Additional File 3: 
1. BLAST query sequences used to mine the Eucalyptus grandis genome, separated by subfamily:
TPSa:
RVFRLYGHYITPDIFNRFKGDDGNFKKCLNDDVRGMLSFYEASHFGTTTEDILEEAMSFTQK
RHRITEAYLWSLGTYFEPQYSQARVITTMALILFTALDDMYDAYGTMEELELFTDAMDEWLPVVPDEI
TPSb:
RLFRQHGFNVSEDVFDVFMENCGKFDRDDIYGLISLYEASYLSTKLDKNLQRPFATQ
RDRIVENYFWTIGQIQEPQYGYVRQTMTKINALLTTIDDIYDIYGTLEELQLFTVAFENWDINRLDEL
TPSc:
RLLRQHGYQVSADVFKNFEKEGEFFCFVGQSNQAVTGMFNLYRASQLAFPREEILKNAKEFSYN
RSELLECYYLAAATIFESERSHERMVWAKSSVLVKAISSSFGESSDSRRSFSDQFHEYIANARRS
TPSe:
RLLLAHGYDVSYDPLKPFAEESGFSDTLEGYVKNTFSVLELFKAAQSYPHESALKKQCCWTKQ
RQKLAYCYFSGAATLFSPELSDARISWAKGGVLTTVVDDFFDVGGSKEELENLIHLVEKWDLNGVPEY
TPSf:
RMLRMHGRDVSPRSFCWFLNDQETRNHLERNIDSFLLVILSVYRATDLMFPGEHDLQEAREYTRN
REKTTYCYFATVTSLPYEYAIKFGKLAAKTAILITIADDFFDEKGSFNDLEGLTKAVLRWEGEELKSY
TPSg:
RLLRQEGHYVQEIIFKNILDKKGGFKDVVKNDVKGLTELFEASELRVEGEETLDGAREFTYS
RSQPLKWHTWSMKILQDPTLTEQRLDLTKPISLVYVIDDIFDVYGELEELTIFTRVVERWDHKGLKTL


2. Protein sequences used for alignments and phylogenies:
>AT1G31950
DIIVGEDDLETISIMFEVFKLYGHKMSCDAFDRFRGNDGRFKESLVRDFRGMLQLFEVAHLGTPCEVIMDEALSFTRNHLESLTSGNASTASPHLLKHIQNSLYIPRYCNIEVLVAREYISYYEQEEGHDEILLKFAKLNFNFCQFHYVQELKTLTKWWRDLDLASKLPYIRDRLVESHLVALGPYFEPHYSLGRIIVAKINMIMVVVDDTYDAYATLPQVKALTECLQSIEVSDLPDYLRIVLGSLFDVMGEIEREMRPLGRLYRVKQVVEKIKIITKAYQEIAKWARTGHVSTFDEYMKVGVLTAGMADYAAYCFIGMEDINEKEAFEWLNSNPLIIKHLTAMFRLANDVGTYETEINRGEVANGLNCYMKQYGVTKEEASRELRKMYVYRKKVVVEEFMHVPRQVLLRCLNIARIFDVFY
>AT1G33750
MLFTDEDDLETTAIMFEVFRLYGHKISCDVFDRFKGVDAKFKEHLVSDVRGMLQLYEAAHLATPFETILDEALSFTRYHLESLAGQQATAPHISRHILNALYKPRFLKMEIIAAREYIHFYQKEGHDETLLKFAKLNFNFCQLHYVRELKTLTKWWKDIDLPYKLPYIRDRLLETFIGVMAVYLEPHYSLGRIIATKVSQVIVVMDDTCDAYGTFSEVRSLIDSLERWDPGAIDKLPSCLRIVIQSIVETMEDIEREMKPRGRSSSVQDTVEEIKIMGRAYAEISKWARAGHVPTFDDYIELGLDSSGIRCFAMYSFISMEDCEENQTNAWFKSKPKMLRALSVIFRLTNDIAGFEEEMRRGEVVNGVNCYVKQHNVTKELAVREIKKMIRDNYKIMMEEFLSVSRPILVRCFNIVRLVNLYY
>AT1G48800
EMMDGENDLYTVSIIFWVFRTYGHNISSDIFNRFKGHNGKFKECLATDAKGILSLYEAAHMGTTTDYILDEALSFTLSYLESLAANGTCKPNLVRRIRNALGLLQNKNVEILVAKEYIRFYEQEEDCDKTILEFSMLNLKFLQLHYLQELKLLTKWYKEQDFESKLPPYYRDRIVELHLATLAYINPKYSRVRIILTMIYTIQIILDDTCDRYASLREVESLAATIERWDHHAMEGLPDYLKSVAKFIFHTFQEFEREVSSESGGSYSLKATIEDCKRMMRSNLQLAKWAVTGHLPSFDEYLDVAGVEIAVYFTVAGILLGMENINKKEAYEWLIFRDKLVRAMSTKARLVNDLFGYKDDMRRGYVTNSINCYKKQYGVTEEEAFRKLHQMVADGDKMMNEEFLNVPHQVLKAVLDTLRAINICY
>AT1G48820
EMMASEDDLRFKGDNGKFKECLAKDAKGILSLYEAAHMGTTTDYILDEALSFTLTYMESLAASGTCKINLSRRIRKALDQPQHKNMEIIVAMKYIQFYEEEEDCDKTLLKFAKLNFKFLQLHYLQELKILSKWYKDQDFKSKLPPYFRDRLVECHFASLTCFEPKYARARIFLSKIFTVQIFIDDTCDRYASLGEVESLADTIERWDPHAMDGLPDYLKSVVKFVFNTFQEFERKCKRSLRINLQVAKWVKAGHLPSFDEYLDVAGLELAISFTFAGILMGMEVCKPEAYEWLKSRDKLVRGVITKVRLLNDIFGYEDDMRRGYVTNSINCYKKQYGVTEEEAIRKLHQIVADGEKMMNEEFLNVPYQVPKVILDTLRAANVSY
>AT1G61120
PMSYLADQLHKDSLAFRMLRMHGRDVSPRSFCWFLNQETRNHLERNIDSFLLVILSVYRATDLMFPGEHDLQEAREYTRNLLEKRRSIKEMIMHELSTPWIARLKHLDHRMWIEDKNSNVLSMEKASFLRLHSSYSDKLTHLAARNFEFQQAKYCRELEELTMWVKKWGLSDIGFGREKTTYCYFATVTSLPYEYAIKFGKLAAKTAILITIADDFFDEKGSFNDLEGLTKAVLRWEGELKSYGNIIFRALDDIVRETANTCRTHHKTDIIVHLRNIWGETFESWLREAEWSKKGHTSSMDEYIRNGMISIAAHTIALSISCLMEPCFPHNKLKPGNYDSITTLLMIIPRLLNDLQSYQKEQEQGKMNSVLLHMKNHGLEIEDSIAHIEKIIDSKRKEFLEHVLDLPKPCKEIHMSCCKVFEMFF
>AT1G61680
QFNGDLHEIALRFRLLRQEGHYVQEIIKNILDKKGGFKDVVKNDVKGLTELFEASELRVEGEETLDGAREFTYSRLNELCSGRESHQKEIMKSLAQPRHKTVRGLTSKRMIKIAGQEDPEWLQSLLRVAEIDSIRLKSLTQGEMSQTFKWWTELGLEKDVEKARSQPLKWHTWSMKILQDPTLTEQRLDLTKPISLVYVIDDIFDVYGELEELTIFTRVVERWDHKGLKTLPKYMRVCFEALDMITTEISMKIYKSHGWNPTYALRQSWASLCKAFLVEAKWFNSGYLPTTEEYMKNGVVSSGVHLVMLHAYILLGEELTKEKVELIESNPGIVSSAATILRLWDDLGSAKDENQDGTDGSYVECYLNEYGSTVDEARTHVAQKISRAWKRLNRECLPFSRSFSKACLNIARTVPLMY
>AT1G66020
EMMEDEDDLCTVSIIFWAFRRYGHYISSDVFRRFKGSNGNFKESLTGYAKGMLSLYEAAHLGTTKDYILQEALSFTSSHLESLAACGTCPPHLSVHIQNVLSVPQHWNMEILVPVEYIPFYEQEKDHDEILLKFAKLSFKLLQLQYIQDLKIVTKWYKELEFASKLPPYFRDNIVVNYFYVLAVIYTPQHSYERIMLTQYFTCLAILDDTFDRYASLPEAISLANSLERWAPNDAMDQPDYLKIVLNFILKTFEVFQKELEPEGRSYTVKATIEEFKTVTKGNFDLAKWAHAVHVPSFEEYMEVGEEEISVCSTLAGIFMCMEKATKEDYEWLKSRPKFIQTLCARCRLKNDITGFEDDMSRGYVTNAVNCYMKQYGVTKQEAFGELNKIIVEADKILNEEFLGVRHCVLKATFDLARMIFITY
>AT1G70080
IIDCKEDDLYTVSIIFRVFRLYGHYITPDIFNRFKGDDGNFKKCLNDDVRGMLSFYEASHFGTTTEDILEEAMSFTQKHLELFLVGEKAKHYPHITKLIQAALYIPQNFNLEILVAREYIDFYELETDHNEMLLKLAKLNFRFLQLQYIQDLKTLTTWWKELDLVSKIPVYFRERLAEPYFWATGIYYEPQYSAARIMLAKSIILVDIVDNTFDVYGTIDEVKSLVQAIERWDSDAVDVLPDYLKVVFRTTFDLFKELEEYVSSEARSFTMQYAYEQLRILMKGYLQEAEWSNRGHLPSHEEYIEVGVASTAGEVLLAMTFIPMGDAAGVGVYEWLRSRPKLTHALFVKSRLRDDIATYKEEMKRGDVCNGINCYTKQHKVSEEEACIEFEKKTNHMSKVMNEEFLFIPLHILRPVLNYGRLADVCY
>AT1G79460
GDEEICLDLATCALAFRLLLAHGYDVSYDPLKPFAEESGFSDTLEGYVKNTFSVLELFKAAQSYPHESALKKQCCWTKQYLEMELSSWVKTSVRDKYLKEVEDALAFPSYASLERSDHRRKILNGSAVENTRVTKTSYRLHNICTSDILKLAVDDFNFCQSIHREEMERLDRWIVENRLQELKFARQKLAYCYFSGAATLFSPELSDARISWAKGGVLTTVVDDFFDVGGSKEELENLIHLVEKWDLNGVPESSEHVEIIFSVLRDTILETGDKAFTYQGRNVTHHIVKIWLDLLKSMLREAEWSSDKSTPSLEDYMENAYISFALGPIVLPATYLIGPPLPEKTVDSHQYNQLYKLVSTMGRLLNDIQGFKRESAEGKLNAVSLHMHERNRSKEVIIESMKGLAERKREELHKLVLVVPRECKEAFLKMSKVLNLFY
>AT2G23230
TTMAGENDLSTVSVMFWVSGHMDINMFRRFKGEDGKFEECHTKDVKGLLSLYEAAQLGTSTEDILDEAMSFSSSHLECLAGGTCPPHISRLIQNELYMPQHHNAEILFASEYISFYKQEDVHNKVLLEFAKLNFKFLQLHWIHELKILTKWWNDQDLLSKLPPYFRDRMVECHLYAVIYYFEPQYSFGRIMLAKLLVLLTVVDDTCDRYGSVPEVAKLLDCVERWDPELGESLPDYLKTVFKFTLDVFEDCERAGKSEEGLSFNVDGALAERTHLNFAEWAAAEKVPTVEEYLEVGGVAVTMYATIALGLLGLGKAREHGYEWLKSRPKLVHDLATKGRLMNDMGGFKDDIGRGFLANVVNYYMKEYGTTEEETYKEFHKIVRDLEKSVNSEFLGVPREILSRALNCGKMIDVTY
>AT2G24210
TNIQESDLHATALEFRLFRQHGFNVSEDVFDVFMENCGKFDRDDIYGLISLYEASYLSTKLDKNLQIFIRPFATQQLRDFVDTHSNEDFGSCDMVEIVVQALDMPYYWQMRRLSTRWYIDVYGKRQNYKNLVVVEFAKIDFNIVQAIHQEELKNVSSWWMETGLGKQLYFARDRIVENYFWTIGQIQEPQYGYVRQTMTKINALLTTIDDIYDIYGTLEELQLFTVAFENWDINRLDELPEYMRLCFLVIYNEVNSIACEILRTKNINVIPFLKKSWTDVSKAYLVEAKWYKSGHKPNLEEYMQNARISISSPTIFVHFYCVFSDQLSIQVLETLSQHQQNVVRCSSSVFRLANDLVTSPDELARGDVCKSIQCYMSETGASEDKARSHVRQMINDLWDEMNYEKMILHHDFMETVINLARMSQCMY
>AT3G14490
DIIAKENDLETISTMFEVFRLRGYYMPCYAFNRFKGEDGRFKESLAEDIRGMLQLYEAAHLGTPSEDIMDEALSFTRYRLESLTSNHTATASPHLSKHIQNALYRARYHNLEILVAREYISFYEQEEDHDETLLKFAKLNFNYCQLHYIQELKDLTKWWKELDLASKLPYIRDRIVEVYFGALALYFEPRYSLGRIIVTKITMIVTVFNDTCDAYGTLPEVTSLVDSFQRWDLGDIEKLPSYVKIVFRGVFETLEEIEQEMRPQGRSRIVQVAVDEIKKLGKAYLAISKWARASHVPTFEEYMEFGMQTSMDHFAAYSFIAMEDCDENQTCEWYKSRPKMMEALNGVFRIKNDINTFEQEMSRGEVAKGLNCYMKQHGVSKEEAIGEMNKIYSNYYKIIMEEYLAVPRPILVRCLNVSRPIHHFY
>AT3G14520
DIIVGEDDLETISIMFEVFRLYGHKMSCDAFDRFRGEDGRFKESLAKDVRGMLQLFEVAHLGTPSEDIMDEASSFAQNHLDSWIGGNVSGATPHLLKHIQNSLYIPRYCNIEVLVAREYISYYEQEEGHNKILLKFAKLNFNFCQFHYIQELKTLTKWWKDLDLASKLPYIRDRLVESHLGGLGPYFEPHYSLGRIIVAKIIMTMVVVDDTYDAHATVPEVAVLTECLQRLNIGADDKLPDYLRTVLESVFEVMGEIEQEMRPKGRSYGVKQVLERFKNVAKADKQLTEWARTGDVPSFDEYMKVGLVTAGMDGYAGYCFIGMEDVSEKEAFEWLSSNPLIIQALNVMFRLANDVGTYETEINRGEVANGLNCYMKQYGVTKEEASQELRKIYSNNKKVVMEEFMHVPRQVLLRCLNFARLFDVMY
>AT3G14540
GIIVEEDDLETISIMFEVFRLYGHKMSCDAFDRFRGGDGRFKESLAKDVRGMLQLFEVAHLGTLSEDIMDEALRFTRNHLESLTSGNVSSASPHILKHIQNSLYIPRYCNIEVLVAREYISYYEQEEGYNEILLKFAKLNFNFCQCHYIQEIKTLTKWWKDLDLASKLPYIRDRSVESHLGGLGPYFEPQYSLGRIIVAKTIMIIVVADDTYDAHATIPEATVLTEYFQRLNIGADDKLSGYLRIVLESVFEVMGEIEQEMSPKGRSYSVKQVLERFKIIAKAYKQLTEWARKGHVPTFDEYMKVGLVTAGMGDYAGYCFIGMEDINEKEAFEWLNSNPLLIDALNVLFRIANDVGTYETEINRGEVANGLNCYMKQYGVTKEEASRELRKMYIYNKKVVVEEFMRVPRQVLLRCLNFARLFDVIY
>AT3G25810
WKCDKEEDLHATALEFRLLRQHGFGVSEDIFDVIIDKIESNTFKSDNITSIITLYEASYLSTKSDTKLHKVIRPFATEQIRNFVDDESETYNIMLRMAIHALEIPYHWRMRRLETRWYIDAYEKKHDMNLFLAEFAKIDFNIVQTAHQEDVKYVSCWWKETGLGSQLHFVRDRIVENYFWTVGMIYEPQFGYIRRIVAIVAALITVIDDIYDIYGTPEELELFTAMVQNWDINRLDELPEYMKLCFLTLFNEINAMGCDVLKCKNIDVIPYFKKSWADLCKAYLVEAKWYKGGYKPSVEEYMQNAWISISAPTMLIHFYCAFSGQISVQILESLVQQQQDVVRCSATVLRLANDLATSPDELARGDVLKSVQCYMHETGVSEEEARTHVQQMISHTWDEMNYETALLSRRFVETAMNLARMSQCMY
>AT3G25820
WKCDKEEDLHATSLEFRLLRQHGFDVSENIFDVIIDQIESNTFKTNNINGIISLYEASYLSTKSDTKLHKVIRPFATEQIRKFVDDEDTKNIEVKAYHALEMPYHWRMRRLDTRWYIDAYEKKHDMNLVLIEFAKIDFNIVQAAHQEDLKYVSRWWKDTCLTNQLPFVRDRIVENYFWTVGLIYEPQFGYIRRIMTIVNALVTTIDDIYDIYGTLEELELFTSMVENWDVNRLGELPEYMRLCFLILYNEINGIGCDILKYKKIDVIPYLKKSWADLCRTYLVEAKWYKRGYKPSLEEYMQNAWISISAPTILIHFYCVFSDQISVQNLETLSQHRQHIVRCSATVLRLANDLGTSPTELARGDVLKSVQCYMHETGASEERARDHVHQMISDMWDDMNSETKSRSRGFKEAAMNLARMSQCMY
>AT3G25830
WKCDKEEDLHATSLEFRLLRQHGFDVSENIFDVIIDQIESNTFKTNNINGIISLYEASYLSTKSDTKLHKVIRPFATEQIRKFVDDEDTKNIEVKAYHALEMPYHWRMRRLDTRWYIDAYEKKHDMNLVLIEFAKIDFNIVQAAHQEDLKYVSRWWKDTCLTNQLPFVRDRIVENYFWTVGLIYEPQFGYIRRIMTIVNALVTTIDDIYDIYGTLEELELFTSMVENWDVNRLGELPEYMRLCFLILYNEINGIGCDILKYKKIDVIPYLKKSWADLCRTYLVEAKWYKRGYKPSLEEYMQNAWISISAPTILIHFYCVFSDQISVQNLETLSQHRQHIVRCSATVLRLANDLGTSPTELARGDVLKSVQCYMHETGASEERARDHVHQMISDMWDDMNSETKSRSRGFKEAAMNLARMSQCMY
>AT3G29110
EIIAGEDDLYTISTIFWVFRTYGYNMSSDVFRRFKEENGKFKESLIEDARGMLSLYEAAHLGTTTDYILDEALDFASNNLVSLAEDGMCPSHLSTHIRNALSISQHWNMEIIVAVQYIRFYEQEVGHDEMLLKFAKLNFNLVQRLYLQEVKILTKWYKDQDIHSKLPPYYRPVVTEMHFFSTATFFEPQFSHARILQTKLFMAELLVDDTCDRYATFSEVESLINSLQRWAPDAMDTHPDYLKVVFKFILNAFEECEKELRPQGRSYSLEQTKEEYKRFAKSNLDLAKLAQAGNVPSFEEYMEVGKDEIGAFVIVAGSLMGMDNIDAVEAYDFLKSRSKFSQSSAEIVRYLNDLAGFEDDMRRGCVSTGLNCYMNQYGVTETEVFREFRKMVMNTCKIMNEEFLDVPLRVLKTNFSCVRSGFVGY
>AT3G29190
EMMANEEDLYTVSIIFWVFRRYGHYISSDFFRRFKGNDGNFKKSLIGDAKGMLSFYEAANMATTKDYILDEALSFTSSHLESLAANGACPPHMSRRIRNALNASQHWNMEMLVAVEYISFYEKEKDHNEMLLKFSKLNFKFLQLQYLQELKVLTKWYKEVDFVSKLPPYFRDRIVENHFFIQTLFVESQHSRARIMMAKYFILLVIQDDTLDRYASLPEAESLVNSLNRWAPDHAMDQPDYLKFVFKFILDTFEEFEKELRPEGGSFGVCATIEEFKSLVKANLEAEKWALADNMPSFEEYIEVTGVGITAMTTLMGAMMCMGKIVPKEDYKWLKSRPKIIQALAIKGRLMNDMKGYKEDMSRGYAANAVTCYMKQYRVTEQEALKEFEKMVAVANKTVNEEFLGVSRLVLKLAMGVGLMISITY
>AT3G29410
CLISDEDDLETIAIMFEVFRLYGHKMPCDVFERFKSEDGKFKESLVGDVRGLLQLYEAAHLGAPSEDIMDEALSFARYHLEPLAGTETSSNLFKHVENVLYRARYHSIEILVARQYISFYDQEEDQDETLLRFSKLNFNFCQMHYVKELKIVTRWWKELGIASKLPYSIRERNVETYLGGLGVLFEPRYSLARIFLAKLTLIMTVVDDTCDAYATLPEVQSLHDAFHRWDLRAMEELPRYMRIIYQSVFETVEDIDREMIARGKHGRLQLTIDEIKSLMIWYLGIAKWARSDQVPSFEDYMEIGTPSSALDDFASYGFIAMDDCDQKQLKEWFYSKPKIFHALNALFRIRNDIVTFEQEMSRGEVANGVNCYMKQHGVTKEAAVEELRKMERESYKIMIEEFMAMPRQILVRPVNIARVMDLFY
>AT3G32030
MIIAEEDDLETISIMFEVFRLYQHKMSCDSFVRFKGEDGRLKESLVGDVRGMLQLYQAAHLGTPSDQYIMEEAKSFTRNHLESLVESTTIPPHFSSHIRDALYIDRYHNMEILVARKYISFYEQEEGHDLTLLKFGKLSFNYCRLHYIQELKTLTKWWKDQDIPSNLPCVRDRIVETYFPTLGLYFEPRFSLGRIIIAKMTIIVVALNDVCDSYATYPEAKSLIDSLQRWDIEAIDELPNYSRIVLRLILETIGEIEREMKPRGRSASVQHTIDETKSLGRAYLALSKWASEGYMPTFDEYMEVGEVTGGMDDFALYSFIAMEDCDEKPLYEWFDSKPKILQALSVLYRINNDIVTYEREMSKGEVVNGVNSYMNQHGVTKEEAVEELRKMARDNYKIVMEELLDVPRPVLVRCLNLARLFDVFC
>AT4G02780
ARCSHVQDIDDTAMAFRLLRQHGYQVSADVFKNFEKEGEFFCFVGQSNQAVTGMFNLYRASQLAFPREEILKNAKEFSYNYLLEKRERELIDKWIIMKDLPGEIGFALEIPWYASLPRVETRFYIDQYGGENDVWIGKTLYRMPYVNNNGYLELAKQDYNNCQAQHQLEWDIFQKWYEENRLSEWGVRRSELLECYYLAAATIFESERSHERMVWAKSSVLVKAISSSFSSDSSFDQFHEYIANARRSDHNDRNDRPVQASRLAGVLIGTLNQMSFDLFMSHGRDVNNLLYLSWGDWMEKWKLYGDEGEGELMVKMIILMKNNDLTNFFTHTHFVRLAEIINRICLPRQYKARRNDEKEKTIKSMEKEMGKMVELALSESDTFRDVFLDVAKAFYYF
>AT4G13280
DITGDEKDLSTISIMFRVFRTYGHNLPSSVFKRFTGDDGKFQQSLTEDAKGILSLYEAAHLGTTTDYILDEALKFTSSHLKSLLAGGTCRPHILRLIRNTLYLPQRWNMEAVIAREYISFYEQEEDHDKMLLRLAKLNFKLLQLHYIKELKSFIKWWMELGLTSKWPSQFRERIVEAWLAGLMMYFEPQFSGGRVIAAKFNYLLTILDDACDHYFSIHELTRLVACVERWSPDGIDTLEDISRSVFKLMLDVFDDIGKGVRSEGSSYHLKEMLEELNTLVRANLDLVKWARGIQTAGKEAYEWVRSRPRLIKSLAAKGRLMDDITDFDSDMSNGFAANAINYYMKQFVTKEEAILECQRMIVDINKTINEELLSVPGRVLKQALNFGRLLELLY
>AT4G13300
DITGDENDLSTISIMFRVFRTYGHNLPSSVFKRFTGDDGKFERSLTEDAKGILSLYEAAHLGTTTDYILDEALEFTSSHLKSLLVGGMCRPHILRLIRNTLYLPQRWNMEAVIAREYISFYEQEEDHDKMLLRLAKLNFKLLQLHYIKELKTFIKWWMELGLTSKWPSQFRERIVEAWLAGLMMYFEPQFSGGRVIAAKFNYLLTILDDACDHYFSIPELTRLVDCVERWNHDGIHTLEDISRIIFKLALDVFDDIGRGVRSKGCSYYLKEMLEELKILVRANLDLVKWARGNQLPSFEEHVEVGGIALTTYATLMYSFVGMGEAVGKEAYEWVRSRPRLIKSLAAKGRLMDDITDFESDMSNGFAANAINYYMKQFVTKEEAILECQKMVVDINKIVNEELLTVPRRVLKQALNFGRLLEVLY
>AT4G15870
EMIAGEDDLYTISIMFWVFRTYGYNMSTDVFKRFKGENEKFMESITSDVKGMVSLYEAAHLRTTREDILEEALSFTTRNLESLARAGASSPHILMRIRNALCMPQHYNAEMIFAREYISFYEQEEDHNKMLLRFAKINFKFLQLNWIQELKTLTKWWKQQDLASKLPPYFRDRLIECYLFAIMIYFEPQFSLGRVSLAKINTVFTLVDDTCDRYGNVSEVAALVQCVERWDPDCMDSLPDYMKTVFKFAWNTFEECENAGIMEEGLSYDVQGALEEWEQGDVVPTFDEYLEIGGVEVTMYVSIACSFLGLGSSREQAYKWLKSRPKFVEAQAKRARLMNDIAGFEGDMSRGFDVNAIMYYMKQYKVTEEETFTRLQKMARDLDTTVNEEILSVPRQILKRAIDFGKMIEFTY
>AT4G16730
EIERETQDLHATSLEFILLRQHGFDVSQDAFDVFISETGEFRKTLHSDIKGLLSLYEASYFSMDSEFKLKETRIYANKRLSEFVAESKTICREDETYILEMVKRALETPYHWSIRRLEARWYINVYEKKHEMNPLLLEFAAIDFNMLQANHQEELKLISSWWNSTGLMKQLDFVRDRITESYFWTIGIFYEPEFKYCRKILTKIFMLIVIMDDIYDIYGTLEELELFTNVVEKWDVNHVERLPNYMRMCFLFLYNEINQIGYDVLRDKGLNVIPYLKQVWTDLFKTFLTESKWYKTGHKPSFEEYMQNGVISSSVPTILLHLFSVLSDHISDQTLTDDSKNHSVVRSCATILRLANDLATSTEEMARGDSPKSVQCYMYETRASEEEARRHMQSMISDSWDIINSDLKSLPRGFLAAAANLNRVVQCIY
>AT4G16740
IDRNRWGDLYATALEFRLLRQHGFSIAQDVFDGNIGVDLDDKDIKGILSLYEASYLSTRIDTKLKESIYYTTKRLRKFVEVNKNETKSYTLRRMVIHALEMPYHRRVGRLEARWYIEVYGERHDMNPILLELAKLDFNFVQAIHQDELKSLSSWWSKTGLTKHLDFVRDRITEGYFSSVGVMYEPEFAYHRQMLTKVFMLITTIDDIYDIYGTLEELQLFTTIVEKWDVNRLEELPNYMKLCFLCLVNEINQIGYFVLRDKGFNVIPYLKESWADMCTTFLKEAKWYKSGYKPNFEEYMQNGWISSSVPTILLHLFCLLSDQTLDILGSYNHSVVRSSATILRLANDLATSSEELARGDTMKSVQCHMHETGASEAESRAYIQGIIGVAWDDLNMESCRLHQGFLEAAANLGRVAQCVY
>AT4G20200
KMMDGEDDLYTVSIIFWVFRRHGYHISYGVFQRFKGSNGNFKESLTRDAKGMLSLYEAANLGTTKDFILEEALSFTSSHLESLAASGTCPPHLSVRIRNALGLSQHWNMEMLVPVEFIPFYEQEIEHDEMLLKFAKLSFKLGQLQYLQELKTLTKWYKELDFATNLPPYFRDRIVEHHFLVQAVFFSPQLSRERIMMIQYFTGLALLDDTFDRYASLHEAESLANSLERWAPDQAMDQPDYLRFVLNFILDTFEEFKRELGPEERSYSVNATIEEFKAAAKANIDLEKWAQADHIPSFEEYMEVGEVEVTVYASLAGIFMSMGMATKEAFEWLKSRPKLVQYLSIKGRLMNDLMGYEDDMSRGYVTNAVNCYMKQYGVTKEEAFRELYKIVVAANKTLNEEFLGVPHFLLKATIDLARMMTVAY
>AT4G20210
EMMAGEDNLYTISIIFLVLRTYGHHMSSDIFQKFKGNDGNFKGCISGDAKGLLALYEAAQLRTTTEYIMEEALSFTSSNLELLAADGRCPPHLSKHIRNALGLSQHKQMEVLVAVEYISFYEQEKDHDKILLKFAKLNFKLMQLHYLEELKVVTKWYKEHDFASNLPPYFKYVIVENHFFAITMYFEPKFSQKRIMLAKYFTVLVLLDDTCDRYASLSEAESLTNSLERWAPDDAMDQPHYLKFVFKFIMGCFEEFERELASEGRSYSVKATLEEFKTIVKANFDFAKLAHTGHVPSFKEYMEVGEVEVGVCATLAGNLMCIGHIGDEGVYEWLKSRPKFLKAASTYGRLMNDIAGFEDDMKREYVITGVNTYMKQYGLTKMEAIRELQNLVEYNHTIMNEEFLDLPRQIRKQVINVARSLNVSY
>AT4G20230
KIMAGEEDLYTVSIIFWVFRRYGHYISSDVFQRFKGSNGSFKESLIGDAKGMLSLYEAAHLATTKDYILDEALIFTSSHLETLVATGTCPPHLLARIRNALSICQHWNFEVLVPLDFIPFYEQEKDHDEMLLKFAKLSFKYLKLIYLQDLKILTKWYKKLDFPSKFPPYFKDRCVENYFFVLPVFFEPQLSSARMLLTKGFILLGIQDDTFDRYASISEAESLGNSLKRWAPDHSMDQPEYLKSVLKVILDTFQEFEKELSPEGRSYSVKYTIEEFQASSKANVELAKWAQVSHVPSFEKYMEVGQMEITACVTVAYILMSMGKTGTKEAFEWLKSRPKLVQSLCTKGRLMNDIAGFEDDMSRGYVVNAVNCYMKQYGVTEKEAFKELRKMVVNTHKTLNEEFLCVSHYVLRETMDFARMIIVTY
>AT5G23960
MVRQEGCDLYTVGIIFQVFRQFGFKLSADVFEKFKDENGKFKGHLVTDAYGMLSLYEAAQWGTHGEDIIDEALAFSRSHLEEISSRSSPHLAIRIKNALKHPYHKGISRIETRQYISYYEEEESCDPTLLEFAKIDFNLLQILHREELACVTRWHHEMEFKSKVTYTRHRITEAYLWSLGTYFEPQYSQARVITTMALILFTALDDMYDAYGTMEELELFTDAMDEWLPVVPDEIPDSMKFIYNVTVEFYDKLDEELEKEGRSGCGFHLKKSLQKTANGYMQEAKWLKKDYIATFDEYKENAILSSGYYALIAMTFVRMTDVAKLDAFEWLSSHPKIRVASEIISRFTDDISSYEFEHKREHVATGIDCYMQQFGVSKERAVEVMGNIVSDAWKDLNQELMVFPFPLLMRVLNLSRVIDVFY
>AT5G44630
DLIADENKLHTISTIFRVFRTYGYYMSSDVFKIFKGDDGKFKESLIEDVKGMLSFYEAVHFGTTTDHILDEALSFTLNHLESLATGRRASPPHISKLIQNALHIPQHRNIQALVAREYISFYEHEEDHDETLLKLAKLNFKFLQLHYFQELKTITMWWTKLDHTSNLPPNFRERTVETWFAALMMYFEPQFSLGRIMSAKLYLVITFLDDACDTYGSISEVESLADCLERWDPDYMENLQGHMKTAFKFVMYLFKEYEEILRSQGRSFVLEKMIEEFKIIARKNLELVKWARGGHVPSFDEYIESGGAEIGTYATIACSIMGLGEIGKKEAFEWLISRPKLVRILGAKTRLMDDIADFEEDMEKGYTANALNYYMNEHGVTKEEASRELEKMNGDMNKIVNEECLTMPRRILMQSVNYARSLDVLY
>AT5G48110
DMNLGEEDMYSISVIFRVFRLYRHKLSSDVFNRFKEENGDFKKCLLDDKKSLTKQWASRGNTWNYFVGGSNEEHLSGHIKNVLYLSQQENAEVVMSREYIQFYEQETHHDETLLKFAKINFKFMQLHYVQELQTIVKWWKELDLESKIPNYYRVRAVECLYWAMAVYMEPQYSVARIILSKSLVLWTIIDDLYDAYCTLPEAIAFTENMERWETDAIDMPDHMKVLLRSLIDLMEDFKGEVRSEGRLYSVEYGIDEWKRLFRADLTISKWARTGYIPNYDEYMEVGIVTGGVDVTVAFAFIGMGEAGKEAFDWIRSRPKFIQTIDLKSRLRDDVATYKDEMARGEIATGINCYMKQYKVTEEEAFLEFHRRIKHTSKLVNEEYFTVPLKLVRIAFNVGRVIDTNY
>EglobTPS002
MSARFSVIPSSSLPQETGCVEGRRSANFHPSIWGDYFLKYASDSACGKLGIAYHFELEIDKELEQIHRGYFEFHCDDNDNDLDTVALLFQLLRQRGYHVSCEIFNKFKDGDGNFGKSLIADVQGLLSLFEACHMRYHGDDNLEDALDLSVCCRWWKGLDVQKKFPFARDRLWWLGEYYEPEHEAAREILTKLISVTSIIDDIYDVYGTWEELELFTRWDVNAKDGLPEYMQECYKIVLDLYDEIGYEFSQKGRSYRLFYAKEVVSHLMILAWSFLGMGDIVTKDVFDWLLFNDPKKASSIIGRLLNDIAGHQFEQERGHVASAVECFMKQYRVTEEEAKEELRKQVTDAWKDINEELRGPTVVPMPILVRILNLTQALHMMYK
>EglobTPS003
EERIERLKGEVGKMLTSAMYKPAEKLNLIDQIQRLGISYHFELEIDKELEQIRKGYFEYHYDDNDNDLDTVALLFRLLRQRGYRVSCEIFNKFKDGDGNFGKSLIADVQGLLSLFEACHLRYHGDDNLEDALAFTTTHLESIDKRKASLHLEKKVSHALNQPIHKGMSRLEARHYIPLYQEEPSHNEVLLSLAKLDFNLVQEQHRKELGNLTRRWWKGLDVQRKFPFARDRLVEMYVWWLGEYYEPEHEAAREILTKLSSVGSIIDDIYDVYGTWEELELFTEAIERYRWDVDAKDGLPEYMQECYKIVLDLYDEIGYEFSQKGRSYRLFYAKEVVSHMKNQARAYLVEAKCFHQNHVPTMEEYMSIALPSSGIVSILAWSFLGMGDIVTKDVFDWLLFNDPKMVKASSIIGRLLNDIAGHQFEKERAHVASAVECFMKQYRVTEEEAKEELRKQVTNAWKDINEELRRPTVVPMPILVRILNLTQALHMMYTGETDHYTNAGTKMKEVVTSLLVDPLPM
>EglobTPS004
VEEQIEELKGEVRKMLTDVVDKPSQMLHLIDQIQRLGIDYHFEHDIDEHLEEIHKHYSRLDHGDFKGDDFHMVALIFRLLRQQGYDVSHDRTEVFNKFKDSEGNFRASLTSDVCGLLSLYEACHLRCHGDTILEEALPFAITHLESINESKVSTSFAKQVSHALKQPLRKGLPRLEARHYISLYQEDPSHDEVLLTLAKLDFNLLQEQHQKELGKITRFINWWKDIDVPRNFPFARDRIVELFFWVSGVYFEPEFVEARDILTKVIALTSILDDIYDVYGTLEELVLITEAIQKYVIRWDVDAIDVLPEYLQAYYKELLHLYEEIGNEVAAKGRSYRLVYAKETVMKRQARAFFQEAKWFQTNYTPTMEEYMPLQLKTTGYGMLATTSLVGMGDVVTKHAFEWSLSDCKIVKAAETICRLMDDISSHEQKRGHLVSSVELLMKEHGFSEQEAEKELRKRVNDAWKDTNEEFLRPTAVPMPILTRVLNLSRAMDVLYSDGDNYTHSGTKLKGYVTSLFVSPLPM
>EglobTPS005
VEEQIEELKGEVRKMLTNAVDKSSQMLHLIDQIQRLGIDYHFDRDIDEHLEQIHKHYSRLDHGDFRGDDLHMVALIFRLLRQQGYDVSSGVFNEFKDSEGNFRASLINDVPGLLNLYEACHLRCHGDAILEEALPFATTYLESINESKVSTSFAKQVSHALKQPLRKGLPRLEARHYIPLYQEEPSHDEVLLTLAKLYFNLLQEQHQKELDKITWWKDIDVPRNFTLAREKKVIALTSILDDIYDVYGTLEELVLITEAIQRWDVDAMDVLPEYMQVYYKELLHLYEEIGNEVAAKGRSYRLVYAKETVSIIAFFQEAKWFQTNYTPMMEEYMPLQLTTTGYGMLATTSLVGMGDVVTKHAFEWSLSDCKIVKAAETICRLMDDIFEQKRGHLISSVELLMKEHGISEQEAEKELRKRVNDAWKDTNEEFLRPTA
>EglobTPS006
LKGELRKMLVGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQLEQIHKSYFELHDGDKDNDLHTIALLFRLLRQQGYAIEELELFTEAIERWDVEVKDGLPEYMQVCYKIVLDLYDEIDYEVTRKGRSNYLFYAKEAVSHMKNQVRAYFTEAKWFHQNHIPMMEEYMPIALSTIAIELLLVMLLLLGMGDTVTKDVFDWLLYSNPKIVNAMKIVYRLMDDIAGHKFEQERGHGPSSMECFMKQYGVTEEEAKEELHKQVANAWKDINEGLCCSTNVPRQLLVRILNFTRVVHVVYKDEIDLYTHAGTKLKEHVTNLYVNPLPM
>EglobTPS007
SPARETSRVVERRLANFHPSIWGDYFLKYASDIEGLKGELRKMLAGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQIHKSYFELHDGDNDNDLHTNALLFRLLRQQGYAISCGMEIFNKFKDINGNFSESLIVDVQGLLSLFEACHMRFHGDDVLNDALAFAMTHLESIDKGKASPNLKKQVRHALKQPIHKGIPRLEARRYISLYQEEPLHNEVLLSLTKLDFNLLQEQHQKELGNLTWKDLDVERKFPFARDRLVEMYLWMSGGYFEPEHKATREILTKVFSIVTIIDDIYDVYGTLEELELFTEAIERWDVEVKDGLPDYMQACYKIVLDFYDEIGYEVTRKGRSDYLFYAKEAVSHMKNQVRAYFTEAKWFHQNHIPTMEESIALPTTAIELLLVMLLLGMGGNVTKDVFDWLLYSDPKMVNAVRMTFEQERGHVGFSKVCSNNIVLQRKRLRRNSINKWPMHGRTLMKGCAATNVPRQLLVRILNFTRVVHVVYKDEIDLYTHAGTKLKEHVTNLYVNPLPM
>EglobTPS008
LKGELRKMLIGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQLEQIHKSYFELHDGDNDNDLHTNALLFRLLRQQGYAISCHNTFGTSSVASPNLKKQVRHALKQPIHKGIPRLEARRYISLYQEEPLHNEVLLSLTKLDFNLLQEQHQKELGNLTRRWWKDLDVERKFPFARDRLVEMYLWMSGGYFEPEHKATREILTKVFSIVTIIDDIYDVYGTLEELELFTEAIERRWDVEVKDGLPEYMQACYKIVLDLYDEIGYEVTRKGRSMKNQVRAYFTEAKWFHQNHIPTMEEYMPIALPTTAIELLLVMLLLGMGDTVTKDVFDWLLYSNPKMVNAVKVVCRLMDDIAGHKVFEQERGHGPSSVECFMKQYGVTEEEAKEELHNQVANAWKDINEGLCCSTNV
>EglobTPS009
IEKLKGEVRKMLTDATDKPSQKLNLIDQIQRLGIADHFEIEFHNSNKDGHLHTTALLFRLLQQQGYTISCLVDLYVEHEFFIVSHDNIFSHVLFGHSEIFNKFKDSNGNFNESLIADVQGLLSLFEACHTRFHGDDVLNDALAFTMTHLKSIDEGKASPNLKKQVSHALNQPIHKGIPRLEARQYIPLYQEKPSHNEVLLALAKLDFNLLQEQHQKELGNLTRRWWKNLDIERKFPFARDRLVEMYLWMSIVYFESDYEAAREILTKVASMVSIIDDIYDVNGTLEELGLFTEAIERYNWDINAKEGLPEYMQACYKTVLDLYDEIGYEVTSKGQSYRLFYAKEAVSHLIMKNLVRAYFAEAKWFHLNHVPTMEEYMPIALTSAAVELLLVTSLLGMEDFVTKDAFDWLLYGNSKMVKAVKLVGRLMDDIAGHKFEQERGHGPSSVECFMKQYKVTEEEAKVELRKQVADAWKDINEGLCCPAIVPRPLLVRILNFVRAMHVMYKDEIDIYTHAGTKLKEYVTSLYVNPLPM
>EglobTPS010
SSPTKSDDRIEKLKGEVRKMLTDATDKPSQKLNLIDQIQRVGIAYHFEIEINQQLEQIHDSYFNFHNSNKDGHLHTTALLFRLLRQQGYTISCEIFNKFKDSNGNFSESLIADVQGLLSLFEACHTRFHGDDVLNDALAFTMTHLKSIDEGKASSNLKKQVSHALNQPIHKGIPRLEARHYIPLYQEEPSHNEVLLALAKLDFNLLQEQHQKELGNLWKNLDVERKFPFARDRLVEMYLWMSMVYFEPDYEAAREILTKVASMVTIMDDIYDVHGTLEELGLFTEAIERYWDINAKEGLPEYMQAFYKAVLDLYDEIGCEVTRKGRSYQLFYAKEAVSHLMKNQVRAYFAEAKWFHQNYVPTMEEYMPIALATAAIELLLVTSLLGMEDFVTKDAFDWLLYGNSKMVKAVKLVGRLMDDIAGHKFEQERGHGPSSVECFMKQYEVTEEEAKEELRKQVADAWKDINEGLRCPTIVPRPLLVRILNFARAMHVVYKDEIDIYTHAKTKLEEHVTSLYVNPLPM
>EglobTPS011
IEKLKGEVRKMLTDAMDKPSQKLNLIDQIQRVGIAYHFKIEINQQLEQIHESCFNFHNGDKDSHLHTTALLFRLLRQEGYTISCEIFNKFKDSNGNFNESLIADVQGLLSLFEACHTRFHGDDVLNDALAFTMTHLKSIDEGKASPNLKKQVSHALNQPIHKGIPRLEARQYIPLYQEKPSHNEVLLALAKLDFNLLQEQHQKELGNLTRRWWKNLDIERKFPFARDRLVEMYLWMSIVYFESDYEAAREILTKVASMVSIIDDIYDVNGTLEELGLFTEAIERYNSHSWDINAKEGLPEYMQACYKTVLDFYDEIGYEVTSKGQSYRLFYAKEAVSHLMKNLVRAYFAEAKWFHLNHVPTMEEYMPIALTSAAVELLLVTSLLGMEDFVTKDAFDWLLYGDSKMVKAVKLVGRLMDDIAGHKFEQERSHGPSSVECFMKQYKVTEKEAKVELRKQVANAWKDINEGLCCTAIVPRPLLVRILNFVRAMHVMYKDEIDIYTHAGTKFKEYVTSLYVNPLPM
>EglobTPS012
VEEQVEELKGEVRKMVTNAVDKPSRMLHLIDQIQRLGIDYHFEQEIDAQLERIHKSYSQLDHGDFKGDDLHMVALMFRLLRQQGFNISEVFNNFKDNEGNFKKSLITDVRGLLSLYEACHLRCHGDAILEEALPFAITHLESIDERKVGTSLAKQVSHALKQSKGLPRLEARHYIIFYQEEPSHDKVLLTMAKLDFNLLQEQHQKELGAITWWKNIDVARKFPFARVYFQPEFAVARNILTRVTGLISILDDIYDAYGTLEELVPYTEAIEKYVIRWDVDAMDGLPEYMQAYYKEILNLRSYRLTYAKEAMKKQAKWYFHEAKWFHTGYTPTLEEYIPLALLTTGYEALSITSLVGMGDVVTRDAFEWLLGDCKILSASQIICRFMDDISSHKFEQKRGHVASSSEQEAEEELQKRVVDAWKDINTALMLVLTAILNLSRVMDLLYSNGGDHYTHSKTELKEHITSLFVSP
>EglobTPS013
LKGEVRKMVTNAVDKPSQMLHLIDQIQRLGIDYHFEQEIDAQLERIHKSYSQLDHGDDDLHMVALMFRLLRQQTEVFNNFEDNEGNFKKSLIIDVQGLLSLYEACHLRCHGDAILEEALPFAITHLESIDERKVGTSLAKQVSHALKQPLRKGLPRLEARHYIIFYQEEPSHVAKLDFNLLQEQHQKELGKITWWKNIDVARKFPFARDRIAEMFFWMVGVYFQRNILTRVTGLISILDDIYDAYGTLEELVPYTEAIEKYVIRILLDYQSTCKLIIRRFSISDEIGNDLATKGRSYRLTYAKEKAKWFHTGYTPTLGEYIPLALLTAFEWLLGDCKILSASQIICRFMDDISSHKFEQKRGHVASSVELFMKENHVSEQEAEWRSLHPLQDDHYTHSKTELKEHITSLFVSPLPI
>EglobTPS014
VEEQVEELKGEVRKMVTNAMDKPSRMLHLIDQIQRLGIDYHFEREIDEQLEVFNNFKDNEGNFKKSLITDVRGLLSLYEACHLRCHGDAILEEALPFAVTIDEMKVSTSLAKQVSHALKQPLRKGLPRLEARHYLYQEKPSHDEVLLTLAKLDFNLLQEQHQKELGKITWWKNIDVARKFPFARDRIAELFFWMVGTYFQPEFAMARNILTRVTGLISILDDIYDAYGTLEELVPYTEAIEKYVIRWDVDAMDGLPEYMQAHYKELLNLYDEIGNDLATKGRSYRLAYAKEAMKKQAKGYFHEAKWLHSDYTPTLEEYMPLALLTTGYEALSITALVGMGDVVTRDAFEWLLGDCKILSASQIICRFMDDISSHKFEQKRGHVASSVELLMKENRISEQEAEEELQKRVVDAWKDINEEFLRPTVGPRSVLTLILNLSRVIDVLYTNGDHYTHSKTKLKEHITSLFVSPLPI
>EglobTPS015
VEEQVEELKGEVRKMVTNAVDKPSRMLHLIDQIQRLGIDYHFEREIDEQLEQLDHGDFRGDDLHMGALMRQQGFEVFNNFKDNEGNFKKSLITDVHGLLSLYEACHLRCHGDAILEEALPFAVTHLESIDEMKVSTSLAKQVSHALKQPLRKGLPRLEKVLLTLAKLDFNLLQEQHQKELGGITWWKNIDVARKFPFARDRIAELFFWMVGTYFQPEFAMARNILTRVTGLISILDDIYDAYGTLEELVPYTEAIEKYVIRWDVDAMDGLPKYMQAHYKELLNLYDEIGNDLATKGRSYRLAYAKEAMKKQAKGYFHEAKWLHSDYTPTLEEYMPLALLTTGYEALSITALVGMGDVVTRDAFEWLKILSASQIICRFMDDISSHKFEQKRGHVASSVELLMKENRISDRPTVGPRSVLTLILNLSRVIDVLYTNGDHYTHSKTKLKEHITSLFVSPLLI
>EglobTPS017
EEQVEELKGEVRKMVTNAMDKPSRMLHLIDQIQRLGIDYHFEREIDEQLERIHKSYSQLDHGDFKGDDLHMVALMFPTLFGRTEVFNNFKDNEGNFKKSLIIDVQGLLSLYEACHLRCHGDAILEEALLAKQVSHALKQPLRKGLPRLEARHYIKLYQEKPSHDEVLLTLAKLDFNLLQEQHQKELGKITRSTNRWWKNIDVARKFPFARDRIAELFFWMVGTYFQPEFAMARNILTKVAGLISILDDIYDAYGILEELLVHEQVKGYFHEAKWLHSDYTPTLEEYMPLALLTTGYEALSITALVGMGDVVTRDAFEWLLGDCKILSASFEQKRGHVASSVELLMKEKQEAEEELQKRVVDAWKDINEEFLRPTVGPRSVLTLILNLSRVIDVLYTNGDHYTHSKTKLKEHITSL
>EglobTPS018
ADYHPSIWGDYFLVYEEQIEGLKGEVRKISNPTLGNIQRLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQQGYNVSSGMFVFNKFKNSERNFNVRGLLSLYEACHLRCHGDSILEEALPFAITHLESINESKVSTSLAKQVKRALRQPLRKGLPRLEARYYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFAVARDILTKVTALISILDDMYDVYGTLEELVILTEAIERWDVDAMDGLPDYMQAWYKVLLDVYDAVGNEVATKERSYRLTYVKEAVFEQKRGHVASSVELFMKEHNVSEQETEKELRKRVVDAWKDINEAFLRPTAVPMPILMRILNLSQVIHVLYSDGDNYTHSGTLLKDHVTSLFISPLPV
>EglobTPS019
NKGSSRVVERRWADYHPSIWGDYFLAYASVEEQIEGLQGEVRKMLTDVVNKPSQVLHLIDQIQRLGIFYHFKREIDEQLEQIHKSYSRLVYRDFKGDHLHMIALIFRLLRQQGYNVSSGMFEVFNKFKDGEGNFRELLITDVQGLLSLYEACHLRCHGDSILEEALLFAITHLESLNESKVSTSLAKQVKHALRQPLHKGLPRLEARHYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRWWKDIDVARKFPFARDRIVELFFWISGAYFEPEFAVARDILTKVIALTSILDDMYDVYGTLEELVILTEAIERWDVDAMDGLPEYMQAWYKVLLDVYDAVGNEVATKERSYRLTYAKEAMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTNMLLNFEQKRGHVASSVELFMKEHDVSEQETEKELRKRVVDAWKDINEAFLRPTAVPMPILMRILNLSRVIHVLYSDGDNYTHSGALLKDHVTSLFISPLPV
>EglobTPS020
ADYHPSIWGDYFLVVEEQIEGLKGEVRKMLTDAVNKPSQVLHLIDQIERLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQQGYNVSSGMFIADHRCTWTSKPISINESKVSTSLAKQVKRALRQPLRKGLPRLEARDYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITWWKDIGIARKFPFARDRIVELFFWISGVYFEPEFAEARNILTKVIALTSILDDSTGEELVSLTKAIEKRWDVDAMDGLPKYMQAWYKLLLNVYDAIGNEVAMKERSYRMKKQARVSFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHFEQKRGHVASSVELFMKEHNVSEQETEKELRKRVVDAWKDINEVPVPILMRTLNLSRVIHVLYSDGDNYTHSGTSLKDHVTSLFISPLPVS
>EglobTPS022
KGTSRAVEPRWADFHPSGWGDYFLVYASPTNSMVSGMVEEQIEGLKGEVRKMVTAVVTAVVDKPSQMLLLIDQIQHLGIFYHFEREIDEQIEQIHKSYSRLVHRVLKGDNLHMIALTFQLLQGYHVSSGMFSTEAFNKFNDGEGNFESLITDAHGLLSLYEAWHLRCHGDAIPEEALPFAITHLQWWKDIGIARKFSFARERIVELFFPEFAVARDILIKVTALLSILDNIYNVWYGTLEELVIFTEAIERWNVDAIDGLPGYMQAWSKVLLDVFDAIGNEMIIKERSYRLIYAKESVRSIVMKKQAKVYLYKTKWFYSNTPTLEEYKPLALSTSSYELLLITSLMGMGNVVTKHVFEWLLVNYKILKEGARGICSGVVHTQRFGAGNRKGVVDAWKDINEAFLHPTVVRLSTLMQVVDISQVIHVVYSYG
>EglobTPS024
VERRSADYHPSIWGDYFLVYASPTNSMVSSFSYGHLKGEVRKMLTDAVNKPSQVLPLIDQIERLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQRGYNVSSGMFVFNKFKNSEGNFRESLITDVRGLLSLYEACHLRCHGDSILEEALPFAITHLESINESKVSTSLAKQVKRALRQPLHKGLPRLEARYYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFAVARDIFTKVIALTSILDDMYDIYGTLEELVILTEAIERWDVDAMDGLPEYMQAWYKLLLNVYDAIGNEVATKGRSYRLTYAKEAVMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHQFEQKRGHVASSVELFMKEHNVSEQEAEKELRKRVVDAWKDINEAFLRPTVVPLPILMRTLNLSRVIHVLYSDGDNYTHSGTSLKDHVTSLFISPLPV
>EglobTPS025
PLQKLHLIDQIQRLGIEFHFEREVDEQLEQIHKSYSRLDHEDFKVDDLHTVALIFRLLRQHGYNISEVFDKFKDSKGNFRESLISDVHGLLSLYEACHLTTTHLESINESKVSTSLAKQVSHALKXPLRKGLPRLEASHYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITKFPFARDRIVELFFWTTGIYFEPEFAAREILTKVISLTSIMDDIYDVYGTPEELALLNEAIQRWDFDAMDGLPEYMQAYFKEFLQLYEYIGNQLAAKGKSYRLIYAKEVVSIIDKLYMMKKLVGAYFQEAKWFHTNYIPTLEEYMPLQLITTGYGMLSTTSLVGMGDVVTEHVLQWSVSDCKFEQKRGHVVSAVEVLMKYRGISEQEAAEELHKGVIDAWKDTNEEFLRPTAVPMSVLTRMLNFSRVIDVLYSDGDNYTHSKTKLKDYVTSLFINP
>EglobTPS027
DQHAEQEIQKLDDEVKRMLCADADKPSLKLDMIDQIQRLGIAHRFASDIDHVLKQLSETCFACNNGDRDIDDLYTAALLFRLLRQQGYRVSDIFNKFKDPSGKFSEKHASDVRGLLSLYEASHLSVHGEDVLDQALSFSLTHLESVKEQLSPPLATQVRHALKQTIRKGVPRLEARQYISMYEAEPLHNEVLLSLAKLDFNRLQKQHQKELFDITRWWMGLDFKRKLPFARDRLVEGYFWIVGVHFEPELAVARRMMTKVIAVTSVLDDIYDVYGTYEELELFTQAIQRRWDIDCIHELPEYMQVFYKALINIYVEIEEILACTGKSYCLCYAVEAVRSMKRQARSYFAEAKWLHQQHKPTMDEYMSIALVSSGYPLLAVTSFVGMPDIVTKDDLDWLFNDPKILKASTIICRLMDDLATHKFEQSRGHVDSAVQCYMKQYGVTEQEAENNLRKQVNDSWKDINEECLRPTAVAMPLLVGILNLSRVMDVLYKDGGDHYTNPHIALKDYIHSVLIDPV
>EglobTPS028
PDLQVSAIPRSSPNIGTDHVIERRSAGYHPSIWGDYFLKYAEEQIEELKGKVRKMLASVVDKPSQMLHLIDQIQRLGFDYHFEHEVDEQLEQIHKSYSQLHLEDFKVDDLHIVALIFRLLRQQGYNVSVGCTEIFNKFKDSEGNFRESLVTDARGLLSLYEACHLRCHGDSILDEALPFATTHLESIDESKVSTSLAKQVSHALEQPLRKGLPRLEARRYIPLYQEEPSHDEVLLALAKLDFDLLQEQHQKELGEITRFRWWKEIDVPRKFPFARDRIVELFFWISGIYFEPEFAMARNILTRVISLTSILDDIYDVYGTLEELALLTEAIQKYGIRTLSQTSEFDQFCIESRWDVDAMDGLPVYMQAYYKELLHLYEYIGNELATKERSYRLVYAKEVVSIIGTLYMKKLARAYFQEAKWFHTNYIPTLEEYMSLQLITTGYGMLATTSLVGMGDVVTKHALEWSVGDCKIVKAAQTISRLMDDIASHQFEQKRGHVVSAVELLMKYHGVSEQEAGEELQKGVIDSWKDINEEFLRPTAVPMPILTRMLNFSRVMDVLYSDGDNYTHSETKLKDYVMLLFVSPL
>EglobTPS029
EHIERLKGEVRKMLTGAMDKPSQKLNLIDEIQRLGFAYHFEHEIDEQLEQIHRSYFEFHYGDNDDNLHTVAVLFRLLRQQGYNVSCEIFNRFKDSEGNFNKSIIADVQGMLSLFEACHLSYHGDDILNDALAFTISHLESIEKKKVSPNLVKQVSHALHQPIQKGLPRLEARRYIQFYQEEPLHNEVLLSLAKLDFNSLQEQHQKELGNLTRRWWKDINIEREFPFARDRLGELYVWMLGIYFEPKYEIARGIVTKMMVILSILDDIYDVYGTLEELELFTEAIERYRWDVDAKEGLPKCMQVFYKTLLDFYDEISNELARKGRSYRLFYAKEVVSMKIQVRAYLAEAKWFHHSHVPTMEEYMPIALISIGTQLTFVTAFLGMGDIVTKDAFDWLLSSDPRIVKASQVIGRLMNDIAGHKFEQERGHVASSVECFMKQYSVTEEEAKKELCKQVANAWKDINEELRRPTAVPMVLLMRIINLARATHAVYEDETDH
>EglobTPS031
FHACFLKHCVIYLQKFKFLGRVEGQIEELKGEVKKMLIDAVDKPLPKLHLIDQIQRLGIEYHFEREVDEQLEQIHKSYSRLDHEDFKVDDLHTVALIFRLLRQHGYNISRCLISDVPGLLSLYEACHLRCHGDSILDEALPFATTHLESINESKVSTSLAKQVSHALKQPLRKGLPRLEASCYIPLYQEEHSHDEVLLTLAKLDFNLLQEQHQKELGKITWWKNIDVPRKFPFARDRIVGVFFWTTGIYFEPEFAMAREILTKVISLTSIMDDIYDVYGTPEELALLNEAIQKYRWDFDAMDGLPVYQYMQAYFKEFLQLYEYIGNQLAAKGKSYRLIYAKEVVMKKLVGAYFQEAKWFHTNYIPTLEEYMPLQLITTGYGMLSTTSLIGMGDVVTEHVLKWSVGDCKSVKATQTICRLMDDVSSHEFEQKRGHVVSAVELLMKYRGISEQEAAEELHKGVIDAWKDTNEEFLRPTAAPMSVLTRMLNFSRVIDVLYSDGDNYTHSNTKLKDYVTSLFINPLPM
>EglobTPS032
IEELKGEVKKMLTDIMDKPLQKLHLIDQIQRLGIEYHFEREIDEQLEQIHKSYSRLDHEDFKVDDLHIVALIFRLMRQHGYNVSSEVFDKFKDSGGNFRESLISNVLGLLSLYEACHLRCHGDSILDEALPFATTHLESINESKVSTNLAKQVSHALKQPLRKGLPRLEARHYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITWWKNIDVPRKFLFARDRLVELFFWTTGVYFEPEFAMARDILTKVISLTSIIDDVYDVYGTLEELALFNEAVQRWDVDAMDGLPEYMQALFKEFLQLYEYIGNELATKGRSYYLVYAKEVVSIRGKIYMKKLVSAYFQEAKWFHTNYIPTLEEYMSLQLITSGYEMLATTSLMGMGNVVTEHALKWSISDCKIGKAAQTIGRLMDDIVSHEFEQKRGHVVSAVELLIKYRGVSEQEAVEELQKRVIDAWKDTNEEFLRPTAVPMPILTRVLNLSRVVDVLYSDGDNYTHSETKLKDYVTSLFVNPLPM
>EglobTPS033
SQVSATPCAPPNKGTGHVIERRSAGYHPSVWGDYFLKYDSPSDKLRKKLHLIDQIQRLGMEYHFEREIDEQLEQIHKSYSRLDHEDFKVDDLHIVALIFRLLRQHGYNISVFDKFKDSKGNFRESLISDVRGLLSLYEACHLRCHGDSILDEALPFATTHLESINESKVSASLAKQVSHALKQPLRKGLPRLEASCYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRFFARDRIVELFFWTTGIYFEPEFAMAREILTKVISLTSIMDDIYDVYGTLEELALLNDAIQTYRWDFDAMDGLPEYMQAYFKEFLQLYEYIGNQLAAKGRSYRLIYAKEVVSIIDKLYMKKLVGAYFQEAKWFHTNYIPTLEEYMPLQLITTGYGMLSTTSLIGMGDVVTEHVLKWSVGDCKSVKATQTICRLMDDVSSHEFEQKRGHVVSAVELLMKYRGISEQEAAEELHKGVIDAWKDTNEEFLRPTAVPMSVLTRMLNFSRVIDGLYSDGDNYTHSKTKLKDYVTSLFLNPL
>EglobTPS036
VEEQIEKLKGNVRKVLAGVMDKPSQMLHLIDQIQRLGIDYHFEHEVDEQLEQINKSYSQLHLEDFKVDDLHMAALIFQLLRQQGYNVSVGCTEIFTKFEDSEGNFRESLVTDARGLLSLYEACHLRCHGDSILDEALLFATTHLESIDERKMSTSLLKQVSHALEQPLHKGLPRLEARHYISLYQVEPSHDEVLLTLAKLDFNLLQEQHLKELGKITWWKEIDVPRKFPFAREMIVELFFWISRIYFEPEFVMAKNILTKVISLTSILNDIYDVYSTLEELALLTEAIQKYGIRWDVDAMDGLPVYMQAYYKEFLQLYEYIGNELATKERSYYLVYAKEVVMKKLARAYFQEAKWFHTNYVPTLEEYMSLQLITIGYGMLATTSLVRMGDVVTEHALEWSIGDCKIVKVAQTIYRLMDDIASHQFEQKRGHVVSAVELLMKYHGVLEQEAREELQKGVIDAWKDINEEFLCLTAVPMPILTRMLNFSRVMDVYSNGDNYTHSETKLKYYVTLLFVSPLPM
>EglobTPS038
EHIERLKEVRKMLMGAMDKPSQKLNLIDQIQRLGFAYHFEHEINERLEQIYKSYFEFHYGDNDDNLHTVAVLFLLQQQGYNVIFNRFKDSEGNFNKSSIAEVQGMLSLFEACHLSYHGDDILNDALAFIISHLESIEKKKVSPNLVKQVSHALHQPIQKGLPRLEARRYIQFYQEEPSHNEVLLSLAKLDFNSLQEQHQKELGNLTRRWWKDIDIEREFPFARDRLGELYVWMLGIYFEPVYKIARGIVTKMMVILSILDDIYHVYGTLEELELFTEAIERYDRWDVDAKEGLPKCMHVFYKTLLDFYDEIGNELARKGRSYMKIQVRAYLVEAKWFHHSQPMMEEYMPIALISICSQLTFVTAFLGMGDIVTKDAFDWLLSSDPRIVKEVVGQLMNDIAGHKFEQERGHVASSVECFMKQYSVTNGRSVGEIFLKYFEAVKTFPSV
>EglobTPS039
SGVPFPSPAEETSPVAERRSAIFHPTIWTDYFLKYASDSTSTVEEQIKRLKGEVRKMLTGAMDKPSQKLNLIDRIQRLGLAYHFEHEIDEQLEQIHRSYFEFHCEDNNNNLHTIALLFRLLRQQGYNVSCGMCSNFLDEIFNRFKDNEGNFSKSIIADVQGLLSLYEACHLSYHGEDILNDVLTFTITHLESIDKRKSEPNLEKQVSHALHQPIQKGLPRLEARRYIQFYQEEPSHNEVLLSLAKLDFNSLQEQHRKELGNLAWWKDIDIEREFPFARDRLGELYIWNLGVHFEPEYEISRGILTKMMAILTILDDIYDVYGTIEELELFTEAIERYNRWDVDAKEGLPECMQVIYKILLNFYDEIGYELTRKGRSYRLFYAKEAVSHMKIQVRAYLAEAKWFHHSHVPTMEEYMPIALTTIGIQMALVASFLGMGDTVTKDVFDWLLFSDPKIVKALRVIGRLMNDIAGHKFEQERGHVASSVECFMKQYKVTEEEAKKELRKQVADAWKDINEELCRPTAIPRVLLMRIINLAGAIHAVYEDETDNFVNAGTNFKEFVTCLLVNP
>EglobTPS040
EIFEKFKDSDGNFRESLTADILGILSLYEACHLRVHGEDVLDEALSFTVTHLESIDKNQVSPTLAKQLSHALKQPIYKGLPRLEARQYIPIYQEEPSHNEVLLSLAKLDFNLMQEQHQKELGHIARSLNLANNLQVVEGIRCCKNFPFARDRLVECYFWILGVYFEPEFILARKFMTKVIAMTSIIDDIYDVYGTLEELKLFTEAMERWSIDAIDGLPKYMQVCYKALLDVYDDTEKAIAENGTSYGLYHAKEAVRWSIDAIDGLPKYMQVCYKALLDVYDDTEKAIAENGTSYGLYHAKEAVMVKASTTICRLMDDIVSHQMVKASTTICRLMDDIVSHQGHVASAVECFVHQHGVTEQEAKDELWRRVVEAWKDVNEECLAPTAIPSRLLTLILNLTRVIDVLYTDEDNYTNAGTKLKNYVASLLIYPLPM
>EglobTPS041
PQISAMPSPSPALETSHVAERRSGNFHPSIWGDYFLKYASDSERIERLKGEVKKMLTSAMDKLSQKLNLIDQIQRLGLAYHFEIEIEKELEQIHRSYFEHHCGDNDEDLHTTALLFRLLRQQGYDVSCGMEIFNKFKDNEGHFSKSLIADVRGLLSLFEACHVGFHSDDILNDALAFTVTHLESIDKEKVSRNLEKEVSHALSQPIHKGLSRLEARHYIQLYQEEPLHNEVLLSLARLDFNLLQKQHQKELGNITRLTRWWKDLDGERKFPFARDRLVELYFWMSGVYFEPKYEATREILTKMIVIVSIFDDMYDMYATLEEVEVFTEAIERYRWDVNAKDGLPKYMQVCYETLLDLYDEFGDKFTRKGQSYSLFYAKPIASTSIGCELLLGTSFLGMGDIVTKNDFDWLLYSDSKMVKASKVVARLMDDIAGHKEQERGHSPSSVECFMKQYRVTEEEAKEELRKQVVNAWKDMNEELRRSSAVPKLLRTRILNFAQVFDVVYNDEKDHYSHAGTKFKEHVTSLYVDPLPM
>EglobTPS042
VEEQIEELKGVVRKMLAGVVDKPSQMLHLIDQIQRLGIDYHFEHEVDEQLEQIHKSYSQLHLEDFKVDDLHMVALIFRLLRQQGYNVSEIFNKFKDNEGNFWESLVTDARGLLSLYEACHLRCHGDSILDEALPFATTHLESIDESKVSTSLAKQVNHALEQPLPKGLPRLEARRYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGEITRFWKEIDVPRKFPFARDRIVELFFWTSGIYFEPEFAMARNILTKVISLTSILDDIYDVYGTLEELALLTEAIQKYRWDVDAINGLPVYMQAYYKELLQLYEYIGNELATKERSYRLVYAMKKLARAYFQEAKWFHTNYVPALEEYMSLQLITTGYGMLATTSLVGMGDVVTEHALEWSIGDCKIVKAAQTICRLMDDIVSHQFEQKRGHVVSAVELLMKYHGVSEQEAGEELQKGVIDAWKDINEEFLRPTTVPMPILTRMLNFSRVMDVLYSDGDNYTHSETKLKDYVTLLFISPL
>EglobTPS043
MSLPVSTIPSPSPAHETGQVAERRSGNFHPSIWGDYFLKYERIEKLKGEVRKMLTSAMDKPSQKLNLIDQIQRLGLAYHFEIEIDEQLEQIHRSYFEFHCGDNDSNLHTTALLFRLLRQHGYNIPCGMSFQFEIFNKFKDNEGNFSKSLIADVQGLLSLFEACHLGFHGDVILNDALAFTITLLESIDKGKVTGNLEKQVTHALNQPIHKGLPRVEARHYIQLYQEEPSHNEVLLSLAKLDFNLLQEQHQKELGNITRFMERESFRLPEIGLCFEPEYEATREILTKVMVIVSIFDDVYDIYATLEELELFTKAIERWAVDAKDGLPEYMQVCYKTLLDLYDEIGYEVTRKGQSYCLFYAKEVVMKNHMRTYLAQAKWFQQNYVPTMEEPIASLSIGCELLLGTSFLGMGDVVTKSYFDWLLLSDNKMVKASGVISRLMNDIAGHKVYKSYTIEQHSNGIYELRSKRLRTLSVNKKPLLVRILNFARVFHVVYNDEVDHYSHAGAKFKEFVTSLLVDPLPM
>EglobTPS044
KERIEKLKGEVRKMLTSAMDKPSQKLNLIDQIQRSGLAYHFEIEIDELEQIHRSYFEFHCGDNDNNLHTTALLFRLLQHGYNIPCGMSFQFEIFNKFKDNEGNFSKSLITDVQGLLSLFEACHLGFHGDVILNDALAFTITLLESIDKGKVSGNLEKQVTHALNQPIHKGLPRVEARHYIQLYQEEPSHNEVLLSLAKLDFNLLQEQHQKELGNITRFNFMIARWWKDLDGERKFPFARNRLVELYFWMSGVYFEPEYEATREILTKVMVIVSIFDDVYDIYATLEELELFTKAIERWAVDAKDGLPEYMQVCMKNHMRTYLAQAKWFQQNYVPTMEEYLPIASLSIGCELLLGTSFLGMGDVVTKSYFDWLLLSDNKMVKASGVISRLMNDIAGHKFEQERGHTASSVECFMKQYRVTEQEAKDALRKQCPQATPCANSQVPKPLLVRILNFARVFHVVYNDEVDHYSHAGAKFKEFVTSLLVDPLPM
>EglobTPS045
DQQAEQEIQKLKDEVKRMLCAHADKPSLKLDMIDQIQRLGIAYHFASEIDNVLKKLSQTYFVSNNGNYDNDDLYTVSLLFRLLRQQGCRISCDIFNKFKDTSGKFTEKHASDVRGLLSLYEASHLSVHGEDVLDQALSFSLKHLESIDKEQLSPPLAAQVQHALKQTIRRGVPRLEARRYISMYEAEPLHNKVLLSLAKLDFNHLQKQHQEELFDLAWWMGLDFKSKLPFARDRLVEGYFWILGVHFEPELAPVRRMMTKVIAMTSVLDDIYDVYGTYEELELFTRAVQRSDRWDIDCINELPEYMQVFYKALIDVYVEIGEKLACTGRSYGLDYAKEAVRMKRQARSYFAEAKWLHQQHKPTMDEYMSVALVSSGYPLLAITSFVGMQDIVTKDDLDWLFNDPKILKASTVICRLMDDLATHKFEQGREHADSAVQCYMKQYNVTEQEAENDLRKQVDDAWKDLNEESLCPTAVAKPLLMGILNLTRVMDVLYKDGGDHYTNPHIMLKDYIRSVLMDPV
>EglobTPS046
IFNKFKDTSGKFGEKHASDIRGLLSLYEASHLSVHGEDVLDQALSFSLKHLESIDKEQLSPPLAAQVQHALKQTIHRGVPRLEARQYISMYEAEPLHNKVLLSLAKLDFNHLQKQHQKELFDLAWWMSLDFKNKLPFARDRLVEGYFWILGVHFEPELALVRRMMTKVIAMTSVLDDIYDVYGTYEELELFTRAVQRSDWYRTVLSIYIRMRWDIDCINELPEYMQVFYKALIDVYVEIGEKLASAGRSYGLDYAKEAVRMKRQDRSYFAEAKWLHRQHKPTMDEYMSVALVSSGYHLLAITSFVGMQDIVTKDDLDWLFNDPKILKASTVICRLMDDLATHKFEQGREHADSAVQCYMKQYNVTEREAENDLRKQVDDAWKDLNEECLCPTAVAKPLLMGILNLTRVMDVLYKDGGDHYTNPHIMLKDYIRSVLMDPV
>EglobTPS047
DQQAEQEIQKLKDEVKWMLCAHADKPSLKPDMIDQIQRLGIAYHFASEIDNVLKKLSETYFVSNNGDHDNDDLYTVALLFRLLRQQGYRISCDIFNKFKDTSGKFGEKHASDIRGLLSLYEASHLSVHGEDVLDQALSFSLKHLESIDKEQLSPPLAAQVQHALKQTIHRGVPRLEARQYISMLHEAEPLHNKVLLSLAKLDFNHLQKQHQKELFDLAWWMGLDFKNKLPFARDRLVEGYFWILGVHFEPELALVRRMMTKVIAMTSVLDDIYDVYGTYEELELFTRAVQRSDRWDIDCINELPEYMQVFYKALIDVYVEIGEKLASAGRSYGLDYAKEAVRMKRQDRSYFAEAKWLHRQHKPTMDEYMSVALVSSGYHLLAITSFVGMQDIVTKDDLDWLFNDPKILKASTVICRLMDDLATHKFEQGREHADSAVQCYMKQYNVTEREAENDLRKQVDDAWKDLNEECLCPTAVAKPLLMGILNLTRVMDVLYKDGGDHYTNPHIMLKDYIRSVLMDPV
>EglobTPS048
VSATPCAPPNKGTGHVIERRSAGYHPSVWGDYFLKYQIEELKGEVKKMLIDVVEKPLQKLHLIDQIQRLGIEYHFEREVDEQLEQIHKSYSRLDHEDFKVDDLHTVALIFRLLRQHGYNISEVFDKFKDSKGNFRESLTSDVHGLLSLYEACHLRCHGDSILDKALPFATTHLESSNKSKVSTSLAKQVSHALKQPLRKGLPRLEASRYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRFSNRWWKNIDVPRKFPFARDRIVELFFWTTGIYFEPEFAMARELLTKVISLTSIMDDIYDVYGTVEELALLNAAIQKYGIRWDVDAMDGLPEYMQTYFKEFLQLYEYIGNQLAAKGRLYRLIYAKEVVSIIDKLYMKKLVRAYFQEAKWFHTNYIPTLEEYMPLQLITTDYGMLATTSLVGMGDVVTEHVLKWSVSDCKSVKATQTICRLMDDVSSHEFEQKRGHVVSAVELLMKYHGVSEQEAGEELLKGVIDAWKDTNEEFLRPTAVPMSVLTRMLNFSRVIDVLYSDGDNYTHSKTKLKDYVTLLFVNPLP
>EglobTPS049
SHGIAEERIERLKGEVGKMLTSAMYKPAEKLNLIDQIQRLGIAYHFELEIDKELEQIHRGYFEFHCDDNDNDLDTVALLFQLLRQRGYHVFHAPFGHTEIFNKFKDGDGNFGKSLIADVQGLLSLFEACHLRYHGDNLEDALAFTTTHLESIDKRKASLHLVKKVSHALNQPIHKGMSRLEARRYIPLYQEEPSHNEVLLSLAKLDFNLVQEQHRKELGNLTRRWWKGLDVQKKFPFARDRLVEMYVWWLGEYYEPEHEAAREILTKLISVTSIIDDIYDVYGTWEELELFTEAIERYNRWDVNAKDGLPEYMQECYKIVLDLYDEIGYEFDFCGTFPKYQVSRMKNQARAYLVEAKCFHQNHVPTMEEYMSIALPSAGIVSILAWSFLGMGDIVTKDVFDWLLFNDPKMVKAFTEEEAKEELRKQVTNAWKDINEELRGPT
>EglobTPS050
EQERGHSPSSVECFMKQYRVTEEEAKEELRKQVVNAWKDMNEELRRSSAVPKLLRTRILNFAQVFDVVYNDEKDHYSHAGTKFKEHVTSLYVERIERLKGEVKKMLTSAMDKLLQKLNLIDQIQRLGLAYHFEIEIDKELEQIHRSYFEFHSGDNDDDLHMTALLFRLLRQQGYDVSCGMIFNKFKDNEGHFSKSLIADVRGLLSLFEACHVGFHGDDILNDALAFTVTHLESIDKGKVSRNLEKEVSHALSQPIHKGLSRLEARHYIQLYQEEPLHNEVLLSLARLDFNLLQKQHQKELGNITRRWWRDLDGERKFPFARDRLVELYFWMSGVYFEPKYEATREILTKMIVIVSIFDDMYDVYATLEEIEVFTEAIERYSWHSRWDVDAKDGLPKYMQVCYETLLDLYDEFGNKFTRKGQSYCLFYAKEVVSMKNHLKAYFAEAKWFHQNHMPTMEEYMPIASTSIGCELLLGTSFLGMGDIVTKNDFDWLLYSDSKMVKASKVVARLMDDIAGHKFEQERGHSPSSVECFMKQYRVTEEEAKEELRKQVVNAWKDMNEELRRSSAVPKLLRTRILNFAQVFDVVYNDEKDHYSHAGTKFKEHVTSLYVD
>EglobTPS051
EEQIEGLKGEVRKMLTDAVNKPSQVLHLIDQIERLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQHNVSSGMFVFNKFKNSEGNFRESLITDVRGLLSLYEACHLRCSVFESLLQEKKKEFKLYESVKQKYFRFHSYLFNHRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFVEARDILTKVIALTSILDDMYDVYGTLEELVILTEAIERWDVDAMDGLPEYMQAWYKVLLDVYDVGNEVATKERSYHLTYAKEAVMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLGMGDVVTKHAFEWLLGDKILKASQIICRLMDDIFSHQFEQKRGHVASSVELFMKEHDVSEQETEKELRKRVVDAWKDINEAFLRPTAVPVPILFSIILNLSQVIHVLYSDGDNYTHSGTLLKDPVSHL
>EglobTPS058
DQHAEQEIQKLDDEVKRMLCADADKPSLKLDMIDQIQRLGIAHRFASDIDHVLKQLSETCFVCNNGDRDIDDLYTAALLFRLLRQQGCRVSNIFNKFKDPSGKFSEKHASDVRGLLSLYEASHLSVHGEDVLDQALSFSLTHLRLEARRYISMYEAEPLHNEVLLSLAKLDFNRLQKQHQKELDITRRWWMGLDFKRKLPFARDRLVEGYFWILGVHFEPELAVARRMMTKVIAVTSVLDDIYDVYGTYEELELFTQAIQRRWDIDCIHELPEYMQVFYKALINIYVEIEEILACTGKSYCLCYAVEAVRSMKRQARYYFAEAKWLHQQHKPTMDEYMSIALVSSGYPLLAVTSFVGMPDIVTKEDLDWLFNDPKILKASTIICRLMDDLATHKFEQSRGHVDSAVQCYMKLYGVTEQEAENNLRKQVNDSWKDINEECLRPTAVAMPARVMDVLYKDGGDHYTNPHIALKDYIHSVLIDPV
>EglobTPS059
DALTFTITHLESIDKRKVSPNLEKQVSHALNHPIRKGLPRLEARHYIQFYQEEPSHNEVLLSLAKLDFNSLQGQHQKELGNLTRFRWWKDLDIKREFPFTRDRLAELYVWMLGVHFEPDYEIARGIVTKMMVIISILDDIYDVYGTLEELEIFTEAIERYRWDVDAIEGLPECMQVIYKIIFELYDEIGYELTRKGRSYRLFYAKEAVSHMKIQVRAYLVEAKWFHKSHIPTMEEYMPIASTTIGNQMAFVASFLGMRDIVTKDTFDLLLSSNHKIVKASKVIGRLMNDIAGHKFEQERGHVASSVECFMKQYKVTEEEAKKEIRKLVADAWKDINEELRHPTAVPMVVLMRIVNLAGAIHAVYEDETDHYVNAGTNFKEFVTCLLVNP
>EglobTPS060
ERIERLEGEVKKMWIGAMDKPSQNLIDHIQRLEFAYHFEHEIDEQLEQNHRSYFEFHYDDNNGNLHTIANRFKDSKGNFSKCITDVQGMLSLFEACHLSYHGNDILNGALAFTITHLESIKKKKVTPNLKKQVSHALHQPIQKGLPRLEARLYIQFYQVEPLHNEVLLSLAKLDFNSLQEQRQKELGNLTRRWWKDIDMEMEFPFARDRLGEVHVWMLGIDFEPVYEITRGMVTKMMVILYILDDIYDVYGILEELELFTKAIERRWDVDAKEVLPKCMQVFYKTLLDFYDELGNELTRKERSYRIMKIQVSMYLAEAKWCHQNHIPTMEEYIPVGLISNGSQLVFVTAFLVMGDIVTKDTFDWLLSGDPKIVKASQVIGWLMNDIAGHKFEDRGHVASLMEGFTEYRVMEEVAKKELCKKSGQCWTDIKEELPRLIAVPMVLLMRIINLARAMHVVYEDETNHYVNAGT
>EglobTPS062
MALPVLCPTFLPSTICHNQPSLLSFRHLRFAQFVTCASKIEDQEIVRRSANWQPSVWDYDFVQSLSVDYTEDKHMEQVQRLKEEVRGLFDREINQVAKLEFIDVVQRLGLGYHFEMEIKNALSSIYNNTEDAQISDNLYATSLRFRLLRQHGYNVPQGACQDVFQRFMSKMGTFNELLHEDVKGLLGLYEASFHGLEGETILDEGWNFASKHLNDLNLDKVPTNIASHVSHALDMPIHWRPNRLEARWFMDMYGKQQDMIPSLLRLAKIDFNLVQSIHRKEVSNLARYRWWVELGANKMTFSRDRLVENYFWSCIFVFEPQYTAFRELSTRIGCMVSLIDDIYDIYGTPEELELLTDFDYFSRWDITNIDKLPPTIRDGFMVLYNTTNELGYWTMRERGINPIPYLRKLVISTCWADECKAYMKEVYWYNKGIKPTLKEYMDVGVDSIGGLILLLDSYFLTTDKLTEEGLDYVSKIPGVMHSSAKILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIKHLVRETWKKMNKEVFEDYPFSGFGPFLSACLNLARASHCFYDYGDGHGLPGHQTKDHVVSTIFESVPLD
>EglobTPS063
MALPALFTSFVPSSISHNQPSLLSFRHPRVTCAVTIENPEIVRRSANWKPTVWDYEFLQSLRVDYTEDKYAEQVQRLKEEIRGLFNREMNQVAKLEFIDTVQRLGLGYHFEMETKNALSSIYDNTGYAQLLNDLHAVSLGFRLLRQHGYKIPQGIDVFQQFMNKTGTFNESLNKDVRGLLSLYEASFHGLEGETILDEARNFASKHLKDLNLDKVPTMLASYVRHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWCCAMVFEPQYTAYREMTTKLTCMVTLIDDVYDVYGTQEELELLTDFLVRWDITEIDKLPPIIRDSYMALYNTTNEIGYWTMRELGINTIPYMQKVWADECKAYIKEVHWYNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDQSLITCRKFRVSCIALPRSFDSTMISVPHRYELARGDNFKALECYMNETGASEEATREHVKKMVHETWKRMNKDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHSLPDNETKDHLVRALFDPVPLD
>EglobTPS064
MVLPALFTSFVPSPISHNQPSLLSFRHPRCSSSSFSSGAKSVTCAMTIENPEIARRSANWKPNVWDYEFLSLIVDYTEDKYAEQVQRLKEEIRGLFNREMNQVAKLEFIDAVQRLGLGYHFETETKKNALSSIYDNAGYAQLLNDLHAVSLGFRLLRQHGYKISQGIDVFQQFMNKTGTFNESLNKDVRGLLSLYEASFHGLESETILDEVRNFASKHLKDLNLDKVPAMLASYVRHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARWWVELAANKMTFFRDRLVEHYFWTCAMVFEPQYTAYREMTTKLTCMVTLIDGVYDVYGTQEELELLTDFLVDILSRWGIIEINKLPPTIRDSMALYNTINEIGYWTMRELGINTIPYMQKVDECKEYIKEVHWYNKGIKPTLKEYMDNAVDSIEGLIMLLGSYFLTTDKLTEEGLGYVSKIPSVMHCSAKILRLNNDLSTSSSHELARGDNFKALECYMKETGASEEATHEYVRQMVHETWKRMYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPLD
>EglobTPS065
MALPVLCPSILPSTIFHNQPSLLSFRHLHSSFSCSANWEPSVWDYGVVQSLSVDYEDKYMEQVQRLKEEVRGLFDREINQVAKLEFIDVVQRLGLGYHFETEIKNALSSIYNNTEDAQVSDNLYVASLRFLLRQHGYNIPQGTCQDVFQRFMSKMGTFNESLHEDVKGLLGLYEASFHGLEGETILDEGWKFASKHLKDLNLNEVPTNIASNVSHALDMPIHWRPNRLEARWFMDMYGKQQDTIHSLLQLAKIDFNLVQSIHRKEVSNLARYRWWVELGANKMTFFRDRLVENYFWSCIFVFEPQYTAFRELNTRIGCLDTTLIDDVYDIYGTPEELELLTDFILRWADECKAYMKEVYWYNKGIKPTLKEYMDVAVDSIGGLILMLDSYFLTTDEVTEEGLDYEIPGVMHSSARILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIKHLVRETWKKMNKEVFEDYPFSGFKPFLGSCMNLARASHCFYDYGDGHGLPGHQTKDHLVSTIFESVPLD
>EglobTPS066
MALPALFTSFVPYSISHNQPSLLSFRHPRCSSSSFSSGAKSVTCAVTIENPEIVRRSANWKPNVWDYEFLQSLRVDYTEDKYAEQVPRLKEEIGGLFNREMNQVAKLEFIDAVQRLGLGYHFETEIKNALSSIYDNAGYAQLLNDLHAVSLGFRLLRQHGYKISQGIDVFQQFMNKTGTFNKSLNKDTRGFLGLYEASFHGLEGETILDEARNFASKHLKDLNLDKVPAMLASYVSHALDMPIHWRPNRLEARWFMDMYEKQQDMILSLLRLAKLDFNLVQSVHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWTCAMVFEPQYTAYREMTTKLTCMVTLIDDVYDVYGTQEELELLTDFLVRDILSRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMQKVWADECKAYIKEVHWYNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDKLTEDGLDYVSKIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEAAREHVRQMVHETWKRMNKDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPLD
>EglobTPS068
MALPALFTSLVPSSISHNQPSLLSFRHPRCSSSSFSSGAKLVTCAVTIENPKIVRRLANWKPNVWDYEFLQSFGVDYEDKYAEQVQRLKEEIRGLFNREMNQVAKLEFIDAVQRLGLGYCFETEIKNALSSIYDNTGYAQLLNDLHVVSLGFRLLRQHGYKISQGIDVFQQFMNKTGTFNESLNKDVRGLLGLYEASFHGLEGETILDEARNFASKHLKDLNLDKVDVFQQFMNKTGTFNESLNKDVRGLLGLYEASFHGLEGETILDEARNFASKHLKDLNLDKVVSNMARYRWWVELGTNKMTFFRDRLVEHYFWCCAMVVEPQYTAYREMTTKLTCMVTLIDDVYDVYGTQEELELLTNFLVRDITEIDKLPPIIRDSYMALYNMTNEIGYWTMRELGINTIPYLQKVNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSYELAGDNFKALECYMNETGASKEAMREHVRQMVHKTWKRMNKDVFEDYPPSGFGPFLGACLNLAQASQCFYQYEDGHSLPDNETKDHLVRALFDPVPLD
>EglobTPS069
ASSGAQFVTCASKIEDQEIARRSANWEPSVWDYGVVQSLSVDYTEDKYMEQVQRLKEEVRGLFDKLEFIDVVQRLGLGYHFETEIKNALSSIYNNTEDAQVSSNLYAASLRFRLLRQHGYNIPQDVFQRFMSKMGTFNESLHEDVKGLLGLYEASFHGLEGETILDEGWKFASKHLKDLNLNEVPTNIASNVSHALDMPIHWRPNRLEARWFMDMYGKQQDMIPSLLRLAKIDFNLVQSIHRKEVSNLARYRWWVELGANKMTFFRDRLVENYFWSCIFVFEPQYTAFRELNTRIGCLVTLIDDVYDIYGTPEELELLTDFILRWDITNIDKLPPTIRDSFMVLYNTTNEVGYWTMRERGINPIPYLRKVWADECKAYMKEVYWYNKGIKPTLKEYMDVAVDSIGGLILMLDSYFLTTDEVTEEGLDYVSKIPGVMHSSARILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIKHLVRETWKKMNKEVFEDYPFSGFKPFLGSCMNMARASHCFYDYGDGHGLPGHQTKDHLVSTIFESVPLD
>EglobTPS071
MALPALSTSFLPSSIHHNQPSLLFFRHLCSSSSASTSSTSFGAQFVTCTLKIEAQEIGRRSANWQPNVFDYDFLQSLNVDYTEDKYSEEAQRLKKEVKGLFNKDMNLVAKLEFIDLVQRLGLGYQFEMEIKNALSSIYNNAEDAQLLDDLYAISLRFRLLRQHGFNILQDVFQRFMSKSGTFNESLNEDVKGLLGLYEASFHVLEGETILDEAWTFASKHLKDLNLNKIPTNLATHVDHALEMPIHWRPNRLEARWFIDMCEKQQDMIPSLLRLAKLDFNSVQSIYRKEVSTLARYRWWVELGANKMTFCRDRLMENYFWSMIMVFEPQHTAFREMNGKIASMVTLIDDVYDVYGTPEELELLTDFIVRFWDITDIDRLPPIIRDSFMALYNTTNEIGYWTMRERGINAIPHLQKWAEECKAYLKEVHWCSKGIKPTLKEYMDVATYSTGGLVMLLASYFLTTDKLTEEGLNYVSEIPSIMHSSCEMLRLINDFSTSSYELARGDNLKALECYMNETGASEEAAREHIMHKVREGWKLMNRAMFEDYPIPGLRPFLGACLNQARVSHTFYRYGDGFGRPDNDTKDYLASAIYKPVPLD
>EglobTPS073
MALPALFTSFVPSSISHNQPSLLSFRHPRCXSSSFSSGAKSCAVTIENPEIVRRSANWKPNVWDYEFLQSLRVDYTEDKYAEQVQRLKEEIKGLFNREMNQVAKLEFIDVVQRLGLGYHFEKEIKNALSSIYDNTGYAQLLNDLYAISLGFRLLRQHGYNIRQGIDVFQQFMNKTGTFNESLNKDVKGLLGLYEASFHGLEGETMLDEARNFASKHLKDLNLDKVPTMLASYVSHTLDIPIHWRPNKLEARWFMDMYEKHQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWNCTMVFEPQYTAYREIVYDVYGTLEELELLTDFLVRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMRKVWADECKAYIKEAHWYNKGMKPTLKEYMDNAVDSIGGSIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEAAREHVKQMVHETWKRMNKDVFEDYPARAF
>EglobTPS075
FTSFVPSSIRHNQPSLLSFRHPRCSFSNPEIVRRSANWKPNVWDYEFLQSLRVDYTEDKYAGQVQRLKEEIRGLFNREMNQVAKLEFIDAVQRLGLGYHFETEIKNALSSIYDNTRYAQLLNDLHAVSLGFRLLRQHGYKIPQDVFQQFMNKTGTFNKSLNKDVRGLLGLYEASFHGLEGETILDEARSFASKHLKDLNLDKVPAMLASYVSHALDIPLHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWNCTMVFEPQYTAYREMTTKLACMVTLMHSMKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDQLTGEGKALECYLTEIGASEEAAREHVKQMVHKTWKRMNKDVFEDYPYSGLGPFLDACLNFARASQCFYQYGDGHGLPDKETKDHLVRALFDPVPLD
>EglobTPS076
SIHHNQPSLLFFRHLCSSSSSGAQFLTCTLKIEAQEIGRRSANWQPSVWDYDFVQSLGVDYDKYSEEAQRLKKEVKGLFDKDMNLVAKLEFIDVVQRLGLGYQFETEIKNALSSIYNNTEVAQLSDDLDAVSLRFRLLRQHGFNVSQDVFQRFMSKSGTFNESLNEHVKGLLGLYEASFHVLEGETILDEAWTFASKHLKDLNLDEIPTNLVSHVDHALEMPIHWRPNRLEARWFIDMCEKQQDMIPSLLQLAKLDFNLVQSIYRKEVSSLARYTINLAARWWVDLGANKMTFCRDRLVENYFWSSIMVFEPQHTAFREMNGKIASMVTLIDDVYDVYGTLEELELLTDFIVRFWDITDIDRLPPTIRDSFMALYNTTNEIGYWTMRERGINPIPHLQKVVISTCWANECKAYLKEVQWCSKGIKPTLEEYMDVATYSAGGLVMLLASYFLTTDELTEEGLNYVSKIPSIMHCSSKMLRLINDFSTSSYELARGDNLKALECYMNETGTSEEAAREHIMHMVREAWKWMNRAVFEDYPIPGLRPFLGACLNLARVSHTFYRYGDGFGLPNNDTKDYLVSAIYKHVPLD
>EglobTPS077
EERYMERVENMKEEVKDFICSEMPQVEKLEHIDAVQRLGLGYHFEVEIKKALQTIINGKTNRSGAFDDDLPATALLFRLLRQNGFNVEQGIFERFMTEDVSNFKESLREDVQGLLSLYEASFCGFKGEAIIDEAKIFSSTCLENLKGDHIWAKKIDRALDMPVHWRPNRLEARWFMDMYEEDQCDRSNPILLDLAKLDFNIVQSVYRDEVSKLARRWWVNLGLNKMDFCRDRLMEHYLWNALMVYEPQFGAFREMSTKITCMITLMDDVYDVFGSWEELQLLTKFIWDISQIDKLPLTIRTCFLAMYNTTNEVGYWTMKEQGFNIIPYLHKLWVNQGKTWLEEAKWYHEGHKPTLKEYLNASVTSIGGHLVLLCSYFTTSDKLSKEILEYLCNIPNVMYCSSLILRLTNDLSTSSDELVRGDNFKSLHCYMNETGASEEATRQHIKSLVQDAWKQMNEDAFCYNPCPGPFRGACLNLARASQLFYQYGDGHGIPDRETKDN
>EglobTPS078
RPSVLLFKFPRPTPSYSIADVATTAGIWCISCIDPNTNEQSPVARRSANYMPSVWDYDILKSPSADFAEERCTEPVQRMKEEVKDTLERENHLLAKLELIDAIQRLGLQYHFENDIKRALQVIRDDSNDACFSNDLHSTALRFRLLRQHGYDLSQGIDAFQRFINKTGTFEESLKKDVKGLLGLYEASFHGLEGENILDEAQDFASKHLKNLNLNEIPTCLAKQVLHALDMPIRWRPNRLEARWFMDMYGKQQDMIPSLLRLGKLDFNLVQTIHRKEVSNLARYRWWVELGANKMTFSRDRLVENYFWSCLMVFEPQYTAYREMTTKIGCMVTLIDDVYDVYGTLEELVLLTDFIVRFWDITDIDNLPPTIRDSFMALYNTTNEIGHWTMREQGINPIPYMRKWADECRAYIKEVHWYNEGIKPTLKEYMSNAVDSIGGLIMLLHSYFLTTDNLTKEGLDYVSKIPRIMHCSAKILRLNDDLGTSSYELARGDNFKALECYMNETGASTEAAQQHIKHLVRETWKTMNKDACEDYPFPGFKPFLGACLNLARASQCFYQYGDGHGLPGHETRDHIVSTLFKPVPLD
>EglobTPS081
MALPALLTNFLPSSIRPNQHSFLLVSRPCSSFSSPSAISSGARFAKCSLTIEDQDTARRSANWKPSVWDYGSVQSLNTDFEDKYTEQVQRLKEEVKGLFHREINQVAKLEFIDVVQRLGLGYHFETDIKNALSSIYNNTEDAQLSDDLYAVSLRFRLLRQHGYNLQQDVFQRFMNKMGTFNESLKEDVRGLLSLYEASFHGLEGETIVDEAWNFASKHLKDLNLDDVPANLASNVSHALDMPIHWRPNRLEARWFMDTYEKQQDKIPCLLRFAKVDFNIVQSIHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWCCAMVFEPQYTEFREMTTKLTCMVTLIDDVYDVYGTLEELEVLTDFIVRFWDITDVDKLPLKIRACFLALYNTTNEIGYWMMRERGINPIPHMRKVVISTCWADECKAYIKEARWYNKGIKPTLDEYVDNGVTSIGGLIMLLGSYFLTTDKPTEEGLDYVSNIPSVMHCSAKILRLNNDYELARGDNFKALECHMNETGASEEATREHIKHLVRKTWKRMNRDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDHETKAHIVSSLFDPVPLD
>EglobTPS082
MALPAVSTSFPPSSIHHNQPSLLFFRNLRSSSSVATSSNSSGAQFVTCASKIEVQEIGRRPANWQPSVWDYDFVQSLSVDYTEDKYSEEVQRLKKEVKGLFDKEMNQVAKLEFIDMVQRLGLGYQFKMEIKNALSSIYTEDAQFSDDLEAVSLRFRLLKQHGYNIPQDVFQRFMSKTDTFNESLNEDVKGLLGLYEASFHGLEGETILDEAWTFASKHLKDLNLDEIPTNLVSHVSHALDMPIHWRPNRWFINMYEKQQDMIPSLLRLAKLDFNLVQSIYRMEVSHLARYRWWVELGANKMTFCRDRLVESYFWSNTMVFEPQHTAVREMNGKIASMVVLIDDVYDIYGTPEELELLTDFIVRFWDITNIDSLPPTIRDSFMALYNTTNEIGYWIMRERGINPIPYLQKVWANECKAFLKEVHWCSNGIKPTLKEYMDVATYSAGGLVLLLASYFLTTDKLTKEGLDYVSKIPSIMHCSSKMLRLINDFSTSSYEVARGDNLNALECYMNETGASEEAAREHITHMVREAWKWMNRAVFEDYPIPGIGPFLGACLNLARVCHTFYRYGDGFGHPSNDTKDYLVSAIYEPVPLD
>EglobTPS083
SNKYDSILQKEGIKERMEGLVEEVKPMLSEAVDSLAKLELIDCMTKLGLSNLFENEMKEALETVASIHNGVFTMEEHLYASALRFRLLRQHGHIVSQSEFNRSNGEDVKTMIELLEASHLALEGENILHEAKAFSTGILRERVSSLDGRLFKRTVHALELPLHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRRWWRDLGLMEHVDFTRDRLVESFLCALGLSQETRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAIWDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRVLPHLAKAWADFCKALLTEAKWDNMGYTPSTIEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTSAERDRGDAPSSVVCYMQEANVPEDVARKHIKELINQAWKSINAHCFGNVETPFVRTFIDVTVNASRVAHMLYQFGDGFGVQDGDIRRQILSAVIHPIALN
>EglobTPS084
MEYGTQQAQFKPCQANLPEVVGTMNQRRTANYKPNIWNYDFLQSLSSKHDSNKYDSILQKEGIKERIEGLVEEVKRILSEVVDSLAKLELIDSMTKLGLSNLFENEMKEALETVASINNDIFNMEDHLYANALWFRLLRQHGHIISQSEVELLEASHLALEGENILHEAKTFSTGILRKRVSSLDGRLFKRAVHALELPMHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRRWWRDLGLMEHVDFTRDRLVESFLCALGLSQEPRLSSHGSARKSLTKVVILILVIDDVYDLYGSLEELECFTSAISRRDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRVLPHLAKAWEDFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNWEDVADLLERNKDLIYNVSMIIRLCNDLGTSAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNADTPFVRTFIDVTANAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLALN
>EglobTPS086
EVVGTMHQRRSANYKPNIWNYDFLQSLSSKHEGIKERMEGLVEEVKPMLSKSVDSLAKLELIDSMTKLGLSNLFENEMKEALERVASNNNGVFTMEEHLYASALRFRLLRQHGHIVSQSEFLFNRSNCEDVEAMIELLEASHLASEGENILHEAKAFSTGILRERVPSLDGRLFKCTVHALEIPLHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRRWWRDLGLMEHVEFTRDRLVESFLCALGLSQETRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAIWDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHLVLPHLAKAWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTAERDRGDAPSSVVCYMREANVPEDVARKHIKELINQAWKSINAHCFGNVETPFVRTFIDVTVNASRVAHMLYQFGDGFGVQDGDIRRQILSAVIHPVALN
>EglobTPS087
SNKYDSILQKEGIKERMEGLMEEVKRMLSEVVDSLAKLELIDRMTKLGLSNLFENEMKEALETVASINNGAFTMEEHLYANALRFRLLRQHGHIISQSEFNRSYCEDVEAMIELLEASHLALEGENILHEAKTFSTGILHDRVSSLDGRLFKRAVHALELPSDWRVQFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDRWWRDLGLMEHVEFTRDRLVESFLCALGLSQEPRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRLSTRDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRVLPHLAKWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNAETPFVRTFIDVTVNAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLALN
>EglobTPS088
MEYATEQAQFQPCQANLPEVVGTMHQRRSANYKPNIWNYDFLQSLSSKHDSNKYDSILQKQGIKERMEGLVEEVKPMLSEEVNSLAKLELIDRMRKLGLYNLFNDEMKEALEPVAFNRSYCEDVEAMIELLEASHLALEGENILHEAKAFSTGILRERVCPRFGASVALEGSVVRHQMANKLGEDKQSNLLELAKLNFNARESVHALELPLHWRVQWFDIKWQISLGRTSKAICLSLPNISTTHQRDLREISRRWWRDLGLMEHVDFTRDRLVESFEPRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRLSTWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNAETPFVRTFIDVTANAARVAHMLYQFGDGFGVQDGDIRRQILSSVIHPLALN
>EglobTPS089
CLAHSPQVGSKTHQRRSANYKPSIWKYEFLQSLNDKYDELRSFKEGSNGLNGSNCQDVEAIVELLEASHLALEDENILNEAKTFSTGILHERVPGLDGLPFKRAAHYLELPMHRRVQWFDIKWQIDLYEQQEDKQSNLLELAKLNFNTVQATHQRDLIEISRWWRDLGLLEHVDFTRDRLVESFLCALGLSQEPRFSSLRKSLTKVIILILVIDDVYDLYGSLKELECFTSAITWDSEQIQQLPDCMKICFQVLHDVTYENAYDIGKDEDWHRVLPNLTKAWADFCKALLTEAKWDNIGHIPSLEEYLSNAWTSSSGPLILSHAYYFVGHMKLEDVEELLERNKYLIYNVSMIIRLCNDLGTAEKDRGDAPSSVVCYMREANVSEDVARKHIKELINQAWKSINAHCFGNAELPFLQPFIDVAMNAARVAHMLYQFGDGLGIQDGDIRRQILSTVIQPLALD
>EglobTPS090
MHQRRSANYRPNLWKYDFLQSLNNSYDLVRFEQVERLVEEVKPTLSEAVNSLLKLELIDKMKKLGLSNLFGNEIKEVLQTVASTNNGVFNMEDHLYASALQFRLLRQHGHVVSQGKFDVEAMIELLEASYLAMEGENILEEAKAFSTGILQERVSGLDGQLLKRAVHALELPMHWRVQWFDIKWQIDLYEQQEDKQSSLLQLAKLNFNIVQATHQRDLRDISRRWWRDLGLIEHVDFARDRLVESFFCALGLSQEPQFSSFRKSLTKVIILILVIDDLYDLYGSLEELECFTDAIWDLEQIQQLPECIKVCFQALRDVTYEIAHEIGKDEDWHQVVPHLMKAVSWADFCKALLNEAKWDKMGYTPSLEEYLSNAWTSSSGPLILSHAYYFMGQMKLEDAADMLKRNKDLIYNVSIIIRLCNDLGTSTAERERGDAPSSVVCYMREANVS
>EglobTPS091
QRRSANYKPNIWKYDFLRSLNNNFVHALELPMHWRVQWFDIKWQIDLYEQQEDKQSNLLELAKLNFNTVQATHQRDLIEISRRWWRDLGLIEPVQLTVYDLYGSLEKLECFTSAVTRLALSPPELFLEISKEEDWHRVLPCLTKAYLSNAWTSSSGPXLLSHAYFFVGAEIERGDAPSSMVCYMREANVSEDVARKHIKGLIDQAWKNINAHCFVNAETPFLRPYIDVTVNAARAAHMIYQSGDGFGVQDGTIGQQMLSAVIEPLSLD
>EglobTPS092
MALPALSTSFLPSSIHHNQPSLLFFRHLRSSSPAATSSTAFGAQFVTRASRIEVQEIGRHSANWQPSVWDYDYLQSLSVNYTEDKCSEEVQRLKKEVKVLLDGEMNQVAKLKLIDAVQRLGLGYQFEMEIRNALSSIYNNTEDAQLSENLDVVSLRFRLLRQHGYNIPQDVFQRFMSKTGTFNESLNEDVKGLLGLYEASFHGLKGETIIDEAWTFASKHLKDLNLNEIPTNLASHVSHALDMPIHWRLNRLEARWFIDMYKKQQDMIPSLLRLAKLDFNLVQSVYRKEVSNLARYTINLRWWVELGANKMTFCRDRMVESYFWSNSMVFEPQHTAFREMNGKIASMVVLIDDVYDIYGTLEELELLTDFIVRFRWDITDIDRLPPIIRDSFMAMYNMTNEIGYWTMRERGINPIPYLRKVWADQCKAYLKEVHWRSKGIKPTLKEYIDVATNSSGGLVLLLPSYFLTTDKLTEEGLDYVSKIPSIIRCSCKMTRLINDFSTSSHELARGDNLKALECYMNETGASEEAAREHIMHMVREAWKWMNRAVFEDYQIPGLRPFLGACLNMARICHTFYGCGDGFGQPSNDTKDSLASAIYEPVPLD
>EglobTPS093
MALQALSTSFLPSSFHHNQSPLLFFRHLRSSSSAATSSTTSSAQFVTCASKIEVQEIGRHSANWQPSVWDYDFLQSLTVNYTEDKCSEEVQRLKKEVKGLFDGEMNQVAKLKFIDVVQRLGLGYRFEMEIKNALSSIYNNTEDAQLSDNLDVVSLRFRLLRQHGYNTPQDVFQRFMSKTGTFNESLNEDVKGLLGLYEASFHGLEGETILDEAWTFASKHLKDLNLNEIPTNLASHVSHALDMPIHWRLNRLEARWFIDMYKKQQDMIPSLLRLAKLDFNLVQSVYTKEVSNLARYTINLAARWWVELGANKMTFCRDRIVESYFWSNSMVFEPQHTAYREMNGKLASMVVLIDDVYDIYGTPEELELLTDFIVRFRWDITDIDRLPPIVRDSFMAMYNTTNEIGYWTMRERGINPIPYLRKVWAEECKAYLKEVHWRSKGIKPTLKEYIDVATNSSGGVVLMLPSYFLTTDKLTEEGLDYVSKIPSIMRCSSKMLRLINDLSTSSHEVARGDNLKALECYMNETGASEEAAREHIMHMVREAWKWMNRAMFEDYRIPGLGPFLGACVNTARICHTFYGCGDGFGQPSNITKDSLASAIYDPVPLD
>EglobTPS095
MALPALSTSFFPSSIHHNQPSLLFFRHLRSSSSAATSSTASGAQFVTCASKIEVQEIGRHSANWQPSVWDYDFLQSLGVNYTEDKCSEEVQRLKKEVKGLFDREMNQVAKLKFIDVVQRLGLGYQFETEIKNALSSIYNNTEDAQLSDNLDVVSLQFRLLRQHGYNIPQDVFQRFMSKTGTFNESLNEDVMGLLGLYEASFHGLEGETIIDEAWTFASKHLKDLNLNEIPTNLASHVSHALDMPIHWRLNRLEARWFIDMYKKQEDMIPSLLRLAKLDFNLVQSVYRKEISNLARYRWWVELGANKMTFCRDRIVESYFWSNSMVFEPQHTAYREMNGKLASMVVLIDDVYDIYGTPEELELLTDFIVRFRWDITDIDRLPPIIRDSFMAMYNTTNEIGYWTMRERGINPIPYLRKVWAEECKAYLKEVHWRSKGIKPTLKEYVDVATNSSGGVVLMLPSYFLTTDKLTEEGLDYVSKIPSVMRCSSKMLRLINDLSTSSHEVARGDNLKALECYMNETDASEEAAREHIMHMVREAWKWMNRAVFEDYRIPGLGPFLGACVNTARICHTFYGCGDGFGQPSNITKDSLASAIYEPVPLD
>EglobTPS097
PVPCSASTRAALSQGGWRSPRYQPTLWSYDYLRSLPTSFLEQEVRSAMKDESAELSTILALVDDIQRLGLVFLFEEDVKRALRRYHSPDGGYKNRDQKTLHGTALFFRILRQNGFEVSDVFRIFMDERGTFMESLGRDVEGLLSLYEASHLAFEEEGILLEAKEFAVKHLKRLNDIDNGKDLEYFRVNRGSVPALHQRMPLLEARQSIEAYSPQRDVERRLLELAVYNFNMVQSILQRDLQEMSRSVWERGRWWNDVSLANELSFARDRLMECFFWTVGMAYEPQFSNLRKGLTKVTALVTTIDDVYDVYRSMDELELFTDAVWDVNALSNLPSCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKAVSWSDMFKAFLQEAKWKHDKVTPTFEEYMNNGWISVSGLVILIHAFFLSTPDVRKEEIELIETHGHDLLKSPAIIFRLCNDLGTSSVRIAELERGETANSILCYMQDTGVSENVAREHIKELIDVEWKNMNRYQVDDSMFGKSFVRLAFNLARIAHYTYQDGDAHGDPDDRAKYRIHSLLIDPISL
>EglobTPS098
RVQMLEQEVRSAMKDENAELSTILALVDDIQRLGLIFLFEEDVKRALRRYHSLDGGHKNRDQKTLHGTALYFRILRQNGFEVQTDVFWIFMDEQGTFMESLGRDVEGLLSLYEASHLAFEDEDILHEAKAFAIEHLKRLNNIDVSKDLEYFQVNWGLALPLHQRMPLLEARRSIEAYRTRRDADRRLLELAVYNFNMVQSILQRDLQEMSRANETALVTTIDDVYDVYGSLDELELFTDAVHRFRWDVDAVSSLPGCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKAWSDMLKAFLQEAKWKHNKVTPTFEEYMNNGWISVSGLVILIHAFFLSTPHIRKEELELIETYGHDLLKSPSIIFRLCNDELERGETANSILCYMQDTGVCENVAREHIKELIDSTFTLPRIAHHTYQDGDAHGAPNDRSKYRIHSLLIDPISL
>EglobTPS099
MALHLFSLPSVFSEKISRQVPRSTSTKAAFPQGGRRSANYQPSVWTHNDLPSLVTDEDRQSCRVVKVELQREKAQMVEEVRGALHDENAELITIFALVDDIQRLGLGRHFEEDISRALHRCLSPDVVYEGLQKSLHGTALSFRILRQHGFEVSQDVFKIFMDESGSFLKNLGQGMLSLYEASRLAFEDEDILREAETFTIEHLKNHNRDINKDLQGEVNHELEWPLHRRMSLLEARRFIEAYSRRRYTSHRILKFSATNFNTLQSTLQGDLQEVLWWDNVGLANELNFARDRLVECFFAAVAVADEHPLSNCRKGLTKANILNVIIDDVYDIYGTLDELGCSQVHRSSTNAVEDLPGYMKLCFLALYNCVNELAYDTLKETRENVIPYLTKAVHDWYDACEAFLQEAKWSHNKITPRVEEYLNNGWISVSGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFRLTNDLATSSAELERGETTNSIWCYMQEMGVSELEARKYVIKMIDTTWKKLNKYLVNDSTFNQSFVRMAFNLARMAHCMYHDGDAVGAPDDLSMNRVHSLIIDPVSLEP
>EglobTPS100
RVQMLEQEVRSAMKDENAELSTILALVDDIQRLGLIFLFEEDVKRALRRYHSLDGGHKNRDQKTLHGTALYFRILRQNGFEVSKEQTDVFWIFMDEQGTFMESLGRDVEGLLSLYEASHLAFEDEDILHEAKAFAIEHLKRLNNIDVSKDLEYFQVNWGLALPLHQLIRWWNDVSLANKLSFARDRLMECFFWTVGMAYEPQFSNLRRGLTKVTALVTTIDDVYDVYGSLDELELFTDAVHRFRWDVDAVSSLPGCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKAWSDMLKAFLQEAKWKHNKVTPTFEEYMNNGWISVSGLVILIHAFFPPHIRKEELELIETYGHDLLKSPSIIFRLCNDAELERGETANSILCYMQDTGVCENVAREHIKELIDTAWKKMNRYQVNNSLFGKSFVRLAFNLARIAHHTYQDGDAHGAPNDRSKYRIHSLLIDPISL
>EglobTPS101
LATPLLKLSSLTANGRVHCSVSTQVSDTQGGRRWANYQPTVWTYNYLSLVADGGRQSHCAVKVELQREKAQMLEEEVRGALNDEKAEPMTIFALVDDFQRLGLGQHFEEDISRALRRCLSNDAVNKSRQKSLHGTALSFRILRQHGFEVSQDVLKIFMDESGSFMKTLGGDVQGMLSLHEASHLAFEEEDILHGARSFAIEHLRNLNRNVNKDLQDQVKHELELPLHRRMPLLEARQSIEAYSRHGYTNHRILEFAVLNFNTSQSILQRDLQEMWWNNVGLANELNFARDRLVECFFAAVAVADEHPLSNCRKGLTKVNILNVIIDDVYDIYGTLDELELFTDAVRRRWDINAVEDLPGYMKLCFLALYNSVNELAYDTLKETRENVIPYLTKAVHDWYDSCEAFLQEAKWSHNKITPRVEEYFGWISVSGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFRLTNDLATSSAELERGETTNSIWCCMQEMGVSELEARKYVIKLIDTTWKKLNKYLVNDSTFNQSFVRMAFNLARMAHCVYHDGDAVGAPDDLSRNHVHSLITDPVSLEPC
>EglobTPS102
MALRLLSAPYLPKLPSPTANGRVHCLASTQVSDTQGRRRSANYQPTVWTHNYLQSLDSDESRQSRHAVKQREKAQMLEEVRGALNDEKAEPMTIFALVDDFQRLGLGQHFEEDISRALRRCLSNDAVNKSRQKSLQGTALSFRIFRQHGFEVSQFKIFMDKSGSFMKTLGGDVQGMLSLHEASHLAFEEEDSLQEARSFAIEHLRNLNCNVDKDLKDQVKHELELPLHCRMPMLEAQSIEAYRRCGYTNHRIPEFAVTNFNTSQSILQRDLQEMEKVNFVRDRLMECFFWAVGVADEPTLANCRKRLTKVTSLITIIDDVYDVYGTLDELELFTDAVRRWDINAVDDLPGYMKLCFLALFNSVNEIAYDTLKETGKIVIPYLAKWYDLCKSFLQEAKWSYNKTNPRFEEYLNNGWISSSGHVILIHAYFLSSPSMRREEPESLEHYHDILRLPSMILRLTNDLGTSSELERGETTNSIMCYMQEMGVSESEARDYVMKLIDTSWKQMNKYLVNGSTFDQSFVRMAYNLARTTHFMYQDGDAHGAPDNRSRNRMHSLIIEPISL
>EglobTPS103
LLKLSSLTANGRVHCSVSTQVSDTQGGRRWANYQPTVWTYNYLQSLVADGGRQSRCTVKVELQREKAQMVEEVRGALHDENAELITIFALVDDIQRLGLGRHFEEDISRAVCLSPDVVYEGLQKSLHGTALSFRILRQHGFEVSDVFKIFMDESGSFMKTLGNDVQGMLSLYEASRLAFEDEDILREAETFTIEHLKNHNRDINKDLQGEVNHELEWPLHRRMSLLEARRFIEAYSRRRYTSHRILKFSATNFNTLQSTLQGDLQEVLWWDNVGLANELNFARDRLVECFFAAVAVADEHPLSNCRKGLTKANILNVIIDDVYDIYGTLDELYSQTLFAGPRWDINAVEDLPGYMKLCFLALYNCVNELAYDTLKETRENVIPYLTKAVHDWYDACEAFLQEAKWSHNKITPRVEEYLNNGWISVSGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFRLTNDLATSSAELERGETTNSIWCYMQEMGVSELEARKYVIKMIDTTWKKLNKYLVNDSTFNQSFVRMAFNLARMAHCMYHDGDAVGAPDDLSMNRVHSLIIDPVSLEP
>EglobTPS104
VELQREKAQMLEEVRGALNDEKAEPMTIFALVDDFQRLGLGQHFKEDISRALRRCLSNDAVNKSRQKSLHGTALSFRILRQHGFEVSQDDFKIFMDKSGNFMKTLGGDVQGLLSLHEASHLAFEEEDILQEARSFAIEHLRNLNCKVDKDLQDQVKHELELPLHCRMPMLEAQRSIEAYRGCGYTNHRIPKFAATNFNTLQSILQRDLQEMWWNDVSLARNLNFVRDRLTECFFWAAGVADEPTLTNCRKRLTKVTSLITIMDDVYDVYGTLDELELFTDAVRRWDINAVDDLPGYMKLCFLALFNSVNEIAYDTLKETGKIVIPYLAKSYVNLVAPRFEEYLNNGWISSSGHVILIHAYFLSGPSMGREELESLEHYHDILRLPSMIFRLTNDLVTLSELERGETTNSITCYMQEMGVSESEARDYVMKLIDTSWKQMNKYLVNGSTFDQSFVRMAYNLARTTHFMYQDGDAHGSPDNLSRNRMHSLIIEPISLEPC
>EglobTPS105
YQPTVWTHNYLQSLEADESHQSRRAVKVELQREKAQMLEEVRGALNDEKAEPMTIFALVDDIQRLGLGQHFEEDISRALRRCLSNDAVNKSRQKSLHGTALSFRILRQHGFEVSQGIDVFKIFTDESGSFMKTLGGDVQGMLSLHEASHLAFEEEDILQEARSFAIEHLRNLNCNVDKDLQDQVKHELELPLHCRMPLLEARWSIEAYRRCRYPDHRIPEFAAMNFNTLQSILQRDLQEMWWNDVSLARNLNFVRDRLMECFFWAAGVADEPTLANCRKRLTKVTSLITIIDDVYDVYGTLDELELFTDAVRRWDINAVDDLPGYMKLCFLVLFNSVNEIAYDTLKETGKIVIPYLAKWYDLCKSFLQEAKWSYNKTNPRFEEYLNNGWISSSGHVILIHAYFLSSPSMRREELESLEHYHDILRLPSMILRLTNDLVTSSELERGETTNSIMCYMQEMGVSESEARDYVMKLIDTSWKQMNKYLVNGSTFDQSFVRMANNLARTTHFMYQDGDAHGAPDNRSRNRMHSLIIEPISL
>EglobTPS106
MALRLLFTPHLPVLSSRRANGRVRCSASTQISDPQEGRRSANYQPSVWTYNYLQSIVAGEGRQSRREVKVEQQKEKVQILEEEVRGALNDEKAETFTIFATVDDIQRLGLGDHFEEDISNALRRCVSKGAVFMSLQKSLHGTALGFRLLRQHGYEVSQGIDVFKIFLDESGSFVKTLGGDVQGVLSLYEASHLAFEEEHILHKARSFAIKHLENLNSDVDKDLQDQVKHELELPLHRRMPLLEARRSIEAYSRREYTNPQILELALTDFNVSQSTLQRDLQEMLGWWNNTGLAKRLSFARDRLIECFFWAVGIAHEPSLSICRKAVTKAFALILVLDDVYDVFGTLEELELFTEAVRRRWDLNAVEDLPVYMKLCYLALYNSVNEMAYETLKEKGENVIPYLAKAWYDLCKAFLQEAKWSNSRIIPGVEEYLNNGWVSSSGSVMLIHAYFLASPSIRKEELESLEHYHDLLRLPSLIFRLTNDAELERGETTNSIRCFMQEKGISELEARECVKEEIDTAWKKMNKYMVDRSTFNQSFVRMTYNLARMAHCVYQDGDAIGSPDDLSWNRVHSLIIKPISPAA
>EglobTPS107
MALPALFTTFLPSLTGYNQPSLFFSRLPRSSSSSSSSSTASGPQFMTRALKIEGQEIVRRSAEDQYTKQVQRLKKEVKGLFEREMNQVDKLEFFDVVQRLGLGYHFETEIKSALSLIYNNTEPSVWDYGLVQSLGVDYSDAQLSNDLYAASLRFRLLRQHGYNVPQDVFQRFMNMTGTFNESLSKDAKGLLGLYEASFHGLDGETILDEAWNFASKHLKDLNLDKVPSNLASNVSHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKIDFNLVQSIHRKEVGNLARYRWWVELGANKMTFFRDRLVESYFWTCIMAFEPQYTAFREMCTKIGCMVTLIDDVYDIYGTPEELELLTDFIIRFRWDITDIDKLPPTIRNSFMVLYNTTNEVGYQTMRDQGINPIPYLRKVWADECKAYMKEVHWYNSGIKPALKEYMDVAVDSIGGLILLLHSYFLTTDKLTKEGLDHVSKIPHELARGDNSKALECYMNESGASEEVAREHIRHLVRNIWKKMNKDVFEDYPFSGFGPFLGACLNLARASHCFYEYGDGHSLPGHQNKDHLVSTIFESVPLD
>EglobTPS108
MALPVLFPSFLPSSISHNQPSLLSFRHPRCSSSSFSSGAKSVTCAATIENPEIVRRSANWKPNVWDYEFLQSLRVDYTEDKYAEQVQRLKEEIKGLFNREMNQVAKLEFIDVVQRLGLGYHFEKEIKNALSSIYDNTGYAQLLNDLYAISLGFRLLRQHGYNIRQGIDVFQQFMNKTGTFNESLNKDVKGLLGLYEASFHGLEGETMLDEARNFASKHLKDLNLDKVPTMLASYVSHTLDIPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARYRWWVELGANKMTFFRDRLVEHYFWNCTMVFEPQYTAYREMTTKLACMVTLIDDVYDVYGTLEELELLTDFLVRLVLYDRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMRKVWADECKAYIKEAHWYNKGIKPTLKEYMDNAVDSIGGSIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSTKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEAAREHVKQMVHETWKRMNKDVFEDYPYSGLGPFLDACMNFARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPLD
>EglobTPS113
PHDLSFAKVAHPSSGITKRVEATKSMLGSMTDGEISISAYDTAWVALVEDVSGSGSPQFPEALRWIVDNQLPDGSWGDDLIFSPHDRIINTLACAQQVRNKKKRIPKDIMHQVPTTLLHSLEGMEGLNWEKLLKLQSADGSFLFSPSSTAFALMQTKDANCLDYLSRAVQRFNGGVPNVYPVDLFEHLWAVDRLQRLGVSRYFKDEIKECMSYVHRYCIRYWSEKGICWARNSRISDIDDTAMGFRLLRLHGHEVSAVSSDVFEQFKRGDVFSTFMGQSTEAVTGMFNLYRASELIFPGEKILEDAKSHAVKFLRRKREANELLDKWIRTKDLPGEVRVETRFYIEQYGGENDVWIGKTLYRFYLELAKLDYNNCQALHLSEWDNFQRRWYYESKLVDFGTSGKTLLYSYFTAAASIYEPERARERLAWAKTSVLVDAIASYCSRSSIPSKGGQGLIAALLGTLDQLSLEVLVARGKDIGHALRIAEKWLVGYEEEGDKYKGVVELLVQMIALGSGNSSFSDGRSSHPQYRHLCNLTNTICRHLAHRQTQKACENEDLPIQMAMQELVQLVLQDSAHRLDRDVKDAFFSVTRSFYYTAHCDPATIKSHIAKVLYERV
>EglobTPS114
SSEIGERVKAIKLMFWSMSDGKISTSAYDTAWVALVEDVGGSGNPQFPEALQWIANNQHPDGSWGDDLLFCPHDRILNTLACVVALKYWKIHPDKCDKGVGMSFFKDNISKLAEEKPEHMPIGFEVAFPSLIETAWKLEIEICDDSPVLQEIYANRNTKLNKRIPSDLLHQVPTSLLHSLEGMKELKWEKLLKLKNADGSFLFSPSATAFAFLQTRDLNCLNYLSRTVQRFHGGVPNVYPVDLFEHLWAVDRLQRLGVSRYFKEEIKECMSYVYRYCIRYWSDKGISWARNSNVADIDDTSMGFKLLRLHGYEVSAGTCQLLLRFFSFSCHSVSLEVFENFKNGNEFFSFMGQLIEPVTGMLNLYKASELIFPGEKILEDANRHAAKFLRRKQEANELFDKWIITKDLPGEVVGYALDVPWYANLPRVESRFYIDQCGGQNDVWIGKTLYRRMEYVDNDVYLELAKLDYNNCQALHLSEWDNFQRWYCESKLVDFGISGKTLLYSYFTAAASIYEPERAGERLAWAKTRVLVDAIASYLEGEGATREQRGAFVRAFIPDERGEGLIAALLGTVDQLSLEVLEARGKDISHPLRWEKWLVGYGEEGDKYKGVVELLVQMIALGACNSLLSDDLSSHPECHRLCNLTSTICRQLAHHQTQKVRKNENDQIEMAMQELAQLVLQNSTRGLNRDVKDAFFAVTRSFYYTAHCDTGTINSHIAKVLFER
>EglobTPS115
MSNKVELSISWYDTAWVAMVPFPGSPKSHRFPRSLSWLLNNKATPIRFNILLSGMIEQAGCLNLNLPLRSANLDSVSYERNFAVLRGLSEGSRIYLSHVSEGMGSLSDWEMIKKHQRKNGSLFNLPSTSAAALTHLQNVGCLRYLKLVVEKFGDASAPTIYPLGIYARLCMTENLERMGINCHFRKEIIDTLDDTYATSAMAFRILRSHGYDVSSRGEEEIFQHIATSAIAFRILCSHGYNVSSDNLFSCAIDQCGEIILDKINSWTGDFLKEGLLAGEMHADRLKDDMHEVDFPLDIQVDDALRFPLEESLTRAANRINIQLHNTNSMGILKCELQNFRNKDFLNLAMQDFNMCQAIILFSYARSYNFCNKDFLNLAVIDFNNCAIREEFKYLKRWVKEKKLDLKLARQKLAYCYFSAAETFLARQLLDTHISWAKNSVVVTVADDLFDVSGSAEGNEVLIRLLRKTISETGDKAVTWHGRNLTVHVAQIWLETLESMLTEAERARKKTVPTMDEDIANAHVSFGLGPTVLPALYLVGPKLSEKQVESPEYHNLFRLMSTSRRLLNDIQSYERESKQGKLHAVTLQMLDGSGTSEREAIERISSIIISMRRELLKLVLQEKDSIIPRACKDLFWKMSAVMHLFYMNADGFASDEKTSAVKALLDQPITLNEL
>EglobTPS116
EGSKERISDMFNKVELSLSSYDTAWVAMVPSPCSPQSPLFPRSVSWLMNNQLCDGSWGLPDHHPLLIKDALLSTLACVLALKQWGVGERQINKGLEYIASNSASVIDDRQHTPIGFNILLSGMIEQADCLNLNLPLRPADVDSVSYKRNLEVKRGRYLSYVAEGMGSSADWEMIMKYQRKNGSLFNSPSTTAAALTHLQNASCLHYLESVLEKFGDASVPTIYPLEIYARLCMIENLERLGIDRYFRKEVIHVLDDTYRTNRCWLQGEEEIFLDIATTAMAFRMLRSHGYDVSSEDQFCNTLEGYVKDAGSVLELYRASQLIINDDEIILDKINSWTYDFLRKGLHTGKMHANRLESYICGEVQVDDALKFPLHANLERVANRRNIELYNIDSTRVLKCGLRYSSCNFCNKDFLNLAVNDFNNCQAIYQEELKYLERRWVKEKRLDKLKFARQKLAYCYFSAAASFSPPQLSEARISWAKNGVLTTVVDDFFDVGGSAEELENFIWLVKRRWNVNMSADCCSEQVQIIFSALHSTISEIGDKAVTWQGRNVTGHVAQIWLELLESMLTEAKWTRKKVVPTMDEYMANAYVSFALGPIVLPALYLVGPKLSEEQVESLEYRKLFKLMSTCGRLLNDMQGFKQRESREGKLNAVTLQMLDRSSTSEREATERISSIIISKRRELLKLVLQERDSIVPRACKDLFWKMSTVLHFFYMDDDGFTSDEKTSAVKALLDQPITLNEL
>EglobTPS117
SQKSSIQSLINMIKRDLLSVIGSHSFLSPSPYDTAWLAMIPDPGLKFIHKNAELLLSRYTHGKFSRWIAIVLPGMVELARASSLEVVFPESVDRALADLFINRRQILREELVDKNQYCPLLSYLEALPSTYKISHETILKHLDSDGSLFQSPSATSRAYLSTGNEACLAYLQSLASNCASSGVPSLYPVDEDLTKLSMVHQLVRLGLTEYFDRENDEILAKIYRHINISFFRNYKHEKQITKSIHSIAAELYKDCLEFWLLRMHGYRVSPCMSCELYKFLNWFLFCWFLDHEEVRDHIWNTCNLMLPDEYELEKARIFSKKFLEKIASRETRDSSIISSSHCRMIEHELGLPWMARLDHLEHRTWMEEKDACVLWMGKFPYNRYLCLKRDSLLFFGFIRPSFVHNQDIVQLALQNYVLRQSVYRMELDVVKRYRWSETTGLRKMGFGREKTLYSYFAVAASISLPCNSDVRVLVAKSAIMITVADDFFDMEGSLEDLEKLTNAVQRYRWDGEGLTAHAKTIFEALDDLVTDFRMKCFKQSGKDIKKNLQEIWGETFHSWLMEAKWSKSGGAPPTQEYLDVGMTSIAAHILVLPSSCLASPTTPLHQLWSNAYQPITKLLMVITRLLNDIQSYLILSPCFYDFLTIQKEEKQGKLNFVLLYLKENPEASIEDSINFVQLLLEQLKKEFLLHVLEELCNLPEPSRRLHLGCLKVFHMFFNSSNRYDSETGMLHDIQKA
>EglobTPS119
IQIFMEFQKPSIQSLVQMIKREILPNMSSHSFLSSSPYNTAWLAMIPNPYQHDLPMFKGCLNWVLQNQNEEGFWGDYDHDEDEVSNKVECLASTLICMIMLKKWHVGLPSIEKGIREKLVDKKQYFPLLSYLEALPPTYKVSHETILKHLDSDGSLFQSPSATASAYLATGNACLAYLQSLALNCASNGGHINISFCRNYKHEKPIVKSIHSIAAELYKDCLGFWLLRMHGYKVSPCTSCKLYESLNWFLCWFLDREEVRDHIEKHYEYFSSVLLNIYRASNLMLPNEHELEKARTFSKKFLEKIASRGTRDSSIISSSHCRMVSGNIQIKHELGLPWMARLDHLEHRMWMEEKDACVLWMGKFSCHRFIRSSLVHNQDILQLALQNFEQRQSIYRMELDVLKRWSETTGLSKMGFGREKTVYSYFAVAASVSVPCNSDVRVLVAKGAVILTVADDFFDMEGSLEDLEKLTEAVQRYRWDGEGLSAHAKTIFEALDDLKCFKQLGKDIKKNLQNILVRKWGETFHSWLIEAKWSRSGDVRPTQEYLDVAMTSVGAHVLVLPPSCLASPTTSLHQLWSNPYQPITKLLMVISRLLNDIQTYDFLTFQKEEKQGKLNFVLLYLKENPGASIEDSINFVQLLLDQLKKEFLQHVLEEPCSVPELSRLLHLACLKVFNMFFNSSNRYDSDTDMLHDIQKANCALLFLKENPEASIEDPIKFVQLLLNQMKKEFLQHVLGDVCNLPEPGRRLHLGSLKVFHMFFNS
>EglobTPS120
NIVSSSFLSPSPYNTAWLAMIPNPHRHDCPMLCLNWVLHNQNEEGFWGDYDYEEHEMSDGGECLASTLVCMTVLKKWHVGSTLIEKGLVALATRPRHYFLPNHPKDLIIPVSTLAFCREKLVDRNQYYPLLSYLEALPPTYKIDGDGSLFQSPSATASAYLSTGHKTCLAYLQSLASNCSFCWFLDREEVRDHIEKHYEYFSSVLLNVYRASNLMLSDEQQLERVRTFSRKLLEKILSGETRDECIISSSHIEHELGLPWMARLDHLEHRMWLEEKDACVLWMGKLSVHNQDILQLALQDFVLRQSTYRMELDDEFRWSETTGLSKMEFCREKTTYSYFAVAASISLPCNSDIREVVAKSAIIVTVADNFFDMEGSLEDLEKLTDAVQRYRWDGEGLSGHAETIFKALVDLVTDFRVKCFKQSGKDIKKNLQDIWGETFHSWLMEAKWSRSGGAPPMQEYLDVGMTSIATHILVLPSSLHASPTTPLHQLWSSPYQPITKLLMVITRLLNDIQSYQQKEEKQGKLNFVLLYLKENPEASIEDSINFVQHLLDQLKKELLQHLKVFHMFFNSSNRYDSDMDMFHDIQKALVVPPRVPK
>EglobTPS121
MESQKSSFQSLVSTIKRDILSVMGSHSFLSPSPYDTAWLAMIPDPHRHERPMFEGCLNWVLQNQNEEGFWGHHDRPMFEGCLNWVLQNQNEEGFWGHHDYDRHEMPGGVECLASTLVCMTVLKKWHAGSPLIEKGGLKFIHKNAELLLSRYTHGKFSRWIAIVLPGMVELARASSLEVVFPESVDRALADLFINRRQSPFCREELVDKNQYCPLLSYLEALPSTYKISHETILKHLDSMVLYFNHPGSLFQSPSATSRAYLSTGNEACLAYLQSLASNCEAVPSLYPVDEDLTKLSLVHQLVRLGLTEYFDRENDEILAKIYRFCWFLDHEEVRDHIEKHYEYFSSVLLYIYRASNLMLPDEYELEKARIFSKKFLEKIASIEHELGLPWMARLDHLEQRRWSETTGLRKMGFGREKTLYSYFAVAASISLPCNSDVRVLVAKSAIMITVADDFFDMEGSLEDLEKLTNAVQRYRWDGEGLTAHAKTIFEALDDLVTDFRMKCFKQSGKDIKKNLQEIWGETFHSWLMEAKWSKSGGAPPTQEYLDVGMTSIAAHILVLPSSCLASPTTPLHQLWSNAYQPITKLLMVITRLLNDIQSYELILSPCFYDFLTIQKEEKQGKLNFVLLYLKENPEASIEDSINFVQLLLEQLKKEFLLHVLVELCNLPEPSRRLHLGCLKVFHMFFNSSNRYDSETGMLHDIQKA
>EglobTPS123
SSSPYNTAWLAMIPDPHQHDLPMFKGCLNWVLQNQNEEGFWGDYDHDEDEVSNKVECLASTLICMTMLKKWHVGSPLIEKGGLKFIHENMELLLPRNKHGKFPRWIAIVFPGMVDLARASGLEVVFPESVERIIADLFSNRQRILKRREKLVDMKQYFPLLSYLEVSHETILKHLDSDGSLFQSPSATASAYLATGNEACLAYLQTLALNCASNGGHINISFCRNYKHEKPIVKSIHSIAAELYKDCLGFWLLRMHGYKVSPCTISIVFCCWFLDREEVRDHIEKHYEYFSSVLLNIIEPAILCFRTNMNSRKQELSQRNFLRKSYQDILQLALQNFEQRQSIYRMELDVLKRRWSETTGLSKMGFGREKTVYSYFAVAASVSVPCNSDVRVLVAKGAVILTVADDFFDMEGSLEDLEKLTEAVQRYRKWGETFHSWLIEAKWSRSGDVRPTQEYLDVAMTSVGAHVLVLPPSCNDIKTYEVKFLWPSSYNWPLLPKWRSFIVALSPCFYDFLTFQKEEKQGKLNFVLLYLKENPGASIEDSINFVQLLLDQLKKEFLQHILEEPCSVPE
>EglobTPS125
REKLVDRNQYYPLLSYLEALPPTYKISHETILKHQDNDGSLFQSPSATASAYLSTGNETFLACLQSLVSFCWFLYREEVRDHIKKHYEYFSNVLLNVYRASNLMLPDEHKLEKARTFSKKFLEKIASGGTRGESILSLPWMARLDHLEHKMRLEEKDAFILWMGKLSCHRRSSLVHNQDILQLALHNFVLRQSIYRMELDVVKGYLCIWSSLINESRWSETTGLSKMGFGREKTTYSYFAVATSVSLPCNSDIREVVAKSAIIITVADDFFDMEGSLEDLEKLTNAVQRYPITKLLMVITRLLNDIQSYQQKEEKQGKLNFVLLYLKENPKASIEDSINFVQYLLEQLKKEFLKHVLEEPCSLPKPSKRLHLGCLKVFHMFFNSSNRYDSDMDMFHDIQKALVVPPLIPKLKSPMPLPEQLGPKPRVSVTKSLSGQFSLERFPRKSFVGCQMPP
>EglobTPS126
MEAQISLIQSLVNTIKREILLPNMVSSSFLTPSPYNTAWLAMIPNPHRHDCPMFKGCLNWVLHNHNEEGFWGDYDYEEHEMSDGGECLASTLVCMTVLKKWREKLVDRNQYYPLLSYLEALPPTYKISNETISVDGDGSLFQPPSATASAYLSTGHKTCLAYLQSLFCWFLDREEVRDHIEKHYEYFSSVLLNVYRASNLMLSDEQQLERARTFSRKLLEKILLRETRDECIISSSHRRMVIEHELGLPWMARLDHLEHRMWLEEKDACVLWMGKLSWHRNQDILQLALQDFVLRQSTYRMELDVVKRWSETTGLSKMEFCREKTTYSYFAVATSISLPCNSDIREVVAKSAIIVTVADDFFDMEGSLEDLEKLTNAVQRYWGETFHSWLMEAKWSRSGGAPPMQEYLDVGMTSIATHILVLPSSCLASPTTPLHQLWSSPYQPITKLLMVITRLLNDIQSYQQKEEKQGKLNFVLLYLKENPEASIEDSINFVQHLLDQLKKELLQHVLEEPCSLPKPSRRLHLGCLKVFHMFFNSSNRYDSDMDMFHDIQKALVVP
>EglobTPS128
MEFQKSSIQSLVNMIKRDILSIMGSHSFLSPSPYDTARLAMIPDPRRHDHPMFEGCLNWVLHNQNEEGFWGYHDYDTHEIPDGVECLASTLVCRIVLKKWHAGSPLIEKGTACFTSNGLKFIHKNGELLLSRYKHRKFSRWIAIVLPGMVELARASSLEVVFPESIERALANLFINRRQILERQEELVDKNQYCPLLSYLEALPPTYKISHETILKHLDSDGSLFQSPSATSSAYLSTGNEACLAYLQSLASNCVPSLYPVDEDLTKLSMVHQLVRLGLTEYFDRENDEILGQIYRFRNYKHEKQITKSIHSIAAELYKDCLEFWLLRMHGYFCWFLDHEEVRDHIKKHYEYFSSVLFYIYRASNLMLPDEHKLEKARIFSKKFIEKIASRETRDSSIISSSHCRMVIEHELGLPWMARLDHLEHRTWMEEKDACLLWMGKFPYNRYCLKRNSLILSNQDIVQLALQNYVLRQSVYRMELDVVKRYRWSETTGLRKMGFGREKTLYSYFAVAASISLPCNSDVRVLVAKSAIIITVADDFFDMEGSLEDLEKLTNAVQRYRWDGEGLTAHAKTIFEALDDLVTDFRMKCFKQSGKDIEKNLQEIVSWGETFHSWLMEAKWSKSGAAPLMQEYLDVGMASIAAHILVLPSSCLASPTAPLHQLWPNAYLPITKLLMVITRLLNDIQSYKTLQKEEKQGKLNFVLLYLKENPLLEQLKKEFLQHVLEELCNLPEPSRRLHLGCLKVFHMFFNSSNRYDSETGMLHDIH
>EglobTPS129
HINISFFRNYKHEKQITKSIHSIAAELYKDCLEFWLLRMHGYRVSPCMSCELYKFLNWFLCWFLDHEEVRDHIGIHYEYFSSVLLYIYRASNLMLPDEYELEKARIFSKKFLEKIVSIEHELGLPWMARLDHLEHRTWMEEKDACVLWMGKFPYLFFGFIRPSFVHNQDIVQLALNYLLRQSVYRMELDVVKRYRWSETTGLRKMGFGREKTLYSYFAVAASISLPCNSDVRVLVAKSAIMITVADDFFDMEGSIEDLEKLTNAVQRYRWDGEGLTAHAKTIFEALEDLVTDFRMKCFKQSGKDIKKNLWGETFHSWLMEAKWSKSGGAPPTQEYLDVGMTSIAAHILVLPSSCLTSPTSPLHQLWSNAYQPITKLLMIITQLLNDIQSYENPEASIEDSINFVQLLLEQLKKEFLQHVLEEHCNLPEPSRRLHLGCLKVFHMFFNSSNCYDSKTGMLHDI
>EglobTPS131
RLAIDYHFEDEIEAILQRHLLISTSRSHSRSIDADNLHEAALRFRLLRQGGYPVPSGSFNDGTQNEKPQDNDILGLTSLFEASQLGIEGEDALDQVGESTRLRLHSSLADLDHVQARFVRNSLGNPFHKSLARFTANDFLRNFVGHSCSWTKNLGELAHLDMNIVRSVHQREILQVSKYTKPISFIYIIDDIFDVYGTMDELSSFMDVVNRYIIRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLHSLRKESVDHLENIPEIVSSTASILRLWDDLGSAEQDEFQDGRDGSYVECYKREFQGSSEEAARDHVKKMISEAWKSLNKACLYPQPFTNSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFK
>EglobTPS132
KHDQKIKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKARQYTHFSSLNHGKDDVYEIALRFRLLRQEGYRVPAGLFDVFEYFNEKGKGFVMKLEGNIKGMMELYEASQMSTEGEDILDEAECFSSKCLNALLTCDLDNEQARMIESTLQYPYRKSFARLLAPQSFVNDIANLWMEDLLEVANRKRRIDQYVHQKEIHQINKRWWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELSKPISLVYIIDDIFDVHGTVDELILFTELIKRYRWDNACAEQLPEYMKICFKVLNDIANDFGRIIFENHGWNPTRFLKQWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLMGQNIANQSMDSKKEEVQLPNIIYLIAEILRLWDDLGCAQSMKDENQNGYDGSYVDCYLGENEGSSYQSAREHVMKLISKLWKLLNKECLSPCPSSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSL
>EglobTPS133
DALQRLAIDYHFEDEIEAILQRHLLISTSRSHSRPIDADNLHEAALRFRLLRQGGYPVPSGVFQRFLHDGTQNEKPQDNDILGLTSLFEASQLGIEGEDALDQVGESTCLRLHSSLADLDHVQARFALGNPFHKSLARFTANDFLRNFVGHSCSWTKNLGELAHLDMNIVRSVHQREILHVSKWWKELGMAKELKCARDQLTETGLSQERVLVTKPISFIYIIDDIFDVYGTIEDLTAFTDRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLCSLRKWASLLNAFLVEARWLASGHSPTTQDYLDNAIVSSGVHVLLVHLFFILGERIAPESVDHLENIPEIVSSTASILRLWDDLGSAEQDEFQDGRDGSYVECYKREFQGSSEEAARDHVKKMISEAWKSLNKACLYPQPFTKSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFK
>EglobTPS134
DNSGTKHEEKIKSIIGFLNNVGGEPVESLIIVDMIQRLGIKPLFQEQIKAILRWQYTHFTSLNHGKDNVYEIALRFRLHRRYAFYADVFEYFKDKGKGFIMKVEGNVKGMMELYEASQMSIEGEDILDEAKCFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARSLAPLSFVNNMPGVNSWIEDLLEVANRERRIVQSMHQKENHQINWWKESGLGEEMKFARDQPLKWYLWSIAILTDPLSELRVELVKPISLVYIIDDIFDVYGKVDELILFTGVIKRYTYRWDDACAEQLPEYMKKCFKVLSDITNDFGNIIFEKHGWNPTRFLKQWANLCNAFLVEFQWNASGTLPKADDYLKNGIITSGVPLVLAHLFFQMGQNIANQSMDSKKEEVPLPNTIFLVAEILRLWDDLGCAQSSKNKNQNGYDGSYVECYLRENQGSSYQSAREHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKNGLGLLQDHMKSL
>EglobTPS136
DDSRIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQLKIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPAGLFADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSTEGEDILDEAGCFSSKCLNALLTCDLDHEQARMIESTLQYPYRKSFARLLAPQSFVNDMPGANSWMEDLLEVANRKRRIDQYVHQEEIHQINKYWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTRWDNACAEQLPEYMKICFKVLNDIANDFGKIIFEKHGWNPWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEEVQLPNIIFLVAEILRLWDDLGCAQSLKDENQNGYDGSYVECYLRENEGSSYQSAREHVLNKECLSPCPFSAPFLEACVNAAKMVSLMYYEDKHGLGLLQDHMKSL
>EglobTPS137
ISTVQDDSRIKHEEKVKSITGFLNNVVSEPVESLIIVDMIMRLGIKSLFQEQIKAILQWQYTHFTSLNHGKDDVYEIALRFRLLRQEGYYVPAGLYAFYADVFEYFKDKGKGFIMKLEGNAKGMMELYEASQMSIEGVDILDEAECFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARSLAPLSFVNDMPVANSWMEDLLEVANRERRIIQSLHRKEIHQIRWWKELGLGEEMEFVRDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVYGKADELILFTEVIERYTVRWDNACAEQLPQYMKKCFKVLSDITNDLGNIIFEKHGRNPMGFLKQWANLCNAFLVEFQWNASGKMPKADDYLKNGIITSGVPLVLAHLFFLMGQNIANQSMDSKKEEVPLPNTIFLVAEILRLWDDLGCAQSLKDENQNGYDGSYVECYLRENQGSSYQSARKHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSL
>EglobTPS138
IKHEEKIKSIIGFLNNVGGEPVESLIIVRLGIKPLFQEQIKAILRWQYTHFTSLNHGKDNVYEIALRFRLLRQEGYYAFYADVFEYFKDKGKGFIMKVEGNVKGMMELYEASQMSIEGEDILDEAECFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARSLAPLSFVNDMPGLNSWIEDLLEVANRERRIVQSVHQKENHQINWWKESGLGEEMKFARDQPLKWYLWSIAILTDPSLSELRVELVKPISLVYIIDDIFDVYGKVDELILFTGVIKRRWDDACAEQLPEYMKKCFKVLSDITNDFGNIIFEKHGWNPTRFLKQWANLCNAFLVEFQWNASGTLPKADDYLKNGIITSGVPLVLAHLFFLMGQNIANQSMDSKKEEVPLPNTIFLVAEILRLWDDLGCAQSSKDENQNGYDGSYVECYLRENQGSSYQSAREHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGL
>EglobTPS139
DDSRIKHDEKTKIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPAGLFADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSMEGEDILDEAGCFSSNCLNALLTCDLDHEQARMIESTLQYPYRKSFARLLAPQSFVNDMPGANSWMEDSLEVANRKRRIDQYVHQEEIHQINKRWWKELGLGEKMEFARDQPLKWYMWQFSMVHVAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTEVIKRYTIMKICFKVLNDIANDFGKIIFEKHGWNPTRFLKQWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEEVQLPNIIFLVAEILRLWDDLGCAQSLKDENQNGYDGSYVECYLRENEGSSYQSAREHVMKLISKLWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSL
>EglobTPS140
DDSRIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPAGLFADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSMEGEDILDEAGCFSSNCLNALLTCDLDHEQARMIESTLQYPYRKSFARLLAPQSFVNDMPGANLWMEDLLEVANRKRRIDQYVHQEEIHQINKWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTEVIKRYTIRWDNACAEQLPEYMKICFKVLNDIANDFGKIIFEKHGWNPTRFLKQWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEEVQLPNIIFLVAEILRLWDDLGCARSLKDENQNGYDGSYVECYLRENEGSSYQSAREHVMKLISKWWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQHHMKSL
>EglobTPS141
FQEDIRGRHERRLEEQVRGDSLESLVMVDALQRLAVDYHFEDEIEAILQRHLLISTSQSHSRTIDADNLHEAALRFRLLRQGGYPVPSDVFQRFLHKMNDGTQNEKPQDNDILGFTSLFEASQLGIEGEDALDQVGESTRQRLHSSLADLDRFVRNSLGNPFHKSLARFTANDFLRNFVGHSYSWTKNLGELAHLDMNIVRSVHQREILQVSKWWKELGMAKELKCARDQPMKWYMWPMAILTETGLSQERVLVTKPISFIYIIDDIFDVYGTIEDLTAFTDVVNRYIIWSYRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLCSLRKWASLLNAFLVEARWLASGHSPTTQDYLDNAIVSSGVHVLLVHLFFILGERIAPESVDHLENIPEIVSSTASILRLWDDLGSAKQDEFQDGRDGSYVECYKREFQGSSEEAARDHVKKMISEAWKRLNKACLYPQPFTNSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFK
>EgranTPS001
MSARFSVIPSSSLPQETGCVEGRRSANFHPSIWGDYFLKYASDSNSLEERIDRLKGEVRKMLTSAMYKPAEKLNLIDQIQRLGIAHFELEIDKELEQIRRGYFEFHCDDNNNDLDTIALLFRLLRQRGSHVSCIFNKFKDGDGNFGKSLIPDVQGLLSLFEACHLRYHGDDNLEDALAFTTTHLESVDKRKASLDLKKKVSHALNQPIHKGMSRLEMRCYIPLYQEESSHNEVLLSLAKLDFNLVQEQHRKELGNLTRWWKGLDVQRKFPFARDRLVELYVWWLGEYYEPEHEAAREILTKLSSVSSIIDDIYDVYGTWEELELFTETIQRWDVDAKDGLPEYMQECYKIVLDLYDEIGYEFSRKGHSYRLFYAKEVMKNQVRAYFVEAKCFHQNHVLTMEEYMSIALPSSGFVSILAWSFLGMGDIVTKDVFDWLLFNDPKMVKASSIICRLLNDIAGHFEQERGHVASAVECFMKQYRVTEEEAKEELRKQVTDAWKDINEELRRPTVVPMPILVRILNLTQALHMMYNGEIDNYTHAGTKMKEHVTSLLVNPLPM
>EgranTPS002
MSARFSVIPSSSLPQETGCVEGRRSANFHPSIWGDYFLKYASDSNSMEERIERLKGEVGKMLTSAMYKPAEKLNLIDQIQRLGITYHFELEIDKELEQIRKGYFEYHCDDNDNDLDTVALLFRLLRQRGYRVSCEIFNKFKDGDGNFGKSLIADVQGLLSLFEACHLRYHGDDNLEDALAFTTTHLESVDKRKASLHLEKKVSHALNQPIHKGMSRLEARHYIPLYQEEPSHNEVLLSLAKLDFNLVQEQHRKELGNLTRWWKGLDVQRKFPFARDRLVEMYVWWLGEYYEPEHEAAREILTKLSSVGSIIDDIYDVYGTWEELELFTEAIERWDVDAKDGLPEYMQECYKIVLDLYDEIGYEFSQKGRSYRLFYAKEVMKNQARAYLVEAKCFHQNHVPTMEEYMSIALPSSGIVSILAWSFLGMGDIVTKDVFDWLLFNDPKMVKASSIIGRLLNDIAGHFEKERGHVASAVECFMKQYRVTEEEAKEELRKQVTNAWKDINEELCRPTVVPMPILVRILNLTQALHMMYTGETDHYTNAGTKMKEVVTSLLVDPLPM
>EgranTPS003
MSFQISAVPSSSPRLGTGHVIQRRSAGYHPSIWGDYFVKYASPSTSMEEQIEELKGEVRKMLTNVVDKSSQMLHLIDQIQRLGIYYHFEHEIDEHLEEIHKHYSRLDHGNFKGDDLRMVALIFRLLRQQGYDVSSEVFNKFKDSEGNFRASLTSDVCGLLSLYEACHLRCHGDTILEEALPFAITHLESINESKVSTSLAKQVSHALKQPLRKGLPRLEARHYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRWWKDIDVPRNFPFARDRIVELFFWVSGVYFEPEFVEARDILTKVIALTSILDDVYDVYGTLEELVLITEAIQKWDVDAMDVLLEYMQVYYKELLHLYEEIGNEVAAKGRSYRLVYAKETMKRQARAFFQEAKWFQTNYTPTMEEYMPLQLKTTGYGMLATTSLVGMGNVVTKHAFEWSLSDCKIVKAAETICRLMDDISSHHFEQKRGHLVSSVELLMKEHGFSEQEAEKKLRKRVNDAWKDTNEEFLRPTAVPTPILTRVLNLSRAMDVLYSDGDNYTHSGTKLKGYVTSLFVSPLPM
>EgranTPS004
MSFQISAIPSSSPRLGTGHVIQRRSAGYHPSIWGDYFVKYASPSTSMVCGFSEEQIEELKGEVRKMLTNVVDKSSQMLHLIDQIQRLGIDYHFEHDIDEHLEEIHKHYSRLDHGDFKGDDLHMVALIFRLLRQQGYDVSSEVFNEFKDSEGNFRASLTSDVCGLLSLYEACHLRCHGDTILEEALPFAITHLESINESKVSTSLAKQVSHALKQPLRKGLPRLEARHYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRWWKDIDVPRNFPFARDRIVELFFWVSGVYFEPQFVEARDILIKVIALTSILDDVYDVYGTLEELVLITEAIQKWDVDAMDVLPEYMQVYYKELLHLYEEIGNEVAAKGRSYRLVYAKETMKRQARAFFQEAKWFQTNYTPTMEEYMPLQLKTTGYGMLATTSLVGMGDVVTKHAFEWSLSDCKIVKAAETICRLMDDISSHHFEQKRGHLISSVELLMKEHGFSEQEAEKELQKRVNDAWKDTNEEFLRPTAVPTPLTRVLNLSRATVMRYYTHSGTKLKGYVTSLFVSPPM
>EgranTPS005
DDGIEGLKGELRKMLVGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQLEQIHKSYYELHDGDNDNDLHTIALLFRLLRQQGYAISSKVFSIVTIDDIYDVYGTLEDTFTEAIERWDVEVKDGLPEYMQVCYKIVLDLYDEIGYEVTRKGRSNYLLYAKEAMKNQVRAYFTEAKWFHQNHIPMMEEYMPIALSTIAIELLLVMLLLLGMGDTVTKDVFDWLLYSKPKIVNAMKIVCRLMDDIAGHFEQERGHGPSSMECFMKQYGVTEEEAKEELHKQVANAWKDINEGLCCSTNVPRQLLVRILNFTRVVHVVYKDEIDLYTHAGTKLKEHVTNLYVNPLPM
>EgranTPS006
MSLQILAIPSSSPAQETSRVVERRLANFHPSIWGDYFLKYASDSNSMSSAIADDRIEGLKGELRKMLAGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQLEQIHKSYYELHDGDNDNDLHTIALLFRLLRQQGYAISCEIFNKFKDINGNFSESLIVDVQGLLSLFEACHMRFHGDDVLNDALAFAMTHLEAIDKGKASPNLKRQVRHALKQPIHKGIPRLEARHYISLYQEEPLHNEVLLSLTKLDFNLLQEQHQKELGNLTRWWKDLDVERKFPFARDRLVEMYLWMSGVYFEPEYEATRELLTKVFSIVTIIDDIYDVYGTLEELELFTEAIERWDAEVKDGLPEYMQACYKIVLDFYDEIGYEVTRKGRSDYLFYAKEAMKNQVRAYFTEAKWFHQNHIPTMEEYKSIALPTTAIELLLVMLLLGMGDTVTKDVFDWLLYSDPKMVNALKVVCRLMDDIAGHKFEQERGHGPSSMECFMKQYRVTEEEAKEELHKQVANAWKDINEGLCCSTNVPRQLLVRILNFTRVVHVVYKDEIDLYTHAGTKLKEHVTNLYINPLPM
>EgranTPS007
MSLQILAIPSSSPAHETSRVAERRLANFHPSIWGDYFLKYASDSNSVSSPAIAEDRIEGLKGELRKMLIGAMDKPSQKLNLIDQIQRLGIAYHFEIEIYQQLEQIHKSYFELHDGDNDNDLHTIALLFRLLRQQGYAISCVRHALKQPIHKGIPRLEARRYISLYQEEPLHNEVLLSFTKLDFNLLQEQHQKELGNLTRWWKDLDVERKFPFARDRLVEMYLWMSGVYFELEYEATREILTKVFSIVTIIDDIYDVYGTLEELELFTEAIERWDVEAKDGLPEYMQACYKIVLDLYDEIGYEVTRKGRSDCLFYAKEAMKNQVRAYFTEAKWFHQNHIPTMEEYMPIALPTTAVELLLVMLLLGMGDTVTKDVFDWLLYSNPKMVNAVKVVCRLMDDIAGHKFEQERGHGPSSVECFMKQYGVTEEEAKEELHNQVANAWKDINEGLCCSTNVSRQLLVRILNFTRVVHVVYRDEIDLYTHAGTKLKEHVTNLYVNPLPM
>EgranTPS008
DSSHVPERRSANFHPSIWRDYFLKYASDSNSMDDRIEKLKGEVRKMLIDAIDKPSQKLNLIDQIQHVGIADHFEIEINQQLEQIHESYFNFHSGDKDSDLHTTALLFRLLRQQGYTISCEIFNKFKDNNGNFNESLIADVQGLLSLFEACHTRFHGDDVLNDALAFTMTHLKSIDEGKASPNLKKQVSHALNQPIHKGIPRLEARQYIPLYQEKPSHNEVLLALAKLDFNLLQEQHQKELGNLTRWWKNLDIERKFPFARDRLVEMYLWMSIVYFESDYEAAREILTKVASMVSIIDDIYDVNGTLEELGLFTEAIERWDINAKEGLPEYMQACYKTVLDLYDEIGYEVTSKGQSYQLFYAKEAMKNLVRAYFAEAKWFHLNHVPTMEEYMPIALTSAAVELLLVTSLLGMEDFVTKDAFDWLLYGNSKMVKAVKLVGRLMDDIAGHFEQERGHGPSSVECFMKQYKVTEEEAKVELRKQVADAWKDINEGLCCPAIVPRPLLVRILNFVRAMHVMYKDEIDIYTHAGTKLKEYVTSLYVNPLPM
>EgranTPS009
MSLPIMAISSSSPAQETSHVPERRSANFPPSTWRDHFLKYASDSNSDDRIEKLKGEVRKMLTDAIDKPSQKLNLIDQIQRVGIAYHFEIEINQQLEQIHDSYFNFHNSNKDSHLHTIALLFRLLRQQGYTISCEIFNKFKDSNGNFSESLIADVQGLLSLFEACHTRFHGDDILNDALAFTMTHLKSIDEGKASPNLKKQVSHALNQPIHKGIPRLEARHYIPLYQEEPSHNEVLLALAKLDFNLLQEQHQKELGNLTRWWKNLDVERKFPFARDRLVEMYLWMSIIYFESDYEAARKILTKVASMVSIIDDIYDVHGTLEELRLFTEAIERWDIKAKEGLPEYMQACYKTVLDLYDEIGYEVTRKGRSYRLFYAKEAMKNQVRAYFAEAKWFHQNYVPTMEEYMPIALATAAIELLLVTLLLGMEDFVTKDAFDWLLYGNSKMVKAVKLVGRLMDDIAGHFEQERGHGPSSVECFMKQYEVTEEEAKEELRKQVADAWKDINEGLRCPTIVPRPLLVRILNFARAMHVVYKDEIDIYTHAGTKLEEHVTSLYVNPLPM
>EgranTPS010
MSLPIMAISSSSPAQDSSHVPERRSANFHPSIWRDYFLKYASDSNSMDDRIEKLKGEVRKMLTDAMDKPSQKLNLIDQIQRVGIAYHFKIEINQQLEQIHESCFNFHNGDKDSHLHTTALLFRLLRQEGYTISCEIFNKFKDSNGNFNESLIADVQGLLSLFEACHTRFHGDDVLNDALAFTMTHLKSIDEGKASPNLKKQVSHALNQPIHKGIPRLEARQYIPLYQEKPSHNEVLLALAKLDFNLLQEQHQKELGNLTRWWKNLDIERKFPFARDRLVEMYLWMSIVYFESDYEAAREILTKVASMVSIIDDIYDVNGTLEELGLFTEAIERWDINAKEGLPEYMQACYKTVLDFYDEIGYEVTSKGQSYRLFYAKEAMKNLVRAYFAEAKWFHLNHVPTMEEYMPIALTSAAVELLLVTSLLGMEDFVTKDAFDWLLYGDSKMVKAVKLVGRLMDDIAGHFEQERGHGPSSVECFMKQYKVTEKEAKVELRKQVANAWKDINEGLCCTAIVPRPLLVRILNFVRAMHVMYKDEIDIYTHAGTKFKDYVTSLYVNPLPM
>EgranTPS011
MSVQVPAIPSSSPSKGRSGGVERPLAEFHASVWGDHFIKYASPSYSTKFKFLGRVEEQVEELKGEVRKMVINAVDKPSQMLHLIDQIQRLGIDYHFEQEIDAQLERIHKSYSQLDHGDFKGDDLHMVALMFRLLRQQGFNISSEVFNNFKDNEGNFKKSLITDVRGLLSLYEACHLRCHGDAILEEALPFAITHLESIDERKVSTSLAKQVSHALKQPLCKGLPRFEARHYIIFYQEEPSHDEVLLTMAKLDFNLLQEQHQKELGAITRWWKNIDVARKFPFARDKIAEMFFWMVGVYFQPEFAVARNILTRVTALISILDDIYDAYGTLEELVPYTEAIEKWDVDAMDGLPEYMQAHYKEILNLYDEIGSDLATKGRSYRLTYAKEAMKKQAKWYFHEAKWFHTGYTPTLEEYIPLALLTTGYEALSITSLVGMGDVVTRDAFEWLLGDCKILRASQIICRFMDDISSHKFEQKRGHVASSVELFMKENHASEQEAEEELQKRVVDAWKDINEEFLRPITAPMPVLTAILNLSRVMDLLYSNGGDHYTHSKTELKEHITSLFVSPLPI
>EgranTPS012
MSVQILTIPSSSPSKGRSGGVVRWPNFMRAYGAITSSNTLPPATQWLEEQVEELKGEVRKMVINAVDKPSQMLHLIDQIQRLGIDYHFEQEIDAQLERIHKSYSQLDHGDFKGDDLHMVALMFRLLRQQGFNISSEVFNNFKDNEGNFKKSLITDVRGLLSLYEACHLRCHGDAILEEALPFAITHLESIDERKVSTSLAKQVSHALKQPLRKGLPRLEARHYIIFYQEEPSHDEVLLTMAKLDFNLLQEQHQKELGVITRWWKNIDVARKFPFARDRIAEMFFWMVGVYFQPEFAMARNILTRVTALISILDDIYDAYGTLEELVPYTEAIEKWDADAMDGLPEYMQAHYKEILNLYDEIGNDLATKGRSYRLTYAKEAMKKQAKWYFHKAKWFHTGYTPTLEEYIPLALLTTGYEALSITSLVGMGDVVTRYAFEWLLGDCKILRASQIICRFMDDISSHKFEQKRGHVASSVELFMKENHASEQEAEEELQKRVVDAWKDINEEFVRPTTAPMPVLTAIINLSRVMDLLYNNRGDHYTHSKTELKEHITSLFVSPLPI
>EgranTPS013
MSFQVSANPSSSPSKGRSGGIERPLAEYHESVWGDHFIKYASPSYSTKFKFLGRVEEQVEELKGEVRKMVTNAMYKPSQMLHLIDQIQRLGIDYHFEREIDEQLEGIHKSYSQLDHGDFKGDDLHMVALMFRLLRQQGFNISSEVFNNFKDNEGNFKKSLITDVRGLLSLYEACHLRCHGDAILEEALPFAITHLESIDEMKVSTSLAKQVSHALKHPLRKGLPRLEAMHYIILYQEKPSHDEVLLTLAKLDFNLLQEQHQKELGGITRWWKNIDVARKFPFARDRIAELFFWMVGAYFQPEFAMARNILTRVTGLISILDDIYDAYGTLEELVPYTEAIEKWDVDAMDGLPEYMQAHYKELLNLYDEIGNDLATKGRSYRLAYAKEAMKKQAKGYFHEAKWFHSGYTPTLEEYMPLALLTTGYEALSITALVGMGDVVTRDAFEWLLSDCKILRASQIICRFMDDISSHKFEQKRGHVASSVELLMKENRISEQEAEEELQKRVVDAWKDINEEFLHPTAGPISVLTLILNLSRVIDVLYTKGDHYTHSKTKLKEHITSLFVSPLPI
>EgranTPS014
MSFQVSANPSSSPSKGRSGGVERPLAEYHESVWGDHFIKYASPSYSTEEQVEELKGEVRKMVTNAVDKPSQMLHLIDQIQRLGIDYHFEREIDEQLEGIQKSYSQLDHGDFKGDDLHMVALMFQLMRQQGFNISSEVFNNFKDNEGNFKKSLITDVPGLLSLYEACHLRCHGDAILEEALPFAITHLESIDEMKVSTSLAKQVSHALKHPLRKGLPRLEAMHYIILYQEKPSHDEVLLTLAKLDFNLLQEQHQKELGGITRWWKNIDVARKFPLARDRIAELFFWMVGAYFQPEFAMARNILTRVTGLISILDDIYDAYGTLEELGPYTEAIEKWDVDAMDGLPYMQAHYKELLNLYDEIGNDLATKGRSYRLAYAKEAMKKQAKGYFHEAKWFHSGYTPTLEEYMPLALLTTGYEALSITALVGMGDVVTRDAFEWLLSDCKILRASQIICRFMDDISSHKFEQKRGHVASSVELLMKENRISEQEVEEELQKRVVDASNRRPNVGSHLDSQSLTGDRCVIHQGRSLHPLQDAQRAYHITLCSPADL
>EgranTPS015
MSVQVSAIPSSSPSKGRSGGVERRLAEYHESVWGDHFIKYASPSYSTEEQVEELKGEVRKMVTNAMDKPSQMLHLIDQIQRLGIDYHFEREIDEQLERIHKSYSQLDHGDFKGDDLHMVALMFLLRQQGFNISSEVFNNFKDNEGNFKKSLIIDVRGLLSLYEACHLRCHGDAILEEALPFAITHLESIDERKVSTSLAKQVSHTLKQPLRKGLPRLEARHYIILYQEKPSHDEVLLTLAKLDFNLLQEQHQKELGGITRWWKNIDVARKFPFARDRIVELFFWMVGAYFQPEFAMARNILTRVTGLISILDDIYDAYGTLEELVTYTEAIEKWNVDAMDGLPEYMHEIGNDLATKGRSYRLAYAKEAVSIVGTFYMHPMKKQAKGYFHEAKWFHSSYTPTLEEYMPLALLTTGYEALSITALVGMGDVITRDAFEWLLSDCKILRASQFICRLWMTLVLTRFEQKRGHVASSVELLMKENCISEQDAEEELQKRVVDAWKDINEEFLRPTVGPMPVLTLILNLSRVIDVLYTNGDHYTHSKTKLKEHIASLFVNPLPI
>EgranTPS016
MSVPVSAIPSSSPNKESSRVVERRRADYHPSIWGDYFLVYASPTNSMEFKYVGRVEEQIEGLKGEVRKMLTNVVNKPSQVLQLIDQIQRLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQQGYNVSSVVFNKFKNSERNFRESLITDVRGLLSLYEACHLRCHGDSILEEALPFAITHLESINESKVSTSLAKQVKHALRQPLRKGLPRLEARYYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFAVARDILTKVTALTSILDDMYDVYGTLEELVILTEAIEKWDVDAMDGLPDYMQAWYKVLLDVYDAVGNEVATKERSYRLTYVKEAMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTSGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHQFEQKRGHIASSVELFMKEHNVSEQETEKELRKQVVDAWKDINEAFLRPTAVPMPILMRILNISRVIHVLYSDGDNYTHSGTLLKDHVTSLFISPLPVSHLSRGAQEGTRQDYGGR
>EgranTPS017
MAAPVSAIPSSSPNKGSSRVVERRWADYHPSIWGDYFLAYASPTNSVELKYVGRVEEQIEGLKGEVRKMLTDVVNKPSQVLHLIDQIQRLGIFYHFKREIDEQLEQIHKSYSRLVYRDFKGDHLHMIALIFRLLRQQGYNVSSEVFNKFKDGEGNFRESLITDVQGLLSLYEACHLRCHGDSILEEALLFAITHLESLNESKVSTSLAKQVKHALRQPLHKGLPRLEARRYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRWWKDIDVARKFPFARDRIVELFFWISGAYFEPKFAVARDILTKVIALTSILDDMYDVYGTLEELVILTEAIEKWDVDAMDGLPEYMQAWYKVLLDVYDAVGNEVATKERSYRLTYAKEAMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHQFEQKRGHVASSVELFMKEHDVSEQETEKELHKRVVDAWKDINEAFLRPTAVPMPILMRILNLSRVIHVLYSDGDNYTHSGALLKDHVTSLFISPLPVSHLSRGAQEGTRQDYGGPCPQIDGMHFFRPAANEDAMRKKQEKGKQAMERL
>EgranTPS018
MSVPVSAIPSSSPNKESSRVVERRRADYHPSIWGDYFLVYASPTNSMEFKYVGRVEEQIEGLKGEVRKMLTDAVNKPSQVLHLIDQIERLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQQGYNVSSVVFNKFKNSEGNFRESLITDVRGLLSLYEACHLRCHGDSILEEALPFAITHLESINESKVSTSLAKQVKRALRQPLRKGLPRLEARYYVPFYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFAVARDILTKVIALTSILDDMYDVYGTLEELVILTEAIEKWDVDAMDRLPKYMQAWYKVLLNVYDAIGNEVATKGRSYRFTYAKEAMKKQARVFFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHQFEQKRGHVASSVELFMKEHNVSEQETEKELRKQVVDAWKDINEALLRPTAVPMPILMRTLNLSRVIHVLYSDGDNYTHSGTSLKDHVTSLFISPLPVSHLSRGAQEGTRQDYG
>EgranTPS019
MHQRSIQKKGDMSVPVSAIPSSSPNKGSSRVVERRSADYHPSIWGDYFLVYASPTNSMELKYVGRAEEQIEGLKGEVRKMLTDAVNKPSQVLPLIDQIERLGIFYHFKREIDEQLEQIHKSYSQLVHGDFKGDDLHMIALIFRLLRQRGYNVSSVVFNKFKNSEGNFRESLITDVRGLLSLYEACHLRCHGDSILEEALPFAITHLESINESKVSTSLAKQVKRALRQPLHKGLPRLEARYYVPLYQEEPSHDQVLLALAKLDFNLLQEQHQKELGNITRWWKDIDVATKFPFARDRIVELFFWISGAYFEPEFAVARDIFTKVIALTSILDDMYDIYGTLEELVIFTEAIEKWDVDAMDGLPEYMQAWYKVLLNVYDAIGNEVATKGRSYRLTYAKEAMKKQARVYFHEAKWFHTNYTPTLEEYMPLALLTTGYEMLAITSLVGMGDVVTKHAFEWLLGDCKILKASQIICRLMDDIASHQFEQKRGHVASSVELFMKEHNVSEQEAEKELRKRVVDAWKDINEAFLRPTVVPLPILMRTLNLSRVIHVLYSDGDNYTHSGTSLKDHVTSLFISPLPVSHLSRGAQEGTQQDYGGK
>EgranTPS020
MLSINNTLQLLIFCNADEGQIEELKREVNKMLTDVVDKPLQKLHLIDQIQRLGIEYHFECEVDEHLEQIHKSYSRLDHEDFKVDDLHTVALIFRLLRQHGYNISSEVFDKFKDSKGNFRESLISDVQGLLSLYEACHLRCHGDSILDEALPFSTTHLESINESKVSTSLAKQVSHALKQPLRKGLPRLEASHYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRWWKNLDVPRKFPFARDRIVELFFWTTGIYFEPEFATAREILTKVISLTSIMDDIYDVYGTLEELALLNEAIQKWDFDAMDGLPEYMQAYFKEFLQLYEYIGNQLAAKGKSYRLIYAKEVMKKLVGAYFQEAKWFHTNYIPTLEEYMPLQLITTGYGMLSTTSLIGMGDVVTEHVLKWSVGDCKSVKATQSICRLMDDVSSHEFEQKRGHVVSAVELLMKYRGISEQEAAEELHKGVIDAWKDTNEEFLRPTAVPMSVLTRMLNFSRVIDVLYSDGDNYTHSKTKLKDYVTSLFINPLSM
>EgranTPS021
MSLPISTIPSSLATQDKSHVVERHSANFHPSIWGDYFLKYASCSCSMENGHDQHAEQEIQKLDDEVKRMLCADADKPSLKLDMIDQIQRLGIAHHFASDIDHVLKQLSETCFACNNGDRDIDDLYTAALLFRLLRQQGYRVSSDIFNKFKDPSGKFSEKHASDVRGLLSLYEASHLSVHGEDVLDQALSFSLTHLESVKEQLSPPLATQVRHALKQTIRKGVPRLEARQYISMYEAEPLHNEVLLSLAKLDFNRLQKQHQKELFDITRWWMGLDFKRKLPFARDRLVEGYFWIVGVHFEPELAVARRMMTKVIAVTSVLDDIYDVYGTYEELELFTQAIQRWDIDCIHELPEYMQVFYKALINIYVEIEEILACTGKSYCLCYAVEAMKRQARSYFAEAKWLHQQHKPTMDEYMSIALVSSGYPLLAVTSFVGMPDIVTKDDLDWLFNDPKILKASTIICRLMDDLATHKFEQSRGHVDSAVQCYMKQYGVTEQEAENNLRKQVNDSWKDINEECLRPTAVAMPLLVGILNLSRVMDVLYKDGGDHYTNPHIALKDYIHSVLIDPVQ
>EgranTPS022
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MSQVSATPCAPPNKGTGHVIERRSAGYHPSVWGDYFLIYDSPSNSVEELKREVNKMLTDVVDKPLQKLHLIDQIQRLGIEYHFECEVDEQLEQIHKSYSRLDHEDFKVDDLHTVALIFRLASRYIPLYQEEPSHDEVLLTLAKLNFNLLQEQHQKELGKITRWWKNIDIPIKFPFARDRIVELFFTTGVYFEPEFAMAREILTKVISLTSIMDDIYDVYGTLEELALLNEAIQKWDVDAMDGLPEHMQAYFKEFLQLYEYIGNQLAAKGRSYRLSTQKKLMKKLVRAYYEAKWFHTNYIPTLEEYMSLQLITTGYGLLATTSLVGMDDVVTEHVLKWSVGDYKIMKAAQTICRLMDDVSSHEFEQKRGHVVSTVELLMKYHGISEQEAREELLKRVIDAWKDINEEFLHPTIVPMSVLMRILNFSRVVDVLYSDGDNYTHSKTKLKNYVTSLFVNPLPM
>EgranTPS048
MSLPLSGVPSSSPAKRTSPNAERRSAIFHPTIWTDYFLKYASDSNSMEERIKRLKGEVRKMLTSAMNKPSQKLNLIDQIQQLGLAYHFEFEIAEQLEQIHRSYFEFHCGDNDDNLHTIALLFRLLRQQGYNVSCEIFNRFKDSEGNFSKSVIANVQGLLSLFEACHLSYRSDDILNDALTFTITHLESIDKRKVSPNLEKQVSHALNHPIRKGLPRLEVRRYIQFYQEEPSHNEVLLSLAKLDFNSLQGQHRKELGNLTRWWKDIDIEREFPFARDRLVELYTWMLGVHFEPEYEIARGFMTKMNVFLTIIDDIYDVYGTLEELELFTKAIERWDVDAKEGLLECMQVIYKMLLDFYDEIGYELTRKGRSHHLFYAKEAMKIQVRAYLAEAKWFHHSHVPTMEEYLPIALTSIGIQMALVASFLGMGDTVTKDVFDWLLSSDTKIVKALRVIGRLMNDIAGHFEQERGHVASSVECFMKQYKVTEEEAKKELCKQVADAWKDINEELCRPTAVPRVLLIRIINFAGAIHAVYEAETDHFVNAGTNFKEFVTCLLVNPCQCDGLNDEV
>EgranTPS049
MSQVSATPCAPPNKGTGHVIERRSAGYHPSVWGDYFLKYDSPSNSVKFKFLGRVEGQIEELKGEVKKMLIDVVDKPLPKLHLIDQIQRLGIEYHFEREVDEQLEQIHKSYSRLDHEDFKVDDLHMVALIFRLLRQHGYNISSEIFDKFKDSKGNFRESLISDVRGLLSLYEACHLRCHGDSILDEALPFATTHLESINESKVSTSLAKQVSHALKQPLRKGLPRLEASRYIPLYQEEPSHDEVLLTLAKLDFNLLQEQHQKELGKITRWWKNIDVPRKFPFARDRIVELFFWTTGIYFEPEFAMAREILTKVISLASIMDDIYDVYGTLEELALLNEAIQKWDFDAMDGLPEYMQAYFKEFLQLYEYIGNQLAAKGRSYRLIYAKEVMKKLVGAYFQEAKWFHTNYIPTLEEYMPLQLITTGYGMLSTTSLVGMGDVVTEHVLKWSVSDCKSVKATQTICRLMDDVSSHEFEQKRGHVVSAVELLMKYRGVSEQEAAEELQKGVIDAWKDTNEEFLRPTAVPMSILTRMLNFSRVIDVLYSDGDNYTHSNTKLKDYVTSLFVNPLPK
>EgranTPS050
ISLTAEQHQKELGAITRWWKNIDVARKFPFARDRIAEMFFWMVGVYFQPEFAVARNILTRVTALISILDDIYDAYGTLEELVPYTEAIEKWDVDAMDGLPEYMQAHYKEILNLYDEIGNDLATKGRSYRLTYAKEAMKKQAKWYFHEAKWFHTGYTPTLEEYIPLALLTTGYEALSITSLVGMGDVVTRDAFEWLLVDCKILRASQIICRFMDDISSHKFEQKRGHVASSVELFMKENHASEQEAEEELQKRVVDAWKDINEEFLRPTTAPMPVLTAILNLSRVMDVLYSNGGDHYTHSKTELKEHITSLFVSPLPI
>EgranTPS051
MIIWTIPVLFYHKKSRQLVTVYDYLDYPVLFYHKKSRTCPRNSSPFRTNFKFPLLFQEIQKLDDEVKRMLCADADKPSLKLDMIDQIQRLGIAHRFASDIDHVLKQLSETCFVCNNGDRDIDDLYTAALLFRLLRQQGYRVSSEIFNKFKDPSGKFSEKHASDVRGLLSLYEASHLSVHGEDVLDQALSFSLTHLKSVKEQLSPPLATQVHHALKQTIRKGVPRLEARRYISMYEAEPLHNEVLLSLAKLDFNRLQKQHQKELFDITRWWMGLDFKRKLPFARDRLVEGYFWILGVHFEPELAVARRMMTKVIAVTSVLDDIYDVYGTYEELELFTQAIQRWDIDCIHELPEYMQVFYKALINIYVEIEEILACTGKSYCLCYAVEAMKRQARYYFAEAKWLHQQHKPTMDEYMSIALVSSGYPLLAVTSFVGMPDIVTKDDLDWLFNDPKILKASTIICRLMDDLATHKFEQSRGHVDSAVQCYMKLYGVTEQEAENNLRKQVNDSWKDINEECLRPTAVAMPLLVGILNLSRVMDVLYKDGGDHYTNPHIALKDYIHSVLIDPVQ
>EgranTPS052
NDALTFITHLESIDKRKVSPNLEKQVSHALNHPIRKGLPRLEARRYIQFYQEEPSHNEVLLSLAKLDFNSLQGQHQKELGNLTRWWKDLDIKREFPFTRDRLAELYVWMLGVHFEPDYEIARGIVTKMMVIISILDDIYDVYGTLEKLEIFTEAIEKWDVDAIEGLPECMQVYKIIFEFYDEIGYELTRKGRSYCLFYAKEAMKIQVRAYLVEAKWFHKSHIPTMEEYMPIALTTIGNQMAFVASFLGMRDIVTKDTFDWLLSSNHKIVKASKVIGRLMNDIAGHFEQERGHVASSVECFMKQYKVTEEEAKKEIRKLVADAWKDIDEELRHPTAVPMVVLMRIVNLAGAIHAVYEDETDHYVNAGTNFKEFVTCLLVNPCQCDGLEEQV
>EgranTPS053
MEQVQRLKEEVRGLFDREINQVAKLEFIDVVQRLGLGYHFEMEIKNALSSIYNNTEDAQISDNLYATSLRFRLLRQHGYNVPQDVFQRFMSKMGTFNELLHEDVKGLLGLYEASFHGLEGETILDEGWNFASKHLNDLNLDKVPTNIASHVSHALDMPIHWRPNRLEAQWFMDMYGKQQDMIPSLLRLAKIDFNLVQSIHRKEVSNLARWWVELGANKMTFSRDRLVENYFWSCLFVFEPQYTAFRELSTRIGCMVSLIDDIYDIYGTPEELELLTDLILRWDITNIDKLPPTIRDGFMVLYNTTNKLGYWTMRERGINPIPYLRKLWADECKAYMKEVYWYNKGIKPTLKEYMDVGVDSIGGLILLLDSYFLTTDKLTEEGLDYVSKIPGVMHSSAKILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIRHLVRETWKKMNKEVFEDYPFSGFGPFLSACLNLARASHCFYDYGDGHGLPGHQTKDHVVSTIFEYVPL
>EgranTPS054
TCAVTIENPEIVRRSANWKPTVWDYEFLKRLLRQHGYKIPQDVFQQFMNKTGTFNESLNKDVRGLLSLYEASFHGLEGETILDEARNFASKHLKDLNLDKVPTMLASYVRHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARWWVELGANKMTFFRDRLVEHYFWCCAMVFEPQYTAYREMTTKLTCMVTLIDDVYDVYGTQEELELLTDFLVRWDITEIDKLPPIIRDSYMALYNTTNEIGYWTMRELGINTIPYMQKVWADECKAYIKEVHWYNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECYMNETGASEQATREHVKQMVHETWKRMNKDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPL
>EgranTPS055
TCALKIEDQEIARRSANWEPSVWDYGVVMEQVQRLKEEVRGLFDREINQVAKLEFIDVVQRLGLGYHFETEIKNALSSIYNNTEDAQISDNLYAASLRFRLLRQHGYNIPQDVFQRFMSKMGTFNESLHEDVKGLLGLYEASFHGLEGETILDEGWKFASKHLKDLNLNEVPTDIASNVSHALDMPIHWRPNRLEARWFMDMYGKQQDTIPSLLRLAKIDFNLVQSIHRKEVSNLARWWVELGANKMTFFRDRLVENYFWSCIFVFEPQYTAFRELNTRIGCLVTLIDDVYDIYGTPEELELLTDFILRWDITNIDKLPPTIRESFMVLYNTTNEVGYWTMRERGINPIPRKVWADECKAYMKEVYWYNKGIKPTLKEYMDVAVDSIGGLILMLDSYFLTTDEVTEEGLDYVSKIPGVMHSSARILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIKHLVLETWKKMNKEVFEDYPFSGFKPFLGACLNLARASHCFYDYGDGHGLPGHQTKDHLVSTIFKSVPL
>EgranTPS056
TCAVTIENPEIVRRSANWKPNVWDYEFLAEQVPRLKEEIRGLFNREMNQVAKLEFIDAVQRLGLGYHFETEIKNALSSIYDNAGYAQLLNDLHAVSLGFRLLRQHGYKISQDVFQQFMNKMDTFNESLNKDARGLLGLYEASFHGLEGETILDEARNFASKHLKDLNLDKVPAMLASYVSHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARWWVELGANKMTFFRDRLVEHYFWTCAMVFEPQYTAYREMTTKLTCMVTLIDDVYDVYGTQEELELLTDFLVRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMQKVWADECKAYIKEVHWYNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEATREHVRQMVHETWKRMNKDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPL
>EgranTPS057
TCAVTIENPKIVRRLANWKPNVWDYEFLAEQVQRLKEEIRGLFNREMNRVAKLEFIDAVQRLGLGYRFETEIKNALSSIYDNTGYAQLLNDLHAVSLGFRLLRQHGYKIPQDVFQQFMNKTGTFNESLNKDVRGLLGLYEASFHGLEGETILDEARNFASKHLKDLNIDKVPAMLASYVSHTLDMPIHWRPNRLEARWFMDMYETQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMAKWWVELGTNKMTFFRDRLVEHYFWCCAMVDEPQYTAYREMTTKLTCMVTLIDDVYDVYWTQEELELLTNFLVRWDITEIDKLPPIIRDSYMALYNMTNEIGHWTMRELGINTIPYLQKVWADECKAYIKEVHWYNKGIKPTLKEYMDNAVDSIGGLIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSLYELAGDNFKALECYMNETGASEEATREHVRQMVHKTWKRMNKDVFEDYPPSGFGPFLGACLNLAQASKCFYQYEDRHGLPDNETKDHLVRALFDPVPL
>EgranTPS058
TCASKIEDQEIARRSANWEPSVWDYGVVQSLSRLLRQHGYNVPQDVFQRFMSKMGTFNESIHEDVKGLLGLYEASFHGLEGETILDEGWKFASKHLKDLNLNEVPTNIASNVSHALDMPIHWRPNRLEARWFMDMYGKQQDMIPSLLRLAKIDFNLVQSIHRKEVSNLARWWVELGANKMTFFRDRLVENYFWSCIFVFEPQYTAFRELNTRIGCLVTLIDDVYDIYGTPEELELLTDFILRWDITNIDKLPPTIRDSFMVLYNTTNEVGYWTMRERGINPIPYLRKVWADECKAYMKEVYWYNKGIKPTLKEYMDVAVDSIGGLILMLDSYFLTTDEVTEEGLDYVSKIPGVMHSSARILRFNDDLSTSSHELARGDNSKALECYMNETGASEEAAREHIKHLVRKTWKKMNKEVFEDYPFSGFKPFLGACLNMARASHCFYDYGDGHGLPGHQTKDHLVSTIFESVPL
>EgranTPS059
TCTLKIEAQEIGRRSANWQPNVFDYDFLNRLLRQHGFNISQDVFQRFMSKSGTFNESLNEDVKGLLGLYEASFHVLEGETILDEAWTFASKHLKDLNLDKIPTNLATHVDHALEMPIHWRPNRLEARWFIDMCEKQQDMIPSLLRLAKLDFNSVQSIYRKEVSTLARWWVELGANKMTFGRDRLMENYFWSMIMVFEPQHIAFREMNGKIASMVTLIDDVYDVYGTPEELELLTDFIVRWDITDVDRLPPIIRDSFMALYNTTNEIGYWTMRERGINPIPHLQKLWAEECKAYLKEVHWCSKGIKPTLKEYMDVATYSTGGLVMLLASYFLTTDKLTEEGLNYVSKIPSIMHCSCKMLRLINDFSTSSYELARGDNLKALECYMNETGASEEAAREHIMHKVREGWKLMNRAVFEDYPIPGLRPFLGACLNQARVSHTFYRYGDGFGRPDNDTKDYLASAIYKPVPL
>EgranTPS060
TCAVTIENPEIVRRSANWKPNVWDYEFLAEQVQRLKEEIKGLFNREMNQVAKLEFIDVVQRLGLGYHFETEIKNALSSIYDNTGYAQLLNDLYAISLGFRLLRQHGYNIRQDVFQQFMNKTGTFNESLNKDVKGLLGLYEASFHGLEGETMLDEARNFASKHLKDLNLDKVPTMLASYVSHTLDIPIHWRPNKLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARWWVELGANKMTFFRDRLVEHYFWNCTMVFEPQYTAYREMTMKLACMVTLIDNVYDVYGTLEELELLTDFLVRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMRKVWADECAYIKEAHWYNKGIKPTLKEYMDNALDSIGGPIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEAAREHVKQMVHETWKRMNKDVFEDYPYFGLGPFLDACLNFARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPL
>EgranTPS061
TCTLKIEAQEIGRRSANWQPSVWDYDFVSEEAQRLKKEVKGQFDREMNSVAKLEFIDVVQRLGLGYQFETEIKNALSSIYNNTEVAQLLDDLDAVSLRFRLLRQHGFNVSQDVFQRFMSKSGTFNESLNEDVKGLLGLYEASFHVLEGETILDEAWTFASKHLKDLNLDEIPTNLVSQVDHALEMPIHWRPNRLEARWFIDMCEKQQDMIPSLLRLAKLDFNLVQSIYRKEVSGLARWWVELGANKMTFCRDRLVENYFWSSIMVFEPQHTAFREMNGKIASMVTLIDDVYDVYGTLEELELLTDFIVRWDITDIDRLPPTIRDSFMALYNTTNEIGYWTMRERGINPIPHLQKVWADECKAYLKEVHWCSKGIKPTLKEYMDVATYSAGGLVMLLASYFLTTDKLTEEGLNYVSKIPSIMHCSSKMLRLINDFSTSSYELARGDNLKALECYMNETGTSEEAAREHIMHMVREAWKWMNRAVFEDYPIPGLRPFLGACLNLARVSHTFYRYGDGFGLPNNDTKDYLVSAIYKPVPL
>EgranTPS062
VDPNTNEQSPVARRSANYMPSVWDYDILSRLLRQHGYDLSQDAFQRFINKTGTFEESLKKDVKGLLGLYEASFHGLEGENILDEAQDFASKHLKNLNLNEIPTCLAKQVLHALDMPIRWRPNRLEARWFMDMYGKQQDMIPSLLRLAKLDFNLVQTIHRKEVSNLARWWVELGANNMTFSRDRLVENYFWSCLMVFEPQYTAYREMTTKIGCMVTLIDDVYDVYGTLEELVLLTDFIVRWDITDIDNLPPTIRNSFMALYNTTNEIGHWTMREQGINPIPYMRKVWADECRAYIKEVHWYNEGIKPTLKEYMSNAVDSIGGLIMLLHSYFLTTDNLTKEGLDYMSKIPRIMHCSAKILRLNDDLGTSSYELARGDNFKALECYMNETGASTEAAQQHIKHLVRETWKTMNKDVFEDYPFPGFKPFLGACLNLARASQCFYQYGDGHGLPGHETRDHIVSTLFKPVPL
>EgranTPS063
KCSLTIEDQDTARRSANWKPSVWDYGSVTEQVQRLKEEVKGLFHREINQVAKLEFIDVVQRLGLGYHFETDIKNALSSIYNNTEDAQLSDDLYAVSLRFRLLRQHGYNLQQDVFQRFMNKMGTFNESLKEDVRGLLSLYEASFHGLEGETIVDEAWNFASKHLKDLNLDEVPANLASNVSHALDMPIHWRPNRLEARWFMDTYEKQQDKIPCLLRFAKVDFNIVQSIHKKEVSNMARWWVELGANKMTFFRDRLVEHYFWCCAMVFEPQYTEFREMTTKLTCMVTLIDDVYDVYGTLEELEVLTDFIVRWDITDVDKLPLKIRACFLALYNTTNEIGYWMMRERGINPIPHMRKVWADECKAYIKEARWYNKGIKPTLDEYVDNGVTSIGGLIMLLGSYFLTTDKPTEEGLDYVSNIPSVMHCSAKILRLNNDLSTSSYELARGDNFKALECHMNETGASEEATREHIKHLVRKTWKRMNRDVFEDYPYSGFGPFLGACLNLARASQCFYQYGDGHGLPDHETRAHIVSALFDPVPL
>EgranTPS064
TCASKIEVQEIGRCPANWQPSIWDYDFVSEEVQRLKKEVKGLFDREMNQVAKLEFIDMVQRLGLGYQFKMEIKNALSSIYTEDAQLSDDLEAVSLRFRLLKQHGYNVPQDVFQRFMSKTDTFNESLNEDVKGLLGLYEASFHGLEGETILDEAWTFASKHLKDLNLDEIPTNLASHVSHALDMPIHWRPNRLEARWFIDMYKKQQDMIPSLLRLAKLDFNLVQSIYRMEVSRLARWWVELGANKMTFCRDRLVESYFWSNTMVFEPQHTAVREMNGKIASMVVLIDDVYDIYGTLEELELLTDFIVRWDITNIDSLPPTIRDSFMALYNTTNEIGYWTMRERGINPIPYLQKVWADECKAFLKEVHWCSNGIKPTVKEYMDVATYSAGGLVLLLASYFLTTDKLTKEGLDYVSKIPSIMHCSSKMLRLINDFSTSSYEVARGDNLNALECYMNETGASEEAAREHITHMVREAWKWMNRAVFEDYPIPGIGPFLGACLNLARVCHTFYRYGDGFGHPSNDTKHYLVSAIYEPVPL
>EgranTPS065
ANQPEVVDQMHQRRSANYKPNIWNYDFLEEVKPMLSEAVDSLAKLELIDCMTKLGLSNLFENEMKEALETVASIHNGVFTMEEHLYASALRFRLLRQHGHIVSQDELRRFKEGSILFNRSNGEDVKTMIELLEASHLALEGENILHEAKAFSTGILRERVSSLDGRLFKRTVHALELPLHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRWWRDLGLMEHVDFTRDRLVESFLCALGLSQETRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAINRWDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRLPHLAKAWADFCKALLTEAKWDNKGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDLADLLERNKDLIYNVSMIIRLCNDLGTSTSERDRGDAPSSVVCYMQEANVPEDVARKHIKELINQAWKSINAHCFGNVETPFVRTFIDVTVNASRVAHMLYQFGDGFGVQDGDIRRQILSAVIHPIAL
>EgranTPS066
ANLPEVVGTMNQRRTANYKPNIWNYDFLKERIEGLVEEVKRILSEVVDSLAKLELIDSMTKLGLSNLFENEMKEALETVASINNGVFTMEEHLYASALWFRLLRQHGHIISQDELRSFKEGSILFNRSNCEDVEYVELLEASHLALEGENILHEAKTFSTGILRKRVSSLDGRLFKRAVHALELPMHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRWWRDLGLMEHVDFTRDRLVESFLCALGLSQEPRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRRDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRLPHLAKWEDFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNWEDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNADTPFVRTFIDVTANAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLAL
>EgranTPS067
HQRRSANYKPNIWNYDFLKERMEGLVEEVKPMLSKSVDSLAKLELIDSMTKLGLSNLFENEMKEALERVASNNNGVFTMEEHLYASALRFRLLRQHGHIVSQNELRRFKEGSILFNRSNCEDVEAMIELLEASHLALEGENILHEAKAFSTGILRERVSSLDGRLFKCTVHALEIPLHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRWWRDLGLMEHVEFTRDRLVESFLCALGLSQETRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRWDSEQIQQLPECMKWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPQDVARKHIKELINQAWKSINAHCFGNVETPFVRTFIDVTVNASRVAHMLYQFGDGFGVQDGDIRRQILSAVIHPVAL
>EgranTPS068
AHLQQVVGTMHQRRSANYKPSIWNYNFLEEVKRMLSEVVNSLAKLELIDIMTKLGLSNLFENEMKEALETVASINNGVFTMEEHLYANALRFRLLRQHGHIISQDELRSFKEGSILFNRSYCEDVEAMIELLEASHLALEGENILHEAKTFSTGILRKRVSSLDGRLFKRAVHALELPMHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLAEISRWWRDLGLMEHVEFTRDRLVESFLCALGLSQEPRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRRDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDWHRLPHLAKAWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLEDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNAETPFVRTFIDVTVNAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLAL
>EgranTPS069
ANLPEVVGTMHQRRTANYKPNIWNYDFLKERMEGLVEEVKRILSEEVDSLAKLELIDSMTKLGLSNLFENEMKEALETVASINNGVFTMEEHLYASALRFRLLRQHGHIISQDELRSFKEGSILFNRSNCEDVEAMIELLEASHLALEGENILHEAKAFSTGILRKRVSSLDGRLFKRAVHALELPMHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQAAHQRDLREISRWWRDLGLMEHVDFTRDRLVESFLCALGLSQEPRFSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTCAITRRDSEQIQQLPECMKACCRVLNDVIHEIAYVIGKDEDWHRLPHLWAEFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFWEGVNWEDVAEGLERNKDLIYNVSMIIRLCNDLGTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAHCYSNAETPFVRTFIDVTVNAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLAL
>EgranTPS070
ANLPEVVGTMHQRRSANYKPNIWNYDFLDLVREGLVEEVKPMLSEVVDSLAKLELIDSMTKLGLSNLFENEMKEALETVASINNGVFTMEEHLYASALQFRLLRQHGHIISQDELRSFKEGSILFNRSNCEDVEAMIELLEASHLALEGENILHEAKAFSTGILRERVSDLDGRLFKRTVHALELPLHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDLREISRWWRDLGLMEHVDFTRDRLVESFLCALGLAQEPRLSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTSAITRRDSEQIQQLPECMKVCFRALNDVIHEIAYDIGKDEDSHRLPHLWADFCKALLTEAKWDNMGYTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNLKDVADLLERNKDLIYNVSMIIRLCNDLGTSTAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAYCFSNAETPFVRTFIDVTVNAARVAHMLYQFGDGFGVQDGDIRRQILSSVIHPLAL
>EgranTPS071
HQRRSANYRPNLWKYDFLKEQVERLVEEVKPTLSEAVNSLLKLELIDKMKKLGLSNLFGNEIKEVLQTVASTNNGVFNMEDHLYASALQFRLLRQHGHVVSQDALRSFRDGRNTLSGSNCGDVEAMIELLEASYLAMEGENILEEAKAFSTGILQERVSGLDGQLLKRAVHALELPMHWRVQWFDIKWQIDLYEQQEDKQSSLLPLAKLNFNIVQATHQRDLRDISRWWRDLGLIEHVDFARDRLVESFFCALGLSQEPQFSSFRKSLTKVIILILVIDDLYDLYGSLEELECFTDAITRWDLEQIQQLPECIKVCFQALRDVSYEIAHEIGKDEDWHQVPHLMKVWADFCKALLNEAKWDKMGYTPSLEEYLSNAWTSSSGPLILSHAYYLMGQMKLEDAADFLKRNKDLIYNVSIIIRLCNDLGTSTAERERGDAPSSVACYMREANVSEDIARKHIPILINQAWNSINAHCFGNAEKPFLRPFINVTVNAARVVHMLYQFGDGFAIPDGDIQQQILSIVIKPLAL
>EgranTPS072
ANSRQAVDSMHQRRSANYKPNIWKYDFLEDVKAMLAEAVDSLTKLELIDWMRKMGLSNLFDKEMKEALETVASINNGIFAKEDHVYASALRFKLLRQQGHVVSQDELRSFKEESDTFNRSNCEDIEAMMQLLEASHLALEGEDILDEGKAFSAEILRERVSSLDGPLLKGAVHALELPMHWRVQWFDIKWQIDLYEQQEDKQSNLLELAKLNFNTVQATHQRDLIEISRWWRDLGLIERVDFTRDRPVESFLYALGLSQEPRFSSLRKSLTKVVIFILLIDDVYDLYGSLEELECFTSAVTRWDSESIQQLPECMKVCFRALQDVTYEIAHEIGKEEDWHRLPHLTKAWADFCKALLTEAKWDLLGYTPSLGEYLSNAWTSSSGPLLLSHAYFFVGHMKLEDAAESVERNKDLIYNASMIIRLCNDLRTSKAEIERGDAPSSMVCYMREANVSEDIARKHIKGLIDQAWKNINAHCFVNAETPFLRPYIDVTVNAARAAYMIYQSGDGFGVQDGTIGQQMLSAVIEPLAL
>EgranTPS073
TCASRIEVQEIGRHSANWQPSVWDYDYLSEEVQRLKKEVKVLLDGEMNQVAKLKLIDAVQRLGLGYQFEMEIRNALSSIYNNTEDAQLSENLDVVSLRFRLLRQHGYNIPQDVFQRFMSKTGTFNESLNEDVKGLLGLYEASFHGLKGETIIDEAWTFASKHLKDLNLNEIPTNLASHVSHALVMPIHWRLNRLEARWFIDMYKKQQDMIPSLLRLAKLDFNLVQSVYRKEVSNLARWWVELGANKMTFCRDRMVESYFWSNSMVFEPQHTAFREMNGKIASMVVLIDDVYDIYGTLEELELLTDFIVRWDITDIDRLPPIIRDSFMAMYNMTNEIGYWTMRERGINPIPYLRKVWADQCKAYLKEVHWRSKGIKPTLKEYIDVATNSSGGLVLLLPSYFLTTDKLTEEGLDYVSKIPSIMRCSCKMTRLINDFSTSSHELARGDNLKALECYMNETGVSEEAAREHIMHMVREAWKWMNRAVFEDYQIPGLRPFLGACLNMARICHTFYGCGDGFGQPSNDTKDSLASAIYEPVPL
>EgranTPS074
TCASKIEVQEIGRHSANWQPSVWDYDFLTRLLRQHGYNTPQDVFQRFMSKTGTFNESLNEDVKGLLGLYEASFHGLEGETILDEAWTFASKHLKDLNLNEIPTNLASHVSHALDMPIHWRLNRLEARWFIDMYKKQQDMIPSLLRLAKLDFNLVQSVYTKEVSNLARWWVELGANKMTFCRDRIVESYFWSNSMVFEPQHTAYREMNGKLASMVVLIDDVYDIYGTPEELELLTDFIVRWDITDIDRLPPIVRDSFMAMYNTTNEIGYWTMRERGINPIPYLRKVWAEECKAYLKEVHWRSKGIKPTLKEYIDVATNSSGGVVLMLPSYFLTTDKLTEEGLDYVSKIPSIMRCSSKMLRLINDLSTSSHEVARGDNLKALECYMNETGVSEEAAREHIMHMVREAWKWMNRAMFEDYRIPGLGPFLGACVNTVRICHTFYGCGDGFGQPSNITKDSLASAIYDPVPL
>EgranTPS075
TCASKIEVQEIGRHSANWQPSVWDYDFLSEEVQRLKKEVKGLFDREMNQVAKLKFIDVVQRLGLGYQFETEIKNALSSIYNNTEDAQLSDNLDVVSLQFRLLRQHGYNIPQDVFQRFMSKTGTFNESLNEDVMGLLGLYEASFHGLEGETIIDEAWTFASKHLKDLNLNEIPTNLVSHVSHALDMPIHWRLNRLEARWFIDMYKKQEDMIPSLLRLAKLDFNLVQSVYRKEISNLARWWVELGANKMTFCRDRIVESYFWSNSMVFEPQHTAYREMNGKIASMVVLIDDVYDIYGTPEELELLTDFIVRWDITDIDRLPPIIRDSFMAMYNTTNEIGYWTMRERGINPIPYLRKVWAEECKAYLKEVHWRSKGIKPTLKEYVDVATNSSGGVVLMLPSYFLTTDKLTEEGLDYVSKIPSVMRCSSKMLRLINDLSTSSHEVARGDNLKALECYMNETDASEEAAREHIMHMVREAWKWMNRAVFEDYRIPGLGPFLGACVNTARICHTFYGCGDGFGQPSNITKDSLASAIYEPVPL
>EgranTPS076
VCPVRSIWEPPCRGLCSGDESWGLRFQNGRVQMLEQEVRSAMKDESAELSTILALVDDIQRLGLVFLFEEDVKRALRRYHSPDGGYKNRDQKTLHGTALFFRILRQNGFEVSPDVFRIFMDERGTFMESLGRDVEGLLSLYEASHLAFEEEGILLEAKEFAVKHLKRLNDIDISKDLEYRVNHGSVPPLHQRMPLLEARQSIEAYSPQRDAERRLLELAVYNFNMVQSILQRDLQEMSRWWNDVSLANELSFARDRLMECFFWTVGMAYEPQFSNLRKGLTKVTALVTTIDDVYDVYGSLDELELFTDAVHRWDVNALSNLPSCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKVWSDMFKAFLQEAKWKHDKVTPTFEEYMNNGWISVSGLVILIHAFFLSTPDVRKEEIESIETHGHDLLKSPAIIFRLCNDLGTSSAELERGETANSILCYMQDTGVSENVAREHIKELIDIEWKNMNRYQVDYSMFGKSFVRLAFNLARIAHYTYQDGDAHGDPDDRAKYRIHSLLIDPISL
>EgranTPS077
MLEQEVRSAMKDENAELSTILALVDDIQRLGLIFLFEEDVKRALRRYHSLDGGYKNRDQKTLHGTALYFRILRQNGFEVSPDVFWIFMDEQGTFMESLGRDVEGLLSLFEASHLAFEDEDILHEAKAFAIEHLKRLNNIDVNKDLEYQVNWGLALPLHQRMPLLEARRSIEAYRTRRDADHRLLELAVYNFNMVQSILQRDLQEMSRWWNDVSLANKLSFARDRLMECFFWTVGMAYEPQFSNLRRGLTKVTALVTTIDDVYDVYGSLDELELFTDAVHRWDVDAVSSLPGCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKAWSDMLKAFLQEAKWKHNKVTPTFEEYMNNGWISVSGLVILIHAFFLSTPHIRKEELELIETYGHDLLKSPSIIFRLCNDLGTSSAELERGETANSILCYMQDTGVCENVAREHIKELIDTAWKKMNRYQVDNSLFGKSFVRLAFNLARIAHYTYRDGDAHGAPDDRSKYRIHSLLIDPISL
>EgranTPS078
STSTKAAFPQGGRRSANYQPSVWTHNDLQREKAQMVEEVRGALHDENAELITIFALVDDIQRLGLGRHFEEDISRALHRCLSVYKGLQKSLHGTALSFRILRQHGFEVSQDVFKIFMDESGSFMKNLGNDVQGMLSLYEASHLAFEEEDILHEAETFTIEHLKNHNRDINKDLQGEVNHELEWPLHRRMSLLEARRFIEAYSRRRYTSHRILKFSATNFNTLQSTLQGDLQEVFRWWDNVGLANELNFARDRLVECFFAAVAVADEHPLSNCRKGLTKANILNVIIDDVYDIYGTLDELELFTDAVRRWEINAVEDLPGYMKLCFLALYNCVNELAYDTLKETRENVIPYLTKVWYDACEAFLQEAKWSHNKITPRVEEYLNNGWISVSGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFRLTNDLATSSAELERGETTNSIWCYMQEMGVSELEARKYVIKMIDTTWKKLNKYLVNDSTFNQSFVRMAFNLARMAHCMYHDGDAVGAPDDLSMNRVHSLIIDPVSL
>EgranTPS079
MALQIFSLPNVCSKRIPAQVPRSASAKAAVSQGGGRSPQYQPTLWTYDYLQSLPIGVHRRVVINSHFVRSQSEQQNGRVQMLEQEVRSAMKDENAELSTILALVDDIQRLGLIFLFEEDVKRALRRYHSLDGGYKNRDQKTLHGTALYFRILRQNGFEVSPDVFWIFMDEQGTFMESLGRDVEGLLSLYEASHLAFEEEDILHEAKAFAIEHLKRLNNIDVSKDLEYFQVNWGLALPLHLRMPLLEARRSIEAYSTRRDADRRLLELAVYNFNMVQSILQRDLQEMSRWWNDVSLANKLSFARDRLMECFFWTVGMAYEPQFSNLRRGLTKVTALVTTIDDVYDVYGSLDELELFTDAVHRWDVDAVSSLPGCMKLCFLALYNAVHEMAYDVLKQNGENIIPCLTKAVWSDMLKAFLQEAKWKHNKVTPTFEEYMNNGWISVSGLVILIHAFFLSTPHIRKEELELIETYGHDLLKSPSIIFRLCNDLGTSSAELERGETANSILCYMQDTGVCENVAREHIKELIDTAWKKMNRYQVNNSLFGKSFVRLAFNLARIAHYTYQDGDAHGAPNDRSKYRIHSLLIDPISLE
>EgranTPS080
STSTKAAFPQGGRRSANYQPSVWTHNDLQREKAQMVEEVRGALHDENAELITIFALVDDIQRLGLGRHFEEDISRALHRCLSVYKGLQKSLHGTALSFRILRQHGFEVSPDVFKIFMDESGSFMKTLGNDVQGVLSLYEASRLAFEDEDILHEAETFTIEHLKNHNRDINKDLQGEVNHELEWPLHRRMSLLEARRFIEAYSRRRYTSHRILKFSATNFNTLQSTLQGDLQEVFRWWDNVGLANELNFARDRLVECFFAAVAVADEHPLSNCRKGLTKANILNVIIDDVYDIYGTLDELELFTDAVRRWDINAVEDLPGYMKLCFLALYNCVNELAYDTLKETRENVIPYLTKAWYDACEAFLQEAKWSHNKITPRVEEYLNNGWISVSGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFRLTNDLATSSAELERGETTNSIWCYMQEMGVSELEARKYVIKMIDTTWKKLNKYLVNDSTFNQSFVRMAFNLARMAHCMYHDGDAVGAPDDLSMNRVHSLIIDPVSL
>EgranTPS081
SGSTQVSDTQGGRRSANYQPTVWTHNYLQREKAQMLEEVRGALNDEKAEPMTIFALVDDFQRLGLGQHFKEDISRALRRCLSNDAVNKSRQKSLHSTALSFRILRQHGFEVSQDDFKIFMDKSGNFMKTLGGDVQGMLSLHEASHLAFEEEDILQEARSFAIEHLRNLNCKVDKDLQDQVKHELELPLHCRMPMLEARRSIEAYRRCGYTNHRIPEFAATNFDTLQSILQRDLQEMSRWWNDVSLARNLNFVRDRLTECFFWAAGVADEPTLTNCRKRLTKVTSLITIMDDVYDVYGTLDELELFTDAVRRWDINAVDDLPGYMKLCFLALFNSVNEIAYDTLKETGKIVIPYLAKSWYDLCKSFLQEAKWSYKKTNPRFEEYLNNGWISSSGHVILIHAYFLSGPSMGREELESLEHYHDILRLPSMIFRLTNDLVTLSAELERGETTNSITCYMQEMGVSESEARDYVMKLIDTSWKQMNKYLVNGSTFDQSFVRMAYNLARTTHFMYQDGDAHGSPDNRSRNRMHSLIIEPISL
>EgranTPS082
PSPTANVESIQARRSLILKKDGDRPIQREKAQMLEEVRGVLNDEKAEPMTIFALVDDIQRLGLGRHFEEGISRALRRCLSKNAVNKSRQKSLHGTALSFRILRQHGFEVSQDVLRIFMDESGSFMKTLGGDVQGMLSLHEASHLAFEEEEILHGARSFAIEHLRNLNRKVNKDLQDRVKHELELPLHCRMPLLEARQSIEAYSRGYTNHRILEFVVMNFNMSQPILQRDLQEMSRWWNNVGLANNLNFARDRLVECFAAVAVADEHPLSNCRKGLTKVNMLIVIIDDVYDIYGTLDELELLTDAVRRWDINAVEDLPGYRKLCFLALYNSVNELAYDTLKETRENVIPYLTKVWYDSCKAFLQEAKWSHNKITPRVEEYLNNGWISISGHVMLIHAYFLSSPSMRKEELESLEHYHDLLRLPSMIFHLTNDLATSSAELERGEATNSIWCYMQEMGVSELEAGQYVIKRIDTTWKKLNKYLVSDSTFNQSFVRMAFNLARMAHCIEEPCALTNN
>EgranTPS083
SASTQVSDTQGGRRSANYQPTVWTHNYLQREKAQMLEEVRGALNDEKAEPMTIFALVDDIQRLGLGQHFEEDISRALRRCLSNDAVNKSRQKSLHGTALSFRILRQHGFEVSQDVFKILMDESGSFMKTLGGDVQGMLSLHEASHLAFEEEDILQEARSFAIEHLRNLNCNVDKDLQDQVKHELELPLHCRMPLLEARWSIEAYRRCRYPDHRIPEFAAMNFNTLQSILQRDLQEMSRWWNDVSLARNLNFVRDRLMECFFWAAGVADEPTLANCRKRLTKVTSLITIIDDVYDVYGTLDELELFTDAVRRWDINAVDDLPGYMKLCFLVLFNSVNEIAYDTLKETGKIVIPYLAKSWYDLCKSFLQEAKWSYNKTNPRFEEYLNNGWISSSGHVILIHAYFLSSPSMRREELESLEHYHDILRLPSMIFRLTNDLVTSSAELERGETTNSIMCYMQEMEVSESEARDYVMKLIDTSWKQMNKCLVNGSTFDQSFVRMAYNLARTTHFMYQDGDAHGAPDNRSRNRMHSLIIEPISL
>EgranTPS084
SASTQISDPQEGRRSANYQPSVWTYNYLKEKVQILEEEVRGALNDEKAETFTIFATVDDIQRLGLGDHFEEDISNVLRRCVSVFMSLQKSLHGTALGFRLLRQHGYEVSQDVFKIFLDESGSFVKTLGGDVQGVLSLYEASHLAFEEEDILHKARSFAIKHLENLNSDVDKDLQDQVKHELELPLHRRMPLLEARRSIEAYSRRGYTNPQILELALTDFNVSQSTLQRDLQEMLGWWNNTGLAKRLSFARDRLIECFFWAVGIAHEPSLSICRKAVTKAFALILVLDDVYDVFGTLEELELFTDAVRRWDLNAVEDLPVYMKLCYLALYNSVNEMAYETLKEKGENVIPYLAKAWYDLCKAFLQEAKWSNSRIIPGVEEYLNNGWVSSSGSVMLIHAYFLASPSMRKEELESLEHYHDLLRLPSLIFRLTNDIASSSAELERGETTNSIRCFMQEKGISELEARECVKEEIDTAWKKMNKYMVDRSTFNQSFVRMTYNLARMAHCVYQDGDAIGSPDDLSWNRVHSLIIKPIPA
>EgranTPS085
TRALKIEGQEIVRRSANWQPSIWDYGLVQSLGRLLRQHGYHVPQDVFQRFMNMTGTFNESLSKDAKGLLGLYEASFHGLDGETILDEAWNFASKHLKDLNLDKVPSNLASNVSHALDMPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKIDFNLVQSIHRKEVGNLARWWVELGANKMTFFRDRLVESYFWTCIMVFEPQYTAFREMCTKIGFMVTLIDDVYDIYGTPEELELLTDFIIRWDITDIDKLPPTIRNSFMVLYNTTNEVGYQTMRDQGINPIPYLRKVWADECKAYMKEVHWYNSGIKPALKEYMDVAVDSIGGLILLLHSYFLTTDKLTKEGLDHVSKIPSVMHSSTKILRFNDDLSTSLHELARGDNSKALECYMNESGASEEVAREHIRHLVRNIWKKMNKDVFEDYPFSGFGPFLGACLNLARASHCFYEYGDGHGLPGHQTKDHLVSTIFESVPL
>EgranTPS086
TCAATIENPEIVRRSANWKPNVWDYEFLAEQVQRLKEEIKGLFNREMNQVAKLEFIDVVQRLGLGYHFETEIKNALSSIYDNTGYAQLLNDLYAISLGFRLLRQHGYNIRQDVFQQFMNKTGTFNESLNKDVKGLLGLYEASFHGLEGETMLDEARNFASKHLKDLNLDKVPTMLASYVSHTLDIPIHWRPNRLEARWFMDMYEKQQDMIPSLLRLAKLDFNLVQSVHKKEVSNMARWWVELGANKMTFFRDRLVEHYFWNCTMVFEPQYTAYREMTTKLACMVTLIDDVYDVYGTLEELELLTDFLVRWDITEIDKLPPTIRDSYMALYNTTNEIGYWTMRELGINTIPYMRKVWADECKAYIKEAHWYNKGIKPTLKEYMDNAVDSIGGSIMLLGSYFLTTDKLTEEGLDYVSKIPSVMHCSTKILRLNNDLSTSSYELARGDNFKALECYMNETGASEEAAREHVKQMVHETWKRMNKDVFEDYPYSGLGPFLDACLNFARASQCFYQYGDGHGLPDNETKDHLVRALFDPVPL
>EgranTPS087
QAVDQTHQRRSANYKPNIWKYDFLEQRMERLMEDVKPMFPKAVDSLAKLELIDRMRKMGLSNLFDNEMKEALETVASTKNGIFDMENHVYARALRFRLLRQHGYVVSQDEMRSFKEESKTFNRSNCEDVEAMMQLLEASHLAVEGENILDEGKAFSTGILRERVSSLDGRLLKCAVHALELPMHRRLQWFDVKWQIDLYEQQEDKQSNLLELAKLNFNTVQATHRRDLIEISRWWRDLGLIEHVDFTRDRPVESFLCALGLSQEPRFSSLRKSLTKVIIFILVIDDVYDLYGSLEELECFTSVVTRWDSEPIQQLPECMKFCFRALHDLTYEIAHEIGKEEDWHRLPYLMKAWADFCKALLTEAKWDHLGYTPSLEEYLSNAWTSSSGPLLLSHAYFFVGHMKLEDAAELAEIERGDAPSSMVCYMREANVSEDIARKHIKGLIDQAWKNINAHCFVNAETPFLRPYIDVTVNAARAAYMIYQSGDGFGVQDGTIGQQMLSAVIEPLAL
>EgranTPS088
VNLPEAVGTMHQRRSANYKPNIWNYDFLKERMQRLVEEVKPMLSEVVDSLAKLELIDSMTKLGLSNLFENEMKEALETVASINNGVFTMEEHLYASALQFILLRQHGHIISQDELRSFKEGSILFNRSNCEDVEAMIELLEASHLALEGENILHEAKAFSTGILHERVSGLDSRLFKCAVHALELPMHWRVQWFDIKWQISLYEQREDKQSNLLELAKLNFNTVQATHQRDFREISRWWRDLGLMEHVDFTRDRLVESFLCALGLSQEPRFSSLRKSLTKVVILILVIDDVYDLYGSLEELECFTCAITRRDSEQIQQLPECMKVCFRVLNDVIHEIAYDIGKDEDWHRLPHLWAEFCKALLTEAKWDNMGSTPSLEEYLSNAWTSSSGPLIMSHASFFVGHMNWEDVADLLERNKDLIYNVSMIIRLCNDLGTSRAERDRGDAPSSVVCYMREANVPEDIARKHIKELINQEWKSINAHCYSNAETPFVRTFIDVTVNAARVAHMLYQFGDGFGVQDGDIRRQILSAVIHPLAL
>EgranTPS089
MTDGEISISAYDTAWVALVEDVSGSGSPQFPEALRWIVDNQLPDGSWGDDLIFSPHDRIINTLACVNNLEGMEGLNWEKLLKLQSADGSFLFSPSSTAFALMQTKDANCLDYLSRAVQRFNGGVPNVYPVDLFEHLWAVDRLQRLGVSRYFKDEIKGCMSYVQRYWSEKGICWARNSRISDIDDTAMGFRLLRLHGHEVSADVFEQFKRGDVFSTFMGQSTEAVTGMFNLYRASELIFPGEKILEDAKSHAVKFLRRKREANELLDKWIRTKDLPGEVGYALDVPWYASLPRVETRFYIDQYGGENDVWIGKTLYRMGYVNNNVYLELAKLDYNNCQALHLSEWDNFQRWYCESKLVDFGTSGKTLLYSYFTAAASIYEPERARERLAWAKTSVLVDAIASYLEGEGTSRERRRGFVREFQQFSKKQKHINGRKYCSRSSIPSKGGQGLIAALLGTLDQLSLEVLVARGKDIGHALRTAWEKWLVGYEEEGDKYKGVVELLVQMIALGSGNSSFSDGRSSHPQYRHLCNLTNTICRHLAHRQTQKACENEDLPIQMAMQELVQLVLQDSAHRLDRDVKDAFFSVTRSFYYTAHCDPATIKSHIAKVLYER
>EgranTPS090
IDVPIMKWQEIGEDDLGVEGVKVASPSSEIGERVKAIKLMFWSMSDGKISTSAYDTAWVALVEDVGGNGNPQFPEALQWIANNQHPDGSWGDDLLFCPHDRILNTLACVVALKYWKIHPDKCDKGMSFFKDNISKLAEEKPEHMPIGFEVTFPSLIETAWKLEIEICDDSPVFREIYANRNTKLNKIPSDLLHQVPTSLLHSLEGMKELKWEKLLKLKNADGSFLFSPSATAFAFLQTRDLNCLNYLSRTVQRFHGGVPNVYPVDLFEHLWAVDRLQRLGVSRYFKEEIKECMSYVYRYWSDKGISWARNSNVADIDDTSMGFKLLRLHGYEVSAEVFENFKSGKEFFSFMGQLIVPVTGMLNLYKASELIFPGEKILEDANRHAAKFLRRKQEANELFDKWIITKDLPGEVGYALDVPWYANLPRVESRFYIDQCGGQNDVWIGKTLYRMEYVDNDVYLELAKLDYNNCQALHLSEWDNFQGWYCESKLVDFGISGKTLLYSYFTAAASIYEPERAGERLAWAKTRVLVDAIASYLEREGATREQRGAFVRAFQQFSRKQKHTSGRSSILDERGEGLIAALLGTVDQLSLEVLEARGKDISHPLRAAWEKWLVGYGEEGDKYKGVVELLVQMIALGACNSLLSDDLSSHPECHRLCNLTSTICRQLAHHQTQKVRKNENDQIEMAMQELAQLVLQNSTRGLNRDVKDAFFAVTRSFYYTAHCDTGTINSHIAKVLFERVN
>EgranTPS091
MSVLLLQLSEVSKERVRDMSNKVELSISSYDTAWVAMVPSPGSPKSHRFPRSLILGVSPTIIRNRHRLLIKDALLSTIACVLALEQWGVGERQINCGLEFNILLSSMIEQAGRLNLNLPLRSANLDSMSYERNLELKRNGESDWEMIKKHQRKNGSLFNLPSTSAAALTHLQNVGCLRYLKLVVEKFGDAAPTIYPLGIYARLCMTENLERLGINCHFRKEIIDTLDDTYRCWLPGEENIFLDVATSAMAFRILRSHGYDVSSDALSQFAEEDQFYNTLEGHEKDAGWVKLAYCYFSAAETFLARQLLDTHISWAKNSVVVTVADDLFDVSGSAEGNEVLIRLLRKWNVNLSADGCSEQCQQWMNTLLMHVSFGLGPTVLPALYLVGPKLSEKQVESPEYHNLFRLMSTCRRLLNDIQSYERESKQGKLHAVTLQMLDGSGTSEREAIERISSIIISMRRELLKLVLQEKDSIIPRVCKDLSWKMSAVMHLFYMDADGFAPDEKTSAVKALLDQPITFNEL
>EgranTPS092
MSFSSYGNGQLTDAGCRGEEEIFQHIATSAMAFRILCSHGYNVSSDNLFSCAIDQWKVDDALRFPLEESLTRAANRRNIQLHNTNSTRILKCKLRSHNFHNKDFLNLAMHDFNMCQAICQDMETWGGDVSADCCSEETGCKLIAWQGRDVTGHRRTKAVPKMDEYMAHPSHLVWALSFSWLAGPRLSEKLIKSLEFHYFFGAVSTFGHLWNNRWGAEEGKPTAVMMQMLDGSSTSQEEAIQRISQMAVDETRKLLKLVLQEKESIVPRPCKDLFWNLIAVLHFFYREEDGFSSP
>EgranTPS093
MTHSHFSSLGLSAPISGAFPLDFGLKSVKQSSSCVAVALGEGSKERISDMFNKVELSLSSYDTAWVAMVPSPCSPQSPLFPRSVSWLMNNQLCDGSWGLPDHHPLLIKDALLSTLACVLALKQWGVGERQINKGLEYIASNSASVIDDRQHTPIGFNILLSGMIEQADCLNLNLPLRPADVDSVSYKRNLEVKRGLSGISGRYLSYVAEGMGSSADWEMIMKYQRKNGSLFNSPSTTAAALTHLQNASCLHYLESVLEKFGDAVPTIYPLEIYARLCMIENLERLGIDRYFRKEVIHVLDDTYRCWLQGKEEIFLDIATTAMAFRMLRSHGYDVSSDALNQYAEEDQFCNTLEGYVKDAGSVLELYRASQLIINDDKIILDKINSWTYDFLRKGLHTGKMHANRLESYICGEVDDALKFPLHANLERVANRRNIELYNIDSTRVLKCGLRSCNFCNKDFLNLAVNDFNNCQAIYQEELKYLERWVKEKRLDKLKFARQKLAYCYFSAAASFSPPQLSEARISWAKNGVLTTVVDDFFDVGGSAEELENFIWLVKRWNVNLSADCCSEQVQIIFSALHSTISEIGDKAVTWQGRNVTGHVAQIWLELLESMLTEAKWTRKKAVPTMDEYMANAYVSFALGPIVLPALYLVGPKLSEEQVESLEYHKLFKLMSTCGRLLNDMQGFKRESREGKLNAVTLQMLDRSSTSEREATERISSIIISKRRELLKLVLQERDSIVPRACKDLFWKMSTVLHFFYMDDDGFTSDEKTSAVKALLDQPITLNELELP
>EgranTPS094
MESQKSSIQSLINMIKRDLLSVIGSHSFLSPSPYDTAWLAMIPDPRRHDRPMFEGCLNWVLHNQNEEGFWGYHDCDRHEMPDGVGCLASTLVCMIVLKKWYAGSPLIEKGLKFIHKNAELLLSRYTHGKFSRWIAIVLPGMVELARASSLEVVFPESVDRALEDLFINRRQILKMEELVDKNQYCPLLSYLEALPSTYKISHETILKHLDSDGSLFQSPSATSRAYLSTGNEACLAYLQSLASNCASSGIPSFYPVDEDLTKLSMVHQLVRLGLTEYFDRENDEILAKIYRLLYKDCLEFWLLRMHGYRVSPSSFCWFLDHEEIEHELGLPWMARLDHLEHRTWMEEKDACVLWMGKFQYNRPSFVHNQDIVQLALQNYVLRQSVYRMELDVVKRWSETTGLRKMGFGREKTLYSYFAVAASISLPCNSDVRVLVAKSAIMITVADDFFDMEGSLEDLEKLTNAVQRWDGEGLTAHAKTIFEALDDLVTDFRMKCFKQSGKDIKKNLQEIWGETFHSWLMEAKWSKSGGAPPTQEYLDVGMTSIAAHILVLPSSCLASPTTPLHQLWSNAYQPITKLLMVITRLLNDIQSYEAKAKSGRCSLSGACLLLLLLWTYIHSLILSPCFYDFLTLQKEEKQGKLNFVLLYLKENPEASIEDSINFVQLLLEQLKKEFLLHVLEELCNLPEPSRRLHLGCLKVFHMFFNSSNRYDSETGMLHDIQKALVVPPRVPKLKPLRPLPEQLGPKPREFVTKSLYGQVGLERFPRKSFVGYRISSRTGPVDRWEKMYKSSNFKLCFA
>EgranTPS095
MEFQKPSIQSLVQMIKREILPNMSSHSFLSSSPYNTAWLAMIHNPHQHDLPMFKGCLNWVLHNQNEEGFWGDYDHDEDEMSNKVECLASTLICMTMLKKWHVGLPSIEKGLKFIHENVELLLPGNKHGKFPRWIAIVLPGMVDLARASGLEVIFPESAEHIIADLFSNRQQILKREKLVDKKQYFPLLSYLEALPPTYKVSHETILKHLDSDGSLFQSPSATASAYLATGNEACLAYLQSLALNCASNGVPSLYLVDEELTKLSMVYQLVRLGLTEYFDREKDEFLAQIYRNYKHEKPIVKSIHSIAAELYKDCLGFWLLRMHGYKVSPSSVCWFLDREEVRDHIEKHYEYFSSVLLNIYRASNLMLPNEHELEKARTFSKKFLEKIASRGTRDSSIISSSHCRMIKHELGLPWMAHLDHLEHRMWMEEKDACVLWMGKFSCHRSSLVHNQDILQLALQNFEQRQSIYRMELDVLKRWSETTGLSKMGFGREKTVYSYFAVAASVSVPCNSDVRVLVAKGAVILTVADDFFDMEGSLEDLEKLTEAVQRWDGEGLSAHAKTIFEALDDLVTDFRMKCFKQLGKDIKKNLQNIWGETFHSWLIEAKWSRSGDVRPTQEYLDVAMTSVGAHVLVLPPSCLASPTTSLHQLWSNPYQPITKLLMVISRLLNDIQTYEKEEKQGKLNFVLLYLKENPGASIEDSINFVQLLLDQLKKEFLQHVLEEPCSVPELSRLLHLACLKVFNMFFNSSNRYDSDTDMLHDIQKALVVPPRVPKLKPLRPLPEKLRLKPRVFETKSLSGQYGLEHFPRKSFFGYQMSSRTGPVNRWEKMYKSSSFKLCFA
>EgranTPS096
MRGQIFLIESLVNTIKREILLSNIVSSSFLSPSPYNTAWLVMIPDPHWHDCPMLNVCLNWVLHNQNEEGFWGDYDYEEHEMSDGGECLASTLVCMTVLKKWHVGSTLIEKGLKFIHGNAELLFSRNKRGNSPRWIAIILPGMIDLARAVGLEIIFPESTESAIVDLFRNRQRILEREKLVDRNQYYPLLSYLEALPPTYKISNETILKHVDGDGSLFQSPSATASAYLSTGHKACLAYLQSLASNCASNGIPSIYLVDKKLAKLSLVYQLVRLGLTEYFDQEKDDILAQIYRLEKPITKTVHWIATELYKDCLEFWLLRMHGYSVSPSSFCWFLDREEVRDHIEKHYEYFSSVLLNVYRASNLMLSDEQQLERVRTFSRKLLEKILSGETRDECIISSSHRRMIEHELGLPWMARLDHLEHRMWLEEKDACVLWMGKLSWHRSSLVHNQDILQLALQDFVLRQSTYRMELDVVKGWSETTGLSKMEFCREKTTYSYFAVAASISLPCNSDIREVVAKSAIIVTVADDFFDMEGSLEDLEQLTDAVQRWDGEGLSGHAETIFKALVDLVTDFRWGETFHSWLMEAKWSRSGGAPPMQEYLHVGMKSIATHILPITKFLMVITRLLNDIQSYQKEEKQGKLNFVLLYLKENPEASIEDSINFVQHLLHQLKKEFLQHVLAEPCSLPKPSRQLHLGCLKVFHMFFNSSNRYDSDMDMFHDIQKALVVPPRVPKLKSLMPLPEQPGPKPRVSVTKDLSSQFRLGRFPRKSFVGCQMPPHSGPATRWEKMYKLSSFKLCFA
>EgranTPS097
MVDLAHASGLEVVFPESVERIIADLFSNRQRILKREKLVDKKQYFPLLSYLEALPPTYKVSHETILKHLDSDGSLFQSPSATASAYLATGNEACLAYLQSLALNCASNGAVPSLYLVDEELTKLSMVYQLVRLGLTEYFDQEKDEILAQIYRNYKHEKSIVKSIHSIAAELYKDCLGFWLLRMHGYRVSPSSVCWFLDREEVRDHIEKHYEYFSSVLLNIYRASNLMLPNEHELEKARTFSKKFLEKIASRGTRDSSIISSSHCRMVSGNIQHFLSFSIIKHELGLPWMARLDHLEHRMWMEEKDACVLWMGKFSCHRSSLVQNQDILQLALQNFEQRQSIYRMELDVLKRWSETTGLSKMGFGREKTVYSYFAVAASVSVPCNSDVRVLVAKGAVILTVADDFFDMEGSLEDLEKLTEAVQRWDGEGLSAHAKTIFEALDDLVTDFRMKCFKQLGKDIKKNLQNIWGETFHSWLIEAKWSRSGDVRPTQEYLDVAMTSVGAHVLVLPPSCLASPTTSLHQLWSNPYQPITKLLMVITRLLNDIQTYEKEEKQGKLNFVLLYLKENPGASIEDSINFVQLLLHQLKKEFLQHVLEEPCSVPELSRLLHFACLKVFHMFFNSSNRYDSDTDMLPDIQKALVVPPRVPKLKPLRPLPQQPGPKPRVFETKSLSGQYGLERFPRKSFIGYRMSSQTGPVNRWEKMYKSSSFKLCFA
>EgranTPS098
MGSSSFLSPSSYDTAWLAMNPNLHQPNCPMFKGCLNWVLHNQNEEGFWGDYDYEEHEMSDGGKCLASTLVCRTVLKKWHVGSPLIEKGLKFIHENAELLCPKNKHGKFPRWIAIILPGMVDLARAVGLEIIFPESTERVVADLFSNRQRILEREKLVDRNQYYPLLSYLEALPPTYQISHETILKNLDSDGTLFQSPSATASAYLSTGNEACLAYLQSLASNCASNGAVPSLYLMDEELTKLSVVYQLMRLGLTEYFEQEKDEILAQIFRNCKYEKPIVKSIHLITTELYKDCLEFWLLRMHGYRVSPSSFCWFLDHEEVRDHTEKHYEYFSSVLLNIYRASNLMLPNEHELEKARTFSKKFLEKIAFRGTRDSSIILLSHRGMIKHELGLPWMARLDHLEHMMWMEEKDACVLWMGKFSCHRSSLVHNQDILQLALQNFVQRQSITRMELDVLKRWSETTGLSKMGFGREKTLYSYFAVAASVSVPRNSDVRVLVAKSAIIVTVADDFFDMEGSLEDLEKLTEAVQRWDGEGLSAHAKTIFEALDDLVTNIRTFHSWLIEAKWSRSGDVRPTQEYLDVAMTSVGAHVLVLPPSCLASPTTSLHQLWSNPYQPITKLLMVITRLLNDIQTYEKEEKQGKLNFVLLYLKENPGASIEDSINFVQLLLDQLKKEFIQHVLEEPCSVPELSRLLHLACLKVFHMFFNSSNRYDSDTDMLHDIQKVLVVPPRVPKLKPLRPLPEKLRLKPRVFETKSLSGQYGLEPFPRKSFFGYQMSSQTGPVNRWEKMYKSSSFKLRFA
>EgranTPS099
MVYQLVRLGLTEYFDQEKDEILARIYRNYKHEKPITKSIHGIAVELYKDCLEFWLLRMHGYCVSPLSFCWFLDHEEVRDHIEKHYEYFSNVLLNVYRASNLMLPDEHKLEKVRTFSKKFLEKIASGGTRGESIISSSHRKMIEHELSLPWMARLDHLEHRMWLEEKDAFILWMGKLSCHRSSLVHNQDILQLALHNFVLRQSIYRMELDVVKGWSETTGLSKMGFGREKTTYSYFAVATSVSLPCNSDIREVVAKSAIIITVAEDFFDMEGSLEDLEKLTNAVQRWDGEGLSGHAKTIFKAVVDLVTDFRVKCFKQSGKDIKKILQDIWGETFHSWLMEAKWSRSGGAPSTQEYLDMGMTSIAAHILVLPSSCLASPTTLLHQLCSSPYQPITKLLMVITRLLNDIQSYQKEEKQGKLNFVLLYLKENPKASIEDSINFVQYLLEQLKKEFLKHVLEEPCSLPKPSRRLHLGCLKVFHMFFNSSNRYDSDMDMFHDIQKALVVPPLIPKLKSPMPLPEQLGPKPR
>EgranTPS100
MIDLARAVGLEIIFHESTECAIVDLFRNRQQILEREKLVDRNQYYPLLSYLEALPPTYKISNETILKRVDGDGSLFQSPSATASAYLSTGHKACLAYLQSLASNCASNGIPSIYLVDEKLAKLSLVYQLVRLGLTEYFDREKDDILAQIYSFCWFLDREEVRDHIEKHYEYFSSVLLNVYRASNLMLSDEQQLERARTFSRKLLEKILSGETRDECIISSSHRRMIEHELGLPWMARLDHLEHRMWLEEKDACVLWMGKLSWHRSSLVQNQDILQLALQDFVLRQSAYRMELDVVKGWSETTGLSKMEFCREKTTYSYFAVSTSISLPCNSDMREVVAKSAIIVTVADDFFDMEGSLEDLEKLTNAVQRWDGEGLSGHAETIFKALVDLVTDFRAKCFKQSGKDIKKNLQDIWSETFHSWLMEAKWSRSGGAPTMQEYLDVGMTSIATHILVLPSSCLASPTTPLHQLWSSPYQPITKLLMVITRLLNDIQSYQKEEKQGKLNFVLLYLKENPQASIEDSINFVQHLLDQLKKEFLQHVLEEPCSLPKPSRRLHLGCLKVFHMFFNSSNRYDSDMDMFHDIQKALVVPPRVPKLKSPMPLPEQPRPKPRVSVTKDLSGQFRLGRFPRKSFVGCQMPSHSGPANRWEKMYKLSSFKLCFA
>EgranTPS101
RGRHERRLEEVKQLLKQVRGDSLESLVTVDALRRLAIDYHFEDEIEAILQRHLLISSSRSHSRPIDADNLHEAALRFRLLRQAGYPGNDILGFTSLFEASQLGIEGEDALDQVGESTRQRLHSSLADLDHVQTRFVRNSLGNPFHKSLARFTANDFLRNFVGHSSWTKNLGELAHLDMNIVRSVHQREILQVSNWWKELGMAKELKYARNQPMKWYIWPMAILTETGLSQERVLVTKPISFIYIIDDIFDVYGTIGDLTAFTDVVNRWECTEKDNIPDYMRTCFHALDDITNEFSLAVYKNQGGNPLCPLRKPWASLLNAFLVEARWLASGHSPTTQDYLDNAIVSSGVHVLLVHLFFILGERITPESVDHLENIPEIVSSTASILRLWDDLGSAEDEFQDGRDGSYVECYKREFGSSEEAARDHVKKMISEAWKRLNKACLYPQTFTKSFSRASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFGGPTF
>EgranTPS102
RGRHERRLEEVKQLLKQVRGDSLESLVTVDALQRLAIDYHFEDEIEAILQRHLLISSSRSHSRPIDADNLHEAALRFRLLRQGGYPVPSDVFQRFLHKGTQNKKPQGNDILGFTSLFEASQLGIEGEDALDQVGESTRQRLHSSLADLDHVQARFVRNSLGNPFHKSLARFTANDFLRNFVGHSSWTKNLGELAHLDMNIVRSVHQREILQVSSWWKELGMAKELKYARNQPMKWYMWPMAILTETGLSQERVLVTKPISFIYIIDDIFDVYGTIGDLTAFTDVVNRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLCSLRKTTTQDSLDYAIVSSGVHVVFVQAFFILGERITESVDHLENIPEIVSSTASILRLWDDLGSAEFQDGRDGSYVECYKREFGSSEEAARDHVKKMISEAWKRLNKACLYPQPFTNSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFKGPTF
>EgranTPS103
GIKHDQKIKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKAILAWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYCVPADVFEYFNEKGKGFVMKLEGNIKGMMELYEASQMSTEGEDILDEAECFSSKCLNALLTCDLDNEQARMIESTLQYPYRKSFARLAPQSFVNDMQGANSWMEDLLEVANRKRRIDQYVHQKEIHQINRWWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELSKPISLVYIIDDIFDVHGTVDELILFTELIKWDNACAEQLPEYMKICFKVLNDIANDFGRIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLLFLMGQNIANQSMDSKKEELPNIIFLIAEILRLWDDLGSMKDENQNGYDGSYVDCYLGENGSSYQSAREHVMKLISKLWKLLNKECLSPCPSSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSLTCDHETL
>EgranTPS104
LPRTILAQLERETLPPRFVCPFFSCNSFCSAHRRFRKFHSRLLRQGGYPVPSDVFQRFLHKGTQNKKPQGNDILGFTSLFEASQLGIEGEDALDQVGESTRQRLHSSLADLDHVQARFVSNSLGNPFHKSLARFTANDFLRNFVGHSSWTKNLGELAHLDMNIVRSVHQREILQVSSWWKELGMAKELKYARDQPMKWYMWPMAILTETGLSQERVLVTKPISFIYIIDDIFDVYGTIEDLTAFTDVVDRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLCSLRKTWASLLNAFLVEARWLASGHSPTTQDYLDNAIVSSGVHVLLVHLFFILGERITPESVDHLENIPEIVSSTASILRLWDDLGSAEFQDGRDGSYVECYKREFGSSEEAARDHVKKMISEAWKRLNKACLYPQPFTKSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFKGPTF
>EgranTPS105
GTKHEEKIKSIIGFLNNVGGEPVESLIIVDMIQRLGIKPLFQEQIKAILRWQYTHFTSLNQGKDNVYEIALRFRLRQEGYDVPCDVFEYFKDKGKGFIMKVEGNVKGMMELYEASQMSIEGDDILDEAKCFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARLAPLSFVNDMPGVNSWIEDLLEVANRERRIVQSMHQKENHQINRWWKESGLGEEMKFARDQPLKWYLWSIAILTDPGLSELRVELVKPISLVYIIDDIFDVYGKVDELILFTGVIKWDDACAEQLPEYMKKCFKVLSDITNDFGNIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGTLPKADDYLKNGIITSGVPLVLAHLFFQMGQNIANQSMDSKKEELPNTIFLVAEILRLWDDLGSSKNENQNGYDGSYVECYLRENGSSYQSAREHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKNGLGLLQDHMKSLTCDHETL
>EgranTPS106
GIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVESLFREQIKAILKWQYTHFSSLNHGKDDVYEIALWFRLLRQEGYRVPADVFEYFNDKGKGFVMKLEGNIKGMMELYKASQMSTEEEDILDEAECFSSKCLNALLTCDLDHEQARMIESTLQYPYRKSFARLAPQSFVNDMPGANSWMEDLLEVANKKRRIDQFVHQKEIHQINRWWKELGLGEKMKCARDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDGLILFTEAIKWDIACAEQLPEYMKKCFKVLNDIANDFGKIIFEKHRWNPTRFLKHMWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNIIFLMAEILRLWDDLGSLKDENQNGYDGSYVDCYLRENGSSYQSASEHVMKLISKLWKLLNKECLSPCPFSVPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSLTCDHETL
>EgranTPS107
RIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREHIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSTEGEDILDEAGCFSSKCLNALLTCDLDHEQARMIESTLPYPYRKSFARLAPQSFVNDMPGANSWMEDLLEVANRKRRIDQYVHQEEIHQINRWWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTEVIKWDNACAEQLPEYMKICFKVLNDIANDFGKIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNIIFLVAEILRLWDDLGSLKDENQNGYDGSYVECYLRENGSSYQSAREHVMKLTSKLCKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYTMKTNMVLDSYKTI
>EgranTPS108
RLLRQEGYYVPADVFEYFKDKGKGFIMKLEGNAKGMMELYEASQMSIEGVDILDEAECFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARLAPLSFVNDMLVANSWMEDLLEVANRERRIIQSLHRKEIHQINRWWKELGLGEEMEFVRDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVYGKADELILFTEVIERWDNACAEQLPQYMKKCFKVLSDITNDLGNIIFEKHGRNPTRFLKQMWANLCNAFLVEFQWNASGKMPKADDYLKNAIITSGVPLVLAHLFFLMGQNIANQSMDSKKEELPNTIFLVAEILRLWDDLGSLKDENQNGYDGSYVECYLRENGSSYQSARKHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSLTCDHETL
>EgranTPS109
GIKHEEKIKSIIGFLNNVGGEPVESLIIVNMIQRLGIKPLFQEQIKAILRWQYTHFTSLNHGKDNVYEIALRFRLLRQEGYDVPADVFEYFKDKGKGFIMKVEGNVKGMMELYEASQMSIEGEDILDEAECFSSKCLNELLTCDLDPEQVRMIESTLRYPYRKSFARLAPLSFVNDMLGLNSWIEDLLEVANRERRIVQSVHQKENHQINRWWKESGLGEEMKFARDQPLKWYLWSIAILTDPSLSELRVELVKPISLVYIIDDIFDVYGKVDELILFTGVIKWDDACAEQLPEYMKKCFKVLSDITNDFGNIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGTLPKADDYLKNGIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNTIFLVAEILRLWDDLGSSKDENQNGYDGSYVECYLRENGSSYQSAREHVMELISKSWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQTI
>EgranTPS110
RIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSMEGEDILDEAGCFSSNCLNALLTCDLDHEQARMIESTLQYPYRKSFARLAPQSFVNDMPGANSWMEDSLEVANRKRRIDQYVHQEEIHQINRWWKELGLGEKMEFARDQPLKWYMWSVAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTEVIKWDNACAEQLPEYMKICFKVLNDIANDFGKIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNIIFLVAEILRLWDDLGSLKDENQNGYDGSYVECYLRENGSSYQSAREHVMKLISKLWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQDHMKSLTCDHETI
>EgranTPS111
RIKHDEKTKSLIDFLNKVVNEPVESLIIVDMIQRLGVKSLFREQIKAILRWQYTHFSSLNHGKDDVYEIALRFRLLRQEGYHVPADVFEYFNDKGKGFVMKLEGNIKGMMELYEASQMSMEGEDILDEAGCFSSNYLNALLTCDLDHEQARMIESTLQYPYRKSFARLAPQSFVNDMLGANSWMEDLLEVANRKRRIDQYVHQEEIHQINKWWKELGLGEKMEFARDQPLKWYMWSMAILTDPSLSELRVELIKPISLVYIIDDIFDVHGTVDELILFTEVIKWDNACAEQLPEYMKICFKVLNDIANDFGKIIFEKHGWNPTRFLKQMWANLCNAFLVEFQWNASGKLPKADDYLKNAIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNIIFLVAEILRLWDDLGSLKDENQNGYDGSYVECYLRENGSSYQSAREHVMKLISKWKLLNKECLSPCPFSAPFLEACVNAAKMVSLMYNYEDKHGLGLLQHHMKSLTCDHETI
>EgranTPS112
RGRHERRLEEVKRLLKQVRGDSLESLVMVDALQRLAIDYHFEDEIEAILQGHLLISSSRSHSRPIDADNLHEAALRFRLLRQGGYPVPSDVFQRFLHKGTQNKKPQGNDILGFTSLFEASQLGIEGEDALDQVGESTRQRLHSSLADLDHVRDRFVRNSLGNPFHKSLARFTANDFLRNFVGHSSWTKNLGELAHLDMNIVRSVHQREILQVSSWWKELGMAKELKYARDQPMKWYMWPMAILTETGLSQERVLVTKPISFIYIIDDIFDVYGTIEDLTAFTDVVNRWECTEKDNIPDYMRMCFHALDDITNEFSLAVYKNHGWNPLCSLRKTWASLLNAFLVEARWLASGHSPTTQDYLDNAIVSSGVHVLLVHLFFILGERITPESVDHLENIPEIVSSTASILRLWDDLGSAEFQDGRDGSYVECYKREFGSSEEAARDHVKKMISEAWKRLNKACLYPQPFTNSFSKASLNTARMVPLMYNYDDSHSLPLLEHHMKSLLFKGPTF
>EgranTPS113
MIESALQYPYRKSFARLAPQSFVNDMSGVKSWMEDLLEVANRNRRIDQSVHQKEIHQINKWWKELGLGEKMKFARDQPLKWYMWSMAILTNPSLSELRVELIKPISLVYIIDDIFDVHGMVDELILFTEVIKRWDYACAEQLPEYMKKCFKVLNDIANDFGKIIFEKHGWNPTRFLKHMWANLCNAFLVEFQWNASGKLPKADDYLKNGIITSGVPLVLTHLFFLMGQNIANQSMDSKKEELPNIIFLIAEILRLWDDLGCAQDENQNGYDGSYVDCYLGENGSSYQSAREHVMKLISKLWKLLNKECLSPCPSSAPFLEACVNAAKMVSLMYNYEDKRGLGLLQDHMKSLTCDHETI
>Os01g23530
NDKDLNLVSLRFYLLRKNGYNMSSGIFLSFKDNEGNFIVDDTRSLLNLYNAANLRVYGEKVLDEAATFTISRLEGVLESSDSILSEVSFALEAPIFRRARIVEMRNYIPIYEIEATRNETILEFAKLNFNLLQLLYCEELNKITLWWKELKVKSNLSFSRDRIVEMYFWMNGALYEPHYSHSRIILTRVTAFMTIIDDIFDTYGTTEESMLLAEAINRWDESAIGLPEYIRGFYAYLLKTFDSFEEELGPEKRYRLKRLVQAYTKELKWRDEDYTPKTLEEHFEVSMRSSGGFTLAAASFVGMDDIATKDIFEWILSYPSLFKTFDIFVRLSNDIVSNKREQTGDHYASTIQCYMKEHGTTIHETYQRLRELIEDSWKDMVEHCTDQPLIVPQTVVNFARTVTTMY
>Os01g42610
YSSNLHEVALRFRLLRQQGYWVSPDEFNKFKCEDGSFKSDINNDPKGLLSLYHAAYLLTHNERALKEAILFATHHLELLSGSLEFPLAEQVKRALQIPLPRTLKRVEALNFIFEWWKDVSSDINLDYTRDRVVECYFCAYIVYYEKEYARARMMLAKKIMLISLLDDTYDVHATLEEARKFNEALQRWDKNAVSLVPEGLKRFFLSIMSNFRDFEDELEPHEKYRNAYNIKAFQILSNNYLQEAEWFHQKYIPSFTEHATVSLVTGGAIELPVSIIVGMGDIATKDAFDWALSYADAGRAFGEVSRFMDDLAVSQNGREKMDVANAVECYMKEHGVTSDVAEAEISEMVEGAWRTLNQARFVYLPFVQRIANVSMSIALLF
>Os02g02930
AHGGDLLDATLAFRLMREAGHHVSADEVGRFTDDNGEFRLDYRKDIRGLLSLQDISHMNIGQEASLCKAKEFSTRNLESAINYLEPNLARYVRQSLDHPYHVSLNQYKARHHLSYLQTLPIRCTAMEELALADFQLNKLLHQMEMQEIKRWWMDLGLAQEIPVARDQVQKWFVWMMTAIQGASLSRCRIELTKIVSFVYIVDDIFDLVGTREELSCFTQAIRMWDLAAADSLPSCMRSCFRALHTVTNDIADMVEREHGVNPINHLKKAWAMLFDGFMTETKWLSAGQVPDSEEYLRNGVVTSGVPLVFVHLLFMLGHDVSQNAAEFVDHIPPVISCPAKILRLWDDLGSAKDEAQEGLDGSYKELYLKENGLAAGEAEEHVRRLIAGEWEELNRECFTFPAGFTQAALNAARMVGVMY
>Os02g17780
ARNSNVKEVDDTAMAFRLLRLHGYNVSPSVFKNFEKDGEFFCFVGQSTQAVTGMYNLNRASQISFPGEDILQRARNFSYEFLREREAQGLHDKWIISKDLPGEVQYTLDFPWYASLPRVEARTYIGQYGGNDDVWIGKTLYRMPIVNNATYLELAKQDFNRCQALHQHELQGLQKWFIENGLEAFGMTPEDVLRAYFLAAACIFEPNRASERLAWARVSVLANTISRHFDMSSMKRMERFMWSSEENGNLGGYAGILARTLCQLIDLLSQETPPVREGQKCIHNLIRCAWIEWMMQQINMKDGRYDKGRVMHPGSCTVHNKETCLLIAQIVEICAGREMINNTEGSWFIQLASSICDSLHAKMLLSQDKKNETTINQIDKEIELGMQELAQYLLVDDRRINNKKQTFLSIVKSCYY
>Os02g36140
KDEEIMLDVTTCAMAFRLLRMNGYDVSSDELSHVAGASGFRDSLQGYLNDRKSVLEVYKTSKHSISENDLILDSIGSWSGSLLKEMLCSNGKGTPGREEIEFALKYPFYSTLERLVHRKNIVLFDAKGSQMLKTECMPVHDSQDFLALAVDDFCISQSNYQNELNYLESWVKDNRLDQLHFARQKITYCYLSGAATTFRPEMGYARTSWARTAWLTAVIDDLFDVGGLEQEQENLLALMEKWEEPGEDEYSEDVKIVFQALYNTVNEIGAKASALQGHDVTKYLVDVWLHVVRCMKVEAEWQRSQHLPTFEEYMESGMVSLGQGCTVMSALFLIGEKLPEGIVELEEYDELFRLMGTCGRLLNDIRGIEREESDGKMTNGVSLLVHASGMSVDEAKTEVMKRIDASRRKLLSLVVPIPRPCKQLFWKMCKILHLFY
>Os02g36210
GGLCPVKDIDDTAMAFRLLRLHGYNVSSSVFNHFEKDGEYFCFAGQSSQSLTAMYNSYRASQIVFPGDDDGLEQLRAYCRAFLEERRATGLMDKWVIANGLPSEVEYALDFPWKASLPRVETRVYLEQYGASEDAWIGKGLYRMTLVNNDLYLEAAKADFTNFQRLSRLEWLSLKRWYIRNNLQAHGVTEQSVLRAYFLAAANIFEPNRAAERLGWARTAILAEAIASHLRQYSANGAADGMTERLIDWDWESKDSAARSLLYALDELIDLHAFGNASDSLREAWKQWLMSWTNESQGSTGGDTALLLVRTIEICSGHGSAEQSLKNSADYARLEQIASSMCSKLAKILAQNGGSMDNVGIDQEVDVEMKELIQRVYGSSSNDSVTFLDVVKSFCYV
>Os02g36220
NEEELMLDMGTCAMAFRLLRMHGYDISSDGMAQFVEQSSFDDSIHGYLNDTKALLELYRSSQIRCLEDDLILQDIGSWSARVLQEKISSKMTHKSEMLEVEYALKFPVYATLERLEQKRNIEQFKTKEQLKIEGFKLLKSGYRGAITHDEILALAVDEFHSSQSVYQQELQDLNSWVAQTRLDELKFARLMPSITYFSAAATMFPSELSEARIAWTQNCILTTTVDDFFDGDGSKEEMENLVKLIEKWDGHGEIGSSECVEILFYAIYNTSKQIAEKAVPLQKRNVVDHIAESWWFTVRGMLTEAEWRMDKYVPTTVEEYMSAAVDSFALGPTITSAALFVGPELSEEVFRSKEYIHLMNLANTIGRLLNDMQTYEKEIKMGKVNSVMLHALRGSEASMEEAKREMRRVLQGSRCDLLRLVTVVPPPCRKLFWFMSKVLHFVY
>Os02g36264
NEEELMLDMRTCAMAFRLLRMHGYDITSDGMAQFVEQSSFDDSIHGYLNDTKALLELYKSSQLRCLEDDLILEEIGSWSARVLLEKISSKMIHISELPEVEYALKCPVYAILERLEQKRNIEQFKTKEQLKIEGFKLLKSGYRGVIPNDEILALAVDEFHSSQSVYQQELQDLNSWVAHTRLDELKFARLMPSITYFSAAAVLLPSESARIAWTQNCILTTTVDDFFDGEGSKEEMENLVKLIEKWDDHGEIGSSECVEILFYAVYNTSKQIAEKAMPLQKRNAVDHIAESWWFTVRGMLTEAEWRMDKYVPTTVEEYMSAAVDSFAVGPIITSAALFVGPELSEEVFRSEEYIHLMNLANTIGRLLNDMQTYEKEIKMGKVNSVMLHALRGSEASMEEAKREMRRVLQGCRFELLRLVTVVPPPCRKLFWLMSKVLHFVY
>Os03g22634
PSLHDVALRFRLLRQQGLWVSSDVFNKFKHRDGSFIIDITNDPKGLLSLYNAANLLTHNEEALQEAILFSRHHLELMKSNLKSPLAEQVSRALQIPLSRNLKRVEALSYILEYNVHEQTYNPSILELAKLDFNLLQHIHQRELKTITQWWEDLSNDIGLDYIRDRIVECYFWSYSMYFEEEYTRARMILAKFFMLTSLLDDTYDTHATLEECRNLNVAIQSWDESDISVLPDYLKKFFLKVMSNFVEFENELEPHIRHRNAYNRKVFQLLSGYYLQEAEWFHHNYVPSFKEQIEVSVMSAVTEETLEWAIGNNDAVRAGGEVARFMDDMAAFKNGRNKLDVASSVECYIKEYNVTSEVALAKIGSLVEDAWKTINQAHIRELLPFVHRVTNLSRSMAILF
>Os03g24640
DFAGSDDDLYTVALRFRLLRQHGVWVSACVRDKFRDGTCSFSSSLRDDPRGLLSLYNAAHMAAPVEIALDDIIAFARCHLEALSMEGELKSPLAEQVSRAPDIPLPRFPRRLETMSYLVEYEQEDEHDDMLLELARLEFELTRCLHLEELKALSLWWRELYESVKLSYARDRLVESYFWTCGVFHEEEYSRARIMFAKVFGLLSLMDDTYDVHATLEECYKLNEAIQRWDEGAISILPEYLRMFYIKLLSNFDELEASLEPHEKFRVSYAKNAFKLSSEYYLREAKWSNTKYTPSFAEHLEVSVMSSGFPMLAPVVLMGVHDVATAAAFEWATGVPDVVIAASGEVARFLNDIASHRVGKNEKDVPSSVESYMAEHGVGEEAALAAVAAMAEHGWRTINRALMEMDPGLLPAIVNLTRTLEVIY
>Os03g24680
GSDVADDDLHVTSLRFRLLRQHGLGISADVFDKFRDNGGSFRASLSSDTRGLLSLYNAAHLAMPGEEVLDDAIAFSRRHLRSMKTAGKLRSPMAEQVSRALDIPLPRTPRRLEAMRYIHEYGDEPGFDGVVLELARLDFELVKSLHLRELKALTLWWKDFYDNVKLSYTRDRIAEVFFWVSGVYYEEKYSRARIMLAKVFGLITLMDDTYDVQDTLDECCRFNETIQRWDNGAVSILPEYMHAYYIKLLSNFDEMENSLEPNEKHRVSYAITMYKQLSEYYLQEARWSSHRYLPSFAEHLYVSSISSGIPALAPAVLMGVHDVATKEALEWACAIPDLLLASGEEGRASLVETYMTEHGAGGDAAVAAVAAASERAWRRINRACVAVEPALLPALVNLTSTMEVVY
>Os03g24690
AGFDDGDQLYLESLRFRLLRQHGFWVSADVFDKFKDSTGCFRESLSTDARGLLSLYNAAHLAMPGEAALDDAIAFSRRSLQSLQGALRSPMAKQVSRALDIPLPRAPKLLETMHYITEYEQEAAHDGMVLELARLDFELVRSLYLKELKALSLWWRQLYDSVQLSYARDCLVESYFWTCAMFHGEDYSRARIIFAKVFQLMTMTDDIYDIHATLEECYKFNEAVQRWDKSAVSILPEYLRNFYIRILNDFDEMEDSLEPDEKHRMSYVKSSFKQQSEYYLREAQWSSDKHMPSFAEHLDVSFMSIGYPTMAVVVLLCARDAASMEASEWAPSLVRAGGEVTRFLNDIASYKTGKSGKDAASTIECYMAERGVGGEEAVAAVAALVESAWRTINRACVEMDPNLLPALVNLATTPEVIY
>Os03g31430
ANDDFHAISLQFRLLRQQRRYMPCDAFKEFIDKQGNLNGTLCSDTRALLALYEAAHLGTPNEEILREAQVETTNQLKRIVDCIEKPLSNKVRHALETPSFRRMKRLEARLYIPLYEEDKEECNEMILELAKLDFYLLQRLHREEVKEICEWYHGLESPRELFYARHRPAEAYFWALGVYYEPEYAKPRKLLAKFIATITPYDDTFDNYGLWKELQPFADVMQRWDEKGAEQLGRCYKEYAQFMFGTMNEIEGALPKGTPRKNVNVIKDIITEVCKGYVTEIDWRDSKYIPPLKEHLQITLVTCFYWAINCTAFVVFQEGVTEEVMIWMSGFPQIVKDSCIVSRLMDDIVAHAFETERNNVATAVTCYMKEYDSTKEEAIKALWNDVENAWKDMNEEYLSIPSSLLIQVSIMNNRVSKLAS
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>SollyTPS33
MASAAALMSNCQDIVRPVADFSPSLWGDRFHYFSLDNQVAEEYAQEIETLKEQTRSLLSDAACGTTLAEKLNLIDIVERLGLAYHFETQIEDMLDQIYKSDPNFEAHDLNTLSLQFRILRQHGYNISPKIFCRFQDANGKFKESLSNDIKGLLNLYEASHVRTHGEDILEEALAFSTAHLESAAPHLKSPLSKQVTHALEQSLHKSIPRVETRYFISIYEEEEQKNDVLLRFAKLDFNLLQMLHKQELSEVSRWWKDLDFVTTLPYARDRAVECYFWTMGVYAEPQYSQARVMLAKTIAMISIVDDTFDAYGIVEELEVYTDAIQRWDISQIDRLPDYMKISYKALLDLYDDYETELSKDGRSDVVHYAKERMKEIVRNYFVEAKWFIEGYMPPVSEYLSNALATSTYYLLTTTSYLGVKSATKEDFEWLAKNPKILEANVTLCRVIDDIATYEVEKGRGQIATGIECYMRDYGVSTQVAMEKFQEMAEIAWKDVNEGILRPTPVSTEILTRILNLARIIDVTYKHNQDGYTHPEKVLKPHIIALLVDSVEI
>SollyTPS35
MASAAALVSNYREEEIVRPVADFSPSLWGDRFHSFSLDNKIAGKYAQEIETLKEQSRVILSASSGTTLAQKLDLIDIVERLGLAYHFEKQIDDVLDQIYKADPNSEAQEYNDLQTSSIQFRLLRQHGYNISPKLFSRFQDAKGKFNESLSNDIKGLLNLYEASHVRTHGEDILEEALAFSTAHLESAAPHLKSPLSKQVTHALEQSLHKSIPRVETRYFISIYEEEEQKNDLLLRFAKLDFNLLQMLHKQELSEVSRWWKDLDFVTTLPYARDRAVECYFWTMGVYAEPQYSQARVMLAKTIAMISIVDDTFDAYGIVKELEVYTDAIQRWDISHIDRLPDYMKISYKALLDLYDDYETELSKDGRSDVVHYAKERMKEIVRNYFVEAKWFIEGYMPPVSEYLCNALATSTYYLLTTTSYLGVKSANKEDFEWLAKNPKILEANVTLCRVIDDIATYDVEKGRGQIATGIECYMRDYGVSTEEAMEKFEEMAEIAWKDVNEGILRPTPVSTEILTRILNLARIIDVTYKHNQDGYTHPEKVLKPHIIALLVDSIEI
>SollyTPS36
MSGAMATFSVFPHSLINFNIWRYTCEPKVHSLKRKLMSPLLAMDVNSSRHLANFHSNIWGYHFLSYTSQLTEITTQEKLEVDELKEKVMNMLMEIRDDNSTQKLVLIDAIQRLGVAYHFHNEIETSIQNIFDASKQNDNDNNLYVVSLRFRLVRQQGHYISSDVFKQFMERDGKFKKTLNNDVQALLSLYEAAQIRVRGEDILEEALTFTTTHLESMIPLLSDNPLKAQIIEALTHPIHKVIPRLGARKYIDIYENMESHNHLLLKFSKLDFNMLQKQHQRELSELTSWWKDLDLASKVPYARDKLVEGYTWTLGVYFEPQYSRARRMLVKVFKMLSICDDTYDAYATFDELVLFTNAIQRWDINAMDSLPPYMRPFYQAILDIFDELEEELTKEGKSDRVYYGKFEMKKLARAYFKEAQWLNAGYIPNCDEYIKNAIVSTTFMALGTTSLIGMEEFITKDIFEWITNEPSILRASSTICRLMDDISDHESDQQRGHVASVIECYTKEYGASKQEAYVKFRKEVKDAWKGINKALLRPIEVPIFVLQRILNLARTMDTFFQDEEDGYTNSNSKCKDIVTLLLVDSVTIGRS
>SollyTPS37
MANITKAFSPLPLYLCQIGSKRSSIKVSCRSSNRWNFQEDLLKKTSYLQTSYNRDGFNSTKFGLLVKDVKYALRTQINNNNNLVLVDTLQRMGIEHHFQQEIQSILQKEYEQNTCFLKYQNHHDISLCFRLLRQEGYHVSADVFKKLKNNDDGTFGLNLNQDVNGLIGLYEASQLGVEGEYILDEIAKFSGDHLNACLANSDEARIIKETLKYPYHKSLSRWKNKSFINNFKGINGWGKNTLKELANMDYFITKEIHQHELAQVFRWWKSLGLAEELKLLRDQPLKWYTWPMAMLTDPKMSQERIELAKCISFVYVIDDIFDVYGTIEELTLFTQAVHRWELSAMMDLPEYMRSLYKALYNTINSIGYNIYKIYGQNPTQNLQNTWAHLCSAFLIEAKWFACGMVPTTDEYLKNGLVSSGVYVALIHLFYILGLGVSSMHLQDISLMSTSIAKILRLWDDLGSAKDENQEGKDGSYVEYYMKENKDSSMELAREHVIKLIEDEWKQLNKEHFCLMSQSTRSFSKASLNSARMVSLMYSYDDKQSLPILQEYIKSMLDGNL
>SollyTPS38
MLQSCISTMDIRRSGNYKPSIWEDGYVQSRPNLYAEEKYCERAEKLKEEVRKMLQKRMTNSLEQLELVDILQRLGIYYHFEEEIDTVLKQIYVNYNKRDHHNEELYDTALEFRLLRQHGYHLPQEIFCSFMNEEGKFKTALVEDTKGLLSLYEASYLCMEDENIMENARDFATHYLMENVKKKMDEQVSHALEMPVHWRMERLEARWFIEIYHKKENMNPLLLELAKLDYNMVQATYLEELKQMSRWDKNMKLVKKMSFVRDRLVEGFFWAVGFTPNPQFGYCRKLSTKLSVLLTTIDDIYDVYGTLDELELFTDIVDRWDINAIEQLPEYMKISFLALFNSMNELAYDILKEQGFSIISHIRKQWANLCKAYLLEVKWYQRGYTPSLDEFLRNAWITNTGPVLIMHAYFCITNPIKEDELQRLNHYPAIIYSPSLILRLANDLATSPDEIKKGDYLKSIQCYMHDSKSCEENARNYIKKLIDETWKKMNRDILRDESLSKDFRRTSMNLARIAQCMYQHGDGFGIPDRETKDRILSLFFQPIPLT
>SollyTPS39
MEMTKVLISPSQYLSMHIISGNIIQNERSIQVSCKSSNKWAVQEDLLRATSTYNQDGFDSTKFGLLMKDVKYALRTQINNNNNLVLVDTLQRMGIEHHFQQEIQSILQKEYEQNTCFLKYQNHHDISLCFRLLRQEGYHVSADVFKKLKNNDDGTFGLNLNQDVNGLIGLYEASQLGVEGEYILDEIAKFSGDHLNACLVNSDEARIIKETLKYPYHKSLSRWKAKSFINNFKGINGWGKSTLQELANMDYSITKEIHQHELIQVSRWWSSLGLAEDLKLLRDQPLKWYTWPMTMLTDPKMSQQRIELAKCISFVYVVDDIFDVYGTIEELTLFTQAVNRWELCVMKDLPEYMRATYKALYDTINSIGYNIYKIYGQNPTQNLRNAWANLCNAFLKEAKWFASGELPTTDEYLKNGLVSSGVHVVLVHMFYLLGFGLNNQNSIYLEDSSAMASSVATILRLWDDLGSAKDENQEGNDGSYIECYMKGQKNASIELAREYVVKLIEDEWKQLNKKHFNLMNGSLGSYSKASLNLARMVPLMYNYDDKQSLHVLQEYINTMLYDV
>SollyTPS4
MKAILLNNIGVLSSRPPRATCLFSINGGKPSSLIVVSKASSPNPTTIRRSGNYKPTMWDFQFIQSVNNLYAGDKYMERFDEVKKEMKKNLMMMVEGLIEELDVKLELIDNLERLGVSYHFKNEIMQILKSVHQQITCRDNSLYSTALKFRLLRQHGFHISQDIFNDFKDMNGNVKQSICNDTKGLLELYEASFLSTECETTLKNFTEAHLKNYVYINHSCGDQYNNIMMELVVHALELPRHWMMPRLETRWYISIYERMPNANPLLLELAKLDFNIVQATHQQDLKSLSRWWKNMCLAEKLSFSRNRLVENLFWAVGTNFEPQHSYFRRLITKIIVFVGIIDDIYDVYGKLDELELFTLAVQRWDTKAMEDLPYYMQVCYLALINTTNDVAYEVLRKHNINVLPYLTKSWTDLCKSYLQEARWYYNGYKPSLEEYMDNGWISIAVPMVLAHALFLVTDPITKEALESLTNYPDIIRCSATIFRLNDDLGTSSDELKRGDVPKSIQCYMNEKGVSEEEAREHIRFLIKETWKFMNTAHHKEKSLFCETFVEIAKNIATTAHCMYLKGDSHGIQNTDVKNSISNILFHPIII
>SollyTPS40
MSISASFLRFSLTAHYQPSPSSSPPNQPFKFLKSNREHVEFNRILQCHAVSRRRTKDYKEVQSGSLPVIKWDDIAEEVDVETHTLEVYDPSSNEDHIDAIRSMLGSMGDGEISVSAYDTAWVAMVKDVKGTETPQFPSSLEWIANNQLADGSWGDNSIFLVYDRVINTLACVIALKSWNLHPDKILLGMSFMRENLSRIGDENAEHMPIGFEVAFPSLIEIAKKLGLDFPYDSPVLQDIYASRQLKLTRIPKDIMHKVPTTLLHSLEGMTDLDWQKLLQFQCTDGSFLFSPSSTAYALMQTQDHNCLNYLKNAVHKFNGGVPNVYPVDLFEHIWTVDRLQRLGISRYFELEIKECIDYVSRYWTNKGICWARNSPVQDIDDTAMAFRLLRLHGYAVSADVFKHFESKGEFFCFVGQSNQAVTGMYNLYRASHVMFSGEKILENAKIFTSNYLREKRAQNQLLDKWIITKDLPGEVGYALDVPWYASLPRLETRFFLEHYGGEDDVWIGKTLYRMPLVNNSLYLELAKSDYNNCQALHQFEWRRIRKWYYECGLGEFGLSEKRLLVTYYLGSASIFEAQRSTERMAWVKTAALMDCVRSCFGSPQVSAAAFLCEFAHYSSTALNSRYNTEDRLVGVILGTLNHLSLSALLTHGRDIHHYLRHAWENWLLTVGEGEGEGEGGAELIIRTLNLCSVHWISEEILLSHPTYQKLLEITNRVSHRLRLYKGHSEKQVGMLTFSEEIEGDMQQLAELVLSHSDASELDANIKDTFLTVAKSFYYSAYCDDRTINFHIAKVLFERVV
>SollyTPS41
MRNLREEIKNMLSSMGDGRSSVSPYDTAWVSFIEDTNTNINGTSKRPLFPSCLQWIIDNQLDDGSWGEELVFCIYDRLLNTLACVVALTLWNTCLHKRNKGVMFIKENLRKLEGGEVVNMTSGFEFVFPSLLDKAQQLHIDNIPYDAPVFRDIYARREVKFTRFPKDLIHTIPTIVLFSLEGLRDLDWQRLLKLQMEDGSFLTSPSSTAIVFMNTNDDKCFTFLQNAVQKFNGGVPCSYPADIQARLWAIDRLQRLGISYYFEEEIKDLLEYVFRYWDKENGFFSARNSNICEVDTTCMAIRLLRLHGFDVSPDVLHKFKDGDEFFCLRGESNKSATVMFNLYRCSQALFPGEIICEEAKNFTYNFLHQYLANNQSKDKWVIAKDIPGEIRYALEFQWYASLPRVESRLYIDQYGGADEIWISKTLYRMPDVSNNVYLEAAKLDYNRCQSQHRFEWLIMQEWFEKGNFQKFGISKKEVLVSFFLAASSIFEVEKSRQRLAWAKSCILCKMITSYINQEATTWNSFLMEFKNYRDMSIKKSNETKEIIVLNNLCQFLHQLTKETYQDLGKDIHHQLHNVWEEWLEENNTTCQEAAVLLVQTINLSSGHMTHDEILSKYTNKVCHMLNEFQNDQICNSSKARDIELHMQALVKLVFSNTSSNNINQGIEDTYFKVVKTFYYTAHVSEETINNHISKVLFQKA
>SollyTPS5
MVSILSNIGMMVVTFKRPSLFTSLRRRSANNIIITKHSHPISTTRRSGNYKPTMWDFQFIQSLHNPYEGDKYMKRLNKLKKEVKKMMMTVEGSHDEELEKLELIDNLERLGVSYHFKDEIMQIMRSINININIAPPDSLYTTALKFRLLRQHGFHISQDILNDFKDENGNLKQSICKDTKDILNSSKDEHDNLKQSTCNNTKGLLKLYEASFLSIENESFLRNTTKSTLAHLMRYVDQNRCGEEDNMIVELVVHALELPRHWMVPRLETRWYISIYERMSNANPLLLELAKLDFNIVQATHQQDLRILSRWWKNTGLAEKLPFSRDILVENMFWAVGALFEPQHSYFRRLITKVIVFISIIDDIYDVYGTLDELELFTLAIQRWDTKAMEQLPDYMKVCYLALINIINEVAYEVLKNHDINVLPYLTKSWADLCKSYLQEAKWYHNGYKPNLEEYMDNARISIGVPMVLVHSLFLVTNQITKEALDSLTNYPDIIRWSATIFRLNDDLGTSSDELKRGDVSKSIQCYMNEKGASEEEAIEHIEFLIQETWEAMNTAQSKNSPLSETFIEVAKNITKASHFMYLHSDVKSSISKILFEPIIISNVAFALK
>SollyTPS7
MVSIFSNAGMMMVTFNRPSFTCFSSLHHYSISARGAINNISTPISATRRSGNYKPTMWDFQFIQSLHNPYEGDKYMKRLNELKKEVKKMMMTVEGSHDEELEKLELIDNLERLGVSYHFKDEIMQILRSINININIAPPDSLYTTSLKFRLLRQHGFHISQDVLKDFKDENGNLKQSICKDTKGMLELYEASFLSTETENTLKSATRFTMSHLKNYVDNHSCGNQDDDIIVELVVHALELPRHWMMPKLETEWYIRIYGRMPNANPLLLELAKLDFNIVQAAHQQDLKILSRWWKSMSLAEKLSFSRDRLVEDFFWSVGLAFEPQHSLCRRMLAKNVAFIIVIDDIYDVYGSLDELEIFTHAVERWDIKAMEQLPDYMKICYLSLFNTTNEMAYHILKQQGINVLPYLTKQWTDLCKSYLQEAKWYHNGHKPRLEEYMDNAWISIATPLVLLHAFIFLTNPITQEALESLNNYPDIIRRCAIINRFVDDLGTSSDELKRGDVPKSIQCYMNDTGASEEEAREHINLLIKEMWEVMNKDQISKQVLFSEEFIKIVFNFSRTSHCVYQHGDGHGIQNSHITNRISKLLFEPLII
>SollyTPS8
MYKLEMTMSISKSNLISKLEVPKSCISNVPIRRSGNYQPSIWDYNHIQSLKNHYSDEKFMRRRNELKMEVKIMLSDRNMKQLEQLEIIDNLQRLGLSYHFEDEIYSILNNLSDKGSKRDHLYAKALEFRLLRQHGFNIVSQETFGGFYDNTTGFGEIHHNEDTKGMLYLYEASFLAIEGEKELELARNLTEEHLREYLADQNKNDVDQNLVELVHHALELPLHWRMLRLETKWFINYYKKRQDKMIPFLLELATLDFNIVQAAHIEDLKYVARWWKETCLAENLPFARDRLVENFFWTIGVNFLPQYGYFRRIATKVNALVTTIDDVYDVFGTLDELQIFTHAIERWSIDELDRLPDNMKMCYYALDNFINQLADDAFEEQGIFISPYLRNSWRDLCKSYLREAKWYHSQYIPSMEEYMDNAWISISAPVILVHAYFLVANPVNKEALHYLENNYHDIIRCSALILRLANDLGTSSDELKRGDVPKSIQCYMNETQASEEEARQYIRLLISQTWKKLNEAHWLAADPFPKIFVTCAMNLARMAQCMYQHGDGHGGNNSTTKNHIMALLFESVPLGHKHSSAEKEDHSMVNYREKFMI
>SollyTPS9
MAASSADKCRPLANFHPSVWGYHFLSYTHEITNQEKVEVDEYKETIRKMLVETCDNSTQKLVLIDAMQRLGVAYHFDNEIETSIQNIFDASSKQNDNDNNLYVVSLRFRLVRQQGHYMSSDVFKQFTNQDGKFKETLTNDVQGLLSLYEASHLRVRNEEILEEALTFTTTHLESIVSNLSNNNNSLKVEVGEALTQPIRMTLPRMGARKYISIYENNDAHHHLLLKFAKLDFNMLQKFHQRELSDLTRWWKDLDFANKYPYARDRLVECYFWILGVYFEPKYSRARKMMTKVLNLTSIIDDTFDAYATFDELVTFNDAIQRWDANAIDSIQPYMRPAYQALLDIYSEMEQVLSKEGKLDRVYYAKNEMKKLVRAYFKETQWLNDCDHIPKYEEQVENAIVSAGYMMISTTCLVGIEEFISHETFEWLMNESVIVRASALIARAMNDIVGHEDEQERGHVASLIECYMKDYGASKQETYIKFLKEVTNAWKDINKQFFRPTEVPMFVLERVLNLTRVADTLYKEKDTYTNAKGKLKNMINSILIESVKI
>Vv01000401001
SNAGKGESLHHTALRFRILKQHGYKVSQEVFEGFTDQNGHFKACLCKDVKGMLSLYEASYLASEGETLLHEAMAFLKMHLKDLEGTLDKSLEELVNHAMELPLHRRMPRLEARWFIEAYKRREGADDVLLELAILDFNMVQWTLQDDLQDMSRWWKDMGLASKLHFARDRLMECFFWTVGMAFEPEFSNCRKGLTKVTSFITTIDDVYDVYGSVDELELFTDAVARWDINMVNNLPGYMKLCFLALYNTVNEMAYDTLKEQGHNILPYLTKAVYMYKYG
>Vv01000402001
MAYHTLKEQGHNILPYLTKAWADLCKVFLVEAKWAHKEYIPTFEEYLENGWRSASGVAILIHAYFLMSKNITKEALECLENDHELLRWPSTILRLCNDLATSKAELERGESANSISCYMHQTGVSEESAREHMKILTGESWKKMNKVPDPFSKPFMEIFNLARISECTY
>Vv01000410001
MECFLWTVGIFPDPRHSSCRIELTKAIAILLVIDDIYDSYGSLDELALFTDAVKRWDLGAMDQLPEYMKICYMALYNTTNDIAYRILKEHRWSVIEDLKRTWMDIFGAFLAEAHCFKGGHVPSLEEYLNNAVTTGGTYMALVHAFFLMGQGVTRENMAMLKPYPNIFSCSGKILRLWDDLGTAREEQERGDNASSIECYKRERRLDDEACRKHIRQMIQSLWVELNGELVALPLSIIKAAFNLSRTAQVIY
>Vv01000414001
MECFLWTVGIFPDPRHSSCRIELTKAIAILLVIDDIYDSYGSLDELALFTDAVKRWDLGAMDQLPEYMKICYMALYNTTNDIAYRILKEHGWSVIEDLKRTWMDIFGAFLAEAYCFKGGHVPSLEEYLTNAVTTGGTYMALVHAFFLMGQGVTRENMAMLKPYPNIFSCSGKILRLWDDLGTAREEQERGDNASSIECYKRERMLEDEACRKHIRQMIQSLWVELNGELVALPLSIIKAAFNLSRTAQVIY
>Vv01001153001
TRNTRVSDVDDTSMGFRLLRLHGYDVSPDVFKQFEKGDEFVCFPGQSSQAITGLFNLFRASQFLLPGEKILENARKFCSKFLREKQTCNLEDKWIIAKDLAGEVGYALDIPWYASLPRVETRFYVEQYGGGDDIWIGKTLYRMYHVNNDIYSELAKLDFNNCQELHQLEWDRIQEWWTHSNLQEFGLSRETLLLAYFLAAASIFEPERSVERVAWAKAAVLVEAVASYFNKETCIKQRRAFLLKFGRYRKGSSNLSKTGEELAGLLLTTLNQLSLDAQELHGSDIHQLLHRTWEMWLTKNLAEEDGCQGEAEVLVDVINLCSGRSITEELLNHPLYKHLLHLTNGVSHQLSPFYQHKAHIGSYNPEKESDVSSKVEPDMQELAQLVLDIDPVIKRTFLMVAKSFYY
>Vv01001155001
AKNSEVHDIDDTAMGFRLLRLHGHDVSADVFKYFEKGGEFFCFAGQSSQAVSGMFNLYRASQVLFPGETILENAKKFSSKFLREKQACDLLDKWIIMKDLPGEIGYALDVPWYASLPRVETRIYIEQYGGKDDVWIGKTLYRMPYVNNNDYLELAKLDFNNCQALHQLEWDSIQQWYTQCHLGEFGVSRKASLLAYFLAAACIFEPERSIERLAWAKTAILVLAVRSYFEKFGYSPSGGDYMKKINGRGSNMTAVFLKSGEELVGLLLGTLNQLSLDTLVAHGRDIRHILRQTWEMWLMKHLDEGDGYRGEAELLVRTINLCAGRSLSEELLAHPQYRRLSQLTNRICNDLGLFLHKGHNGTYNPENGSPMSHRVESDMQELTKIVLGINPEIKRTFEMVGKSFYAAY
>Vv01005217001
TVSDCHNNLYELALGFRLLRQEGYYVSADVFNNLKDTEGKLQEKLSEDIKGLMGLYEASQLCIKGEDILEEIGNFSSQLLNAWNTHNDHSQARIVRNTLGHPHHKSLARFMAKSFLSDFQGTDGWVNVFRELAKMDFNVVKSIHQKEMLQVSKWWKDLGLAKELKFARNQPLKWYMWPLAVLPDPSLSEQRVELTKPISLVYIIDDIFDVHGTLDELTLFTEAVNRWEYAAVEQLPDYMKICFNALNGITNEISSKVYNDHGWNPMESLRKAVCQITFTILD
>Vv01005218001
IHGDCDEDLYEVALRFRLLRQEGYTVPADVLNNFKNKEGKFKQNLREDIRGLMGLYSFSAKYRRRYT
>Vv01005221001
IHGDCDEDLYEVALRFRLLRQEGYTVPADVLNNFKNKEGKFKQNLREDIRGLMGLYEASQLSIGEDILEEAGNFSSLLLNACLQHLDRHQAAVVKNTLEHPHHKSWARFMTKNFLTDFQGTNGWINALQELAKIDFNMVKSVHQKEMLQISKWWKDLGLTEELKFARDQPLKWYMWPMAIIPDPRLSEQRIELTKPISLIYIIDDIFDVGGTLDELTLFTEAVNRWDLSAFKELPEYMKMCFKTLDDITNEISTKVHKEHKWNPVGSLRKAWASLCNAFLVEAKWFASGQRLRST
>Vv01005268001
IHGDCDEDLYEVALRFRLLRQEGYTLPADVLNNFKNKEGKFKQNLREDIRGLMGLYEASQLSIGEDILEEAGNFSSLLLNACLQHLDRHQAAVVKNTLEHPHHKSLARFMTKNFLTDFQGTNGWINALQELANIDFNMVKSVHQKEMLQISKWWKDLGLTEELKFARDQPLKWYMWPMAIIPDPRLSEQRIELTKPISLIYIIDDIFDVGGTLDELTLFTEAVNRWDLSAFKELPEYMKMCFKTLDDITNEISTKVHKVHKNPVGSLRKAWASLCNAFLVEAKWFASGHVPKAEEYLKNGAVSSGVHVVLVHLFFLLGHGITKENVDLVDDFPGIISSTATILRLWDDLGSAKDENQDGHDGSYVECYLKEHGSSVENARQIVAHMISDMWKRLNKECLPFSTSFTKGSLNIARMVPLMY
>Vv01005271001
THGESIQDLYEVALRFRLLRQEGYHVPADVFNNFKNKEGKFKQNLSKDIKGLLGLYAASQLSIEGEDILEEAQRFSSTLLNAGLEHLDHHEATVVGHTLEHPHHKSLPRFMAKSFLKDFQGPNGWLTVLQELAKADFNMVQSIHQQELLQISKWDIAAFETLPNYMKICFKTLDDITNEISNKVYKEHGWDPVDSLRKTWMGLCNAFLVEAKWFASGHVPKAHEYLKNGVISSGVHVVLVHLFFLLGHGITRGNVDLVDDFPSTISSTAAILRLWDDLGSAKDENQDGHDGSYIGCYIKEHGSSMENARQNVTYMISDLWKRLNKECLPFSTSFTEGSLNIARMVPLMY
>Vv01005272001
THGESIQDLYEVALRFRLLRQEGYHVPADVFNNFKNKEGKFKQNLSKDIKGLLGLYEASQLSIEGEDILEEAQRFSSTLLNAGLEHLDHHEAVVGHTLEHPHHKSLPRFMAKSFLKDFQGPNGWLTVLQELAKADFNMVQSIHQQELLQISKWWQDLGLAEELKFARDQPLKWHMWPMAVLPDPSLWDIAAFETLPNYMKICFKTLDEITNEISNKVYKEHGWNPVDSLRKTWMSLCNAFLVEAKWFASGHVPKAHEYLKNGVISSGVHVVLVHLFFLLGHGITRGNVDLVDDFPSIISSTAAILRLWDDLGSAKDENQDGHDGSYIECYIKEHGSSMENARQNVTYMISDLRKRLNKECLPFSTSFTKGSLNIARMVPLMY
>Vv01006399001
NSPGIKANLYAAALCFRLLRQHGYGVSQDMFSGFMEEVGMFSKSTCTNVKGMIELFEASHLALEGENILDEAKAFSSGYLKEIISNLDNNLAKQVVHSLERPLHWRVQWFDIRWYIDFYEEEGVNLDLLKLAKLNFNMVQAVHQKDLKHISRWWRNLGLIENLSFTRDRLVESFLCGVGFSSEPQHGSFRLCITKVIIFIQVLDDVYDIYGSLDELEQFTNAVDRWDSKEIQQLPESMKLCFQVLQDTTNAVANEIQKEKGWDNVLPMLQQAWANFCKSLFVEAKWYNKGYTPTLQEYLSNAWISSSVSLLSVHAIFFCVPEAKEEMVDFLEKNQELVYSSSLILRLCNDLGTLEAELERGDAASSVLCYMKEVNVSEEISRTHIRGMLVKTWKNMNGHCIPLLQPIVNIITNIARVAQWIY
>Vv01006465001
IHGDCDEDLYEVALRFRLFRQEGYTVPADVLNNFKNKEGKF
>Vv01006466001
TVSDCHNNLYELALGFRLLRQEGYYVSADVFNNLKDTEGKIQEKLSEDIKGLMGLYEASQLCIKGEDILEEIGNFSSQLLNAWNTHNDHSQARIVRNTLGHPHHKSLAKFMAKSFLSDFQGTDGWVNVFRELAKMDFNVDENQDGHDGSYLECYMKEKGTSIENARCHVMHTISETWKSLNNECLPFSTSFTKACLNVARMVPLMY
>Vv01006467001
TVSDCHNNLYELALGFRLLRQEGYHVSADVFNNLKDTEGKLQEKLSEDIKGLMGLYEASQLCIKGEDILEEIGNFSSQLLNAWDTHNDHSQARIVRNTLGHPHHKSLARFMAKSFLSDFQGTDGWKNVFRELAKMDFNVVKSIHQKEMLQVSKWWKDLGLTEELKFARDQPLKCYMWPMAIIPDPRLSEQRIELTKPISLIYIIDDIFDVGGTLDELTLFTEAVNRWDLSAFKELPEYMKMCFKTLDDITNEISTKVHKEHKWNPVGSLRKAWASLCNAFLVEAKWFASGHVPKDEEYLKNGAVSSGVHVVLVHLFFLLGHGITKDNVDLVDDFPGIISSTATILRLWDDLGSAKVNNHMQVVN
>vv01006589001
IHGDCDEDLYEVALRFRLLRQEGYTVPADVLNNFKNKEGKFKQNLREDIRGLMGLYEASQLSIGEDILEEAGNFSSLLLNACLQHLDHHQAAVVKNTLEHPHHKSLARFMTKNFLTDFQGTNGWINALQELAKIDFNMVKSVHQKEMLQISKWWKDLGLTEELKFARDQPLKWYMWPMAIIPDPRLSEQRIELTKPISLIYIIDDIFDVGGTLDELTLFTEAVNRWDLSAFKELPEYMKMCFKTLDDITNEISTKVHKEHKWNPVGSLRKAWASLCNAFLVEAKWFASGHVPKAEEYLKNGAVSSGVHVVLVHLFFLLGHGITKENVDLVDDFPGIISSTATILRLWDDLGSAKVNNHMQVVN
>Vv01006591001
IHGDCDEDLYEVALRFRLLRQEGYTVPADVLNNFKNKEGKFKQNLREDIRGLMGLYEASQLSIGEDILEEAGNFSSLLLNACLQHLDRHQAAVVKNTLEHPHHKSLARFMTKNFLTDFQGTNGWINAFQELAKIDFNTVKSVHQKEMLQISKWWKDLGLTEELKFARDQPLKWYMWPMAIIPDPRLSEQRIELTKPISLIYIIDDIFDVGGTLDELTLFTEAVNRWDLSAFKELPEYMKMCFKTLDDITNEISTKVHKEHKWNPVGSLRKAWASLCNAFLVEAKWFASGHVPKAEEYLKNGAVSSGVHVVLVHLFFLLGHGITKENVDLVDDFPGIISSTATILRLWDDLGSGKDENQDGHDGSYVECYLKEHGSSVENAR
>Vv01006642001
NSPGIKANLYAAALCFRLLRQHGYGVSQDMFSGFMEEVGMFSKSTCTNVKGMIELFEASHLALEGENILDEAKAFSSGYLKEIISNLDNNLAKQVVHSLERPLHWRVQCFDIRWYIDFYEEEGVMNLDLLKLAKLNFNMVQAVHQKDLKHISSNAWISSSVSLLSVHAIFFCVPEAKEEMVDFLEKNQELVYSSSLILRLCNDLGTLEN
>Vv01013515001
MAYDLLKEQGSHIIAYLRKAWADLCKSYLLEAKWYHARYTPTLQEYLSNAWISISAPTILVHAFFFVTNPITEDALECVEQYCNIIRWSSIILRLSDDLGTSSDELKRGDVPKSIQCYMHETGASEEDAREHIKCLIGETWKKMNEDRVPFSQTFIGIAINLARMAQCMY
>Vv01013517001
MLRLEARWFIDAYERSQDMNPILLEFAKLDYNMVQAKHQEDLKYASRWWRSTRLGEKLSFARDRLMENFLWTVGEIFEPQFGYCRRMLTKVNAMITTIDDVYDVYGTLEELELFTDAVDRWDINAMDQLPEYMKICFLALYNSTNEMAYDLLKEQGSHIIAYLRKAWADLCKSYLLEAKWYHARYTPTLKEYLSNAWISISAPVILVHAFFFVTNPITEDALECLEQYCNIIRWSSIILRLSDDLGTSSDELKRGDVPKSIQCYMHETGACEEDAREHIKCLIGETWKKMNEDRVPFSQTFIGIAINLARMSQCMY
>Vv01013518001
MNPILLELAKLDYNMVQATYQEDLKHASMWWRSTRLPEKSSFSRDRLVENFLWAVGFIFEPQFGYCRRMLTKLISLITTIDDVYDVYGTLDELELFTDAVDRLVVSVYSLSF
>Vv01014174001
LVDDNEDLTNASLRFRLLRQEGYGVPSDVFSKFKDKEGNFKESLIGDLPGMLALYEATHLMVHGEDILEEALAFTTAHLQSVATDPNNPLSKQVIRALKLSIHNGVTSVGARHYISIYQEDGSHNESLLKLAKLDFNLLQSLHRKELSEITRWWKGLDFATKLPFARDRLVEIYFSALGVCFEPQYSLSLRFLTKVAIMITMVDDIYDAYGTIEELTLLTEAIERWDASSIDQLPDYMKCFYRALLDLYEEMEQEMAKEGKLYRVHYAKELMKKQIQSYFVEAKWSNQGYIPTFDEYMSNGVVSGCCSLLIATSFVGMGDIVTKESFQWVLSRPTMIGASQIICRLMDDMASHEFEQKRVHVASSVECYMKQYGVSKQEAYDELNKQVVKAWKDINQECLPVLMPIITRVLNIARMMNILY
>Vv01014175001
LVDDNDDFTNASLRFRLLRQEGYPIPSDVFNKFKDKEGNFKEYLIGDSLGMLALYEATHLMVHGEDILEEALAFTTTHLQSMATDPNNPLAKQVIRALKRPIRKGLTRVEATHYISIYQQDGSHNKSLLKLAKLDFNLLQSLHRKELSEISRWWKGLDVATKLPFARDRLVESYFWTLGVYFEPQYFPARRFLTKMTAMLTIMDDIYDAYGTIEELELLTEAVERWDASCIDQLPDYMKWFYRALLDVYEEMEEEMAKEGKLYRVHYAKEAMKRQIQAYFIEAKWLNQRYVPTFDEYISNTLVSCGYTLLIATSFVGMGDVVTEEAFQWVLSHAKMIRASETISRLMDDLVSHEFEQTRMHAPSSIECYMKQYEVTKQEACDELNKQIVRAWKDINQECLQVPMPLVTRVLNFSRVIDILY
>Vv01014323001
LVDDDNDDLASAALRFRLLRQEGYHIPSDVFKKFKDEEGNFKESLVGDLPGMLALYEATHLMVHGEDILDEAQAFTTAHLQSMAPDSDNPLKKQVIHALERPIRKSLIRVEARHYISIYQEYDSHNKSLLKLAKLDFNLLQSLHRKELSEITKWWKGLDFATKLPFARDRIVEGYFWVLGVYFEPQYFLARRILLKVFAMTSIIDDIYDTHGTFEELKLFAEAIERWDASSIDQLPDYMKLCYQALLDVFEEIEEEMTKQEKPYRVHYAKQAMKKLVQAYFVEAKWLKQEYIPTIEEYMTNALVSCGYFQLATISFVGMGDMVTKKAFDWVFSDPKMVRASAIICRLMDDIVDHEFEQKRGYVVSGVQCYMKQYGVTEQEACEEFINEIMNAWKDMNEECLQVPMPLLTCVVNFARVIDLLY
>Vv01014324001
LVDDDNDDLASAALRIRLLRQEGYHIPSDVFKKFKDEEGNFKESLVGDLPGMLALYEATHLMRPIRKSLIRVEARHYISIYQEYDSHNKSLLKLAKLDFNLLQSLHRKELSEITKWWKGLDFATKLPFARDRIVEGYFWVLGVYFEPQYFLARRILLKVFAMTSIIDDIYDTHGTFEELKLFAEAIERWDAGSIDQLPDYMKLCYQALLDVFEEIEEEMTKQEKPYRVHYAKQAMKKQVQAYFVEAKWLKQEYIPTIEEYMTNALVSCGYFQLATISFVGMGDMVTKKAFDWVFSDPKMVRASAIICRLMDDIVDHEFEQKRGYVVSRVQCYMKQYGVTEQEACEEFNNEIMNAWKDMNEECLQVPMPLLTCVVNFARVIDLLY
>Vv01014325001
LVDDNDHLTTVSLLFRLLRQEGYHIPSDVFKKFMDEGGNFKESLVGDLPGMLALYEAAHLMVHGEDILDEALGFTTAHLQSMAIDSDNPLTKQVIRALKRPIRKGLPRVEARHYITIYQEDDSHNESLLKLAKLDYNMLQSLHRKELSEITKWWKGLDFATKLPFARDRIVEGYFWILGVYFEPQYYLARRILMKVFGVLSIVDDIYDAYGTFEELKLFTEAIERWDASSIDQLPDYMKVCYQALLDVYEEMEEEMTKQGKLYRVHYAQAALKRQVQAYLLEAKWLKQEYIPRMDEYMSNALVSSACSMLTTTSFVGMGDIVTKEAFDWVFSDPKMIRASNVICRLMDDIVSHEFEQKRGHVASAVECYMKQYGVSKEEAYDEFKKQVESAWKDNNEEFLAVPVPLLTRVLNFSRMMDVLY
>Vv01014557001
LDDDDNDDLTNASLRFRLLRQEGYHIPPDVFNKFKDDEGNFKESLTGDLPGLLALYEATHLMVHGEDILEEALAFSTAHLQSMATDSTHPLAAQVTRALKRPIRKCLTRVEARHYISVYQEDGPHNKTLLKLSKLDFNLLQSLHRKELSEVTRWWKGLNFAKKMPFARDRLVEGYFWILGVYFEPQYSLARRILIKVLAMISIIDDIYDAYGTFEELKLFTEAIERWDANSVNQLPDYMKPCYQALLDVYEEMEEEMAKEGNLYRVQYAKAAIERQIQAYFVEAKWLNQEYTPTLDEYMSNALISSGYSMLMTTSFVGMGDIATKEAFDWVFNDPKMVRASSVICRLMDDIVSHEFEQKRGHVASAVECYMKQHGVCKQEAYDELNKQVVNAWKDMNKECLQVPMPLLTRVLNFSRVIDILY
>Vv01014558001
LDDDDNDDLTNASLRFRLLRQEGYHIPPDVFNKFKDDEGNFKESLTGDLPGLLALYEATHLMAHGEAILEEALAFSTAHLQSMATDSTHPLPAQVTRALKRPIRKCLTRVEARHYISVYQEDGPHNKTLLKLSKLDFNLLQSLHRKELSEVTRWWKGLNFAKKMPFARDRLVEGYFWILGVYFEPQYSLARRILIKVLAMISIIDDIYDAYGTFEELKLFTEAIERWDASSVDQLPDYMKPCYQALLDVYEEMEEEIAKEGNLYRVQYAKAAIQRQIQAYFVEAKWLNQEYTPTLDEYMSNALVSSGYSMLITTSFVGMGDIATKEAFDWVFSDPKMVRASSVICRLMDDIVSHEFEQKRGHVASAVECYMKQRGVCKQEAYDELNKQVVNGWKDMNEECLQVPMPLLTRVLNFSRVIDILY
>Vv01014566001
EDVYTASLRFRLLRQQGYHVSCDLFNNFKDNEGNFKESLSSDVRGMLSLYEATHLRVHGEDILDEALAFTTTHLQSAAKYSLNPLAEQVVHALKQPIRKGLPRLEARHYFSIYQADDSHHKALLKLAKLDFNLLQKLHQKELSDISAWWKDLDFAHKLPFARDRVVECYFWILGVYFEPQFFLARRILTKVITMTSTIDDIYDVYGTLEELELFTEAVERWDISVIDQLPEYMRVCYRALLDVYSEIEEEMAKEGRSYRFYYAKEAMKKQVRAYYEEAQWLQAQQIPTMEEYMPVASATSGYPMLATTSFIAMGDVVTKETFDWVFSEPKIVRASATVSRLMDDMVSHKFEQKRGHVASAVECYMKQHGASEQETRDEFKKQVRDAWKDINQECLAVPMTVLMRILNLARVMDCIY
>Vv01014569001
VSAEEDVYTASLRFRLLRQQGYHVSCDLFNNFKDNEGNFKESLSSDVRGMLSLYEATHFRVHGEDILDEALAFTTTHLQSATKHSSNPLAEQVVHALKQPIRKGLPRLEARHYFSVYQADDSHNKALLKLAKLDFNLLQKLHQKELSDISAWWKDLDFAHKLPFARDRVVECYFWILGVYFEPQFFFARRILTKVIAMTSIIDDIYDVYGTLEELELFTEAVERWDISAIDQLPEYMRVCYQALLYVYSEIEEEMAKEGRSYRLYYAKEAMKNQVRAYYEEAKWLQVQQIPTMEEYMPVALVTSAYSMLATTSFVGMGDAVTKESFDWIFSKPKIVRASAIVCRLMDDMVSHKFEQKRGHVASAVECYMKQHGASEQETHNEFHKQVRDAWKDINEECLAVPMPILMRVLNLARVIDVIY
>Vv01030646001
TTDDLSTTALRLRLLRQHGYPVSSEVFDQFRSKDGRFMDGISQDIAGLLSLYEASHLGLEGEDDLEEARRFSTRHLKSLVGNLESDLADQVQQSLEVPLHWRMPRLEARNFIDIYQRRNTKNSALLELAKLDYNLVQSSYQKELKELTRWWTDLGFKEKLSFSRDRLVENYLWSMGIAPEPHFSKCRIGLTKFICILTAIDDMYDIYGSPDELRRFTDAVNRWDTGALVDLPDYMKICYLAMYNFANEMAYDALRDHDLYILPYLKSQAEIARGDVAKSIQCYMIEERISEEQARDQVEKLIGYSWKKLNEASISLPKSMINSSLNMARSAQCIF
>Vv01030647001
TTYDLFTTALRFRLLRQHGYSISSDVFDKFRSKDGRFMDGISQDIAGLLSLYEASHLGVEGEDDLEEARRFSTMHLKGLVGNLEGDLADQVQQSLEVPLHWRMPRLEARNFIDIYQRRNTKNSALLELAKLDYNLVQSVYQKELKELTRWWTDLGFKENLSFSRDRLMENYLWSMGFTPEPHFSKCRIGLTKFICIFSAVDDMYDIYGSPDELRRFTDAVNRYEIYNIIIIQAANLLYVLFCVTLG
>Vv01033458001
TTDDLSTTALRFRLLRQHGYPVSSEVFDQFRSKDGRFMDGISQDIAGPLSLYEASHLGVEGEDDLEEARRFSTIHLKSLVGNLESNLADQVQQSLEVPLHWRMPRLEARNFIDIYQRRNTKNSALLELAKLDYNLVQSSYQTELKELTR
>Vv01036308001
DADDTEDDLYNIALQFRLLRQQGYNISCGIFNKFKDEKGSFKEDLISNVQGMLGLYEAAHLRVHGEDTLEEALAFTTTHLKATVESLGYPLAEQVAHALKHPIRKGLERLEARWYISLYQDEASHDKTLLKLAKLDFNLVQSLHKEELSNLARWWKELDFATKLPFARDRFVEGYFWTLGVYFEPQYSCARRILTKLFAMASIIDDIYDAYGTLEELQPFTEAIERWDIKSIDHLPEYMKLFYVTLLDLYKEIDQELEKYGNQYRVYYAKELKSQVRAYFAEAKWSHEGYIPTIEEYMLVALVTSGSCILATWSFIGMGEIMTKEAFDWVISDPKIITASTVIFRLMDDITTHKFEQKRGHVASGIECYMKQYGVSEEQVYSEFHKQVENAWLGINQECLAVPMPLLTRVVNLSRVMDVIY
>Vv01036312001
DADDTNDDLYNIALRFRLLRQQGYNISCGIFNKFKDEKGSFKEDLISNIQGMLGLYEAAHLRIHGENILEEALAFSTTHLKAMVESLGYPLAEQVAHALKRPIRKGLERLEARWYISIYQDEAFHDKTLLKLAKLDFNLVQSLHKEELSNLARWWKKLDFATKLPFARDRLVEGYFWIVGVYFEPQYLWAIRILTKIIVMTTVIDDIYDAYGTLEEIKHFTEAIERWDINSIDHLPEYMKLFFVALLDVYKEIEEEMEKERYQYRVHYAIEAMKNQVRAYFAEAKWFHEQHIPTMEEYMSVALSCSGYSLLATSSFIGMGEIASKEAFDWVIRDPKIIRASTVIARFMDDMKSHTREFHNQIVNVWMDINQECLAVPMPLLTRVLNLSRVMDVIY
>Vv01036313001
MASIIDDIYDAYGTLEELQPFTEAIERWDINSIDHLPEYMKLFYVTLLDLYKEIDQELEKDGNQYRVYYAKEVLKSQVRAYFAEAKWSHEGYIPTIEEYMLVALVTAGSCILATWSFIGMGEIMTKEAFDWVISDPKIITASTVIFRLMDDITTHKFEQKRGHVASGIECYMKQYGVSEEQVYSEFHKQVENAWLDINQECLAVPMPLLTRVVNLSRVMDVIY
>Vv01036315001
CIDDINDDLYDVALRFRLLRQQGFNISCDIFNRYTDEKGRFKESLINDACGLLGLYEAAHLRVGEEDILDEALAFTTTHLKSMVEHLEYPLAAQVTHALYRPLRKGLERLEARPFMSIYEDEASHSKALLKLAKLDFNQLQSLYKKELSNILGWWKDLDFSSKLPFVRDRLVEGYFWIATACFEPQYSYARRIQTKLHALITTTDDIFDAYGTLEELELFTEAIGRWDIDSTHQLPEYMKPCYQAVFDAYKEIEEMENTERSHSVHKAKDAMKNLVQAYLVEAKWFHGKYIPTIEEYMRVALVSIGAPVLTFISFIGMGEIATKEVFDWLQQNPKIVRASSKVIRLMDDMATHKFEQERGHIASSIECYMKQHGVSEQQAYGEFHKQLENAWKDINEECLAVPMLLLSRLLNFARAADVMY
>Vv01036317001
DADDTDDNLYNIALQFRLLRQQGYNISCGIFNKFKDEKGSFKEDLISNIQGMLGLYEAAHLRVHGEDILEEALAFTTTHLKATVESLGYPLAEQVAHALKHPIRKGLERLEARWYISLYQDEASHDKTLLKLAKLDFNLVQSLHKEELSNLARWWKELDFATKLPFARDRFVEGYFWILGVYFEPQYSRARRILTKLFAMASIIDDIYDAYGTLEELQPFTEAIERWDISSIDHLPEYMKLFYVTLLDLYKEIDQELEKDGNQYRVYYAKEVLKSQVRSYFAEAKWSHEGYIPTIEEYMLVALVTAGSCILATWSFIGMGEIMTKEAFDWVISDPKIITASTVIFRLMDDITTHKFEQKRGQVASGIECYMKQYGVSEEQVYSEFHKQVENAWLDINQECLAVPMPLLTRVVNLSRVMDVIY
>Vv01036320001
KQLKQQGFNISCDIFNRYTDEKGRFKESLINDACGLLGLYEAAHLRVWEEDILDEALAFTTTHLKSMVELLEYPLAAQVTHALYRPIRKGLERLEARPYMSIYQDEASHSKALLKLAKLDFNLLQSLYKKQLSNISRWWKDLDFSSKLPFGRDRVVECYFWIATACFEPQYSYARRIQTKILALITIIDDMFDAYGTLEELELFTEAIGRWDVNSIYQSYCVHYAKEAMKRSVRAYFNEAKWLHEDYVPTIEEYLSVAQVTSEVTLFTVICFVGMGMATKEVFEWVWNDPKIVGASSKIMRLMDDMASHKFEQERGHSASSVECYMKQHGVSEQHAYQELNKQVENAWKDVNQGCLAIPMPLLTRVLNFARTGDFMY
>Vv01036322001
NGDDMEGDIYNVALQFRLLRQAGFNISCGLNEFKDEKGNFKKALVSDVRGMLGLYEAAHLRVHGEDILAKALAFTTTHLKAMVESLGYHLAEQVAHALNRPIRKGLERLEARWYISVYQDEAFHDKTLLELAKLDFNLVQSLHKEELSNLARWWKELDFATKLPFARDRLVECYFWMLGVYFEPQYLRARRILTKVIAMISILDDIHDAYGTPEELKLFIEAIERWDINSIDQLPEYMKLCYAALLDVYKEIEEEMEKEGNQYRVHYAKEVMKNQVRAYFAEAKWLHEEHVPTFEEYMRVALVSSGYCILATTSFVGMGIATKEAFDWVTSNPKIMSSSNFIARLMDDIKSHKFEQKRGHVASAVECYMKQYGVSEEQVYKEFQKQIENAWLDINQECLAVSMPLLARILNLTRAADVVY
>Vv01036330001
DCNDMDGDLYNIALGFRLLRQQGYSISCGIFNKFMDERGRFKEALISDVRGMLCLYEAAHLRVHGEDIIAKALAFTTTHLKAMVESLGYHLAEQVAHALNRPIRKGLERLEARWYISVYQDEAFHDKTLLELAKLDFNLVQSLHKEELSKSCKVVERIRLCYKVTFCTRQIG
>Vv01036343001
CIDDINDDLYDVALRFRLRQQGFNISCDIFNKFTDERGRFKEALISDVRGMLGLYEAAHLRVHGEDILAKALAFTTTHLKAMVESLGYHLAEQVAHALNRPIRKGLERLEARWYISVYQDEAFHDKTLLELGKLDFNLVQSLHKEELSNLARWWKELDFATKLPFARDRLVEGYFWMHGVYFEPQYLRGRRILTKVIAMTSILDDIHDAYGTPEELKLFIEAIERWDINSINQLPEYMKLCYVALLDVYKEIEEEMEKEGNQYRVHYAKEVMKNQVRAYFAEAKWLHEEHVPAFEEYMRVALASSGYCLLATTSFVGMGEIATKEAFDWVTSDPKIMSSSNFITRLMDDIKSHKFEQKRGHVASAVECYMKQYGVSEEQVYSEFRKQIENAWLDINQECLAVSMPLLARLLNLTRTMDVIY
>Vv01036344001
CIDDINDDLYDVVLRFRLLRQQGFNISCDIFNRYTDEKGRFKESLINDAYGLLGLYEAAHLRVWEEDILDEALAFTTTHLKSMVEHLEYPLAAQVTHALYRPLRKGLERLEARPFMSIYQDEASHSKALLKLAKLDFNQLQSLYKKELSNILGWWKDLDFSSKLPFVRDRLVEGYFWIAIACFEPQYSYARRIQTKLHALMTTTDDIFDAYGTLEELEFFTEAIGRWDIDSTHQLPEYMKPCYQAVLDAYKEIEDMENTERSHSVHQAKDAMKNLVQAYLVEAKWFHGKYIPTIEEYMRVALVSIGAPVLTFISFIGMGEIATKEVFDWLQQNPKIVRASSKVIRLMDDMATHKFEQERGHIASSIECYMKQHGVSEQQAYEEFHKQLENAWKDINEECLAVPMLLLSRLLNFARAADVMY
>Vv01036348001
NGDDMEGDIYNVALQFRLLRQAGFNISCGLNEFKDEKGNFKKALISDVRGMLGLYEAAHLRVRGEDILDEALAFTTTHLRSMVEHLEYPFAEQVVHALKQPIRRGLERLEARWYISIYQDETSHDRTLLKLAKLDFNLVQSLHKEELSNISRWWKKLDFATKLPFARDRLVECYFWILGFYFEPQYVWARRILTKTIALTSTMDDIYDAYGTFEELKLFTAAIERWDINSIDHLPEYMKHFYVALLDVYKEIEEEMEKEGNQYRVQYAIEAMKNQARAYFHEAKWLHEGRIPTVEEYMSVAQVSSGDSMLTITSFIGMGIVTKEAFDWVITNPKIVTASSVISRLMDDITSHKFEQKRGHVASGVECYMKQYGASEEEVYDKFQKQVEDACKDINEEFLAVPMPLLMRVLNLSRVMYVIY
>Vv01036351001
KWDINSIDQFPEYLKPCYQAVLDVYKEIEEMENTERSYCVHHTKDAIKSLFQANLVQAKWFRGKYIPTIEEYMGIAMVTVGVPPLTIMSFIGMRETATKEVFDWVQQNPKIVRAASTVMRLMDDMASHKFEQERGHNASSIECYMKQHGVSEQQAYDELHKQIENAWKDINEESLAVPMLLLSRLLNFARSGDVMY
>Vv01036360001
NGDDMEGGIYNVALQFRLLRQAGFNISCGLFNEFKDEKGNFKKALVSDVRGMLGLYEAAHLRVHGEDILDEALALTTTHLRSMVEHLEYPFAEQVAHALKQPIRKGLERLEARWYISIYQDETSHDRTLLKLAKLDFNLVQSLHKEELSNITRWWKQLNFATKLPFARDRLVEGYFWILGVFFEPQYAWARRIVTKTIAMTSTMDDIYDAYGTFEELELFTEAIERWDINSIDHLPEYMKHFYVALLDVYKEIEEEMEKEGNQYRVQYAIEAMKKQVRAYFHEAKWLHEGRIPTMEEYMSIARVSSGYPMLTATSFIGMGKIVTKEAFDWVISDPKIVTASAVIARLMDDITSHKFEQKRGHVASGVECYMKQYGASEEEVYDKFQKQVVDAWKDTNEEFLAVPMPLLMRVLNLSRVMYVIY
>Vv01036361001
GIADINDDLYDVALRFRLLRQQGFNISCDIFKRYKDEKGRFKKSLINDPYGLLGLYEAAHLRVWEEDILDEALPFTTTHLKSIVEHLEYPLAAQVTHALERPIRKGLERLEARPFMSIYQDEASHSKALLKFAKLDFNLLQSLYKKELSNISRWWKDLDFSSKLPFARDRLVEGYFWIATCCFEPQYSYARRIQTKLHALITTMDDMFDAYGTFEELELFTEAIGRWDINSVHQLPEYMKPCYQAVLDVYKEIEEMENTERSYCVHHTKDAIKSLVQAYLVEAKWLHGKYIPTIEEYMGIAMVTVGVPVLTIMSFIGMRETATKEVFDWLLQNPKIVRATYIIIRLMDDMASHKFEQEREHIASSIECYMKQHGVSEQQAYDEFHKQTENAWKDINEECLTVPMLLLSRLLNFARSGDVMY
>Vv01036366001
DLNDIDGDLYNVALGFRLLRQQGYSISCGIKKFTDERGRFKEVLITNVRGLLGLYEAAHLRVHGEDILAEALTFTTTHLKAMVESLGYPLAEQVVHALNRPIRKGLERIEARWYISVYQDEAFHDKTLLELAKLDFNLVQSLHREELSNLARWWKELDFATKLPFARDRLVEGYFWILGVYFEPQYLRARRILTKVIAMTSILDDIYDAYGNPEELKLFTEAIERWDINSIDQLPEYMKLCYAALLDVYKEIEEEMEKEGNQYRVHYAKEVMKNQVRAYFAEAKWLHEEHVPTIEEYLRVALVSSGYCMLATTSLVGMGEIATKEAFDWVTSDPKIMSSSNFIARLMDDISSHKFEQKREHVASAIECYMKQYGVSEEQAYSEFRKQIENAWMDINQECLAVPMPLLARVLNLTRAADVIY
>Vv01036367001
GYNISCNVFNKFKDKNGSFRESLIGDVQGMLGLYEAAHLRVQEEDILDEALAFTTTHLKSLVKHLDHPLAVQVTQALHRPIRKGLERLEARPYISIYQDEASHSKALLKLAKLDFNLLQSLYKKELSHITRWWKDLDFSSRLPFRQLRGMRWDNTGIDKLPEYMKPCYRAVLDAYKEIEEKENEERSYCVHYAKEAMKNSVRAYFNEAKWLHGEYVPTVEEYMGVALVSCDVPMFTIISFVGMGIATKEAFDWVLNGPKIVRACSTIIRLMDDMASHKFEQERGHIASSVECYMKQYSVSNQHAYHELNKQVEKAWKDINQEFLAIPMPLLTRVLNFARTG
>Vv01036370001
MTSILDDIYDAYGNPEELKLFTEAIERWDSNSIDHLPEYMKLSYMALLDVYKEIEEEMEKEGNQYRVHYAKEVMKNQVRAYFAEAKWLHEEHRPTIEEYMRVAVVSSGYYLIATTSLVGMGERATKEAFDWVTNDPKIMSSSSLIARLMDDIRSHKFEQEREHVASAIECYMNQYGSEEQAYNNFQKQIENAWMDINQECLDVPMPILALILNLARAADVFY
>Vv01036372001
MTSILDDIYDAYGNPEELKLFTEAIERWDINSIDQLPEYMKLCYAALLDVYKEIEEEMEKEGNQYRVHYAKEVMKNQVRAYFAEAKWLHEEHVPTIEEYLHVALVSSGYCMLATTSLVGMGEIATKEAFDWVTSDPKIMSSSNFIARLMDDISSHKFEQKREHVASAIECYMKQYGCL
>Vv01036374001
YSDDKYDDLYNVSLRFRLLRQQGYNISCDVFNKFKDKNGSFRESLIGDVQGMLGLYEAAHLRVQEEDILDEALAFTTTHLKSLVKHLDHPLAVQVTQALHRPIRKGLERLEARPYIFIYQDEASHSKALLKLAKLDFNLLQSLYKKELSHITRWWEDLDFSSSLPFVRDRVVETYLWIVVACFEPQYSYARRIQTKLLVLITVIDDIYDAYGTLEELELFTEAIERWDNNGIEKLPEYMKPCYLAVLDAYKEIEEKENEERSYCVHYAKEAMKNSVRAYFNEAKWLHGEYVPTVEEYMGVALVSCDVPMFTIISFVGMGIATKEAFDWVLNGPKIVRACSTIIRLMDDMASHKFEQERGHIASSVECYMKQYSVSEQLAYHELNKQVEKAWKDINQEFLAIPMPLLTRVLNFARTGDFMY
>Vv01036376001
HSDDKYDDLCNVSLRFRLLRQQGYNISCDIFERFKDENGSFKECLNNDVEGMLGLYEAAHLRVQEEDILDEALAFTTAHLESLVEDLDYPLAAQATQALYRPIRKGLERLEARPHISIYQDEASHSKALLELAKLDFNLLQSLYKKELSYITRWWKDLDFSSKLPFVRDRVVETYLWIVAECFEPQYSYARRIQTKLLVLITVIDDVYDAYGTLEELELFTEAIERWDNNSIDSLPEYMKPCYQAVLDVYKEIEEKENEERPYCVHYAKKAVRSVRAYFNEGKWLHAEYVPTMEEYMGVALVSSDVPMFTIISFVGMGMATKEAFDWVLNGPKIVRACSTIVRLMDKYYFQNFEQERGHSASSVECYMKQNSVSEQLAYRELNKQVEKAWKDINQEFLAIPMHLLTRVLNFARTGEIFY
>Vv01036724001
REEEIFADRATCAIAFRILRLNGYDISSVPLAQFAEDQYFKFGQDFKDLGAALELFRASEMIIHPDEVVLEKQNSWSSHFLRQGLSNSSIHADRLNKYIAQEVEDALRFPYYANLDRIANRRSIEHYNVDDTRILKTAYRSSHVCNKDFLKLAVEDFNFCQSIHQNELKQLERWIIENRLDKLKFARQKLAYCYFSAAATIFSPEQSDARLSWAKNSVLTTVVDDFFDIGGSEEELLNLIQLVEKWDIDVAVDCSEQVEIVFSALHSTISEIGVKASAWQARNVTSHIIDIWLKLLRSMLQEAQWVSNKSAPTMDEYMTNAYVSFALGPIVLPALYFVGPKLSEEVVEGPECHKLYKLMSTCGRLLNDIHSFKRESKEGKANALALHMIHGGTTEEQAIREMKGLVKSQRRELQRLVLTVPRICKDLFWKMSKVLHTFY
>Vv1002718001
TVSDCHNNLYELALGFRLLRQEGYYVSADVFNNLKDTEGKLQEKLSEDIKGLMGLYEASQLCIKGEDILEEIGNFSSQLLNAWNTHNDHSQARIVRNTLGHPHHKSLARFMAKSFLSDFQGTDGWVNVFRELAKMDFNVVKSIHQKEMLQVSK
>Vv1007468001
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