKNIGGKKLNPNRLPHPPGPKGLPFLGAMFEVPSLSQKPWLVYDKWFKTYGDIIYFEIL

GQPFMILGSLKRTNDIFDKRSSNYSDRKLSSMLELMGWTFSVVRMPYGTMWRRHRRAFHEHFHVNAVQKYIPIQTKEIQV

FLNRLLMTPENFIHHIRHAFAATVMNISYGLTVLEYDDPYITNAEESLRGLTEAGVPGAFLVDLLPILKHVPAWFPGAGF

RRKAAHYAVVNTDLVDLPFKAVKREMAKGTAVPSVLTSLLEEFPGNEGLEKEEEEFISRNVAAIGYIAGVDTTVSSTETF

FLAMAMYPEAQRKAQAEIDAIVGTNRLPDSNDRPHLPYVNAIIKESMRWQLVVPLGVAHMATDDDEYEGYFIPKGTVVIG

AAWSILHDPEVFEAPGEFRRERYLKDGQINPSVRDPGVAVFGFGRRMCPGKHLGDVSLYSVVSSVLAVYNISAPMDEFGR

PVQLQAKYKSGFLSSPVPFKCTIQPRSKVAESLIRGSSD*

>e_gww1.8.311.1|Lacbi1

MLLPGDIIYFEVVGQPFLVLGSLQRVNDILDKKSSNYSDRLSMPMLRLMGWGYDIPNMPYGTMWRRHRRAFHEHFHANAV

HKYLPTQAKESQALLFLESNDPYITLAEEALRGVAEAGIPGTFLVDLLPFLKYVPGWFPGADFKRKAAHYAAINAEVVNQ

PLKIVQKKVAEGTAIPCVLTSLLEEFPGNEELGQVEKELISRNTAAIAYIAGADTTVSTTQTFFLAMAMYPEALRKAQAE

IDAVVGANRLPDFNDRPYLPYVNAIIKETMRWKLVLPLGFAHMSTEDDEYDGYFIPKGTVVIGAAWSILHDPEVFEAPEE

FWPERYLKDGQIDPSVRDPVVAAFGFGRRMCPGRYLSDNSLYSIVSSVLAVYNINAPLDGSGKPEQIDVNYTSGLLSYPL

PFNCTIKPRSEAAESLIRGLSDSLI*

>estExt_GeneWisePlus_human.C_80036|Lacbi1

MGTGWALVFMPYGATWRRYRKAFHEHFHPNIVPKYQPIQAKSANTFLRRLLASPDDFMDHIRHYFAGSIMEISYGMAILE

HNDPYVSVAKKAVEGVSEAGVPGAFLVDLLPVLKYIPSWFPGAGFKRKAARWRALISETLERPYDRVKRELEAGNARPSI

LQSMISNLPDESDPRRAEAEAQAKAVTAVAYAGGSDTSVAAVQAFFLAMAMHPDVQRKVQAEIDAVVGQDRLPDFGDRAK

LPYVNAIVKETLRWHFITPLGIPHMSTEDDEYDGYFIPKGTLVIGNIWALMHDPDAFVDPFKYKPERYLNLKDANVHLET

TVRSPEAAVFGFGRRICPGRHFLDASLYVAVSNVLAVYNIKPPTDDAGNEVKLREEVIGGMLSSVDFLYLRSSSELFD*

>fgenesh3_pg.C_scaffold_4000074|Lacbi1

MAFAIQFTATWFSHNFFLVVASVVFTYLFIRVIYNLFLSPLSAIPGPWYAAISDLWITIHVVRLRQCQTIQELFEVYGPV

VRIGPNKVVFRDMSTMRNVYTIHKFDKSTYYKSLLTNDNDHAMTTLEHSSHAIRRKGYAPHYTPTNVAKFQPEMREIAFE

LVNTLENVCGKSPVECLALFRHLMVDVVASSSYGYRLGAVSKWAMDVEEPLSTAINDFPKRGILRSIVPTWAWNLVCRIP

NKRWRQLCDSDKIMAEFVSERVYEMRAQMNAGMIGEAEKVPMLQRLLQYRYSTTQAMPDHDIISECMGHLVAGSDTTSTT

MAYMFWELSRRPDIMKKLQAELDEAMADAKVVPDISVLQELPYLSAFMKEGLRLYTAVPSLLERVVPASTSKNGASDEIF

DMMGYPLPPGTIVSTQAWSMHRDPSIFPSPDSFQPERWLASSTNESELAIMAQHMMPFGAGSRVCVGQTLAQVIMRIAIA

AISRSFDVVAPAETNERSMEVRDSFVVFPAAMECKLTFTPRQQ*

>eu2.Lbscf0025g01310|Lacbi1

MTQRCSDHDIPNLHLVTIQPLVHFYFPEARRLSFYQRFQAFPPEIITISHKNTTISLWPNVKIGLILADPAAIKPLEDYE

PLKIFGPSILTSEGEQWKRYRKIVAPAFSDRNYKMVWDETVRIVNGCFDTWGDRKVVVVDHCLADVTLPISLGIISAAGF

GKRLEWDDDLAPIPEGHKISFKESIDIVSSKFVNRAAFADWCLNLTEDGRKIKLAYDELAAYMSEMVKERLSMGKREHSD

LFSNLLASSFSHEFGATALTEAEIIGNIFVFLLAGHETTAHTLCFTFALLALYPDEQEVLFQHIKSVLSDGRTPEHKDIP

LLTQSMAVLFETLRLYPVATFILKESAEDTTLNASNIRGEKATIHVPKGTLLQISPAGVHYNPRYWEDPHAFKPSRFLNP

DWPRDAFIPFSAGPRACIGRKFFETEGIAILTMIVAKYKITVKEEPQFAGETFEQRKERIMKAYAAITLTPIRVPLVFSR

RH*

>estExt_GeneWisePlus_human.C_360080|Lacbi1

MVFITPGIDFLGRGAIFLSIPTAIVVGLNKYVGLDLPLWILITGTLLCFPARATIRIVANQIFKRREAARLGVRIVPVAQ

GKWIGNFDVLRTMNEKFEFGYPGDGLDELIEQKGLLVNLRVLWSDMILTTSPEHIKTVLATDFHNYVKGERFHYNMGAVL

GTGVFNSDGEMWKFHRAMTRPVFTRDKISHFDLFDKHVEQAVFKIKQRFHEGYAVDFQDLMSRFTLDSATEFLFGNCPVL

SDAADAFASAFLAAQVVISTRERLGWIWPLFEIWQDKSKAPMKIKRRNTLASGDVKLEDEKGETLLDHLVSLTSDPVVLK

DETLNIMIAGRDTTAATLTFIIYCLSEHPTVLARLRSEILAKVGASRRPDYDDIREMKYLRAVINETLRLFPIVPFNVRE

SIDATTWPSTDPNEKPFYIPAGTKILYSVFMMHRRQDLWGPDAEQFDPDRFLDARVNKYLIKNSFIFLPFNAGPRICLGQ

QFAYNEMSFMLIRLLQSFQSISLDLASAPQDSLPPKTWINSKGRKATEKVFPKMHLTMYANGGLWVKMQEATGEQ*

>e_gww1.8.122.1|Lacbi1

MWRRHRRAFHEHFHANTVHKYLPIQVKETQALLRRLLTTPQNFMHHIRQTFASTIMSVTYGLPVLESDDPYITLAEEALQ

SAAEAGIQGTFWVDLLPFLQYVPSWFPGAGFKRKAAHYAAIHAEVANQPFKIVQTKMAEGTAIPCVLTSLLEDFPGNEEL

GRAEEEIISRNTAAIAYLAGADTTVSTAQTFFLAMAMYPEVLRKAQAEIDAVVGINRLPDFNDRPYLPYVNAIIKETMRW

KLVLPLGFAHMATEDDEYDGYFIPKGTAVIGAACYVFRILLHDPEVFEAPEEFRPERYLKDGQIDPGVRDPVVAAFGFGR

RMCPGRYLSDNSLYSIVSSVLAVYNVNAPVDELGKPKRLEANYTSGFLSYPLPFNCTIEPRSKAAEFLIRGLND*

>eu2.Lbscf0026g00140|Lacbi1

MLGLIFKGIFSFAIFWAFYCVLRRLVVKTALDNIPGPPSPSFFKGNFPQLFNVNGWEFHQDIATKYGGVVKVKALFGENQ

LYVFDSKAMHHIVVKDQHSYEKDTSIFAFNGLVFGKGLVATKGEHHRRQRKMLNPVFSIAHMREMIPIFYNVTHNASIAL

KVEDGPQEMARTALELIGQSGLGYSFDPLVEDATPHPYSGSVKKLLPTSLRVSFLRAYLLVPALKIGTPKFRRFVVDLLP

WKNLHDMRDIVDVMYNTSVEIFESKKKALMDGDEVLARQIGRGKDIMSILMRANMHATDDDKLDESDLIGQMSTLIFAAM

DTTSNALARTLFLLAQNQDVQEKLRREVTDARVKYGDLAYDELVALPYLDAVCRETLRLYPPVSYILRTSCADTVMPLLN

PIKGLDGHEINEIPIPKNTNIIVSALASNRDPEIWGSNSFEWIPERWVSASPFSVAGAPIPGVYSNLMTFGGGGRSCIGF

KFSQLEMKVVLSLLIESFKFSPSDKEIFWQMNMIATPTVVGGNGKNELPLRVSKI*

>eu2.Lbscf0006g04420|Lacbi1

MPSGIVQLLGALMAASGVYGVYKLARVAYGQWNSPLNILPGLPFSQLFLGNLREIWAEEDSMEPGELIAKYGTTFRFRGV

LGRKRLYTIDPKALNHILMNPNDYQKPEASRYGLTSIMGAGVLVVEGDKHRQQNPAFGPAHVRELTEIFVQKSVQLRDIW

AEEISKGQGQIDVLSWLSKTTLDVIGLAGFNYEFDSLTRGPGEDELNDAFSHILHAATNVSVFAVLRFAFPIFRSIPAPG

DAATEKARRTMCQIGSNLLADSKAAIEQNKNTDRSSGKSKDLLSLLVRANTSTELADNQRMSDEDVLAQVPTFLVAGHET

TSIATTWALFALTQAPNVQVKLRNELLSVSTDNPTMEELNALPYLDAVVRETLRLHAPASSTVRQAMKDDIIPLATPFTD

KEGVLHHEIRIEKGQSLRIPIIQINRSRSIWGEDAFEFKPERWESPPEAASSIPGVWGNMLTFLGGPRSCIGYRFALVEL

KALLFTLVRAFEFELAVPVKDIVKRSSGLVQRPVLLTDPDGGNQMPLIMRSFQRL*

>e_gww1.1.1180.1|Lacbi1

MLLWRFVGRTNVILSNGVNWQRHSRVVKSALNRNVPIEKFASLTKRLFSVMGDGGRLLTFSTTLTEASRFILCLLSGTTA

LGHDFNTIVDNHSPFVAKYNEVMDSIASPLFLVFPKLETWFPRKHVIRKIDDLVNDFGKLLEDKKQRPGNDMLTYMLEEP

EMTDEEFRDNMVVFFIAGHDTTAGAMSSFVYYLSKHPEAQVRARKEVVAALGKDEPNIENLRHMPFLQACIRESLRINTP

IVSCLSLMVILSPILRAIIPDLCSNGKSYHIPAKASVIMNICAIHYNETYWPNPYKFDPTRFMNQGDGEEARIDASLWLP

FALGPRQCPARNFAMYELRTLASMLLQQWEWNLPADSPHHDSIKNGFSPFALSLPKDMDIIFRRVEQ*

>eu2.Lbscf0006g04400|Lacbi1

MTLDVIGLAGFNYKFDALKGDANKNELNEAFSTIFRSRTRMNMLFMLRGLFPPLRFIRAEGDADANRASRTMDRIGKELL

SESKTALAHGEKMEKTSWKSRDLLSLLLRANMATDLPESQRMTDEDVLAQVPTFLVAGHETTSTATTWALYALTQAPEAQ

SKLREELLTVSTDNPTMDDLNALPYLDAVVRETLRVHAPVPSTMRIAMKDDILPLSTPFTDKYGVEHDTLHVRKGQTVLI

PILLLNRSKSIWGEDSFEFKPERWQSTPEAATHIPGVWGNMLTFLGGPRACIGYRFSLVEMKALLFTLIRAFEFELAVPP

QDIAKKAGIVQRPLVVTEPNAGNQMPLLVKPYNHSG*

>e_gww1.9.138.1|Lacbi1

MPYGTKWRRHCRAFHEHFHANAIHKYLPIQVKETQALLRRLLTTPQNFMHHIRHTFASTIMSVSYGLPVLESNDPYITLA

EEALRGVAEAGIPGTFLVDLLPVLKYVPSWFPGAGFKRKAAHHAVINAEAVGQPFKTVQRKMAEGTAIPCVLTSLLEEFP

GNEELGQAEEELISRNTAAIAYNGFNHSKFFLAMAMYPEVLRKAQAEIDAVVGINRLPDFNDHPYLPYINAIIKEMMCWQ

LVLPLGFAHMATEDDEYDGYFIPKGTAVIGAAWSILHDPEVFEGPEEFRPERYLKDGQIDPSVRDPGVAAFGFDRRMCPG

RYLSDNSLYSIVSSVLAVYNINAPVDESGKPNQLVVNYTSGLLSYPVLFNCTIKPRSKAAEFLIQGISD*

>eu2.Lbscf0026g00980|Lacbi1

MSVLQDLTLANLLVDALLFYALYCFSRWLFPPFTSGSPFRDIPGPPPASWFMGNLGQLFNSKGLPFHQELVDRFGGMVKV

HGFFGEEQLYISDPRALHSIISKDQDAFEETAVFIETNKVIFGPGLVATTGEQHKRQRKLVNPMFSTLQLRRLVPIFYEI

AEKLSNVLAEEVRAQRAEGKRNFLDMSEWMCRVALESVGQTVLGYSFDPLDSPHNNPYTSAIKELIPTIFSLSLVRQFAP

FLSKLGPPSLRRKLVEWTPNAAVQKVKRMSDVMDQTAQEILRQKREDIANEGLPYDYEEGKDIISVLLRANDNANEAEKL

SDIELTGQMTVLIFGAQDTTSSALSRILHLLSVNPEVQSKLRDEIEIALKDSDGRLDYDTVMALPWLDAVLKETLRLYPP

VPFVRRTAVKERTIPYSEPADLASGDSQPRVSSVTIPVGTTIFVGIAGSNSLESVWGPDAKEWKPERWLPTGDAAHHGVR

LPGIYSGMMSFLGGGRSCIGYRFAQIEMKIILITLLSKFKFSPTEDEIIWNLSQIISPSVKAPDGSGSEKKGLPLVVEII

EKPGS*

>eu2.Lbscf0010g00750|Lacbi1

MSSIVDYFLPRLPGINAGSNHYFVTKHSIFEEAGWDIHTGVSFWPSPSTSIVLGDAAAIKEVGSSRARFPKPVQQYASLA

LYGPNIVVSEGEQWKRYRKIVAPAFSDRNNKMVWNETARIVNGLFETVWDGRDVVTVDHCLDITLPIALFVIGSAGFGKT

LDWKEEAVLPPGHKISFKESLHTVTTRIFLRLVCPDWMLNLTERGRETLQGFNELGVYMSEMVKERLTAEKVERHDLFSS

LLASNNHEFDASMLTEEELVGVLSFKMTLGYSVVYTIPGNIFIFLVAGHETTAHTLCFAFALLALYQQEQETLYQHIKSV

LPGDKQPEYEDMSLLTHSIAVFYETMRLFPPVIGIPKFSAEDTVLEAGNINGEKKTVVVPKGARVIISAPGVHYNPRYWE

DPHDFKPSRFLKDWPRDAFVPFSVGARACIGRKFSETEGIAVLTILISKYKITVKEEPQFAGETFEQKKARLLKSRPGIT

LTPIRVPLVFTRRT*

>eu2.Lbscf0061g00300|Lacbi1

MLYLIFQVILIYGVSFAFWRIVRQYVVKTSLDNIPAPPSPSFFKGNYRQLFTTHGWEFHKEIAAKYGGVVKVKALFGESQ

LYVYDPKALHHIVVKDQYVYEEPSAFIQGNLLIFGKALMSTLGDYHRRQRKMFNPVFSVTNIRVMVPTFYRVIYQLRDSI

AKKVSNGPQEIDMISWMGRTMLELIGQSGFGYSFDTLAENVTPNPYSSALKHLGPALLKTSLVQAYLFHMAKIGSPRFRR

FIIDVLPWKNMHDVRDIVDAMHKTSLEIFESKKKALLDGDDVVARQIGQGKDIMSMLLRANMDASEEDRLEDDELIAQVS

ALTFAAVDTTSSALSRILHLLSQHPDIQEKLRREVTEVRAERGDLPYDELTSHLPYLDAVVRETLRLYPPVPFLPRTTRR

DIVLPLSKPLEGVNGKLIHEILVPNNTNVMISIIGANRNPDIWGPDSLEWIPERWLSPLPSSVSDAHVPGIYSHLMTFMG

GGRACVGFKFSQIEIKIVLSLLIESFRFAPSKKEIFWQTTTVVTPTVLGEGGKIQLPLQVTRVDFKKD*

>e_gww1.25.40.1|Lacbi1

LQAMLATQFEEFEKGPETRFLFHPLLGTGVFAADGELWKFHRTMTRPFFSKDRISHFDNFGRHADDALGQLKARLREGHA

VDFQDLISRFTLDSATEFLFGNDVHSLAGGLPYPYYHSTTSTSDSDAHPSTRFVHAFQEAQMITAFRSRFGSHWPLFEFW

HDRMKKPMRVEMLSPSLDRDDETLLENLVNSTEDPIILRDEIMSLLVAGRDTTASTLTFTVYMLAEHPKILQRLREEILQ

KVGPQRRPTYDDFKEMKFLRAVINETLRLYPVVPFNIRYGILRMSNRATTWPSKVPGGKPWYIPANTRSLYTVFMMHRRR

DLWGPDALEFDPDRFLDERLHKYLTPNPFIFLPFNAGPRICLGQQFAYHEASFFLVRLLQNFSSIFLASHAQPPESRAPA

IWATEDRTGRKGREKIRPKTHLTMYVQDGLWVTMEEAK*

>eu2.Lbscf0041g01500|Lacbi1

MLTLIFQGILLCALSLAYWHLVRRFAVKTALDNIPGPPCPSFFKGNFRQLFSTHGWEFHKEIAAKYGGVVKVKAVFGEKQ

LYVFDPKALHHILVKDQYVYEETSAFIQTNLVLFGKAVFCTLGDYHRRQRKMLNPVFSIAHMRGMVPVFYSITHKIRDAI

TKKVKNGPQEIDMASWMGRTALEMIGQGGFGYSFDTFEEDTTPNPYSESIKALLPGLLRIAFFRSYLSYMTNIGSPKFRR

FVVDLLPWKNLHAVRDIVDTMHSASSEIFESKKRALLNGDEDVTRQFGQKRDVMSILMRANMDAAEEDKLEESELVAQVS

GLTFAAMDTTSGALSRTLHLLAQHQEVQEKLRREVTEARAKAGDLTYDGLVSLPYLDAVCRESLRLYPPVSYLSRTTRQD

IIMPLSKPLKGLNGEDVYEIPVPNNTNVIISIIGANRNPDIWGPNSMEWIPERWLAPLPPSISSAHIPGVYSHLMTFIGG

GRACIGFKFAELEIKVVLSLLIESFHFSPSNKDIFWQMTSVATPSVVGEGGKLQLPLQVRKV*

>eu2.Lbscf0061g00270|Lacbi1

MLALILQGILLYGLSLACWRVFRQNVVKTSLDNIPGPPSPSFFKGNFRQLFAVHGWEFHKISRRSENQLYVFDPKALHHI

VVKDQYVYEETSAFIQKMLNPVFSIAHMREMVPIFYEVTHRLRDSISTKVGNGPQEIDVVPWMARTALELIGQSGFGHSF

DTLAEDATHSSYSTAIKRLGPALLQFAFIRSYGWQLANVGTPQMRRFIVDLLPWKSLHDVRDIVDTIYNTSLNIFESKKR

ALLDGDEAVERQVGQGKDILNILMRANMDASEKDKLDESELVAQVAGLTFAAVDTTSNAISRTLHLLAQHQHIQEKLRHE

ITEARSKTGSLAYDELVALPYLDAVCRETLRLYPPVSYLSRTTRQDIIMPLSKPLRGLDGEDVHEIPVPNNTNIIISIIA

ANRNPEIWGSDSLSWIPERWLAPLPSSVTNAHVPGVYSHLMTFLGGGRACIGFKFSQLEMKVVLSLLIESFRFAPPNKEI

YWQMTTIATPTVVGEDGKVQLPLLVSKV*

>e_gww1.2.900.1|Lacbi1

MVRRLLFHPLSKYPGPPLAAVTSLYRAYFDIVMDGGWAEHLEYLHQVYGDDPRAYNEIYGMGTKYMKQPALYSCFATDRS

VFAMFDHHEATQRRNLIGPFFSRRSILNLENAVQSKVSFRSTSLEIITSYCFGQSSNALDSCDFQNGILTAMDQTLPMIW

VFKHFPLIKHLLLGVPESFASVLKPSTTGILEQRRQMGAQIDAILKDPSSLKHADHETIYHYFLTPQPENQRLPPITREW

LLDEGLYMRFAGSDTVGNTCTVATYHILANKDVRDRLAQEVKEAWPERDAPASYETLERLPYLTAVIKESLRMANGIVTP

LPRIVGPTDVEIAGAVIPAGTVVSQGATIVHRNPEIFPEPTVFDPERWLQEGSQDLDKYLVSFSKGPRSCLGINLAWCEL

YLIIGTIFRKLDLTPDNAA*

>eu2.Lbscf0025g01320|Lacbi1

MITIWYKNMMTSLWPSVKTSLILADAAAIKVPKSSTLRVMQMLKRSAQEVTTSRARFPKPLEDYEPLKIFGPSILTSEGE

EWKRYRKVAAPAFSDRNYKMVWDETVRVVNGFFDTAWGDQEIVVVDHCVSDITLPISLCIICAAGFGKRLEWNDDLTPIP

QGHKMSFKESIEIVCSKFGHRATFADWWLNLTEDGCRIKLAFDELEVYMFEMIKERLSMGKREHSDLFSNLLASSFNDEF

GATALTEAELIGNIFVFLFAGHETTAHTLCFTFALLALYPDEQEILFQHIKSVLSDGRTPSGLLNDADAIILRLNKATFL

LKQSAEDTTLNASNSRGEKTTIPVPKGTQLQISAPGVHYNPRYWEDPHAFKPSRFLNPDWPRDAFIPFSAGPRACIGRKF

VIPRFHQLTLHGLTDLRRRFFETEGIAILTMLVTKYKITVKEEPQFAGETFEQRKERIMKAIGAITLTPIRVPLVFSRRH

*

>eu2.Lbscf0022g02210|Lacbi1

MVHITPGLAFLAQNLVGPGLGFTACVLGTRYLALPIPAWAIALLSLLSVPGRIVGGILWTEFRDRREAERLGARLVPRAK

GKRFANLDVLEELLGHWRNGYPGDGIWELVDTLGLVNNFNVLFANNIFTVCPEHIKLILATDFDNYDKGERFRFAMGGVL

GSGVFNSDGKMWQFHRSMTRPFFNRDRMTDFELFDKHADTVISLIKSRMLTGESIDFQDVMHRFTLDAATEHLFGSCVDS

LRTPSGLLPLPFNSNSTHKHTQKQGEGEEENLAIQFSAAFLQAQIVIAERERYGRIWPLLEIFKDRAREPMEVVNRYLDP

VIRDAVGRYNEKKAVAGEKGEVEEEGGETLLDHLVTLTSDTALLRDETLNILIAARDTMAATLSFMFYFLSLHPSVLARL

RQEASDRVGGTRRPTYEDVKEMKYLKATLNETLRLLPPVPFNVRECQKGAIWPSPDPSQKPLYIPPGSATAYSVIMMHTR

TDLWGPTAHEFDPDRFLDERLKEYLLPNPFIFLPFNAGPRICLGQQTKLTTHGQFAYNQMSFMAIRLLQSFSSFTLDTEA

FPPSARPPVEWAEQGRGRKRVERFRPQIVLTMSSTGGMWMKAGAEGAGVDV*

>eu2.Lbscf0025g02180|Lacbi1

MSWLDDIFLEWKKQYGNTFEMRFPTDSRIVTFEPDHVKAILATQFDAFDKGPIFIDQMNSLLGTGVFNADGDMWKFHRQI

TRPFFSRERISDFDTFDVHANDALTQAKIRLSEGYPIDFQDLVSRFTLDSATQFLFGNDVRSLSAGLPYPAYSPLSDSPE

FVNHPSNVFADAFLAGQIQAALRTRLGPNWPLGEFWKDKIKPLREVVDRFVEPLMCDALAKKQKEVGDVKVEDDSVTLLE

HLVNHTQDTKILKDELINLLVAGRDTTASTLTFAFYMLAEHPKIADRLRAEIFAKMGPTNRPTYEDMRDMKYLRAFINGA

RRGAQALSCCVSYHFRLVLVIPGLIGGLYSPFDSRMSNKAAVWTSKTPGSKAFYVPANTRVLYGVFLMHRRTDLWGPDAL

EFDPDRFLDERLHKYLTPNPYIFTPFNAGPRICLGQQFAYQEASFFLIRLLQQFTGFSLAPVAQPEGTRPPESWKGCAGS

KGSTKVWPGLHLTMYVRGGLWVRMDELKPEGSVASAEAAM*

>eu2.Lbscf0006g04230|Lacbi1

MGRTCLLVVSATATLGVYGLYKIAGIVYREWLSPLRVLPGTKSPSFLYGDLKELWEEEDTGTSGILVEKYGTTFRYKSLL

GISRLYTADTRALNHILMNSYDYEKLPESRAALTNILGAGLLVVEGDKHKQQRKIMNPAFGPAQIRELTDIFVRKSIQLR

DLWAEECTKQGGQGRIEILSWLTWTTLDVIGLAGFNYKFNALMRDSKANELSEAFNTIFQAGTSVNVMLILRAFIPALSW

ILPEAGDVEAKKASSTMSRIGKELLSNSKAAVSQQESLEKDTWKTRDLLSLLVRANVATDLTESQRMLDEDVLAQIPTFI

VAGHETTSNATTWALFALNSQNPDAQIKLRNELLTVSTDNPTMDELNALPYLDAVVRETLRLHAPVSMTSRVAMKDDVLP

LAIPFTDSKGVIHHEIRIRKGEPLLIPILALNRDKSIWGEDAHEFRPERWESIPDAASSIPGVWGHMLTFLGGPHSCIGY

RFALVEMKALLFTLIRSFEFELAVPASDIGKKAGIVHRPILLSNPEGGSQMPLFVKAYQPPLEEA*

>eu2.Lbscf0025g01840|Lacbi1

MLPKVATHILHSTTRAAAAVQNQTHAIRNVLQLQSSGPSSGSGSSWGNGPGPGGAKYNAGSRFHPGYNGAGRAVTQANVM

TSQDGTFTQSDDTEEFTSRRSILRTPKRPRIRSSSVSLSLAGRRERGEKLGVLKTVQLHARSRHAFGTSATAGAEYEAQV

PTTDLAEKSVRSPLVRRNSVSSEVSRPSSPVGSVRRLSISVQNDSKAEAAVADLPTPPLTPERLSTDPATPQTVLPPQAN

PPTQQDIVYKLTQVSTTKDALLAADLVREFIQTTKDPTTSDFNAALLALIATRPEGEPLNVVVETYNAMLLRSLSPNIKT

YALLIEALTQRDDEVRRMSVSLEARLQRIEFSGSTERSNGIWEKERLESLRAESNFSQAMALFEAVLSTQKNAQLDLVHY

ANLIRSCSYHNSVEGAIHVFEQLERRKDILPDVRTYRYMLQVFTNAGNYQGAEEIFKDFLQAGKEERLAWNSSHRPLTGH

QSETLQIWNQMIESYFRADLPEKAVGILDDMLATTAGSSFGPGDTPPPASSTYTTILSGFCLTGQVQTALNWFDRLLAMG

VYVQRPFEAYCGGPIKPDQVAWGVMLDALAKAGMVDDFNRLFKIMLQDAKTDGIIVRRIDRTFLFSVNMAHIKEWDDAKA

AEVLDFLAINVISPDMWQHRRRQMLAGICEEYVARGLYQSAVTLFGQLYTQQLEFLQKADRAGAVGVVSELQNLLVSLSN

QVYSTLTLRQDHLPFVASLELLRLTFNLELKVSADHAPYILHSFGHAKQTSQLPDDINTQDWAILLNCAVHAETLAQQGQ

EVTIPNYAFTGLASLLTDVAQRDVAFESFDENVRLCTMKLLSAQLGHEECKSLFTSLGPSYAEALQGFETIRYQALEEAL

NIAPPPLQEPETQMTKDYGRLNVNTSLNRTVETALRDTKYSPAQRASTAYDLLMAGVERGLVTLPQTTGKLIQSHGRLNE

LDKVQELYTVAQACLMSMEHLKDHRDAGWIAIEDSMIIAFAHAGNLDAAHIHRSRILDFGAAPSADAYGALILYVKDTTD

DASNALRLFNESQKLGVRPNIYLYNNIISKLSKARKADHSLELFQQMKESGVRPSSITYGAVIGACARVGDVHSAETLFT

EMVQAPGFSPRVPPYNTMMQLYTTTKPSRERSLYFYNELLRAGIAPTAHTYKLLLDTYGTLEPVDIPAMEGVFKQLCDDP

RVQILGQHFGSLINAYGCVQRDLDKAIEVFDSIPSYGPTLADAVVFEALINALVAHRRTELMPEYISKMTAAGVHMTAYI

ANFLIKGYANVGDMEQARMIFESLTDPATGVAAPNNHAPHNPSDAPIVSPTEPVYREPSTWEVMVRAELGAGNRDKATDL

LERLRARQYPEAVYNRISGVMVDHSQILH*

>eu2.Lbscf0010g03830|Lacbi1

MLNPVFSTAHMREMGPWVSLPRILVSNKVNFQYPLSTTWFTEWLRASIAQKVTDVPQEVNCSSKVTTHTPQSIALIQIDV

LSWMTRTAMELIGQGGFGYSFDSLAEGATPHPYAVSIKGMAPALLKIAIARSYLVGTAVKIGTPRFRRLVVDLLPWKNLH

DLRDIVDTMHKVSVEIYESKKRALLNGDDAVMKQMEMGKDILSILMRANMDASEEDKLDESELIAQISGLTFAAVDTTSG

AISRILHLLAQHLHVQEKLRREVTDARSKHGDLSYDELVSLPYLDAICRETLRLYPPVSYASRTAREDIVMPLSKPIKGL

NGKEIYEIPILNNTNVIISILAANRNPEIWGSDCLEWIPERWLTPLPSSVTDAHIPGIYSHLMTFLAGGRACLGFKFSQL

EMKIVLSLLVESFRLAPSDKEIFWQMTSLTTPTVVGEGGRTQLPLKVSKV*

>eu2.Lbscf0009g04310|Lacbi1

MEQFFKRILVLEACGAIATHLWLQRSEPSSLLLVSSVLALVPFFPFLVFSPSLASPISGMFLSYSVYSVTLATSVVAYRI

SPLHPLSQHPGPLMCKITKLWGVWVALKGDTHLYHKLLHDKYGPTVRIGPNELSTIDKDFIPFVLGSQGMPKGQLWDGRR

FAQAKNGNEYDSLIDVRDLQIHAQLRKAWNKAFAPSSMHDYEEFLDPRVAQLGDHLAHACKDGSGHLVHVDLAKWISFFA

FDLMGDIAFGGCFELMRDGDKEGLWKNMESGLYLPSITQHVPWIAVALRSLPFFGSGMQALTQFGVFHAKRRAALEMKNK

DLFYHLLEASNTSSTSVEEQFPIIVGNAILTIVAGSDTTASVMSSIICYLLSHPDVYKRLRDELDHAFPYVDADGVPVIE

TEKLSSLNLLNAVINETLRLLPAIPTSLQRAPARGSGGKMLGNSFFIPEGTGIQVPPYVLHRDPRYFSPDPEAFIPDRWL

TPSKNGKDSQAPEFLTTKDAFIPFSYGPANCAGKSLALTEMRAVITLLLKRFDLGFESKDSLEVQRVKWESQMKDRFVFT

KGKLPIWLKERRL*

>eu2.Lbscf0001g14870|Lacbi1

MHGETSLDDYHYTMCEKYGHVARLRGGMFGLQADGLYVTDPAALNAILVRNQNNFRESVEFSGLFGVIHHGDGLASVYGA

EHKKQRRLMNPVFTASFVSKLSPVFYKIAHQLRDKLKADVGNAKDGRVIDILDYLTRTALELISQGGLGHSFNSFDKNSR

EFTEFHEALKTVLPMAGRIFFVLPYLESWRKLEPLWLRRFLSNAVYYLPWPAARKFKWGVDTMHPVCANLFKQKKKVLDE

GGISELEKTTSGGKDLATLLISANQLADDDDRMPDEVVIANMSSIVLGGQETTSGALSRLLCLMANDNDMQNRLRKELLD

AHAAKGDEGFNYNELNELPLLDAVCREALRLFAPVTFVWRQTIEDCVVPLHFPIRDPKTGVETKELLITKGTSVYVGLGA

ANRSAAIWGPDASELKPERWLGKAVLDGTANSVKMPGIFSNAMTFLGGGRACPGMKFALLEIKLVLSVILPHFSFEAVTE

EIEWRLGITVVPYVKGKVGEGPKVPMRIKAI*

>eu2.Lbscf0061g00290|Lacbi1

MLYLILQAIFLYGLSFAFWRVVRQYIVKTSLDNIPGPPSPSFFQGNFRQLFTIYGWDFHKDIAAKYGGVVKVKALFGENQ

LYVFDPKALHHIVIKDQYIYEETSAFIQGNLLLFGKALMSTLGDYHRRQRKMFNPVFSVANIREMVPVFYSVTHRLRDSI

AKKVSNGPQEIDMVSWMGRTTLELIGQSGFGYSFDTLAENVTPNPYSAAMKSLGSAAMKMVFVQEYLYYVTKIGSPQFRR

FIIDVLPWKAIHDARDIVDTMHKTSLEIFESKKKALLDGNDVVARQIGQGKDIMSMLMRANMDASEEDKLDEDELIAQIT

ALTFAAVDTTSSALSRSLHLLAQHPEIQEKLRREITEARAENGDLPYDELISLPFLEAIVRETLRLYPPVSFLTRTCARV

LTLFFHCRQVFLTVSLYRTRQDIILPLSKPLRGLNGKEIYEILVPNNTNLFISIIEANRNPDIWGPDALEWIPERWLSPL

PSSVSDAHVPGIYSHLMTFLGGGRACIGFKVSQIEIKVVLSLLIESFRFAPSKKEIFWQMTTVATPTVVGEGIKIQLPLH

VSRV*

>estExt_GeneWisePlus_worm.C_10798|Lacbi1

MDRLASAKIPASTANPSLYSFAVPSVAYGKSATWFYTTIAIVIALLVLEQSVYRFKKRHLPSDKWTIPLIGKFADSMSPS

MESYKKQWNSGALSAVSVFNIFIVMASSNEYARKILNSPSFAEPALVHAGKQILSPENWVFLTGKDHVQYRRGLNALFTR

KALGIYVAIQESITRKHLKNWLAEAAKTGAAQPIMMTARAMNMDTSLRVFCGNHIPEHAAREINEKYWAITQALELVNFP

LALPGTKVYKAIQARKVAMRWLELAAHNSKIAMANGAEPECMLDEWVQVLADPTYNYRKEFSDLEMAMVVFSFLFASQDA

MSSGLIYGFQHLADHPEVMAKVKEEQERVRQGDYERALSLETLAQMPYLQAVVKESMRVQPPVLMVPYKATKAFPITDDY

TVPANSMVIPSFYNSLHDSSVYPDPESFNPERWLDPQGLANSNPKNYLVFGSGPHRCIGLEYATMNMTLVLATACAMMDW

EHEVTPLSNTVEIIATCFPKDGCKLKLTPRIHS*

>fgenesh3_pg.C_scaffold_1001025|Lacbi1

MPLSSIPATTLTVLALGLLTFLIKQFVFPLYKRCAAIGHIAGPPCDNIWTGEEAWPQSSTLAHLHTGNWHQLFHKNAWQF

KKSIQETYGGVLKINALFGADRPSYETNAYHLLRSRLSFGYGLVGTTGAKHLKQRRLMAPYFASKYLRTLLPVFYPFAYE

LCDDIEKKIKKYDGVINMHRMMSIAALEYVGTGLGYRFDGLNESKPNEYNDAAKALNPLTFKLSTYRAFLPYWVQLGPAW

FRKRLVDWVPWPDLHRVKAVIYRMDDIAQDILQTRKQAFADGESYGRDILSAIMRYNDEAEDDEKIDKDEIISHITTTLF

AGHETTAGVLSRIIHQLSLHHDAQERLREEVTKAREAKGDLEFEDLLELPYLDAICKETLRVYPPVDQLYRTSVKPTVIP

ILYPIQSTDGKELREIAIEPGTDTIVSIVGYNRNKSVWGADAEEWIPERWLEPLRTSVLQAKLPAVFSHMMTFTLGERAC

IGYKFAEMEMKLILSVLLSRFRFSIDPKNEIFWNMGGSITPIVKDSGQIEPTLPIRVSVLPKATA*

>eu2.Lbscf0001g03530|Lacbi1

MQVATPLIVLSIALKASLLAVVLAAASWFIHQFFILPLFDPLRHLPGPSASALQNHFSQVMNPSQSPDTHERWTKSFGKT

FKFHGFGRHDLRLMSFDFRAVTHVLNSPAFEKPWQTRRLLARLIGRGIFSMEGSEHKLQRKIIGPAFTSLSIRNMTPVFV

QKAQELCERWDSILSDEVSAPTLDTEVSNQRVEGVIDVAHWFSRASFDVIGLAGFNYHFHALEDESEEIYLAYRRMFKIC

DKGLNLRGLLDLYLPQLRRVWPTRDTTAIDQSLRQIDKFGKKLIAKKKNSLTTEQKEVKEKDLLSILIKSNLSSDPLKRL

SDVELLDQCSTFLLAGSDSVSVALSWCLHFLALHPSVQTRLREEISSGLSSYGLSHVSLNGDNSDCSADSGFAEEYIRPI

PEGNNSHKAYSAAVERLPFLNSVIREALRLCPPVHGTIRVATMDDHIPISHPITLPDGTQETQYIKIRKGSYVHIPIEGL

NYCSDIWGDDARVFNPDRWSNLPPNARSPKYPGIGNMMTFGFGPHSCLGYKFTIAEMKIFLTTILPRFEFSPVDDVRISK

CNSILTRPYITDKWELGTQLPLRVKKLRAV*

>eu2.Lbscf0002g02580|Lacbi1

MSNSRQTFARIKSIRNDDLPAIPPPISMLDLYWTIAASAAGAFLLTLTVQSVRRLFFHPLSKYPGPPLAAMTLWYKAYFD

IVMDGGWAEHLEYLHEVYGSSILRVAPNELHFSDPRAYNEIYGMGTRHVKQPALYACFSTDLSVFAMSDHHEATQRRTLI

GPFFSRRSILNLENAVQSKIELLISRLLEYQHTKESADLSLAFRSTTLEIITSYCFGRSSNALDSRHFQNGILTAMDQTL

PMIWVFKHFPIIKYVLLRVPESWASILKPSTTGILEQKRQMGVQIDDILRDPSSLKHADHETIYHHFLTPQPENQRMPPI

EREWLLDEGLYLRFAGSDTVGNTCTVATYHILSNKHVQDRLAQEVKDAWPEKDAPASYETLEKLPYLTAVIKESLRMAHG

VVTPLARIVGPTDVEIAGAVIPAGTVVSQGATMVHRNPEIFPEPTVFDPERWLQEDSPDLDKYLVAFSKGPRSCLGINLA

WCELYLIIGTVFRKLDLTPDNATIDSISFREYFVTVHRGRHFHAFVKPTVD*

>e_gwh1.5.167.1|Lacbi1

MHTLFHNALLAVAFLLVYLVYKLVIAPHFDPLRSIAGPKVRHWFANNLHAVLEYAQPTLLVLLTVIHLVAPQFLPKCIKF

ISSVTVDPFAYEALVQYAHSTLSLDHLLTPKQWDERLLTLDPLSVAHVLKNSTIYEKPWQSRKLITSLIGCGMLGAEGQV

HKRHRRVATPAFSIQNLRALVPLVFQKGTQLKDRWMEMAIQAEESSQNSEIKVDVCHWINRATFDVIGLAGFDYNFNAIQ

DESNELFRAYKDMFEVAISQGRLLRTIISIYAPFMNQIFVINRCQEAITRVAGHLIQEKKRKIEEGVKSGIEYAGKDLLS

LLIKANMAKDLPPDHRISDEDMLNNINTFMFAGSDTSSLTLTWTLLLLAQHPAAQDRLRAELLNIAPISNFSDLTEEEVQ

SVYAKVSDSPYLDNVIRESIRVIPALHSSIRVATQDDEIPTMYPVHSHDGNVIEDRRTVSISKGSFVHVAVEGFNLDQEF

WGEDAWEFNPDRWDNLPEGALGLPGLYNHTLTFSAGPRSCIGMRFSMIEMKTFLYILLTQFVFKPSSEKIIKANVYV*

>eu2.Lbscf0001g03860|Lacbi1

MFLYLSLKFFLLSLGFLIVFVSRYIFHLLLTRRVLSRIPGPPPSSLLWGEEWNLYQSAPGSPYIEWHKRYGKVVKFSGAL

WHPVVSITDFKAISFILGEGIYSLPKPRGVRAWFRATLGEGILWVEGKLAHEHQRRILAPALNQQAVRGLTPVFFETSAK

LAMQWTKLFDASSVDEMEIDITNWAGRFALDTIGRAAFSYDFDCLSGAPHPLEEALNGLTNCEHKSSSFYMRALFWLFPP

VLSMGKKGEMIQKTKYELGVIASRMWWDAKVAGDRDSKTVMAHMLRRDDSFPHSLLDEQHVVSQMRTIISAGYETVSAVV

AWILYELASDNQLQVALREEFSSLLDHSMDSVNSRCPLLDAVLKETLRLHPAILENHHETAHDICLPLSEPIPGMNELQL

FLPKGTLLVIPVNAIQSDPEIWGPDAKIFRPQRWLEMKQNGNRRGRELLAFSEGPRSCIGKSFAIAEIKALVVTLVRQFS

FTCPYEIEAFQSFVVRPRVKNQTASSLPLLVRRL*

>eu2.Lbscf0008g04060|Lacbi1

MAMYPEALQKAQAEIDAVVGINRLPDFNDRPYLQYVNAIIKETMRWQLVLPLGKRFFNVLLRLFNMAGFAHMATEDDEYD

GYFITKGTAVIGAAWSILHDPEVFEAPEEFRPERYLKDGQIDPGVRDPVVAASGFGRRMCPGRYLSDNSLYSIVSSVLAV

YNVNAPVDELGKPKQLEANYTSGFLSYPLPFNCTIEPRSKAAEFLIRGLSD*

>eu2.Lbscf0006g04410|Lacbi1

MSTILQLLASLSATLGAYGVYKFVTFYYDQWTSPLQLLPGPPSPSFIYGNMKEIWTAENSVLHEKWIEEYGPTMKYRSFV

GMGRLFTADVKALNHILMNSYTYQKPEATRYNLSQILGAGVLVVEEDKHKQQNPAFGAAQIRELTEIFIEKSTELRDIWD

AESTKQGGTGRIDVLSSHMTVTLALTKWTNRT*

>e_gww1.40.20.1|Lacbi1

MQEREARLLGARLIPCVVGKWPGNIDVLLNMIRAFKSSYVLDVYLQLFEEYQCTTINTRILWSDAIISMDQEHAKFVLAT

GFQRFWRGPAQKERMETLLGEGIFNRDDDVWKTHRATARPFFARERILDFEIFEQYCSRTLSIISSLSSGDQPCEVQDLY

ARFTLDAASEFLFGKNLNTLSASLPDAWGSFAQAFEMAQQNVTNRGRIGYLWPLFEFFSDKNERHRRADSAGVMSPIAEK

TFLQHLADTTNDSVAIRDQLLSMLLASRDTTAGVLTYLTYFMAIHPDVTAKLRAEVLDHCGSTKSGTFENFRNMKYMRAV

INETLRLFPPVPLNVRETRSSPCVFPPSDPSYPQPDSRPLYMPAKTPIVYLPLLTQRNPALWGDDADAFDPERWIQPERI

TKFTANPAMFSPFSAGPRICLGQNYAYNQMSYFLVRLLQKFDRFTLAQEFQPEGSLPPIEWKDRSGRQRFEKVWPSAALT

LYIKGGMWVRFHKATSP*

>eu2.Lbscf0026g00130|Lacbi1

MLESIFKGIYVFVGLWAFYRVLRRLVVKTALDNIPGPPSPSFFKGNFPQLFNVDGWDFHHDIATKYGGVVKATRRQHSLC

LIKENQLYVFDPKAMHHIVVKVSQTSHSTFFCAKIHVCFKQDQHSYGKESSIFVFNRLLFGNGLLANKGERCERFSGYTN

SFSDVGERHRRQRKMLNPVFSIAHMREMVPIFYNVTHNLRASIALKVEDGPQEIDLVSWMARTALELIGQSGLGYSFDSL

AEDAAPHPYSDSVKKLVPTIIRVAFFRAYLLVPALKIGTPKFRRFVLDLLPWKNLHDVRDIVDVMYNTSVEIFESKKKAL

MDGDEALAAQIGRGKDIMSILMRANLQATDEDRLDESELIGQMSCVSTFTKNPAACSGSNFLFPRTLIFAAMDTTSNALA

RTLFLLAQNQDVQEKLRREVTEARVKYGDLAYDELVALPYLDAVCRETLRLYPPLSYLLRTTCADTVMPLSNPIKGLDGR

EINEIPLPKNTNIIISALASNRDPEIWGSDSLEWIPERWVSASPFSVASAPIPGVYSNLMTFGGGGRACIGFKFSQLEMK

VVLSVLIESFKFSHSDKEIFWQMNSIATPIVIGGNGKNELPLRVSKV*

>e_gww1.38.76.1|Lacbi1

MSGFALQCLALLMASAATYLVFMTVYWLFFHPLSKVPGPKLAAISGLYMAYYDIVMLGGMVDQLEVLHEKYGRVFDQIYR

SRFTKEAWFYDAFLASESSFACIDPRKAKIQKDIMRPLFSRKAILKLENVIQRGVIVTTYCFAKSFEAIDYPNFQHPMLL

SLDSSGFMIFLMQHFPFVIPFILGIPHWLARRISPDSLEMQFFLKTLESQIDKILANPTTLESEEHPTIYHHFLATDAQV

KVSKKALQDESAVLLAAGTDTVGNACMIGTVHLLSNRALKDELVSELRAAWPDLDSPLSLEKLEKLPYLTAVIKESLRLS

HGVVSPAPRVVPFNTMIAGVFVPAGTVVAMGATFMHYNPKVFTNPKRFDPDRWLQPNITELEENFVPFSKGPRSCLGINL

AWAELYLMFSNIFRKTDMELFNTTYDISH*

>eu2.Lbscf0008g02830|Lacbi1

MLSSILKAIVLLSLFWICWRIVCQRLFKTALDNIPGPPSPSFLKGNFPQLFNINGWDFHKDIASKYGGVIKVKALFGENQ

LYVFDPKALHHVLIKDQYIYEETSAFIEGNRMMLGNGLPATLGDHHRRQRKMLNPVFSNSNLREMIPTLYSVAHKLRTSI

SQQVTDGPQEIDLLSWTSRTALEMVGQCGFGYSFDSLATDATPHPYSVSVKELMPAILRVLFVRSYLLAPAVKIGSPRFR

RFMVNLLPWKNLHDLRDIVDTMYKTSVEIFESKKRAMMGGDDAVATQIGREKDLLSTLMRANMDASNEDKLDESELIGQV

SAFTFAAMDTTSNALCRILHLLAQYQDVQDKLRHEVTEAYAKHGNLDHDELVALPYLDAICKETLRLYPPVSFLFRTTRA

NVVMPLSNPIQGLDGKEINEILIPKNTNVIMSIIEANRNAEIWGPDCLVWIPERWLSLLPSSVTNARVPGIYAHTLTFLG

GGRACIGFKFSQLELSSSLNHQCPRPTLLLR*

>eu2.Lbscf0012g01960|Lacbi1

MPYCLGLHSAARTFLSAGFATHFTVAVIIFLFIVFITSSLEGDEVDAPVSLPGNPLLAIFPFFRKRYDFIKWGFHATGQN

TFQFQLLRNKVIVVSGESARQAVFNAKGLDLTEGFKILSGAIPMVRGVTSDLQTKRIQLIHKRLANVQRSASLSALIPRL

LEDSRKQMESWGPAGTFDPFDKVYELIFQLTMRSLSSSEISDDPATVARLKKLYDLLDVGTTPATVLIPWFPTPAMIKKL

WATKEIYDIVSQAINARQQNGIRQDDTLQMLLDSGDEKLVIVGFIMGLLIAGARATGTTACWLITYLGGHPEWRAKAASE

IEFLLASTPYSSDISQPLSSRLSTIPLDAWESSTPVLDAIIRETTRIAQPHTAMRRNIGPEIYINNKIIPTGAYVIYPFS

DVHLDPEIYPDPWKFDPGRRAPEKTPFSYVGWGGGKTMCLGTRLAKLELKLVTAMFILGFQHSVVDKSGAPLNPLPTPNW

NDILFARPQQGSFTKYERSSLPL*

>e_gwh1.11.117.1|Lacbi1

IPRRASEPPVVFHWLPIIGSAISYGNDPLNFFFKCQKKYGDVFTFILFGRRVTVALGPRGNNFILGGKSTVLNAEDAYTH

LTTPIFGKDVVYDVPNEVFMEQKKFVKVGLSTDNLRAYVGMIEEEVEEFMRNDAAFKVFQQNDINEWGTFDVVNVMQEIT

ILTASRTLQGKEVRENLDKEFAHLYNDLDGGFTPLNFLFPNLPLASYRRRDRAHTKMSAFYVDIIKRRRAGHDDHEHDMI

AALMQQAYRSGKLLKDHEIAHIMIALLMAGQHTSSASGSWTLLHLAANPQVADALYQEQVQHFSTPDGKLRSMTYEELRS

LPIMDTVIRETLRLHPPIHSIMRHVRDDVAVPATISAPSKDGIYIVPKGHYVLACPAVSQTDPRVWKDANEWNPSRWSDP

EGVAAQAFDTYADVNGEKIDYGFGAVSKGTESPYQPFGAGKHRCIGEQFAYLQLGTIIATVIRNMELRIEKVPEHNYHVG

LSFANQLSPCH*

>eu2.Lbscf0033g00950|Lacbi1

MSTQAHPLSEVPILGSSQSAVILALAISVVITLAIRLSPSSSKGGVYDLGGIPILAAWPFFTKRYDFLRNHFASGKRYFQ

FHVLQHRVVAISGEEARKMFFNEKGLGLDEGYRILMGGAPNIDDISVQPKEGRVKDAELVKRMAVLFRKDRVVEGTDRTD

RRMMRLTFLHPVLPVLFDDVHRRMNDWGNEGTINPFKELYDLVFQMTVRMGACRELADDKDAIERLTQHYWNIEKNATPT

VLLLPWLPSPAKKTQEKATRELFTMLYNYVYLRRNAPTPSTDPIDLLVAYGDSNEAIVSVVMSIIFAGVINTGAGSCWIL

LHLASHPQWKDKVINELKALVANHTNGTSKEPLHKQLAAIPLHAWEEELPALELVIRETVRLTMSMTSLRRNLGKDIPLA

DTIIKKGDFLAYCNGDAHMNPNIYTDPEKFDPERYSEGREEDRKETFAYLAWGVGRHPCVGVRIAKMEMKLLTALILLGY

EYELVDGAGNRLEKVPLQDRNDIQQARPLSPCYLKFKRVME*

>eu2.Lbscf0012g03280|Lacbi1

MRFALLGQAVDVNAWTLFVAGLTIYVSSKVVVYLRAISSVGHLPGFRIPFYPLGLPGAVIPTLSWNPGLAATWLWRHTLY

QRFQNENFSIVPFLAGPPAIYTSNLDVARQVAIGGHKTPFVKPEEASQALLLWGMNLVAADGQVWRKHRRVMGPAFSNEL

YELVWDQTRETYNEMITSEGWADKETVDIPVVQDYTFKLALLIIGRCGFGFSFNWSAPARAPDGSMSIQEALRVVGDTHM

IAILLPKWVQKLPFKRLREARQAHEQLMDFMQNQVAERKAETRAGITEGKKDVFTMLVKANEEEAGKFQLDDGELVSSLS

TYPEFTYGSTKIGNVFIMLFAGHETTAHALAATLGFLAVYDDIQEEVFQQIISVVGSERDPVFDDYAKLDKVLSAFYEAL

RLFPAGFVLIREATEDTTIQIPNPVGQEGTTPIPVAKGTQVIVDMIGVQYNPRYFDEPGKYKPSRWYGVSNESEVFSAFS

VGPRACIGRKFATTEAVCFLTLLLRDWRIEPILNEGETKEAWMKRVLDAKIVITLGVADVPVRFVRRRG*

>estExt_fgenesh2_pg.C_50114|Lacbi1

MFPLVRRKIIALPPSLQKRSYVVATSLGAAASIPRRLDASLGHANRARYNMQIMAASEARRLAECLVIAAQMKENHLKPD

ISTYNALMSAVSRDGNWLQAWAILDDMFLAQRQRSSAYMWNVLDKMDQTGVPPNAATCTHIIRRFVNDENLEMALQYLFT

MQSHGLVPELTAAEHVITLAAQCNQPRLAIDLVNWFENISPQRVGPSVWMACLTSSAECMYVQGVSECWKVVHHMNVLPD

EGLCVSILHTAARRGRPNLATDVLRTLKVQEIPWKEHHFASLVEAFTRNKQIKEAFLALGMMRSHEVNPIDSTSATILDA

VKINAESVDIACLIIDEIYEEKKSVDLAALKVLIQAAVHLGDLQRALGTYRSLPDYNAVPDISIFNTLLDGCIKTQHRQV

ADSLLVDLKEANLKPNQNTYEKIIYLCLAPETYEDAFFYLEEMKAAGHLPPWKVYKALAEKCRLNNDARFDIIIEEMKEF

GYDIGFWQIPEGRGPEVH*

>eu2.Lbscf0004g05250|Lacbi1

MVEPFAAVLNSFRPGRATVAASPSSLARAFNGYTNHTRPSLVVNFFTPSPRSVKGKEKAANSFDGSYPGSVLQCQQWSFC

VSRHSVNCPARHQLRMLDELSSTRAPRRKTNRLPNLRRKPFPKCFITDIGGQRRHTSQDSQASQSDTETPTPAEIPTEAA

KEEAMIRLRWYAHKESDHFPDLEDAWNAYTIASNRDTLSCMKADDLYAFLEKLITSVERLAKGGLSSDEMDDWAYRIRTI

LDLPTLEVESISHRCLVVRSLALGGDVEEATSIIKMDPELRDKLIGYEAIISSISRYSDPLRLFKFLSESWSVIGPPLTW

APKPTDRSQRADITRSLYETVVKALCAVDQPALLLVESKTWEKFHRQHIVNFVIKVLCKSQPETALIVLNEAQRQGINTP

ATVQLHLVRQLALKDIFDPAIKLFDLFPYDPSNSFYLMVGLQLYSRLGDVASAERYFQELQDGHRVAAFHQALLLHSYAK

AQKHEDLRAAFDRIFPYGPEGKRLNGPTQFHYAAAVEGCSKDDDTDGILEWLEDMEVAGLKPTLSIYAKLLSCFVGRGDV

VSAANVLEQMRDDGVMPDARCYTIVISLMARRQDHKWAEALYHRAISEGVVPDAIMMTSVMNAYVEAGEWQGVIDFFGRL

TKNRQRRPGFTIDIFNTLLKAYVLIGAPFGLVAKLFLKLEGQESIRANPHTYALLAQSACDAGDLDAASDIYHECSRMVE

EQGASEKLINVYILTIIMAGYLRKQDKEHAKAVYDEMIAKNLQPNAVTFGTIIRAYATEQTRESIELAEQFVQNLNIGSS

EKKEWKIKSFGRRSWKDSIFLPLLAAYTKRGEVEDAERLYREIGDDTSPIAALTLLLDVYRRVSDTDAVLRVWSELYRLG

LEHVHTGDIFKFNDTHSPPGTQITRVLGRPLSILIDALSTAGRHREVLEAWKDYEQQGLHFDSLSWNGLGVAFIRAGDLE

RAFGVIEDIIIPMRRQAEQLLVGLSRSDRTSLPLPDPSEPPLHIQAYRRRTVRIATARLLQYPEFEDDSINTKRYEQPLQ

DLQRIVPTFEIWRPHINLLRNMLLSVSTLESGRLVRPTTTTSPDYRPSDPEEGPQARQLLDRLFANYPNAIQLLLQFQMR

EQRRLGRNRYDRLYRWGSGST*

>eu2.Lbscf0033g01140|Lacbi1

MSLSSSGTISFVALAIGVLMVLASHLLSSQSKGGIHNLTGIPILAAWDFYTKRYDFLRKHFDSGKKYFQFHILQVFNMSV

FFPRTTQLTASILEHRVIALSGEDARKLFFSEQGLDLDDGYRLLQGGIPSLGDIDVKDGEVKLDTDFMKRLLLLLHKDRI

SNVLLDDINRKMKYWGKEGTIDPFQDVYGLAVQMTVRMATCEELAKNQEDIKHLMQHYQDIDESATPVNVLLPWFPSQAR

KAQGKATRALFTLLQKYVDLRRKAAVPSSDPIDTLIAHGDTDESIVGASMGIIFAGVINTGRNMCWVLLNLGANPEWKVK

VANELKALVANHTNTLSQEPFHKRLAAVPLNAWEEELPMLDLVIRETLRITMCFAVLRRNLGRGIPLAGSTINRGDFVTY

SLADVHMNPNIYTNPGKFDPGRFMKGKEEDKKAPFAYAAWGAGRHPCPGMRFAKLEIKFVLALFLVGYEFELVDGNGKFP

REFPTVDRNDLHQLSAVGETCYLKFKRLIE*

>e_gww1.33.31.1|Lacbi1

MTLATLLRPSKSKAGVHDLGGIPVLTAWTFFTKRYDFLRKHFNSGKKYFQFRVLQHRVIALSGEEARKMFFVEQGLSLGE

GYRILMGAAPYLEDINVKPEDGEIQDGDFTESWMVRICKSPGHKTNILYLVLPALFEDVNRRMKDWGNEGRINPFKEIYD

LVFQMTVRMATCQELAENKDDIERLTQHYWDLEKSATPVALLLPWFPSRAKKAQKNSTRALFTLLYKYVDLRRKAPVPSS

DPIDTLIAYGDNNEAIVGFIMGVIFAGVINTGAKSCWILLNLGANPEWKSKVTEELKTLVTNHTNTLSKEPLHKRLAAIP

LSAWEEELPALDLVIRETIRIAASGAALRRNLGKDILLADTTIKRGDFLTYSLSDVHLNANIYADPTKFDPGRFTKGKED

NQKETYTYLGWGVGRHPCAGMRIAKLEMKLILAMFLVGYEYELVDSRGNFPKELPLQDRNDIQQVRSAPMTFLRGLMGIS

TSRGRWATLVI*

>e_gwh1.49.7.1|Lacbi1

MSAKLVKCVRQALHVLEDSSPLQLKHIPTMGFESPILSYLDAFRYFTNSKTLVDETVAKFPNKIVKVPDFSKWKVVVSEA

NAIQELGSISEHVLSSLDAVSEFLQTFYTFGPGVKRSPYHIPIIRSQLTRALPKLVPEVHDEVVSAFNDLVVLPNDFEWK

TITALGTMTTVVCRATNRTIVGLPLCRNPDYLELTTQFAADVVTMSSILRLVPPFLRPIINRLFSKLPQRLQRGMKHLKP

IIDSRKEEQEKIGNGYEKPLDFLTWLMEAAQGEEQTLENLTRRIFVVNFAAIHTSSMSFVHALFYLAALPEYIGPLRAEV

EEVIEREGWTKEALDQMHKVDSFIKESQRKTSLVTLAMERIAREDYTFADGTRIPQGTTVGVNLAQAHHDPETYENPKQF

DGFRFAKMRLQQDSKKYDIVSTSPEFFTFGYGRHACPGRYFAACELKIMLAHTVLNYDVKMENEGVRPPDVWWASWCLPN

PKGKVMFRKRAT*

>gww1.21.64.1|Lacbi1

GLPHMLTQNGGYSGYFIPAGTLVVGNTWAILHDPETFPEPMRFNPDPILSHGPTMDPLSSAFGYGRRICPGRYVAEAQVW

LSVACMLSVFHIGPGVESTGSPIKTTPAFSSGLICHPLPFDFSITPRGDYVKTLLEE

>gwh1.47.22.1|Lacbi1

AGRDTTAATLTFIFYYISEHPTVLARLCSEVLAKVGVSRPPDYDDIREMKYLRAVINETLRLFPIVPFNVRESIDATTWP

STDPNEKPFYIPAGTKILYXVFMMHRRQDLWGPDGTPF

>e_gww1.22.4.1|Lacbi1

VTLALANPIPPSYLLNAIPSSATRVLVLEQVFRWTTKWTPLYLDVVSALQHRDSENPVAVYNGILGDTSQLQLPELLGLL

DQASSSPKSTRLQLGTVPALESSTSKLPHVPKHEAAYTKLLSHLFKERLEVSNSPELVASQGEIATTPEFALGRVRGELD

RRAELLASVQELLQEAELHPELHSLLTKWVLSKDDGTKSAKLGKDIVERLEASPSASPAAQRVLSLRQYLPSLSRWIIGS

DAWSYDLGASGLHHAIASGLNVNILIIDTLPYSSRNSSDPNRRKQDVGLYAMNHGDVFVASVAVFSSYTQVLQSIIEADR

FNGPSVVLAYLPYQSEDSPALEVLKETKLAVDAGYWPLYRWDPSKEAKGEEPFSLDSDAIKNDLKQFLDRQNHLSQLVRS

TPEIATEIVSNLGDTIRDARKKKAQASYNDLLTSLDAPPVLILYASDGGAAEKKAKRLANRAKARGLSTTITTLDSFTLE

TLAEEEHVVLITSTAGQGEPPQNGRTFFKSLNAAALRRDQILPKLQYTVFAMGDSHYWPRAEDAHYYNKPGKELDARLEK

LGAKRMADLGLGDDQDADGSETGYKVWEPLVWKALGVDSIEVTEAEPEAITNEHIKAASGFLRGTISEGLQDFTTGALAA

SDTQLTKFHGIYQQDDRDIRDERQAQGVEPAYSFMIRVRLPGGVCKPDQWLQMDQIADEHGSGTFKITTRQTFQFHGVIK

RHLKPAIQDINRVLLDTLAACGDVNRNVICSSIPTMSKLHEQVFEFCNEVSNHLIPRTSAYHEIWLDKVLVAGEALKDFE

PLYGEFYLPRKFKVAVAVPPTNDVDVFANDLGFIAIVDEDGELQGFNIAIGGGMGVTHGNKKTYPRIGSLLGFCTYEQGK

YVAEKIMLVQRDHGNRVDRKNARLKYTLDRLGLDGYKAEVEKLLGYTLPPPRPYSFNRNIDDFGWHTGQDGKHHFTMFIE

NGRVQDEPGREFKTGLREIAKVHKGAFRLTANQHLLVSDIASADLPLIKSLLSKYKLDNLSYTGLRLSSSACVAFPTCGL

AMAESERYLPLLIDKVEKLCEENGLRHDSIVMRMTGCPNGCARPYIAEVAFVGKAPGTYSMLLGGGYYGQRLNKIYRESV

TEPEILAILGPMIKRYALERREGEPFGDFTIRAGYIAPTTEGKLWYDRMGGEGEYREVSAAA*

>e_gwh1.2.289.1|Lacbi1

LKHIPTLGFDWPILYYLDTLRYFSNGKTYVDETVAKFPNQVIKIPDFLHWKVVLSGSDAIEELRSAPEDALSLSDAQDEF

LQTVYTLGPGFSEAPHHVSIVRSQLTRALPKFVPEVHDEIVSAFDELIISPNDHGWKSFTALKTMTEVVCRASNRVFVGL

PLCRNPEYLKLSIQFTTEILAMTTFLQLVPRLLRPVVNRFYSRLPGRFQQGVKHLKPIVDARREEQEKVGDGYEKPLDFL

SWLMDEAKDEEQTIESLTRRVLVVNFAAIHSSSNSFVHALFYLAALPKYMAPLRAEVEEVIKREGWSKEGLDQMHKVDSF

TKESQRMNPIGNLLMGRVARKDYTFADGTFVPKGTTVCVNCTPAHNDPEKYDNPDRFDGFRFAKMRLLQDGRKYDIVTTS

PEFGHRRHACPGRFFAACELKIMLAHTVLNYDVKMENEGVRPPDLWFASACIVPNRKAKVMFRRHAR*

>gwh1.39.36.1|Lacbi1

ELPALDLVIRETIRTTTSGAAIRRNLGKDILLADTTIKRGDFLTYSLADIHLNADIYTDPAKFDPGRFAKGKEEDQKETY

TYIGWGVGRHPCAGMRIAKLEMKLILAMFLVGYEYE

>e_gww1.34.11.1|Lacbi1

MDPSELSWKQWLFLTLTLYFIYKWFLKRHPLDHIPTIGYSSHLFSFFSAIRWIWAGKEIVLEGYAKYPDRAFKVPLLESW

LVIVNGPKLVDDMRRASEEYISFTRSISGFFQFDYTFGPQVSRDPYHIHILRSQLARNVEPCFEDIKEEMVLAFDKAVPL

PSQGEEWVTLPAYDTSLEIVSKISARFFVGLPLCENEEYRLLCVHATMEIVKSRILNFLPVFLRPLGGRIFTDIHGTVER

TKRLMAPLVEERLKQERLHGRDWPGKPNDLLSWLLDGHPRPEERTVHDLDVRTLLVTFASIHTTSQAFTHALYDLATKPE

YIQPMREEIEALIENQGWTKNTVTKMYKVDSFLRESQRFDGMAVVSLGRKVLKDFTLSDGTCIPAGSSLSANSWSVHHDE

AHYANAHVFDGFRFVREGGLKQPLMAIPTLDYMAFGHGRPTCPGRFFAVTELKSMLAHVILNYDVRLENGGPRPANMFIE

SSVVPDRNGRVMFRRRKAAAA*

>eu2.Lbscf0035g00270|Lacbi1

MLFSFANLLYLGAPAFLWYSYRSTLKKSSVRVYGPWYLPNFIRGVIAMIRLGQDEDGFLLSARRVYGPVVYLPWPLDQIF

VLEGQAIQNVYNSPASTLSFVPIRISMQGAVFGSPTNVIHHSALKDRIFPVHARGLTNVRLDAPIERFVQVVQQRISDLG

HRIDHCDGSFQMPLVSWVTQTMFEAATIALFGEEFNARMVATGSRDHFNAFDNCFPLLVSELIPDFLFPFVPPLRSGIRG

RDATAKLLADWVADGMPGLEEGVIKDTADIGLSAGFSFTEIGTLLNSDLWALQANAPYAAASFLLYILQSPLLPAIQKEI

DSLPRDGVSENPLITMKTLASMPLVTSCMHETLRLCTSSFSIRIVEESFMLSTPSSHDQYPQGYLIPGGSRIICATRAAH

LTDPIWGPEPAAWDGERFLDSKSDAETGGNKLSREVRGFGGGVSICEGRHLASAELKCLLALMLSNFDITPLFPTQGRGP

PLTAEATKIDIKGASKTGIAPSRALGRPGLGAFQFDDSDVIVNVARKATS*

>fgenesh3_pg.C_scaffold_3000416|Lacbi1

MVLHSLSILIVLTLFRFFAFLVTQWILGVNGVSSRPRFKNVTIWTKHSGVQYLYHPILGQLGRNGHPRACFDRGESFCGG

VVLFTGQGYHFRIPYHPGPLGSLRVGKANDVPSSKAWERYSEWAKSYGDTIRLLLSNQHFVILKSKNILLKYLKKGLTNY

PDRLYKLTG*

>estExt_GeneWisePlus_human.C_50172|Lacbi1

MAVNEDLQLPYTMDVHQLRNPYQASVLRTDVNRAISSYIPEILDESILAMDETFKVSKDSVIDIPVFETMTHLIARISNR

VIFGIGMCRNERFLHAVVRFAETTPLMAPFINWSPHILRPLVYFVLSNILGGKKAPLKYIIPFLNNYLEERESMDEKPNL

VAEFLIKGAPPQETVLGLAVRLLNLNFGSIHTSSIFITQTLFEIALLPPEDVESIRTEIQEALESEGGWTKGALLKFRKV

DSALREVGRFYGLMYFALGRVALVGCDLGDGTSVPPGCRVAIDMKAIHFNPDIYPNPEVCDLFRFSKLRAGESSDSKYGF

ATIDPNYLPFSAGRHACAGRFFAAMELKIMVAHILLRYDVSLPPGATSRPKNIIFNGAIVPDPKAHLILTPRR*

>eu2.Lbscf0023g00190|Lacbi1

MKYPSQYTNVMISIIGANRNPDIWGPDSLEWIPERWLSPLPSSVSDAHVPGIYSHLMMFMGGGRACVGFNFWRIELVGRP

SDVPTLSL*

>e_gww1.59.6.1|Lacbi1

NVPAVGCEGFLASYWSAFQFIRKANVILQEGYQKHKNGVFKIPLVDRWLVVVTGDQLLDNLRTAPESVLSMWDAMLDLLQ

LDHTLGRQFRENPYHDSIIRTTLTKNLATILPNIVDESIHAFPDMIANGQEVDGGWISIDAYDEFSALVCRVLHRVLVGN

PVCRNKSYLQLNIQFSAGVTTEATVINAFPRFLQPFIGNLYNKVSGRQTRVLEYLGPEIEERKLKIAELGSDYEGRPDDL

ISWLMDSAPSALERETSSIALRVLIANFMAHHSAFTTFTHAVYHLAAEPFYADDLREELLMHLSHPEHIENWTEKNLDQC

WKLDSFLKETLRMHGIGALALPRKSLIRYTFPNGVVVPPGTLVTACSTATHLDEEKYPEAHKFDGFRFEKLRVRAKTLEQ

GSKHKVTSASSSFLAFGGGKHICPGRFFGTSLLKCMMAHLITHYDIKMENEGVRPLDDWFGPVELPARQGKVLFRKRDG*

>gww1.2.294.1|Lacbi1

PILSYLDTLCYFSNGKTYVDETVAKLPNQVVKIPDSLHWKVVLSGSNAIEELCSAPEDALSFSDAQDEFFQTVYTLGPGF

SEAPHHVSVVRSQLTRAFPKHVXTALETMTKVVCRASNRVFVGLPLCRNSDYLKLSVQFTTELLAMTTFLRLVPPFLRPV

VNRLFPRLPGRFWQGVKHLKPIVDARREEQEKVGDGYEKPLDFLSWLVDEAKDEEQTIESLTRRVLVVNFAAIHSSSNSF

VHALFYLAALPKYIALLHAEVEEVIEREGWSKEGLDQMHKVDSFIKESQRMNPIGNHQFLMGRVARKDYTFADGTFIPKG

TTVCVNCTPAHNDPEKYDNPDQFDGFRFAKMRLLQDGSSRKYDIVTTSPEFLLFGRHACPGRFFAADELKMIMLAHIVLN

YDVKMENVGVQPPDLWFASACIPNRKAKVMFRR

>gww1.18.109.1|Lacbi1

MQKLDSFLKELQRLTGLSVGADILSLGFPNFTFSDGTFLPPGTGIAVAAHATHLDSDIYPDAGTFNAFHFLEGQTD>eu2.Lbscf0017g01710|Lacbi1

MFLIPRTRTLSILHLPTRSLILRTPQTRSVTSRSTKDEISRLKNPSRGGRNLSERYRALERALRGKEAFARGKEELVHHV

PIISISVQDENLRMENIETFHGFMVPQEPKPPADDECCMSGCAVCVYDLYEESLASYEDSITALRKSLGALGILQDTWPL

NIRPNVEKTTPESRKGVILNAFEEMERKLKEKKEKEDGKNVNFLCAFKGASVRPPPSR*

>eu2.Lbscf0049g00440|Lacbi1

MTKVVCRATNRTIVGLPLCRNPDYLELTTQFAADVVTMSSILRLVPPFLRPIINHLFTKLPQRLQRGMKHLKPIIDSRRE

EQEKIGNGYEKPLDFLSWLMEAAQGEEQTIENLTRRVLVVNFAAITRLRWEFQPFVHALFYLAALPEYIGPLRAEVEEVI

EREGWSKEALDQMHKVDSFIKESQRKTSLGTLVMVRIAKEDYTFADGTHIPQGTTVGVNLAQAHHDPETYENPKEFDGFR

FAKMRLQQDSKKYDIVSTSPEFFTFGYERHACPGRYFAACELKIMLAHNYDVKTENEGPRRDARREGSVSIGERSSGQGV

EGNGSELPGGV*

>fgenesh3_pg.C_scaffold_47000109|Lacbi1

MRRFVVDLLPWKSLHDVRDIVDTIYNTSLNIFESKERALLDGDEAVARQVGEGKDILSNLMRANMDASEEDKLDESGLVA

QVVHDVKRYIPHAAFTSAAHINSKKSRHEITETRTKTGSLAYDELVALPYLDTVCRETLRLYPPVSYLSRRTRENIIMPL

SKPLRGLDGEDVHEILVPNNTNIIISTIAANRNTEVWGSDSLQWIPERWLAPLPSSVTNAHVPGDVIFGWKSSLHRLQIS

QLEMKVVLSLLIKSFCFAPSNKEIYWQMTTIGTPTIVGEDGM*

>eu2.Lbscf0006g02610|Lacbi1

MISILCIALVALIVSLFLRYFTAFFSSTVHAHRSVASIRAFLHSPNKGIEELLTERAKANERLVEGMGLSNTFVSPDRTV

HKAFTMQARELIKTPQARWTDFRHLTTQAIHAELANSESHGTLFDRFVQSVTLRVVLVGIMGVQTAVDSLDRESIVVVVE

GITKLWSLSKKPSPASRKLLVDVKHHLRRLVLDEDTFPNPLNFVVPAWETLWRVVATAIAYTHDNPRLEKLFLEVYVNPK

EEVFRAEGKDGVSVKGVVDETMRLHPPSRHISRVRPRLGWSWVPGALLNVMEKLWPGTQFQRGYADVEEIQRSSVWGEDA

HVFDPARHSTGRLWEGQAETMSFSFGYGPLRCIAASWAPMAVAVISASIFDCLEGGEYAVVPGPNIGAREGWRGWRIESS

SCGRSRSKKSENTSKTPGKPSA*

>eu2.Lbscf0002g03320|Lacbi1

MSVNRLSSFLGRRPSASTTGVANGTATETSPTNGASGDPKILKDFREQIKRGVPFSLETSSLAAILDLIRHKDAIDDRKL

LLEHALTFVSRLEEGDLSRKLKNGIIELLYNDLTHPAATSISNKYAWRTADGSYNNIDVPDMGKAGTPYSRSVQQSNPLP

KNQLPDPGLVFDTLLKREGFVKHPGGLSSLMFSFAALVIHSVFRTSHRDININETSSYVDLAPLYGNNVEDQNRIRVRDG

RGRLHPDVFAEDRLLLLPPQVCVLLVLFSRNHNYIVERLLEINERGTYVDPDQLSPDDPAQKAQLLAQEEELFQTGRLIN

CGWFGSVVFSDYFSCILGLVRDGNNWSLSPFGEIRKDDHSLFERGKGNVCSVEFNCLYRWHATTSLEDEAWVHKAFSQIF

GGKPIDQITPEDFRNAAKRLEQVQPDVTHWTFGGLQRQENGRFKDSDLADVLKNATEHSAGAFRARGTPAAMRLNEVMGI

EQNRRWGVCSLNDFRKYLGLKPYATFLEWNSDPEIADSAEKLYGDINFLELYVGLQAEEAKPLVEGAGLCPGYTISRAIL

SDAIALTRGDRYFTHDFTPFNLTAWGFADCQRDPNAFGFGSTLGRLFLRTLPNDYTENSVYTFFPLMTPESMKTNLTKLN

LLDKYDLSRPQTRTPLKIVSDHTEVVKLLKDKESTSKPYAARVARVIKGKGFFPAEGGKEQEAVTTALSGSPELVDDIGK

YFYETTKKLIVDNSFTLVGGKVAGVDLVKHVLRVVPVLWVATDLAGIELKTKSHPHGPYTPSELFDVLGEIYAFVFLDVE

LAKVMVLQESIKSHVKKLLRLIKGGLDGGAGNRLSIAGIVETVSSLFSKPKKSDHSVLMKRLHELGQSHDQLANTVLALM

VGASVELSLSLTNMVNLYLGSDKQAQITALAKNPDSSLKGYVYEALRIDPPFEGVYRISTKDQTIAGQTVNKNDRIFVDI

GTANLNEKVFPHPVAVDISRSTKEALFAEGVFEYLGEHLTVKVMGEVLRAVFDLNNVSRAPGQSGVLKRFKVHTRPECRY

GYLNHSQIAYEWPTSMAIQYSK*

>fgenesh3_pg.C_scaffold_70000049|Lacbi1

MENKFNLPFRGEYKTFWPRDFMKLITISGRSSVQNISSSSCELLLTWVIQTKDPYAILWKMDAPIGNYNKIGCVALSPSR

SEIAVTNLVSGIDFYSLKERKHMGTTYYDFLGKSKSNRIANIAYMREDFVVAGLLRTDKVKIRSSLRLAFGVVRSEPIIF

YADGEGENLYYVVLSVHFKRHLTNKDDVKEAETRHGDVPTTPPQAMVNKDPSRIVHNQQSKLSHALPNDQSAQIPTSAVQ

QVPPMASNQAVPMMVPDEVPPIMALNQMPSIASSQVLPTEVPLTTSNQEPLVVPNQVDDRSLMAPTEVSTSSSGHVNAAS

APNQEPITLSNHSFGASTHASANSSDQVRFNVSDVSLNVSDQVLRNASDQVLRNASVPPIANASIPPNAFIPPNASVTPN

VSVIPNASASATTTLPPTTASTNMSDLKVTQAPSVTSNQVSSSTSTTDKEDSSPTARSGQLNSENDLLSSENDSHHGQHF

STARRVSRALKAILSAALVAWIIAAGYPYISSKSLSNLKQALDPFLPLLSQPTAVAYDSETAQFLKPKVALATQPTVIAH

DHDPEKVGLLEPTTRLTPERYMEEFQLRAAGITQATACTHVPSPTESPAVSIVVCTVTETVTVTAIQSVTITTDLNRPTV

LPGPAPPPKLTSPETANSGSSTNYMFYCSILLCLFSLRLQILRFLPHINKFYHLLRYAYRLLHYVFCLFAELTRPAEYNE

TSPEKALKSDVMIVEPEGDLELEGDLEQKADEELDLVNIKSEDVDSKY*

>eu2.Lbscf0083g00440|Lacbi1

MSQTTEMNSITLTNIGQIPGAGGAPAVVSFSPDGRLIAIGEESGLITIRTSEKQFQVLRRYDAGSKVQSIGWHPSIPFWF

VAGCISGNVYAIHIRPNTADVLLREIQGFIQSLCINDDGTQMALGFSDEQSTCVALIDDPFAELQKPLRIAKAKNFPPVS

KVPHQLLFLDKDSLLICYSGKSRFVVIQTKDPYAILWKMDAPIGNYNKIGCVALSPSRSEIAVTNLVSGIDFYSLKERKH

MGTTYYDFLGKSKSNRIANIAYMREDFVVAGCVDGKVIFVENRPSAGQPAGGWEARSAHNYRLLRTDKVKIRSSLRLAFG

VVRSEPIIFYADGEGENLYYVVLSVHFKRHLTNKDDVKEAETRHGDVPTTPPQAMVNKDPSRIVHNQQSKLSHALPNDQS

AQIPTSAVQQVPPMASNQAVPMMVPDEVPPIMALNQMPSIASSQVLPTEVPLTTSNQEPLVVPNQVDDRSLMAPTEVSTS

SSGHVNAASAPNQEPITLSNHSFGASTHASANSSDQVRFNVSDVSLNVSDQVLRNASDQVLRNASVPPIANASIPPNAFI

PPNASVTPNVSVIPNASASATTTLPPTTASTNMSDLKVTQAPSVTSNQVSSSTSTTDKEDSSPTARSGQLNSENDLLSSE

NDSHHGQHFSTARRVSRALKAILSAALVAWIIAAGYPYISSKSLSNLKQALDPFLPLLSQPTAVAYDSETAQFLKPKVAL

ATQPTVIAHDHDPEKVGLLEPTTRLTPERYMEEFQLRAAGITQATACTHVPSPTESPAVSIVVCTVTETVTVTAIQSVTI

TTDLNRPTVLPGPAPPPKLTSPETANSGSSTNYMFYCSILLCLFSLRLQILRFLPHINKFYHLLRYAYRLLHYVFCLFAE

LTRPAEYNETSPEKALKSDVMIVEPEGDLELEGDLEQKADEELDLVNIKSEDVDSKY*

>eu2.Lbscf0008g04050|Lacbi1

MYDILASGFPTTAVSVVMETLQFHPYLTVAGLLLGIWGLKHIGVKKPNPNRLPRPPGPKGLPILGAMLEVPSMSDKPWLA

YDKMFKKYGDMVYFEVLGQPFLVLGSLKRINDIVDKRSSNYSGRLIMPMLSLMGWGYAIPHMPYGTMWRRHRRERNSSLT

PSASHDTAKFYASHPSTFASTIMSVTYGLPVSESDDPYITLAEEALQGAVEAGIPGTFLVDLLPFLKYVPSWFPGAGFKR

KAAHYAAIHAKVANQPFKIV*

>eu2.Lbscf0023g01970|Lacbi1

MGYRRARDTSMWIHGVGSNVGVLRGDKFIRKCKNLAYHLRSHRFSLHRTQSLYPEAIVRETHRLYPPRGFHEISVPNNTN

LFTSIIEANRNPDIWGPDALEWIPEQWLSPLPSSVSDAHVPGIYSHL*

>eu2.Lbscf0004g04680|Lacbi1

MLDTEEYHARKAQIAALKAQLDQWEERIDQKKQNYEAFMQQLEDKVRQGDEAKRMLEAVKQQEQGMIIVPPATQSSPFSN

FQASAPQFVNVPSSSRIEEVSQYEYASSNPHAPTQGYQHEPAWTQATTSRSGASSVTQSSQRNQAANQSHFLHPDQWSTQ

STVHLGHPQYHGHGENNKQPHRQRIHQTQPHQLANPFPLSQGVHGVQVSPQEIHSRAQAQPKALSQAALSLQFHASAIGN

TSSAAYRPAHVRHNESSSLAGALGERKGIAPATRVASTASTRQSIRTVVPSNPAPEGSVIHKLPPPANTNHRVAPLPSTI

NTALQSGSEPTSQQVVDREGSRGMTISIQQDALPPSTLFAPKTGATPTSASESARAYFAPLHSNQRSLLERDIHNCQVEL

HPGTFRILSMSPYLRIFKDALSATSIVFPGHDKLPYSLSVNDFISLLRGNSPLQTPQKLSPHQWPMSLPERKQIFTPATN

PPSIPVTPNNLAPGNKESVVPVAPSSSEVSVTPHTSRPLPSGGSLRSPAHADKRTLARDVMFALGKRGRESSSLLSLGVD

REVKRHATEQKVQGATVVALPTSQAGRVDGLTSSPSSTTLRPRGSENIEVINNPQALLPPNKLWEGTEVNEATVSLKTPI

AVIPTGTTQPISENDSTSTAQAVQPSIPLIAAAQTQDLVDHSSTSTRTLLVAGPSISSARKVLVDIPLTQQKSMAEPSTV

TPSASTVGDLSIASTLPARKPLVDLPSPARNAFSDHGVELSSSPPPKKDDPLFLPSPSSSPTPGYANVANDDDALPIVLS

GDAHESTVDTTESTTIDNKKQIDTKDKQRKQPFYILIPPAPEYLIRFRAKQAKKERQATRASQTYRTNRDRTQTQSLAPS

TPGEDFDFTFDSQGRTTHDEEEREAMHLACSRVQEAPCKWGGCDVVMNSVEGLVIHVKSHFPDSNHTKPKPYTCLWRNCG

RRCRVEENHVEMHHALSFLKCAYEGCEDAFRSSAKLLKHIQAEHKNDKPRPPRWPTAPILEGPLPPAPPVLPSYMVLSRK

VQQASIPDDRHARLGPWVLRNIAGVETQRPNKQKAARSTRRRIRDGVLDQEVIKTYEYLTRRSTRYSSSLSEPVDMPLEK

LDSAAISEMLSEGLSLWDNEEEEESEEGTQVSTPPPVSIGLTEDIKAEGLDVTIEHLHNNAAEGTL*

>eu2.Lbscf0023g00120|Lacbi1

MHNPVFSIAHMREMVPIFYEVTHRLRDSISKKVGNGPQEIDVVPWMARTALELIGQSGFGHSFDTLAEDTAHSSYSAAIK

QLGPVLLRFAFIRSYFWWLANVGTPKMRRFVVNLLPWKSLHDVRDIVDTIYNTSLNIFESKNRALLDGDEAVARQVGEGK

DILLPLTRRYTGK*


