>5 AAC1    CHRXIII Z49703 

MSHTETQTQQSH

FGVDFLMGGVSAAIAKTGAAPIERVKLLMQNQEEMLKQGSLDTRYKGILDCFKRTATHEGIV

SFWRGNTANVLRYFPTQALNFAFKDKIKSLLSYDRERDGYAKWFAGNLFSGGAAGGLSLLFVYSLDYA

RTRLAADARGSKSTSQRQFNGLLDVYKKTLKTDGLLGLYRGFVPSVLGIIVYRGLYFGLYDSFKPVL

LTGALEGSFVASFLLGWVITMGASTASYPLDTVRRRMMMTSGQTIKYDGAL

DCLRKIVQKEGAYSLFKGCGANIFRGVAAAGVISLYDQLQLIMFGKKFK*

>6 AAC2    CHRII   M34076 

MSSNAQVKTPLPPAPAPKKESN

FLIDFLMGGVSAAVAKTAASPIERVKLLIQNQDEMLKQGTLDRKYAGILDCFKRTATQEGVI

SFWRGNTANVIRYFPTQALNFAFKDKIKAMFGFKKEEGYAKWFAGNLASGGAAGALSLLFVYSLDYA  

RTRLAADSKSSKKGGARQFNGLIDVYKKTLKSDGVAGLYRGFLPSVVGIVVYRGLYFGMYDSLKPLL

LTGSLEGSFLASFLLGWVVTTGASTCSYPLDTVRRRMMMTSGQAVKYDGAF

DCLRKIVAAEGVGSLFKGCGANILRGVAGAGVISMYDQLQMILFGKKFK*

>7 AAC3    CHRII   Z35954 

MSSDAKQQETN

FAINFLMGGVSAAIAKTAASPIERVKILIQNQDEMIKQGTLDKKYSGIVDCFKRTAKQEGLI

SFWRGNTANVIRYFPTQALNFAFKDKIKLMFGFKKEEGYGKWFAGNLASGGAAGALSLLFVYSLDFA

RTRLAADAKSSKKGGARQFNGLTDVYKKTLKSDGIAGLYRGFMPSVVGIVVYRGLYFGMFDSLKPLV

LTGSLDGSFLASFLLGWVVTTGASTCSYPLDTVRRRMMMTSGQAVKYNGAI

DCLKKIVASEGVGSLFKGCGANILRGVAGAGVISMYDQLQMILFGKKFK*

>39 YPR011c CHRXVI  Z49919 

MAEVLTVLEQPNSIKDFLKQ

DSNIAFLAGGVAGAVSRTVVSPFERVKILLQVQSSTTSYNRGIFSSIRQVYHEEGTK

GLFRGNGLNCIRIFPYSAVQFVVYEACKKKLFHVNGNNGQEQLTNTQRLFSGALCGGCSVVATYPLDLI

KTRLSIQTANLSSLNRSKAKSISKPPGIWQLLSETYRLEEGLRGLYRGVWPTSLGVVPYVALNFAVYEQLREFGV

NSSDAQPWKSNLYKLTIGAISGGVAQTITYPFDLLRRRFQVLAMGGNELGFRYTSVW

DALVTIGRAEGVSGYYKGLAANLFKVVPSTAVSWLVYEVVCDSVRNW*

>41 YDR470c CHRIV   U33050 

MNNNNVTEATSRAQIRPYYDPDSFNAGYSAVFKPDEGVVDPHGYTIASKLNVINSSPTTKRMANALFKSSP

MKKLSNSVNDGLSLEGSNGEITGLNNFEWAELVNIQKWR

KIFEQLLDMFFRKYFQLLIQQPFDVARLLIQVG 

EFKIFKTTVDTNKPQAPIILRDEEGDGAAREGEEDAYDEEEIDFFPIERKIAEANSTAPIMAEETDHSH

HEPTDISLTIAPQSLHTIDVINALFDQEGIR

GLWKANNTTFIYNFLSLSIDTWFTGLLSSFLGVPDPYFMEVINSPDISKSFILALGAGVFTSIILLPVDLI

RTRLIVTSFKKKKNVKTDGKNMVTNTRSLRQLIRCWSWRKNGVSIPLDMWSLTILQSINNSFFNKL

FDLVIYNQFHIEKYSQTVMYNTMKFFSKSLELFIKLPLENLLRRCQLNYLLNDQRLSFKV

DSTELIVKPKKYNGIWDVIRNNSNTNRGQLWNGWKVGVISLICGYGLQMMNKVDINMEQEKF*

>47 YNL083w CHRXIV  X89016 

MLLKNCETDKQRDIRYACLFKELDVKGNGQVTLDNLISAF

EKNDHPLKGNDEAIKMLFTAMDVNKDSVVDLSDFKKYASN

AESQIWNGFQRIDLDHDGKIGINEINRYLSDLDNQSICNN

ELNHELSNEKVNKFSRFFEWAFPKRKANIALRGQASHKKN

TDNDRSKKTTDSDLYVTYDQWRDFLLLVPRKQGSRLHTAY

SYFYLFNEDVDLSSEGDVTLINDFI

RGFGFFIAGGISGVISRTCTAPFDRLKVFLIARTDLSSILLNSKTDLLAKNPNADINKISSPLAKAVKSLYRQGGIK 

AFYVGNGLNVIKVFPESSIKFGSFEVTKKIMTKLEGCRDTKDLSKFSTYIAGGLAGMAAQFSVYPIDTL

KFRVQCAPLDTKLKGNNLLFQTAKDMFREGGVRLFYRGVTVGIVGIFPYAALDLGTFSALKKWYI

AKQAKTLNLPQDQVTLSNLVVLPMGAFSGTVGASVVYPINLLRTRLQAQGTYAHPYVYNGFKD

VLLKTLEREGYQGLFKGLVPTLAKVCPAVSISYLCYENLKKFMNLE*

>60 YHR002w CHRVIII U10555 

MTRDSPDSNDSYKHINKNTTQKTSFDRNSFD

YIVRSGLAGGISGCSAKTLIAPLDRIKILFQTSNPHYTKYTGSLIGLVEAAKHIWINDGVR

GFFQGHSATLLRIFPYAAVKFVAYEQIRNTLIPSKEFESHWRRLVSGSLAGLCSVFITYPLDLV

RVRLAYETEHKRVKLGRIIKKIYKEPASATLIKNDYIPNWFCHWCNFYRGYVPTVLGMIPYAGVSFFAHDLLHDVLK

SPFFAPYSVLELSEDDELERVQKKQRRPLRTWAELISGGLAGMASQTAAYPFEIIRRRLQVSALSPKTMYDHKFQSIS

EIAHIIFKERGVRGFFVGLSIGYIKVTPMVACSFFVYERMKWNFGI*

>64 OAC1    CHRXI   Z28120 

MSSDNSKQDKQIEKTAAQKISK

FGSFVAGGLAACIAVTVTNPIELIKIRMQLQGEMSASAAKVYKNPIQGMAVIFKNEGIK

GLQKGLNAAYIYQIGLNGSRLGFYEPIRSSLNQLFFPDQEPHKVQSVGVNVFSGAASGIIGAVIGSPLFLV

KTRLQSYSEFIKIGEQTHYTGVWNGLVTIFKTEGVKGLFRGIDAAILRTGAGSSVQLPIYNTAKNIL

VKNDLMKDGPALHLTASTISGLGVAVVMNPWDVILTRIYNQKGDLYKGPI

DCLVKTVRIEGVTALYKGFAAQVFRIAPHTIMCLTFMEQTMKLVYSIESRVLGHN*

>69 DIC1    CHRXII  U19028 

MSTNAKESAGK

NIKYPWWYGGAAGIFATMVTHPLDLAKVRLQAAPMPKPTLFRMLESILANEGVV

GLYSGLSAAVLRQCTYTTVRFGAYDLLKENVIPREQLTNMAYLLPCSMFSGAIGGLAGNFADVV

NIRMQNDSALEAAKRRNYKNAIDGVYKIYRYEGGLKTLFTGWKPNMVRGILMTASQVVTYDVFKNYL

VTKLDFDASKNYTHLTASLLAGLVATTVCSPADVMKTRIMNGSGDHQPAL

KILADAVRKEGPSFMFRGWLPSFTRLGPFTMLIFFAIEQLKKHRVGMPKEDK*

>81 CRC1    CHRXV   X94335 

MSSDTSLSESSLLKEESGSLTKSRPPIKSNPVRE

RVVKDLLAGTAGGIAQVLVGQPFDTTKVRLQTSSTPTTAMEVVRKLLANEGPR

GFYKGVIPPLLGVTPIFAVSFWGYDVGKKLVTFNNKQGGSNELTMGQMAAAGFISAIPTTLVTAPTERV

KVVLQTSSKGSFIQAAKTIVKEGGIASLFKGSLATLARDGPGSALYFASYEISKNYL

NSRQPRQDAGKDEPVNILNVCLAGGIAGMSMWLAVFPIDTIKTKLQASSTRQNMLS

ATKEIYLQRGGIKGFFPGLGPALLRSFPANAATFLGVEMTHSLFKKYGI*

>84 ORT1    CHRXV   X90518 

MEDSKKKGLIE

GAILDIINGSIAGACGKVIEFPFDTVKVRLQTQASNVFPTTWSCIKFTYQNEGIAR

GFFQGIASPLVGACLENATLFVSYNQCSKFLEKHTNVFPLGQILISGGVAGSCASLVLTPVELV

KCKLQVANLQVASAKTKHTKVLPTIKAIITERGLAGLWQGQSGTFIRESFGGVAWFATYEIVKKSLK

DRHSLDDPKRDESKIWELLISGGSAGLAFNASIFPADTVKSVMQTEHISLT

NAVKKIFGKFGLKGFYRGLGITLFRAVPANAAVFYIFETLSAL*

>93 YPR021c CHRXVI  Z49274 

MEQINSNSRKKKQQLEVFKYFASVLTKEDKPISISNGMLD

MPTVNSSKLTAGNGKPDTEKLTGELILTYDDFIELISSSK

TIYSKFTDHSFNLNQIPKNVFGCIFFAIDEQNKGYLTLND

WFYFNNLLEYDNYHLIILYEFFRKFDVENLKAKQKKELGS

SSFNLKAADDRIKSINYGNRFLSFDDLLLNLNQFKDTIRL

LHESIDDNFVKDNKLLLDWNDFRFLKFYKCYHENEEYLSL

NSLVTILQNDLKNEKIFIGFDRLAQMDSQGHRLALSKNQL

TYLLRLFYSHRVSADIFSSLNLSNTELLKADNNSIPYNVF

KDIFYLFQNFDLLNQIFHKYVTENNLNEQDIREQIVTKND

FMTVLNAQYNKVNNIIEFSPSQINLLFSIVANSKENRRLR

KRNQDRDDELLNDHHYDSDIDFFIHNEYLHGVSRSRKNLE

SFNDYYHDLSDGFDQDSGVKKASKASTGLFESVFGGKKDK

ATMRSDLTIEDFMKILNPNYLNDLVHQMELQKNQNESLYINYYFYPIF

DSLYNFSLGSIAGCIGATVVYPIDFIKTRMQAQRSLAQYKNSIDCLLKIISREGIK

GLYSGLGPQLIGVAPEKAIKLTVNDFMRNRLTDKNGKLSLFPEIISGASAGACQVIFTNPLEIV

KIRLQVQSDYVGENIQQANETATQIVKKLGLRGLYNGVAACLMRDVPFSAIYFPTYAHLKKDL

FDFDPNDKTKRNRLKTWELLTAGAIAGMPAAFLTTPFDVIKTRLQIDPRKGETKYNGIF

HAIRTILKEESFRSFFKGGGARVLRSSPQFGFTLAAYELFKGFIPSPDNKLKSREGRKRFCIDDDAGNEE

TVVHSNGELPQQKFYSDDRKHANYYYKSCQIAKTFIDLDNNFSRFDSSVYKNFQEHLRSING*

>98 ODC2    CHRXV   X92441 

MSSDSNAKPL

PFIYQFISGAVAGISELTVMYPLDVVKTRFQLEVTTPTAAAVGKQVERYNGVIDCLKKIVKKEGFS

RLYRGISSPMLMEAPKRATKFACNDQYQKIFKNLFNTNETTQKISIAAGASAGMTEAAVIVPFELI

KIRMQDVKSSYLGPMDCLKKTIKNEGIMGLYKGIESTMWRNALWNGGYFGVIYQVRNSM

PVAKTKGQKTRNDLIAGAIGGTVGTMLNTPFDVVKSRIQSVDAVSSAVKKYNWCL

PSLLVIYREEGFRALYKGFVPKVCRLAPGGSLMLVVFTGMMNFFRDLKYGH*

>100 ODC1    CHRXVI  U43703 

MTSIDNRPL

PFIYQFTAGAIAGVSELLVMYPLDVVKTRMQLQTTPAVVAAKAAVDHYTGVMDCLTKIVKKEGFS

HLYKGITSPILMEAPKRAIKFSGNDTFQTFYKKIFPTPNGEMTQKIAIYSGASAGAVEAFVVAPFELV

KIRLQDVNSQFKTPIEVVKNSVVKGGVLSLFNGLEATIWRHVLWNAGYFGIIFQIRKLL

PAAKTSTEKTRNDLIAGAIGGTVGCLLNTPFDVVKSRIQRSSGPLRKYNWSL

PSVLLVYREEGFKALYKGFAPKVMRLAPGGGLLLVVFTNVMDFFREVKYGKKQ*

>109 YGR257c CHRVII  Z73042 

MSDRNTSNSL

STQITALSGAFAGFLSGVAVCPLDVAKTRLQAQGLQTRFENPYYRGIMGTLSTIVRDEGPR

SLWRGISLTLLMAIPANMVYFSGYEYIRDVSPIASTYPTLNPLFCGAIARVFAATSIAPLELV

KTKLQSIPRSSKSTKTWMMVKDLLNETRQEMKMVGPSRALFKGLEITLWRDVPFSAIYWSSYELCKERLW

LDSTRFASKDANWVHFINSFASGCISGMIAAICTHPFDVGKTRWQISMMNNSDPKGGNRSRNMF

KFLETIWRTEGLAALYTGLAARVIKIRPSCAIMISSYEISKKVFGNKLHQ*

>110 RIM2    CHRII   Z36061 

MPKKSIEEWEEDAIESVPYLASDEKGSNYKEATQIPLNLKQSEIENHPTV

KPWVHFVAGGIGGMAGAVVTCPFDLVKTRLQSDIFLKAYKSQAVNISKGSTRPKS

INYVIQAGTHFKETLGIIGNVYKQEGFR

SLFKGLGPNLVGVIPARSINFFTYGTTKDMYAKAFNNGQETPMIHLMAAATAGWATATATNPIWLI

KTRVQLDKAGKTSVRQYKNSWDCLKSVIRNEGFTGLYKGLSASYLGSVEGILQWLLYEQMKRLI

KERSIEKFGYQAEGTKSTSEKVKEWCQRSGSAGLAKFVASIATYPHEVVRTRLRQTPKENGKRKYTGLV

QSFKVIIKEEGLFSMYSGLTPHLMRTVPNSIIMFGTWEIVIRLLS*

>117 YIL006w CHRIX   Z38113 

MTQTDNPVPNCGLLPEQQYCSADHEEPLLLHEEQLIFPDHSSQLSSADIIEPIK

MNSSTESIIGTTLRKKWVPLS

STQITALSGAFAGFLSGVAVCPLDVAKTRLQAQGLQTRFENPYYRGIMGTLSTIVRDEGPR

GLYKGLVPIVLGYFPTWMIYFSVYEFSKKFFHGIFPQFDFVAQSCAAITAGAASTTLTNPIWVV

KTRLMLQSNLGEHPTHYKGTFDAFRKLFYQEGFKALYAGLVPSLLGLFHVAIHFPIYEDLKVRF

HCYSRENNTNSINLQRLIMASSVSKMIASAVTYPHEILRTRMQLKSDIPDSIQRRLF

PLIKATYAQEGLKGFYSGFTTNLVRTIPASAITLVSFEYFRNRLENISTMVI*

>118 YPR128c CHRXVI  U40829 

MLTLESALTGAVASAMANIAVYPLDLSKTIIQSQVSPSSSEDSNEGKVLPNRRYKNVVDCMINIFKEKGIL

GLYQGMTVTTVATFVQNFVYFFWYTFIRKSYMKHKLLGLQSLKNRDGPITPSTIEELVLGVAAASISQLFTSPMAVV

ATRQQTVHSAESAKFTNVIKDIYRENNGDITAFWKGLRTGLALTINPSITYASFQRLKEVF

FHDDHSNDAGSLSAVQNFILGVLSKMISTLVTQPLIVAKAMLQSAGSKFTTFQ

EALLYLYKNEGLKSLWKGVLPQLTKGVIVQGLLFAFRGELTKSLKRLIFLYSSFFLKHNGQRKLAST*

>121 YEL006w CHRV    U18530 

MNNGDNKTTLENSKNASLANGNYAIPTKLNRLKKNA

DPRVAAISGALSGALSAMLVCPFDVAKTRLQAQGLQNMTHQSQHYKGFFGTFATIFKDEGAA

GLYKGLQPTVLGYIPTLMIYFSVYDFCRKYSVDIFPHSPFLSNASSAITAGAISTVATNPIWVV

KTRLMLQTGIGKYSTHYKGTIDTFRKIIQQEGAKALYAGLVPALLGMLNVAIQFPLYENLKIRF

GYSESTDVSTDVTSSNFQKLILASMLSKMVASTVTYPHEILRTRMQLKSDLPNTVQRHLL

PLIKITYRQEGFAGFYSGFATNLVRTVPAAVVTLVSFEYSKKYLTTFFQ*

>122 FLX1    CHRIX   L41168 

MVDHQWT

PLQKEVISGLSAGSVTTLVVHPLDLLKVRLQLSATSAQKAHYGPFMVIKEIIRSSANSGRSVTN

ELYRGLSINLFGNAIAWGVYFGLYGVTKELIYKSVAKPGETQLKGVGND

HKMNSLIYLSAGASSGLMTAILTNPIWVI

KTRIMSTSKGAQGAYTSMYNGVQQLLRTDGFQGLWKGLVPALFGVSQGALYFAVYDTLKQRK

LRRKRENGLDIHLTNLETIEITSLGKMVSVTLVYPFQLLKSNLQSFRANEQKFRLF

PLIKLIIANDGFVGLYKGLSANLVRAIPSTCITFCVYENLKHRL*

>127 MRS3    CHRX    Z49408 

MVENSSSNNSTRPIPAIPMDLPDYEALPTHA

PLYHQLIAGAFAGIMEHSVMFPIDALKTRIQSANAKSLSATGMLSQISHISTSEGTL

ALWKGVQSVILGAGPAHAVYFGTYEFCKKNLIDSSDTQTHHPFKTAISGACATTASDALMNPFDTI

KQRIQLNTSASVWQTTKQIYQSEGLAAFYYSYPTTLVMNIPFAAFNFVIYESSTKFLN

PSNEYNPLIHCLCGSISGSTCAAITTPLDCIKTVLQIRGSQTVSLEIMRKADTFS

KAASAIYQVYGWKGFWRGWKPRIVANMPATAISWTAYECAKHFLMTY*

>128 MRS4    CHRXI   Z28277 

MNTSELSIAEEIDYEALPSHA

PLHSQLLAGAFAGIMEHSLMFPIDALKTRVQAAGLNKAASTGMISQISKISTMEGSM

ALWKGVQSVILGAGPAHAVYFGTYEFCKARLISPEDMQTHQPMKTALSGTIATIAADALMNPFDTV

KQRLQLDTNLRVWNVTKQIYQNEGFAAFYYSYPTTLAMNIPFAAFNFMIYESASKFFN

PQNSYNPLIHCLCGGISGATCAALTTPLDCIKTVLQVRGSETVSIEIMKDANTFG

RASRAILEVHGWKGFWRGLKPRIVANIPATAISWTAYECAKHFLMKN*

>139 PET8    CHRXIV  U02536 

MNTFFLSLLSGAAAGTSTDLVFFPIDTIKTRLQAKGGFFANGGYK

GIYRGLGSAVVASAPGASLFFISYDYMKVKSRPYISKLYSQGSEQLIDTTTHMLSSSIGEICACLVRVPAEVV

KQRTQVHSTNSSWQTLQSILRNDNKEGLRKNLYRGWSTTIMREIPFTCIQFPLYEYLKKTWA

KANGQSQVEPWKGAICGSIAGGIAAATTTPLDFLKTRLMLNKTTASLG

SVIIRIYREEGPAVFFSGVGPRTMWISAGGAIFLGMYETVHSLLSKSFPTAGEMRA*

>142 YMR166c CHRXIII Z49700 

MNSWNLSSSIPIIHTPHDHPPTSEGTPDQPNNNRKDDKLHKKRGDSDEDLS

PIWHCVVSGGIGGKIGDSAMHSLDTVKTRQQGAPNVKKYRNMISAYRTIWLEEGVRR

GLYGGYMAAMLGSFPSAAIFFGTYEYTKRTMIEDWQINDTITHLSAGFLGDFISSFVYVPSEVL

KTRLQLQGRFNNPFFQSGYNYSNLRNAIKTVIKEEGFRSLFFGYKATLARDLPFSALQFAFYEKFRQLA

FKIEQKDGRDGELSIPNEILTGACAGGLAGIITTPMDVVKTRVQTQQPPSQSNKSYSVTHPHV

TNGRPAALSNSISLSLRTVYQSEGVLGFFSGVGPRFVWTSVQSSIMLLLYQMTLRGLSNAFPTD*

>143 YMC1    CHRXVI  Z49219 

MSEEFPSPQLIDDLEEHPQHDNA

RVVKDLLAGTAGGIAQVLVGQPFDTTKVRLQTSSTPTTAMEVVRKLLANEGPR

GFYKGTLTPLIGVGACVSLQFGVNQAMKRFFHHRNADMSSTLSLPQYYACGVTGGIVNSFLASPIEHV

RIRLQTQTGSGTNAEFKGPLECIKKLRHNKALLRGLTPTILREGHGCGTYFLVYEALIANQM

NKRRGLERKDIPAWKLCIFGALSGTALWLMVYPLDVIKSVMQTDNLQKPKFGNSIS

SVAKTLYANGGIGAFFKGFGPTMLRAAPANGATFATFELAMRLLG*

>144 YMC2    CHRII   X78993 

MSEEFPTPQLLDELEDQQKVTTPNEKRELSSN

RVLKDIFAGTIGGIAQVLVGQPFDTTKVRLQTATTRTTTLEVLRNLVKNEGVF

AFYKGALTPLLGVGICVSVQFGVNEAMKRFFQNYNAS KNPNMSSQDVDLSRSNTLPLSQYYVCGLTGGVVNSFLASPIEQI

RIRLQTQTSNGGDREFKGPWDCIKKLKAQGGLMRGLFPTMIRAGHGLGTYFLVYEALVAREI

GTGLTRNEIPPWKLCLFGAFSGTMLWLTVYPLDVVKSIIQNDDLRKPKYKNSIS

YVAKTIYAKEGIRAFFKGFGPTMVRSAPVNGATFLTFELVMRFLGEE*

>146 YHM2    CHRXIII Z48756 

MPSTTNTAAANVIEKKPV

SFSNILLGACLNLSEVTTLGQPLEVVKTTMAANRNFTPLESVKHVWSRGGIL

GYYQGLIPWAWIEASTKGAVLLFVSAEAEYRFKSLGLNNFASGILGGVTGGVTQAYLTMGFCTCMKTVEIT

RHKSASAGGVPQSSWSVFKNIYKKEGIRGINKGVNAVAIRQMTNWGSRFGLSRLVEDGI

RKITGKTNKDDKLNPFEKIGASALGGGLSAWNQPIEVIRVEMQSKKEDPNRPKNLTVG

KTFKYIYQSNGLKGLYRGVTPRIGLGIWQTVFMVGFGDMAKEFVARMTGETPVAKH*

>157 CTP1    CHRII   U17503 

MSSKATKSDV

DPLHSFLAGSLAGAAEACITYPFEFAKTRLQLIDKASKASRNPLVLIYKTAKTQGIG

SIYVGCPAFIIGNTAKAGIRFLGFDTIKDMLRDSETGELSGTRGVIAGLGAGLLESVAAVTPFEAI

KTALIDDKQSATPKYHNNGRGVVRNYSSLVRDKGFSGLYRGVLPVSMRQAANQAVRLGCYNKIKTLIQ

DYTDSPKDKPLSSGLTFLVGAFSGIVTVYSTMPLDTVKTRMQSLDSTKYSSTM

NCFATIFKEEGLKTFWKGATPRLGRLVLSGGIVFTIYEKVLVMLA*

>158 SFC1    CHRX    Z25485 

MSQKKKAS

HPAINLMAGGTAGLFEALCCHPLDTIKVRMQIYRRVAGIEHVKPPGFIKTGRTIYQKEGFL

ALYKGLGAVVIGIIPKMAIRFSSYEFYRTLLVNKESGIVSTGNTFVAGVGAGITEAVLVVNPMEVV

KITLQAQHLTPSEPNASPKYNNAIHAAYTIVKEEGVSALYRGVSLTAARQATNQGANFTVYSKLKEFL

QNYHQMDVLPSWETSCIGLISGAIGPFSNAPLDTIKTRLQKDKSISLEKQSGMKKII

TIGAQLLKEEGFRALYKGITPRVMRVAPGQAVTFTVYEVREHLENLGIFKKNDTPKPKPLK*

>159 YFR045w CHRVI   D44597 

MLFYRSLFSRLQNS

DLYKQITAGSVAAVFQTTMTYPFEYLKTGLQLQPKGTFEIILPQIK

SYFVGCSALNVAAFGKTILRFVTFDKLCHSLNNNIDNNDNFQRLTGYNLLIAGTLTGIVESLFIIPFENI

KTTLIQSAMIDHKKLEKNQPVVNAK

ATFHKVATKSTPVARIEKLLPAVKHMYQTRGPAAFVQGTTATIFRQIANTSIQFTAYT

AFKRLLQARNDKASSVITGLATSFTLVAMTQPIDVVKTRMMSQNAKTEYKNTL

NCMYRIFVQEGMATFWKGSIFRFMKVGISGGLTFTVYEQVSLLLGFSSRS*

>160 YHM1    CHRIV   Z74246 

MPHTDKKQ

SGLARLLGSASAGIMEIAVFHPVDTISKRLMSNHTKITSGQELNRVIFRDHFSEPLGKRLFTLFPG

LGYAASYKVLQRVYKYGGQPFANEFLNKHYKKDFDNLFGEKTGKAMRSAAAGSLIGIGEIVLLPLDVL

KIKRQTNPESFKGRGFIKILRDEGLFNLYRGWGWTAARNAPGSFALFGGNAFAKEYIL

GLKDYSQATWSQNFISSIVGACSSLIVSAPLDVIKTRIQNRNFDNPESGL

RIVKNTLKNEGVTAFFKGLTPKLLTTGPKLVFSFALAQSLIPRFDNLLSK*

>174 YER053c CHRV    U18796 

MESNKQPRKIQLYTKE

FYATCTLGGIIACGPTHSSITPLDLVKCRLQVNPKLYTSNLQGFRKIIANEGWK

KVYTGFGATFVGYSLQGAGKYGGYEYFKHLYSSWLSPGVTVYLMASATAEFLADIMLCPFEAI

KVKQQTTMPPFCNNVVDGWKKMYAESGGMKAFYKGIVPLWCRQIPYTMCKFTSFEKIVQKIY

SVLPKKKEEMNALQQISVSFVGGYLAGILCAAVSHPADVMVSKINSERKANESMSV

ASKRIYQKIGFTGLWNGLMVRIVMIGTLTSFQWLIYDSFKAYVGLPTTG*

>175 MIR1    CHRX    M54879 

MSVSAAPAIPQYSVS

DYMKFALAGAIGCGSTHSSMVPIDVVKTRIQLEPTVYNKGMVGSFKGIIAGEGAG

ALLTGFGPTLLGYSIQGAFKFGGYEVFKKFFIDNLGYDTASRYKNSVYMGSAAMAEFLADIALCPLEAT

RIRLVSQPQFANGLVGGFSRILKEEGIGSFYSGFTPILFKQIPYNIAKFLYFERASEFYY

GFAGPKEKLSSTSTTLLNLLSGLTAGLAAAIVSQPADTLLSKVNKTKKAPGQSTV

GLLAQLAKQLGFFGSFAGLPTRLVMVGTLTSLQFGIYGSLKSTLGCPPTIEIGGGGH*

>200 YGR096w CHRVII  Z72881 

MFKEEDSLRKGQNV

YIVRSGLAGGISGCSAKTLIAPLDRIKILFQTSNPHYTKYTGSLIGLVEAAKHIWINDGVR

SFWKGNIPGSLLYVTYGSAQFSSYSLFNRYLTPFGLEARLHSLVVGAFAGITSSIVSYPFDVL

RTRLVANNQMHSMSITREVRDIWKLEGLPGFFKGSIASMTTITLTASIMFGTYETIRIYCD

ENEKTTAAHKKWELATLNHSAGTIGGVIAKIITFPLETIRRRMQFMNSKHLEKGSYKGYGFA

RIGLQILKQEGVSSLYRGILVALSKTIPTTFVSFWGYETAIHYLRMY*

>201 YDL119c CHRIV   Z74167 

MTEQATKP

RNSSHLIGGFFGGLTSAVALQPLDLLKTRIQQDKKATLWKNLKEIDSPL

QLWRGTLPSALRTSIGSALYLSCLNLMRSSLAKRRNAVPSLTNDSNIVYNKSS

LPRLTMYENLLTGAFARGLVGYITMPITVI

KVRYESTLYNYSSLKEAITHIYTKEGLFGFFRGFGATCLRDAPYAGLYVLLYEKSKQLLP

MVLPSRFIHYNPEGGFTTYTSTTVNTTSAVLSASLATTVTAPFDTIKTRMQLEPSKFTNSF

NTFTSIVKNENVLKLFSGLSMRLARKAFSAGIAWGIYEELVKRFM*

