Online Supporting Information S1. The benchmark dataset S®™" includes 504
proteins, classified into 252 secretory proteins of malaria parasite and 252

non-secretory proteins. See the text of the paper for further explanation.

(1) S*:252 secretory proteins of malaria parasite

>PFEQO65w, 337 bases, D1F677AA checksum.
MCSAARAFDFFTDLADEPTQLODAVPETTEKLAEVVSDAATNVTDAVSDTASGIGSLV
GEAASSLGNLVGEAASGIGNIVGGAASGIGNIVGGAASGIGSLVGDAASGLGNLVGDA
AEALATTELKDVIPENTESTTDLVPSEVSPPVDDYLDDDGEFSSFREFLESTPCWQRRM
AQEALLNEYEVESPAESMSPILRVQFFADFAKQAVHVAKONYLYVVIFLFFVINILLF
INFYNLGKRKGYYLAKKQKKEQMLEQNPEQNPEQNAQONAQONAQONAQONAQONAQQ
NAQONTQONTQOKTQONPQONAQONTQONTQQQOSTTKSTTKTVARET

>PF14 0142 |serine/threonine, 304 bases, DD282E30 checksum.
MALEIDIDNVISKLIEVRGTRPGKNVNLTENEIKILCLSSREIFLNQPILLELEAPIK
ICGDIHGQFYDLLRLFEYGGFPPDANYLFLGDYVDRGKQSLETICLLLAYKIKYPENF
FLLRGNHECASINRIYGFYDECKRRYSVKLWKTFIDCFNCLPVAATIIDEKIFCMHGGL
SPELNNMEQIRKITRPTDVPDNGLLCDLLWSDPEKEINGWGENDRGVSFTFGQDVVHN
FLRKHELDLICRAHQVVEDGYEFFAKRQLVTLESAPNYCGEFDNAGAMMSVDETLMCS
FQILKPVEKKKAAN

>PF11 0014, 218 bases, B689E139 checksum.
MEKKNNNKIKNGVENGTYKSSYHNGGIQFRMLAQNNTNKKSNGNTLTNILLKDKGEKG
GKKKNPDDQISDLVNLVDNMNITQEKKNEIKNLTLKYMNSDDIKEKNKSINELKKYSN
NEECKEHMDNYLMYLRMONDIKCLKREKNEFWNNIWINSINFFVIIIMIACVVVGLIEAS
SISYPLCIFPVEFMLYMLVREFFPDMKMGEFKKIKETCTNEFFQKKKK

>PFI1820w, 1315 bases, BE84B9BB checksum.
MAPKNGSRNGKLLSLRDVLENIGSGIKDKRKNQSKYTDKLKGILTKAKEFVDGLSSRYG
YVRDSDGISCNLSHKFHTNITIEAARDPCYGREQNRFDENVESYCNNDKIRGSGKIFD
GRVCVPPRRQHICDHNLEYLNNNNTDDTDDLLGNVLVTAKYEGQSIVNNHPHKETSDV
CTALARSFADIGDIVRGIDMFKPNDQDEVWNGLRSVFKKIHDNLSSEVKNAYPDDGSG
NYFKLREDWWTANRDQVWKAMTCVAPENAYFRKTEADGIGISSLILPYSKCGRDTDPP
VVDYIPQRLRWMSEWSEYFCNVLNKEIDEMNNQCKDCEMSRRCNDDSEGGKCKKCKEQ
CQIFKELVSKWKNQFDKQSMKYMELYNKASTNITKONSSAPERGYRRNHRRRGYDDDT
NVQLFLKKVIENNECKVESLGKYLDKTSHCGNYNENYDNTPGSNRSNAFEITPEKFKK
ACKCKIPNPLEKCPNEENKNVCTREFDKVYSCTSLSFKNDLSEWNNSGVKNKENDNNGV
LVPPRRRNLCINLFSKKDYKMKDENDFKEDLLNAAFSQGKLLGKKYSNYSNEAYEAMK
FSYADYSDIVKGTDMMNDLKKLNKELNTLLKETEKGDI SVDRKTWWDDNKNVVWNAML
CGYKTENENQQLNSSWCNVPDDDYIDQFLRWLTEWAQQYCKEKLIKAHIINTKCKDIV
EGRKHKSMVDITDVECKRLFIDYEEWFRYRYNOQWKGLSEKYIKIKKSKNSGVNIPSEE
CAASYVTKHCNGCICNLRDMEDIHKNINNONELMKEMINIIKFDTDQYRTQLONISNS
MEINPKSVKTAVDTTKDIVSYGLAGTMGVAAIGLQAGDFLGKKIQDLYNEFMKPVEKK
LDTSSKNLNIYEDPNIMVPAGIGVALTLGLLLFKMRRKAKRQVDMIRILOMSONEYGI
PTTKSPNKYVPYGSQRYKGKTYLYVEGDTDEEKYMFMSDTTDITSSESEYEEMDINDT
YVPGSPKYKTLIEVVLEPSKRDTONDIPSDNTPSYKLTDEEWNQLKDDFISQYLPNTE
PNNNYRSGNSPTNTNNTTTSHDNMGEKPFIMSIHDRNLYTGEEISYNINMSTNTMDDP
KYVSNNVYSGIDLINDSLNSGNQPIDIYDEVLKRKENELFGTNHVKQTSIHSVAKNTY
SDDAITNKINLFHKWLDRHRDMCEKWENHHERLAKLKEKWENDNDGGNVPSGNHVLNT
DVSIEIDMDNPKPINQFSNMDINVDTPTMDNMEDDIYYDVNDNDDDNDQPSVYDIPMD
HNKVDVDVPKKVHIEMKILNNTSNGSLEQQFPISDVWNI

>PFI1830c, 2264 bases, C8CE2A8E checksum.



MALGRPGGEDKYKNAKDAKHLLDSIGEEVYKEIVEKDDAEKYKEALKGKLSQASIWRE
TVSSLKTCDIIKYEGHKLLAARGDPCKKDTNGNDVDRFSVKEQAEYDNKKMKCSNGSN
GSNGKNEGACASFRRLNLCKKNMEKIPTSSTKHDLLADVCMAANYEAQSLIRDHPKYK
LKYSDSQLCTELARSFADIGDIVRGRDLYLGNPQEKGKRDELDKKLKDIFKQIHDDVT
TNGKNKDALKTRYNDDAKGGHFYQLREDWWIANRHTVWEAITCDDDDKLGGYSYFRAT
CGSGNNATLARDKCTCNNGDVPTYFDYVPQYLRWFEEWAEDFCRKKKKYVDIVKTYCR
GKDKNSEERYCSRNGFDCEKTKRAIGKLRYGKQCISCLYACNPYVEWIDNQRKQFLKQ
KOKYINVINGAPVSRROKRDARNENYDGYESKFYKILKIDYQONVEDFLKKLSNEEICT
KVODTEGGKINFENVNSGASGTNVESQGTFYRSKYCQPCPHCGVKMKDGKWETKGEDD
KCNIKLYRPKGGKDGTPIKILKSGEKQKEIETKLKAFCKTONGGGGSDDCGGNSDSSL
CEPWQCYQPEELTKDDQGEEDVDDLEYENEVINAGGLCILKKKKEKKTDNDPDEIQKT
YNDFFNFWVAHMLKDSIYWKKKLORCLONGNRIKCGNQOCNNDCECFQKWIKQKKDEW
DRIKQQFRKQDFRKQGENIAGGMLGKEIESPDFVLOQEVLKLEFYKEKSEDGSAQDTEN
SLDEEEAEELKYIREITEKKNQEPAGANGQKTIMDKLIDYEKDEAKKCKDCQETQPQP
PGGDGVAKIGQPRSEVQPEEEEEEEEEEEEEDKEDDDDLDRKDAEDQEAEVETAKEGD
VVTTKETTVEDPKVCDIVKTALENRENLQDACNLKYVKGKNYGWKCVPTTSGGDNNTP
GETTGSESERAEPTRAKRAAPSSPSGKDTGSVCVPPRRRKLYIHDLQSLIGKDSTTPT
QEDLLKWFIETAAIETFFLWHRYKKIKEKEIEEKRKRENGELPFLARSTSVEMKALSG
AGGGPELTGSGSDDPNDPNNIYSGKIPPPFLROMEYTLADYKDILEFGDKGEKNGYSDIT
INGDKEMAQKEQNIKTAIESVFKPSGSSPPAPGKKNPVQTPKDWWTKYGPSIWEGMVC
ALTYKENSSGGEGKTIEKVKTADDKDLEFDTLKGKYSDYEKVKLEDTSGAKPKDPKASP
SGEKTTLVDFISRPPYFRYLEEWGONFCKKRTEMLGKIKEECRGDRGGHQYCSGDGHD
CTREDIKHNDMFSNLDCRPCYKQCRKYRKWIDIKFEEFRKQEKKYEEEHGKVITSSNN
ADDKNIYEKLKDYTSAANFLEALKHCKDGQTGGEKKSNDQDNKINFNDPKTTFGPLEY
CKTCPPNKVNCNGRRRTNPCTPDNGKGNKWIEVFDKIPKNNGKTTTIDVHMIDRRGPF
IKEYLKNSEKSFKDSYLFKSLRTEEWECREFNKEKKMDVCKLNKFDANIDLNEYTTFEFKV
LIVYWLEDFLYSYYILKKKIELCTONKEQTCSEGNSKNGCVCVKKWVEKKKKEWDQIK
KHEFNNREQKEGDDDMKSSVKMFLEDLOQHLTELNKIMKPCTELYHFLKSLGCTETDSSE
NSKEDAIDCMLKKLEKKTESCSDEHSDQTHQTSCDSPPLVEDEDDTLHEEIEVKMPET
CKNVVDTKKENDETGETCTSEDTITKETVETDSTDGPKQEEERIAPSAGDDGATRGPQ
EPSPKADSGDDNPETPQPKPPSNVFDNPHVKTALMSSTIMWSIGIGFAAFTYFYLKKK
TKSTIDLLRVINIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDH
YSDITSSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGNNTTASGNNTT
ASGNNTTASDTONDIQNDGIPSSKITDNEWNTLKHDFISNMLQSEQPNDIPNDYTSGT
IPTNTNITTTSRHNVDNNTNTTMSRDNMEEKPFITSIHDRDLYTGEEYNYDMSTNSGN
NDLYNGKNNLYSGONNVYSGIDPTSDNRGLTSGKHDSYSGIDLINDALSGNQPIDIYD
ELLKRKENELFGTNHTKKNTSTNSVAKNTNSDPIHNQLELFHKWLDRHRHMCEKWENH
HERLAKLKEEWENETHSGNTHTSDSNKTLNTDVSIQIHMDNPKPINQFTNMDTILEDL
EKYKEPYYDVQDDIYYDVNDHDASVVDSNAVDVPSKVQIEMDINTKLVKEKYPITDVW
DI

>PF10 0001, 2241 bases, 319C507C checksum.
MAAQSSGGGGGCGEEDKDAKYMFDRIGKEVHDEVKNAANVEFKDYLKGNLTISTIFGEE
TVAFTDPCELIKEKRDELLAARGDPCGKGKEHRFSKERGAECDDNKIEGNVRSKGKGG
KSAGACAPYRRLSLCNKNFPNMNSKDSLKAKNDLLVDVCYAAKYEAESLIPYHDQYKL
TYGDSQICTVLARSFADIGDIVRGKDLFLGHNQRKKKLEERLEQMFKNITHSNAAKLS
VLSSKEIREYWWALNRDQVWKALTCDEENKLGGNAYFHATCSERNGGCSQAHEKCRCP
MTSDGKPNDQVPTYEFDYVPQYLRWEFEEWAEDFCRKKKIYVDIVKKYCRGERDGEKYCS
LNGCDCTKTVRARGKLRYGNRCTDCLFACHRYENWIDNQRKQFLKQRNKYTEEINGTS
TSSRTRRSARGGSDHKGYEKIFYEKLEGEYRTVDGFLELLNKEKACQEVKDSEGGKIN
FSEKHSGNSNDETKGTEYRSEYCQPCPYCGVRKTKGNQWENKSKNDQCNIKLYRPNPG
ESGTPIEILKSGEGETEIENKLNAFCAQTKNGSVVGGGSGGGNSDSKELYDEWQCYEF



KOLTTDGQEDDDDEDYDKDVRTGGGLCILEKKKEEGEAKSONEPDEIQKTYNDEFEFYYW
VAHMLKDSTHWRTKKLDKCINNTNKSKACKNSNKCNNDCGCFQKWVDQKKEKEWDAIK
OOFRKQKDIGDETNCDPIVTLEGVLOQIEFLKGDSEDSSEEKSENSLDAKEIQHLRQOML
KOAGVAIGLDAFVALRGRCTEGGADSONKTTIDKLLDEEAKEAKDCQSKHKDPCPKPQ
DGVAGRSAEHPEEQEEEEEDDDEEIEEKSEENDEESEKTVEDKETEAENVAEVPPTTQ
DNAEKPCDIVAELFKKPDTLKQACPTKYGSKAPTSWKCIPTKPNSDSSTTGGGSDTGV
PTTKSGATGKSGGSDTGSVCIPPRRRKLYVGELTKWAESKQVAQAQTTDTQTQVDAAS
TSTSQTSLLRDAFIQSAAVETFFLWHRYKKEWELRQKEAEQGQSGLPGIGVPGAGIPV
VPGAGIPGVVGANGLSQPVLGVDNDNPQTSLONGTIPTDFLROMFYTLGDYRDILFSG
SNDTTSGSKDTSSGSNDNLKHIVLNAGGDQKSKDEMQTIQTATISSYFSNSGKPSTSVT
PVTQPSGTTPQALWSKYAESIWNGMVCALTYRDSGDKGGKPQKVEAANGKLEFQQLKDK
YGEYDKVKLEEEDSENQAKGSSSQHPENPSTTSENKPTHLTDFISRPPYFRYLEEWGQ
NEFCKKRTEMLGKIKDNCTEDGGKTKKCSGDGHDCTDGKRRYNNMEDDLDCRPCYEQCR
KYRKWIDIKFVEYONQKNKYGEEHEKLKTNSNGDNNCCTEIKEKTSAADFLKALKHCK
DGQTGGEKNKTHFENPETTFGPLDYCKTCPPNKVSCNVIRGRSGGRNGCNVKDNEDKW
KEVFDGISGNGGKSSTIEVEMIDRRGPYMKEYMKENSKNPFKTSRLFKGIRKEQWECK
VTNDDMHICKLDQFKENINLNPYTTFKVLLHYWLEDFLYGYYISKKKIEKCTQKEKNA
CDEETKKNCVCVKTWVEQKKKEWKEIKKHFKNREQKYGQGNDIKSKVKMFLETLIPLM
DLVNNKGKHESLDAFLKSYECKCAESSGKKGGKENNIVLCLLDMLEKKATPCLSSTSD
SSETPCENTPTTLDDDDPLEEENPVIHPQICGDIPTTKETVDEDACKRAEEPPKEPAP
TGPKKPAPTAGGEEDQTEKDTEVNPLAPAPADETFDPTILQTTIPLGIALALGSIAFL
FLKKKTKASVGNLFQILQIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTD
SGYTDHYSDITSSSESEYEEFDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGNNTTA
SGNNTTASGNNTTASGNNTTASDTONDIQNDGIPSSKITDNEWNTLKDEFISQYLQSE
QOPKDVPNDYKSGNSSTNTNITTTSRDNMEEKPFIMSIHDRDLYSGEEYSYNVNMSTNS
MDDPKYVSNNVYSGIDLINDSLNSNNVDIYDEVLKRKENELFGTNHVKQTSIHSVAKL
TNSDPIHNQLELFHTWLDRHRDMCEKWNNKEEVLDKLKEEWENDTSTSGNTHPSDSNK
TLNTDVSIQIHMDNPKPINQFNNMDTILEDLDKPFNEPYYYDMYDDDIYYDVNDDNDT
STVDSNNMDVPSKVQIEMDVNTKLVKEKYPISDVWDI

>PF10 0406, 2215 bases, 274CBE87 checksum.
MVRTLDPEEELRGIEDTTAKHALDKIGEKIYEKAKKNAEQYRSQLHGRLSDARFEKAP
KEQQOTPSGPCGLNHEYHTNATNGKSYPCRTGKEERFSQVHGGECDKNKISGNKDDEGA
CAPYRRLNLCVRNLENISNYGKINNDTLLADVCLAALHEGAAISSDHGKYQETNNDVN
ANTICTMLARSFADIGDIIRGKDLYRGVNGNDKLEKNLKKIFGIIYEGLTKANGKKGQK
PAKDHYGDDENYYKLREDWWNNNRLMVWYATITCGAPKEAQYFRKTCGSGERTKDNCRC
ATHGVPTYFDYVPQYLRWFEEWAEEFCRLRKHKLONATKNCRGENNEKYCDLNGYDCE
KTIRGKKKLFEGADCKKCTVTCDNEFVPWIKNQKOQEFDKOKNKYAEETIKKAKADEETSS
RNINNIYEKDFYERLKTHYGSVNEFLKKLNEERICKDEPKVKEEKADAVDFTKDETNG
TFYRTTYCEACPWCGAEKVNGONGKGGKWEPKNEACSQEEERIFDEQNITEIPVLTPE
EGOSGILKKYSKFCKNGATGEKSKNGNQIETWKCYYDENENKKDGNGAINFCVLONDK
IGKKEEKSMHYHPFFWKWVTEMLIDSMYWRKELKSCINNKRGKCKNKKCNNDCKCYES
WVQOKENEWKLILQHFKKQGGESIFGNDYNYALKALLDVKEILTNIKDTYGNVKELEG
INNMLEKENENNEQEASGGNNSQKKNTIDLMIDHEQKEAQNCKENNPDKCENTPGVRS
QTPPANQDDVHDDVHDDLHDNEITRRDLNIKVDPQEVHHEEEVVEEEPEATKAVKEDT
DGEGGSPKEDEEAAKRPSQEDPKVCETVDKALTETNLKDACPTKYGKNAPVSWKCIPT
SGSGVTATGGGSGEPKGRHRREANPAKASDSNQGAICVPPRRRRLYIQKLHDWATAVS
POASGDKATQAAEPQASDKAAQVTEASASSSSSESNSVQTTPASTSSPSNSRDVDLVK
AFVESAAVETFFLWDRYKKENTKRQGGGAGGLGGVPGVELPELPVSNSVEKTPQTQLA
SGDIPTPFLROMEYTLGDYRDILVRGGNTSDSGNTNGSNNNNIVLLASENKQEMENIQ
EQLKVFFSNSGNQSSTVGRNPSQSRVTPASLWGDFAQYIWNGMICALTYEEKTSGSDD
KGVKIEQNEGLKEALLEDKTNEPKKPQYQYKTVELKEENSDTQPITPGSSSPSGGDPI



NNPKLTQFVERPPYFRYLHEWGONFCKKRKGMLENIKKECMKDSNSGSTGKKVQKCSC
YGEHCDDQLKDDPSIFPSLNCPSCGRHCSEFYRKKWIKKKRTEFEKQSNAYEQQOKTKYQOR
ETKGAENTDHDNGFYTRLONLPDAAAFLOKLGSCSKKVSEKDNEKIFEDTEQTFKDAD
NCKPCSQFKINCKSGDGHCDNNKGNHCQSKSSIEAKHIKKEGGLAEDIDMLVSDNGTT
GFYDLSICISSGIFKGIRKDIWECGNVCGYNVCKPKNVNGETFEGQANGKNQIIFIRA
LFKIWLEYFLKDYNKINAKISYCKENGGTNICIKNCADKWIKLKKEEWGKIKEHYLEK
KHEDGDNDMTSLVTNFLRDVQPOQTDVNKAIEPCKGLENFEKSCGLHGDANEQNKNGYQ
DAIDCLLDKLRKEATSCPGKTSDKTQAKCQESTPPDDDESLEEEENTVGKQQPSFCPK
PPEPKPEDEGGCETAQTTPKEPTADGGEGTENQPPVIKPEKEDTKSKDIQPQPPTAPP
EEKNNLPOQPSHPLPSDNTSDILKTTIPFGIALALTSIVFLYLKVIYIVVYMYIYIYLW
MYMYVWKKTKSTIDLLRVINIPKSDYDIPTKRSPNRYIPYTSGKYRGKRYIYLEGDSG
TDSGYTDHYSDITSSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSGNNTTASDTPS
DTONDIQNDGIPSSKITDNEWNTLKDEFISQYLQOSEQPKDVPNDYSSGDIPEFNTQPNT
LYFDKPDEKPFITSIHDRNLYSGEEYSYNVHMVNTMDDIPKYVSNNVYSGIDLINDTL
SGNKNIDIYDEVLKRKENELEFGTNHVKQTSIHSVAKLTNSDPIHNQLELFHKWLDRHR
DMCEKWENHHERLAKLKEEWENETHSGNIHPSDSNKTLNTDVSIQIHMDNPKPINQFT
NMDTILEDLDKYNEPYYDVQODDIYYDVNDHDASTVDSNTMDIPSKVQIEMDVNTKLVK
EKYPIADVWDI

>PF11 0007, 2182 bases, 8B10CD8D checksum.
MEPHGGSGGGGDVIDHQSAKHLLDSIGKIVHDQVEKEAADYRSSLOGRLKDATYSKKP
DNQEKPSDPCELKHEYRTNATNGTSYPCRAGKEEREFSDTLGGQCTDQQIEGNDRNNGG
ACAPYRRLHLCNKNMVKMDTNNDDSSKAKHNLLLDVCMAAKYEGYSINTHYPKHQEKY
KDTGTASQLCTVLARSFADIGDIVRGRDLFRGNKKKSENKREKEKLEENFKKYFQQTIH
EDVTSTSGKNRKALRDRYHKDGPDYYQLREDWWNNNRKMVWIAMTCEAGGSQYFRRTC
SNGISETNNKCRCTIETVPTYFDYVPQYLRWFEEWAEDFCRKKKHKLKDAIDKCRGQY
ODADRYCDLNGYDCEKTKRGINMYRWDHKCTGCFLSCSHFRTWIDNQKEQFHKQKKIY
DKEITRGGSDHKGYEKKEFYGKLKGTDYKDVGKFLEKLSDEDVCTKFREDEGI IDEFKNV
NSSSGSGGGEGSNKTEFSHTEYCQACPLCGVEKESNGGGGNTKWKRKEDMDKCPPINLY
KPIDDKGGITINFLYSGDEPTEIGKKLNAFCLTHSGNSVVSSSSARGNGASRDKNGGS
DSODLYQKWTCYEIDELEKDEKEDGVDDPQYEKDVKTGGGLCILEKTNGKEKVNKQKT
SHEMQKTENPEFEFYYWVVHMLKDSTHWRTKKLDKCINNSNESKACKNNKKCNKECECFQ
RWITOKQOEWEQIKKHFRKOKNIDNVGGFFKLSHDDVLOOVLDKDLLLKSLOQEAYGKP
EDIKHIKDLLEKEAAAVAVVLGGKDNTTIDKLLNHEDKDAKDCLKKQEECKEQERGGV
ARSGTGPRPPSAGDTVHEVEEKEEEEQEEEEEDEGDDGDGDGKGDVDQDNTVDVGAKE
APKVVEGPTTTONEVNPCQIVDNLEFSNPEQFKDACGLKYGPKAPTSWKCVTPSGKPGE
APSGDSTATGSSGSICVPPRRRRLYVTPLTRLAGDNTAASVSPQVRGETPLASTSAST
PSGSHRDPLLAAFVESAATETFFLWDRYKKEWEAQKKAEQEQSGLLLGESSEALGMTA
ITSGAGAPKTPLTQQPVASSDDPOQSKLOQKSGDIPPPFLROMFYTIADYKDILYSGSND
DNTKSSTYNDILKGDKEMKAKEEKIKEATIQKFFENGDKKPDGGTTPSSWWNNNAKHIW
NGMICALTYTDNTNGGPPTQDGEVKNALLDDNNKPKTNAGPKSNPHDYTYEKVVLKED
EENGPKTGSSTOQPLTLKNFVERPPYFRYLEEWGEEFCRKOQKHKLYIITEKECKVEANGR
DGKKNPKCSCYGENCNDNLIADPSIFPDENCPKCGKHCSSYRKWINTKKTQYEKQKEA
YGEQOKKCQOKENNGAQGNNGGNGVCGTLEATYTEAKDFLOKLGSCKNNSEEANIDFEGD
KTKTFGPSENCKPCSEFKINCRNGNCGSDPKVECNGKNKNSISANHI IDDKNGNGNIE
MLVSDDSTTEFEVDELKVCKGAGIFEGIRKDVWKCGNVCGYNVCKPKNVKGEKGNGNQ
IITIIRALFKRWLEYFLODYNKINAKISYCKENGGTNICIKNCADKWIRKKKEEWKKIK
DHYLEKKHENGDNNMKSLVTDILRSLOQPQTELNKATIKPCGSLDAFESFCGLNGDENSK
KNNDNQDAIDCMITNLOQKKIGECKKNHAKTSGSDCNTAPTSDTTLDDEDLSLEEENTV
EQPKFCPKPPEPKAEEKGACDPAPTTPKETASPADSGEGTKEHPSPPPTPDPAAPTSP
PLPPLTTALVTSTLAWSVGIGFAAFTYFFLKKKTKASVGNLFQILQIPKSDYDIPTKL
SPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEEMDINDIYAPR



APKYKTLIEVVLEPSKRDIPSDDIPNNDTPSSKITDNEWNTLKHDEFISNMLONTQONTE
PNMLGYNVDNNTHPTMSRHNVEEKPEFIMSTIHDRNLLNGEEYSYNVNMVNSMNDIPMSG
KNDVYSGIDLINDSLSGGEPIDIYDEVLKRKENELFGTNHVKQTSIHSVAKPISDDPI
HNQLELFHTWLDRHRDMCEKWENHHERLAKLKEEWENETHSGNTHPSDSNKTLNTDVS
IQIHMDNPKPINEFTNMDTYPENSTMDTILDDLDKYKEPYYDVQDDIYYDVNDDNDIS
TVDSNNMDIPSKVQIEMDVNTKLVKEKYPIADVWDI

>PF11 0008, 2994 bases, 7EBE2595 checksum.
MGSQTSKEFSKTVVGNETHNSARNVLEGFAKDIKRDVSNNAKRHGKVLKGNLRDAKFEYH
DYSKLRDIPRSPCDLDFWFHTNVWRDKAYERDPCYGRQAKNNYNLEGAVCTNSKIKGN
ENKINDIGACAPYRRRNICDYNLEHLNERNVLNTHDLLGNVLVMAKREGESIVEKHPN
RGSSEVCIALARSFADIGDILRGKDMYVGYDEKEKNRRKOQLENKLKDIFDNIYKDLTK
KKGRNGKKSALQERYNDPKGDFFQLREDWWALNREDVWKALTCSADDSEDYFIQSEGV
TKSFTNPKCGHGDNEVLTNLDYVPQFLRWFTEWAEEFCRIRKIKLGKVKNECRGETSG
KRYCSGDGYDCTKTDISRNIFYMDLDCPRCEEECRKYDEWIENKENELDKQKNKYTKE
IEKLKDNSKSNYDKNFYLTLTKKYGSINLFLDTLKEGSHCSYNTIEDKIDENKANQTF
TSSKFCGACPFYGVKCNWKTCTEVKENEYKKKNKVDSTHTTEQPTAIDVLVTHIRGTN
IPEDLKDCKKYGLFKGMRKQAWKCQYINPYDECKLSPFVKDIDVDDRILFKVLFERWL
KYFIQODFNNVKDKINRCTKFEKGKDNTCIKGCKHKCECVEKWIKIKEAEWKKINQHYN
OOKKHYTYSVPRWVNSYLTHQHFSSDFINALEAFKNIRGLENLKECSSDTCKIEKIRT
IDDDLIKELISKLKDKCAMCKNQHKATKGKECCGKLPKTLNDQDDEEDEEYEAPPPPT
PPRTQKNPCVNGONQKVRKIRSVRRVPKRMOKQASVRVPRARQGGEREQVVKNGRQDH
HLORVLLVGEAEAEEPETAEEKKEEEKEEDTDGKVQPPPAATTPGVKPPCDIVEKHFK
DKHDNTGAIDHCNPKKDYPPWKNDKSLVDEDGVYMPPRROQKLCVINLEHFKENTSDDL
REAFIKCAAAETYLLWOQKYKEDNNGGEDLONQLKSGKIPEDFKROMFYTFGDYRDFLF
GTDISKLNKHTEAVKTNIDRIFPPTERTNDTIRKEFWEKNAESIWQGMLCALSYNSND
KKMDPDVOQKELNSTYNYDTIKNNLEDFANRPOQFLRWEFIEWSDEFCRERKKKEEKVGSA
CKNDYEGCANTKDNGNGNCVNACNAYKKYITDKKEQYEKQAKKFDIDKSQNKPGYEDY
SGKKASEYLKEKCINSSCDYMLKLKDNSNYWEKPHTTYDDNSLONKCSCPLSPCEIVD
KTLGDKTSKSYAEGCKWKYGKMPLGLGWLCNDKEGEKGKEDGLCIPPRRKRLYVKDLE
TFSDHTTVGLREAFIKCAAVETFFAWHEFTKEKEREYKEEKQRNGELGFIDENDQIPK
DPDNPONKIRKNGEIHEEFKSQMEFYTLADYRDILEFGNNIGIGNDMGKVKSNIDKVFAN
SSGKTPTAKKTTPKEWWEKNAKDIWEGMLCALSYDTKTKIKNEELRKKLIDPKNSNYM
YEKVTFSSDNNTNLSKFTERPPFFRWFQEWGEEFCRKKKIKIDKIEKECRGPYGRNHC
DGDGFDCSEIGPNENGSFAIFKCPSCAISCRSYKTWINTKKDEFKKQEKLYNKEIKDN
KSNYDNIYDKEFVKNLCTDYKSVDSFLKKLKEGPCCNKNTKDSKIDFKDTEETFRNAE
YCDPCPVFGVICNNGDCSNSTEKKCDAQEFKVTYDVKNKENPNKEVNMLVSDKTAKKY
PGDLNGVCENSSIFEGIREDKWSCGYFCGLDICTPNKTTGDIHDKQNAPIRVLEKRWI
ENFLKDHNKIKDKISLCINNENRNICTDVCRKNCECIDKWIEMKMKEWKIVRDRYVKQ
YNVADSVVYEVRRFLEGLOQPONDLEKVKGDVNDLRDLEELSECTNTVSTENRKCRKKD
VVESLLNKLKNETIRHCKNERDDSMGKESCKTLPEPTDDPQTDSDTHDTPDIPPGDVAP
TFCNVPANPCGDKSATNVVNVTEVAKEMHEEAHKDMLERSVKKVESKVKDSTVESVLR
ADASKGEYKHEGNPDDLKHNMCNITKEHTNYQKRGGYNYRGPCTGKGNGKDTREFVIGT
IWKDEDEKDETIKVLLPPRRRHMCTSNLEYLLHVNKGPLLKVEPDKINHSFLGDVLLA
AKYEAEFIKTNYTRLNGONDNGAKCRAMKYSFADIGDITRGKDLWGIQDFKDLQTKLV
TIFGKIKEEIPDIKKKYSSENPPYTTLREHWWEANRAKVWEAMQCPTIPPVTTSCDTT
TVTPLVDYIPQRLRWMTEWAEWFCKMQSQEYEVLVKQCRNCRSGICENGKDDCVKCTQ
ACNTYKQKIKKWEDQWKETI SKKYKTLYQQAKGSVNGATTSSTTDEKDKDVVDFLKMLH
OKNTDNTIYTTAAGFIHQEAHMTDCQKQTIFCKNTSYNDKKKYAFRHPPHDHDDACAC
RPPSTPVDVSRKLDTOQRDPKKEESEPESEEEEDDAEEEEEPAKETATTETTQPAAPAG
PPVTPVPELPGPPAPAGPAADGPIEDDEDAENEDDDDVGSATGTEDDDDDEDDDDEDE
EDSADEGEGEGDGGDVGEEEDEDHGGQEAEGVVPQPAAPQPPTPQLLDDPLLKTALMS



STILWMVGIGFAALTYFLLKKKSKSSVDLLRVLNI PKGDYEMPTLKSKNRYIPYRSGS
YKGKTYIYMEGDSDSGHYYEDTTDITSSESEYEELDINEIYPYQSPKYKTLIEVVLEP
SKSNGNTPSKGDGNTLGDDMVPTTNTEFTDEEWSELKHDEISQYIQSEPLDVPKVGVSK
ELPMNIGGNVLDDGINEKPFITSIHDRDLYTGEEIKYNINMGTNSMDDPTYVSNNVYS
GIDLINDTLSGNQHIDIYDEVLKRKENELFGTNYKKNTSNNNVAKLTNSDPIMNQLDL
LHTWLDRHRDMCEKWNKKEELLDKLNEQWNKDNDGGDIPNDNKKLNTDVSIQIDIDEN
KGKKEFSNMDTNVDTPTMDSILDDLETYNEPFYDIFEDDVYYDVYDENPEFVDDIPMDH
NKVDVPKKVHIEMKILNNTSNGSLEQQFPISDVWNI

>PF11 0521, 3119 bases, 4013EA8D checksum.
MGNAIPATPDPIFINESYKSARNVLENVARLIKAKATKDVKRHRNVLKGNLRNAKFEYH
PEFSKERPYYKSACDLDYRFHSNIWSGDNTYRHPCAGRNRNRFSYEGEAECRISRITGN
KTEHGACAPYRRRHLCDYIFHQVNDNYIKTSDDLLGNLLVTAKYEGESIVNSYANSGM
FNVCTALARSFADIGDITRGKDLYLGNGDYKEKVSNNLRATIFNKIYENLNDPKLKKHY
OKDAPNYYKLRDDWWNANREDVWKALTCNAPYEAQYFIKPSDKEHSFSSEYCGHYKNG
DPLTNLDYVPQFLRWEFEEWAEEFCRIKKIKLENVKNACRDEKKRKYCSLNGEDCTQTTI
WKKKVEFGRGNDCTNCSFKCEFPYEIWLGNQREAFRKQKEKYAKEIEAYVTNRGIPKSST
NNGYYKDEFYNKLKEKTYNTVDEFINLLNEGRYCKKQKPEEENIDFIKTGEKGTEYRSD
YCQVCPDCGVDCSSGTCIEKKDDINCGKKINYEPPHGVKPIDIIVLYSGNEEGEITKR
LSEFCTDSSNNKGKNYEQWKCYYKNGDDNKCKMVKNSGNNITEEKIISFDEFFYVWVR
KLLIDSIKWENELNNCIDNTSTHCNKECNKNCECFDKWVKKKEDEWKNVKNVFENKNG
TSHNYYNKLNGLFKGFFFEVMDKLNKDETKWNKLIESLRTKIDSSKENIGTGNTQDTI
KVLLDHLKETATICKDNNTNEACETSRNRKTNPCAKPHGKKLATVKQIAQYYKRKAYT
QOLNERGSRSALKGDASQGQYDRGGKADDFKTKLCEINEKHSNARSNSLNPCNGKDNNK
VRENVGTPWQSGEKIATATDVYLPPRROQHFCTSNLEYLINGGHQATILNVKNGKINHSF
LGDVLLAAKYQAQHTMKDYKSKNDKEGICRAIRYSFADIGDIIKGTDLWDKDGGEIKT
ONHLVTIFDKIKAQLPKDIKGKYTGTKHLELRKDWWEANRDQVWKAMQCGNDNPCSGE
SDHTPLHDYIPQRLRWMTEWAEWYCKEQSRLYDKLKVCEECMRKGESCTKGSGECATC
KEACEEYNKEIKKWEQOWDAISYKYLMLYAKARITAINGGPGYYNTEVQEEDKPVVDF
LYNLYLONGGKKGPPPDTHRVKALIARVKRDAARNRVKRADGSSATRVTATTTITPYS
TAAGYIHQEAHIGDCQKQTQFCKNKNGSDVSDTEADPTYAFRDKPHDHDTACKCKDRQ
PELVTEKKKDDEGEEQEDEPPKPKPPSTPNPCVRKDQSGTHIVSVEDVAQGMQRETHD
RVTKVPGLTADAKLGQYYONGKVNTLNNECDISLEHSNRNTSRSQRPCYGKDGYDKMF
KIENGWKSGTDINKKHPHDVFLPPRREHFCTSNLEHLNTNVSGLTGPNAIHSLLGDVL
LAAKKEAGFIEEKYKKPITPEGFKENVTMCRAIKYSFADLGDIIKGTDLWDGNGGEKN
TOSNLETIFGKIKDNLGKSVENYKDDSYPYIKLRSDWWSANRDKVWKAMTCPONGIKC
DKDPPLDDYIPQRLRWMTEWAEWYCKYQAEAYKTLOQKGCDECKNKSKKCEKDKPQCKN
CTKACDEYWKKIEKWENQWTKIKEKYEQLYQKAEKNDGDTSSGTDDVKEENDVVAFLS
QOLYEKNKGSNTIYSTAAGYIHQEAHIGDCKEQHVFCDKKNGDKPTNGEEKVDNEKYAF
KHPPHEYEVACKCETNKKPEAPPPPPPPOQPPPPPPOQPARPAEDQIEHDHRARSDGGQOR
ORPLPLPPVQOPPVQOPPVQOOPPAQPPOOPPOOPPOPPPPAPEGGGLGRSLPRADRNG
EITDSEEEEEEEKETPKVDEETVEEETTKEEEKAPOQDQEAENPDTKVEDKVEGSGPKE
GEAPPKVDGVKPACDIVATLFNDTNKFKDACTLKYGPKAPTSWKCVPTTSGGSGVTTT
AGSSVTTTPPSNSGAICVPPRRRRLYVKDLEKIGDGEVTQVQLRDAFIKCAAIETFEFFES
WHKFKKDKEKKKKPQOQHALHPLEVODDDEEEEEEEQENPQEQLKRGKIPDDEFLHQOME
YTFGDYKDILFGKDMGNDVGDVENNINKILPNNSAKSANGHSROQEWWKKYAEDIWKGM
VCALSHSVSASDKDSMQOKNLTDKYKYKEVKFTSKSSKHNIPLSEFEKKPQFIRWFEEW
TEDFCRKRTYKLKKAKQECRGKEEGDKYCDGDGYDCTDKDKLRNKSFIYLQCSGCQKE
CIKYKKWIVNKRNEFNKQKKKFENEIKTVNGTNEDKYDEEVYKNPKLMYPLFNDFVSK
LNESPYCINSNVEDKIDFNKNGETFGSSQYCKACPVYGVNCKNSKHKCLPISIEKYNS
TKSSRGENNDDKTPSIIEVLMLDRKGDNKNNVFINDCKNAGFFEDASFQKWNCQKKNG
VDQCKLTEFDDNMDDDKEMEFNVEFFQRWLRYEFVYDYNILKDKIKACVITKDEKSNKCI



NGCKGKLECVEKWLNKKSTEWGDIKEHYKKNPKEVNESIPYLVKSYFDQIYEFDKDSTK
AKEVVEEETERIKLWGCTGPNNCNEQEQSKNEDFITNLIEKLKNKIDICKAQPDGPDE
NCLPFPSDPEPEPEEDPDTSITSSPPDFCKNLNTPDGEKSPIDTEESAVPVDHDVTKE
EEEEKEEEKDKGDEEEEEEEEEEDEEEEEEAEEEELDDEIHDDDSDSKTEDEDQDELD
PAGPLSPSEPRPKRLSREFPSTQLKNAMLEFSTILWMVGIGFAAFTYFFLKKKPKSPVD
LLRVLDIHKGDYGTPTSKSSNRYIPYVSDRYKGKTYIYMEGDTSGDDDKYMFLSDTTD
VTSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSKRDIPSDDIPSSDTPMNKEFTDEE
WNELKQDEFVSQYIQSEPLDVPQYDVSTELPMNIVGNVLDDGMDEKPEFITSIHDRNLYS
GDEISYNINMSTNTNNDIPKYVSNNVYSGIDLINDTLSGNQHIDIYDELLKRKENELF
GTNYKKNTSNNNVAKLTNSDSIMNQLDLLHKWLDRHRDMCEKWNTKEELLDKLNEEWN
KEKDGGNVPSDSNKRLNTDVSIQIDMDDGKPKKEFSNMDTILDDMEHDIYYDVNDENP
SVNDIPMDHNKVDVPKKVHVEMKILNNTSNGSLEPEFPISDVWNI

>PFL0O005w, 2178 bases, 6A09F24C checksum.
MGPQPAVTDYSKATNVKYLEFDLIGETVQKKAKEKADVASRKYFEELHGDLSKATYKKD
KNPEGTTPPNPCKLEYQYHTNVTKGEDKEYPCLGRKTVRFSDKEGAECYKTKIKDSTT
DTVGACAPYRRLYMCDRNLEHIEPTKITTHNLLLDVCLAAQYEGQSISQNHGKHQLSY
PDSPSQLCTELARSFADIGDIVRGRDLYRGNNRENDKLEKKLKGYFKKIYDNLVEKKK
EEAETDYKDDAPDFYQLREDWWALNROQDVWKAITCDAHDSRYRKMGADGSITESAMRQO
CRNVADVPTNFDYVPQYLRWFEEWAEDFCRKRKHKLKDATIQKCRGQDGTGKDRYCDLN
RYDCKRTISAKHELVQGEECKKCSVVCIPFGPWIDNQKQEFEKQKNKYTNEINKKHDE
TTKEISGNRRKKRSLTTKNYKGYDEEFYKIFKDEYPDVDKFLDLLSKETACESQPYDE
PRTISINFKNYKNPDIFSHTEYCQACPWCGMTCTFDGKCTKNPEELCHHKIVQKEYPD
TNTTDIPILTPDTTKSNIVEKYRNFCNSSDDNNSDQINNWQCHYDESKKSGQONDNCVE
GTWONFKKDQKVTSYNAFFWKWVSEMLDDSIKWRAELDKCLKNDKKTCGKKKCNRDCK
CFKKWVEQKKEKEWKAIKKHFKKQKDMIETGMPPEMALKILLNDVFLQODMEKAQGDPQ
HIAKIKELLKKNDEKVNNLSNMETIFDFLLOQEEEQDAQKCVSNNPEKCEETQKPPTDG
APGGAGPSPDTGTDDNLEDIDSDGEEDDDVSHVDEEEPEDNPVEGSSEEEKQEVVKDT
EAAVPKODTOPKEEVNPCKIVEELFKSTKNFEDACGLKYGKNYGWKCVPTTSDKGSEP
TARGHSHVARSADGAPSGDKDGAICIPPRRRKLYLHKIEGVDTTDDKSLRKWFIESAA
VETFFLWDRYKKLNTPQSGSPLLGGGLPGVGVENGDDENNPEKLLQKGEI PDGFLRQM
FYTLGDYRDILESGDKDKKNGYSDIVSGDNVIKERENTIKEKIASFFQNGNKEGTPHV
PKNPVQTPQTWWKDNAKHIWHGMICALTYEEKTSGSDGEKKIEKDDAVYKKEFEFGTPNG
NPLPQPGTNGTSNEPISQYQYDQVVLKEENNGAMSTSPKSTSAAPSDNTPTTLTQFEVL
RPTYFRYLEEWGONFCKERKKRLAQIYEDCRGNDKVCSGDGEDCEEVRKQDYSKISNFE
NCPGCGRECRKYKNWIKTKRTEFDEQKKAYVDRKDKYKTENKGAESKHHSISDQNEVK
KLGTDYASIESFLEKLGSCSKNNKDNGDGTINFKEPDVTFKPADNCKPCSEFKVKCEN
GKCSGGGKKVNCNRKNTIAATEIANMINSTEGVFMTVSDNSDHKFEGGLEPCGSANIF
KGIRKDVWKCGEYCGVDICEPNTFDGKONGKEYIQIRALLKRWVEYFLEDYNKIKHKI
SHCMRKGEKTICINDCVEKWINIKKKEWETIRERYVKQYTTGHSDIYKVTSFLEDPQF
HNEVLKAIKPCGDLDKFQONSTDCTVAGSSENGVTNKKDIVECLLENLKTKAKTCPNQA
NGENQTCDSLPHVEDDDDEEPLEETEENTVEQPNICPQLPKPPPQPGDEDGCKQASPA
PSEGTENQPPVIKPEEEAPAPRTPRPRPKPPQEPQPYLPPALKNAMLSSTIMWSIGIG
FATFTYFYLKKKSKSSVGNLFQILQIPKSDFDIPTKLSPNRYIPYTSGKYRGKRYIYL
EGDSGTDSGYTDHYSDITSSSESEYEEMDINDIYVPGTPKYKTLIEVVLEPSGNNTTA
SGNNTTASGKNTPSDTQONDIPSGDTPNNKLTDNEWNTLKDEFISNMLQSEQPKDVPND
YSSGDIPFNTOQPSTLYFDNNQEKPFITSIHDRDLYTGEEYNYNVNMSTNSMDDIPISG
KNDVYSGIDLINDTLSGNHNVDIYDELLKRKENELFGTKHHTKHTNTYNVAKPARDDP
LHNQLNLFHTWLDRHRNMCEKWKNDNERLAKLKEEWENDTSTSGNKHSDIPSGKLSDT
PSDNNIHSDIHPSDIPSGKLSDIPSDNNIPSSNKTLNTDVSIQIDMNNPKTTNEEFTYV
DSNPNQVDDTYVDSNPDNSSMDTILEDLDKPFNEPYYDVQDDIYYDVHDHDTSTVDTN
AMDVPSKVQIEMSVKNHKLVKEKYPIGDVWDIT



>PFL0020w, 2860 bases, D43EDE93 checksum.
MTSCSPENTKMAPKTRASDYKDAQDAKHLLDMIGEVVQKQAYSEALTRGRSALQGRLS
DARFLHGTSWEQANQNVCSLKHTHDTNVRWGVIHPCDNRLGNLYSEESASQCSTSRIS
GNNSDSGSCAPYRKLQLCDYNLEKITDANVTNTHNLLVDVLLAAKHEGDSLSKYMKEN
PKITPKSNVCTVLARSFADIGDITIRGKDLYVGNRKEKEKEKLOQKNLKNIFAKIHSGLT
KKGAEARYKDNDENYYQLREDWWEANRAKVWEAMTCSVEDAYYFROTCGGEKTASTNK
CRCVNTDPPTYFDYVPQYLRWFEEWAEEFCRIKELKLENVKTRCRGEKDGEKYCSRNG
YDCTGTIIKRNIFRPDPECTNCLFECNHYQDWIDNKKKEFEKQKKKCEKEIYNTSTTN
KRTNNNVNVMYYDDFYKELQGRYRTINELLNSLNEETKCKSTENTDKESKIDENDSEK
TFSASKYCKPCPDCGVVKQDDGNFKVREETDAECQVKNDATPLDGVKPTDIEVLYSGV
ERKHISEKLSEFCSKPDDQYGIKNEKWECYYKSSVDNKCIMOTNNQKVESHSKIMKEY
EFFIFWVTYMLNDCIDWKKKITKCINNGTKWRCKNKCKNNCKCFEKWVKKKQVEWNTM
KEQYEKQPDLVNNRHFTTLEWFLEGQFLKTIEKAYGNEDATIEKIQEFLOKKSKQEDDE
IKDKRDIIDILLEHELDEAQECKDNNREEKNCSKEPHDDLDDEDDLYEDETHYNPCSA
OPGGRYTVRVKDIAKOMHRRAKTOMRNNSVVDDDNKLEGDIFKVTFRNGGKGSELQGE
NICNINTTHSNDSRGSKGEPCKGKDGSGERMKIGTEWSYIKEKEISYKDEYLPPRRQH
MCTSNLENLDVESVTKEDKASHSLLGDVQLAAKYEAENIKKLYVENNDRKDQEATICRA
VRYSFADIGDITRGRDMWEHKDQTTLONHLKSVFKNIKEKLPGIQGKYADDERNIPAY
KLLREDWWEANRROQVWKAMTCENNGIKCDAHNAKHPPPDDYIPOQRLRWMTEWSEWYCK
MOSQEYEKLKEGCKKCMENKGKNCIKDTPECNDCKQACEEYNKKIKEWEKQWHKIQVQ
YLMLYYEANTTARYGIHAYAYAVGEKDKPVVAFLOKLQEANKSSASKRSKRSTDGTTT
DTLTPTTPYSTAEGYVHQEATMNCDTQTQFCEKKHGGTTPTGTNDTDAPYTFKQPPPE
YKDACECDGKSPQAPKKEEEKKDACTIVNSLLONKKATDPIDGCNQKSDANWDCDPST
FVNDNNNGACMPPRRIKLCIYYLENHTQKGNIKKEFQLREAFTIKCAGAEIFLLWQKYK
TDNNSDTKLQTQLESGQIPEEFKROMFYTFGDFRDLCLGNDIGKADNTKDISTTVNRI
LSVTNGETQTTAENWWEKNAESIWQGMLCGLSHAVSARDKETVQKTLTNNPSYKYDLV
KFSGSDNPPTLEKFAQTPOQFLRWFIEWSDEFCRERKEKLDKLLKECKEYECNEENMDE
KKKKCEDACKVYEEWLOGWKDOQYKKQOSKKFTTDKEKKEYKDDPDLDGATYAYQYLSKK
LKPICONGTTTDKCDYNCMENASRQPQTSACSQEQQQOQOGNTSSTONHFPEAFDCPPKE
IGDRCNCPKLPEPKYCVDKTAYDIRKDAEKNIKDIYSSIKGNGEIYKGKCNPTETKID
ENGINTCEFKKRYPNANNLLDTSCDNKGNERFKIGOKWNYKYIYKIGKNLYIPPRRQH
MCINHLKQIIKYTDTDSTTLLKKVQEVAKKEGDDI IKKLLPKYPCNEDVICKAMKYSF
ADLGDITRGRDIYIGNNNQIENKLQQVFKNIYDSNKHKLSNYNDNGDSKYTKLREAWW
DANRKDIWKAMTCAAPEEAKIYITKEGGYISPLTSTKNHCGHKDDPPDYDYIPQPLRW
ISEWGEQFCLYQKHLLESMKICENCKKNSGECKQSVHGACMDCKKKCEEYKKFIEIWK
KOFETONEAYKEIYKKATSNGRYFNGIDENTKKEFVKKLKDTCKTGDLASADKYLENGS
VCRRFKEFVKTDTHIKNYAFHNTPLSYKEHCECAKNEFDPLDECPVDKDECKKYGRYSCR
KNHYNKNPIEWTNHFVKKSIRNYEAVMVPPRRROLCLIGNRRFVGRVKDEKMFKEYLL
RDASSEAKMLSQYYNFDNEKALQAIKYSFADIGNIIKGDDMLDDGISEKIENIFEHKT
NKRTHSSSLSSSSSSGPNITPSTWWEKNKEKIWYVMMCYYTGEHKTATSCPSHNDIDN
EDQFLRWMTEWAEYFCKEKKKEVEELIEKCKTEITTKTYPTSNONKQSSCYKVLEKYN
HWLYNRKLEWNDISKKYQTYYNENSKSTQLKRSAQEYVDQRCKECTCNFDEIIEKYDK
SGNGISIVHSLLKDLNPGRTCGPDTSHKSDTKPPLPPPLPPAVDPPQAEEPEFNRDILE
KTIPFGVALALGSIAFLFLKKKTQTPVDLFSVINIPKSDYDIPTLKSKNRYIPYKSAQ
YKGKTYIYMEGDSDEDKYAFMSDTTDVTSSESEYEELDINDIYVPGSPKYKTLIEVVL
EPSKRDTONDIPNDIQONDIQSDGIPSSKITDNEWNTLKDEFISQYLOSEQPNDYKNGN
IPLNTOPNTLYFDKPEEKPFITSIHDRNLYSGEEYSYNVNMVNSMDDIPINRDNNVYS
GIDLINDALNGDYDIYDELLKRKENELFGKNYKKNTSNNSVAKLTNSDPIMNQLDLLH
KWLDRHRDMCEKWKNNHERLAKLKEEWENETHSGNTHPSDSNKTLNTDVSIQIHMDNP
KPINQFTNMDTILEDLEKYNEPYYDVQDDIYYDVNDHDASTVDSNNMDVPSKVQIEMD
VNTKLVKEKYPIADVWDI



>PFL0030c, 3056 bases, 7E8A44CD checksum.

MDKSSIANKIEAYLGAKSDDSKIDQSLKADPSEVQYYGSGGDGYYLRKNICKITVNHS
DSGTNDPCDRIPPPYGDNDQWKCATIILSKVSEKPENVEVPPRROQRMCINNLEKLNVDK
IRDKHAFLADVLLTARNEGERIVQONHPDTNSSNVCNALERSFADIADIIRGTDLWKGT
NSNLEQNLKOMFAKIRENDKVLODKYPKDONYRKLREDWWNANRQKVWEVITCGARSN
DLLTIKRGWRTSGKSNGDNKLELCRKCGHYEEKVPTKLDYVPQFLRWLTEWIEDEFYREK
ONLIDDMERHREECTSEDHKSKEGTSYCSTCKDKCKKYCECVKKWKSEWENQKNKYTE
LYQONKNETSQKNTSRYDDYVKDFFKKLEANYSSLENYIKGDPYFAEYATKLSFILNS
SDANNPSEKIQKNNDEVCNCNESGIASVEQEQISDPSSNKTCITHSSIKANKKKVCKH
VKLGVRENDKDLRVCVIEHTSLSGVENCCCQDFLRILQENCSDNKSGSSSNGSCNNKN
QEACEKNLEKVLASLTNCYKCDKCKSEQSKKNNKNWIWKKSSGKEGGLOQKEYANTIGL
PPRTQSLCLVVCLDEKGKKTQELKNIRTNSELLKEWITAAFHEGKNLKPSHEKKNDDN
GKKLCKALEYSFADYGDLIKGTSIWDNEYTKDLELNLQKIFGKLFRKYIKKNNTAEQD
TSYSSLDELRESWWNTNKKYIWLAMKHGAGMNSTTCCGDGSVTGSGSSCDDIPTIDLI
POYLRFLOQEWVEHFCKQRQEKVKPVIENCKSCKESGGTCNGECKTECKNKCEVYKKET
EDCKGGDGTAGSSWVKRWDQIYKRYSKYIEDAKRNRKAGTKNCGPSSTTNAAENKCVQ
SDIDSFFKHLIDIGLTTPSSYLSIVLDDNICGADKAPWTTYTTYTTTEKCNKETDKSK
LOQCNTAVVVNVPSPLGNTPHGYKYACQCKIPTNEETCDDRKEYMNQWSCGSARTMKR
GYKNDNYELCKYNGVDVKPTTVRSNSSKLDDKDVTFEFNLFEQWNKEIQYQIEQYMTNT
KISCNNEKNVLSRVSDEAAQPKFSDNERDRNSITHEDKNCKEKCKCYSLWIEKINDQW
DKQKDNYNKEFQRKQIYDANKGSONKKVVSLSNEFLEEFSCWEEYTIQKYENGDWSKIKNIG
SDTFEFLIKKCGNDSGDGETIFSEKLNNAEKKCKENESTNNKMKSSETSCDCSEPIYT
RGCOPKIYDGKIFPGKGGEKOWICKDTIIHGDTNGACIPPRTONLCVGELWDKRYGGR
SNIKNDTKESLKQKIKNAIQKETELLYEYHDKGTAIISRNPMKGQKEKEEKNNDSNGL
PKGFCHAVQRSEFIDYKNMILGTSVNIYEYIGKLQEDIKKITIEKGTTKONGKTVGSGAE
NVNAWWKGIEGEMWDAVRCAITKINKKQKKNGTEFSIDECGIFPPTGNDEDQSVSWEKE
WSEQFCIERLQYEKNIRDACTNNGQGDKIQGDCKRKCEEYKKYISEKKQEWDKQKTKY
ENKYVGKSASDLLKENYPECISANFDFIFNDNIEYKTYYPYGDYSSICSCEQVKYYEY
NNAEKKNNKSLCHEKGNDRTWSKKYIKKLENGRTLEGVYVPPRROQOLCLYELFPITIIK
NKNDITNAKKELLETLQIVAEREAYYLWKQYHAHNDTTYLAHKKACCAIRGSEFYDLED
IIKGNDLVHDEYTKYIDSKLNEIFDSSNKNDIETKRARTDWWENEAIAVPNITGANKS
DPKTIRQLVWDAMQSGVRKAIDEEKEKKKPNENFPPCMGVQHIGIAKPQFIRWLEEWT
NEFCEKYTKYFEDMKSNCNLRKGADDCDDNSNIECKKACANYTNWLNPKRIEWNGMSN
YYNKIYRKSNKESEDGKDYSMIMEPTVIDYLNKRCNGEINGNYICCSCKNIGENSTSG
TVNKKLOQKKETQCEDNKGPLDLMNKVLNKMDPKYSEHKMKCTEVYLEHVEEQLKEIDN
ATKDYKLYPLDRCFDDKSKMKVCDLIGDAIGCKHKTKLDELDEWNDVDMRDPYNKYKG
VLIPPRRRQLCFSRIVRGPANLRNLKEFKEEI LKGAQSEGKFLGNYYNEDKDKEKALE
AMKNSFYDYEYITKGSDMLTNIQFKDIKRKLDRLLEKETNNTEKVDDWWETNKKSIWN
AMLCGYKKSGNKIIDPSWCTIPTTETPPQFLRWIKEWGTNVCIQKEEHKEYVKSKCSN
VTNLGAQESESKNCTSEIKKYQEWSRKRSIQWEATISEGYKKYKGMDEFKNTFKNIKEP
DANEPNANEYLKKHCSKCPCGENDMQEITKYTNIGNEAFKQIKEQVDIPAELEDVIYR
LKHHEYDKGNDYICNKYKNINVNMKKNNDDTWTDLVKNSSDINKGVLLPPRRKNLFLK
IDESDICKYKRDPKLFKDFIYSSAISEVERLKKVYGEAKTKVVHAMKYSFADIGSIIK
GDDMMENNSSDKIGKILGDGVGONEKRKKWWDMNKYHIWESMLCGYKHAYGNISENDR
KMLDIPNNDDEHQFLRWFQEWTENFCTKRNELYENMVTACNSAKCNTSNGSVDKKECT
EACKNYSNFILIKKKEYQSLNSQYDMNYKETKAEKKESPEYFKDKCNGECSCLSEYFK
DETRWKNPYETLDDTEVKNNCMCKPPPPASNNTSDILQKTIPFGIALALGSIAFLFEFMK
KKPKTPVDLLRVLDIPKGDYGIPTPKSSNRYIPYASDRYKGKTYIYMEGDTSGDDDKY
IWDLSSSDITSSESEYEEVDINDIYVPSFPKYKTFIELVLEPSKRDTEFNTSSGDTFTN
KLTDDEWNQLKQDFIEQYLONIQKDFILHDSMDEKPFITQIQDRFLDSSHEEVTYNID
WNVPENINRITNNMDDPKYCSNNMYTGTDLINDSLNGNQYIDIYDEMLKRKENELEGT
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YHTKYTTENSVSKQTPSDPIINQLDLYHKWIDKHRDICEQWKTKEDMLYKLNEVWNME
RKEYLLDIQPSTLDDIHKINDETYNIISTNNIYDHPSQETPLOLLGSTNIIPSYITTE
ONNGLRTNISMDTYIDETNNNNVVATSIIGDDQMENSYNC

>MAL7P1.5, 235 bases, 6472CB67 checksum.
MEFHYIYKIYIFTIILCASNLENNNGVENGTYKLSYHNGGIQFRMLAQNNTNKKSNGNT
LTNILLKDKGGKGSKKKNPDDQISDLVSLVDNMNITQEKKNEIKNLTLKYMNSDDIKE
KNKSINELKKYSNNEECKEQMDSYLMHLRMONDIKCLKRKNLWNNIWINYITLSLITIT
MIALLFLLPGSQPYYIFYSAFSLLIFIIYIVASYFPDMKIGEFKKLKTKLNTEFFQNKKQ
ITK

>PFL0935c, 2256 bases, D24E0D92 checksum.
MVAAAKGGGSSQDAKHVLDEIGKDVYETVEKDAKIYKEALKGNLQHAKGMGERASSNK
TCTLVKEYYEHFNGDANSNRYPCKELSGKMGENRFSDTLGGQCTNKKIEGNKNNCGAC
APYRRLHLCHHNLESIDTTSTTSDTLLAEVCYAAKFEGETLTTQHGQHQQTNPGTASQ
LCTVLARSFADIGDIVRGKDLFLGNDEEKKKRDELEENLOQKIFAKIHSGLTSTRGKQN
GELQKRYKGDAKKNFYQLREDWWDANRHTVWEAITCGAGESDKYFRQTACGTGTPTHK
QCRCDDKANVDPPTYFDYVPQYLRWFEEWAEDFCRKKNKKLKDVKTNCRGDSGTDRYC
SGNGYDCTQTIRAIGKLVIGEHCTNCSVWCRLYEKWIDNQKLEFLKQRNKYQTEISGG
GASGGASGRSRKTRAATIKYEGYEKKFYEEFKKKGNYGTVDAFLGLLNNEKACKDINE
EKEKIDFTKNVEDDKNINKEGTFYHSQYCQPCPGCGMKKTKNGNGWEEKDTNQCNIKL
YKPTSSAKPTEIKILKSGEKHDDIKEKIEQFCKTONGSDGSGGGNSEKKELYDEWKCY
QIGELTKDGQEGMDDPDYDRLVETGGGLCILENQKKKEKSDPKSONEPEQFOKTEFNEF
FYFWIGRFLNDSMYWRGKVNSCINKSKREKCEEECKKECECFQKWIGKKKEEWDKIKE
HFKTQODFGNDALLGPEMKSPSYVLKFVLNIDELFONIKSGYGNVKELKGINKILDEEK
KREEEERADGVVGVASGGDNONNTTIDKLLDHEDKDATKCKNCQEPTKPASKPEDLAR
SGASPDTPREDSPPADLDDEEHDEDDEDEDDDAEEEEEEEKKEEEEEHKEEENEAAPE
EKKEEGSSSPEEVEEKAKEAPAGPDACNIVQTLFSSIDKFSDACTLKYGKTAPTGWKC
VTPSGDKAATSSEGKGSSDGGAKDGVGVNGGALQRNKRDLATPSAKSGDTTGGKDGAT
GKSDGSICVPPRRRRLYIQKLHDWAEKVGDTATQPQVDTPSQSDKLRDAFIESAAVET
FFLWHRYKKIKDKEKLEEQQRQRENGELPGLSSSGDGDSNDPQSKLEKGEIPDGFLRQ
MEYTLADYKDILYSGSNDNTKSSTYNDIINGDKEIQEREKDIKGAISTYEFSNSGTTPT
PPVKPSVTTPQTWWELHGPHIWNGMICALTYKENGIDKPEVDTAVRAQLWDSGKNTPQ
NEKYQYTNVKLEEEASGAKINIPDTSGDNTPTLNTPTLKNEFVEIPTFFRWLHEWGSDF
CROQRKRMLKNVKHNCRNIERGGHEYCGGDGHDCTRDGIQHNNMLADPDCRDCHIQCRK
YRKWIEKKFEEFHNQKNTYGKEKQKLNGNSNDGDNTKFFKEIENRSFDOQFLTSLKHCK
NNEGDGSDPKNKIDFKEPLKTFGPLEYCKTCPPNKVNCNGPSRRSGGNDQCTAVNGNE
WEKIFSENGGNSTTIDVHMIDRRGPYMEKKSQKLENSENPLEFKTSRLEFKGIREQKWTC
KFKDKNTDVCKLDKFDQEVDLNQYTTFKVLLIYWLEDFIEGYYLLKKRKIIEKCTQKG
EKTCDDESKNDCACVKKWVEKKTTEWEQIKEHFKNRNQKDGDGNDMKSSVRQLLDPLIT
YRMDLANGKGKINELKEFLKSYECKCVDNAGNSEKDVVECLLOKLETKAKKCKDPSSG
ENQKTPCQEYTPPDDDEDLLLEEENTVKAPTFCPKPPKKEEQTEETCDKAADEKVEET
VAQNEENNI PPAGPAPPADSPPAGPATDSGKENVVPEPPAPAAPPSPPIPPLATSTLA
WSVGIGFAAFTYFYLKKKTKASVGNLEFQILQIPKSDYDIPTLKSKNRYIPYRSGTYKG
KTYIYMEGDADEDKYTFMSDTTDITSSESEYEELDINDIYVPGSPKYKTLIEVVLEPS
GNNTTASGKNTPSDTONDIQNDGIPSSKITDNEWNTLKDEFISNMLONQPKDVPNDYS
SGDIPENTQPNTLYEFDNNQEKPFITSTIHDRNLYTGEEYSYNVNMVNNDNIPINRDNNP
YSGIDLINDSLNSNKVDIYDELLKRKENELFGTEHHPKHTNIYNVAKPARDDPITNQIT
NLFHKWLDRHRDMCEKWDTNNKVDILNQLKEEWENDNSNSGNKTSGNITPTSDIPSGK
LSDIPSTNKMLNSDVSIQIHIDKPNQVDDNIYLDTYPDKYTVDNINPVDTHTNPNLVG
NINPVDONSNLTEFPSNPNPAYDNIYIDHNNEDLPSKVQIEMSVKNGEMAKEK
>PFL1950w, 2646 bases, 66BA7C93 checksum.
MVRSSSRASRPKYYQATSAKELLDQIGQSVHAEVQRDAKKYVSELKGNLSRATYPKDE
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SPKGTTSPDPCHLDYRYHTNVTKGHGKEYPCEDRPEVRESDTEGAQCDKSKIKDNKGK
SEGACAPYRRSSLCDHHLSYMNAGKTNTTDNLLLEVCMAAQYEGQSTIRGQHDKHKLDN
NNSSSQLCTVLARSFADIGDIIRGRDLYRRDKGEETKLEKNLKEIFKNIYNELTTKNG
TKERYNDTDNYFQLREDWWEENRETVWKAITCHVVSGNNYFRHTCSDENHPTATQGNC
RCIGATVPTYFDYVPOQYLRWFEEWAEDFCRKKKKKLPNVKTNCRGENNKKYCSGDGFED
CTKTIRAKYIYAIGDECTKCSFWCGFYKKWLENQKQEFLKQKKKYETEISGGGGRKKR
AARSSGSNSNYDGYESKFYNILKGIPEGGLDKFLDLLNKEEVCTKFSEDEGTIDFTKH
DNKNNDQKGTEYYSKYCEICPECGVRKGTFEEKPKNESGECDGKKLYTITDYAESTDI
NVLSFGDERDQIKKKIDEFCDKNDINKQELTEQWKCYEEQDIENDGQDDYKDDVNGSG
GICILEKTNGDKNGKKQKTFNDFFHFWVRHLLNDSIEWRDKLKKCIEDPEKKCKNGCN
KKCECYERWVDKKKGEWKNIKDHFDKQPGFDQTFPPYYVLEDVLEESYFPIIQEAYGD
STATQGIKKTLEKKKKEKGANI SEEKTILDEFLNHELKDAETCKNCEPRKFKNPCSGD
TSGDSNKQYEAVANTVAQILQGKAQKQLHGNGSRNALKGNIQNAKINNGRKPNPLTDA
CQITKNHSNGKGDSNNPCNNKGNRLKIGQVWSIKNDTSYTDVYMPPRRQHMCTSNLEK
LNYASVIGSNNVNDKFLVEVLHAAKSEAEFIKKKYNEKQNDGKNGLRKDQATTCRAIR
YSFADIGDIIRGKDLWDDNNDAKSLOTNLKAIFKKIKEKHPGIEGNDKYVKDNENKQL
RSDWWEANRROQVWNAMTCETPNGDNIKCDVHDVPVDDYIPOQRLRWMTEWAEWECKAQS
QEYDKLFMQCAKCMGNGQGCTKDSSDGECEKCKEACTSYANFINTWKPOWVPMQIQYA
LLYSYVGKSGTIGLGGYPDYKQVVHFFEELQKEYENATRSSSTTKVSSTASPITPYSS
PEGYTHQELPITGCQKQKEFCYYKNGLTSRSSDAKENKNYAFKNPPHGYDLACTCNTR
DOQQTDGRGRVAVNPDDNIITPGRIDNGEDDEESDEEDFEEEELENDDAGGGSDVGEEE
DVSNHQEDKGPQKEDTPQIDVCAIVKTALTTPGNLTQACKQKYGPKAPTGWKCVPSGD
STTTGEARARRVARSAEPRGSEPTSDKGSICVPPRRRKLYLGGFKRLTDGTAVSSETT
SATSSHASNGDALLTAFVESASVETFFAWHKYKMEKKQPAQEGAGLGLSLLEQEVSPE
DDPEKQLQTGTIPPDFLRLMEYTLGDYRDILDGKNMEVVNLLKDGSPSDKEMY TRENK
INQAIDNHFSKNENQATTGVNQSSSGGVPSSSGHSSSSTVTPPGPPQTSGTTPKTWIWQ
KNGEHIWNGMICALTYEDNGAKGTSNALQONEEVKKALWDETTKKPKDEKYQYDQVKL
DENSVTDGPRTTSPGTSGDTPPTLSQFISRPPYFRYLEEWGETFCRQRTRMLKNVKDN
CTKDDKQKYSGDGEECEKVLVEEANTFKDLEGRSCADSCRSYKKWIGRKKDEYDEQES
AYGQQOKEYVNGSKGAGRNNDDKEFCTKLEKTWTTAGDFLKSLGPCKNNDNGEGTIKF
NGGQTFQHTNLCDSCSEFKIKCENGVCSGDTKVECNGKTPIAATETIAKMITSTEGVEM
TVSDNSDHKFDDGLKDCQHAGIFKGIRKDVWTCGNVCGYVVCKPKEGNRETASGENKD
QIITIRALVTHWVONFLEDYKKIKHKFLNCTKNGQOQSKCINGCNNKCTCVETWISTKKG
EWKNIKERFIEQYKGEPSDEYFNVRSCLETFIPQIPVADVKNEVIKLSQFDNSCGCSF
SAHKQKDSNQDSIECMIKNLEKKIDECKTQHYPSGKPEEQCKEPPPEDDYEDENEKKV
ESPTICPKETVDOKTKVEDEKCDKTRPVVPKEDRQEEEESKKKKDETALPPPEPPADS
PPPAAPTKPLPSDNTSDILKTTIPFGIALALTSIALLFLKKKTKSSVGNLEFQILQIPK
SDYDIPTPKSSNRYIPYVSDTYKGKTYIYMEGDSSGEEKYAFMSDTTDVTSSESEYEE
LDINEIYPYQSPKYKTLIEVVLEPSGKNTTASGNNTTASGKNTPSDTONDIQNDGIPS
DTPNTPSDIPKTPSDTPPPITDEEWNQLKHDEFISNMLONTONTEPNMLGYNVDNNTHP
TPSRHTLDQKPFITSIHDRNLYTGEEYNYNVNMSTNSMDDTKYVSNNVYSGIDLINDS
LNSGNQPIDIYDELLKRKENELFGTNHPKHTNTHNVTKSSNSDPIDNQLDLFHTWLDR
HRDMCEKLKNDNERLAKLKEEWENETHSGNTHPSDSNKTLNTDVSIQIHMDNPKPINE
FTYVDSNPNQVDDTYVDSNPDNSSMDTILEDLEKYNEPYYYDMYDDDIYYDVNDHDAS
TVDSNNMDVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PFL1955w, 2287 bases, 354FD5D3 checksum.
MAPSTTYSSAKNAKELLDMIGKDVYNEKVKSEAQTYKEALKGDLNTANGYNSETRGTT
DPCRLVEDYRSKAIGDANSERHPCGIGKDAKGEEVPRESDTLGGQCTDHRIKGNNRNV
TGGACAPLRRLHVCNKNMEKMDSTKIKDKNVLLAEVCYAAKYEGKSLVEKYKEYKQPN
NDSDTDICTALARSFADIGDIVRGKDLYLGYDDEEKKQRDELEENLKTIFKNIYGNLD
KKDRYEGDTKNYYQLREDWWYANRRQVWKAITCDAKAFNYFRNTCNGESPTKGYCRCN
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DDQPNADKPNTDPPTYFDYVPQYLRWFEEWAEDFCRKKNKKLNDVKKQCRGDNGTDRY
CSGNGYDCTKTIRAIGKYAIGDECTKCSFWCRMYETWIDNQKKEFLKQKRKYDKEIEK
YKNGTSNGTTTTKKTSNGPINNFYVKEFYEKLKGGYEKVDDFLELLNNEKECKGINEQ
EEKINFKTADISLNKNKNDEGTFYHSEYCKPCPHCGMKKKDGKWITKADDDKCNIKLY
KPKKGATSTEIKILKSGDEPTEIGKKLKDFCTKTONGTGGGGGGSGGNSEKKELYDEW
KCYEFKHLDKVEEGEDDEVYEKDVKNGGGLCILKKEEEEKKEVKKTNSEKEPKEIQKT
FHDFEFYFWIRREFLNDSMYWRGKVNSCINKSKREKCKEECKKECECEFQKWIDKKEKEWG
QIKIHFNTQDFGSKGGLLGGVMTADFVLKTVLNIEDLFKDIKDGYGNAKELKGIENML
EKEKQKNKEEEAGASGGEDNTTIDKLLOHEGDEAGECLDTHKETCPDEGLGRTAAGYR
PPSVTKGGDEEEELSTDEEEEEDEDDTEESPQAEPEEAESEDPDGESSTAETTQQEAV
APTTQODNAEKPCDIVDKLFONPEQFKEVACKQKYAKNNSRLGWKCVTPSGDQKATSEG
NGDANRRVARQTSESGEKSGDKDGAICIPPRRRRLYIQKLOQEWAKTVGNTVVSGEPQT
OGEASSPSDKESSQOSDKLREAFIQSAAIETFFLWDRYKKEWALQKLAELQRNGDLPFF
TSGAGYGMTAVVNGAQPTASPGHSNGLISLPSLVTDSDNPONKLNDGTIPPDFLRQMF
YTLGDYRDILFGDTTMIDTLKKSGDKDMLOREONIKEAIDKILNSGNKEPSDEQRKTW
WGDFAQYIWNGMICALTYTDSEKKDGKPQHNESVKKAFFGENNTDNPVTTSTQONGSPR
LPTGTTGNTEGTYEKTYKYDIVKLDENSGTGDPLNNPKLKEFVEIPTFFRYLHEWGQN
FCKERKKRLKQIKVDCRGDENTNRSNDGDGFNCEQIVPDKDVFWGDFIGSSCATSCSY
YRKWINTKKAEYEKQEKIYVHQKATAKNNKNDSAFSRTLDTYTTAGDFLENLKNGPCS
KINSAEDNGNGNEEDKLNFROPNVTFRPATDCKPCSLNELKCNSDVCGGNTKRKCDGK
TDISAEDIETMGQPTEDIGMLVSDNSTTEIKDEGLKEACKDADIFKGIRKDEWKCGKF
CDVDVCVLENFNKDIHDKKNVLIRTLFKRWLEYFLODYIKINAKFSHCTNNGEGFACK
NKCKDKCKCVEHWINQKRTOWGKIKERFEFKQYNVTDSNDYNVRSEFLODLIPRIALTND
KKHFKTLDDLENIYGCNCAWKSGNREENDLVKCLLEKLKDKIGECNRFQTSANDCTTT
PTAFEEDDDYIPLEEEEENQVVQPNICPAQTPAPTPAPAPAPAPAPAPAPAPAPAPAP
SARPNHDONPPGTGTRKITKRRQKSDKTKKTSNPTPSNVLDHPLMKPALMSSTIMWSV
GIGFAAFTYFYLKKKTKSSVGNLFQILQIPKSDYGTPTPKSKNRYIPYVSDRYKGKTY
IYMEGDSDSGHYYEDTTDVTSSESEYEELDINDIYVPRAPKYKTLIEVVLEPSGNNTT
ASGKNTPSDTONDIQNDGIPSSKITDNEWNQLKDDEFISNMLQSEQPNDIPNDYSSGTI
PTNTNNTTPSHDNVDNNTHPTMSRLNVDQKPFITSIHDRDLYTGEEYNYNVNMSTNIM
DDIPISGKNTVYSGIDLINDSLSGNQHIDIYDEMLKRKENELEFGTNHVKQTSIHSVAK
LTNSDPIHNQLELFHTWLDRHRDMCEKWENHHERLAKLKEEWENETHSGNTHPSDSNK
TLNTDVSIQIHMDNPKTKNEFKNMDTTPNKSTMDTMLDDLEKYNEPYYYDFYKDDIYY
DVNDDDKTSMDNNNNLVDKNNPVDSNNSTYNHRNPADINKNEVDKNNOQNQHPTEKPTK
IQIEMNSNNREVVEQQYPIADIWNI

>PFL1960w, 2359 bases, F2654D48 checksum.
MGPPSTAPDYSSAKDAKELLDKIGQQVHDKVKSESNGFKDELEGSLSLAKVSGVELAD
TLDPCKLIKEKHENLIGARGDPCGKDGTGKEDDSKRFSKESGAECDEKKIKDNKSKGG
NNEGACAPYRRLSLCNKNMEKMGRTSTTKHDLLLDVCMAANYEAESLIPYHDQYEATY
KDYGSTMCTMLARSFADIGDIIRGRDLYSGNKVKKKKLDDSLKTIFGKIYEGLTGGVK
ERYTNDGGDFFQLREDWWTANRETVWKAMTCSEHLKNSAYFRVTCSDKQGESIANHKC
RCPMTSDGKPNDQVPTYFDYVPOQYLRWFEEWAEDFCRKKKIYVGIVKKYCLDETEEKY
CSLNGCDCTQTVRAKGKLRYGNRCTDCLFACHRYEKWIDNQRKQFLKQRNKYADEIKK
YINEASSSSGSGRORRGARNENYDGYESKFYDILKNKRYENVDAFLGLLNNEKACQAV
TDDKGGRINFKNVNSGKNSGGGESGDRGKGASSTSDTSGTNDETKGTFYRSKYCQPCP
ICGMKKKGGKWEAKNDDKCKRGKLYEPTSSAKPTEIKILKSGENHDDIEKKLEAFCET
QNRSDGSSSVHVGGGSGGGGGSGGGGGSGGGGGSGGGGGSGGEGGGSGGGGGSGGGGGS
GGGGGSGGGGGSGGGGGSGGGGGSGGGGGSGGEGGGSGGGGGSGGGGGSGGGGGSGSKS
DSQKLYEEWKCYKHDEVQKVQGQGEEEDEDEVEEEDDLKSAGGLCILPNPKKKEESEA
KSONEPEQFOKTFYDFFTYWVAHMLKDSITHWRTEKLDKCINNTNGKQTKCRKGCKGDC
DCFLKWVNEKKTEWGKIKDHFKTQEGLDNEGENGI PESTRFGFTHDVVLGEFLELQFL
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NENNEENSKNSLDSEEIKHLKNLRDI IKKKNQQAGAGATGKRTIMDELIDYEEGIAKD
COOKCQETQKPQQVDRDLARSATGPRDPSSPAAPTAGPVESAAVDDEDDDNEEEEEEE
EEEDEKEEVGGSDVVEEKEEKEEEKEPEEQVEPQPAATTTONDVKVCDTVDKLFKDTT
ALQDACNLKYVKGKNYGWRCVAPSHTTSETTGKSESATSSSGATTAPAPSLTSPQATA
SANSANSVSSAVCIPPRRRRLYVGKLEQWASGGNTQGGGGNTQVTPQAGGSEAQTQPQ
GKDAASTSPQVALLRDAFIQSAAIETFFLWHKYKMEKKKEKEETQGQVYKQTDDEDKT
POELLNSGKIPDGFLROMEYTLADYKDILESGDKDKKNGYSDIINGDKEMKAKEEKIK
EAIQKFFEQTRGAIPPPPSGTTPSSWWEQHAESIWNGMICALTYTDNSDTVAKGKAST
TODTDLKDALWDENGATNEPIKYKYTEATASGDNTPLTQFVLRPPYFRYLEEWGETFC
RORTRMLAKIRGECVKSGSERCSGDGEDCNDQLDADPTIVRDFLCSTCGRHCSEFYKKW
IQRKKEEFTEQYNAYGGOQKTKCQTESETAKEFCGTLNTFNDAAKFLERLKSGPCKNNE
NVEDNGKDKLDESKPNETEVPATNCKPCSSFKIDCKKAKCSNRDDTNVGENCKKNGNG
YITSDHIKNEDNFTDTIDMLVSDDNKNKSETVLEACEGADIFEGIKENKWKCGNVCGY
VVCKPENGNGKIVNGKPNGENQITTITRALFKRWLEYFLEDYNKIRKKLKPCMNNSDGS
PCIDNYKKKYQCVLOQWISRKEEEWKKIKEHYEKQKPKNGDNNMKSLVTDILSGLYPQT
DVNKAIKPCKGLTKFESFCGLNRTESSKIKDGTPKDVVECLFQKIQKKIEECKQKHPQ
PSANNCTTSPTSDTPPDDEEDLLHEEEENQVKAPEICPTPQQEPEAEDEGECKAASPA
TSEEQTNQTSNPHETPVLKPEEEATAPTSPPRPPLVTSTLAWSVGIGFAAFTYFYLKK
KTKSSVGNLFQILQIPKGDYDIPTLKSTNRYIPYASDRHKGKTYIYMEGDTSGDEDKY
AFMSDTTDVTSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSKRDTQNDMPSDDIPS
DIPNSDTPPPITDDEWNQLKKDEFISNMLONTONTEPNILRDNVDNNTHPTPSRHTLDQ
KPFIMSIHDRNLLNGEEYNYDMSTNSGENNVYSGIDPTSDNRDPYSDKKDPISGTKDP
ISDNHHPYSGIDLINAALNGDYDLYDEILKRKENELFGTNHVKQTSTHSVAKNTNSDP
VMNQLDLFHKWLDRHRDMCEKWDTNNKKEELLDKLKEEWNKDNNKHNGENTINKTLNT
DVSIHIHMDDPKPTNEFSNMDTYPNNSSMDNILDDLEKYNEPYYDVQDDIYYDVNDHD
ASTVDSNNMDVPSKVKLEMSVKNTOQMMEEKYPIGDVWDI

>PFL2665c, 2268 bases, 264CB658 checksum.
MGGSNGGGGSSQEQDESVKHMEDRIGQQVHDEVKNGGADAKKYVGELEGSLSQVSINL
ESAGTTDTCNLVKEYYKHPNGGGDVSDKRYPCKGLSEKYVERFSDKIGGQCTKEKISG
STNTCGACAPYRRLHLCHHNLESTIQTKNYNSSNAKHDLLAEVCMAAKYEGETLTTEHG
KHOQOTNNDSQICTVLARSFADIGDIVRGRDLFHGNPQESAQRKVLDEKLKEIFKETIHS
GLTKKDAQTYYDENGGNFFKLREDWWTANRHTVWEAMTCHAGDSDEYFRKTCGSGNNA
TQAKDKCRCSDNQVPTYFDYVPQYLRWFEEWAEDFCRLRKHKLKDAIDKCRGGSSNDK
YCSGNGFDCVETVRGDEHFVEKDCHDCSYSCSPEVKWIDNQKLELDKQKKKYKSEITR
GASGKSPKRTKRGARASDDNGYESKFYKILKEKNNYGTVGEFLRLLNNEKTCKDQPQV
GNEKASPVDFTKGKTKETFSRTEICEPCPWCGAEKDNTGNGKWKDKELNCGNKKHYHP
EKTTTIEILTADKKQSGIVKKYSKFCTSANGGESDENVOQKVARSEKSKNGDQIVTWEC
YYDKEKGSSKNNNNCVEGTWKDFEKGKNVMPYHPFFWKWVHDMLHDSVEWKTELSKCI
NNKKGSNCIGGCKKTCECFQKWVVQKGKEWDEIKVHENKQEDIVQPGSFIEFSPYGVL
DLVLKGGNLLONIKDVHGDTEDIKYIKDLLNDEEAAGVLVVGSGGENKTTIDKLIEHE
KEQAEQCKKCEEAQKPOQOEREDLARSLPTPEDSSSRPTQDADTGTDDIDDDDEEDEED
DVDPEEEADLGEENHQEESEDKDDANEAAVVPQPEEPQEPVPTDDVNVCETVATALTG
DDLKQACSTKYGPKAPTSWKCVPSGVSTATSGEGGDAKSRERREAGVPTATSSGNTTG
GGKDGATGGSICVPPRRRRLYVGGLTKWAKKYTGNTGESKSQEGVLQTKAVVDGKANA
EGGGOKGARGPNGGTEGANSGKGAQQOQOOEQOOEQQOOEQQOOOOOOOQOQQQPHSTDSSSS
PPSSNPRDVDLRNAFVESAATETFFLWDRYKKEKEKEKEDIEKNGQDTVAYTSSVEKD
POEELQRGDIPDGFLROMEFYTLGDYRDILYSGDKENGNKYMLVDDIKDISDKIKSILN
SDVGQKTTAKQWWDDNGQHIWNGMIYALTYNTDTPSGDKPTQIDEVRAQLWDEKEKKP
KKTDNDHDYTYENVELKEDDDQSGAKTPSASSGSNDPINNPQLSDEFVEIPTYFRWLHE
WGSDFCGTRKRMLGKIKHECRGDKVCSGYGENCDDQLKDNPSIFPSLNCPSCGTPCRY
YKKWINTKKTEYDKQKSAYEQQOOGKCEKENNGAEGNDHDKKFCTRIQNCNEAKDFLKT
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LGPCRTNDESGKGTLYFDDDTFKHADNCKPCSSFKIYCKNCKSSGGTENKCPKGKISA
DDIPSLGNSTHKLDMRVSDKNAKDFAGDLSVCADADIFTGIKEHKWKCRNVCGYVVCK
PENGNTETTSGENNDQITITIRALVTHWVHNFLEDYNRIKQKISHCKENSEQTICKKDC
KDKCKCVDEWINKKRTEWDNIKKLFIEQYKMDSDEYYYVRSCLEDFESRPELNKAIKP
CPNLNNFKTSCGLNDTESSKKKDGDKRDLVVCLLNKLEKKAEKYKDNHETSGEEKECD
SLPHVEDDDDPLEEVDONPEEAKKNMMPTEFCEIQEKKEKEEGTCEKAVDPGGDGKPKG
DODGGTAAGPEADPEADPETEPAPAGDQKEASTSKVAPKPKPPRPQPQPPTQLLDNPH
VQTALMSSTIMWSIGIGFAAFTYFYLKKKTKHPVDLFSVINIPKSDYDIPTKLSPNRY
IPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYVPGSPKYK
TLIEVVLEPSGNNTTASGNNTTASGNNTTASDIPSDNTPTPQPITDDEWNTLKDEFIS
OYLOSEQPNDVPNDYTSGNSSTNTNITTMSRDNVDEKPFITSIHDRDLYTGEEYNYNT
NMSTNSMDDPKYVSNNVYSGIDLINDSLNSGNEHIDIYDELLKRKENELEFGTENTKRT
STYSVAKNTNSDPILNQINLFHKWLDRHRDMCETLKNDNERLAKLKEEWENDTSTSGN
THPSDSNKTLNTDVSIQIDMDNPKPTNEFTYVDSNPNQVDDTYVDSNPDNSSMDTILD
DLEKYNEPYYDMYDDDIYYDVNDDNDISTVDTNAMDVPSKVQIEMDVNTKLVKEKYPT
SDVWDI

>PF13 0003, 3346 bases, 23006AEl checksum.
MGNTQSSEEEEAKSPSLTESHNSARGVLEEIGKKIKDKTEKESKHVRQLKGKLSNAKE
ADRLYKESGGDLRSAYSDACSLTYKFHTNITTDGGDGRHPCHGRENNREFSESQEYGCS
NVYIKGNENNSNGTACVPPRRRHICDONLEFLDNPHTDDTDDLLGNVLVTAKYEGNYT
VSNHPDKNSNGNKSGICTSLARSFADIGDIVRGRDMFKSNEKVEIGLKKVFEKINNGL
KKIGINDYNDISGNYYKLREAWWTANRDQVWKAITCRAPNGANYFRKGLDGKIIFSDN
GPCGRKELIVPTYLDYVPQFLRWLNEWSEEFCRIKNIKIGNIKKSCTGESNNKHCSRE
GYDCNKTNLRLNEIFMDLECPRCADDCKSYETWVEKKKKEFNKQKKKYEKEVDATQNN
DNNENGIYNKKEFYDELKSSYKEVNSFFELLNKGPICEHIDKKIPMDYNNTEKTEFSRSE
YCKSCPITDILCDDNECKTINEFKCREIKSMPNIRKNENETPIDIDILVNVNNKKVIT
HDLKNNYENCDLFKKLGEQKWKCKYKCYLDVCEPRNLDSNIYNERYISIKVLFKRWLE
YFLEDYNKLKEKLNPCMYNVQEIVCINECKONCECVEKWIKEKREEWKKIKDRYVQQY
ESKDEDVSSKLKKFLKQELFTNYVKNALDKDETLDSMKESTECIDPNKPKGKPCNNND
VINILLNRLEKQIDNCKKKHEEKGEKPCVDIPKLLNDEDEDEDDDETPRAHNPCVDKN
DSQPTKTVSYIARQMHRRAKAQMTKNSVVDGDNKLEGDI FKVTFRNGGVGKNLNGDIC
KIDKTYSNDSRGTPTDGPCEGKGDRFKIGTDWQGDSEFVNPQYRGIYMPPRROQHFCTSN
LEKLDVSRVIRNGNASNSLLGDVLLAAKYEAERTKNHYVSKKEEHSEACRAVRYSFAD
LGDIIRGKDMWDKNHGEKKTQENLERIFAKIKEQLLNSSIKDKYKDDDKATPKYKQLR
EDWWEANRSQVWEAMQCPPKNGTFPCKSDHTPLHDYIPQRLRWMTEWAEWYCKEQSRL
YGELVETCGKCMHKGKCKQOGNGHCVTCKPACERKYKKFINTWQPOWKOMEQKYSQLYEE
AKKYNDSSRKDTTNKDDYVLQFLNKLLTONKGNKTYDTAEGYVHQEAHISDCQKQTQF
CKKRNGEIPSSDTETDNNYAFRPQPHDHDEVCECNTRQKTKVRKKKKKVDACEMAKTL
LHNNDGTIRIGQCKRKDEGNAEYPKWDCNSQIHTTHNGACMPPRROQKLCVYFFANPSQ
IGSINKQDNLRKAFIISAAAETFRSWQYYKSKNGGENLQTQLKDGTIPDDFKRQMEFYT
YGDYRDFLFGTDISKGLGEGTALEKQINILFPNGVRKIPNEKTREKWWTDHGPEIWKG
MLCALTNGLSESEKKTKIFDDYSHDKVNQSKNGNPSLEDFAKKPQFFRWEIEWSDEEC
RERKKKEEEVERDCKDEYEGCEKEKNGKCVTACKAYKEYITNKKEEYDSQKGKFDVEK
TEKKQGYEDYSEKQASEYLKEKCIKSSCNCMKKVTEISNYWTNPHKTYDTENLGIKCE
CPPSPCTIVDGILSPONSSSYAEGCKWKYGKMSQGGTEWDCSKKSGGEGGNEDGDVVC
IPPRRRRLYVKNLQDLTGEESLVDLRKAFIKCAAIETFFAWHEFKKEKEREEKEKNEQ
DVQYKSSVLENLQKQLKNGEIDDEFKROMEFYTFADYRDICLGKDIGNDVDGINEKIDT
ILOKNGKPNNIEEYKKWWOKHGHE IWEGMLCALSYNTETKEMDKELRNKLTEQKNGNK
NTYDTVTISGGPIGNTKLEKFASRPPFFRWLEEWADEFCRKRTHKLEKIQNECKGVSG
TNQCDDDGFDCDEMCPKKDGSFETFKCLSCAKSCRFYKKWISRKKEEFDKQSKKYENE
IDDVKHNSDNIYGKDFLETLDQOQYKSVELFLEKVKGPCSINNNNEECKIDENKPKDTF
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GHAKNCGPCSEIRFKCIEDNSNWVTTNTCNKTTFKFTEDNKDTKEDSEQLGMLISDNT
VONFADGLONDCKDADI FKGLRKDQWSCGYFCNLDICSLKTSHGENNYKONILIRALF
KRWLEHFLEDYNKINDKISHCMKNGEGSTCIKGCEIKCNCVSNWIKKKTLEWEIVRDR
FFKQYNVDSEKSEFTVKSFLEQAPFDSDVQKATIKPFEKLRDFEDSIVCNGTTSARKEKG
TEKDVVICLLDKLQKQIETCQTKHKETSGNTCSPPPNPDTQTDTPLPLESFPPPFCNV
PPNPCGDKDATNVVGVEVLAKEMQEAAHKSMLSRSAVDSGKGDKGESSSGKSSLEGDT
SLAEFKNGENPSGLKNVCQITEKHSYANGASKDPCNGKGNGKDQRFKIETQWKDTGKS
GKHVDVYLPPRREHICTSNLEYLLKGNSDQIMKVGNNKINHSFLGEVLLAAKYEAEFTI
KTNYTRLNGONDNGAKCRAMKYSFADIGDIVRGRDLWEHNDFKKLERDLVKIFGKIKE
GITDETTKKQYEKDDTDNKQLRCDWWEANRDQVWEAMQCKTTIPPVTTSCDTTTVTPL
VDYIPQRLRWMMEWAEWYCKYQSKAYSELRKGCEDCRSWKCMKGDSKCENCTKACKDY
NSKIEPWKQOWTKIKEKYEELYKKAQNSDTSNSGTTYPKDEKDVVSEFLSKLHEKNKDN
KIYYTAAGYIHQOAKYLDCTQQTHFCDKKNGETLPSGRDNDKYAFKKPPKKYERACKC
HEKQEPPPPKVPEDSEDDRERSEPGEDALPVLPPEEIEQEEEPEETSVDTTQDEEEPA
SEGGGPSGSPTEESGEPRENSDSSDPKPDONPEANPEQTPILKPEEEAPPKSKPPDGD
RGVGRSLGPTPRSEVEPEESENEDVEDEDDEEEEEDPDDDPEAESEEEDEDHGGQEAE
AVPPQPOAPAPLPPPPPPLPPLKTALMSSTIMWSVGIGFAATISYFLLKKKPKSPVDLI
RVIDIHKGDYGIPTLESKNRYIPYVSDTYKGKTYIYMEGDTSGDEKYGFMSDTTDITS
SESEYEELDINDIYVPGSPKYKTLIEVVLEPSKSNGNTLGDDMVPTTNTFTDEEWNEL
KHDFISQYIQSEPLNVPQYDVLKELPMNIVGNVLDDGINEKPFITSIHDRDLNSGEET
SYNINMSTNSMDDPKYVSNNVYSGIDLINDSLSGGKPIDIYDEVLKRKENELEFGTNYK
KNTSNNNVAKLTNSDPIMNQLDLLHKWLDRHRDMCEMWNNKEEVLDKLKEQWNKDNDG
GDISSDSNKRLNTDVSIEIDMDDPKGKKEFSNMDTILDNIEDDIYYDVNDENPSVNDI
PMDHNKVDVPKKVHVEMKILNNTSTGSLEQQFPISDVWNI

>PFAQ015c, 1327 bases, E44FF520 checksum.
MALKKGVINESKLSARNVLENIANEIKVKRENERKYNDKLKGSLWEAREFSDGLSSSFEG
DIRSGYYDSCSLDHKFHTNINNGYPPARNPCDGRNQERFSNDGESKCGSDKIRGNENN
SNAGACAPFRRONMCDKNLEYLINKNTENTHDLLGNVLVTAKYEGESIVNNHPDKDIK
GNKSSICTSLARSFADIGDIIRGKDMFKRNKHDNIEKGLREVFKKIYEGLKNNGAREH
YKEVKNGNYIKLREDWWTANRDOQVWKAITCEAPENAYIIKRRIDGGDIENLILTHPKC
GHDTDPPVVDYIPQRLRWMSEWSEYFCNVLNKEIDEMNNQCKDCEMSRRCNNDTEGEK
CKKCKEQCQIFKELVSKWKNQFDKQSMKYMELYNKASTNITKONSSAPERGYRRNHRR
RGYDDDTNVQLFLKKVIENNECKVESLGKYLDKTSHCGNYNENYDNTPGSNRSNAFET
TPEKFKKACKCKIPNPLEKCPNEENKNVCTRFDKVYSCTSLSFKNDLSEWNNSGVKNK
ENDNNGVLVPPRRRNLCINLFSKKDYKMKDENDFKEDLLNAAFSQOGKLLGKKYSNYSN
EAYEAMKFSYADYSDIVKGTDMMNDLKKLNKELNTLLKETEKGDISVDRKTWWDDNKN
VVWNAMLCGYKTENENQQLNSSWCNVPDDDNIDQFLRWLTEWAQQYCKEKLIKAHIIN
TKCKDIVEGRKHKSMVDITDVECKRLFIDYEEWFRYRYNQWKGLSEKYIKIKKSKNSG
VNIPSEECAASYVTKHCNGCICNLRDMEDIHKNINNONELMKEMINIIKFDTDQYRTOQ
LONISNSMEINTKSVKTAVDTTKDIVSYGLAGTMGVAAIGLQAGDFLGKKIQDLYNEF
MKPVEKKLDTSSKNLNIYEDPNIMVPAGIGVALTLGLLLFKMRTKPKHEVDMIRILQM
SONKYGIPTTKSPNKYIPYASQRYKGKTYIYMEGDSGDEDKYIGNISSSDITSSESEY
EEMDINDIYPYTSPKYKTLIEVVLEPSKSNGNTPSKGDGNTVGDDMVPTTNTFTDEEW
SELKHDEFISNMLONQPNDVPNDYKSGDIPEFNTQPNTLYFDNNQEKPFITSIHDRDLYT
GEEISYNIHMSTNSMDDPKYVSNNVYSGIDLINDTLSGNQHIDIYDEVLKRKENELFG
TNHPKNTSNNSVAKLTNSDPIMNQLDLLHKWLDRHRDMCDKWNTKEDI LNKLNEQWNK
DNNVGGDIPNDNKMLNTDVSIQIDIDENKGKKDLSNMDTILDDMEDDIYYDVNDNDDD
NDQPSVYDISMDHNKVDVDVPKKVHIEMKILNNTSNGSLEQQFPISDVWNI

>gi, 3006 bases, 6298CD77 checksum.
MAPAQGGTNKTAKEVLDEIGKEVQEKATEDALTYRNDLOGNLSQAKFHGVPIDVKNPC
DLNYETHTNVVKGRKKENPCRGREEKREFSDVLSGQCAKNTIKDSVTNSVGACAPFRRL
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HVCDRNLELIKTDENTSTHDILVDVLLTAKHEGESLVKHYKEYIKKNRNFNICTVLAR
SEFADIGDIVRGKDLYLGYDDEEKEKRKQLEKNLKKFFQKIHDDVMKTSGRTNGKKSAE
AQKRYNDATGNYYKLREDWWNANRDQVWKAITCDAADNDEYFENSSDGLYVFSNGQCG
RNEGKVPTNLDYVPQHLRWFDEWAEDFCRKRNITLKSAKEKCGGEGNTKYCSLNGYDC
TKVFEKKDSCSSDGNCTACSNICIAYDAWLRNQRNEFEKQKIKYTKEIEKYKSSSDKS
NSNISNKYYNEFYENFGKKEYETLONFLKLLNKGMYCQEKIEEEEVIDENKDEDMVEH
RSEYCQPCPDCVVQCKGGKCTEDKKNDKCRSKIIKKILOSEEPTEIHVLNSDDKQGDI
TKKLEVFCSSTTNYEGRNVQKWKCYNKNSDYNNCEMNISSYKDSTDANVMLSVECFHS
WAKNLLIDTIKWEHQLKNCINNTNVTYCESKCIKNCECYEKWIKRKEHEWEKVKNVEG
NNNRMSYIYYNNLSRVEDSFLEFQVMFALDOQDEKGKWDQFTEDLKKKFEPSKTNTPTGK
SOQDATEFLLDHLKDNALTCRDNNSNESCDVSKKVKTNPCGKNPSASNNLVRVKRLAEM
MORYARKQLEKRGGEINLKGDATKGTYRQGGPADGEFKNVCSINQNHTNVONNNRAYTY
OGPCTGKDGSNGGVRMKIGTPWKPGRQIQOMSAEDIYMPPRROHMCTSNLEYLQTKDGP
LKQGDGKLVNNSFLGDVLLSAKMDAGKIIELYKKQNNKSNLTDPEDNESACRALRYSF
ADLGDITRGRDLWDKNSDAKRLOTNLKEIFTKIKEELPEDIKKKYDKDGTDHKLLRED
WWEANRHQVWRAMKCATIENDKDMKCNGIPIEDYIPQRLRWMTEWAEWEFCKEQSRLYNK
LVADCKSCKGKAKSCTQKDGDCTKCKAACDNYNKKIKPWEEQWEKIKNKYAQLYKKAL
DSVNGKEESKKKTASDAKDQQVVHFLAELIRKSGGGKGGKNVKTTVSPTTTPNTLYSS
AAGYTHHELGRTVGCNTQKEFCYSKNGKYAFKDPPKGYEEACKCNDRNPKPQPAPKKE
DEDACDVVKPLLKDKGETDDIDGCNQKYKAGKDKYPGWDCNSQIHTTHNGACMPPRRQ
KLCVSGLTKTDRIKAIEYIRTEFIKSAAIETHFAWDRYKEDNGEAEAELKNGNIPEGFEF
KROMYYTFGDYRDIFFGRDISTHAYISGVSPKVITILEKENDAKYAAKONSNNELLDD
WWDQHGKDIWEGMLCALTHKISDEEKKKEIKNKYSYKKLNESPKGSNKVEDFAKKPQF
LRWFIEWGDEFCAQREEKEAKVKVSCSDAKDYDGCKNTKSNASCVSACKVYEDYITKK
KVEYTKOQKGKFDAEKITDKEGYEGFSTKDASEYLKKKCLDDTCNCMOQKVKNNTEYWNT
PNKTYTNSNLEKRCECQPPQEPPPGPEGGARSDSGPRDTTPRPAGSDARSNTVPSPPP
RPAGDTVHEVAEVQEEEEEDEDGDLPEDQDEDVEVAGAEEEEDLDVGVARILRGRTNS
PDEDEDEASEEEDDDDDDAQDTTEVTGQGEEETAEDHQDTTEETVDQEKAEEDKDGGG
ETPOKETQPKVEVNPCDIVKTLFTTTETLKEACPTKYVNGREKFPNWKCISSGSDASG
SICIPPRRRKLYLHKIEGVDTTVSSDGETTTPITHDALREAFIQTAAVETFFLWHRYK
KIKEKERQEELONGTFLLPPAQKVSPEDNPEHPOKKLKEGKIPEEFKROMFYTLGDYR
DLCVGVKDDVAQALEASGDNKSGDKNIKDISEKIKSVIEKSGEQTPPGPKPGQTTTKP
EEWWOKNGEHIWNAMICALTHNTDTRQVDDOVKGOLFENGKNTPKNSQYQYKNVTISS
VSSNGGPIGNIKLEQFASRPTFLRWLEEWGEEFCRKQYHKLERIKEECHKDGNRNCDD
DGFECKEMCPCKDGSFETLKCPSCAKSCKSYKKWISRKKDEFTKQKGAYEKQKKDAEG
NNNDYKEFSKTLRNYNDAAAFLNSLKNGPCSKNDDDSVQDEIKFDDERKTFGHETYCK
PCSKITVKCKENNHCDNSKPNDCRNINSISAEDIEKRSNSTQDVTMSVSDSNTNGNKF
YDLNDCIKAGIFKGIREDVWKCGEYCGVDICTLEKTNNEERVSAKENDNKNQIILIRV
LFKRWLESFLEDYNKINDKISHCMKNDKKSPCINGCONKCNCVEKWIEKKKSEWGKVR
ERYINQYRDKNSNEAFEVKSFLETLIPQIPVVTDKGKHDSLTQLKKLLKCNCSEKSEN
SNEKDVVLCLLKKLEDKAKNCKDQASGEPCPQTTSENPDDEDILLEEENPVEAPNICP
KVEEPEPVVEEEKCDLAEAPSKESSTEENSGEGSNSEQNPRSKPEEEPPPPTSSETDT
PPPAPPTIQPSQADQPTNSISDILSSTIPFGIATIALTSIVFLFLKKKTKSSVDLLRVL
NIPKGEYGMPTLKSSNRYIPYASDRYKGKTYIYMEGDSDSGHYYEDTTDVTSSESEYE
ELDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGKNTPSDTONDIQONDGIPSSKITDN
EWNTLKDEFISQYLOSEQPNDVPNDYTSGNSSTNTNITTTSRHNVEEKPFIMSIHDRN
LYTGEEINYNVNMVNTMDDIPINRDNNVYSGIDLINDALNGDYDIYDEVLKRKENELF
GTNHVKQTSIHSVAKPARDDPIHNQLELFHKWLDRHRDMCEKLKNHHERLAKLKEEWE
NETHSGNTHPSDSNKTLNTDVSIQIHMDNPKPINEFTNMDTILDDLDINNEPYYDVQD
DIYYDVNDHDTSTVDSNAMDVPSKVQIEMDVNTKLVKEKYPIRDVWDI

>gi, 2182 bases, D3DE6998 checksum.
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MEPGGSGGRGSGGSSSGKGKKDTSEYIYVSDAKDLLDRVGEKVYEEKVKNGDAKKY IE
ALKGNLNTANGRSSETASSIETCTLVKEYYERVNGDGKRHPCRKDAKNEDVNRESDTL
GGQCTYNRIKDSQOGDNKVGACAPYRRLHLCDYNLESIDTTSTTHKLLLEVCMAAKYE
GNSINTHYTQHQRTNEDSASQLCTVLARSFADIGDIVRGKDLYLGYDNKEKEQRKKLE
QKLKDIFKKIHKDVMKTNGAQERYIDDAKGGDFFQLREDWWTSNRETVWKALICHAPK
EANYFIKTACNVGKGTNGQCHCIGGDVPTYFDYVPQYLRWFEEWAEDFCRKKKKKLEN
LOKQCRDYEQNLYCSGNGYDCTKTIYKKGKLVIGEHCTNCSVWCRMYETWIDNQKKEF
LKQKRKYETEISGGGSGKSPKRTKRAARSSSSSDDNGYESKEYKKLKEVGYQDVDKEL
KILNKEGICQKQPQVGNEKADNVDEFTNEKYVKTFSRTEICEPCPWCGLEKGGPPWKVK
GDKTCGSAKTKTYDPKNITDIPVLYPDKSQONILKKYKNEFCEKGAPGGGQIKKWQCYY
DEHRPSSKNNNNCVEGTWDKEFTQGKQTVKSYNVFFWDWVHDMLHDSVEWKTELSKCIN
NNTNGNTCRNNNKCKTDCGCFQKWVEKKQOEWMATKDHFGKQTDIVQQOKGLIVESPYG
VLDLVLKGGNLLONIKDVHGDTDDIKHIKKLLDEEDAVAVVLGGKDNTTIDKLLQHEK
EQAEQCKQKQEECEKKAQQESRGRSAETREDERTQQPADSAGEVEEEEDDDDYDEDDE
DDDVVQEEEEGKEEGTVTEVTEVTEVVEETVTEQEGVKPCDIVGKLFEDDKSLKEACG
LKYGPGGKEKFPNWKCVTPSGVSTATSGKDGAICVPPRRRRLYVGGLSQWASRGGDET
TEVSSEATSAPSQSESEKLRTAFIESAATIETFFLWHKYKEEKKPPATQDGAGLGVSLP
EPSPPGEDPQTOQLOOTGVIPPDFLROMEFYTLADYKDILYSGSNDTSDTTGKQTPSSSN
DNLKNIVLEASGSTEQEKEKMKQTIQAKIKKILNGATSGVPPVTKNSVKTPOQOTWWEN I
AKDIWNAMVCALTYKENDARGTSAKIEQNKDLKKALWDEANKNTPIEKYQYTNVKLED
ESGAKSNDTIQPPTLKNEFVEIPTFFRWLHEWGNSEFCFERAKRLAQTIKHECMDEDGEKQ
YSGDGEYCEETFSKQYNVLODLSSSCAKPCRLYKTWIEKKKTEYEKQQKAYEQQKSNY
ENEQKDKCQTQSNNNANEFSRTLGASPTAAEFLOQKLGSCKNDNGYENGEDNKIDEFKNP
DKTFKEAHSCDPCPITGVKCONGHCVGSANGKECKNNKITAEDIKNKTDPNGNIEMVV
SDDSTNTFEHLGDCKSSGIFKGIRKDEWKCANVCGVDICTLEKKIKNGQEGDKKYITM
KELLKRWLEYFLEDYNRIRKKIKLCTKKEDGCKCIKGCIEKWVQEKTKEWQKINDTYL
EQYKNDDGNTLTNFLEQFQYRTEFKNATKPCDGLDQFKTSCGLNSTDNSQNGNNNDLV
LCLLNKLOKKISECKEQHSGQTQTPCDNSSLSGKESTLVEDVDDYEEQNPENKVEQPK
FCPDMKEPKKENDEEVGTCGGDEEKKKVEDSVIEQKEEEAASAPEESPPLTPEAPKKE
ENVVPKPPPPPKKRRIKTRNVLDHPAVIPALMSSTIMWSTIGIGFAAFTYFYLKKKTKS
SVGNLFQILOIPKSDYDIPTLKSSNRYIPYASDRHKGKTYIYMEGDSSGDEKYAFMSD
TTDITSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSKRDTONDIHNDIPSDIPNSD
TPPPITDDEWNQLKKDFISNMLONTONTEPNILHDNVDNNTHPTMSRHNMDQKPEIMS
ITHDRNLFSGEEYNYDMENSGNNPINISDSTNSMDSLTSNNHSPYNDKNDLYSGIDLIN
DALSGNHIDIYDEMLKRKENELFGTQHHPKNITSNRVVTQTSSDDPITNQINLFHKWL
DRHRDMCEKWKNNHERLPKLKELWENETHSGDINSGIPSGNHVLNTDVSIQIDMDNPK
TMNEFTNMDTNPDKSTMDTILDDLEKYNEPYYYDFYKHDIYYDVNDDKASEDHINMDH
NKMDNNNSDVPTNVQIEMNVINNQELLONEYPISHM

>gi, 3078 bases, DO6F10CA checksum.
MVELAKMGPKEAAGGDDIEDESAKHMEDRIGKDVYDKVKEEAKERGKGLQGRLSEAKF
EKNESDPQTPEDPCDLDHKYHTNVTTNVINPCADRSDVRESDEYGGQCTHNRIKDSQQ
GDNKGACAPYRRLHVCDONLEQIEPIKITNTHNLLVDVCMAAKFEGQSITQODYPKYQA
TYGDSPSQICTMLARSFADIGDIVRGRDLYLGNPQEIKQROQLENNLKTIFGKIYEKL
NGAEARYGNDPEFFKLREDWWTANRETVWKAITCNAWGNTYFHATCNRGERTKGYCRC
NDDQVPTYFDYVPQYLRWFEEWAEDFCRKKNKKIKDVKRNCRGKDKEDKDRYCSRNGY
DCEKTKRAIGKLRYGKQCISCLYACNPYVDWINNQKEQFDKOQKKKYDEETIKKYENGAS
GGSROKRDAGGTTTTNYDGYEKKFYDELNKSEYRTVDKFLEKLSNEETICTKVKDEEGG
TIDFKNVNSDSTSGASGTNVESQGTFYRSKYCQPCPYCGVKKVNNGGSSNEWEEKNNG
KCKSGKLYEPKPDKEGTTITILKSGKGHDDIEEKLNKEFCDEKNGDTINSGGSGTGGSG
GGNSGRQELYEEWKCYKGEDVVKVGHDEDDEEDYENVKNAGGLCILKNQKKNKEEGGN
TSEKEPDEIQKTEFNPFFYYWVAHMLKDS THWKKKLOQRCLONGNRTIKCGNNKCNNDCEC
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FKRWITQKKDEWGKIVQHFKTONIKGRGGSDNTAELIPFDHDYVLQYNLQEEFLKGDS
EDASEEKSENSLDAEEAEELKHLREITIESEDNNQEASVGGGVTEQKNIMDKLLNYEKD
EADLCLEIHEDEEEEKEKGDGNECIEEGENFRYNPCSGESGNKRYPVLANKVAYQMHH
KAKTQLASRAGRSALRGDISLAQFKNGRNGSTLKGQICKINENYSNDSRGNSGGPCTG
KDGDHGGVRMRIGTEWSNIEGKKQTSYKNVFLPPRREHMCTSNLENLDVGSVTKNDKA
SHSLLGDVQLAAKTDAAEITIKRYKDONNIQLTDPIQQKDQEAMCRAVRYSFADLGDIT
RGRDMWDEDKSSTDMETRLITVFRKNIKEKHDGIKDNPKYTGDESKKPAYKKLRADWWE
ANRHQVWRAMKCATKGITICPGMPVDDYIPQRLRWMTEWAEWYCKAQSQEYDKLKKICA
DCMSKGDGKCTQGDVDCGKCKAACDKYKEETIEKWNEQWRKISDKYNLLYLQAKTTSTN
PGRTVLGDDDPDYQOMVDEFLTPIHKASTIAARVLVKRAAGSPTEIAAAAPITPYSTAAG
YIHQEIGYGGCQEQTQFCEKKHGATSTSTTKENKEYTFKQPPPEYATACDCINRSQTE
EPKKKEENVESACKIVEKILEGKNGRTTVGECNPKESYPDWDCKNNIDISHDGACMPP
RROKLCLYYIAHESQTENIKTDDNLKDAFIKTAAAETFLSWQYYKSKNDSEAKILDRG
LIPSQFLRSMMYTFGDYRDICLNTDISKKQONDVAKAKDKIGKFFSKDGSKSPSGLSRQ
EWWKTNGPEIWKGMLCALTKYVTDTDNKRKIKNDYSYDKVNQSONGNPSLEEFAAKPQ
FLRWMIEWGEEFCAERQKKENIIKDACNEINSTQQCNDAKHRCNQACRAYQEYVENKK
KEFSGOTNNFVLKANVQPQODPEYKGYEYKDGVQPIQGNEYLLOQKCDNNKCSCMDGNVL
SVSPKEKPFGKYAHKYPEKCDCYQGKHVPSIPPPPPPVQPQPEAPTVTVDVCSIVKTL
FKDTNNESDACGLKYGKTAPSSWKCIPSDTKSGAGATTGKSGSDSGSICIPPRRRRLY
VGKLOQEWATALPQGEGAAPSHSRADDLRNAFIQSAATIETFFLWDRYKEEKKPQGDGSQ
QOALSQLTSTYSDDEEDPPDKLLONGKIPPDFLRLMFYTLGDYRDILVHGGNTSDSGNT
NGSNNNNIVLEASGNKEDMOQKIQEKIEQILPKNGGTPLVPKSSAQTPDKWWNEHAEST
WKGMICALTYTEKNPDTSARGDENKIEKDDEVYEKFEFGSTADKHGTASTPTGTYKTQY
DYEKVKLEDTSGAKTPSASSDTPLLSDFVLRPPYFRYLEEWGONFCKKRKHKLAQIKH
ECKVEENGGGSRRGGITRQYSGDGEACNEMLPKNDGTVPDLEKPSCAKPCSSYRKWIE
SKGKEFEKQEKAYEQQKDKCVNGSNKHDNGEFCETLTTSSKAKDFLKTLGPCKPNNVEG
KTIFDDDKTFKHTKDCDPCLKFSVNCKKDECDNSKGTDCRNKNSIDATDIENGVDSTV
LEMRVSADSKSGFNGDGLENACRGAGIFEGIRKDEWKCRNVCGYVVCKPENVNGEAKG
KHIIQIRALVKRWVEYFFEDYNKIKHKISHRIKNGEISPCIKNCVEKWVDOKRKEWKE
ITERFKDQYKNDNSDDDNVRSFLETLIPQITDANAKNKVIKLSKFGNSCGCSASANEQ
NKNGEYKDAIDCMLKKLKDKIGECEKKHHQTSDTECSDTPQPQTLEDETLDDDIETEE
AKKNMMPKICENVLKTAQQEDEGGCVPAENSEEPAATDSGKETPEQTPVLKPEEEAVP
EPPPPPPQEKAPAPIPQPQPPTPPTQLLDNPHVLTALVTSTLAWSVGIGFATFTYFYL
KKKTKSSVGNLFQILQIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSG
YTDHYSDITSSESEYEEMDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGNNTTASGN
NTTASGKNTPSDTONDIQONDGIPSSKITDNEWNQLKDEFISQYLOSEPNTEPNMLGYN
VDNNTHPTTSHHNVEEKPFIMSTIHDRNLEFSGEEYNYDMENSGNNPINISDSTNSMDSL
TSNNHSPYNDKNDLYSGIDLINDALSGNHIDIYDEMLKRKENELFGTKHHTKHTNTYN
VAKPARDDPITNQINLFHKWLDRHRDMCEKWKNNHERLPKLKELWENETHSGDINSGI
PSGNHVLNTDVSIQIDMDNPKTKNEITNMDTNPDKSTMDTILDDLEKYNEPYYYDFEFYE
DDITYHDVDVEKSSMDDIYVDHNNVTNNNMDVPTKMHIEMNIVNNKKEIFEEEYPISD
IWNI

>gi, 2664 bases, C27740EA checksum.
MVLQRAAGGGGDGIDKRSAKHLLDSIGKKVYDKVHGDALQPSNGKLKGTLSLATIFEKA
PEGKQTSEDPCDLNHEYHTTVTSGYDKENPCKDRPEVRFSYTEGAECDKSKIRGSNSN
KDGACAPFRRLHLCDQHLEHIKHDKITRHNLLADVCEAAKFEAESLEKYRGQYQLNNS
DVNINICTELARSFADIGDIVRGRDLYRGNDKEKDRLEENLRKIFKKIYDNLNDAHVQ
EHYKDDDKGTKNYYKLRNAWWEANROQTVWKAITCGAAGGTYFRQTCGTGTWTNEKCRC
PINDVPTYFDYVPQYLRWFEEWAEDFCRKKKKYVDIVKTNCRNYSRNLYCSGNGLDCQ
ETIRVIGHHVIGSECSKCSVWCRRYKKWIDNQKEEFLKOQKKKCENEMLSKSKKKQSTK
YNVYEGYDKEFYKILKSENVGGLDKFLELLNEERECQEFSNDLGKIDFKTVDGGGVGA
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IGGGASDSNNSNKTFSHSQYCEECPGCGVELIGNEWKEKNKGECKGGKRYNIPKGTKH
NVIPVLSEFGDEHKEITEKIEQFCAESNSDSSKLTEQWKCYYGDKEYEVCTLENRNKSE
EDPEEIQKTFHNFFYFWIRHLLNDSIEWRDKINNCIEKAKEGKCKNECKTDCGCFQRW
IGKKKEEWGEIKKHFKTODGFSIFGNNYDFVLENVLNIDELFOQDITEAYGNSQKIQGT
KDTLAKKKTQAADDATEQKNTIDLLFEYDSEEAEKCKKIQEECQPKKPTKVRNPCYGN
NTYDALAGKVAQKLQQEAKEQLDRNDSRSALKANASQGKYSNQGDPDDFKKNLCGITQ
KHSNAIGDSKNPCNNKGKERFNVGEKWKNGGEVKMSHTDLYLPPRROQHFCTSNLEHLN
TKSTGLTSDKAIHSLLGDVLLAAKKEGEDIKTKLTENDNRSSICRTMKYSFADIGDII
RGTDLWDINGDATGVONNLKDIFSKITEELKKQHPDKENDNDKYTNDSKHTKLRSDWW
EANRDQVWKAMTCPTKNGNIQCGATPHDDYIPOQRLRWMVEWAEWFCKEQSRLYEELLR
DCGSCTTGKCNNDKCAKCDKQCQEYKTKIQPWADQWNEISNKYQILYWQAKTIAATINGG
TEKSTTTKDDKDKNVIDFLOQKLHEANYGTRGPPPEAHPDRRPRRAATSKSDVYETTAG
YITHQEARTRECLGONVFCNNNGNNEYAFSLTPHEYKHACKCNENKASSPEELGRSDSF
DDHQTPRPEEDEVHSSEEGEEDESEDEEKEEEVEEVHDGADEKAGAVSQPEASPTTKD
VVKPPCDIVKELEFSNVDTLOQKACSTKYGPGKNYGWRCIPTKTSNDVTGEDGQGSRRVV
RSTPESGSNSDKNGATCIPPRRRRLYVGKLEQWANKHNTETSVSQGEATEARGSEAPA
PGGKESSSGGKETPSDKLRTAFIESAAVETFFLWDRYKKEWLAQKKAELQNGGLDLYS
SGDGDPDNPONKLLNGVIPPDFLRLMEYTLGDYRDILVHGGNTSDSGNTNGSNNNNIV
LEASGNKEDMQKIQEKIEQILPKNGGTPLVPKSSAQTPDKWWNEHAESIWKGMICALT
YTEKNPDTSARGDENKIEKDDEVYEKFFGSTADKHGTASTPTGTYKTQYDYEKVKLED
TSGAKTPSASSDTPLLSDFVLRPPYFRYLEEWGONFCKERKKRLKQIKEECMDGSDKK
YSGDGEQCDRRDTSNEVSADLEGRSCGNSCRFYKKWIKRKRKEYDKQANAYSKQKTKY
EEGSKGAGLNDHNKEFCVKLGTCTDAAAFLNRLKNGPCKKDNENGGNDINFGNTEETF
RPAENCKPCSSFKINCRNGNCRSGDGDTKEKCNGGTITTGNFNTMGTCTEDVVMHVSD
KNANEFEGDGLDEACENAGIFTGIRKDEWKCRKVCGLHICKQEKGNGAINDQQIILVR
ALLKRWVEYFLEDYKKIKKKLKPCIENGNGSTCINGCNKKCNRVGEWIKLKKDEWTKT
KNHYLEKNKEGDKNVTSLVTNVLETLVTQIAAANDKREQTSLDKLKTSLGCNCPENSR
KNDGNENDAIDCMLNKLETKIHECKTQHENSVENSDOQPHPNCGGNPPPDEEDLLLEEE
NPVEQPGFCPTPQQEPEPDDKCGKLEEKKDEKKEQPEQPAEEDGGAIVPSGPPGSEPE
ADKGPVKPAEIPKPQEPPDLSHPAVIPSLVTSTLAWSVGIGFAAFTYFYLKKKTKSSV
GNLFQILQIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDI
TSSESEYEEMDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGNNTTASGNNTTASGKN
TPSDTONDIQNDGIPSSKITDNEWNQLKDEFISQYLOQSEPNTEPNMLGYNVDNNTHPT
TSHHNVEEKPFIMSIHDRNLFSGEEYNYDMFNSGNNPINISDSTNSMDSLTSNNHSPY
NDKNDLYSGIDLINDALSGNHIDIYDEMLKRKENELFGTKHHTKHTNTYNVAKPARDD
PITNQINLFHKWLDRHRDMCEKWKNNHERLPKLKELWENETHSGDINSGIPSGNHVLN
TDVSIQIDMDNPKTKNEITNMDTNPDKSTMDTILDDLEKYNEPYYYDFYEDDIIYHDV
DVEKSSMDDIYVDHNNVTNNNMDVPTKMHIEMNIVNNKKEIFEEEYPISDIWNT
>PFC1120c, 2169 bases, 2B420EDA checksum.
MGRPKRAPAAKEPDYSSAKDAKELLDMIGQTVHSKVHREDANYRGKLYGLLTQAQFESN
KERVHINNPCLLDYNYDTNVTSNVIDPCEHKSVERFSEVSGGECDEKKIKGSNGGACA
PFRRLHVCDRNLEQIKPHTITATHNLLVDVCYAAQFEGKSISGYYPRYQTKYKDSGST
ICTVLARSFADIGDIIRGKDLYEGYDQKDKEQKVKLENKLKDIFKNIYNELTSTNGKK
GKKQALQARYQDDGSGNYYQLREDWWDANRAKVWYAITCGAGTSDKYFRKTCSNDTSD
TNEKCRCVSTDPPTYFDYVPQYLRWFEEWTEEFCRKKKKKLEDVIKKCRYDENNERKY
CSRNGFDCKDTIRAQEKLVKGYDCHKCSVACDDFEPWIKNQKQEFEKQKGKYTKEMQK
YANGTTTKETSNGPINNLYADDFYKKLOQEHYPSVDEFLEKLNEQQICKDEPKVKEETI
SRVDEFKNVDAFSYKEYCDTCPWCGTEKKQDGTLRYKEDVECRNQPTTPLDNTKSTDIQ
LSFTDKGNPKILEKFKNLCEENNEKTINWKCHYKEKNVYKDDSDKDYCVLQDGNQNIK
DOQTIMSFESFEFWSWVSRMLNDSTIKWRNQHSKCINNKKETKCIEGCKKTCECFEKWVGQ
KKTEWRKIKHHFDOOQENLKGRDRNITLKYYLDILFKEKIKEAYGDERESKELEEKLNN
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IEGSQQAGDTEHSEFAVDVLLKHEEEIAENCIKYNPEDTCPTSDTGSRARSDHHDPPP
VIPRNDFEDEKDKQPEFKDPGRESEDDDDDEDELPPEDEAKEQEEEEKGAGEDEAASE
AEASGPKVEVEGKPPCDIVQTLFESTKNLSDACGLKYGPGGKEKFPNWKCISSGSDTG
STTKONDSEGSEGGHRSKRHTESSDSTTTSSGSVCVPPRRRKLYVGELTKWAEEARKS
STSPQPGESGVANASASSTSSPTDATQLLRDAFIQSAATIETFFLWHKYKAENTRDNKS
PLGNGGVAQFFGSYSGSESEEKTPQOWLQSGTIPTDFLROMFYTLGDYRDLCVGVKED
VINALKASGDNPTNKLTIQQISEKIKNVIEKSGDTPSRTPPGQQPSDNDPKSWWKLHA
PYIWNGMIYALTYDTNTASGEKKIEKDDAVYKKLWDEANNKPKKDNGQQODYTYEKVET
KEEDSGQOKASTASQTPSPRASGENKPTTLDSEFVKRPTYFRYLEEWGETFCRERKKRLE
KIKVDCEVEENTGARGGTTKQOKYSGDGEECSKIVENKDKIFKDLEKPSCATPCGLYKR
WIRRKKDEYNKQKSAYNEQKTKYENGNNKGGGGNGVCGTLQENAADFLKKLGPCSKTY
NENGVGKTDEFDDDKTFKHTKHCDPCPKENVNCKNCNSSGGGTKVECNGRNSGTTTITA
SDIKNGGDSTEINMLVSDKEFTTKFEGDGLKACKNANIFKSIRKDVWKCVNICGVDVCG
LKKGDNNGELDDKQITILVRALIKRWLEYFLEDYNKIKKKLKSCTEKGEGSPCIKECVD
TWITEKRKEWKTIKERYVDKYTKENDGSNDLTTFLQQGPFYSLVEEAKKVVKCKDEQE
KLWGCTGNTTGHAQDKCENGDFITNLISKLOQEKISECTSQSSGSDCTLSTENPSTTLD
DEEPLEEVDONPEDAQKMI PKICGDVIPKEEAKEEGGCTPDIKKEEEKKEEKKKPEQT
AEKPAAETKAKEEKPAQDEAGPPPADPLPAREPFDPTILQTTIPFGVALALGSIAFLF
LKKKTKSPVDLFSVINIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSG
YTDHYSDITSSSESEYEELDINDIYAPRAPKYKTLIEVVLEPSGNNTTASGNNTTASG
NNTTASGKNTPSDTONDIQNDDIPSSKITDNEWNTLKHDEFISQYLQOSEQPNDVPNDYS
SGDIPLNTQPNTLYFDKPEEKPFITSTIHDRNLYTGEEYSYNINMSTNSMDDIPINSHN
NIYSGIDLINDSLNSNNVDIYDEVLKRKENELEFGTNHVKHTNTHNVTKSSNSDPIDNQ
LDLFHTWLDRHRDMCEKWNNKEEVLNKLKEEWENETHSGNTHTSDSNKTLNTDVSIQI
DMDNPKPINQFTNMDTILEDLEKYNEPYYDVQDDIYYDVHDHDTSTVDSNNMDVPSKV
QIEMDVNTKLVKEKYPIGDVWDI

>chr4.glm 42, 117 bases, AAECA4F7 checksum.
MYTGDDLPYTKLREHWWEKNRGKVWEAMQCGYKHGRDPTDSEKDLATICDRKDNDYPVG
NDRKEGTEYQFFRWESEWSEDFCQKQKKQLEELEELEKGCPTDMCTSENEKKQQOMHTS
M

>PFL1970w, 2188 bases, 6948D14 checksum.
MAPGSGGAASSGEEDKDAKHVLDEFGQKVHDEVKKEAKKYIDELKAGVSFASILGEES
AHTTEPCGLDYSKLIKGSGSGGVAARGHPCGNGSASASDKREFSKERVDEYDEKKIGCS
NSEGACAPYRRLHLCNKNEFPNMNSKDSSKAKHDLLVDVCMAAKYEGESLKVYHEQYEV
QYPSSGSTMCTELARSFADIGDIVRGIDLYGGNNKRRKQLDDKLKEIFKKIHENLGTH
EKKHYENDTANYYKLREAWWALNROQDVWKALTCDAHGTYFRATCSERNGGCSQANDKC
RCPKTSDGKANDQVPTYFDYVPOQYLRWFEEWAEDFCRKKNKKVENVKKQCRKKDNSSD
DRYCSRNGYDCEKTKRAIGKLRYGKGCTECFFACNPYVEWIEKQKEQFDKQKKKYDEE
IKKYENGAPRSSGGRAKRAAPSNINYEGYESKFYKILKGDYGSVDAFLEKLSKENVCT
ATTDGGRISFEKVNTGSTGGSVRDASGGDSGTNNEKEGTFYRSEYCQPCPYCGVKKKN
GNEWKKKDTDQCKNIKLYKPRDDKGGTPIEILKSGEKHDDIETKLKAFCKTQNGSDGG
RGGSGGSGGKNSDSSLYDPWQCYQIGELTKDNKAGGEDDEDDDDYDGLVTNSGGLCIL
KNNINKKEKPERSSQKEPDEIQKTFHDFFYYWVAHMLKDSITHWRTKKLDKCLONGNKK
CGKKICNGDCECFKRWVEQKETEWGKIKEHFKTQKGFDKEDNSSPSGFTLRMTHDVVL
DGVLKEEFLKGDSEDGSAQDTONSLDAEEIQHLREMLKETGEFDGGSGIGVAKEQKTLM
DKLIEYEKGIATKCLQKCQETQPENPARSLDSVPGSPSPPADPSLDTARGPNHEEEEE
DDDSGDDDEVDLQEDQEDQDEAEAEDPDGESSTAETTQQEAVAPTTQOQDNAEKPCDIVD
KLFONPEQFKEVACKQKYAKNNSRLGWKCVTPSGDOQKATSEGNGDANRRVARQTSESG
EKSGDKDGAICIPPRRRRLYIQKLOEWAKTVGNTVVSGEPQTQOGEASSPSDKESSQSD
KLREAFIQSAAIETFFLWDRYKKEWALQKLAELORNGDLPFFTSGAGYGMTAVVNGAQ
PTASPGHSNGLISLPSLVTDSDNPONKLNDGTIPPDFLROMFYTLGDYRDICIGVKED
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VIKALKASSDKNIETIKKAIDEILSKQSRNNQQSGQKSGTTPQTWWDENAQHIWEGMV
CALTYEDNGEKKIEKVNDANGTDLFEKLKTKYQYKNVKLDENSGTEAKTNEPSSPSSD
NTPTTLTDFISRPTYFRYLEEWGONFCKERKKRLEKIKEDCYRNGGREGPIKFDDQDE
TFRPAKNCAPCSEFKVKCNGRVCTGGVTKGNCNGGRITAENIQNKRDGNGNIHMRVID
SNTAVENGLDEACKTSGIFKGIRKEQWKCDNVCGYEVCKPENGNENENKNQI LLEFNAL
FKRWLEYFLEDYKKIKHKISHCMKNGNGSKCTNDCPNKCKCVEKWVEKKREEWY IVKK
RENGQYTKENDDAISSNLNSFLEPLVTQIAAATDKAEHETLEKLEKSLGCNCPDSSQK
KGDTPKDIVECLLNKLOQOKATSCQEQHSDVDPKTSCETSSPVEDEDDTLDEETEVKAP
EICKNVVDTKKENDETGETCTSEDTITKETVETDSTDGPKQEEPPAATRPTKPKGRKP
ROPKEIDFPTPALKNAMLSSTIMWSIGIGFATFTYFFLKKKTKASVGNLFQILQIPKG
DYDISTLKSSNRYIPYASDRYKGKTYIYMEGDSSGDEKYAFMSDTTDVTSSESEYEEL
DINDIYVPGSPKYKTLIEVVLEPSKRDTQNDIHNDIPSDIPNSDTPPPITDDEWNKLK
KDFISNMLONTONTEPNILRDNVDNNTHPTTSHHNVEEKPFIMSIHDRNLFSGEEISY
NVNMVNSMNDIPMSGKNDVYSGIDLINDSLNSDQHIDIYDEVLKRKENELEFGTNNTKK
NTSTNSASKLTNSDPITNQLELFHKWLDRHRHMCDOQWNKNKKEELLDELKEEWNKENN
NSSAKTYNSDNKPSHNHVLNTDVSIQIDMDNLKPKNEFTNMDTNPDKSTMDTILDDLE
KYNEPYYYDFYKDDIYYDVNDDDKTSMDNNNNLVDKNNPVDSNNSTYNHRNPADINKN
FVDKNNONQHPIEKPTKIQIEMNINNGELVKEKYPISDIWNI

>PFF1550w, 296 bases, CC6E1856 checksum.
MLLENFLINVLVLPHYENYONNHYNIRLIPNNTYRITIKSRLLAQTQIHNPHYHNDPE
LKEIIDKLNEDAIKKYQQTHDPYEQLQEVVEKNGTKYKGGNDAEPMSTLEKELLQTYE
EVFGNESDMLKSGMNTNVDEKSSTCGCTDINGVKLAKTKGRDKYLKHLKHRCTRGICF
CSVGSALLTMFGLAVAKKAAVDAILPVYVAAIKKCVSSSSLFHIFHGGSLTTALKATE
ACASVAGPDIVIPATGAAIGAFPPYGIAALVLLILAVLLITILYIWLYRRRKNSWKHEC
KKHLCK

>MAL13P1.7, 308 bases, B14DA43F checksum.
MKMHYLKMLLEFTFLINILGSPHNENYLNNHYNISIVONNTKRTTINSRLLAQTKNHNP
HYHNDPELKEIIDKMNEEAIKKYQKMHDPYKQLKEVVEKNGTKYTGGNDAEPMSTLEK
ELLETYEETFGDKKHIMLKSGINTNQYDKSIDESSTCGCTDNNKAKLETTKGKDKYLK
HLKEGCTRSICFCSVSTVFLTLIALAFAKKAAVASLVYYGEAFQNCVSSSSLFYIFDS
VSLTTAIQTASKCASLAGATDAGGTAAGAAMGIFYPCGIAALVLLILAVVLITILYIWL
YRRRKNSWKHECKKHLCK

>PFAQ090c, 289 bases, EEB69262 checksum.
MKMYNLKMLLEFTFLINTLALPHYDNYONSHYNINLIQYRAQRTTINSRLLAQTKNHNP
HYHNDPELKEIIDKMNEEAIKKYQQTHDPYKQLKDVVEKNGTKYTGGKDAEPMSTLEK
ELLETYEEMFGNESDMLKSGMSPNVDEKSSTCECTDINGVKLAKTKGRDKYLKHLKHR
CIHGIGFCSIGSTLLTLIGLALAKKAAVDALASYATSHKICVDSINIFNMIAGSAVCA
ADLTVPAATSAATIFVPCGITALVLLILAVLLITILYIWLYRRRKRSWKHECKKHLCK
>PFAQ750w, 301 bases, 5FAT740FA checksum.
MNMYYLKMILFTFLINTLVLPHYENYLNNHYNVSLIQSKTKRTTIKSRLLAQTQIRNP
HYHNDPELKEIIDKMNEEAIKKYQNTHHPYKQLKEVVEKNVTKHVGGNDTEPMSTLEK
ELLETYEEMFGNERDIMLKSGMYQONDDDGSDDSSTCECTDTNNSELAKTKGKDKYLKH
LKHRCTHGIGYCSIGSTFLTLIGLALAKKAAFDTLNVTFHGVSYSKCASSISIFNMLD
GPSMFAGGTACSADLTGNAAFAAMGALYPWGIAALVLLILAIILIILYIWLYRRRKNS
WKHECKKHLCR

>MAL6P1.15, 231 bases, 9AE3AI1AF checksum.
MEFHYIYKIYIFTIILCASNLENNNVVEIGTYKLSYHNGGIQFRMLAQKNTNKKPEGNT
LTNILCKDKKKKNLDPQISSLVSLVDNMDITQEKKDKIKNLSLKYINSRDVKEKNEST
NELQKYSNNEECKEQMDSYLMHLRMONDIKCLKRKNLWNNIGINSITLSLITIIMIMIA
CMFAIYSTAQYIYVPASFLLIFIIYIVARYFPDMKIGFKKLKTKLNTFFQONKKQITK
>PFB0025c, 304 bases, 54C3DOF0 checksum.
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MKMYYLKMLLEFTFLINTLVARHYENEVNNHYNVSLIQONKTKRVTIKSRLLAQTQIHNP
HYHNDPELKEIIDKMNEEAIKKYQQTHDPYKQLKEVVEKNGSQNRSGHVAEPMSTLEK
ELLETYVETFGEESNIMLKSGRYQONGDDVSDDSSSCDCTDINNAKLEKTKGRDKYLKH
LKGRCTRGIYFCSAGSALLTLIALIAAKKAALSAVASYAGFKNCMSSIATFKLLDSST
LLSSFLSMKACVVGATDMAGTIATPAMAAFYPYGIAALVLLILAVVLIILYIWLYRRR
KHSWKHECKKHLCK

>PFB0065w, 298 bases, FC694BAB checksum.
MLLEFTFLINTLVLPHYENHKNNHYNVSLIQONNTQRTTINSRLLAQTONKNPHYHNDPE
LKEIIDKLNEEATIKKYQQTHDPYEQLKDVVEKNGTKHVGGHVSEPMSTIEKELLETYE
DVEFGDKNHVMLKSGRYPNDDDKSDDSSSCECTDVNNTKLEKTKGKDKYLKHLKHRCIG
GICSCSVGSAFLTILGCAFAKSAALTAFASSESTKTCISSVAIYNLFONSTMLSALKT
VGGTCANGAPDIAGTVSTLASAAFPPYGIAALVLLILAVALITILYIWLYRRRKNSWKH
ECKKHLCR

>PFB1020w, 297 bases, 48BE8E16 checksum.
MLLFAFLINTLVLPHYENYLNNHYNVCLIQONKTKRTTINSRLLAQTKNHNPHYHNDPE
LKEIIDKMNEEATIKKYQKSHDPYEQLKEVVEKNGTIYTGGNGAEPMSTTEKDLLETYK
EVFDDESDMLKSGMSONVDEKSSTCECTDINGAKLTKTKGKDKYLKHLKGRCTRGICV
CSVSSVFLTLIGLITAKNAAVAAVTSSFNEASKICASSISVLHMFTHESVTLSMPSVT
AAGGVECFSDLAGTISSAAMGVFEPCGIAALVLLILAVVLITILYIWLYRRRKNSYKHE
CKKHLCK

>PFC0025¢c, 296 bases, 8AET79126 checksum.
MKMYYLKMLLEFTFLINTLILPHYENYLNNDYNVSEFIQONNTKRTTIKSRLLAQTQIHNP
HYHNDPELKEIIDKMNEEAIKKYQQTHDPYEQLKEVVEKNGTKYSGGNDAEPISTLEK
ELLETYEEIFGNESDMLKSGMSPNVDEKSSTFECTDINGVKLAKTKGRDKYLKHLKGR
CTRGIYFCSLGSVILTYIGTTAAKGAAISTAGAGSKNCIYAISIFHMLNHKSMSSALT
ALGTVGCAADYASGATSASATIFLPCGIAALVLLILTVLLITILYIWLYRRRKRSWKHEC
KKHLCK

>PFC1105w, 301 bases, ES53AEADS checksum.
MKMYNLKMLLEFTFLINTLALPHYDNYONSHYNINLIQYRAQRTTINSRLLAQTKNHNP
HYHNDPELKEIIDKMNEEATIKKYQQTHDPYKQLKDVVEKNGTKYTGGKDAEPMSTLEK
ELLETYEEMFGNESDMLKSGMSPNVDEKSSTCECTDINGVKLAKTKGRDKYLKHLKHR
CIGGICSCSVGSFLLTMFGLHAAKVAAVAAVLSTYGKTSTCSSVLSITNMFNPATLQS
VLCATNGCTIGASDVVLPATSAAMGTFQPCGIAALVLLILAVVLITILYIWLYRRRKNS
WKHECKKHLCK

>PFD0035c, 289 bases, EC93E16B checksum.
MKMYYLKMLLENYLINTLVLPHYENYLYNPYNVSLNPNNTQRTTIKSRLLAQTQIHNP
HYHNDPELKEIIDKMNEEAIKKYQKTHDPYEQLKDVVEKNGTKYTGGNDAKPMSTLEK
ELLETYEEMFGNESDMLKSGMSPNVDEKSSTCECTDLNGVKLAKTKGRDKYLKHLKHR
CIGGICSCTVGSAILTMIGLAATKATIIKFLTVPPLSYNASTSPVTIYNMFVGITAWG
PDAVGSIPTYSIVALQPWGIAALVLLILAVALITILYIWLYKRRKNSWKHECKKHLCK
>PF07 0130, 296 bases, 6DA97408 checksum.
MNMYYLNMLLEFTFLINTLVLPHYENYLNNHYNVGLIQONNTKRATINSRLLAQTKNHNP
HYHNDPELKEIIDKMNEEAIKKYQQTHDPYKQLKDVVEKNGTKYTGGKDAEPMSTLEK
ELLETYEEMFGNESDMLKSGMSPNVDEKSSTCECTDINGVKLAKTKGRDKYLKHLKHR
CIGGICSCTLGSALLTYIGTVAAKAAIIAKFAEVPKNCITSISILHMLTYDSMSSAIK
SVGTAVCVADLAGEATTVSAIFVPCGIAALVLLILAVVLITILYIWLYRRRKNSWKHEC
KKHLCK

>PFI0045c, 293 bases, 40F75134 checksum.
MLLFTFLINTLALPHYDNYONSHYNINLIQYRAQRTTINSRLLAQTKNHNPHYHNDPE
LKEIIDKMNEEATIKKYQQTHDPYKQLKEVVEKNGTKYTGGNDAEPMSTLEKELLETYE
EVFGNDNHMLKSGMHPNDDDISDTSSSCECTDIDNAKLAKTKGRDKYLKHLKGRCTRG
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IYFCSVGSALLTTIGVCATKAALIAKFAEVPKNCIYTISILDMLTYESMSSALKALST
OACASDLAGTAASAAMGIFYPCGIAALVLLILAVVLIILYIWLYRRRKNSWKHECKKH
LCK

>PFI0080w, 303 bases, 8F509C3 checksum.
MNTYYLKILLESFLINILVLPQYENCEKGHYNGSLVLNNTQRTTINSRLLAQTQONHNP
HYHNDPELKEIIDKLNNEAIKKYQQTHDPYEQLREVVEKNGTKIRGEHAAEPMSTLEK
DLLDTYEEIFHEESHMLKSGRYPNDDDKTNEKSSSCECTDINNTKLTKTKGKDKY LKH
LKHRCSRGICTCSVGSLFLTLIGLAAAKKAALAYFSGTTKTCVSSIPIFNMFNCSSVA
TSLOAGGATCATGISDIAGTVSTAATTTIFPFSIAIYVLIAITVILIILYIWLYRRRK
NSWKHECKKHLCK

>PF10 0395, 305 bases, F88CEFD2B checksum.
MKMYYLKMILENFLINTLLLPHYENSONKHYNISLIQONNTQGTTIKSRLLAQTQONHNP
HYHNDPELKEIIDKLNDEAIKKYQKTHDPYKQLKEVVEKNGTKIRGGNSAEPMSTIEK
DLLEKYEDVFGDKNHAMLKSGRYPNDDDESDDSSSCGCTDINNAELEKTKGRDKYLKH
LKGRCTRGIYSCSVISAFLTMLGLTAAKTAAKGALAEYAAYETCLSSIPIFSLPGNST
VEFSALQAGTEICATHASDLAGIISTPAMAAFEPYGIAALVLLILVVVIIILYIWLYRR
RKNSLKHQCKKHLCK

>PF11 0516, 308 bases, 5DEC1408 checksum.
MNMYYLKMLLENILINTLVLPHYENYLNNHYNVGLIQONKTKRATIKSRLLAQTQIHNP
HYHNDPELKEIIDKMNEEAIKKYQKTHNPYKQLKEVVEKNGKKYTSGNDTEPMSTLEK
ELLETYEEVFGDEKDITLKSGINSNDDNRSDNSSTCECTDINNAKLAKTKGRDKYLKH
LKWRCTRAICFCSVGSLFLTFIGLAAARATDVAALNITFNGINYSIYATYVTILNMFEN
EASMIAAIQAGVGATVDGLADMLTPAAASASAIFGGFGIAALVLLILAVALIILYIWL
YKRRKRSWKHECKKHLCK

>PFL2610w, 295 bases, FDA89D8A checksum.
MNMYYLNMLLEFTFLINTLVLPHYENYLNNHYNVSLIQONKTKRATINSRLLAQTKNHNP
HYHNDPELKEIIDKLNEEAIKKYQQTHDPYEQLKDVVEKNGTKYTGGNDAEPRSTLEK
ELLETYEEMFGDECHMLKSGKYONVDEKSSTCECTDINGGKLSKTKGRDKYLKKLKHR
CIGGICSCSVGSFLLTMFGLHAAKAAALAEFTKYGTTYSACKSSITIYSMLSSDSMIA
GSTACFTDLTVPAATSAGAIFDPCGITALVLLILAVILITILYIWLYRRRKNSWKHECK
KHLCK

>PF14 0007, 293 bases, D4D81FEZ checksum.
MNIYHVKMLIFMFLINALVLPHYENCONDHYNKSLLOKNTQRTTIKSRLLAQTQONHNP
HYHNDPELKEMIDKMNEEAIKKYQKTHDPYKQLKEVVEKNVTKHVSGHVAEPMSTTEK
DLLETYEEMFGHKNDIMLKSGMYPNDDNGSDKSSTCEYTDTNNTKLEKTKGKDKY LKH
LKHRCIGGICSCSVGSFLLTMSGLYFAKAAVLKYIASVGPPYNACASTINIYNMIAGG
SACVSDITGTAASAATATIFEPCGIAALVLLILAVVLITILYIWLYRRRKNSWKHECKKH
LCK

>PF14 0767, 299 bases, 614309B0 checksum.
MKMYYLKMLLEFTFLINTLILPHYENYLNNDYNVSEFIQONKTKRATIKSRLLAQTQIHNP
HYHNDPELKEIIDKMNEEAIKKYQETHDPYKQLKEVVEKNGTKYTGGNDAEPMSTLEK
ELLETYEEIFGNESDMLKSGMSPNVDEKSSTCECTDINNIKLGKTKGRDKYLKHLKHR
CIGGICSCTLGSALLAYIGTVAAKVAVIGSFGDTVKNCISSISILHMLTYDSMNLAMQ
SVNAAGSVTCVSDLAGATGTAYATFVPCGITALVLLILAVVLITIIYIWLYRRRKRSWK
HECKKHLCK

>PF14 0771, 297 bases, 5ADD9117 checksum.
MLLFTFLINTLLLPHYENYLNNHYNISLIQONKTKRATIKSRLLAQTQIHNPHYHNDPE
LKEIIDKMNEEATIKKYQETHDPYKQLKEVVEKNGTKYTGGNDAEPMSTLEKELLETYE
EIFGGOKDIMLKSGMNTNDDNISNKLSTCECTDTNNMKLESRKGKDKYLKNLKHRCIG
GICSCSVGSAFLTILGFAFAKAAAMKAVADYTAFKTCVSSISTFNLLDSSTLLSSFQA
ISTCVEGATDMAGTIATPAMAAFYPWGIAALVLLILVVVLIILYIWLYRRRKNSWKHE
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CKKHLCK

>PFL2635w, 295 bases, C0913FCC checksum.
MLIFNFLINILVSPHNENYLNKHYNVSLIQONNTKRTTIKSRLLAQTQIHNPHYHNDPE
LKEIIDKMNEEAIKKYQQTHDPYKQLKEVVEKNGTKYTGGNDAEPMSTLEKELLETYE
EMFGNDSDMLKSGMSPNFDEKSSTCEYIDIHGVKLAKTKGRDKYLKHLKGRCTRGIYI
SSLATVILTTIALYAAKTAALNYIVGIKGSYSACASEVTIFNMLSRESITAVLETSAG
FCASGAGDLGGTVAANALVAIYPCGIAALVLLILTVVLITILYIWLYRRRKNSWKHECK
KHLCK

>PFD00655w, 343 bases, F13392CB checksum.
MNTYYVKLLLFTFLINILVLPHNVCTKIHHYYYAVNIKNYYIFNIYLLIFFFFENYIN
NHYNITILIONNTQRTTIKSRLLAQTONHNPHYHNDPELKEMIDKLNEEATIKKYQQTHE
PYEQLKELVEKSETKLTGGNDAEPMSTLEKELLEIYEEMFGHKNDIMLKSCMYQNDDE
KSDKSSSCCTDTNNAKLATTKGKDKYLKHLKHRCTRGICSCSVGSVFITLIGLLVAKA
AAVDAFKIVTASTIATCSKCASSITISNMENNASIVAALQKCGVLVATNGVSDGVGTAV
GTATTAFNPYGIAALVLILVAVALIILYIWLYRRRKNSWKHECKKHLCK
>PFF1590w, 376 bases, 2F309D2A checksum.
MKIHYINILLFELPLNILIYNQRNHYITRTPKATTRSLSECELYAPSNYDNDPQMKEV
MDNENRQTQORFHEYDHRMKTTRQKCKEQCDKEIQKIILKDKLEKELMDKFATLHTDI
ONDAIPTCVCEKSVADKVEKNCMKCTONLGGIVAPSSGVLAGIAEGALYVWRDAEIVA
ATAAAKEAGAAKGAAVGIKEGIKVLLNRLNTDFGLSPVRIKELESVINGTNYTDVTET
YEAIYTTYKRSCVPVDVSVRFTVADTDLTFCESVWNQTLAVSQRNMGTSPLPIIQKTA
OKIVSDANFTAAATAETATEEATTTLTARKNTGEVNATYMGYQTPITIASIVAILVIVLV
MITIYLILRYRRKKKMKKKLQYIKLLEE

>PFF1545w, 360 bases, 78C68906 checksum.
MONYKKCKRLYYITIFLFFLEFISEFSFFFGIKGKNMVTAHSKNKLYMKPHTRTTTSRVLS
ECDIEKSIYDNNPDMKYVKENFDROTSORFEEYKERMIKNROQKCKEQCEKDIKQIILK
DKIDKPVEEKIEKVCLRCGCGLGGVAASVGVLGTAVVNVWKTAAMDAATIGDAITKGLT
EGAAMGATEGVAEVIAGLKALNIDKLFPETLGSFISATNYDKASYIFNIVNMKYKGTC
KILVPGGLSNPSNSICDSIQTWSLVQOGSNHVNVTTDVAIGKEVVKVVTGAKTIAEKTA
KMATENVTKGAIKTNVAEVNATYASCQTAIIASVVAILVIVLVMVIIYLILRYRRKKK
MNKKLQYTKLLN

>PFAQO065w, 192 bases, D8D323C5 checksum.
MLAQKNTNKKSNGNALKNILLKDKSKKGSKKKNPDAEISDLVNLVDNMNITQEKKDKI
KNLSLKYINSRDVKEKNESINELOQKYSNNEECKEYMDSYLMHLRMONDIKCLKRKNLW
NNIWIVSTTLLLITIIMIACVYWLASTPPPGLFCLPFIVLIFIIYIVARYFPDMKIGFEK
KLKTKLNTFFONKKQITK

>PFF1565c, 377 bases, B7EB3A8C checksum.
MKIHYTNILLFPLKLNILVNTHQKPHTTARHTQKIPTTRSLSECELYAPVNYYSDPQM
KEVMDNEFNKQTOORFHEYDERVONTROKCKEQCDKEIQKIILKDKIEKELNEKFSALH
TDIQSDDIPTCICEMSMADKVEKGCLRCVGVFGGGIAPSVGLLGGLGIYVWKPGALKV
ATTAALNANSVKIAAAANAAGEAMGVKTVIEGLKALNVHGLCPDLFESIGTKIHYTNA
EEIAKIIVAKYRATCNLSTGTSSTQAMCKQFDYTFGMRIRLGSPVEYGPPPASAIPDT
VKKVVAGAEQAAEAKAANVRTTISSKIITEETDVINTIYMSNQTATITIASITIAIVIIVL
IMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFF1575w, 377 bases, F5B3BEY9A checksum.
MKVHYINILLFALPLNILIYNQRNHKSTTHHTLKIPTTRLLCECDLYIPNYDNDPQMK
KIMENFDROTSOQRFHEYDERMKTTROKCKDKCDKEIQKIILKDKIDKELTEKFATLQT
DIQNDAIPTCVCEKSLADKVEKTCLKCGGVLGGGVTPAWGLISGIVYTGWKAAALAAA
KKLAAEAGAAEGASQGAAAGATRLIELIQSTFQVONIAGQSLESIFTAQTYTDVSNIT
KALFNEYAEICLPIFTDSVPVRGVRYNISSPICTFVEEGILATSRDKGGSPITFIEKK
VETMVSKAEGVATARAADVAAAKTAEFEATKVGAVEATYAGYHTTITASITIAILIIVL
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IMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFF0025w, 372 bases, 9ATE10FA checksum.
MKIHYTNILLFALPLNILVNTHKKPHTTARHTQKIPTTRSLSECELYAPVNYYSDPQM
KEVMDNEFNKQTOQORFHEYDERMKTTROKCKDKCDKEIQKIILKDKLEKELMDKFATLD
TDIQSDAIPSCVCEKSIAEKAEKGCLRCGYGLGSVAPMIGLTGSVAVNVWKTAELAAA
MELAKQAGAAAGIKAGHLAGTKVVIDQLHTLGIYEFVGGKPLESITHVTNYMNVSVIYD
KVYSHYTTLCTPRFVIDRPVGDFIFSGPVCNLVOPNHOGIWVKSSAQATIIKKKVEEAV
AEGTQAADVVAKNTADEVTKAAIKTSTEAIDAATTTYYTPITASIVAIVLIVLIMVIT
YKILRYRRKRKMKKKLOQYIKLLEE

>PFF0035c, 349 bases, A3929809 checksum.
MKIHYINILLFELPLNILIYNQRNHNSTTPHHPPNTRLLCECELYAPATYDDDPQOMKE
VMVKFEFSKQTQORFEEYDERMKTTRQKCKDKCDKEIQKIILKDRLEKQMEQQLTTLETK
IDTNDIPTCICEKSMADKLEKECLKCAQNLGGIVAPSSGVLVGIAEGALYAWKPTAIT
AAKKAALAEATDAATEAGMNAVSLKIEELGTVFKPSEGEVNLSSIVNKLTYNNGDALV
ESAKNVIGGLYSNGKGGNTIFYNTTIHTKSGTLYVGNFGDIGRAAHDAKLASETTALT
KAKVGAVESTYGGCQTAIIASIVAIVVIVLIMVIIYLILRYRRKKKVNKKLOYIKLLN
E

>PFAQ010c, 331 bases, B68A13E0O checksum.
MKIHYINILLFELPLNILIYNQRNHKSTTPHTPNHTQTTRLLCECELYSPANNDNDAE
MKRVMQOQFEDRTTQRFHEYDERMKTTRQKCKEQCDKEIQKIILKDKLEKELMDKEFATL
QTDIQSDSIPTCICEKSLEDKVEKGCLRCAGVLGGGIAPGWSLVSGLGYAVWTNYVTQ
TALQKGIEAGVKAGIEGLRDFSGLGKLIPISVIQNLINHTNYDIAKTYITFVKSVNST
KCAVKEHSFCFSTYISNENALSKRAAGIAEYAADMAKITERGVLDAATPGLTTYSNAT
TASVVAIVVIVLVMIIIYLILRYRRKKKMKKKLQYIKLLEE

>PFAQ020w, 372 bases, 9BA3921 checksum.
MKIHYTNILLFPLKLNILVNTHKKPSITSRHIQTTRLLCECELYTPNYDNDPEMKSVM
QOOFHDRTTORFHEYDENLKEKRQKCKDKCDKEIQKIILKDKIEKELTEKFSSLQOTDIH
SDATIPTCICEKSLADKVEKNCLKCTOQNLGKIVAPSSGVLAGISEAALSVWKTTEIAAA
MELAKQAGAAAGLKAGHLAGTNAVIEQLRTLGIYEFVGDKLLETIIDVTNYMNVSEIYD
KVYSHYTTSCTPSLVNDQLVGTEFNTSDPFCNLVHSNLOGSFYRSSAQTIIYEKVEEAV
AGAEQAATTKTAVMTPIYTTEFTAKNIAEVEAATTSYYTPITASIVAIVIIVLIMVIT
YLILRYRRKMKLKKKLOQYIKLLEE

>PFAQ030c, 359 bases, 22FD456E checksum.
MKLHYTKLLLFFFTLNILLTSYHAHNKNKPSITPHHTRSTTSRLLSEYDTESSIYDSD
DEIDSVKEIFERQASQRLREYDERLQEKRQKRKEQRDKNIQKI ITHKDKMEKNLAEKIE
KGCLRCGCGLGSVAGSIGLFGAVAINIWKPAALDAAITAALNANAVKIAAAANAAGEV
IGKALVIAELQKMGISTLKGQTLKSFFRTISYKNVSSITKAVYGQHYEICVYDPSRNL
LSSFGDVNRHIGICNSVWKQISAVSQRGQYISHEEVIKRTVETMMSEAEVSAKAAAKT
AEAANKLATEEAQEQVMEATIYNWYTTIGYTILAILIIVLIMIIIYLILRYRRKKKMK
KKAQYTKLLNE

>PFAQ040w, 344 bases, DFBE05D6 checksum.
MKFHYINIFLFALPLNILVHNKRNHMKTIICTPKTKQTKTHRTLCECELYAPSNYEND
SEMKEVMEIFDRQTSERFREYDERMOQHKRKQCKEQCEKDIQKIILKDKIEKELTEKEG
ALQTDIRTEDIPTCVCEKSVADKTEKVCLNCGKTMGAVAPAWGEVSGIGYVAWTQYVA
AKILEVGIKKSVQVSLDKVMEIVTQIHSLTTAEI PKFSAAQILSSGNEFTNNISLIDMV
OYLRNNMYGVIESQKCERFGFILDTMGKNTLKVEFNRNYHIQVEAVKNAVDAAEAAESL
KLATNTSILTNTIIASVIAILVIVLVMVIIYLILHYRRKKKMKKKLOYIKLLKE
>PFAQ045c, 350 bases, FO099FA87 checksum.
MKIHCINILLFALPLNILVNTHKKTSITPLHTPKRPTTRLLCECELYSPANYDNDPQM
KEVMENFIKQTQERFYEYDERMKTTROKCKEQCEKDIQKIILKDKLEKELMDKFATLH
TDIQSDAIPTCVCEKSIADKMEKGCLRCAGVLGGGVMPGMGLIDGSLLGAISVLQPLE
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IAAAKDAATIAKATDAAIEAGINTVVSKIKGLLASFTEKEVLVDLTKIVTPSTYNNGAT
LHKSAMALANKSCDFEGRGINSSFCNTLYNGEKTTFEPFAKAGIAEYNATYTLQKEAL
ETANVDMVKATYASYQTAIIASIVAIVVIVLIMVIIYKILRYRRKKKMKKKLQYIKLL
KE

>PFB0960c, 80 bases, 5048123B checksum.
MLAQKNANKKSLGNTLMNLLLKENKKTNLDPQTSSLVRLVDNMNITQEKKDKIKSLTL
QOYINSDDILEKNKSINELKKIQ

>PFAQ050c, 358 bases, A3347A0 checksum.
MKVHCYNILLEFSFTLIILLLSSSQVNNOMNHYNTAHMKNTEPIKSYRSLCECELYTSM
YDDDPEMKEILHDFDROTSOQRFEEYNERLLENKQKCKEQCEKDIQKIILKDKLEKELM
DKFATLHTDIQSDAIPTCVCEKSIADKMEKECLRCAQNLGGIVAPSSGVLAGIAEGAL
IVWKPAAIKAAKAAAAKAASDAATQAGMNAVRLEIKKLLEMFTGKPGYVDLLPIVKES
TYKNGSALVDSAKKLFVESGKLEGLDRMPVFYNTVIDYPGPSNIKGFGKIGSDAYEAA
FTSQKGTLEATKVGEVNTTYGGCQTATITASVIAIVVIILIMVIIYLILRYRRKKKMKK
KLOYIKLLEE

>PFAQ080c, 369 bases, 3EEC82A9 checksum.
MKDHYINILLFALPLNILVYNQRNYYITPRHTETNRSLCECELYSPTNYDSDPEMKRV
MOOQFVDRTTQRFHEYDERMKTTRQKCREQCDKEIQKIILKDKIEKELAQQLTTLETNT
TTKDIPTCVCEKSLADKVEKTCLKCGGVLGGGIAPSVGILGGIGEAIMSAWKVAALKA
ATEYALTEGAAKGATAGNAQGMEVVINFLKYWGVNEFFSEIFESILKISHYSKVKDFA
DATITKKAQICADGLLKNPAMCRKIDIKFGLSDEYGTPIAGPPNIEIPQKISGLVEQA
DQAAVEVAKDTSQSVAAKITEEQTAVINATYTSWQIATITASVIAIVVIVLIMVIIYLT
LRYRRKKKMKKKLQYIKLLEE

>PFAQ095c, 343 bases, B857FAOE checksum.
MKLHYSKILLEFSLPLNILVTSSYAHNKNKPSITPHHTPITTSRVLSECDLYMPKYDND
ADMKSVKGTFDRQASQRFEEYEERIKDKRQKRKEERDKNIQETI TEKDRKDKSFAEKVE
KGCLRCGCGLGGVAASIGLFGGLGIYAWRSAALVTAIQKGIEASVEAGEAAGTKAGKE
FVIAALQKMGIFTVGDQRLVSYFSTTDYTSALKISSDIIQKYDPSSCFFDFSGARETF
CTWVKVKSDAAVNVERSTVSTNALVEKAVGTIVTDAKTVVERAVETATDEAIQRSIGV
VDAKYATICQTAITASVVAILVIVLVMMIIYLILRYRRKKKMKKKDQYTKLLNE
>PFAQ740w, 368 bases, DB5AFB4 checksum.
MKDHYINILLFALPLNILVYNQRNYYITPRHTETNRSLCECELYSPTNYDSDPEMKRV
MOQFEDRTTQRFHEYDEKMQSKRIQCKDRCDKEIQKIILKDKLDKELTEKFATLHTDI
ONDAIPTCVCEKSLADKVEKTCLKCTONLGGIVAPSSGVLGGIGEFELSVWKPAALAA
AKEFAEKAGAAQGATAGNAHGMKIVIYYLKDWGIQQCCPEIFNPEFVAKNIYTEVANIS
GDIIAKYSAKCADTVTGGNSMCKAFCLKLGTNIAHGGRTLSVDHIVQLKIKGLVERAD
OAVAHVTKTTSETVTAAIKARETALIEGRFESSITSINASIIAIIVIVLILVIIYLIL
RYRRKKKMKKKLOYLKLLKE

>PFAQ745w, 336 bases, CF2C6B28 checksum.
MKLHYTKILLFFFPLYILVYSKNKPSITPHHTQTNRSLCECDTQSTNYNNDEDIKSVK
EIFDROTSORFEEYEERMOEKROKRKEQRDKNIQEIIEKDRMDKLLAEKVEKGCLRCG
CGLGGVAAGVGIFGTVAVKELTKASTVAATIAAAQEAAAAKGAVAGAEAGIKTVISGLQ
KLDISTLNGQTLVSYFDTTDYTNFKTIAHAINTQYDPSPCVLGRSGASESFCSWVRAN
FFAPQEISGKVSSTYESIEIGVTSIVSDAKKAAAAAVKKATDEVIKNSTAAAESTYAG
CQTAIIASVVAIIIIALVMIIIYLVLRYRRKKKMNKKAQYTELLNQ

>PFAQ760w, 379 bases, 6ATA4EE6 checksum.
MKVHYINILLFALPLNILIYNQRNHKSTTHHTLKIPITRLLCECDIYTSIYDNDPQMK
EVMDNFNROQTOORFHEYDERMOGKROQKCKDKCDKEIQKIILKDKLEKELMDKFATLHT
DMQSDSIPTCVCEKSVADKVEKNYMKCTONLGGIVAPSSGVLAGIAELGLSAWKTTAL
KTAIAAAEQAGAAKGLAAGAAKGATRLIELIQSTFKIQONIAGKSLGTFIDATNYNNGP
FIYOQOATIYTKFEMSLCLPVEFPGVDPVPGAVRDPTFCNLFEKEFVPTNGSSNRDSIINATE



27

TYVQPFVSDAKFTAAATAETATEEATAVLITKKTGEVTTTYASYQTAITIASIVAILVI
VLVMITIIYLILRYRRKKKMKKKLQYIKLLEE

>PFB0030c, 370 bases, 95750CAl1 checksum.
MKVHYINILLFALPLNILEHNKNEPHTTPHHPPNTRLLCECELYSPANYDSDPEMKRV
MOOQFVDRTTQRFHEYDERMKTTRQKCKDKCDKEIQNIILKDKLEKQMEQQLTTLETKT
DTNDIPTCVCEKSLADKTEKFCLNCGVQLGGGVLQASGLLGGIGQLGLDAWKAAALVT
AKELAEKAGAAKGLAEGNAHGMKIVIHHLKELHIDKLVPGICEKISSTGHYANITNFA
NTIIQQRGTMCGASGKNLGKDMCTKISIKLGTLKPDGIRPGLPDKDAVTKVLNGLVEQ
ADKAAAHVTKTTSESVTAATIKARETALIEGRFESSITSINASITIATIIVIVLIMVIIYL
ILRYRRKKKMKKKLQYIKLLEE

>PFB0035c, 387 bases, B17C84C checksum.
MLEFLKILINVFFLEVSNEREKYDCSKKYFYNGKITAHNKNKQYISARTPTITSRMLSE
CDINTSIYDDDTEMKFVKENFDRQTSQRFEEYNERLLENKQKCKEKCDKEIQKIILKD
KLEKELMDKFATLOQTDIQONDAIPTCVCEKSLADKTEKFCLNCGVQLGGGVLQASGLLG
GIGAVAVNAWKDAALEAAIDFATEAGAAAGVAAGEAAGKAVVIKSLKYFRVDVFFPKI
FNSIGNAIPYYDAKTIGAATAEKHAQNCALVSTNEGAMCYPFEVNLGIREAITEFTQTG
PPAKYAIPDTVSEIVEGAEQAAKAAAKAAEKGVTAATKAKETRLLEAGENSSISSINA
SITATIVVIILIMVIIYLILRYRRKKRMKKKHQYIKLLEE

>PFB0040c, 330 bases, 1744E1 checksum.
MKDHYINILLFALPLNILVYNQRSYYITPRHTETNRSLCECELYSPTNYDSDPEMKRV
MOOQFEDRTSQRFHEYEERMQOSKRMQCKEQCDKEIQKIILKDKLEKELMDKEDTLHTDIT
OSDAIPTCVCEKSLADKVEKGCLRCGYGLGTVAPTVGLIGAIAVNEWTKAATAAATQK
GIEAGINVVIDTLKRLFNIEVVTDLKWKTLITAQNYTDKILVGDVIRKLGNTLCGGSE
DTAGGFCLEFTVKANTLPQAINGHVTKAISEGTAEVVKVTEAEMGKVTTSAGAYSTGIT
VSVVAIVVIVLIMITIYLILRYRRKRKMTKKMQFMKLLNE

>PFB0060w, 361 bases, DC6A3F8 checksum.
MKVHYINILLFTLPLNILVTLYHVNGQGHYSSTKHPISSTKSSKYHRSLCECEIYTST
YDNDPEMKKVMODFDOOTSQOQRLREYDERLIKNRQKCKDQCDKDIQKIILKDKIEKELT
KOLEALEVDITTEDIPACVCKKSVEDKVGKNCLKCGGILGGGIPGLGVLGAYAVNSMV
OVAMDAAKKAATIAEGAEAGIAEGIKVAIQGVPKKFLLYTLNGKELQAVINANNFEFQNPS
FEYGEIMAEYVSWKKSDMVNSYGLESFIEESCENNPDKIMKEILANSNDIAKDAGKAA
TKMTTQTTEALTLKKTAEATSTSAIFSNPIVISFIVLVIIVLILLITIYLILRYRRKRK
MKKKLQYLKLLKE

>MAL7P1.58, 231 bases, E657A87D checksum.
MEFHYFYKVYIFTIIICASNLENNDGVEIGTYKLSYHNGGRQFRMLAQKNENEKSNGNT
LKNTLLKDENKKGSKTKKLDPQITSLVNLVDNMDINEEQKDKIKTLTLEYINSDDIKK
KNKSINELKKYSNNEECKEHMNNYLMHLRMONEIKYLKRKNFWNNIWIVVITLLSIIL
LIAAMAMNTFPGFSAFLVTFVLSNLMIYMFARFYPEIKVQFKKFKETCTNLFKKKSK
>PFB1005w, 316 bases, A74C5597 checksum.
MKMHYSEILFEFSLSLNILITSSYAHSENKQYITPYTPNTSSRVLTECDIKMSIYDNDG
DMKSVKENFDRQTSERFEEYDERMKDKRRKCKEQCDKDIQEIIVKDKMEKSLAKKVEK
GCLRCGCGLGGVAASVGIIGPIAVNEVKKAALVAAAQKGIEVGMAKAIEELGKIVGLS
DESYLNWSAMITATTYYKPMKLVNIVNSANSMCTDSNPAFTSLEFCKASYRINSEVSSS
RFTEVISQEAAKAASAAGEAAKNAEKAQIALVNEESAHLYSAIGYSVIAILIILLVMV
IIYLILRYRRKKKMNKKLQYTKLLNQ

>PFB1010w, 368 bases, 5AD29E74 checksum.
MKVHYMNILLFALPLNILEHNERDHNNTTLHTSITRSLCEFELYEPANYDNDQEMKEV
MOOQFEVRTSQRFHEYDESLQSKRKQCKDQCDKEIQKIILKDKLEKHMAQQLSTLETRI
TTDDIPTCVCEKSMADKVEKGCLRCGCILGAAMPELGSVGGSLLYALNTWKPVALKAA
IAAANKAGMAAGIKAGDAAGMNVVIVQLGKWGINEFCPEIFESILKINHYSKLKDFAS
ATVAEHDKICAITTSGENSMCLPFDIALGLSDAKGTPIGPPASQATIPKMMNQLVGKAK
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GTADFMANKVNSETYSKIITKQADLIEAGFNSCTTSIYASIIVILIIVLIMVIIYLIL
RYRRKKKMKKKLOQYIKLLEE

>PFB1015w, 348 bases, A329AFE3 checksum.
MKLHYTKILLFFFPLNILLTSYHAHNKNKPYITSRHRQTSTSRVLSESDPYMLNYDND
DDMKSVKENFDRQTSQRFEEYEGRMKDKRRKCKEQCDKDIQEI I LKDKMEKSLAEKVE
IGCLRCGCGLGGVAASVGIFGTVAVKELAKTATAAAVAAAQEAVKDAAMAATIKAVGA
AAGKEFVIAGLKOMGVSTLDGKELGTYITATNYTNVKNIAHAINTQYEPSSCLITVPV
DSKPICTWVRAKEGAARVIQGKQEFSTQETIKVAVTSIVSDAENVAAAAEQQATKDATIK
ASTLAVDSKYATICQONAITASVVALLIIVLIMITIYLVLRYRRKKKMKKKAEYTKLLNQ
>PFB1040w, 345 bases, 69DAC979 checksum.
MKLHFPKILLFFFPSNILLTSYHVHSKNKPYITPRHTPTITSRVLRECDIHKSIYDND
EDMKSVKENFDROQISQRFEEYEERMKGKROKRKEERDKNIQEI ITEKDRMDKSLAEKVE
KCCLICGCGLGGVAASVGIFGGIAISELKKAAMIAAIASAQKTGVLAGEAARIPAGIK
AVIAGLKRMGISTLGGKDLGSYFATTDYTNFKTIARVINSEYQTDSCLIGGPATDKSK
TICNWVRANFVAPQDSPGKGGSVYKSIETAVKSIVTDAETVAQRAVENATEEVIKNST
AAAESTYAGCQTATITASVVAIIITALVMIIIYLVLRYRRKKKMKKKAEYTKLLNQ
>PFB1050w, 327 bases, 64F55E9 checksum.
MKVHYINILLFALPLNILIYNQRNHKSTTHHTLKIPITRLLCECELYAPTNYDSDPEM
KRVMOOFVDRTTORFHEYDNRMKDKROKCKDKCDKEIQKIILKDKLEKELMDKFATLQ
TDIQONDAIPTCVCEKSLADKVEKVCFRCGGLLGGGIAPGWGLVSGLGYVGWTNYVTQT
ALQKGIEAVISYLEQIPGIKGLPGFNLANIVNPNNYSSGGLLTTAIDAAARPICSVNH
SKTPAFCSYATQNGGSITAKVSVDAENAANAGIDAASAEAANLAPKTLTLTNTIIVSF
VAIVVIVLVMLITIYFILHYRRKKKMKKKLQYIKLLKE

>PFC0030c, 359 bases, F6F19D39 checksum.
MKLLYSNILLFALALNILLTSYYAHNKNKPSITPHHTRTTTSRLLSECDTESSIYDSD
EEINSVKEIFERQTSRRFEEYEERMITOROKYKEQRDKDIQKITHKDKMEKNLAEKIE
KGCLRCGCGLGSVAGSIGLFGAVAINIWKPAALDAATIAKRAITEGTANISAAGVKAGEA
TGKVLVISGLKKMGISTLGGKNLESYFATTSYKKVASIAQAVYEQHFEKCEFGYLKEG
FTPVGDPSRDIHFCQSVWQQTSVVSKTGHYISPKDVIKRTVETMVSKAEGPANAAAEF
VKATETATIKAAEEKTIETASTQLYSAIGYSILAILIIVLIMLIIYLILRYRRKKKMK
KKAQYTKLLNE

>PFC0035w, 374 bases, A0OOE6632 checksum.
MRITIKMKVHYINILLLALSLNILANTHQKPSSTPRHIQTTRLLCECELYMHNYDNDP
EMKRVMOQOFHDRTTOQRFQEYDERLQEKRQVCKDTCDKEIEKIILKDKIEKELNEKFAT
LOTDIHSDAIPTCICKTSMADKVEKTCLKCTONLGGIVAPSSGVLAGIAEGALYAWKP
NALQTAIEAALKAAADDILVGGIEAGKKVVIGGLDALEIEKLGIGSWEPYFTEGYCIN
VKSLASIIYEKRQTLCGATKSTLDKATCEQIGISIGTMQHDGTYGAPGTTPIETVLNG
IVEGTKEAADVAAEAARESATNAIKVQETRLLEAGEFNSSISSINASIIAIVVIILIMV
IIYFILRYRRKKKLKKKLQYIKLLEE

>PFC1100w, 317 bases, AF4895F6 checksum.
MKLHYTKILLFFFPLYILVTSYHVYSKNKPSITSHHTPITTSRVLSEKDLQSSIYDND
ADMKSVKENFDRRTSQRFEEYEERVKDKRQKCKEQRDKDIQKIVLKDKMEKNLAEKVE
IGCLRCGCALGGGVAPIWGLVSGLWYATWSQYVSAKVLEEATNAAIKAGIIKAIEGLK
ELODLGKLVGDKWSNIVTPETYSNPNLLSRALQRVNIAMCYSESNENVLFCNAIQRRP
ESVFVPASKVAADAGEAGKAVYLATEKAELLKIAPATNALTTAITIASVVAIIIIALVM
ITIYLVLRYRRKKKMKKKLQYIKLLNE

>PFD0015c, 370 bases, BBT7AC3A7 checksum.
MKIHYINILLFELPLNILIYNQRNHKSTNLHTONNRSLCECELYAPATYDDDPQMKEV
MVKFESKQTQORFHEYDERMVEKRMQCKDKCDKEIQKIILKDKMEKELMDKEFATLQTDT
OSDAIPTCVCEKSLADKVEKGCLRCGYGLGTVAPTVGLIGSVAVHVWKPKALEAATIAK
ATAEGTADIAAAAEAAGKARGMEFVIKALKHFGVENFFPGICDTISSTGNYTKVTEEFV
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NTIYSKYNGTCNLMRSSINPTACYTIETELSIKTGGAGTGDHPPLYATIROQMIKGLAEE
ATEAAKAAEAAKNAKLTAATKEKQTALIEAGEFNSSITSINASITIATILIIVLIMVIIYL
ILRYRRKKKMKKKLQYIKLLKE

>PF14 0761, 820 bases, ECT/D59F8 checksum.
MGITILNIYIFFIYLIYVRSHEFSQPTSSEYEGYSEICEKARNANESSVYCMKDYKRNSS
KYMYKHIMRMFIEKHNLNDNKIALIEHECGEPONYMTYDTFLRKILSEFNNSLNKYDGI
NIPEKIYNEEMNNGKFKLLGLYGSNSINWLVADLGAMLSGVTTLVMHSKESMDVIVGI
LNETKLEWLCLDLDLVEGLMERINELPHLKNLITILDTVAKQGIINSTIEKNKNINLKG
NGNLNNMNNKKGNDLSKNLEDVRLGPIKYDKEKLEKFKSLKERYHKYLEKFLLLDDVI
NNENTNFKIKNEDPNEVTSIVYTSGSSGMPKGAMLSNKNLYNQLYSLYNHSVRKTYNL
OYHLSYLPISHVFERTIAYSIIFLRGTVHIWSKNLNYFSKDILNSNSVIMTGVPKVES
RIYTNIMTEINNLSPFKRCIIKKIISLKKSNKKRWLVNFLENLFHISSKIKEKVNPNL
EIILNGGGKLSPDVASELCNLLNIKYCQOGYGLTETGGAIFGKHVEDLNFECIGGPICP
NTKYKVRSWETYKATDTLPKGELLIKSDSIFRGYFLEKEYTKNAFTNDGYFKTGDVVQ
INKNGTLTFLDRSKGLVKLSQGEYIETDLLNNLYSQISFINNCVVYGDDSMDGPLATIT
SVDKYLLFLSLKDDNMLEMTGVNEQNYLDKLTDDNINNNIFLDYVKEKMLEVYKETNL
NRYNIINNIYLTSKVWDTNNYLTPTFKVKREYVEKDYAFFISQVKEIYNNKLKGCAPT
SVNSENKDEEKKNDSKKKEEKDSEKLSNESTSNQNKNDMGKHEKYVENKKVKLGATYG
TRQKEMNK

>PFD0025w, 382 bases, 9FEO1EBS checksum.
MKIHYTNILLFPLKLNILVNTHKKPSITPRHIQTNRLLCECQLYAPQNYDNDPEMKRV
MOOFHDRTTQRFQEYDERLQEKRQVCKDTCDKEIQKIILKDKLEKELMDKFATLQTDT
OSDAIPTCICEKSLADKVEKGCLRCAQONLGGIVAPSSGVLAGIAEGALYAWKPKALEA
SIKTATAEGTANILAAGVEAGEVTGKELVIAGLKKMGISTLDNKSLESYFATTSYKNIT
TNIAQAVQKLYFETCACDSSGKVVYLYGDANRHIPICNSVWNQTPAVLTTKKGISTKE
VIEKTVQTMVSDAEGVAADASAAKSAELTAATKAREAEVINTIFMSKQTAITASVVAT
LIIVLIMLITIYLILRYRRKKKMKKKLQYIKLLNQ

>PFD0030c, 380 bases, 2856DA57 checksum.
MKIHYINILLFELPLNILIYNQRNHKSTTHHTLKIPTTRLLCECELYSPANYDNDPEM
KEVMEIFDROTSERFHEYDERMVEKRMOQCKDKCDKEIQKIILKDKLEKELAEKFVTLQ
TDIQONDAIPTCVCEKSIADKVEKGCLRCVGVFGGGVMPGFGTIGGTALYALNQLKPAV
FKAATKAALEEGAAEILAAGIEAGDAAGMNVVRYGLRYLHVHELFPVIFDSFVKTRPY
NEITSIANSILLKYGPTCTGLDNNSPPAACTKFQLNLGIHKKIGAMIDTHGTPASTAT
ROGLEGILEEATQTAEAAAKIAEKGVAAEITARETALIEAGENSSITSINASIFAIVV
IVLIMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFD0040c, 329 bases, BT7ECC245 checksum.
MKIHCINILLESVPLNILVNTHKKSSIRRLHTQTTRSLCECELYSPANYDSDPQMKEV
MENFIKQTQORFHDYDDRMKEKRKQCKERCDKEIQKIILKDKLEKELMDKFATLHTDI
QOSDSIPTCVCEKSLADKTEKFCLNCGKTMGGVAPGWGLVGGLWYATWSQYVTKTAIQK
GIEAGVKWGIQELKVFHSLYRLIEVSQIQSFINPANYAEKTTYFSFVKSVNSTKCVGK
AVNTEPFCNFVSLNGESALSDRAAVIAKDAAYMAEVAKEGVLKEGASVTSSLTTGITA
SLIATIVVIVLIMITIYLVLRYRRKKKMKKKLQYIKLLEE

>PFD0045c, 309 bases, 912265AF checksum.
MKLHYTKILLFFFPLNILLTSYHEHNKNKPYITSHTPTTTSRVLSECDLYMPNYDKDA
DMKSVKENFDRQTSQRFEEYEERMKDKRQKHKEERDKNIQEITILKDKIERSLEEKVEK
CCLICGCGLGGGVAPFVGLFGGLAVNELKKDAAVAATEAGIKKAIEGVGSIFYLEEGS
PIPWMNKIHAGNYNQKMPLVTIVNSIYNNCEDDPSSAGSLFCQASKSFIEERQRPVET
KTISEMAGNAAEAAGKAANEKYAEMTSVGTICSDPIVISAIVVVTIAVILLIIYLILR
YRRKKKMNKKLQYTKLLNQ

>PFD0050w, 367 bases, CO55BE31 checksum.
MKIHYTNILLFPLKLNILVNTHKKPSISPHHIQTTRLLCECELYMSNYDNDPEMKSVM
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QOOFHDCTTORFQEYDERLQEKRQICKDKCDKEIQKIILKDKIEKELTEKFSSLHTDIQ
GDDIPTCICEKSLADKVEKGCLRCAQNLGGIVVPSSGVLGEIAAFAVNAWKTTEIAAA
TELAKQAGAAAGKIAGEAMGVKTIIRIFEKIFSIDKLKGTTLKSFFTTTRYNDVKTIA
SVIDTEMNTSCVLNSEFGNHAICGLRTKLDLVAKPGQVMVIQKDAITRMITDVVHKAET
TAEAAKTQVAASKTAAAIKTNIEAIEAATTPYYTPIIASIVAVVVIILIMVIIYLILR
YRRKKKMKKKLOQYIKLLEV

>PFD0055w, 375 bases, DADBDCAE checksum.
MKVHYINILLFALPLYILDHKQRNHNSTTYHASKTKSIKTHRSLCECELYAPSDYDND
AEMIRVMQQFHDRTTQRFQEYDERLQENRQIYKDTCDKEIQKIILKDKIEKELTEKES
ALHTDIQSDGIPTCICEKSLADKVEKVCLRCGSILGAAMPEVGSIGGGLLYALNAWKT
DATAAATKAAMIEGAAQGAVAGEAAGRNAITIGALKRYFHIDNLNGTSLKSEFENSTSYS
DVTTIASAIDTOQMTASCDAFSGKIVNQAFCDVRKTLRIVADPGKSEFVKQKDAITGAVT
QOLVEKAKDTASFKATEVSSATSSKIITKONALIEAGFDSSTTSIYASIIVILIIVLIM
VIIYLILRYRRKKKMKKKLQYIKLLEE

>PFD0060w, 329 bases, 768BE855 checksum.
MKVHYINILLFALPLNILVINQRNHNNSTYHTSNTKLTKTHRTLCECELYAPSNYEND
PEMKELMENENHQSSERFREYDERIQDKRKQFKEQCEKDIQKIILKDKIEKELTEKLS
TLOQTDISTNDIPTCVCEKSLADKMEKTCLKCGGVLGTAVPELGLIGGSVIYSAAQAAA
AKLGVAKATELMKKIYNLGNVSFIDWTNLINVGNYSHRMSLVGIVNKVNNMCQIKDPE
GNVVFCFAKQNMRGGAGKFAQTISEQAGNAAIKAGETANVKFAEMTSVGTIFSDPIVI
SATVVVTIAVILITIYLILRYRRKKKMKKKLQYIKLLEE

>PFD0070c, 347 bases, 17A82B13 checksum.
MLLCLFLLNKLLLLLLLLPLLLSCKNFQSNGYISPHTRSVTKITTSRTLSEFDKYKNN
YDDDPEMKELMKRFNERTAVRLKEYDEQKKKKQKIYKEKKDKDIKEIIVKDKIQKQLT
KOLSKLEKVTDTDDLFKGKNEKKVATKGKKGRKKNKKTLGOTLSEWNILPNIDMYEWT
PEFSSKEAKVDCNIKNIKQALTRVGYIGPNKEVTLGSKDGKDAIDMDNLESSIMSSSNA
LYQKYIDKDDTSNGSSFKKQSGFLSFALYALWEIFEHIVLPVVTSMLLNGNDSESQVS
GVDGHGHEVAHGVSVLYESFIALYTIASILLILYYILKYYRKIRMEKKEKYMKILQD
>PFD0640c, 376 bases, EE86FAAE checksum.
MKVHYISILLESHPLNILLTSSQVYNQKNPYLTPHKTNPKSVKTCRSLCECELYAPSN
YDNDPEMKKVKQQOFDDRTSQRSHEYHKRIQENROQKCKEQCEKDIQKIILKDKIEKELT
EKLGALQTEIRSDAIPTCTCQKSVGYKVEKTCLKCGGILGVGVAPSLGLLGEIGGLVI
NNWKNTPEFYEAFVAFAQKEGIAAGKIASDAARIDTVISGIISNFEVHTINGSTLANAT
TLETLKDDTILTKALHFEYGSMCVNTPTDDKLICAYGMRAGLVQGKSASPEAVIRSSV
KTLLKNADNVASQAAQTTANETTSGMIKAELSKIASAGANTYSAITYSVTAILVIVLV
MVIIYLILRYRRKKKMKKKLQYIKLLKE

>PFD0645w, 346 bases, BE191C17 checksum.
MKLHYFKILLLFAHPLNILLLSSSHVHNKKNPYIITSHTPSQESLKTCRSLCECDLYT
SIYDNDPEMQKVIQEEFDNRTSQRFEEYDRRMVKNRQKCKERCDKEIEQITILKDKIEKE
LTEKLGALQTEIQSDAVPTCTCQKSVADKVEKTCLKCGSVLGGGIAPGWGLVSGIGYS
TWTHYVATTVAKAATDAGIKEATEALGRIYTLNEVTVINWTSKITATNYYKPMELVET
VNGVNNMCGETGVAGNTSFCLAAESIKPSDVFTRIISRQAQEAATYAASKAKDVTTAE
FANSASSTATLTNTITASVVAILVIVLVMITIIYLILRYRRKTKMKKKLQYIKLLNE
>PF10 0323, 355 bases, 5404EC34 checksum.
MKVGKIFFLLNILVVCHFIISCLCRNGQTTRGNLLALKATEQDLQQKKNRKRNLILYS
LGSAALIAALVVTGIGLNMYMKKKNVDSEVQEIIDEKDEKVKEKPAEKKKTTVKIVSK
RVPVKSKSSNGKSKARTVNSEVSPKLDDEKKEDLLKEFNDNDLLLAAESLKELNPKYDE
NTQGNDSFKNINEPRKLASEFSLYDALADASEQNKNKDAESSTGQIPTPTESSHGISDG
KKDTSTNDMDPLNPYGSSKRNSSEDKPTSESKGTTPESNFDSKTPEIKEINEPIIVPS
YYPTTGPNPNTHGPPSRRISTSRSSGSSNRSSSGTSTRSKGPSSPLRDSSGRSSGRST
TPRVRKE
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>PFD1010w, 346 bases, 523A1C6 checksum.
MKLHYTKILLFFFPLYILVTSYHVYSKNKPSITSHHTQTNRSLCECDTQSSNYDKDTG
MKSVMQQFVDRTSQCFEEYDERMNEKRQKSKEQRDKNVQKIIEKDKIEKSLAEKVETG
CLKYGCGLGGVAGSVGIFGTVAVKELTKAAITTATELAKEAAKDGAMAATIKAAGAEA
GKKFVIAGLGKLHVSTLDNQILESYFATTKYTNVTKIARAINEQYNPSSCLTGGSGAD
NSICPWAMENFFAARKIPGKVSSTYNSIEVAVKSIVSDAEPVATAAAQQATEEATIKNS
IAVVDAKYVICONAIIASVVALLIIVLIMIIIYLVLRYRRKNKMNKKAHYTKLLKE
>PFD1020c, 261 bases, 82EAD003 checksum.
MKVHYINILLEFTVPLNILVTLCHVYNQISLHIRNHTPTTKSRLLCECDVYTSIYDNDP
EMKNVMENFNKQTEERFHEYNERMOEKRKECKDQCEKDIQKIILKDKIEKELTEKLEA
LETNIKTEDIPTCVCEKSVADKVEKACLRCGGILGGGLEPTVGLLGTVVVNQLTKTAT
VASIEFVTQEGIKAGIKAVVHNLINVLHLFDVTRDIWLTLINSKNYNTVSGLTTAAKT
AKEAVGTTCLRNTPRLKPSCDATIFNKSKV

>PFD1230c, 324 bases, 18130BCD checksum.
MKIHYTNILLFPLKLNILVNTHKKPHTTARHIQTNRLLCECELYMSNYDNDPEMKSVM
QOOFHDRTKORFQEYDEMLOEKRQICKDTCDKEIQKIILKDKIEKELNEKFSALHTDIQ
SDATPTCICEKSVTDKFEKTCLKCSGIFATAVPELGLIGGTVVYDAAVKAATKAATKK
ATEEVGKIFFLADESTMQWTNMINAGNYSDKMSLVSILTSLNNGCQDGEAVAGPLFEFCT
ASNALTESGNPYVFTRTISEKAANAADAARKAASGKFAEMTSVGTIFSDPIVISAIVV
ISIAVILLIIYLILRYRRKIKMNKKLQYIKLLKE

>PFD1240w, 324 bases, 1702F03A checksum.
MKVHYINILLFELPLNILIYNQRNHYITRTPKTNTRTLCECELYAPSNYDNDQEMKEV
MOOQFEVRTSQRFHEYDESLQOSKRMQCKDKCDKEIQKIILKDKLEKELMDKFATLQTDT
ONDAIPTCVCEKSLADKVEKTCLKCGGLLGGGVAPGWGLISGLGYVGWTNYVTQTALQ
KGIEAVISYLEQIPGITDLPGFNLANIINPKNYSSSSLIIQAIDAAAGPICDVPVNES
LKFCVLSSYNESTIIKQVSGGAESAAAFGEETASAEVAKFVPKTTILTNTITTSFIVI
VVIVLIMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFE1630w, 318 bases, EBEF7208 checksum.
MKVHCYNILLFSLLLHRLLLSSSKVNIEMNHHNTPHIKNREPTKSYRSLCECELYTYT
YDDDPDMKEIMNDFDROTSQRFEEYNERVNKNROQKCKEQCDRDIQONIILKDKVEKSLS
EKVEKGCLRCGCGLGGVAAGVGIFGALGTYGWKVAATATAIEFATQEGIKAGIQAATIE
QIKITVENSLLNVEWLNFINASNYNSIAGLVEAVKAAVVSTERTSELSSNTMDRVRNA
LSEAENWFSPAVREGTQTTASTITTVQRTQLVDVTATSTYSYMATIAYSVIAILIIVLV
MITIYLILRYRRKKKMNKKAQYTKLLNQ

>PFF1555w, 370 bases, 70CBCOBO checksum.
MKIHDINILLFALPLNILVGSPQKNPSIITCHTPTNRSLCECDLYMPDYDNY PQMKKV
IQQFEDRTSQRFHEYDDRMVEKRKQYKDKCDKEIQKIILKDKLEKOMAEQLTTLQTDI
OSDALPTCICERSIADKVEKNCMKCTONLGGIVAPSSGVLAGIAEGALYAWKPTALKV
ATDKATAAGAAMGKAAGDAAGATEVIKLMKTTEFYINELNGKLLESVFTAQNYTNEFPNL
PHVIYKQYKTTCDLFAINTSSDPICKISKTENFIAESGQAPVSEEAVIEAKVTEIFTK
ATDVAATETTNVTTTQTTILETAKKGAIETTCMGYHTTIIVSITIATILVIVLVMVIIYL
ILRYRRKKKMKKKLHYIKLLKE

>PF07 0003, 331 bases, AC58A1A5 checksum.
MKFHYFNILLLNIPLNILIFSSHVNDQKNAYNSSTIHHAPKTKTTKIPNIRLLCECELY
AAPNYDNSEMKVVMONFDRQTEQRFNEYEERMLKNRKKCKEQCDKDIQKIILKDKIEK
ELEEKLAALETNINTNDIPTCICKKSVADKVEKTCLKCGGILGTTVPQLGILGGISTH
MLTTAATSAATIDAGMKAVVDKLKDEVIGFRGNTVDLTPIVNPSSYNCGNLLLENAKNL
TKTTCMPNSAGKVSTLCAQIQONSGSISTFNGFAEAGTDAYNTTWATKTAEINSFNIAM
MASTITIAIVVIVLVMVIVYLILRYRRKEITKKKLQYIKLLNQ

>MAL7P1.57, 346 bases, B8831DE9 checksum.
MMFHYFNILLCSLPLNILLTPSYEINMKSHNRSTLHTLNAKPIKIHRSLCECDLYTST
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YDNDPEMKEVMQOQOFDDRAAQRFKEYEEMLOYKRKQCKKQCDKDIQKIILKDKIEKELT
ENFSALQTDISTNDIPTCICEKSVADKVEKTCLKCGGILGGGIAPGWSLVSGLGYMAW
TRYIAAKVLEEGIKKGLEVGLVKVTEIATOMIGDVNKVPSIDILQKITIGNFSDGVSL
YDIFKTIDSTMSTELETQGYYDFSLSVQSIADDPAKLKWCSQKVADVTNAVADGEASV
LTEAAPVTSGLNTAITIASIVAIVVIILVMSIIYLILRYRRKKKIHKKLQYIKLLQQ
>PF07 0132, 366 bases, 91AD532D checksum.
MKDHYINILLFALPLNILVYNQRNYYITPRHTETNRSLCECELYSPTNYDSDPEMKRV
MOOQFVDRTTQRFHEYDERMKTTRQKCKDKCHKEIEKIILKDKMEKQMAQQLTTLETKT
GTDDIPTCVCEKSMADKMEKDCLRCTYGLGTLAPTVGLIGSVAVGAWKPTALKAAIVA
AQKAGDAAGVAAGEAAGKKAVILALQHFKLDNLFPEIYNAIVKIRHYADVKNESVAIV
EEHSLKCOQSLDLKVTTNPTCETFEFNIGMRIPDSSEFVEPVDQVVPEVLDSLVGNIKEV
AEAKAAEVAAAKTAEFKIANVGAVESTYGSCQTAITIASIVAIVVIVLIMVIIYLILRY
RRKKKMKKKLQYIKLLKE

>PF07 0134, 382 bases, 5FE87B1l7 checksum.
MKLTYLNILSCYIILNILLLSSQINIQWNLYNTTQIQKTKLTITNTRLLCECDLYTPS
NYDDDQEMKELMQQFEDRTSQRFHKYEERMKTTRQKCREQCDKDIKKIILNYKIEKEL
SQKLVTLETNIDTTDISTCVCEKSLSDKLEKTCLRCGGVEFGGGVMPGFGAIGGTALYA
LNQLKPTAIATAIEEATIKAGASNISAAAFKASEAAGLAKVITELKALSVEKLIPGILN
SIFSETHYTNATKIAEIILTKKSVTCGLSSPGNPICHEFGINFNIIDPGNGFFEFPDKT
GITQKVTEVVEGAKGAAANASKVASERVTAAIKAHETNVINATYAGYEITIIASIIAT
LIITVLIMVIIYLILRYQRKKKMKKKLQYIKLLKE

>PF10 0023, 276 bases, AF946D51 checksum.
MIKDHNNNEMSMNEYTYKKMINDNSTSYSSSKMEPESNRYIKGKNINIFPLLKETVET
LLIWIVTFINNYGNYMNDGCRMTDLSTSRFLSEPLLEFDTVFDVFKDTFLKNMGCSDE
ETKNIRSTMKQYFDNIDMNALSKEMKENGNFFEQIGNNENTLERFMKKDISQLKCINV
ENAEEGEEIPKPYTVEEVDPNNPNKGEIGNMKENSNFIRRSVITLKKIGTSPTFLITM
TAILLKNDNFKTALLLMVALFLKGVNFALDLKAYNDKFHFIKFK

>PFB0120w, 106 bases, C401A844 checksum.
MKLSKILYFFAALLALNFIAPRDYNSMVEAKPAKKLTPAERKKRNQNIMIYSSIASAV
ALLIGGAVGLGIHLHKNNKGDNKKGTPGAKKNDNKAVNPSISSTMYRA

>PF07 0138, 339 bases, FF0904D0 checksum.
MKIHYINILLFELPLNILIYNQRNHNSTTHHTLKIPITRLLCECELYAPSNYDNDPEM
KEVMEIFDROTSERFHEYDERMKTTROKCREQCDKEIEKIILKDKLEKELMDKFATLH
TDMQSDAIPTCVCEKSVADKTEKVCLNCGKTMGAVAPAWGLISGLWYATWSQYVSAKI
LEVGISEGIKEGLTQIMKFTISLYPKANLPNITVTOMLSSGKFTNNVTLFDMVQHINN
TMYTTLEAEEYSKFCGVVSSMAKYKNITFNRTYGKYSTAVTEAVTQGKTNAINTLTPA
TNTLTTAITIASMVAIVVIVLVMIIIYLILRYRRKKKMKKKLQYIKLLEE

>PF08 0138, 375 bases, 469COE39 checksum.
MKVHYINILLFALPLNILVSSKKNTYIKYNTLNTKLIRAHRTLCECELYALSNYDNDP
EMKEVMQOQOFDROSSQRFLEYDERMKTTROQKCKDKCDEAIQKIILKDKLEKELMDKFAT
LHTDMQSDAIPTCVCEKSLADKVEKGCLRCGGVLGGGVMPGFGAIGGTALYALNQLKP
TALKAATAAANEAGIAAGKIAGDAAGMKVVSFGLKHFRVDELFPDIFKNFVNTKPYNE
ITTIANSILENYRAICTGVENIKAPTACKTFEYKFGIFIEGSRKPGPPAYNAIPQGLK
EISIKAEQAAATASKNASETVSTAIKARETALIEAGENSSITSINASIFAIVVIVLIM
VIIYLILRYRRKKKMKKKLQYIKLLDE

>PF08 0105, 388 bases, 66769F checksum.
MKVHYINILLLYAVNLSILLISSHINIQKNPYINALHTLNTTKIPTNRFLCECDLYTS
IYDNDPEMNMVMQOQOFDERTSERFHEYHERIQEKRKKCKEQCERDIQKIILKDKIEKEL
TEKLDALQTDINTEDIPTCVCEKSIADKTEKYCLKCGYGLGSVSPNVGLIGAIAVNVW
KTGALIAAKNAAIAEGAAAGKAAGEAAGIATAIDELYNNFFLTILGRKSVQDVITAKN
FWDPAFIYKVVKLESNNVCEFITPQPQTHASFCSLESLRNTPDFFEKYVVAGTQTVVSK
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SSNAAAQATKDITEQVTTAATIESSKNTIEAACFTYHTAITASIVAILIIVLIMVIIYL
ILRYRRKKNEEKTTIYKIIKGIVMFCCRYIKRNLIFYVIS

>PF08 0104, 332 bases, CB5SFD5D3 checksum.
MRIHYINMFLESLMENILLNVNKNHYNTTLHTPNTTKIPTTRLLCECELYAPSNYNND
PEMKQVMDNFEDRHTQOQRFHEYEQRMIKNRKECKEQCEQNIQKLI LKEKIQKELKEKE'S
ALQIDISTHDIPTCVCEKSVADKTEKFCLKCGYGLGGALTAWQIFGYTGIYGWANYAA
LLAHEAGVKAGIKVVIDMFSTYPGLISLPGVDLTKMINGSNFNIPMELVNIVKGLSNG
LCKTPNKHLFCAFTNMEKGQSLVSFANSASQSGIMEAASVQGAKVAIIKTTTADFSYN
MIVSGITIFVIVLVMVIIYFILRYRRKKKMKKKLQYIKLLKE

>PFI0010c, 376 bases, C63A9389 checksum.
MKVHYINILLFALPLNILIYNQRNHNSTTHHTLKIPITRLLCECELYELANYDNDPEM
KEVMOOFEDRTTORFHEYDERMKTTROKCKDKCDKEIQKIILKDKLEKELMDKFATLH
TDIQSDAIPTCICEKSLEDKMEKECLKCAQNLGGIVAPSTGVLGEIAALAVNAWKTEA
IAAATKAATIAKGTAKGLAAGAAKGVAEVIAQVESQFRLSTIGVKELGSIFNASNYTNE
TFISGYIYAQYQGSQCGSLSMLLGKSKPFCTFVEGRIFATSVRVGRSFSPEDFIKTTV
OTIVKNAKTTAEATKAQVASAEKAAVLETSKKAIEATTTPYYTPIIVSIVAIVVIILI
MVIIYKILRYRRKKKMKKKLQYIKLLKE

>PFI0015c, 359 bases, 9D20BEC3 checksum.
MKLNYTKILLFFFPLNILLTSYHVHSKNKPHTTPHHTPTTTSRVLSECDTQSSIHDND
EEINSVKEVFDROTSQRFEEYQERMKEKROKRKEQRDKNIQKIIQKDRMEKNIAEKIE
KGCLMCGCGLGGVAGSIGLFGGVAINIWKPAALKAAIKTAIANSADKIAEAANSAGIQ
AGKEFVIAGLKRMGISTLGGKDLGTYFATTSYKNITNIAQAVYEQHFEKCADYPLWSV
RVPSSAAKHDFLFCQSVSNQIPSVSQPKQYISRIDVVQOKTVONIVTKAEGVAADASAV
KSAELTAEITKEQTTAINTIFMSKQTAIIASVVAILIIVLIMVIIYLILRYRRKKKMK
KKAQYTKLLNE

>PFI0020w, 343 bases, 3C03B2D5 checksum.
MKIHYTNILLFPLKLNILVNTHKKPHTTARHTQKIPTTRSLSECELYAPVNYYSDPQM
KEVMDNEFNKQTOQORFHEYDERMKTTROQKCKDRCDKEIQKIILKDKLEKELTEKFATLQ
TDIQSDAIPTCICEKSLADKVEKGCLRCAQNLGGVAPGWGLLSGFDYVTWSQYISGIA
AKAAADAGLKAGVKVGLVNVVKIVRNTLGSAGEVPPMDWEKLITIFGNFSDGVTLHAIF
KNLDNMMNGYLDSRKYSQFSMVVQOKFAGNFKPITAKYSKEVAEVTKAVADAKTGVLTK
AGNATSSLSTGITASITAIVVIVLIMVIIYLVLRYRRKKKMKKKLQYIKLLEE
>PFI0030c, 367 bases, 56182295 checksum.
MKIHYINILLEVIPLNILIYNQRNHNSTTPHHPPNTRLLCECDIYTSIYDNDPQMKAV
MENYNRQTSDRFKEYDERMQGKRQKCKEQCDKEIQKIVLKDKIDKELTEKFATLQTDT
QOSDSIPTCVCEKSLADKTEKFCHNCGYGLGSVAPSIGLLGGPGIYGWKTAALAAATKD
ATTKGLAAGEAARIKEGINAVIAGIKSTFSIDKLGGEALKSVITAQKYNKVALISEST
YSEFSRSGCGDITSSSFLKNPFCTSVYEGIDAISGGNGVSPEDFIKRTVQSMVSDANG
VANAAAETAEATEKAKAIKTSTDATIEAASTQLYGAIGYSILAILIIVLIMLIIYLILR
YRRKKKMKKKLQYIKLLKE

>PFI0035c, 381 bases, BA6B98F checksum.
MKENYNNILLESLSLNIFLLSSQVYNQRNHYITRTPKTNTRTLCECELYAPSNYDNDP
EMKAVMODFDROTSQRFEEYNERMMKNROQKCKEQCDKEIQKIILKDKLEKELMDKFAT
LHTDIQSDAIPTCVCEKSLADKVEKTCLKCGGVLGGGVTPAWGLISGIVYTGWKAAAL
AAAKKLAAEAGAAKGLAAGAEVGKDAVILGLNSEFGLSTQAVQKIGLVINGTNYTNVS
MITEAIFTKYKGSCMLSVPGASPGSFRILVTDPKECNLEFLKKEVPIGSGLDRNAITNA
IEKKVETMVLOQAEGVAEATKTQVTSETTAELTAKQTTAINTIYMGKQTAITIASIVAIV
VIVLVMVIIYLILRYRRKKKMKKKLQYIKLLDE

>PFI0050c, 309 bases, 967AAE89 checksum.
MKLOYYKILLESISLSIFEFSSSYAHNKNKRYITPQTRTTTSRVLGECDLYMPNYDKDA
DMKSVKENFEFDRQTSQREFDEYEERMOQEKRKKRKEQCDKDIQEITILKDKIEKSLEEKVEK
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CCLICGCGLGGGVTPFIGLFGGLAVNEMKKVAAVAATEVGIKEAIKELGKIFELEAGS
NMOWTKMINAGNYSQKMSLVEIVTILKNKCEEDEALAGPLFCKASKAATESGEVFEFEFES
GNISRMAADAADAARKAANEKLAEMTSVGTICSNPVVISAIVVVIIAVILLIIYLILR
YRRKKKMKKKEQYTKLLNQ

>PFL1945c, 105 bases, 3AE846D5 checksum.
MKLFKILYLIAALLAINLIAPSVCNENVEGKKKKKGCPLRNEFNFQEFRKKHHKAILIS
SVVSATALLFGTAYGIGLHLNNKTEFIKSILDLGKKRSASRSPHLKLK

>PFI0065w, 378 bases, CO08A936C checksum.
MKIHYTNILLFPLKLNILVNTHKKPHTTARHTQKIPTTRSLSECELYAPVNYYSDPQM
KEVMDNENKQTOQORFHEYDERMKTTROQKCKDKCDKEIQKIILKDKLEKOQMEEQLTTLE
TKIDTDDIPTCICEKSLADKVEKGCLRCGSVLGGGVMPGFGAIGGTALYALNQLKPAV
FKAATKAALEEGAAEILAAANAAGNAKGMEIVIHGLKLFGVDKLFPEIFNPFVAKNIY
TEITNLASTINSKYSTTCTWLKSGATAHPACNDFQLGLGIHLPNGSTLGIPPYTAIRQ
GLKGILQKATQTADAVADAKSAQVTAAITKNQTALLEAGFNSSITSIYASIIAIVVIV
LIMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFI0070w, 350 bases, 2AETETBO checksum.

MNVHY INMLLFAFPLNILVTLYHEYNQRNHKSATFHTSNTKPTKTHRTLCECESYSPS
NYENDPEMKEIMEIFNHQTSERFREYDERVONKRKQCKEQCEKDIQKIILKDKIEKQL
AQQFSPLOTNIDTNDIPTCVCKKSLADKTEKVCLNCGKTMGAVAPAWGLLSGLGYAGW
SHYVAASILEEGIKKGIEASLIKITETIATHIYQVSTADIPKITTTQILSSGHETNNVS
FEDMVNYINNYMYNTLESEGYSQFCWAISSMASRKPITAFNKTYAIYSEAVTKAVTGA
ENGVIADLAPSTSSITTTIIASIVAILVIVLVMVIIYLILRYRRKKKMKKKLQYVKLL
KE

>PFI0075w, 365 bases, 8E5SCCF5B checksum.
MKVHYINILLFAFPLNILVTLYHVNTHKKLSTTTCDIQTTRLLCECELYAPANYDNDP
OMKEVMDKFSKQOQTOORFEEYDERLQEKRQICKDKCDKEIQKIILKDKIEKQMQEQFAT
LOTDIQSDSIPTCVCEKSLADKFEKTCLKCGGVLGGGVAPELGLIGGTALYGISVWKP
KAIASAIVEAQKAGEAAGKAAGDIAGVAEVISGLKSKFSLDTLFGTTLDKFITTKNYV
NETVISGAVKLQYQVSCATDPLGETSVLCEFYKTIGEPNATAAVVENAKIVVTDAIQEA
SEVAFKVTASKTAEFKEINIATVESICNSYNTAITASTIATIVVIILVMIVIYLILRYS
RKKKMKKKLQYIKLLNQ

>PFI1805w, 371 bases, 794CF712 checksum.
MKLLHYCKVLLESVPLNILVHNKNKSYITPONTRNTRLLCECELYTSIYDNDTEMKAV
MGNYNQQTSQRFEEYNKRMNKNRQKCKDECDKEIQKIILKDKLOQKELMHKFATLHTDI
OSDAIPTCVCEKSLADKVEKTCLRCTONLGGIVAPSSGVLAGIAEGALIVWKPAAIKA
AKAAKAAAAKAASDAATQAGIEAVRLEINKLSVYENGTTGEVDLTPIVTSSTYDNGLV
LVECAKKLIGDLSSNGRGGYTGFYNTAIHTESGELYVGNFGGIGKAAHDAKLASETTA
LTEAKVGAVDTTYGGFQTYITASVIAIVVIILIMVIIYLILRYRRKKKNEEKTPVHKI
IRRINIMCLAFFIDIFVYEILLV

>PFI1815c, 369 bases, EF13EBCB checksum.
MKIHYTNILLFPLKLNILVNTHKKPSITARHIQTTRLLCECELEFSPQNYDNDPEMKRV
MOOQFHDRTTQRFHEYDERMKTTRQECKEQCDKEIQKIILKDKMEKQMAEKLSTLETKI
NTDDIPTCVCEKSMADKTEKFCLNCGKNMAATAPWWGLVCGSGYAGWLHSAMAAATIDK
ATAEGAAAGIKAGHLAGTNAVIEQLRTLGIYFVGNKQLETIIDVTNYMNVSFIYDKVY
SHYITLCTPRPVNGHLVSNENEFSDREFCKLFHQKDLVSLDIKSVKAIIKKNVEEAVAGA
EQAAKAEVSNVTATKTTEFTTKNIAEVEAATTSYYTPITIASIVAIVIIVLIMVIIYKI
LRYRRKKKMKKKLQYIKLLEE

>PFI1825w, 367 bases, 9ET7FDB7A checksum.
MKVHYINILLFELPLNILIYNQRNHNSTTPHHPPNTRLLCECEWYAPSNYDNDPQMKA
VMQODFDRQTSQRFEEYNERLLENKQKCKEQCDKEIQKITILKDKLEKELAEKFVTLQTD
IQSDAIPTCVCEKSVADKVEKTCLKCGGVLGGGVTPAWGLLSGIVYTGWKAAALAAAK
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ELAEKAGAAEGASQGAAAGAVEVIKSIKTTFGIESLGVNPLOSLENAENYMNAKFEFISE
SIHSEFISSGCGAILKPPNKPICTSVYKGIEATSRGKGVKPIEFIGKKVETMVSQAKD
VAEATKAQVTSETTATLTDLKTGVVQTTYMGYQTVITASIVAILLIVLVMIIIYLILR
YRRKKKMKKKLOQYIKLLEE

>PF10 0003, 345 bases, 361D0614 checksum.
MKLHCSKILLFLLPLNILVTSLSNVHNNNKLYNTPHHIPTTTSRMLSECDLYIPKYDN
DADMKSVKENFEFDRQTSQRFEEYDERMKGKRQKRKEQRDKNIQETI TEKDKMDKSLAEKV
EKGCLRCGCGLGGVAASVGLFGGLGIYVSKSAALATATIAEGAETAKAAGEAARIPAAT
DAVIKGITKVEGVSTLDGKELGTYITATNYTNFKTIALAINEQYNPLSCITIPDPGADK
SICPWVMRNEFEFAAKDSPRNVVSAYNSIEVAVKSIVLEAQSVTERAAKKATEDVIKSSIT
AAVDAKYVICONATITASVVALLIIVLVMIIIYLVLRYRRKKKMNKKQQYTKLLNQ
>PF10 0006, 361 bases, 32F0C016 checksum.
MKLHYSNILLFFFPLNILVTSYHVYNKNKIYITPHHTTTTTLRMLSEYGVHTSIYKND
ENMKSLKENFDROTSQRFEEYEQRMIRKRKKYKEQCDKDIQKIIEKDKMDKSLAEKVE
TGCLKYGCGLGGVAGSVGLFGGFGIYGWKTAALAASKNAAVAEATAKGVAKAIDLVKS
TFDVONIAGQPLETVLNVINYTDVSNIYHLIYSQYKTTCISTSSTPVTGGPETFCISI
WNKSLSGLGSNVVEVEETKVIEATVKTIVSSAEKVAGEALEKATEGVIKTSTATIEST
YASCQIAIIASVVALLIIALVMIIIYLVLRYRRKKKMNKKAHYTKLLNQKIYSFKILN
PFLCCMNSRCLNT

>PF10 0393, 359 bases, E94BY9A9C checksum.
MKVHCYNILLEFSFTLIILLLSSSQVNNOMNHYNRAHMKNIEPTKSYRSLCECELYTSM
YDDDPEMKEIMHDFDROTSORFEEYNERMNKNROKCKEQCNRDIKNIILKDKIEKELK
OOLATLETDISTDDIPTCVCNKSVADKVEKTCLKCGGVLGGAVPELGLLCGYGAYELV
KVAIGAAEKAATIAEGAKAGIAEGIRVAIKGIKGAFNIEFLDGKTLAEVITGKTEFNNST
FEVEKEVQEYNTVCLSSTTYQDTLEFCDYGSMEFGGKVDNITATISLNAKNTATKAGQAAA
KMTTETTKALTAEKTGEVTSTSAIFSNPMVISFIVVVIIVIILLIIYLILRYRRKKKM
KRKLOYIKLLE

>PF10 0396, 378 bases, 59FE4D31 checksum.
MKENYTNIILEFSLSLNILLLSSRVYNKRNHKSIILHTSNENPIKTHRSLCECELYSPT
NYDSDPEMKRVMQOQFHDRTTQRFHEYDERMKTTRQECKEQCDKEIQKIILKDRLEKEL
MDKFATLHTDIQSDAIPTCVCEKSLADKTEKFCLNCGVQLGGGVLQASGLLGGIGQLG
LDAWKAAALVTAKELAEKAGAAAGLKAGDIHGMKIVIEGLKALKVDTLKSGIFNSFVN
NSHYTEVTGLAIAIDTEMNEVCSATYIGIHPICVVREKLGVIPKAGGTMVKQKDAITN
VLKQALEKATQSAEALSETTAEDVAAKLTAQKTGAINTIFMSNQTAITASIVAIVVIV
LIMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PF10 0397, 348 bases, E777225B checksum.
MKLQYSKILLEFSLPLNILVSSSYAHNKNKSYIAPHIPTTTTRVLSECNLYIPKYDNDA
DMKSVKENFDRQTSQRFEEYEERMIKNRQKRKEQRDKNIQKI ITHKDKMEKNLAEKVET
GCLRCGCALGGVAASVGLFGGLGTYGWKIAATATAMELAKEAAEQAGAAAAADAGKNA
VIAGLKELGVONIAGQPLVSYLTATNYHNATEFISSAINNQYSPSSCIFVSSGTRSGPV
ARETFCTWVMQKSTAAANVQRSSVSEFNDLITIKTIENIVTDAKKAAGEATEKAIEEVIQ
RSTAAVESTYASCQSAIIASVVAIVVIALVMIIIYLVLRYRRKKKMNKKAQYTELLNQ
>PF10 0398, 350 bases, 41D60D38 checksum.
MKVHYINILLEVIPLNILINDQRNHKSTTHHTLKIPITRLLCECELYTPANYDNDPQM
KEVMDNEFNROQTOORFHEYDERMVEKRMQOQCKDKCDKEIQKIILKDKLEKELMDKFATLH
TDIQSDAIPTCVCEKSVADKMEKGCLRCGSILGAAMPEMGSIGGSLLSALSAWKPVAT
EAAEKAATIAKATDLATQAGMREVVLKIEQFLKNFTEKEGLVNFTSVVNKSNFKCPTAL
FONANELLSDSCIPDEVTNRTSTFCSTIAYGEKTTFEPFAQAGATTFQETLTAKTPVL
OARYTAAVKTAYGGYQTAIIASIVAIVVIVLIMVIIYKILRYRRKKKMKKKLQYIKLL
EE

>PF10 0399, 326 bases, FOFF1IEC6 checksum.
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MKLHFPKILLFFFPSNILLTSYHVHSKNKPHTTPHHTPTTTSRVLSECDTQSTNYNND
EDIKSVKEIFDROTSQRFEEYEERMOEKROKRKEKCDKNIQKIIQKDKREKSLEEKVE
KCCLICGCGLGGVAASVGIFGTIAVNEWTKAAIEIAKGIGMNKATSAGVAKGIEATID
GLKGMLGFGNLRGVDIPAMVTEKSFNDANLLVPSIQKAYYNSCSQIPTGSAKPPFCGA
VETNMQIVEFSSAHSIAMESGELATKTTATLSPQFISDEITLXKTASTNLYNVITYSVI
VITLIVLVMLITIYLVLRYRRKKKMNKKQQYTKLLNQ

>PF10 0400, 372 bases, ATF45BD7 checksum.
MKESYFNILLESIPLNILINDQRNHKSTTHHTLKIPITRLLCECELYSPDNYDNDAEM
KRVMQOOFEDRTSQRFHEYDERMOSKRMQOCKDRCDKEIQKIILKDKIEKELSQHLSTLE
TNIDTNDIPTCVCEKSLADKVEKGCLRCGYGLGTVAPTVGLIGAVAVNELKKAAMAIA
IKDAIAEGLVAGETARIQASIKAVILGIKSKFRIDTLGGEVLESIITAQKYDDVSLIS
ESIYMOYQOSTCLPQYVGHGADLSKPICHTVYTLDEFVQGKVHVPGSLOGSIKKALEKIV
AEAKSNAVSETANVTTRQTAVFESRNIAAVDATYASYQTAIVASVVAILVIVLVMLIT
YLILRYRRKKKMKKKLOQYIKLLKE

>PF10 0401, 295 bases, 57990E94 checksum.
MKLYYFKILLESLLLNILAHNKNKSYIAPHIPTTTTRVLSECNVYIPNYDNDPDMNSV
RENFHKKTEQRFHEYDKRMIKNROQKRKEERDKNIQEIIEKDRMDKSLAEKVEKGCLKC
GCGLGGVAASIGIFGTIAVNEWTKAATAAAIDLAIQEGIDAGVKVVIAEIKATNAFKS
IWYVELSSFINGSNYNTVDGLSAATKAALDSIGKRCTSSIVDRACNGILNNSDGWFESS
IAEAGKQAATAATESAKTTKLVDVTTTSTHLYSAIGYSVLAIFIILLVMVIIYLILRY
RRKKK

>PF10 0403, 370 bases, BF2901C3 checksum.
MKLHYTKILLESLLLNILAHNKNKSYTTIHTPITTSRVLIECNVYIPNYDNDPDMKSV
KENFDROTSQRFEEYNERMIDKROKCKEQCEKDIQKIILKDKIEKELAEKFVTLQTDI
SINDIPTCVCEKSVADKVEKTCLKCGGVLGGGITPGWGLISGIVYTGWKAAALAAAKK
AATAEGAAKGLAEGIKEGIQEVMKGLCRDFRLSEVDVKKLGLVEDGKNYNNTEYIFKA
IFSKFDESCMPSSTGAVRGASEPICNSVWSKEFVFTNRSSSRNSIINAIKENVETIVSQ
AETTAGATKEMVTQEVTSAATIKTNTTAVNATYASCQTVITIASVVAIVVIVLVMIIIYL
VLRYRRKKKMKKKLEYIKLLKE

>PF10 0404, 334 bases, 3EF5E9E3 checksum.
MKLHYTKILLFFFPLYILEHNQNKPYITQHHTPTTTSRVLSECDIPTSNYNNDEDMKS
VKENFDRQTSKRFDEYEERMKDKRQKRKEERDKNIQETI TEKDRMDKLLAEKVEKGCLR
CGCALGGVAASVGLFGGLGIYVSKSAALATATIAEGAETAKAAGEAARIPAAIDAVIKG
IETKFGVSTLGGORKMETFFNTTLYTEVSKIADAVYNQYAATCITSGNGARGPICTLAW
QYSESRGNVVSAYNSIEVAVKPIVSQAETVAERAVKTATDEAIQRSIGVVESTYAICQ
TAITIASVVAIIIIALVMIIIYLVLRYRRKKKMNKKLQYTKLLNQ

>PF11 0009, 340 bases, 4B8DCDDF checksum.
MKIHYTNILLFPLKLNILVNTHKKPSITPRHIQTTRSLCECELYAPANYDSDPEMKRV
MOOQFHDRTSQRFHEYDDRMKTTRQKCKDKCDKEIQKIILKDKLEKQMAQQEFSTLHTDIT
OSDAIPTCVCEKSLADKVEKGCLRCAQONLGGVAPGWGLLSGFGYVTWSQYISGIAAKA
AADAGLKAGVKVGLVNAVKIVTNTLGSAGKVPTMDWEKLITITFGNFSDGVTLHATIFKNL
NNVMNGHLDFGKYSEFSTVVQKFAEKFKPITAKYSTEIAEVTINAVADAKAGVLTKAGN
ATSSLSTGITASITAIVVIVLIMVIIYLILRYRRKKKMKKKLHYIKLLEE

>PF11 0010, 323 bases, AE4AA79C checksum.
MKIHYINILLFALPLNILVNNQRNHNNSTYHTSNTKTIKSHRSLCECELYAQSNYEND
QEMKDVIKEFNDRTAQRFEEYNERMOVKKDOQCKEQCDKEIQQITILKDKIEKELTERFES
ALETKIDTNDILTCICEKSVTDKFEKTCLKCSGIFATAVPELGLIGGTVVYAAAVKAA
TKAGMEAALVGLESVNGLRGLLGEKIKDLVTTTNFQCPNALMGLVQONVKDTQCVGAAA
OSQOVFCKGLLPESTSRIIQKAAAAGREGAEAYNTTFSDSTTITAFLTDPIVISAIVVI
SIVVILLITIYLILRYRRKIKMNKKLQYIKLLKE

>PFI1445w, 1364 bases, A5B7A430 checksum.
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MIKVTIFLLLSIFSENLYGLELNEKVSIKYGAEQGVGSADSNTKLCSDILKYLYMDEY
LSEGDKATFEKKCHNVIGNIRNTFSNKNTIKEGNEFLMSILHMKSLYGNNNNNNAGSE
SDVTLKSLYLSLKGSQNTEGESEVPSDDEINKTIMNEVKENKYLLDNSNDIKKVHDFL
VLTSQSNENLLPNKEKLFEQIVDQIKYFDEYFFASGGKIKVKKGYLKYNFLDIYKQPV
CSAYLHLCSRYYESVSIYIRLKKVFNGIPAFLDKNCRKVKGEEFKKLMDMELKHNHIV
ERFDKYIISDDLYYVNMKVFDLKNVDKIQVSKIDDINNLNIYEHKETMHLSAKNLSRY
IDIKKELNDEKAYKQLMSAIRKYVTTLTKADSDITYFVKQLDDEEIERFLIDLNFFLY
NGFLRITEDKHLINADDVSPSYINLYRSNNIVALYILKTQYEENKLSEYRAHKEFYRRK
RVSNITNDMIKKDFTQTNALTNLPNLDNKKTTEYYLKEYENFVENFQPDLHDIMKLQL
FETMAFKDCNVNONEFTETSKKLWEDLLYAYDKEGWEYIHPNEVINSINKTDEVRHVLV
SRNEFLLKNNDQLTFLETQVAKIVEIINLSLEVDKSPDSLDFSIPMNFFNHKNGYHVMN
DDKLKLLTSYEYIDSIANNYFFLSEYKNDVEFRTGNNFKLYFNLPNIYSLAYQLENELA
ININVITNVPLKKYLKYNASYAYFTLMNMIGKNHDIYSKGSRFVYASYILGLVFFIES
HIDIARLKPKDFFFMKQSLPIIDHVYHKDLKTLKKNCTLLTDFMKINKNSOQNYSLTHT
EEMIKILGLLTVTLWAKEGKKSVYYDDDVSLYRKLMVSCVENGGETIQEKLANNIEKS
CDISQYGIKSKNLKDMIDINLSIHKWNPAEIEKLAYSFVLSCKMQKLMYKPMNVEKLP
LEDYYKLSLAPDMVKTYHCYKLGKQAAELLESIILKKKFVRFRVTDAIDVYDFFYIKK
VLSSRIKKEYNEFLODKRAFEKKELETILNNSPEFSEEQTMKLINSYECHWETSYENER
ILWMHASSNLGTGTYLKNFFSELWONIRFLFKSKLKIRDMEYFSGDISQMNLLDYYSP
MVHSESHCQEKMQVLEFITLRDSKEENRSETIAQKVKSAYYQCKLDYYKNHHSDEFIHRIH
PNDEFLNNKVYVLKQPYYLMSNVPLNNPKKVSRLEFVTEGTLEYLLLDKINIPECFGPCT
KLHFNKVVIKESKQRIYDMTINNALVPEIQPYNRRKYMTIYINEAYIKNIVSDALTSE
EIKRHDIQKGNIKICMGKSTYLTEPILTEEHFNLTHKPVYDFSSVKHNLKVFHMKNEH
LVSEDPNDDCFINYPLATINLGKHKKIYNK

>PF11 0011, 327 bases, 3D96A0A3 checksum.
MKLHYTKILLEFSLOQLNILMLSSYAHIKKKIYITPQIPITTSRVLSECDVQTSIYDYDE
DMKSVKDNFEFDRQTSHRFEEYEKRMNVKRQKCKEQCDKEVQKIILKDKIEKELTVKEGA
LHTHITIEDIPTCICDKSLSDKVEKTCLNCGGILGTVVPGWGILGSIGFYGFVNSIAT
DVAVKEGIAKVLHELKEITALEILLNNKLEALVTPETYACTNALNKSIMAAKLTICKA
SPOQPAPCSPKLEFDLSVIAPKVHNATMEGINTAKAAEVNTWNTAFSSPAFEFSNPIVISA
IVLICIAVILLIIYLILRYRRKKQMNKKLKYIKLLKE

>PF11 0021, 330 bases, D3A17289 checksum.
MKVHYINILLFALPLNILVRLCNVGSPHKNPSITPKFPPNTRLLCDCELYSPANYDSD
PEMKAVMQGFEFDRQTSQRFEEYNERLLENKQKCKEQCDKEIQKIILKDKLEKELAEKEV
TLOQTDISINDIPTCVCEKSLGDKVEKSCLKCGKNLGGFIPGLGLIGGTAVYAAAVNAA
TKAGMKAALDELKSVNGLFQLLGENIKDLVTATNFNCKDALLRRIDTITTPLCKSDEA
VNNLYCSLKSGKQPMGFSKIKSKISNAAEWAASASDEAKAEALNATFTWETFFSSPLG
ISLLVTVCIIIILSIIYLILRYRRKKKMKKKLQYIKLLEE

>PFL0010c, 378 bases, BFES5F602 checksum.
MKIHYINILLFALPLNILIYNQRNHNSTTHHTLKIPITRLLCECELYSPSNYDNDPQL
KKIMENFNKOQTOORFEEYDERMKTTROKCKDKCDKEIQKIILKDKLEKELMDKFATLQ
TDIQSDDIPTCVCEKSLADKVEKNCMKCTONLGGIVAPSSGVLAGIAELGLNAWKTTE
ITAATAAAEQAGAAKGLAAGAAKGVAEVIAQVESQFHLSTIGVNELGSVINVTNYNNS
QFIFKAIFTKYRGSCLPSPPDRLTVAAGEETFCRTVNALGFTRRNVEFDPSLLQODSTIKS
VGNQIVTKAETAASTETAKVTASETATLKAAKVGEVNATYMGYQTPIIVSIAAIVVIV
LVMVIIYLILRYRRKKKMKKKLQYIKLLKE

>PFL0015c, 345 bases, D391267A checksum.
MKLHCSKILLFFFPLNILVTSYHVYSKNKPSITSHHTQTNRSLCECDTQSTNYNNDEE
IKSVKENFDROQASQRFEEYEERMKEKROQKCKEQRDKSIQEIIEKDKREKSLAQKVEKG
CLICGCGLGSVAGSVGIFGTVAVKELTKAATIAKAVVVAKEAGMAAAKAEGAAAGKEFV
TAKLQEMGISTVGVQGLOSYFVTTDYTNALTIFRAINNQYSPSSCIFVSSGTRQAFCT
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WVTEQSKSVANIREMLQOGNSVSYTKVTEKAVGTIVTDAKKAAGEATEKATIEEVIQRST
AAAESTYAGCQSATITIASVVAIIITALVMIIIYLVLRYRRKKKMKKKAEYTKLLNQ
>PFL2585c, 375 bases, C547831B checksum.
MKMKHVYFKVLLLESLPLNILVTLHHVDKKTNDYRPYTLTYTKLENTITSSRLLCECD
TYAATNYDNDPEVKKVMQQFDEHTTQRLLEYNEHMIKKRKECKEQCDKDIRKIILNDK
IEKQLKEKFSSALQTDIGANYLPKCTCEKSLSDKVEKTCLKCGGLLGGGITPTVGFFS
TIVTYLLTDAAAKQAGILAAKKVSVEAGIQTFIQQLSDMSNLHVLIGHKLVNLITPKT
VGNIMELSKTIHETLOQSTCFAAEPRINDVMTILCSTDSYIFDAQYLQQQVANIATKAA
EEGAKAGALASONAEANTWSLGTISNFFFTNSAGIAFTTIVLIAIILLITYLILHYRK
KKENEEKTTIYKIIKGIDMFYYVDVYR

>PFL2605w, 346 bases, BF2F294B checksum.
MKLLHYCKVLLEFSLPLNILVYSKNKPYITPRHTPNTTSRVLSECDINTSIYHNDPDMK
SVKENFDRQTSQRLREYDERLQDKRQKRKEQRDKNIQKI THKDKMEKKLAEKIEKGCL
MCACGLGSVAGSVGLLGGFGIYVSKSAALATATAEGAETAKAAGEAARIPAATIDAVIK
GITKVFGVSTLGVQRLESLFTANIYNNVTMIARAINEQYNPSSCILPIGGSGADKSIC
PWVMEKYLPAQNI PEMTRGGALSMNDVIETAVKSIVTDAKTVAETAAKKATEEATKAS
TDAVESAYAACQTAIIASVVAILVIVLVMMIIYLILRYRRKKKMNKKQQYTKLLNQ
>PFL2615w, 351 bases, DOF6F148 checksum.
MKVHYINILLFALPLNILIYNQRNHKSTTHHTLKIPITRLLCECELYTPANYDNDPQM
KEVMDNEFNROTOQORFHEYDERMVEKRMQOCKDKCDKEIQKIILKDKLEKOMEQQLTTLE
TKIDTNDIPTCVCEKSMTDKVEKGCLRCGRNLGVAVPGLGVLGAYGAHSIVKVAMATA
EKVGIQLGIDAGNAAGIKAVIEALNSSLNIDNLGGITLDTVLKGNNFKNIDFLVYILT
DKYNTTCTVSNTEVETLLCYIGKEKPTLPYTLIQSNVRKAVAEATEVATSTTEEMTTI
YTTOQELSKVTSTGAILSNPIIISFIVIVIVVIIFLIIYLILRYRRKKKTKKKLQYIKL
LKE

>PFL2625w, 379 bases, C8627CT7E checksum.
MMLNYTNILLEFYLSLNILSSSSEVYNQRNHFITYTPKRSTRLLCECELYTSIFDNDPE
MKSLIEHFNKQTQORFHEYDERMKTTRQKCREQCDKEIQKIILKDKLEKELAEKEVTL
QOTDIQSDAIPTCICEKSLADKVEKTCLKCGGVLGGGVTPAWGFLSGIVYTGWKAAALA
AATKEATAEGAAKGAAAGTKAGIKAVMDVLYSDFGLSIEGVQKMGLVLSATNYKDVPM
ITKALYSKFQVSSCLRGGPVPGVPPVRPTDGTFCSAMLEKILAQENVVKONSLEGSIK
SVVNQIVTEAKSAAVSETAKVTASETETLKATNIAAVNATYASSQTATITASITIATIVVI
ILIMVIIYLILRYRRKKKMKKKLQYIKLLEE

>PFL2640c, 326 bases, F23A4A4C checksum.
MKVHYINILLFALPRNILVNTHKKLSITPPHIQTTRLLCECELFAPQNYDNDPEMKSV
MOOQFEDRTSQRFQEYDERLQEKRQICKDKCDKEIQKIILKDKLEKELTEKFATLQTDT
HSDAIPTCICEKSIADKVEKTCLNCGKNLGGFVPGLGLIGGSALYVAAVKSSVELGIK
MGMQSVISDLKVLWDLTSLIKAKVIENEVTPTNYCNITSITEFLONINKSSCAAKTKI
TPLFCSTVEYQGPEELAKRVAGIVEQAQFAGAQAANEKFLELTTSYAILSHPIVISLI
VVVAIAVILLITIYLILRYRRKKKMKKKLQYMKLIKE

>PFL2645c, 317 bases, DC255E02 checksum.
MKIHYTNILLFPLKLNILVNTHKKPSITPRHIQTTRLLCECELYMSNYDNDPEMKRVM
OOFHDRTTORFHEYDDRMIEKRQKCKDRCNKEIEKIILKDKIEKELTETFATLNTNIT
NEDIPTCICKKSVADKIEKTCLKYGGALGGGVMPGLGLIGGNSVYILANYETINAFTIA
KTIEELEGIPGITKLFGAKISQFVTPAVFRKPMSLVETILSEKKKLCLCAANKNELLC
RGMNPNVPETLPKKIEVAVNEVLSSVNDTWATATTPTTFFTNPIILSATIAILVIVIIM
VIIYLILRYRRKQKIKKKLQYIKLLKE

>PFL2660w, 350 bases, 8C4AED86 checksum.
MKIHYINILLFPLKLNILIYNQRNHKSTTHHTLKIPITRLLCECELYTPANYDNDPQM
KEVMDNEFNROQTOQORFHEYDERMVEKRMQOCKDKCDKEIQKIILKDKLEKOMEQQLTTLE
TKITTDDIPTCLCEKSVADKMEKTCLRCAGVLGGGVMPGMGLIDGSLLGAISVLKPAA
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ITAAKDAALAEATALATQAGMREVVLKIEQFLKLFSEKEKIFDLKLIVNKSNFSCGSS
LFONAKELANKSCVAKPNGSYTSFCNSITYSRVEPFNGYAQAGITKYNETLPLQKALL
EKAKVDAVNTTYAAYHTSIIASIVAVVVIVLIMVIIYLILRYRRKKKMKKKLQYIKLL
EE

>PF13 0004, 343 bases, D2CDA707 checksum.
MKIHYTNILLFPLKLNILVNTHKKPHTTARHTQKIPTTRSLSECELYAPVNYYSDPQM
KEVMDNEFNKQTOQORFHEYDERMKTTROKCKDKCDKEIQKIILKDKLEKQOMAQQFSTLH
TDIQSDDIPTCICEKSLADKVEKGCLRCAQNLGGVAPGWGLLSGFGYVTWSQYISGIA
AKAAADAGLKAGVKVGLVNAVKIVTKTLDGFGEVPTMDWAKLIAFGDFSDGVTLHAIF
KNLNNMMNCYLDSGKYSQFSTVVQKFAENPRSYATPYSTEVTEVTKAVADAKTGVLTK
AGNATSSLSTGITASITAIVVIVLIMVIIYLVLRYRRKKKMKKKLQYIKLLEE
>PF13 0005, 331 bases, 1A2D1ID55 checksum.
MKIHYINILLFALPLNILVRNQRNHRKSILSTTKSELTKTHRTLCECELYAPSKYEND
PEMKEVMENFDRQTSERFRKYDERIQDKRKQFKEQCEKDIQKITILKDKIEKQLSQQFS
KLOTNIETNDIPTCICEKSVAEKVEKTCLKCGEILGTVVPELGLIGGTVIYASAQSAA
VKVGVSKATIELMKDIYFLGQVPFFDLVAKITPSNENDKMSLIGIVHDASYTVCETTNA
ODTLVFCLSKYSIGRRNPSMFLSVTANQAKDAAEAAGEAATGTFSEMTSVGAIFSDAL
VISAIVVVITIAVITILITYLILRYRRKKKMKKKLQYIKLLEE

>PF13 0006, 345 bases, 25C777B1 checksum.
MKLHCSKILLFLLPLNILVTSLSNVHSKNKPYITSRHTATTISRVLSECDIRSSIYDN
DEDIKSVKECEFDRQTSQRFEEYEERIQEKRQKRKEERDKNIKKIIEKDKMDKSLAEKV
EKGCLRCGCALGGVAASVGLFGGLGIYGWKTAALATAIAEGAAKGAVAAEAARIAEGI
KAVIKGIETKFGVSTDGLOGFKSFFTANTYNNVKNIARAINNQYEPSSCPITVPVDSK
PICTWVRANFFAAKDSPGNFTSTYEVVETAVTSIVSDAEPVATAAAQQATEEATKAST
DAVESAYAACQTAITASVVAILVIVLVMITIIYLVLRYRRKKKMKKKAQYTKLLNE
>PF14 0004, 337 bases, EBJEF59A checksum.
MKVHYINILLFAFPLNILVNTHKKPSITPHHTPKIPTTRLLCECELFEPANYDSDPQM
RAVMDNFSKQOTOORFHEYDESLOSKRMOCKDKCDKEIQKIILKDKLEKOQMKQELTTLE
TKITTDDIPTCICEKSVADKMEKGCLRCAGVFSGGVAPSVGLLGGIGVYGWKMGAPTV
AMELAKQAGIEEGVKTVIAQIKGISIFNPYLESVECSKYITKLNYDNVSGLMKAVQAA
IKSTGETCEANSGDIVCETIYNKVERFLPVVQAGKQATTTTTETVKNAALDTIESTAT
TCTTAITASIIAIVVIVLIMVIIYKILRYRRKKKMKKKLQYIKLLEE

>PF14 0005, 339 bases, 7520AA74 checksum.
MKVHYTKILLEFSLPLNILVTSSSNAHSKNKTYITLRHTPPIKSRVLSECDLYIPKYDN
DAEMKSVKGTFDRQASQRFEEYEERIKDKRQKRKEERDKDIQKIILKDKVEKSLAEKV
EKGCLKCGCGLAGVATSVSIIGPIAVNEWTKAALLSAKSSATIAEGNIKGIEAGVNAGI
KAVIDGLKSKFSLDIVAGKALEDLVTKTTYLNKNLLSEPFHIQYQSMCVGPTADIDKP
LCAFNIKNDTTWALKAIDGNVEKIISEAIKTTDTVTSNVTASEIPSIEALEKAAIEIT
CSNFHTAIIVSVVAILVIVLVMVIIYLILRYRRKKKMNKKQQYTKLLNQ

>PF14 0006, 367 bases, 8345C648 checksum.
MKDHYINILLFALPLNILVYNQRNYYITPRHTETNRSLCECELYSPTNYDSDPEMKRV
MOOQFVDRTTQRFHEYDESLQSKRKQCKDQCDKEIQKITILKDKIEKEFTEKLSTLQTDT
TTKDIPTCVCEKSLADKMEKVCLKCAQNLGGIVAPSTGVLGEIAALAVNAWKTTALKN
ATAAAQKAGDAAGKIAGESKGVETIIGILEQYYSIYELKGTPLKSFFATTHYTDISNI
ATVIDTELNTSCGLNSLANQATICGLRTKLGLVAKPGQVMVTQKEAITKMITNVVHKSE
ITAEAAKTEVAATKTAAAIKMNTEAIEAATTPYYTPITIASIVAIVVIVLIMVIIYLIL
RYRRKKKMKKKLQYIKLLN

>PF14 0008, 316 bases, 8FD37C07 checksum.
MKLLYSKILLFALALNILLTSYYAHNKNKPYITIPRYTPTATSRVLSECDIHAPIYYND
EDMKSVKENFERQTSRRFEEYNERMNKNROKCKEQRDKDIQKIILKDKIEKSLEEKVE
KGCLRCACGLGGVAAGVGIIGAIAVNEWTKVATAAAVQKGIKAGIAKAIDDLGNIVGL
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IQFDLIDWAAKIDGINFLKONSLVSIVNEVYYKCIDIENSSDFLFCSATKAWDQQKST
LGLQIISNQAAEAAVAAGKAAETAEKAEIVLVNAKSSLLYSAIGYSVIAILIIVLVMI
ITYLILRYRRTKKMNKKAEYTKLLNK

>PFC0120w, 1417 bases, D30708CA checksum.
MVSFFKTPIFILIIFLYLNEKVICSINENQNENDTISONVNQHENINQNVNDNDNIEQ
LKSMIGNDELHKNLTILEKLILESLEKDKLKYPLLKQGTEQLIDISKFNKKNITDADD
ETYIIPTVQSTFHDIVKYEHLIKEQSIEIYNSDISDKIKKKIFIVRTLKTIKLMLIPL
NSYKONNDLKSALEELNNVETNKEAQEESSPIGDHGTFFRKLLTHVRTIKENEDIENK
GETLILGDNKIDVMNSNDFFFTTNSNVKFMENLDDITNQYGLGLINHLGPHLIALGHF
TVLKLALKNYKNYFEAKSIKFFSWOQKILEFSMSDRFKVLDMMCDHESVYYSEKKRRKT
YLKVDRSNTSMECNILEYLLHYFNKYQLEIIKTTOQDTDFDLHGMMEHKYIKDYFEFSFEFM
CNDPKECIIYHTNQFKKEANEENTFPEQEEPNRQISAFNLYLNYYYFMKRYSSYGVKK
TLYVHLLNLTGLLNYDTRAYVTSLYLPGYYNAVEMSFTEEKEFSKLFESLIQCIEKCH
SDQARQISKDSNLLNNITKCDLCKGAFLYANMKEFDEVPSMLQKEYVYLTKGLKIQKVS
SLIKTLDIYQDYSNYLSHDINWYTFLEFLFRLTSFKEIAKKNVAEAMYLNIKDEDTENK
TVVTNYWYPSPIKKYYTLYVRKHIPNNLVDELEKLMKSGTLEKMKKSLTFLVHVNSFL
QLDFFHQLNEPPLGLPRSYPLSLVLEHKFKEWMNSSPAGEFYFSNYQONPYIRKDLHDKV
LSQKFEPPKMNQWNKVLKSLIECAYDMYFEQRHVKNLYKYHNIYNINNKLMLMRDSID
LYKNNFDDVLFFADIFNMRKYMTATPVYKKVKDRVYHTLHSITGNSVNFYKYGIIYGF
KVNKEILKEVVDELYSIYNEFNTDIFTDTSFLOTVYLLFRRIEETYRTQRRDDKISVNN
VEFFMNVANNYSKLNKEEREIETHNSMASRYYAKTMFAAFQOMLEFSTMLSNNVDNLDKAY
GLSENIQVATSTSAFLTFAYVYNGSIMDSVTNSLLPPYAKKPITQLKYGKTFVFSNYF
MLASKMYDMLNYKNLSLLCEYQAVASANFYSAKKVGQFLGRKFLPITTYFLVMRISWT
HAFTTGQHLISAFGSPSSTANGKSNASGYKSPESFFFTHGLAAEASKYLFFYFFTNLY
LDAYKSFPGGFGPAIKEQTQHVQEQTYERKPSVHSFNRNFFMELVNGFMYAFCFFAIS
OMYAYFENINFYITSNFRFLDRYYGVENKYFINYAIIKLKEITSDLLIKYEREAYLSM
KKYGYLGEVIAARLSPKDKIMNYVHETNEDIMSNLRRYDMENAFKNKMSTYVDDFAFF
DDCGKNEQFLNERCDYCPVIEEVEETQLFTTTGDKNTNKTTEIKKQTSTYIDTEKMNE
ADSADSDDEKDSDTPDDELMISRFH

>PF14 0766, 359 bases, 59BO6ECEF checksum.
MKLHYTKILLFFFPLNVLLTSYHAHNKNKASITPHHTRSTTSRLLSEYDTESSIYDSD
EDINSVKEIFERQTSRRFEEYEERMITOROKYKEQRDKDIQKIILKDKMEKNLAKKIE
KGCLRCGFGLSGVAGSIGLFGAVAINIWKPAALKAATIARKAITEGTADIAAAGVKAGEV
TGKVLVISGLKRMGISTLDGKDLGTYFATTSYKNITNITQAVSSEYVQKCISASSGSV
RFRLVDAQRDIHFCHSVWKQTSAVSTPKKGISYKEVIERTVETMVSKAEGPANTAAET
AEAANKLATEEAQEKVMEATIYNWYTTIGYSILAILIIVLIMLIIYLILRYRRKKKMK
KKAQYTKLLNE

>PF14 0769, 348 bases, 671F7E7B checksum.
MKVHYINILLFALPLDILEHNKNEPHTTPNHTQTTRSLCECELYSPANNDNDPEMKRV
MOOQFEDRTSQRFHEYDERMVEKRMQCKDKCDKEIQKIILKDKLEKQMVEQESTLQTDT
QOSDAIPTCVCEKSIEDKVEKGCLRCGSILGAAMPELGSVGGSLLYALNTWKPAAITIAA
KEAALAEATDLATQAGIDTVVAQLKIEGLLASFTVKQRLVDLSSIVTSSTYNNGAILH
KSAMELASSYCHFEGTQSTPPFCSTIKYGOQTTNFVRYAKAGSAAFKTEFASKSATLTK
AKVGAVEATYGGYHISIISSIVAIVVIVLIMVIIYLILRYRRKKKMKKKLQYIKLLEE
>PF14 0770, 344 bases, 3759350F checksum.
MKLNYTKILLFFFPLNILVTSYHGNNNNKTYVTSHIPTNTSRLLSEKDLQSSIYDNDP
DMKSVKENFEFDRQTSQRFEEYEERMI PQROQKYNEQRDKDIQKIILKDKMEKSLEEKVEK
GCLRCGFGLGGVAAGVGIFGSIAVNELKKAATIAKAVVVAKEAAEKAGAAAAAEAGKNA
VIAGLEEMGISTLRGNVFETLFTANTYPNASETALAINEQYNPSSCILPIGGSGPSET
FCTWVKVKSDAAPKIPGKVSSTYEVIETAVKSIVTDAKTVAETAAKKATEEATIKASTD
AVESAYAACQTATITASVVAILVIVLVMMIIYLILRYRRKKKMNKKLQYTKLLNQ



41

>MAL6P1.251, 302 bases, C1223008 checksum.
MNIYYVKILIFTFLVNTLILSHNENCONNQYNISLIKNNTQRTTIKPRLLAQTKNHNP
HYHNDPELKEMIDKLNKEAIKKYQKIHEPYEQLQELVEKKGTKPVGEHGTEPMSTIEK
ELLETYEKMFGDKKDIMLKSGMPPNDDDRSDKSITCECTDINNPDLTKAKSKDKYLKR
LKEGCTRGICTCSVGSAFLTLIGLAAAKKAAVAAFSAPYDACVSSTSLFYIFDSGTLA
SALKVGSTCASVATDMAGTVSSAATTAITIPFSISIYVLIVITVLLITILYIWLYRRRKN
SWKHECKKHLCK

>MAL6P1.315, 371 bases, 5440266 checksum.
MKIHYINILLFELPLNILIYNQRNHNSTTPHHPPNTRLLCECELYAPATYDDDPQOMKE
VMQOQFEDRTSQRFHEYDERMKTTRQKCKDKCDKEIQKIILKDKLEKELMDKFATLQTD
IONDAIPTCVCEKSLEDKMEKGCLRCGGVLGGGIAPTFGLIGSVAINMWKTTEIAAAT
KAATAAGKAAGKIAGEAAGKKAVIEALKYFGVDDFFPEIFKSILKMSRYTDVTKEFGAA
IAEKHVLNCAMSARGGSVNDSTCNAFEIKLGLFEAETGKPNGPPAYQAIPQKINELAE
EATOQAAAEAAKKASESATAAFETAEKEAIEAASMOLYTTIAYSILAILIIVLIMVIIY
LILRYRRKKKMKKKLQYIKLLEE

>MAL6P1.8, 323 bases, BS5DE572E checksum.
MKIHYINILLFALPLNILVNNQRNHNNSTYHTSNTKTIKSHRSLCESKLYAQSNYEND
QEMKDVIKEFNDRTAQRFEEYNERMOVKKNQCKEQCDKEIQQIILKDKIEKELTERFES
ALETKIDTNDILTCICEKSVADKVEKTCVKCGRILGTAVPELSLIGGIAVYAAAQSAT
MKTFISETIDVLNRIGGMSQLEFGAKISQFVTPSIYGKPMNLVIPLOQEATINNACKCPDM
GDKILCGGIERSFEQNLPARIAYAVNQGVDTANDTWATATTPTTFLTNPFVASSIAIM
IIVAIVLIIYLILRYRRKQKIKKKLQYIKLLKE

>MAL7P1.2, 371 bases, 1F5B9110 checksum.
MKIHYTNILLFPLKLNILVNTHKKPYITHHTQKIPTTRSLSECELESPQONYDNDPEMK
RVMOOFHDRTTORFQEYDENLKEKRQKCKDRCDKEIQKIILKDKLEKQMAQQFSTLHT
DIQSDAIPTCVCEKSLADKVEKGCLRCGSVFGGGIAPSVGLLGGIGEAATISAWKVAAL
KAAARYAASKGAAQGLAAGIQAGKGVAIKSLEKLGVKYFWTGMSSEILKMNHYKEVAN
LTDVIYTAKLKVCDELTFDDFVNMCEQFDIKIGVYTEEVKNALLPKYAVPNALNEIVS
NAETTAKEVFEAESTRIAAEITEQQTAVINATYSSWQIATITASVIAIVVIVLIMMITIY
LVLRYRRKKKMKKKLQYIKLLEE

>MAL13P1.8, 422 bases, BAF51114 checksum.
MKLLHYCKVLLESLPLNILVTST*NVCMK**KIYVSFYYLENIPYTYLLQIYKIINYN
*I*HTYIYVMNSL*VHNKNKLYITPOQHTRTNRLLCECELYTPIYDDDPEMKKVLHDED
ROTSQRFKEYNERMQEKLKKCKEQCDKDIEKIILKDKIEKQMVDKESA*ETNIDSNDI
PTCICKKTLADKVEKSCLKCTONLGGIVTPSSVVLGGIAELGLSAWKTTALKVAIEAA
KEGGAAKGLAKVQAMGFANFFEGMKSGFCIKELDIKLLKAVFIQQOKRENFTKLAHSIY
VQYNNKCGLAVAKNSYHTCNFGKALKCTELCSQANCSNEATIADGVNKILSTAKSAAA
NETANVIASETAATEATKKGAIETTCMNCHTPITIASIVAIVIIVMVMVIIYLILRYRR
KKKLKKKLQYIKLLKE

>PF07 0001, 359 bases, 8ED8230C checksum.
MKLHYTKILLFFFPLNILLTSYHAHNKNKPSITPNHTRTTTSRLLSEYDTESSIYDSD
EEIDSVKEIFERQTSRRFEEYEERMITOROKYKEQRDKNIQKITHKDKMEKNLAEKIE
KGCLRCGCGLAGVAGSIGLFGAVAINIWKPGAITAAIEKALELKSAYISATAEAARIL
AGKEAVIEGLKKMGISTLEGKDLGTYFATTPYEKVASIYVAVNEQHFEKCAFGSLKKE
FIPVGDGSRDSLEFCQSVWKQTSAVSQPRQYISPEEVIEQTVONIVNKAEGPANTAAEV
ARESATNATEVQQTNVINAIFMSKQTAITASVVAILIIVLIMLITIYLVLRYRRKKKMN
KKAQYTKLLNE

>PF13 0002, 348 bases, EF586AB7 checksum.
MKVHYINILLFATIPLNILIYNQRNHKSTTHHTLKIPITRLLCECELYSPVNYDNDPQM
KEVMENFNKQTOORFEEYDERMKTTROKCKEQCDKEIQKIILKDKLEKELMDKFATLH
TDVQSDAIPTCICEKSVSEKVEKGCLECGGILGAAMPELGSIGGSLLYALSKWQTTET
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ATATAAAQKAGIDAATQAGMNAVRLKIKEWYVYFSTEKIVDFTSVVKESNFSSASALH
ESAMNLLNNYCNENGNLRRGYFCSTIKYGDKTTFPPFAQAGTEAYNATLPTKTAAFET
KYIDGVNTAYGGYQTAIIASIVAIVVIVLIMVIIYLILRYRRKKKMKKKLOYIKLLEE
>PFI1730w, 1340 bases, E26DCF16 checksum.
MIIWEFIQPTIFYITIFILARNIQCTYKGDNINEIKSILDNDELYNSLSNLENLLLQTLE
ODELKIPIMKGDLDKYLNMSNFKILNELNADGAEKPYIIPTSNCSANDIVKYEHTLKT
QITLEYKPEISDMLKRKNIVVRTLKIIKFMOTPMSAYRKNTNNIKQSLLEMNKLETNKE
KKLNEHTINALRLRDRIFNTNNLTHRSIKKGISTYMPIDTKSDIIDYDDLLEFTNHPSIT
ELMENLDKLANYYHIGIFNMIGSHYIAVGHFITLKLALKNYKKYFEIGSLKYLNWQST
LKFNQSDRFKVLDLICDESSWYEGOMKRREQYLKNNIFSTSEECSVLEFLIHHMNKYQ
MELYSKMHKLSLNVQIYLENKHLKEKFLOFMCRSRKECNIYESDRFKQEQEKGIEFHD
NNNYKEFSQENDPVSKVVDPENLETNYEFYFIKYYSVENSDHIIYMHLLNEVGVLNGNNN
AYVSSLYLPGYYNATIQLSYKDQVGLKELYQNLVKCVEKCYIRNRKNRSEFSHRIASIFR
HKKFDSSKCSICEGTLLYINDQSQDKMSMAQKFYIFVTKILKVNNISSFITNMNIYED
YSNYLMHDLNWYTFLFLFRMTTYKDIPNYSISNAMYLNIKDEDDTKRTMVTFQWMPST
IKRMHNYRIRKYVSIYLLEELEKLIDNKLIEKLKKCITFLIHLNAFLOQLDFFSYLNET
PANLQHPFPISMMIEARFKDWEIQYLTGFFFINYDDANTRYNMPENMKRGTEFIPPKYS
KWNIHLKRFIDEAFLMYFNOQKHALTLFKYHNPYNISNKIMLMRDTFELYTKNYDQLIF
GADIMLLRKTFSCTPMSTKVWDRVKYYLHNIIGNPINFYKHGLIYAYTLNKAMLKEVV
NDFEFVIYKMNKDLESETSFLOQTVYLLFKKIQGTYFSHRRNDDVSMNNIFMENVEKNYS
KMSQADREKEIHESMASRFFAKNLFTVFOMMEFVIQISNDVDKLDRIYGKADMLRLSVH
DEPFLRFAYAYYGSMYDKLTNVFFPMNIKKPTIQLKYGKTFIMANLYYLCSVLFSMYN
LNNLGLLCEYQAIGSANFHSYKKMSQFIDKKFIPLVFYTLKARTEGIIGKEWYKMVFEN
DEDGKSMANTWPYFGYYMGGNMLYRNILYFPNHLPEELRKQTKGVELQQPEYEPSVHS
IDWQVGYAISHGLSLSFFTFGMMKAYAYFENVIFFLRNSIRIFDRFYSILENYVCMY I
KRLFNKLTVDKLLKAMSRAYTSTKKEGAYEEAMVSRVRNKENVVQEVQEDKGTDITPL
PTEFDIMDSKQONTNYMYNDNEDYFEFDDLDDNEQFLNSKDLLYYDDGIDRTKRYELIPLQR
YRYDPF

>PF07 0136, 342 bases, 605765EB checksum.
MKLLYSKILLFALALNILLTSYYAHNKNKIYIKSHTPTTRSRLLSECDLYMSSNDNDP
DMKSVKENFEFDRQTSQRFEEYDERMKDKRQKRKEQRDKNIDEI IKKDRMDKSLAEKVEK
CCLICGCGLGGVAAGIGIIGGITISELKKAAMATAIVSAKEAGMAAAKAEGAAAGKEF
VIAGLKRMGISTLGGKDLGTYFATTDYTNFKTIARVINSEYQTDSCLIGGSGAEKPIC
TWVRAKEGAARVIQGKQFSTQETIKTGVENIVSNAETVAGEASKKATEDVIKSSIAAV
DAKYVICQONATITASVVAILVIVLVMITIIYLILRYRRKKKMTKKLQYTKLLNQ

>PF11 0515, 314 bases, 8E73441A checksum.
MNLHYTIILFFCLPLNILEISSYEINKNKPYISPHTPTTLRVLSECDLHTSIYDNDSD
MKSVKENFDRQTSQRFEEYEERMIKNRKRCKEQCDKDIKKIIVKDKIEKSFAEKLEKG
CLRCGFGLGGVAASVGIIGPIIVNELKKTALVAAAQTGTEAGIDKAIEVVISKYGVNK
LYGVALEKSITSNNFKNVMFYIQATIQHRYNTMVCSAEPIDDIGPLCFLKDSLNDGVLF
TKSISASAQKVVADATEKATLVTKAEVSAAEATSVNLYYATAYSVIAILVIVLVMVII
FLILRYRRKKKMNKKAQYTKLLNQ

>PF11 0529, 349 bases, BA3A9B4C checksum.
MKIHYINILLFELPLNILIYNQRNHKSTTHHTLKIPITRLLCECELYAPSNYDNDPEM
KEVMEIFDROTSERFHEYDERMKTTROQKCKDKCDKEIQKIILKDKLEKELNEKFLTLQ
TDIQONDAIPTCVCEKSLADKVEKGCLRCGSILGAAMPEVGSIGGGLLYALNAWKPKAL
EAATAAAKELAITEATNAGVKTVVSEINKLLAKFKQHEILFELKPIVNKSNFSCGSSL
FORAEELASKSCVAQPNGSYTSFCNTILNGEKTTFKPFAQAGANTYEKTLTTETPVLQ
ARYTAAVKTAYGGYQTATITASIVAIVVIVLIMVIIYLILRYRRKKKMKKKLQYIKLLE
E

>PFD0120w, 329 bases, 49EF20B1 checksum.
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MKLHYFNILLEFSLPLNILLLSSSQVYVHRNHYSITLYTSKTPKPIKSNRSLCECDLYK
PNYNNDPEMKNLMENESKQAQQREFNEYDEHMNEKLOQKCKEQCEKDIQNIILKDKIEKE
LTEKLSALQTDISINNIPT*ICEKSVADKMEKNCLKCGGIIGTAVPELALLGGVSTHM
LTTAATYAATIEAGMREVVSHIKEFLTNFNEYLVDLTPIVNESNYNCGTALFEAANKAV
STSCLTTKPGIISPLCSATIKTTGKNTENHYAQYGSAAYNEKLNAEMVGVTSENNAMMA
SITATIVVIVLVMVIIYLILRYRRKKKMKKKVQYLKLLNQ

>PFD0125c, 301 bases, D75BES1E checksum.
MLLFAFLENAFLLSQRVKCINKIGNISLIKNNTQSISTKSRYLAEIERPNNPHYYNDP
ELKEIIDKLNKEAIKKYQKNHDPYEQLKEVVEKNQTKVTGGNDAEPMSTLEKDLLEIY
EKLFGDKSHIMIKSNIYINQDDKSNDKNDKSCECANYKKYNQLLSSYSVDDAYLHNLK
SGCVACVGTSALSSIITGLYGISAASTAATIEATIKTTSSATIITKLTKSLEFGINFEFSQT
SIESAYITAGITSVEGELYAGLVTSTFLPYGIVAIVLILVIVALIMLYIWEYRRRKSS
WKYAYKNHLST

>PFD1220c, 304 bases, 950FA7E1l checksum.
MLLFPFLENTFLLSONVNCONNLRNKSLINNYTQRKILKSRCLAEIERPLNPHYQNDP
ELKKIIDQLNEEAMKKYQOSNDTYKQLHELLEKKETKSRSRNSEQEMSKIEKELLKIY
EKMSGDENHIMOKSDMYTNENHKSNDKNDKSCECINKNSTDKLSSTNKVHDNYLDNLK
TGFVGGLVVCALSSALVGKYGIAAAASAAKGVLOQAFINALPSISSSQLTNILNGINFF
YETSIKSAFTFGGITSVEYEGAASLASSTFLPYGIAITIATIIVLTIIVIILYVWLRKRR
KNSWKHECKKHLCT

>PFEQ015c, 347 bases, 41B4B257 checksum.
MKLYYFKILLESLLLNILVTSSYI*IKKMIIIYIYIYVIFYYLYKYTIYIYIKNIYNH
K*LIITYMYTLHSL*SRNKNKTYVR*RRPTTASRVLSECDIETSIYDNGADMKSVKEN
FDRQTSQREYEYEERMSKKRQKCKEQCEKDIKQIILKDKMEKSLAEKVEKGCLMCGCG
LGGVAASIGIFGPIAISELKKAALLAAIASAQKTGVLAGEAAGIEAGKEVIIGGLNAL
KIEILSIGPWETYFAEGYSINVKQLATVILRRRDAVCSATGLTPPGDTCNRISISIGT
KLPNGQYAAPGPDPVINVLNGIVERTKDAADAAAKTARETVTTGITEKETAAINTIF
>PFI0265c, 897 bases, 1EE18E4 checksum.
MRSKHLVTLFIITFLSESTVKVWGKDVFAGEVTKKLKTLLDCNFALYYNEFKGNGPDAG
SEFLDEFVDEPEQFYWEFVEHFLSVKFRVPKHLKDKNIHNFTPCLNRSWVSEFLKEYEEPF
VNPVMKFLDKEQRLFFTYNFGDVEPQGKYTYFPVKEFHKYCILPPLIKTNIKDGESGE
FLKYQLNKEEYKVFLSSVGSQMTATIKNLYSTVEDEQRKQLLKVIIENESTNDISVQCP
TYNIKLHYTKECANSNNILKCIDEFLRKTCEKKTESKHPSADLCEHLQFLFESLKNPY
LDNFKKFMTNSDFTLIKPQSVWNVPIFDIYKPKNYLDSVONLDTECFKKLNSKNLIFL
SEFHDDIPNNPYYNVELQEIVKLSTYTYSIFDKLYNFFFVFKKSGAPISPVSVKELSHN
ITDFSFKEDNSEIQCONVRKSLDLEVDVETMKGIAAEKLCKIIEKFILTKDDASKPEK
SDIHRGFRILCILISTHVEAYNIVRQLLNMESMISLTRYTSLYIHKFFKSVTLLKGNF
LYKNNKAIRYSRACSKASLHVPSVLYRRNIYIPETFLSLYLGLSNLVSSNPSSPFFEY
ATTEFLVTYYNKGSEKFVLYFISIISVLYINEYYYEQLSCFYPKEFELIKSRMIHPNIT
VDRILKGIDNLMKSTRYDKMRTMYLDFESSDIFSREKVFTALYNFDSFIKTNEQLKKK
NLEEISEIPVQLETSNDGIGYRKQDVLYETDKPQTMDEASYEETVDEDAHHVNEKQHS
AHFLDATAEKDILEEKTKDOQDLEIELYKYMGPLKEQSKSTSAASTSDEISGSEGPSTE
STSTGNQGEDKTTDNTYKEMEELEEAEGTSNLKKGLEFYKSSLKLDQLDKEKPKKKKS
KRKKKRDSSSDRILLEESKTFTSENEL

>PFD0080c, 560 bases, 92E64A7A checksum.
MKIISNLGSMNITLFHLCFFGFLEVILNEFTLDNSNESNGGDILLNRNLSEEKAEDDYK
KSSSCSSLASTTKRSPSTASTSTSLRSASTASTASTLRSASTASTASTASTASTASTA
STASTASTASAASTTRSASAASTTRSASAASTTRSASAASTTRSASTASTARSASTAS
TASAASAASTTRSASAASTTRSASAASTTRSASAASTTRSASAASTASTASTGSTSTT
OSPSTSTSTTQSPSTSTSTTQOSPSTSTSTTQOSPSTGSTSGSTTRLPSTGSTIRFEFPSTG
SSRLEDYEKEGSNVDITEEEEKEAESVDDNNKEGNESDNIYCMLCSSNTRGFGCDCKD
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AANYILKNLDLYDEHEAKKHASDRTKTFSKELSKLFKKLRTKDPNMENKNKIVEFQDLS
KKHTWDKYELHLPGLAHGKYNNERDVELNKKLIDLEDGFTDTQYIRKLYSLINENEKE
KFDDIKRKILCYCASKNKSLHRTPEESEQAWKYVOKLIKLYYNDFDKHFEKVFLIWLA
LSEGFDVFEYKMLIAANRLLWRKLSDKVQEESKVMIQD

>PF08 0036, 759 bases, 7130638B checksum.
MDIHAQENQTGIREFSWNLWPPTKAEAAKIEVPLGCLYTVLKRTDDSSVKLVEYEPLKC
KTSNCILNPYCNIDFRNKTWTCPFSNIKNPFPLHYAEHISEKNLPADVMYSNIEYIQP
SNVGDIPPPTFLEVIDTCLLEEELEQLKDSIQQCISLMPGDAYIGIITFGNMCYVHET
GFNDCLKSYVFKGNKEISAQDLOQKQLNLGSRNDPRSSTTSASARRFLOQPVSECEYNIN
MLLEDIQKDNWPTPPDQRAKRCTGVALSVAIGLLECCCNQLSGRVMMEFIGGADTTSPG
KIVDTPLSESLRHHLDLOKENSNARHVKKALKYYVSLANRAVASGHAIDIFACSLDQI
GLYEMKVCCEKTNGFMVMADSFSMNVFKDSFKKIFETDSTEYIKHGYNAKLTVICSKE
FRVCGAIGACSSNKKTANYVSDTCVGEGGTCEWTICALDRQSTIAFYFEIVNQONLASL
PPDROAYLQFQTLYQHPSGRRRLRVTTISYRFAEPNIAEISQGFDQETAAVIMARFEFAV
LKAETDEPIDVLRWLDRKLIRLVSTFADYQKDDINSFHLSSEFSIYPQFMYHLRRSHF
LOTFNASPDETAYYRSILLRENVMNSLIMIQPALLQYSFDSPTPIPVLLDAQSLKSNV
ILLLDSYFHIVIWYGEMIYOWREQGFHEKPEYEHFROLLNAPHEDAKSILEDRFPIPK
FVLCNSGGSQSREFLLAKVNPSTTHNSLSGSTEFGTSSNESYIINTDDVSLKIFMDHLVK
LAVQT

>PF10 0013, 231 bases, AE9DSF4E checksum.
MLESFKYIYFSSTFLLLLVLOSKTKYIQONEFVNIQETLNEKCSSKYIRLISEQTSDEST
SKSTIKNCKCVNKRNNKNEDNHELQSKSRSLKGTELDVTSYNKSKHTQONNLGDSLKRT
KNNITNISSKKNETYLFDENTNEYKLRNTLRLMNERYADSIVDTMDLNDKTKDKFKKFE
LHLYMAKENPDKQRKLYEQIESDIEKYKKNHVICSIVDFENIYDSFYFLKYEDRYIT
>MA17P1.87, 1036 bases, 8866E66A checksum.
MHGSELKTCIGVCDNNNNKNYEQFRKLKSNNDTIMRREHLGEKREMNNGDGKELTILT
NKRTYSNDNYKNNMNNRRSCSKISLLKYNEEIFKHONDKCNDENNDMSDESHNYLYND
MYNDQYNDIHDDMPNNINNDIYNDIYNDKQSELYNDKSSDATIYNDKHCHMDKVQKHK
NDKNKKLKNVLSGISYQOMKNAMNVEFGEVKEHIKYTASEAKKNMNY PEFCKAPCNIENLR
NTIFINEEEIVINKNIYKNIENKKNIEKEQGKNKKENEELESCNQSDITIKGNYNEGIT
DIEMVYVNEQNKIVVYAYDKETKKKIPCTYKWTRVYYNKECELVEKNVYPHKNVILYD
ENEYELTCEDIGTKIYVECSCINNEQINVENLSKFYLNGSTNSENCNYEEGVIDQKRI
EHKNKYNIDYNONNRNDSHAVLHIGNDKSINDSNGLSSLKHCVTKNNKCDEEEHSRNH
VLEKKSMYLLHNYYNKNGKEKDDNNNNKKKNIYMYKEDTPPIKDLSSDAYASYESSIL
NKNSSSTIVLNNDKNIYNNKKYQGVAIGEIGPLNINEKTKKMLERITIENDTIRYPIYT
IKKVYNDEETCNDFINNDDMNRNKKDDTLKIYNDDNSLDSFTVNSNIESEHDMDIYML
YIHKNEIKIIDHNNMNHMNNVNNIMSNVKSMDKIKKNMWTHKFHYIYPYVHFMGTKHK
ONNKKDTFQLYINEKEYYICKCLYKRHRDLIAIILRYMHANLYIINDYIFNNINQNFE
KTRVKNIFENIDVNYILONINKELLINRKITOQKCYLKINKLOSERKNMLEEELKSTIQA
FOSQLDNVKKEFKDENDLIQTNEKLMKEIKILOQEKYRNVDLFFKNKTLISDIEKYKKLL
EENKSKVNEDDDNLLNENVOMCNIYNEEKKNKTELENKLKGLSIKLETLNNSLQEEKT
ORNINSESLKEMEELKRNNKDLOOKNVKISDEMNLLITEKNRLTKLVDSLTKDIEKSK
INKNVKSTDNKMDIDQDKEKLFKEISLLKDENELLKKRIKKLAKMSTIRT
>PFC0525c, 440 bases, 61EA65D6 checksum.
MKNWPIDEDINIYEEKNHTNNKNYVNNFEMSDQKDEEEYSHSSNRSEDEDEERTIDNE
INRSPNKSYKLGNIIGNGSFGVVYEAICIDTSEQVAIKKVLODPQYKNRELMIMKNLN
HINIIYLKDYYYTESFKKNEKNIFLNVVMEYIPQTVHKYMKYYSRNNQALPMFLVKLY
SYQLCRALSYIHSKFICHRDLKPONLLIDPRTHTLKLCDFGSAKNLLAGQRSVSYICS
RFYRAPELMLGSTNYTTHIDLWSLGCIIAEMILGYPIFSGQSSVDQLVRIIQVLGTPT
EDQLKEMNPNYADIKFPDVKSKDLRKVFPKGTPDEAINLITQFLKYEPLKRLNPIEAL
ADPFFDELRDPCIKLPKYIDKLPELFNFCKEEIQEMSMECRRKIIPKNVYEEFLMVDE
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NDNNIINDTISNDENESNLDTNNSNNKTHVIIES

>PFC0140c, 783 bases, 97CF3B28 checksum.
MRTNLQCCKLQOSQELALTNCGEFINIGLYNNLKKSVKSNDVYSEVGNMVLILRGDGNIG
REEIALNTCQOQREFSRIQLKELVEINILDKENKNDLVNFIPIDSIELEVNLEFVKPDRLI
EMEDEKLEDVFKKYFLNHILTKGQILALKYNDILLKCIVKDLKTADFDEIKRLNNSNN
NNNNRNSSGESGYENKWSPGENNADNONLSYNRYERGILFENTECIFTSISDGGKLCI
ESKKVLKONIIKNNEFNFEELGIGALDEEFKTIFRRTFASRIYPNYIIKQLSIKHVKGM
ILYGPPGTGKTLIARQIGKTLNAREPKIINGPEILNKYVGQOSEENIRNLFKDAEMEYK
OSGENSLLHIIILDEIDAICRQORGNVGSSSTGVNDSVVNQLLSKIDGVNSLNNILLIG
MTNRIDLIDEALLRPGRFELHIEISLPNKEGRIQILNIHTKNMRMSNKLSSDVNILEL
AERTPNFSGAEIEGLVRNTVSYAFERHINFNDLTKPINADDIMITKNDFMKALKETKP
AFGAEEDIIGNLLCNGIINYGKEYENIENTCKLLIKQIVDNENTKLMSILLYGENGSG
KTTISAYIAKCANFHFTKFITPENLIGYSEIGRINYINKIFEDAYKTPLSLVILDNIE
RLIDYTRIGPRFSNSILOQAIMVLIKKKPKKENQKILIICTTSEYQFMKDVGLTKNFEEV
NIHVPLLSTSSSIKNVLOQHRNQTYHDEFPNNEIEKVISSNITIKNIAIKNLLMIIDMASE
ASDDKNITSDVFLKIFNDCGLLLDDDTDY

>PFC0810w, 192 bases, 485A247B checksum.
MEIINWFRDILAHLGLSQKSARILFLGLDNAGKTTLLHMLKDDRVAQHVPTLHPHSEE
LVVGKIRFKTFDLGGHETARRIWRDYFAAVDAVVFMIDTTDRSRFDEAREELRHLLET
EELSNVPFVVLGNKIDKPDAASEDELRQHLNLEFSNITVHNNMKGGSGVRPVELFMCSV
IRRMGYAAAFKWISQFLT

>PFB0640c, 1460 bases, EF4D3FDC checksum.
MALKSINISGNFEWCPFEEYKNYLLCENSHNLLYSNNNSLNNYIYLLDINLNSEIRNL
EIVNKYNFEDALKYDNDVIKGGNKKNNKNNKNNHNNNSVNEYVTCFEWMNSNNEVDIN
NNEELSKGIIVGGLTNGDIVLLNAKNLFETNRNYDNEFILSKTNIHDNGINCLEYNRHK
NNLIATGGNDGQLFITDIENLYSPTSYDPYLDKNNLQKITCLNWNKKVSHILATSSNN
GNTVIWDLKIKKSAVSFRDPHSRTKTSSLSWLSNQPTQVLISYDDDKNPCLQLWDLRN
SNYPIKEITGHSKGINNICFSPIDTNLLLSSGKDVTKCWYLDNNNFDIFNEINNSANN
IYSKWSPYIPDLFASSTNMDTIQINSINNGNKMTSKYIPTFYKKEAGICIGFGGKICT
FDNSTNNMSNVNNMNNVNNMNNINSENNDNSCDGEYDSNKGKNKSTQKKFLIKYHIYP
TDMELISEADNFEKYITSGNYKEFCESKINKCDDDHEKLTWQILQLLCTSQRGDIVKY
LGHDINNIVDKIMQTIGKQPGFIFKTLIDEKENNNNNNNNNSTNOMYQNDVLLHNDPN
LMNNYLLKDNMNPNIMLNNNNNNINNRTGTNVMY SNGONLLGDTNHNEENFNGNFDID
PEKFFRELGEKTENEKIKQNEEDISGNDEHLLNSSIKGKENKTKNKKSGLGTDDNNDN
GDHNKNEGSNINGEHVSEHILNEKNNTNNWNLGIEAIIKECVLIGNIETAVELCLHKN
RMADALLLSSFGGEQLWHKTKTIYIKKONDNFLKNINYVLDDKLENLINNVDLNSWEE
ALSILCTYAINNPNEFNSLCEMLAKRLONEKFDIRAASICYLCACNEFSETVEIWNNMPS
KKTSLLNVLODIVEKMTILKMIIKYENFNSIMNQKISQYAELLANSGRLKAAMTFLCL
IQHDQSIESLILRDRIYNSANHVLCQQIKPPISPFQIVDIKPSPNVYQONNMYNNNNNN
NNININSSSNNNNNNNNNKVLSSMHHPMQOEFNQCNVNKMYTSTSNIINNNTMNSNEKS
VIPPPLPMNTOMNNSTSSIQPPPSVPPTKFHTQIINNTMNSRSSIATTTKNYPTSNLN
SVIPTSMNNMNTNISHGNNVTPPYMSQTNVAVPNMNNNNNNNNTMNPTYPSLPKFPNY
NLNSQVQONSIIPEKQLTSPMESSNSYGNINKTHTTNNAVPPPPNVTSSVVTPPMPSN
QLNNTRSSFADIQONVVSPPRNKNQSISSTANLNYQHDNQEFNKRECMEQPVYPMTNQSS
MESMNNTMQKKNVPGGEFQDNTSQOMNYGMQPTGSPPPSSLSTTSPIAGALTVTPGMPVP
WPIPTTTQQLGSTTQSTANENKKIQTATKEQNGVLMNRNHIENIKKTISNLLNIYTSQ
ESVKKKADDVSSKVYELFEKLDCGAFNEQINDSLLNLVNCINANDFKTTNKIIVDLSR
NLWDGSNKAW

>PFB0095c, 2441 bases, 3A86487C checksum.
MATIKKYHIRGRKNILIFLLKIFLESPLIWILIYSEYFTVVKNYNKIDNVYNIFEIRL
KRSLAQVLGNTRLSSRGVRDPRTKEALKEKQFRDHKRKEALKQKTEKNEKARNALKEK
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KLKEQKKNDAQKAKDLTKKESQDSSSEKSLKEKVNGEALKEKENKETLKKKELENQKE
KEEKNKIKDNNDEALKNKGNDKDDKKIVPKKPESVEKDLKEMELKEKEFIKQHLKDYE
ERKEKRRNWILRSLRRDKLREIEQLEKLNAQLESAINELKERRASRRPMMVKMORGMK
DEVDEWIKKYDDEQAEKNGTKDEEIKDKGDGYEEIVETKFYGMRENALGELDEYEERY
EKKRYYLKEDGEGDLKDVEEKLEETGYGFREKFPTTRILVKRKRNKEQKKLKEDKEKK
LIAAEEPDDEKKIKLKDSDDKVVVPVNKNKSSFPDKFRAPDKKRTMFYRLSELFPIVP
RKDNELAVSGDCMDSKVNGKKLKSTEFNPFKRRRNKLKERKMOQELHKFKKNYKKYQKLL
EREKRENPDGEPLNTPEIHVIRPSDLMDKGENKSAGHPFKYQPTKGLKEYEESHVAKD
YOLEHEPPTKLPEYEKGHVSREYQLDNEVRDELPEYEKGHVSREYQLDNEVRDELPEY
EKGHVSREYQLDNEGPSTLKEYDQTELAKGKDITNKPHESVDEYDOSELAKGKDITNK
PHESVDEYDQTELAKGKEVTNKPHENLEEYNETDLAKGKEVTNKPHESVDEYDQSELA
KGKDITNKPHESVDEYDOQTELAKGKEVTNKPHENLEEYNETDLAKGKEVTNKAHENLE
EYNETDLAKGKEVTNKAHENLEEYNETDLAKGKEVTNKAHENLEEYNETDLAKGKEVT
NKARENLEEYNETDLAKGKEVTNKARENLEEYNETDLAKGKEVTINKAHENLEEYNETD
LAKGKEVTNKAHENLEEYNETDLAKGKEVTNKAHENLEEYNETDLAKGKEVTNKAREN
LEEYNETDLAKGKEVTNKARENLEEYNETDLAKGKEVTNKARENLEEYNETDLAKGKE
VTNKARENLEEYEEKDYMKNNELONKGSDGLKENAELKNKELRNKGSDGLKENAELKN
KELRNKGSDGLKENAELKNKELONKGSEGLKENAELKNKELONKGSEGLKENAELKNK
ELRNKGSEGLKENAELKNKELONKGSEGLKENAELKNKELONKGSEGLKENAELKNKE
LONKGSEGLKENAELKNKELRNKGSEGLKENVYTNNDLKNNDIQNKDLSNKDMKNKE L
LNKDISNKDMKNKELLNKDLSNEDMKNKELLNKDIRNKDLKSIGNMEQONTGLKNTPS
KGOONTGLKNTPNERQONTGLKNTPSEGQONTGLKNTPSEGQONTGLKNTPNERQQONT
GLKNTPSEGQONTGLKNTPIEGQONTGLKNTPSEGQONTGLKNTPNERQONTGLKNAA
NKGOQONTGLKNTPSKGQONTGLKNTPNERQONTGLKNTPNERQONTGLKNTPSEGQQON
NDLKNTPNERQONTGLKNTASKGQONTGLKNAPNERQONTGLKNTPSEGQONTGLKNT
PSEGQONTGLKNTPNERQONTGLKNTASKGQONTGLKNAPNERQONTGLKNTPSEGQQ
NTGLKNSASKGQONTGLKNTPSEGQONNDLKNAPNERQONTGLKNTPSEGQONTGLKN
TPSEGQONTGLKNTPSGGQONTGLKNTPNERQONTGLKNTPSEGQONTGLKNTPNERQ
ONTGLKNAANKGOONTGLKNTPNEGOQONTGLKNTPSEGQONTGLKNTPSEGQONTGLK
NTPSEGQONTGLKNTPNERQONTGLKNAANKGQONTGLKNTPNEGQONTGLKNTPSEG
OONTGLKNTPSEGQONTGLKNTPSEGQONTGLKNAANKGOQONTGLKNTPSGGQONTGL
KNTPNEGOONTGLKNTPSEGQOQONTGLKNTPSEGOONTGLKNTPNERQONTGLKNTPSE
GOQONTGLKNTPSEGQPNTGLKNTPNEGQONTGLKNTPSEGQONTGLKNAANKGQQONTG
LKNTPNEGQONTGLKNTPSEGQONTGLKNTPSEGQONTGLKNTPSEGQONTGLKNAAN
KGOONTGLKNTPNERQONTGLKNTPNEGQONTGLKNTPSEGQONTGLKNTPSEGQQONT
GLKNTPSEGQONTGLKNTPSEGQPNTGLKNTPNEGQONTGLKNTPSEGQONTGLKNAA
NKGOQONTGLKNTPSEGQONTGLKNTPSEGQONTGLKNAANKGQONTGLKNTPSEGQQON
TGLKNTPSEGQONTGLKNAANKGQONTGLKNTPSEGOQPNTGLKNTPNEGQONTGLKNT
PSEGQONTGLKNTPNEGQONTGLKNTPSEGQONTGLKNTPNEGQONNDLKNKASKGQQ
NNDLENDGLKHKPNQGQKHTELNNKNLKNKPTDGLKNVKDDELSDNESSDNEKSKKNL
RGKKN

>PF11 0507, 5507 bases, FC3EA3D3 checksum.
MKELESEEFPKEKYNIEDMEETEKENEIEKIMDENKETEQTEEGNTEEFVQEKELNQE
TLENEIIVDHIKEEEDTRNVKEQESVLEESPIEELPVENNIGKINEEVEEFILNEIPL
EEQVPKELPQEEIEEIVVEELPIDEHLSSEETTVTEEDTFKGOQLINEEKPVEEKSVSE
EIPVEEKSVSEEIPVEEKSVSEEIPVEEKSVSEEIPVEEKNVSEEIPVEEKNVSEEIP
VEEKNVSEEIPVEEENVSEEIPEGGIATEDVPVDEETVTEEITVDEKIYDKLPNEIET
VNEEMPVEDETLTEQISSEHERVPEEI ITEEKPFTEGEETESLTDEIVEEGVVTDDIPE
EQIITEKVQEEEEFVTGELSEEDI INEKVQEEDESVTEELPEEDI INEKVQEEEESAY
QEIVODGSVTKDVEYKELVNDDVRDKENFVIEEDPFKGOLINEGLPVEEEFVTKELPV
KEESVFEELTEEDQSVTKEIPVEEHSVFKEVDEIESVTDEIVEEEGSVNEEVEEEVSV
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SGEVDETEYVTEEVEETELVNEEVLKEEGSASEKVVKEEGSASEKIVEEEGSVTEETA
SEEIVEEEGSVTEESSSEEIVEDEGSVTEESSSEETIVEEEGSVIEESASEVIVEDEVS
ASKEIVEDEASVTEEVVEEEGAVSDEVQVTESVEDEIINQGIVDEVIVEQEASVTDE I
VKEDESVIEEIAVEETVTEVVEETKPMDEE IVDQGSVVENVEEKKTMDEETVDQGSVV
ENVEEKKTMDEEIGDQGSVAEKVEEEELVTEEVIEREGSINEDIVKEASITEEVEQIE
PVTGKVEKIESITDEIKEQLVPEDIKEEQLDFEEIVAQRASVNDEKVEVASITEEVEE
EEKSVSEEVLEEEGSTTEKVVKGSSTEVVVEEQGSVTENLLEEESASQGIVEKEEEFVD
EEDSVKDONVFEKEGSVTEQLVEEEKGLINEDNEKEELITEMSEETKSVNEEIEETDL
STEEITKQQGLATYEFVEEEKSLTDKLLEEESVTKEVGETELSTQEVVDEKVSVTEEV
IEEEKSVSEEVLEEGSATEEVVEEGSCTEVVVEEGSCTEVVVEEGSCTEIVVEKGSDT
ETIVVEEGSATEIVVEEGSATEVVVEEGSATEEVVEEGSVSEEMLEEEGSATEEVVEEG
LSSDNVQKSKGVIENVGEIYSVKTAKDESMNEKIPLEKSSEFVDDESFKGQGPTDNVSV
EDVNSEDIINEHTPLEETKIEELPTEYITTADIHTKGETETKYNLIYEKINEEVEKAK
FOQEEKITENIPVERESVTEDIVQEPSLAQEVEQKESDTNEIEETKLANEKIIPEVSVT
ENVVEKEGLDTEEVLEEDESITEEIVEEEVSSSEEIVEEEESSSEEIVEEEESSSEET
VEEEESSSEEIVEEEESSSEEIVEEEESSSEETTEEVSSTEEVLEEEGSVTEETIVEEE
VSTTEEVKDIGSVSEEVLEEEGFGTEEFVGQQGSVIEETIVETESSTEKVLEDVGSNVE
ETIVOEEGPVAQEIVHEEVSTTEKHDEVDRSTTEEIVEKVGSVSEET IVEEVSASEETIV
EEGSVTEEVVEEEKLINEVGETESVTEEIVOQKEVSDAEEVLGQEGSMNEEILEKESTIV
EEIVGPEGSVTEEIVDHGSFAEEVKEEELVTEEAVQYEGSVTEEIKEEESITENEATE
ESAFAEITEEKGPNTDE IVKEEGLDTEEIVNEVSVTDEVIEEEKLVNEQIVGEERSVT
EKPVEVERSATEDLVEEEASVTEKVSVHEGSTTEQILDESVAEEIVEEEVSVDDKITIE
EEVSVDEVVEEEGSVIEEIVEEEESVPEEILEEELSGSEEVLEDEWVTDAFMGQEGSV
IEETIEEIVDGEGSITEEIVEDGSANEKIVEEEPSRVEEVLGKEGEFVIEEITIEEGSVIE
QVEDTKTVSEKSEESSATEEVKEVKEEESISEKIVEKEESVTEEIVRQEESTTEKIVK
DVSPTEDFVEQTDSVTEKVIEQEGSNTEVAEDVEEKESASDEHEQEDVSVNAQVTYEK
KSVTKEIVDEVSRTEEIVEENGSVTEGVDETGSVTEEITIEEATVTEEVVEDGSVTEEV
VEDGSVIQEVVEDGSVTEEIVQENGSVTEEIVEEEGSVNEEVEEEVSVSGEVDETEYV
TEEVEEEGSVVEEIVEEEGSVSGEVDETEYVTEEVEEEGSVVEEIVEEEGSVSGEVDE
TEYVTEEVEEEGSVVEEIVEEEGSVSGEVDETEYVTEEVEEEGSVVEEIVEEEGSVVE
EIVEEEGSVSEVVDETELVNDEIVEQAPFTEEVEEQVSVNDET IEDASVAEAVEESES
ITESVSQEEETEKGEFVIEKVEETGAVTEEIVODGLITEETILEESESVNGEITINKESDA
EEILETEFLTEEVVGQAGSTSEEIVEEEGSVTKEVEEKESVTEELVDEGSVTEELVDE
GSVTE

EVVEQGGSIAQEIVEEESATEETI IRDETNVEEVLEKEGSATEEIVQDGSGTNDEVGKQ
GSVIEEVVEEEISTTEEKLKEEASATEEFVEEESTIREDVLEESLVTENVVGQQESVTE
ETIVDGEGSFTEDIVEEEESVTEEIVVDEESVTKEIVEDEELVTEETIVEDEGSFTEETIV
EDEGSFTEEVIEERSLIEEVEDTETVAEKEEGSVIKEIIDEKSLTEKIVEEEKSVTEE
VEEKESVKEEVEEQRLVVEEEGSATEGIVEDRLATEGIVDDILVTEEIVEDGLATDEF
VEQOGSIIEEVLDDEGSVTEEIVEEEGSPNEETIVEGVSVIEEDDNIEPVSEEIVEGSV
TEEMIKEGLENEVILDEDSITEEALEKEGSVSEEIVEEMGSLTEEIVDEERSTSEDMI
EEGSASEEIIQEESQVEEVVEEVSVIDEIVEEDELDTKEVVEEIEFNTEEVVEHKEEE
GSVAEETVQEEKEGSVNEEITEEVGSITEEMVEQDVSDNEEIVEERSVIEEAEENVWI
EKEVEEEGLDNEEVIDEEDSVSEQAEEEVYINEEILKESSDVEDVKVENELMNEEVNE
ETQOSVAENNEEDKELDNYVVEETESVTEEVVVDEVPNSKEVQETIESTITIEEIVEDGLTT
DDLVGQQGSVIEEVVEEVGSDSEEIVEEASITEEVEKKESVTEDILVEESVTGDILVE
GSVTEEVVGEEKLVSEEIVTEEGSVAQEIVEEDAPATEEIDEIESVTEEVVEEEGPVD
EEIVQEEGSVTEETIIQGESKVEEVVEEQGSENEETFVEEVSASQETIVONESGTEEILE
KVSASQEIVODGSVTEQITEEQKPVTEEVVNEEESITHET IQEESHVEKVVQQOGSVAE
EVVENPVSVTEEIVEKEGSVTEDIGQEGYVAEEIVEEEEFDNEEILEEESVAEEFVEE
GEFDNEETFVEQISDSEIVKEENSVNEEVLEEEGSYTEEILEEEGSYTEEILEEEGSET
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EEILEEEGSYNEEILEEEGSYNEEILEEEGSYNEEILEEEGSYNEEILEEEGSATDYF
VGQGSDNEEITEEGSATDYFVGQGSDNEEITEEGSATDYFVGQGSITIEEVLEEEGLDT
EKVFENEGSATEFEETESFTEVVEETESVNENILEETSINEVOKIESITEDIKEQLVP
EEIKEEQLDSEEIKEEQLDSEEIKEEQLVPEEIKEEQLDSEEIKEEQLDSEEIKEEQL
DSEEIKEEQLDSEEIKEEQLVPEEIKEEQLDSEEIKEEQLVPEEIKEEQLDSEEIKEE
QLDSEEIKEEQLDSEEIKEEQLDSEEIKEQKGSVNEEVVEEEGSVTEEIKEQEESVNE
EVLEEVEETESIKEEIVEGGIATQEIIEEESDTKEVVEEEVIDSEKLVDAGSVTGEVM
PEEVSVTDEVVEEGSTTEEVLEEQKSVNEEVVEDGLTIDDEFVGLQGSTTEEVVEEDGS
ATEKILEEETATEEIVEKQVSVTEDIVEKEGSVNEEITEEASVAEEITIQGGSFTEEIV
GOQEESATEEVIDEEGLISNEIEEEEEKSVTEEMIEEVEEVSVDDEVEEVSVAEEIVEE
ELVDDEILPEELSATEDVIEEVRSVTDEIVQEESVCEEILEQEVSASEEYVDDKSVTD
DEVGHERSVIQDVENTESVTEEIAEVDKSVIEEAVEKQGSVTEEKVQEGVSAIEEIEE
LESVTEEIAEEDKSVIEEAVEKQGSVTEEIVEEEELDTEEVLEDKSVTGDVVEQEGSG
KDESEAKESFTEEVDELKSVKEEDQETEYISREIEEESATEQHSEQELSINKEVVETE
SLTKDIEEEKSTTQEILEETQSVNEEIVEEERDTDEVLKEKVSPSEEVIEEQASTTEE
FVEERSSTDEIVEVEDLFTEEVKEREGSVTEEIVEEGSDTGEIVEEEGSDTEEILEEG
SENEEIVEEEGSITEEILQGSVTEEILQGSVTEEFVGQQGSVIEEIVETESATIEERVE
EESATEEVDERESVTEVVEEEVSSSDEVVEGSIEEVIENEGSVTEEILEHEVSADENFE
VGQAVSVIEEVEGTESVTEEVVEETESVSEEIVEVSPTENVVQQTDSVIEEVVEQKEG
SENEEIDIRELGDDGVEEREKISTEEVVGQDKSATGDVEEVSSTEDEEEVSSTEGLEE
VSSTEGLEEVSNTEDVEEVSSTEDVEEGSVAENVKETKSITEEVSVEEDIITDKVSVE
QEVMAEASVEENILTEVPVEEEIMTEKLSVEDKALNEKIMSEEEIVIEDGNVHEVVPA
EVSVTEEIPGVEETTNNESHVKGENVVNEVVVDDNSVNDEIQFDDDSSIEIYTVDSKD
VFHKEENYDSFREEVRSDENIHI FRKKNENFVKKIENEKSSVGHVPTEYTSKENIAEE
VPSHIMFKENVTEEVPKEVKYEENTVEEVFEEVTSKENIIEEAPGDINSEENIIEEVP
EVVTSEEIVVONDVNNINTNIDHMFDFDLDDILKIPEAQRKLNKLRTLVDVHLDVIEK
MORDEWKKNKRDEFLYICLKEINKLSEDTLMKEYGSDSNKSANDNDTVMVIKILKDKWG
TGRIVDTIANSLNKSYNSLYHNLYIEMEKDLLINKTETFNKWSKQHWNKLDNWKEEKW
FKLEFKRDLKIDMRNTYESDONDEENNEESMNELSDELIKNNTSDNMRNEQKTLEKNKE
YSNLSKDLGLIEKQKIIWKSWIVKNVNNIENWFDEMWEFKNVVNELKEKNDVSNVLQEN
ASEASVENYISDVEDSKDMTNSINDSEKSKIVASSSKTTNEEYITLSRKDLIYNIIVM
VHMMVLDQFKYDELKYAKKRFLNRSIDKFIKEKKIKDKETVLDYYIDDITIKRIVEDTS
HVNNIKEKAIDHYTSHDWFRLLRQGNKAQNSISQEVDILTEKYKKLISEEDNKKENNN
NNDDEVKPELKDNIKCEENVSENILRRSNKKDQLPLEEKKNKNGDLNNTLTESDGKKI
NINEATIEESKNGNEDKNSGNMEKSRKPRDRRTERKEKDQDLRVQLLODYENIFEQIQN
MENQNKDKNKKETKNILKTSIDLDKNLLREYKKEKNIINQSEKEEFSVNEN

>PF14 0358, 184 bases, 2046D0B3 checksum.
MDKSKSSIEKELNRIKQDVSLSAFSILEFSEMVQYCLYKSKRGYRIEDCLHEMGLRVGY
KLNEYLTYKNKVKRSINIINILTFISKHVWKYLFQHSSDLLKSQDSIYEYMICDKNIL
LNKFINVPKDYGNINCAAFAAGIVEGFLCSSEFQADVTAHTIHEGDDNYNTTIFIKFEY
PEVVEREKNH

>PF10 0159, 824 bases, F57509CD checksum.
MRLSKVSDIKSTGVSNYKNENSKNSSKYSLMEVSKKNEKKNSLGAFHSKKILLIFGIT
YVVLLNAYICGDKYEKAVDYGFRESRILAEGEDTCARKEKTTLRKSKQKTSTRTVATQ
TKKDEENKSVVTEEQKVESDSEKQKRTKKVVKKQINIGDTENQKEGKNVKKVIKKEKK
KEESGKPEENKHANEASKKQEPKASKVSQKPSTSTRSNNEVKIRAASNQETLTSADPE
GQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYA
SDPEYRKHLEIFYKILTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKH
LEVFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKIL
TNTDPNDEVERRNADNKELTSSDPEGQIMREYAADPEYRKHLEVFHKILTNTDPNDEV
ERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKILTNTDPNDEVERRNADNK
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EDLTSADPEGQIMREYAADPEYRKHLEIFHKILTNTDPNDEVERRNADNKEDLTSADP
EGOQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEELTSSDPEGQIMREY
AADPEYRKHLEIFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRK
HLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYASDPEYRKHLEIFYKI
LTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKILTNTDPND
EVERONADNNEA

>PFEQ040c, 1434 bases, 40B01CAC checksum.
MEVICRNLCYDKKNNMMENEGNKVKKVYNNSSLKKYMKFCLCTIICVFLLDIYTNCES
PTYSYSSIKNNNDRYVRILSETEPPMSLEEIMRTFDEDHLYSIRNYIECLRNAPYIDD
PLWGSVVTDKRNNCLQHIKLLEMQESERRKQQEEENAKDIEETIRKKEKEY LMKELEEM
DESDVEKAFRELQFIKLRDRTRPRKHVNVMGESKETDESKETDESKETGESKETGESK
ETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGE
SKETGESKETGESKETRIYEETKYNKITSEFRETENVKITEESKDREGNKVSGPYENS
ENSNVTSESEETKKLAEKEENEGEKLGENVNDGASENSEDPKKLTEQEENGTKESSEE
TKDDKPEENEKKADNKKKSKKKKKSFFOMLGCNFLCNKNIETDDEEETLVVKDDAKKK
HKFLREANTEKNDNEKKDKLLGEGDKEDVKEKNDEQKDKVLGEGDKEDVKEKNDEQKD
KVLGEGDKEDVKEKNDGKKDKVIGSEKTQKEIKEKVEKRVKKKCKKKVKKGIKENDTE
GNDKVKGPEIIIEEVKEEIKKQVEDGIKENDTEGNDKVKGPEIITEEVKEEIKKQVEE
GIKENDTEGNDKVKGPEIITEEVKEEIKKQVEEGIKENDTESKDKLIGQEIITEEVKE
GIKENDTENKDKVIGQEIITEEVKEGIKENDTENKDKVIGQEIITEEVKKEIEKQEEK
GNKENILEIKDIVIGQEVIIEEVKKVIKKKVEKGIKENHTESKDKVIGQEIIVEEVKE
EIEKQVEEGIKENDTESKDKVIGQEVIKGDVNEEGPENKDKVTKQEKVKEVKKEVKKK
VKKRVKKRNNKNERKDNVIGKEIMKEDVNEKDTANKDKEIEQEKEKEEVKEKEEVKEK
EEVKEKEEVKEKEEVKEKEEVKEKEEVKEKEEVKEKDTESKDKEIEQEKEKEEVKEVK
EKDTENKDKVIGQEIIIEEIKKEVKKRVKKRNNKNENKDNVIVQEIMNEDVNEKDTAN
KDKVIEQEKEKEEVKEKEEVKEKEEVKEKEEVKEKEEVKEKEEVKEKDTESKDNVIVQ
EIMNEDVNEKDTESKDKMIGKEVIIEEVKEEVKKRVNKEVNKRVNRRNRKNERKDVIE
QEIVSEEVNEKDTKNNDKKIGKRVKKPIDDCKKEREVQEESEEESEEESEEESEEESE
EESEEESEEESEEESEEESEEESEEESEEESEEESEEESEEESEEESEEESDEEKNTS
GLVHRRNCKKEKKYNNGELEEYYKEKQNEEYFDEEYITIQSKEHNTLNTFPNMALNEDF
RREFHNILSIHEDTDLMELKRILYNLFLEYNPHMNNKOQKAELDKKFSEMNVVHQILNY
EERIRMYEENAARGRLNTVILDPIITEFNVIFGDDTMFKFEIDE

>MAL8P1.17, 483 bases, 9A2B6023 checksum.
MNRKYFSSLFLFLISEFVFESEFVRSHGDLENHEVTDIHDGELDKEFITKNDIVLVMEYAP
WCGHCKRLIPEYNEAANMLNEKKSEIKLVSIDATSENALAQEYGITGYPTLILENKKN
KINYGGGRTAQSIVDWLLOMTGPVFSHVEGNIEDVLKEKKINVAFYLEYTSEDNDLYK
KFNEVGDKNREIAKYFVKKNDKHNKLFCFRTDEKKVEYDEKTPLEEFVTSESFPLFGE
INTENYRFYAESPKELVWVCATYEQYNEIKEHVRLAAQELRKKTHFVLLNIPEYAEHA
KASLGLTEFPGLAFQSNEGRYLLKNPKESLLNHNAIINFFKDVEAGKIEKSLKSEPIP
EDDKNAPVKIVVGNSFVDVVLKSGKDVLIEIYAPWCGHCKKLEPVYEDLGRKLKKYDS
IIVAKMDGTLNETPIKDFEWSGFPTIFFVKAGSKIPLPYEGERSLKGFVDFLNKHATN
TPISIDGVPEFEDGTSEEL

>gi, 339 bases, 61B6687B checksum.
MVSEFSKNKVLSAAVFASVLLLDNNNSAEFNNNLCSKNAKGLNLNKRLLHETQAHVDDAH
HAHHVADAHHAHHAADAHHAHHAADAHHAHHAADAHHAHHAADAHHAHHAAYAHHAHH
AADAHRAHHASDAHHAADAHHAAYAHTAHHAADAHHAHHASDAHHAADAHHAAYAHHA
HHAADAHHAHHASDAHHAGDAHHAAYAHHAHHAADAHHAADAHHATDAHHAHHAADAH
HATDAHHAADAHHATDAHHAADAHHAADAHHATDAHHAADAHHATDVHHAADAHHAAD
AHHATDAHHAHHAADAHHAPAHHATDAHHATDAHHAAAHHEAATHCLRH

>gi, 264 bases, 9E5SDIBSE checksum.
MVSEFSKNKILSAAVFASVLLLDNNNSEEFNNNLESKNAKGLNSNKRLLHESQAHAGDAH
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HAHHVADAHHAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAAN
AHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAADANHGFHFNLH
DNNSHTLHHAKANACEFDDSHHDDAHHDGAHHDDAHHDGAHHDDAHHDGAHHDDAHHDG
AHHDDAHHDGAHHDGAHHDGAHHNATTHHLHH

>PF11 0039, 91 bases, B8652F37 checksum.
MKVTRILYFVFFIFALNFIAPNNEHNGYVEAKKKLTPAETIKKRNQKLMMYSATASGVA
VLLGASIGLGVHEFSKKKSPKKKVIRQVVKKTPA

>PFD1175w, 1222 bases, E51C95A0 checksum.
MNYEFSKYKVIESNRLLYTSNVKYDNYFININKKNQVKNKNESYSEFIKLLFRKCIIFFT
IYFLFIIPLNEVIYNKYDYSSKSIQHYCIRNLSECFRGKSALNDDSESCRCSNLLKEK
KKTEENSEEIRKYLSDKTKKRNSLYKYKLKGSKGKSVKNIVGNKEGSTIHENTDLYSDS
DVEYDYGNLEYDCYYTEGLIDQGEENEEEKFYEAREDFEGEEKNKCKIKESEKSFKKE
NDCKVENVENINYERVYSWELGKEALTKLLGCSNKLSVNNVKYSDWKEFKSIPTVGESK
DGDRLQEMYKASVCSYTEECQGEVYLEVKKIPIEVWIRQYNLMNDNDGEYLLDGENET
MEAVACAYLSEHYPGLTPKLYKVLYEPECANCNEEDKNMSENNHKKDSKHKGDSNHKS
DSNHKSDSNHKSDSNHKSGSNHKSDCNHKSGSNHKSDSNHQSDCNHMSDHNHKSDNNH
KSDSSHKSDSSHKSDSSHKSGSNHKSDNNHKSDSSHKSGSNHKSDHNHKSDSNHKSDS
NHKNESNHKNESNHKNESNHKNESNHKNESNHKNDSNHKSDSNHMSDHNHKSDNNHKS
DHNHMSDHNHKSDNNHKSDNNHMSDHNHKSDNNHKSDNNHKSDNNHKSDHNHMSDHNH
KSDNNHKSDHNHKSDSNHMSDHNHMSDHNHKSDHNHKSDHNHKSDNNHKSDSNHKSDS
NHKSDHNHKSDSNHMSDHNHMSDHNHKSDHNHKSDNNHKSDSNHKSDSNHKSDHNHKS
DSNHMSDHNHMSDHNHMSDHNHKSDHNHKSDNNHKSDSNHKSDSNHKSDSNHKSDHNH
KSDHKHMSDNNHKSDNNHKSDHNHKSDNNHKSDHNHKSDSNHKSDSNHKSDSNHKSDS
NHKSDNNHKSDHNHNSDSNHMSDHNHKSDHNHKSDHNHKSDNNHKSDNNHKSDHNHKS
DHKKNNNNNKDNKNDDNDDSDASDAVHEDIELLESYSDLNKENEMLTEQLNKNKDGYV
VLVTELFGEDLFQYINKRNENEDTRVRDEDKKI IMFEFLKLLIKLHNAGLVHLDISPE
NILIENNGELRLCDLAKCAPMYTHNLRHIKGNGNDLYSFQSCQPCVGKIPCIPKECWD
ITREHIKLKIDNPFEHLSTITDQEERKKYYFDVHCVDKYMLGIFYIWIWNLNYIWKRA
DPPNDRTENNEFLKYNLNINVEFQLAKQWPKGLKDI INKLLSLESRMKTDLNELTEHPWW
INED

>PFD1170c, 309 bases, E4AA3837 checksum.
MKEFEFNGSSEFSNSNGEFMDSKNLKNSAIFSFDEEEKKTASRSEFLSSLLSKRMVIPMLGVL
YVVLLNVCLHNGSNTSTNVQFNNNVGKRILSEGQSTDEYSESSSEYVENPVIGSTFML
PNENRLNTIGNLFEGEKYNILEDTQKLIDDINKFRYNSNYSPIPYPEQYNPVDYNKAD
FVLDKYIDNLGYCKGDTIKAMEI IWEATMNNERRKYAATKRSMLRYYDDLKRKRIIRP
KTYTNKLNSCNQIMESSEKKIESHLSEMENKWEFKQKSLEFLDDENRFITACRIGWKTVS
NAVQHQCDTIMRSKNEIDI

>PFEQ055¢c, 413 bases, CFFDI1AA4 checksum.
MSILNKYEGKKNKIFLFIINIILEFYTLEYVLIGSNYDKHNQSEFGNEIFKNTKVEDETS
LRSLAEFNSGSSRESSKTDETDYYAVLGLTKDCTQDDIKKAYRKLAMKWHPDKHLNDE
DKVEAERKFKLIGEAYEVLSDEEKRKNYDLFGQSGLGGTTTNDEAYYTYSNIDPNELF
SREFSHDASSEFESQGEFDDFPSFQGFASMNSRRPRSSRSNIFSRSFGRAASFEVPLQVT
LEELYTGCRKKLKVTRKRFVGLNSYEDNTFITVDVKPGWSEGTKINFHGEGEQSSPNE
OPGDLVFIIKTKPHDRFIREGNNLIYKCYLPLDKALTGFQFSIKSLDNRDINVRVDDI
INPNSKKIITNEGMPYSKSPSVKGDLFIEFDIVFPKKLSPEQKRTLKETLENTEKSYT
FFIMNVK

>PFI1780w, 383 bases, 6E404AB1 checksum.
MAVSTYNNTRRNGLRYVLKRRTILSVFAVICMLSLNLSIFENNNNNYGFHCNKRHFKS
LAEASPEEHNNLRSHSTSDPKKNEEKSLSDEINKCDMKKYTAEEINEMINSSNEFINR
NDMNIIFSYVHESEREKFKKVEENIFKEFIQSIVETYKIPDEYKMRKEFKFAHFEMQGYA
LKQEKFLLEYAFLSLNGKLCERKKFKEVLEYVKREWIEFRKSMFDVWKEKLASEFREH
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GEMLNQKRKLKQHELDRRAQREKMLEEHSRGIFAKGYLGEVESETIKKKTEHHENVNE
DNVEKPKLQQHKVQPPKVQQQOKVQPPKSQQQKVQPPKSQQQKVQPPKVQQQKVQPPKV
OKPKLONQKGOKQVSPKAKGNNQAKPTKGNKLKKN

>PFE0360c, 893 bases, CD113355 checksum.
MIYLGKKLLSCTLEVYFLYIHFFLLKONNEFCDVKVRERILEESINNDLSSKGENLHIY
EKTNVSVQTFIKKKERKNLSDNNINDKINNNNNYNNNNNNNIEDTTYYPTGNEKKENT
FLKIFRYVKNWEPIKSSNNLKKTNINYEQVQEENEEFSKYILONNMSIETTKVCLIGSG
GDSSHDLIKQFLLHNNVKYNRNYENDNSLNNKSGSIISSYKYYSEEIIQEPYIIDRDI
CNKKKNCKESTLNYENNPKTLIGNIIIQSDILKNEKIFNMNRHFVVCKYFGSIPKTNI
KINQSTLIQHLIKCLDYCKMEGVQYIYIGYNIYAANNKLIEIMKKLREHKIIIVTSSG
KIYDDDNNNDNNNFYNDNIYNNNIYNVHNDDKEKIKNHIKKKNKONNYLYEYQRTQKD
EEQKSNSSLYONLENVISISGLIYTDSSKKNKNKNYIYDNEIKILDOKGNKKLNRNY I
SLEYFSYDTDIYEKIESDIIDDDHDLVSASEVNTLVLMHSINLKLSLGRLRKILNKST
VKREELRHLSNRAYYHDMMNTFEDSLNQRKRSYKIFYLELKNNKHKVLLSDANLKSMY
ODNLPVNYNEEDHVKHNVEQETSVERDIYKNNENSNKNRKMDMDEGKGTYIQONKESHK
YNIHYPYNRIKQSLLNDNTLNHKPYVSFLNMSYYNEDIEKRNYNIYDDPSYTYDQGIT
YDDNYYIDDHDIHTRKKRKISYDGEDNNDYHMYDDRDNLFHSNLGNNKYEDDGNVHRE
KEKDLEPRFLYDPFANIENRDLETVQELSELREKKSNNFYSRNHDNSSNMKRRRKEKK
KKLKKVLRSKYDKIGNLERIRRKKKRRMIHKNKINKRRNMKRKNNELEERRNKQADKN
SSSGNGKGKINGTRNSPKIKEFKR

>PFB0100c, 654 bases, C155B129 checksum.
MKSEFKNKNTLRRKKAFPVEFTKILLVSEFLVWVLKCSNNCNNGNGSGDSEFDEFRNKRTLAQ
KOHEHHHHHHHQOHQOHQOHOAPHOAHHHHHHGEVNHQAPQVHQOOVHGODOAHHHHHHHHH
QOLOPOOPOGTVANPPSNEPVVKTOQVFREARPGGGFKAYEEKYESKHYKLKENVVDGKK
DCDEKYEAANYAFSEECPYTVNDYSQENGPNIFALRKRFPLGMNDEDEEGKEALAIKD
KLPGGLDEYQONQLYGICNETCTTCGPAAIDYVPADAPNGYAYGGSAHDGSHGNLRGHD
NKGSEGYGYEAPYNPGENGAPGSNGMONYVPPHGAGYSAPYGVPHGAAHGSRYSSFESS
VNKYGKHGDEKHHSSKKHEGNDGEGEKKKKSKKHKDHDGEKKKSKKHKDNEDAESVKS
KKHKSHDCEKKKSKKHKDNEDAESVKSKKSVKEKGEKHNGKKPCSKKTNEENKNKEKT
NNSKSDGSKAHEKKENETKNTAGENKKVDSTSADNKSTNAATPGAKDKTQGGKTDKTG
ASTNAATNKGQCAAEGATKGATKEASTSKEATKEASTSKEATKEASTSKEATKEASTS
KGATKEASTTEGATKGASTTAGSTTGATTGANAVQOSKDETADKNAANNGEQVMSRGQA
QOLOEAGKKKKKRGCCG

>PF10 0321, 561 bases, AIOBE752 checksum.
MLKHVFFCYRWRAEYGWVKSRLNFLCGASCYSSNINMDKIIDENKYEYIKNLRSQELR
ILSENCCVKKVDDVIIWSEICRHSIEKYNSFKYFDALLLLSSFDKMNIVDKSLYKTFS
DVFIKQISYLKPEHFILLINLYCRVNIFPRVLFTEIFHGITIKYCNKLYPDEYVNLLTC
FANLKIANKDLIKTLCKSIIKNINLEDYIHLTNIVGALRSLEITDDIFYYVIDQKQLK
ELKFLTVQEIFDFIKKIKLLOYSWKLYEQDLMKEFLFKVYNFKNEKDVDQLDDPFVCL
NEFLVSKGLLOGNNNTNIKKKNNNKKNNNNKKNNNNKKNNNNNNDNNNDNNNNDNNNNN
DNNNNNDNNNNNSSSDEIDDINCGGANFLVALSKWCANQVYHYPSRSTKRPTSYQLIK
LYELMKEFNIHNSDFIEKAIYRFVITRGGLENNRDKMFKPTSYQKGRKYIFTKDPQID
HINYEKNKEHSYSHHYNLKDHTTDYEQONMHYQTYDYNDEHNMNQOKTLSEKHKRIKL
SMEKKTONKKETHSNSRYCNEFKLRQRPKRIKNSPAPIKV

>PF14 0607, 1068 bases, Fo6C99CD9 checksum.
MLMLYLHILLCIFLNNPVLVTNENNFFIKILRSQEKKIENEVSLYEKLNNRILFEGSD
DESNLDKLKSLLSFQKKIDNTIRKKQKEENKLKKEQQATIKNGNNIYPVGNNPQGFEKK
EREEKEQEKTYMNNVINKINEQKGNYYEPNKNINNKYTEDLTSNGLLYNKDKIKNQFN
NPHQEKFIRKHEHEREHEGKNEGKNEHKNEHKNEHKNEHVHVHEHNSKNYEGNPPKNE
YPNINFTNILNSIDFYKKIDLVKNYFGYNNNETLNONMKEQKNMONHHVENEKNNMIQ
ANNQVDENQNNHQYNNNEFHNQKNDNLKQDTKDNSSEQTYNNSNNNIEDNNHIKFFISK
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DIEKKKNKQNDINESVYNATIKNKNLHLRRNNIKEIFDVDDLVKNIKSFLGIKSNIHEA
FENQKLITKNCNYESFGPELCSVDEKAKEMLWKYEKKKNSAFLFIILFTLFFSLIIQN
IVYFIEKKVRNSKDQFRKDLLNTAFROQISLITIINLTIWGILOQTNIAEALDEVIEFNDI
LPRHRNIDGVLHNVEPLLEVIFEKILFISMNFLICYSIFIVSIHFVTRTILKWFSESD
NSDVSSVAKEVKESQRKCEFRNYFFEFEFRNVRNSKYLAHRYDESENVDAISIPGLDPNGY
YYYEYMRASLLKYNVKLIKIPNAVILFLIFVCISLRPFYNIRLKAEVIFLNVLSLICI
IGLISLFVYLYRIDTKLLPRDISKYLLNKYHIETCDKNKRDVTPYYKLLKQESVYPSA
LNYFFYKTTFPNKHEQLFLLWGNGPSLINFIFQTLCFCFLIILSCWIFLLRVDNITWF
QOLYSYGSLSICVCILVFFFILKYIIYYNVMVTKTGYLIDTKLLEQVWEYERSDNIKRI
SEFIDATIKIKSTLHALKEGGEIFWRQLLIKSSTVPSNIQEKMFSIWIGLDEENRGIID
SSKILKFLKSQGINLTSEHDIREFLEVEDRNNKNGLNQEEFFVLITIIVKQILVELLDT
NAVQSLFEEVYGIPWKSLSSIDVNSLKKILTELNLKWPHGKIRNLIDEVCENKKTKYV
SAEYFIKQLINIEEVTLQPFHVSS

>PFEQ0355¢c, 769 bases, DD515F98 checksum.
MINRQYFIWYIFIFNIINKIYFENIRYVKNYEVVIRKKKNIERGIGNDFAFIRRYYKS
RLLSDVSYKNNSIKGKNRVDKEGDIKKYDNNDDNKMDNSYDYKNKSIKENETKIRKEQ
VISLDKRYNRNINEKEEIKKKIKDIQRKRLITIYFKQDNTILSSRNYKHIFMKVLSSCG
HIEKLTFINFYLYEFPKSINNEDMLLKICLRLLESRRINVENDNQISHTVQMKSYNNN
NNKWDNINSKNNCIYQIKDKIKDLPNVSPSASTETSISTSPYTLKLRDRNKYANDKNH
IFKINHSNKHKNNNNNNNNNDYHNNNKSNYHSHSSAKCOTORLNKKMIGTNILDGYDI
IQOMEEGLNLSHNYELNDVNVCIIDTGIDENHIDLKDNIIEKKTFMKHSYKKYNIDGIN
NIESDNIDGINNIESDNIDGINNIESDNIDGINNIESDNIDGINNIESDNIDGINNIK
SSDNIKSSDNIKSSDNINSSDNIKSSDNNNVHTMLRNKLYLKKKKECSNYNTSNDGHG
HGTFIAGIIAGNSPKGKKGIKGISKKAKLIICKALNNNNAGYISDILECFNFCAKKKA
RIINASFASTTHYPSLFQALKELQDKDILVISSSGNCSSNSKCKQAFQECNLNIQKLY
PAAYSADLNNITISVSNITIQQSNGNIVLSPDSCYSPNYVHLAAPGGNIISTEPNNKYAT
SSGTSEFSASVITGLASLVLSINSNLTSQQVIELFKKSIVQTKSLENKVKWGGFINVYD
LVRFTIDSLPKDKDE

>PFI1735c, 713 bases, B0829D2D checksum.
MADYSSNEEETPKEEKKISKLEDMQSPEFDYKRFFRKYTIFAPFILVYFTLMEEVNSTV
ONGTMLLNSIKENANSKLPALLWNKIIGKGNDNEVNFEDKKMIEGNKSGNGEEHNKHK
RROVDNQEDDYDVDEYGNPKSGAPYKSEEEHAEQONYYGEHHGDYEDKNEYHGKSNIE
NNKDFPEQGQKDEEKEKEAKKKAEEFEKRKQLHEEEKRKARETQQALHKKLQEQLQRL
KEQEKKKVEHQKLIHKIKTQGDVDPAVOKVLNKYNQKEKDEEQQILKIRDLOVQLRHT
OORIQSLKSTNNGQPKTKDEYLOLKDLOKEYYDKEQDEQNMIEHLEHLOQGEMQYLYEE
LOIVYDENQAKTAQAKDEQHELKPQAEKDASKLTTTYDQTKEVKPQAEKDASKLTTTY
DQTKEVKPQAEKDASKLTTTYDQTKEVKPQAEKDALAKTENQNGELLPQAEKDASKLT
TTYDQTKEVKPQAEKDALAKTENQONGELLPQAEKDASKLTTTYDQTKEVKPQAEKDAL
AKTENQONGELLPQAEKDASKLTTTYDQTKEVKPQAEKDALAKTENQSGELLTQAEKDA
LAKKESEAPKGSSTSDKNTTENQLNAEAQSEVKPQWQKDYWKSKNESQTETNNTWKKD
SWKKKTEEQONAEAQQEVKSPYEKYSYNKETKPONDKYTLNKEVKPONEKYTYNQKVK
AENTESEKSLLESSVFEN

>PFI1740c, 119 bases, EE3E66E0O checksum.
MKMYLAEIFSSGKESLLSLKDTLGSSNEFSPLKPCEGLECLPQVLFLYVIFLLLCTGIF
MHNKNKEHHHEKSHNNGONSNVPKNSEFQNNKSQNHVQKSKVENQKVPVAQGSQHKSAA
VNA

>PFI1755c, 326 bases, 3375A313 checksum.
MOTRKYNKMLSKVETKQFIYILFFLCLYLNTENYKYTTSYEGSSFRQLSEPVVEEQDL
KKTNAESSHIEATTSQATTSQATTSQATTSQATTSQATTSQATSSQESDEQGLTAPSL
NLEETQSNKVRNKIFNFPIPSAEGTVSKEFKNQPKTEYEKKLFEEWQHLNMEFEHSNWV
NITVQSCQVLVQGLTSLDDYDAKFKSWSAMVELLGEFRITLENESNNMFEALLNELRE
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ARKENPNENLTPEEEEKWDLIKQTKLEKDIEWKIYQILTWKYWNLKEFPGVDIPDPSV
PSLDFDATYDVLGDILEDDEDEEDDEDTAKPSTSSS

>PFI1760w, 214 bases, 2D32C81E checksum.
MGNFFIISYNKHCIGQITHMLYFICLIFILYNRNTCLRRIAKCGRNLSELNLDLRTDY
DEREININKNIPSYPVKEFSKLEYKLRNEWDELEIDEHDDYMDVTVECFEKLLENDKNL
ENYQENYEIRALVAYMLHELRRGYINEQKMKFKNFLHKLKEKRINEPIDTLNNDEQDE
WNKIKNGKIKSDEEWKSYQLOQTWEYLIKMEYYKNKYSQNV

>PFC0435w, 1294 bases, 60D44EDC checksum.
MKVGIIFFCLFFEFVVLGACNNVKERIFKNIKKRTKFIILNEPIVDLSEFSENLFHTLLFE
DLDVDKNLYTLDESLLNLENLNYSSIFRLLVDTYKNIKENEDDNKNIRYIFLGTSESR
IHPLNFEYFLRKLNKYIYNGNIYEKGNVDIRGILEEYNKEIEEKKLEKQKLNKIKDKN
NNNNNNNNSKEFSKDGDNEDENNKNDLYNPSDKLYNNNDDIDVHELLEEIITKEKREFEFL
NDDDDNDSNDKYILKTDEVNKYKGFEFIGYGENDDIPSVIHHYNEFDKNEFLEPSLNSGIT
LDITLLKNIYEVSNILLSNNEKDQSIHIDYIYEVTKYIKENLRVRLTHSENVCLNEEQ
NIHLLDNDPNNFEIYKYYQVLNLEFKDYNKNTEEKQYEKIGHENVRHEETSSEGNENLN
RNTKHNNDNNNDNNNYSEDATIAELLLSYFNVEFYPISTCMCYSIRSKHESLMDYDKYHM
INLENDIKLKHYIKETEEIHFNSIEEYKMKLNRINYKYDTLLEEHENLVTHKNILIGI
KTSINTEEERIPHIKNTYDNKENTQIIFNTEFNYDNKLKEKNTFGFYNNSLLONALEND
NIDLDIIYMSDKESQKYDNLYENSKVTSKEGLCEKLKHMIYYYYEEYVMKNSEKKYFF
IADDDTFVNVKNLIDVTNLTLNTCSHSKKYMYDKYIKSYDFVKENEALFLONFPKKTL
FLYSYLKDTFAKTIQTLKKYDYVPKYCQGGILSKKHKNNDSDDDHDHHVGNKQNNDST
NHODIEKNQVNVINNNNNNNNNKAKSIPIYLGRRYSYNTESTNSNEYEFYDYLTGGAGT
LINDETAKRIYECKECTCPSTNSSMDDMIFGKWAKELGILAINFEGYFQONSPLDYNKK
YINTLVPITYHRLNKNRTTKESRDMYFNYLVNYNRNDKEQNKDIYVDYLDRNHKNMID
NVFHYFEFYVNMYDEKNKVVTKIEHNADMNSKKNKSKNPOQKLNNTQGDKNVNDDENVND
DENVKGDENVKGDENVKGDEYMKGDENVKGDENVKDDENVKDDENIKGDDNNYNVDNM
ENIDDIINMVESVDDDVMERNKKGTGKEKKDDKNHNNKEKATDVKKSSVPTNNIDKNE
DTTKYVIKMNEKIYNRMQESGKYKQLEFDINKFFKKEIEGHPYFQKIKKKNEKAKKEKE
KMNQLKKOQKDYTNNYFHTSNMOGNEFNQOKMGNYONQENEENDFFDORPEIEEDAINPM
DYEEYMENLSNFEDDGEPYDEYDDYDDEVNTINADKLKINDONKHLYEQIKDIAQPPV
NEONDONSNTEFDEFDTDEL

>PFEQO060w, 408 bases, 737D8C83 checksum.
MLLFFAKLVVFTFFEFWLLKYGKTRSYPKSGHKGHTKLNQPVVRTLADENDMEFANQKNT
FNFLKHINHYKNEQDTNNTHTPNHDEYSHNLPKNHEESNANMNNHNSENDKSVNKKEA
FDOQFLOQTLLNNYEIMHKEDESKESNQHNYKEGPSYEDKKNMYKEILKGYYNVEFFENYA
NDTESNVHNKPEEVHKHEETIHKHRKLHKHEEVHKPEEFHKPEEFHKHEKVHKHEEVHK
PEEVHKHEENHKHEENHKPOMVGQAPPEKEIRQESRTLILGSFPQAGEI LREDLWNKE
DNKESYALDPNDYASIEDKLLGSIFGYFKKNHDNLVKHLLOQQINTYKHKYMELKEQYT
NEVMKLKKIYNKSIMVIFIASCISILGPVMLHMHONNPEEFFATILSESISLGLHNLL
LT

>PFF0845c, 2394 bases, 36DC08B0 checksum.
MGPAPRTATTTYSSAKDLLEDIGESVQKEAKKQALGRSESVLHGLLSNATIKGVKNKA
TKPIQLEYEYHTNVTGGFDKNNPCANRLDVRFSDIYGGQCTDNKINGNDDETGGTCAP
LRRLFLCDQHLSHMKEGNINNTDNLLLEVSLAAKYEGDSIINNYPDNRDKKEGICTAL
ARSFADIGDITRGKDLFLGYTKKDEKEKEKVQKNLKRIFNEIYKKMQDPAKSHYSGDS
SDEYKLREDWWALNRKEVWKATITCKAKNDAEYFRKKDSDGKHCSVQNCKCVDGDPPTN
LDYVPQHLRWFDEWSEEFCRKRKDQLKISLEKCRGKNKDKYCSLNGCNCKTTVRGKKK
FDYQQECNDCLVACDPEVHWIDNEKLEFLKQKKKYKNEIKEREPTKKTSHGTINNMYA
KEFYETLEKEHRTVDTFLKLLNEEKECKNHPEVGEGKKTFIDEFNDNIETFSHTKICEP
CPWCGVKPGGPPWKDNDIDSCGKKEISFSDKDTTDISILSTDRAKKNILQKLENFCRD
TEHINHDIWKCHYENTDNDNCILONENTGSEKQKIMPFDAFFFLWLTQOMLDDSIEWRK
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KLKTCINNEKPTNCIRGCKKPCECFERWVEQKEEEWISIEKHFDKQRDISEEERYITL
EYILNEFFMDKIEKAYGIEKSKELKEKLKSNKGHGIIRDTEHSQDAIKILLEHELEDA
KKCTETHNDEKCKEQEESGGRSLNPDPESDDEEETDNVKENPCAVGKKLTKTVKQIAR
OMHQOAAKKQLGSSSSRALKAHAHLGTYKHTNKRDDFKTICKITKDHSNATHNYPQGPC
HGKNNDKSMFKTEEGWKPGNQINMNDEYAFMPPRROQHFCTSNLEYLETADRTLNGIGD
DPNVLNHSFLGDVLLAAKFEADFIKEKYNEQSNYKDFSTICRAMKYSFADLGDIIKGT
DLWDKNGGEQKTQGKLEKIFCKIKNKLPEDIQEKYINDDKNSPQYKKLREDWWEANRK
EVWRAMTCATTSGKIPCSIVTPLDDYIPQRLRWMTEWSEWFCKEQSKLYGELVKDCAS
CKKKGKEKCTQGDNDCTPCDKKCKEYGKKIRTWKDQWTKMDGIYQMLYLQAQTTARNA
GDTAFDNPNDQYVIDFFKKLOQKANGDNNFGVNTSPYFTPAGYIHQEARVGECEVQKHF
CNNNGNQDKYSFRNQPYDHEEACACKKNTKAPEKKKEETPPAGPNVCEIVDKLFEDTT
TPHAACQQKYINGHEKFPNWKCVTPSGEKSGDKGAICVPPRRRRLYIHDLQSLDEKPS
DTALRDWEVKSAAVETFFLWHRYKKQKEKKPQEGSLLSGSTLLSQFSIDLGDEEQPPE
KOLAGGKIPDDFLROMFYTLGDYRDICIGDENVIKTLKYSGDKDDIMEKIQEKIKAVE
PTSGGTSHIPDVKPGGALSRGDWWEQHGKDIWHGMICALTYKETSGSGEKGEKTTITQ
DGTLKDALLDTDGKKPKRDYQYTSVTLKEDDSGEKAANVPAKVEPTTLADFTRRPAYF
RWLEEWGDGFCRERKKRLAQIKKDCYEDGGTGEKQYSGYGEACDRTNTSNEGASADLE
GPSCANSCSSYRKWIERKKYEFKKQEKAYGGQKONCKKERKAAESNDNDKQFCGTPET
TCNTAEAFLONLGSCKKYNGEGKKIFENTEETFKPAIDCEPCSEFKVKLEKCNCGSDA
KGNTCTTGKITAENFENKTDVNEVVMRVSDNAESGFKGDLKSSCENAHIFEGIKENKW
KCRNVCGYIVCKLEEVNGEKDNGKKILLIRALVTHWVDNFLODYNKIKKKLNTCMNSS
DATPCIKGCVDKWIKLKKDEWEEIKKPYLEQYKNGYGENYNVKTILEKFQDQPEFKKA
IGPCPTLDAFEKSKQCNATASSEKGKDGNKSYVIDCLLOELEKLQEKAKKCHDQHSDN
POQEKCDDPHPDEPDEEDLLLEEEENTANSAPEICKDVIKAPPKQEEKGGCEPASPLEP
EEVEEETASVPPGSEPEADKGPVKPAELPKPPKRNKROPKKLYFPTPALONAMLSNTI
MWTIGIGFAAISYFFLKKKTKSTIDLLRVINIPKGDYGIPTMKSKNRYVPYKSGQYNG
KKYIYMEGDESDDYTYIGDISSSDITSSESEYEDIDINNIYPYKSPKYKTLIDVVLEP
SKRDTENTQSDIPSDTSTNKETDNEWNQLKQDEFISNISQNSQMDLPKNNISGNIQMDT
HPHVNILDDSMQEKPFITSIHDRDLHNGEEVTYNINLDDHKNMNFSTNHDNIPPKNDQ
NDLYTGIDLINDSISGNHNVNIYDELLKRKENELEFGTNHTKHTTTNIVAKQTHNDPIV
NQINLFHKWLDRHRNMCEQWDKNKKEELLDKLNEEWNKENKNNSNVTDTNGENNITRV
LNSDVSIQIDMNSKPI

>MAL13P1.413, 249 bases, E8F5558E checksum.
MAEQAAVQPESVPTVGTVPQADVPTEGMDVPEFGEFEFDKNTLKKLMEIFMRDVDNYARNW
FTNFMHAQTEDDDQTDGEGKHAYLLNHKRTWFEQFKASLSEALDGKNSVEFLLLEFLFFEFG
FVFCLLYHAFLYHSIKSEHKAKKLHLEQEENDDDYHHYHHAPHFYPFFDPEYMHDHDH
DHEHDHTIKPAHAHELDHGHDHGHDHGHDHGHDHGHDHGHGHGGHVCTCKNKAKKKPG
EPCDCQOKAKLEQEKKDN

>MAL13P1.356, 2223 bases, FE89FDB8 checksum.
MAPQGGSGDPQDDDAKNMEDRIGKDVYDEVHGEAKKYKEALKGKLQEAVSTSPELVAF
TDPCELVKQYYNNHVNGKSNRYPCGNVKNAKNEKVKRFSDTLGGQCTDQQIEGNDRKN
GGACAPYRRLYLCDKNLETISNYNSNARHKLLAEVCYAAKEEGDLIKTHYTEHKLTNL
DTKSQLCTALARSFADIGDIVRGKDLFLGNSVESAQRITILENNLKTIFQQIHSEVTTT
NGEAAEARYNDTKNYYQLREDWWDANRETVWKAITCNAWGNTYFRTTCSDGKSQSQAN
KYCRCDGDQPGHDKSKAGKANDDVNIVPTYFDYVPQYLRWFEEWAEDFCRKKKKKLKD
VKRNCRDETVKYCSGNGYDCTKTIYKKGKLVIGSECTKCSVWCRLYEKWIDNQKKEFL
KORNKYETEISNSGSCGGSGGVKGSSRKTRAATIKYEGYESKFYKKLKEKNNYGTVDD
FLKLLNKENECKGINEQEEIIDESNKCDYREDKNINNKGTEYHSEYCQPCPGCGVKRK
DNQWKEKKNGDCDSDKHYKIEDGAKPIDINVLSEGDKGNEIKSKIDKEFCLTQONGSAGG
GGSGNASGSSGDCGGGNSDSSLCEPWKCYEAQYVKEDKKEDEEDEDEVKEEDY LKDAG
GLCILKNKNKEEKKEKEKKSEEEPAEFQKTFNDFFYFWIRRFLNDSMYWRGKVERCLK
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NKSEKCKSGCNKDCDCFKKWIGKKKEEWDATIKKHEFKTQEAFKNGGENGVIDMEFGEAFR
SADEFVLELALELEQLFQDIKEGYGDVKELKGIENMLEKEKKKNEEETTVGNDSQKKTT
IDKLLQHEGEEAKDCLEKQNDCNKQSPPTGGPGGAGGRSQTPHAGGATAPKKGDSEGE
DEDEVEDGEESESEEKEKEEKEKEEDRKVKEEVKETKVDGESPKETTKEVNPCQIVDD
LFKGTNKFSDACDLKYNKGKNYGWRCIPTGNTSNDNKGENSGNGALLQRSKRHTSESS
ADSAPSGDTTGGSICVPPRRRKLYLHKVDDGEFDDDKSLRDWFVKSAAVETFFLWDRY
KKENKTONTSQLLPITAPVSNSDDPOSKLOKSGEIPPDFLROMFYTLGDYRDILYSGD
TVNGGKENKIKTAIDNHFQKIREQSSSDNNLSPPHGTPGQPNSVKTPQQTWWKKYGED
IWNGMICALTYDTNTASGKTPTQIPEVKEKLWDSGKPOKNYQYSEVKLSDNDGDGTSA
PVAQHASRDAPHTSTANGSISLADEFTSRPTYFRYLEEWGETFCRQRTRMLAKIRGECV
KSDGGRCSGDGLKCNEIVIDKEKIFGDFLCPTCAGHCRFYKKWIKIKKEEFTKQKERY
ETESDNAKSKSDDTSENEFVKKLEEYKSIDLFLGKLKAGPCSKTNNGDDDINFKENDS
KTFKHTNLCDPCSEFKVKCNGDGCRGGANGNTCNKTTFKVPGDIGNKENLTEKVDMYV
SDKYAKGFLQDLNDCNDAGIFKSIRKDVWKCGNVCGLDICSLKKINNNGQESDEHILT
KELIKRWLEYFFODYNRIQKKLKPCMNDGNESSCRNKCKKKCDCVGKWVEEKKNEWEK
IKEHYVDKYNYKDTNNLNSFLETLIPQIPVVTDKGKHDSLDKLKTSLKCNCHGRSKKE
NDKNNDVIDCMIKKLQEKAKKCHDQHSDNPQEKCVDSTPLEDDEEDLLLEETENPVDP
PKICGDMPTQPETKEEEVEKCEEASPAPKAPEPTQPADGGEQTPVLKPEEEAPPPAQA
PDVAPPARAPADQPFDPTILQTTIPFGIALALGSIAFLFLKKKTKSTIDLLRVINIPK
SDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEEL
DINDIYVPHAPKYKTLIEVVLEPSGNNTTASGKNTPTSDTPSDTQNDIQNDGIPSSKI
TDNEWNTLKDDFISQYIQSEQPKDVPNDYSSGDIPFNTQPNTLYIDNNQEKPFIMSIH
DRNLYTGEEYSYNVNMVNSMDDTKYVSNNVYSGIDLINDSLNSGNQPIDIYDEVLKRK
ENELFGTNHVKQTSIHSVAKPARDDPLHNQLELFHKWLDRHRDMCEKWNNKEELLDKL
KEEWENETHSGNTHPSDSNKTLNTDVSIQIDMNNPKTTNEFTYVDSKPNQVDDTYVDS
NPDNSSMDTILDDLDKPENEPYYYDMYDDDIYYDVNDHDASTVDTNAMDVPSKVQIEM
DVNTKLVKEKYPIADVWDI

>PFF1580c, 3954 bases, 4E8196CB checksum.
MGPPGGSGGSTLDESVKDLEFDRIGKEVHDQVEKEANQYKEALKGDLSSATFPTGRRHE
KPOSESCKLNYIYDTNVTSGGGKENPCYGROQGVRFSDTKGAKCYSYKIEDNDSSIGEFC
APYRRLHLCVONLEQIKPDQITSTHNLLVDVLLAAKYEGQSITQDYPKYQATYDDSPS
KMCTMLARSFADIGDIVRGKDLFLGTNEEKKPLEENLKEIFKKIYENLGIQEKNHYND
TPDYYKLREDWWIANRDQVWKAITCNAGGYSYFRKTCGGDNEKNSTLASNKCRCKDEK
GEHDTDQVPTYFDYVPQYLRWFEEWAEDFCRKKKIKVENVKKSCRGEDKESKDRYCSR
NGYDCEKTKRAIGKLRYGKQCISCLYGCNPYVDWIEKQKEQFDKQKKIYDKEIKKYEN
GASSSSRKTRAASTTNYEEYEKKFYEELNKSEYSDVNAFLEKLSKEDVCTKVQDDKGG
RISFENVKSSSASGGAAGTSSTSGGGTSGDSGTNNENEGTFYRSKYCQPCPPCGVERN
VNDWKEKHKIQECKSINLYKPNEYAKPTNITILKSGEGHEDIETKLKAFCDKKDGTGS
GDCGGNSDPSLCEPWQCYEEKDIEKHGDVDDDDADGNPLNAGGLCILKNEKHVSETNS
QIEPDQFOKTFHDFFYYWVAHMLKDSTHWKKKLORCLEKKNGNTCKKNNCKDNCGCFE
KWVAQKKEQEWDPIKQQOFRKODFGKQELILGQIRYDYVLDELLKKDELLTSIKEGYGD
ANETKHIKALLEDEENEETQEEETAGADNQKKNTIDWLIQHEEDDAELCLEIHEDEEE
GGGNDECDDDHEEEVYVSNPCATPSGSYPSLANKVAQLMHHKAKTQLATIRAGRSLLRA
NASKGEYKHEGNPDDFKKEKLCEITAKHSNDSRRDGEPCKGKDGNNERFKIGTEWKIG
EKVETSYKDVFLPPRROHMCTSNLENLDVDSVTENDKASHSLLGDVQLAAKTDAAETIT
KRYKDONNIQLTDPIQQOKDQEAMCRAIRYSFADLGDI IRGRDMWNKDSGSTEMEKHLI
SIFEKINEKLPEKEQKKYSNDGKYLDLRKDWWEANRYKVWKAMKCATKNSKIPCSGIP
IEDYIPOQRLRWMTEWAEWFCKEQSQAYETLODQCGKCTGPNKDNCTRDNNDCNTCTKA
CEEYEQKIKKWADQWKVISKKYEELYLQAKTAFARTAFPDDDPDYQQVVEFFKELQKE
INRSASQRSKRSIDVTNTDPTLTSPYSSAAGYIHQEIGNVGCNVQTQFCEKKNGVIPT
TGSGTNNKNYAFKNTPKDHDEACECESRPQVPPKKKEDEEDVCEKVKGLLKGKDGETT
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EINGCKPKGNGNTWNCSNQIDDSHKGACMPPRROSLCIHNLKESNETGTEQQLREAFT
NCAATETEFWLWYKYKKDKNVDAEKKLEQGEIPSEFLRSMIYTEFGDYRDLCLNTDISAK
KDPIKIVKNNIQKVEFNRNNGPHKEGDKEKRKKFWETNKNDIWQGMLCALEKIANNKKT
LTETYNYSLVKFSGNNSTTLEDFAKTPQFLRWFTEWGDDFCQQOKEQLVTLQEACPNG
ICEQSEEEKKKCKSACEKYQAFIEKWKGYYDKQSKKYFYDISTGMYKDNSSAKDDVTV
SSYAYEYLNKSLKKLCPDGSCSCMEQRSQQHNEDSSDALETHNSIMPQSLDKEPKEVK
GRCKCPDPPKPCDIVKDLFENKDDNKFTEACSTKYKNGKEKYTQWKCINDSSNTTRSS
PPAPVASSTLSTSPEAGASATCIPPRROQOMYIQPLQSLSGNESQVELRRIFIEMAATE
TFFOQWHKFKKEKVREIKEKDEIDGKISLFGODDTSIEENLOQKQLKNGTIPDDFKRQMF
YTFGDYKDILFGKYIGIDMGTVKTNIGRVEFNNGGNKSDEEREKWWKNHGPSIWNGMLC
GLSYDTKTKHNIQGVYTQLTDPSKNNMYEKVTFPSKTGPSVNTKLEQFARRPTYFRWL
EEWGEEFCKKRTDKLKKLEKECRGVNYSGYNKYCSGDGYHCDDEKGTYNSINANLNCR
DCMKECRNYKTWIVKKKNEYDKQKSKYVNEHENVISFLNKQSYKQLYENIKPYSSAAD
FEFTSLNHCKPDKANDDKNNKLNFKNPHETFSPSTYCKACPLNGVICRGRSQCAANSEN
NLTNLGESTDFDILINDAATHDNDNEIKKGCPTYEMYKDLRKQKWICQKKTGEVHQCK
LNNAADSKYYDNKFPEFNILFHRWITDFIQYYNKSKEKIKPCTNDVNSCKQGCKGNCDC
VDKWLKNKSTEWEI TKKYYKENFGNTNEHIAYATKIFLOQEGLFDSDYKRAQEVIDQNE
WEQLWGCTGDNLKDVKDQKAENCNKGDEFITNLISKLODKITSCONKHNPNGKTACDET
PPHSDEEETSLLDDDTSTQEKMSPDFCPSDMPEKPKTDSDILCDDKKEPKCGNFRTLF
KTSTSKTKTNLIGLEAHNHRAGRFYPNVYISPRAHQLYLEPLKDLKENNTDKNELIKA
FTKCAYNEGKCLYEYYSKNKATLGKNGSALSNDEVKTYTLEAMERSYADYGTIVKEDIT
LWDYEDKKKIDPKIMNFAKNHNISTTKTIVSSLDDDDVKRQKLWESIRIDVWKAMICG
YKDAIGGDMNSLPNDVDLCTLPTTDDEYSFLRWEVEWGONFCIRHEKELKQLNEECAR
GTCDGTDEEKKKKCEKACKNYREFLNNFKKQYENQKKEYEIIKSSYPKYEKKDAFTFL
KDKCNSNYSCFENKTEISVLKMFEHPPDDVKDECDCKTSKAHDDKVNDLDKCPNNINN
NKNICNKYKKRRICGDLKYSNSLDHWEGTNTLIPPRRRHLCLRNITITIKKNYRKGDISK
FKDDLEYAAASEAKFLENNYENKNESLOQATKYTFADIGDI IKGNDMMDDMTYKKIKGK
LEKVLDKTGNNPETPEKWWEQNKKHVWEAMLCGYKLAGGEIKPNDCNIPTEESTHQFL
RWLTEWGTQYCKEKQOQLKLNMQIPCMTHFDKYGIIENRIDVHPNCLOGLGKYEIWSNN
RIPDWERLSSKFNEVKGTMNENVKKLTAYEYLKONCSKCICSFKDIEQTHKKSKDEGY
HIYEDILDKAQIPSFLEDTAYRYKGLNPECPEDIECSQYGNIPCRGVSHDDDNDWNSS
FVKDNKTTNLGVLVPPRRRHLCLRIDVNKFLRLRNDINNLKTFICKSAFAEAKRLKKV
YKDDNSKLHOQAMKYSFSDIGSVVKGNDMMESPTSDNIAKIFRGMKYTEINRETWWDLN
KYHVWESMLCGYREAGGDTKKSENCRFPDIERVPOQFLRWFQEWTEIFCIKRKTLYDKM
VTECQKAECDTSNGTVKETKCTKACEEYKSYVLSKKKEYYIQKDKYDNQFKKVLNNKD
AEEFLNVHCLSEYFKDETRWKNPYESTADKALKGKCDCKKMI PTTPEVKPKKPAVPEA
KKPEVEPLPSDEPFNRDILEKTIPFGVALALGSIAFLFLKKKTQAPVDLFSVINIPKG
DHDIPTLKSSNRYIPYVSDRYKGKTYIYMEGDSDSGHYYEDTTDITSSESEYEELDIN
DIYPYKSPKYKTLIEVVLEPSGNNTPTSDTPSDTQNDIPSGDTPNNKLTDNEWNTLKD
EFISQYIQSEQPNDVPNDYTSGNSSTNTNITTTSRHNVEEKPFIMSIHDRNLYTGEEY
NYDMSTNSGNNDLYNGKNNLYSGONNVYSGIDPTSDNRGPYSDKNDRISDNHHPYSGIT
DLINDTLSGNAHIDIYDELLKRKENELFGTNHVKHTSTHSVAKHTNSDPIHNQLNLFH
TWLDRHRDMCEKWNTKEELLDKLNEQWNKDNNNSGNINPSGNTPPTSDIPSGKLSDIP
SDNNIHSDIPYVLNTDVSIQIDMNNPKTTNEFTYVDSNPNQVDDTYVDSNPDNSSMDT
ILEDLDKPFNEPYYYDMYDDDIYYDVHDHDTSTVDTNAMDVPSKVQIEMDVNTKLVKE
KYPISDVWDI

>MAL13P1.1, 2162 bases, 8AE29CB6 checksum.
MGPPGITGTQGETAKHMEFDRIGKQVYETVKNEAENYISELEGKLSQATLLGERVSSLK
TCQLVEDYRSKANGDVKRYPCANRSPVRFSDESRSQCTYNRIKDNETDDNACGACAPY
RRLHLCDYNLEKMGKTSTTKHDLLAEVCMAAKYEGDSIKTHYTIHKHTNNDSAAELCT
ELARSFADIGDIIRGKDLYLGDIKKKONGKKTEREKLEENLKRIFGKIHEDVTNGKKE
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VLKTRYKDINDPEFFKLREDWWTANRATVWKAITCHAGESDKYFRNTCNDSEHSGTES
OPNKYCRCNGDKPGEDKANVDPPTYFDYVPQYLRWFEEWAEDFCRIRKHKLKNAKEQC
REKYKSGTDRYCSRNGYDCTQTIRGRNILVSDSECTNCSVVCTPFVKWIENKKLEFEK
OKGKYTKEIEKANGTSNGTTIRTQYGTINNMYRKDFYQQOLOSGYGDVNAFLELLNKET
TCKDHPKVEEKSDIDFNEGTEKTFSHTEYCETCPWCATKKKGIDGNWEEQKYEEGCEN
YLMKPIDESKSTDIDLLVKDTSGTTMVEKLGGLCNDSSKRTVOMENWQCHYEKKSQYE
DGFDKDYCVLKDDKKKKPEHRTIKSYYTLFPNWINEMLKDSIDWSKELKTCINNEKPT
NCIRECKSKCDCFKKWVVQKEQEWKQLEEHYEKENEFSGDFGPRISPYVTLEGNLQYSY
LEMIRKYYAQEKPVQEIEQITEKNKNNFEVKEDDNSITKFLOQQEKGIATKCIEKQEEC
KOOKKQOOROKQPADKVVSRSGASPDTASPDTKATEEKEEEEEEEEEEDLGEESEEPED
OAVVDODGOGETTEKKVPATTEEGSPKETTTPEKSVDVCKTVAELFSNVDNLKEACTQ
KYGGNNSRLGWKCIPTSGGEKATGGSGESTGSDATTGGSICVPPRRRRLYVTPLTKWA
TNMEATEAQAGGDEATEASVPLGDGVSKNPKEALLKAFVESAAVETFFLWHRYKKIKD
KEKKEKEERERENAGLDPFGGSVDDEASTPDPQTQLOSGTIPPDFLROMFYTLGDYRD
ICIGGDRDIVGDTIVSNKEGGTPTKISDKIKEILEKVDKKQPDKONSGTTPKTWWEEN
GPHIWNAMVCALTYKDNGDKGKPQVDDTVHSQLWDTTKNKPKNRQYEYDQVKLDENSG
TGPKSNDPINNPTLKEFISRPPYFRYLEEWGETFCRQRARMLKQVEKNCTQHGKKQYS
GDGEYCDKIHKDPTTLPDLGYSCPKSCSSYRKWIERKKTQYEKQEKAYNNQKANVQNN
NDNGFCGTLEREAAAFLNSLKNGPCKKENGKDNDEYEIKFDDKEKTFKHAKYCDPCPK
FKVDCKNGKCDNDKGGDCNGIKTIDAKNFETMVKPTEEIVMRVSDNSGNKENDLSDCQ
NAGIFEGIKENKYKCGNVCGYVVCKSENGNGEKVNGIENQNKIITIRGLVAHWVQYFL
EDYNKIKHKISHCINNGEVSKCIKDCVKKWVEEKEKEWKKLKEHYQKQYGYNNSGESY
PVRSILEQFQSGTEFKNAIKPCGTLQQFESFCGLNGDESSKKENGNEDAVQCLLKNLG
NEAKKCEEKQQTSGIPEAPCVNHTPLEDDDEEPYEDLLLQETEEKPEEAKKNMMPKIC
KDVVQEAETVVESGCVPAKTPEAPAASPAPKEPPAPSEGTKERPSPPEKKAPLPKEEK
TKPKRSLTPTDDPWEPLKNAMLSSTIMWSIGIGFATFTYFYLKKKTKRLVDLFSVINI
PKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYE
ELDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGKNTPSDTONDIQSDDIPSSKITDN
EWNTLKDDFIYNMLONEPNDIPNDYTSGDIPLNTOQPNTLYIDKPDEKPFITSIHDRNL
YTGEEYSYNVNMVNSMDDIPINRDNNVYSGIDLINDTLSGNHNVDIYDEVLKRKENEL
FGINHKKHTTINRFAKPARDDPLHNQLNLEFHTWLDRHRDMCEQWNNKEEVLDKLKEEW
ENETHSGNTHPSDSNKTLNTDVSIQIDMNNPKTTNEFTYVDSNPNQVDDTYVDSNPDN
SSMDTILEDLDKPEFNEPYYYDMYDDDIYYDVNDDNDISTVDTNAMDVPSKVQIEMDVN
TKLVKEKYPISDVWDI

>MAL7P1.187, 2595 bases, 3B9AD333 checksum.
MARPSGSAGGGAGGKKEDESAKHMEFDRIGKEVYDEIVKKDVGAEAYKEALKGKLQKAA
STISELAGITDTCKRVQKYYEHENVGAARGKRYPCTNLKRNTNEEREFSNTLGGQCTNK
KMKCSNGEGACAPYRRLHLCHHNLETIETTSKTSTDTLLAEVCMAAYYEGESLTRQHV
KHKLTNSDVNINICTVLARSFADIGDIVRGKDLFYGNTYESTORKVLDDNLKTIFENT
KKSDTKLTKLNDEQIREYWWEANRETVWKAITCSDDLKNSSYFRTTACAGTRTNDKCR
CTKSSGAKVDDQVPTYFDYVPQYLRWFEEWAEDFCRKKNKKIKDVKTNCRDEKEKYCS
GNGYDCRKTIYKKGKLVIGEHCTNCSVWCRLYEKWIDNQKKEFLKQKNKYTKEMKKYK
NGESRSGSDGNKYDGYESKEFYKILKGGYEKVNNFLELLNEEKECKGISEVKEKIDEKT
VDNGFDKNINSPGTFYHSEYCKPCPGCGVKLEDNVWKEKKGGTCDRRKLYTTITNAES
TNIDVLSFGDKREDRETKLKAFCPKTNGDTTNGVHGSGDCGGTNSDPSLCEKWKCYKH
EHVOKVKNGEDDDDDDDVDGNYVKNGGGLCILPNPKKKEEEKTKKSEKEPDEFQKTEN
EFFYFWIGRFLNDSMYWRGKVGGCLKNKSEKCKNECNTKCDCFLKWITQKKTEWDKIV
OHFKKQDFGPQVENGGSGMLGGLMSCPDFVLKTVLKLEDLFENIKSGYGNVKETEGIN
KILDEEQKKNKEEADDGVGGGGIDFAAFAVSCTEDGVAKONTTIDKLLNQEDKDATEC
KKCEEQAARARSAETNDEPPGSPPRSEEVESEEEEEEEEEDEDHGPDDEEAKTAEGAG
EGEGAEAPKEVVPGPKDAEVPAATTTTONDVKVCKTVAEALKTSLTDACTLKYVTGKN
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YGWKCIPTSGGDKTATSEGSSESGRRIAKRSVETSGSSGGSGATGKSDGSICIPPRRR
KLYLGGFKRLTDGTSVSSEPTTATSSPSPKGDSLLTAFVESAAVETFFLWHKYKAENT
KTQOSESLLLPPQPVPVVDNDNPONQLLSGKIPPDFLROMFYTLGDYRDILFSGSKDEK
SSTYNDILKGDKEMKAKEEKIKEKITSFFQONGDSQPPNGKHVTQTSDKTPQQTWWQAH
GPDIWNGMVCALTYKEDTSGAKGESAKIEQDNEVETKLKEKLQKDKDYHYDTVTLKDE
OSGGDSTLNNPKLKNFVEIPTYFRYLHEWGONFCKERKKRLOKIEGDCRVEDGSKNCS
GYGEDCKDNLLNKPYDTLPSFNCRSCGIECRKYKNWIKGKRKEFEEQKQEYSKQKTDA
EGNNNGNEFYTKLEECPEVKDFLOKLEPCKKDNGEGKTIFQDEAEAFGHKKYCDPCSQ
FKIDCKNGKCKSGDTKVNCNRKNTIDATEIENIKTNTKEVTMLVSDGNKKEFFHGLNKC
RFAGIFEGIRKDEWKCGEICGYNVCKPINVNDLKVNGTONONQIIIITAFVKLWVEYF
FEDYKKIKHKISHCINSGNKSTCTNDCPNKCKCVKEWVEEKTNEWKTLKERFNDQYKN
DSQIYPVRSILEELIPQIDVTIDKKNYTSLEELEKTLKCNGSDKSQNGTQKDITECLL
GNLKDKIETYPSSTSGSEQCTTPPSNLDDYTHTDDDDAHEKEKQSPKFCKDGVVPEKS
KVPESEDDSTKTSESTKKGESSIEDIFKTCPYDNDTCNNYRNKNNIGCPPKTHHTNLN
HWKNTLIKFDKGKSTDMNDGILIPPRRRQLCFRNIRKFHGRIDSEQKFREYFIADVYN
EAKQLSRYYAKDNEKILEAIKNSFADYGNIVKGDDMLGDGLSEIIQKILVKLNEKKSN
AEKLALQOQLWENNKKYVWYVMLCGYKQGNHSVKNIENECTLPTTESEDQFLRWFQEWG
KIFCTRKKELKEEVKQQOCSNSICTKHKTIENRCOKACKKYSNFISTNONVYLLLKSQY
DKNYKRDKTGGREAHDYLKIKCKNGKCDCIVQONEFIDDDKWEKPYETLDKNLKSKCECT
KPKPTCTTNTAETEKKKEEENDQLPAPKEQTDPGSDTPPPLPTPSKPDELLPIQADQP
FDPTILQTTIPFGIALALGSIAFLFLKKKTKSTIDLLRVINIPKSDYDIPTKLSPNRY
IPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYAPRAPKYK
TLIEVVLEPSGNNTTASGNNTTASGNNTTASGNNTTASDTONDIQNDGIPSSKITDNE
WNTLKDEFISQYLPNTEPNNNYRSGNSPTNTNITTTSRHNMEEKPEFITSIHDRNLYTG
EEISYNINMSTNSMDDPKYVSNNVYSGIDLINDTLSGNKHIDIYDEVLKRKENELFGT
NHTKKNTSTNSVAKLTNSDPIHNQLELFHKWLDRHRDMCEKLKNDNERLAKLKEEWEN
ETHSGDINSGIPSGKLSDIPSDNNIHSDIHPSDIHSGKLSDIPSGKQVLNTDVSIQIH
MDNPKTTNEFTYVDSNPNQVDDTYVDSNPDNSSMDTILEDLEKYNEPYYDVQDDIYYD
VHDHDASTVDSNAMDVPSKVQIEMDVNTKLVKEKYPISDVWDI

>PFF0010w, 2879 bases, 44511BE2 checksum.
MAPQRAEDSNKSAKEVLDEFGQQVYKEKVEKDAKIYKGELEGNLASSSILGETASTDK
PCTFEYNKLLGARGKRHPCGNRQTVRESDEYGGQCTEFNRIKDSEHNNNDVGACAPFEFRR
LHLCDYNLEKMGSTKIKDKNVLLAEVCMAAKYEGQSLLKQYEEHKNNYPHTNICTVLA
RSFADIGDIVRGKDLFLGHQORKRKLEENLKOMFENIKKNNDKLDKISIEQVREYWWN
ANRDQVWEATITCHAAHSDEYFRKSTDGVTLYFDGRCGRELSSVPTYLDYVPQFLRWFEFD
EWSEEFCRKRNITLKSAKEECONDSKKLYCSLNGYNCTRLIPNKNYCSRDPICTPCSN
KCIPYDLWLRNRRDEFNMOKGKYENEIKTYESDNDISNSNINTEYYKSFYKKFAKSDY
KKVHDFLTLLNNGRYCKEGVDGKDAIDFNKTDDKDAFDRSEYCQPCPACVVECDGGKC
EEKKNSDGTCIEAQIYTVVRDETPTPIKVLFSGDHQKDITKKLSSFCKNPESENNRDY
OTWOCYYKSSDYNNCEMKGSLYKVEGDPNIIVSHECFHLWVQSLLIDTIKWETKLKKC
INNTNVTNCYNKCNKNCECFENWVEQKKKEWENVNDVYKDQKQSLGIYYEKLENLFKS
NEFFQVMKALEGDEKGKWYQFKDDLKKKFEPSEKNTRTTDSQDATIKLILDHLKDNATTC
KDNNSLEEDENCPKTKINPCIKRTRIPTRGASNNLVSVKHIAELMORSARKQLEAGAG
EINLKGDATKGKYTKKNGKAVALNDICSIDVQHSNSTYRSEKPCAGKNTGRFDIGTPW
KTGTNVKMTEDQAYMPPRREHMCTSNLEYLETDOQGPLKNSDGKFVNHSFLGDVLLAAN
HEAKKIKELYTKDNGLNDLKDKETVCRAMKYSFADLGDIIRGRDMWDNETGMKHAKKH
LKDVFDNIRKSLKNKGNQKYNYDDKKLPPYKELREDWWEANRHQVWRAMKCAIKEATI
DNCNGIPIEDYIPQRLRWMTEWAEWYCKMQSQEYKKLODACTGCKKKVDSCTKGTPDC
EQCDKQCKOYTEFITKWOPOWETMSYKYQTLYEEAERDATSGSVKKRTQLSKEDQRVV
DFLKQLLLRNSAAARNRVIRAAGSSATGGTTAMTPNTPYSTAAGYIHHELGKTVGCNV
OTKFCKHKIGSKASGTENKEYAFREKPYDHDDACACRPPKPTGGPGAGESPARSDADS
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RGPATVGAGEVEEDGDEVDSEEEEDEVEEEPPAEEVCEMVDTLLDESNGGKNGINGCN
PKDQVQPYPGWDCKLSTFKDKEHGSCMPPRRIKLCVSGLTQTNNIINKEDIRTHFITC
AATETYFAWLRYKKINTEADKELKEGKI PDEFKROMEYTEFGDYRDIFFGTDISTHNHT
PEVSSKVITILEKENGTKSEDKQKENNVLLEDWWKEHGPEIWEGMLCALTNGLTDDEK
KNEIKTKYSYDELNNAKKGDSSLEEFAQTSQFLRWMTEWGEDFCKKRKEQVETLQKAC
KFYECNINAEDTKTKCEKECKVYEQFIKOWKPOYEQOSKKFTTDKVQPEYAVDADVKK
STHAYQYLSKKLKKICQONGTTTDKCDYKCMENASRQPQTSACSQEQQQONKSSTENNY
PEAFDCPPKEIADKCNCPKPPEPKYCVDKTAYDIRKEREKKSDNSLKGNGTDIPLTDC
TKVDTITFFNDNIGTTTINEKEMYKVFPPNSDSCDNKSSNREFNSEKQWLCNNINLKKK
NICLPPRRQYMCLRKIERMITKDVDDKDKFFQVVMKAAKEEGIRILKNYKEQNKTDES
EICDDMKYSFADLGDIIRGKDLWNTDKNYKNIQDKIRYVFDYMHKKLNSDDQKRYKDL
VNHYDLRSDWWDANRRDIWKAMTCAAPRNAYIYKTTENSETKIRSTDMYYYCGHKDDP
PDNDYIPOQKLRWMTEWSEYFCKELNRKLEQMKTNCDSCKLNDSNCRDSNDGNNCRKCQ
ONCQEYTKLVNQGKKQFILODNQYKEIYKKISNNSDGKAYVGTHVVEFLKKVEKNKCS
DLNSADKYLYKGSNCKNLTFTENDNEHRTRTYAFTEKPIEYKNKCTCEITNHPLDKCP
TPONRIICNNLKLINSYKKNYTINLKEWNNNLVPKISSDNYGVLVPPRRKHICLRNIT
ANFLENKIYGKEKLRNAVLNAAYNEAYFLWTVYNKDSTTAFEATIKYSFADYGDIIKGT
DIMESSLSDKIGNIFTNTKDTNARSKWWNEIKYQVWHAMLCGYRTANDKEVIDADTCK
LPTEDEIPQFHRWLIEWAKQACKEYRIRKSAFEQFCHCSTAGGLSGLDLLKNHSCNYE
LTQYIGWNTMVKQYMDGFDIKFQKVKNASTNSSISENSAQEYIKGKIEGNECDFNDME
NIYEKITNRKNKDFQEILGILCPNKKIDKDKSKEILDETSSKPKEEDTSHVQPPPLPP
KPSTPEVEPLPSDEPFDPTILQTTIPFGVALALGSIAFLFLKKKTLSPVDLFSVINIP
KGDYNIPTLKSSNRYIPYASDRYKGKTYIYMEGDSSGDEKYAFMSDTTDITSSESEYE
ELDINDIYVPRAPKYKTLIEVVLEPSKSNGNTLGDDIPHTNKFTDEEWNELKHDEFISQ
YVORESMGVPQYDVSTELPMNIGGNVLDDGINEKPFIMSIHDRNLYSGEEYSYNVNMV
NSMDDIPINRDNNVYSGIDLINDTLSGNKHIDIYDEVLKRKENELEFGTNHTKKNTSTN
SVAKNTNSDPILNQINLFHTWLDRHRDMCEKLKNDNERLAKLKEEWENETHSGNTHPS
DSNKTLNTDVSIQIHMDNPKPINQFTNMDTILEDLEKYNEPYYDVQDDIYYDVNDHDA
STVDSNAVNVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PFF1595¢c, 2238 bases, 21C71EAQ checksum.
MAPGRGAGGDGIEDTTAKHLLDSIGKKVHDKAKNAALDRSNSDLOGFLSEAKFEKNES
DPQTPGDPCQLQYEYHTNVTLGYDKENPCKKRSDVRFSDTKGAECDNRKIRDSEKKSN
YGACAPYRRLHLCDQHLEKINRYDKVNNHTLLTDVCLAAKFEAESLKTYRGQHQLTNE
GSQICTVLARSFADIGDIVRGKDLYLGNNKEKKQLEENLKKIFKEIYDKLDGKNGKKT
LOERYKGDTTNYYQLREDWWNINRKKVWDAITCGAAGGTYFRKRACSSYYPTGEDCRC
VANVPTYFDYVPQYLRWFEEWAEDFCRKKKKYVDIVKTNCRGESGKDKYCSGDGFEFDCT
KTVRAKGIYAIGDDCHKCSFWCGFYKKWLANQKQEFLKOQKKKCENEMLSISKKKQSTK
YNVYEGYDEEFYKILKSGEVGGLNKFLELLKEQSECNRFSTDEGI IDFTKANDKPNEE
KGTFYRSKYCEECPECGVEKKDNGEFQKKEKNNGECDGKKLYEIPIDTKHNVIPVLSF
GDERDQIKNKINTFCTKKDNNREMEELTEQWKCYKEDDIKKHVENDYKDDVNGSGGIC
ILEKTNGDKNGKKQKTFNDFFHFWVRHLLNDSIEWREGLKKCLONDKKTCIRKCNDNC
KCYESWVQOKKTEWNAIKEHFDOOKDICQOOGILGDRIKSPYFVLELVLELEYFPLIK
EAYGDAQAIEGINKTLDKKKQEEGVLGASNEETIIDYLLDHELEEADKCVKKNPLDKC
NQOKKQKQQEQDTGPARSNTSADTPRNGPTVEEVDSEEELENEEEGEEGTPPEENGGG
GGAEAKDTDRKGDRKVKETTEVTKDVVTPACEIVDKLFONPQOQFKEVACNQKYGYPQR
HWGWRCVAPSDTTKTTGSETAGSRTTRAADGAEPTRDDGNGDGAGGAPAKSGGSGATT
TSSGSICVPPRRRRLYVGGLTKWAEKQSSQGGGAPQVSPSATASSGSQSDPLLLTAFV
ESAATETFFLWDRYKKIKEKEIEEKKKQENEKYNILGVKQEDILSDODHPOQKKLQOKSG
EIPNDFLROMFYTLGDYRDILVRGGHKTNGVHTNSDKTNIVLLASENRGEMEKIQQET
DKILKQSGTEATSGAQENSVTTPOQOTLWKDFAPQIWNGMICALTYEDSGDKGGKPTQN
EQVKGOLLESDGKKPKKDKYGDYDKVQLKEENDTEVKGODGLTPQTTHLSKEFVLRPPY
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FRYLEEWGETFCRERKKRLKQIKHECKVEENGDRRRGGITRQYSGDGESCETISNHDY
SKVSDLEKPSCAKPCSSYRRWIERKKDEFIKQKDRYQTESDKVRSDNGFSKTLRNYND
AAQFLKRLKNGPCKNNDNGEGKIEFNEKSETFQHTDYCGTCSLIGVKCKKGHCDNAAN
GKDCPTGKITAGSFGNEGDSIGNVDMHVSDNGEKGFGDLKEACNGKGIFEGIRKDEWK
CDKFCGVQICGLKKNNDIDONQITILIRALFKRWVEYFFEDYNKIKNKISHCTKNDKKS
KCISGCEEKCKCVSKWIDOKSKEWTIVRKRYLEQYKNADSGDTFPVRSFLEELIPKIA
VVNDQDNVIKLSKEFDNPCGCSFEANSQNKNGHKDAIDCMITKLOQKKIEECQSKHSVEK
TEKECQEYTPPVEDDEEDLLLOQEEENTVEAPKICDDVLKTPPKQEEGEEKCEPAQTAP
KKPAADSERQTPEEKLPPPPAAKEEKPPKONAEKTKPKRSPRPIDDLTPALKKAMLSS
TIMWSIGIGFATFTYFFLKKKTKSTIDLLRVINIPKSDYDIPTKLSPNRYIPYTSGKY
RGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYVPHAPKYKTLIEVVLE
PSGNNTTASGNNTTASGNNTTASGNNTTASGNNTTASDTONDIQNDGIPSDTPNTPSD
IPKTPSDTPPPITDDEWNTLKDDFISNMLONQPNTEPNMLGYNVDNNTNTTMSRHNVE
EKPFITSIHDRNLYTGEEYSYNVNMVNSMDDIPINRDNNIYSGIDLINDTLGGNKHID
IYDEVLKRKENELFGTNHVKHTTINRFAKPARDDPIHNQLELFHKWLDRHRDMCEKWE
NHHERLAKLKEEWENETHSGNNHPSDNTPPTSDIPSGKLSDIPSGKLSDIPSGNHVLN
TDVSIQIHMDNPKPINQFTNMDTILDDLDKPFNEPYYYDMYDDDIYYDVNDDNDISTV
DTNAMDVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PFAQ0Q05w, 2163 bases, FF481D5A checksum.
MVTQSSGGGAAGSSGEEDAKHVLDEFGQQVYNEKVEKYANSKIYKEALKGDLSQASTIL
SELAGTYKPCALEYEYYKHTNGGGKGKRYPCTELGEKVEPRFSDTLGGQCTNKKIEGN
KYIKGKDVGACAPYRRLHLCSHNLESIQTNNYNSGNAKHNLLVDVCMAAKYEGDSIKN
YYPKYQRTYPDTNSQLCTVLARSFADIGDIVRGKDLYLGNPQESTOQRIILENNLKDIF
AKTHSDVMSTSGSNGRALQKRYKDTDNYYELREDWWALNRDQVWKAITCNAGGGNRYF
ROTCGSGEWAKDKCRCKDDKVPTYFDYVPOYLRWFEEWAEDFCRLRKHKLKDAKNKCR
GDSGNDRYCDLNRYDCTQTIRGNEHFVEKDDCKGCQYSCAHFVNWIDNQKLEFEKQKE
KYTKEIKKKHPTTIIIKTANRKTTINNLYVKEFYKKLOEKYGDVENFLOKLNEEQICK
NQPYNDESSIDINFKSIKDIDIFSHTEYCQACPWCGAKRKGKGWEPKEKTCGKTKTYD
PKKTTNIPILTPYISQQSILKKYNKFCNGNGGNGAPATATGGGQIKNWQCHYEGDNND
NCVEGEWKEFKEGKNVMSYNAFEFWKWVHDMLIDSMQWRNEHGNCINKDNDNTCKNSCK
RPCECFKRWVDOKKKNEWEAIKDHFKKONIAAETQCDPGVTLOWVLILDFLKDESTED
KENKVSAEEAKEIKHLROMLOOAGVDDPAAFARPCTEDGVAEQDTIMDKLLNREENDA
TECKKCDKPPPAPTAGDRGPGARADPHDVQQPRPPGSGPGTDANDEDDDDDDDDDDEE
DGEAKEEEEDEEKQEDVHQEEKAKKEEPQKEEVARTPKDDVNVCNIVNNVEFTDGSSLQ
AACSLKYGKNAPTSWKCVTPSGNTSDTTVKSGDTTGGSICVPPRRRRLYVTPLTRLTG
GDSTTQASQASEVQTQARGSNTDKSPGSSEAAQGDGVSKDPQKALLKAFVESAAVETF
FLWDRYKKIKEKEKKEKKKTYEQIYESTDYDDEEKDPQEELKKGIIPDEFKROMEFYTL
GDYKDILYSGDTVNGGNEDKIKKAINNYFQKIREQSSSDNNPSPRSVKTPSTSDKDPQ
TWWNAHAPSIWNAMVCALTYDTNSGGEGKTTTITQDPNLKTALWDENGKKPLKTKYQY
DSVTIGASGAKPQTKAKPTGGDTPLTQFVLRPTYFRYLEEWGONFCKKRTEMLEKIKY
ECKVGQOGRGGRKQKTPQCSCYGENCDDQLDDNPSTDADLKCPGCGRECRKYKKWIEKK
KEEFTKOSNVYEEQKTKCOKESKSAKGNNHGNEFCGTQGTCDTAGDFLNRLKSGPCKK
ENGKDNQEDEINFKDEDKTFGHENYCAPCPVFKDICKKKDCRNASNNMCNGKDFITAE
DIKIMDSSSEEVNMLVSDNDTNKFDGGLDACKDAHIFKGIKENKWSCGNVCGYNVCKP
KKVNGEKGSGENNDQIITIRGLVTHWVONFLDDYNKIRTKLKPCRNNGEVSKCIKDCV
KKWVEKKTEEWPKIRDRYLEPYKSDDGYNKKSLVRSFMETLIPLMDLTNGKEKIQELN
KFLRSYECNCADNSQOKGDTPKDIVECLLEKLEDKANKCKTQTSGTDCHPSTPLEDDD
EPLEETEENTVEQPNICPTKQPOQPEKEDGCEAAPTTAEETSPTATSEGTENQSPPPPP
PAPAPAPAPAPEKSQPKEDKKVEPQPKPQPTNPPPNLENNPAVIPALMSSTIMWSIGIT
GFAAFTYFLLKKKTKSSVGNLFQILQIPONDYGIPTLKSKNRYIPYRSGTYKGKTYIY
MEGDSSGDEKYAFMSDTTDVTSSESEYEELDINDIYVPHAPKYKTLIEVVLEPSGNNT
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TASGKNTPSDTONDIPTSDTPPPITDNEWNTLKDEFISQYLQSEQPKDVPNDYKSGDI
PLNTOQPNTLYEFNKPEEKPFITSIHDRDLYTGEQISYNIHMSTNTMDDPKYVSNNVYSG
IDLINDALNGDYDIYDEILKRKENELFGTNHVKQTSIHSVAKLTNSDPIHNQLELFHK
WLDRHRNMCEKWKNDNERLAKLKEEWENETHSGNTHPSDSNKTLNTDVSIQIDMDHEK
RMKEFTNMDTILDDLKTYNEPYYDVQDDIYYDVNDHDASTVDSNNMDVPSRVQIEMDV
NTKLVKEKYPIADVWDI

>PFAQ765c, 2203 bases, FATA87C0 checksum.
MVTGSGGEDKYKSAKNAKELLDMIGKDVHEIVEKDEAKKYIDELKGNLQKAKGIGELA
AFPDTCKRVEQYRSKANGDGKRYPCTELSEKYVERFSNTLGGQCTDSKMRRDGIGACA
PYRRLHLCHHNLENIKDVNNIDNDTLLAEVCMAAYYEGESLTRYNPIYQTKYKDSGST
MCTELARSFADIGDIVRGRDLEFRGNDEEKKKRDELEKNLKTIFGKIHSRLTKDAQNYY
EDNDTDKNYYQLREDWWKVNRDOQVWEAITCEAKSDDKYNVIGPDGKITESNKGQCRCF
SGDPPTNMDYVPQFLRWEFEEWAEDFCRLRKHKLKDAIDKCRTPKGKEKYCDLNRYDCE
QOTIRGDHDFVEDDVCKGCQYSCSHEFVNWIDNQKLEFDKOKRKYKSEIKKYKSEITGGA
GGKGKTRKRRSASNENYEGYEKKFYDKFKSRYKEVGEFLGLLNNETTCTKKLNDQGEE
EGTINFKNVHSGKHSSGGDGNKTFYRTKYCEACPWCGAQKVEGGWKDKNKDCAKKKER
IFDEHNTTTIEILTADKKQLDILKKYSKFCDSVNGTANVEKDKKRVSNGATGKKGNQI
VTWQCYFDKEKPSKKNNNCVEGEWKDFEEGKSVKSYNGFFWKWVHDMLIDSMQWRDEH
GNCINKDNDNTCRNNKKCNKECGCFQKWVEQKKKEWONIKKHFDKQTDIVIEGGPLGE
LSHCGVLEWNLKEEFLKDESTEDKENKVSAEEAKEIKHLKKMLQQAGVDVGDLAAFVG
PCTKGPVAGONTTIDKLLNQEDKDAKDCQSKHNDCPQPPAEEVGVARADTPTQATGGP
RPATTKNTEDDDAEEDEEDEEEEEEEEEKENADAGGEDGKEEKSEEKEEDPPAAVEDT
AVKRPQOETQPEEAPTATDPSLNVCTTVDKALTDQTNLTKACQQKYEKGREKEFPNWKC
IPSGDNSTTREGSESGLRRSRRDADSQTPGEKTTPPSGTNQGAICVPPRRRKLYIQKL
PDVEFDDKSLRKWEFIETAATETFFLWDRYKKIKAKEKKEKEDAKGQIYESAGEDDEDK
DPQEELQRGDIPDGFLROMEYTLGDYRDILEGKNDILIGKTGTGSAKDEMADKENKIK
EAIKKFFONGDSQLPSGKPGDERKKFWEANEKHIWNAMVCALTYEEKTSSASGGEKNT
TITODDGLKGALIKDGNPKNPQYHYEKVTLENSGPSPKLQTGSPGTSGDNTPLTQFVK
IPTFFRWLHEWGSDFCGTRKRMLDKIIFECRGNGKVCSGDGEDCKDQLKHNPSTVRDF
LCPTCGRHCSFYKKWIDIKKKEFEEQSNAYTGQKDKCKKDSNNGFYRKLQTYNEAKDF
LOTLRPCKTNNENNNGDDKLDFTNPKETFRPAKNCKPCSEFKVKCDYDNCTGANANTC
TTRKISPKDIDEKTDPNGNIEMLVSDDSATGFAGDLNDDCKNAHIFKAFREDVWTCGK
VCGYNVCKPVKVNGETFDAKKKGENQITTITTRALFKIWLEYFLEDYNKIKKKLNPCRNN
GEVSKCINDYDEKHKCVEQWIEKKRAEWEKIKKHYKRONEKGDTEMISLVRNFLGDVQ
POQTEVHKAIQPCKDLDKFQDSSYCTVNGSSAKGKDGTQKDIVECLFQKLEEKAKTCST
STSEETONTAQCQDTHPDDDLSLEETEEVKAPNICPKDPESKKDEPDDCCEQAKALPK
ETADVVADNGSGNDEVQEEEESEEKNKGDAAPLPEKPSGDSTSTDQTEPPAPAPQPLP
SDNTSDILKTTIPFGIALALTSIAFLFLKKKTHAPLDLFSVIDIPKSDYDIPTKLSPN
RYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYAPRAPK
YKTLIEVVLEPSGKNTTASGNNTTASGNNTTASGNNTTASGKNTTASDTONDIQONDGI
PSSKITDNEWNTLKDEFISQYLOSEQPNDVPNDYKSGNSSTNTNITTMSRHNVDQKPF
ITSIHDRNLYTGEEYNYNVNMVNSMDDPKYVSNNVYSGIDLINDTLSGNQHIDIYDEL
LKRKENESFGTNHVKQTSIHSVAKPISDDPLHNQLELFHKWLDRHRDMCEKWNNKEEL
LDKLKEEWENETHSGNIHTSDSNKTLNTDVSIQIHMDNPKPINEFTNMDTILDDLKTY
NEPYYDVQODDIYYDVNDQDVSTVDSNAMDVPSKVQIEMDVNTKLVKEKYPIGDVWDI
>PFB0010w, 1711 bases, BE834973 checksum.
MATGSGGDSSRDESVKDLEFDRIGKKVYEKTEKIAKRYTTELHGDLSKATYPNDKHPEG
STENNPCKLQYDYNTNVTHGFGQEYPCETDIVERFSDTEGAQCDKKKIKDNSEGACAP
YRRLHVCVRNLENINDYSKINNKHNLLVEVCLAAKYEGESITGRYPQHQETNPDTKSQ
LCTVLARSFADIGDIIRGKDLYRGGNTKEKKKRKKLEENLKTIFGHIYDELKNGKTNG
EEELOKRYRGDKDNDFYQLREDWWDANRETVWKAITCNAGSYQYSQPTCGRGEIPYVT



62

LSKCQCIAGEVPTYFDYVPQYLRWFEEWAEDFCRKKKKKIPNVKTNCRQVQRGKEKYC
DRDGYNCDGTIRKQYIYRLDTDCTKCSLACKTFAEWIDNQKEQEFDKQKQKYQNEISGG
GGRRQKRSTHSTKEYEGYEKHFNEELRNEGKDVRSFLQLLSKEKICKERIQVGEETAN
YGNFENESNTFSHTEYCDRCPLCGVDCSSDNCRKKPDKSCDEQITDKEYPPENTTKIP
KLTAEKRKTGILKKYEKFCKNSDGNNGGQIKKWECHYEKNDKDDGNGDINNCIQGDWK
TSKNVYYPISYYSFFYGSIIDMLNESIEWRERLKSCINDAKLGKCRKGCKNPCECYKR
WVEKKKDEWDKIKEFFRKQKDLLKDIAGMDAGELLEFYLENIFLEDMKNANGDPKVIE
KFKEILGKENEEVQDPLKTKKTIDDFLEKELNEAKNCVEKNPDNECPKQKAPGDGAAP
SDPPREDITHHDGEHSSDEDEEEEEEEEQQPPAEGTEQGEEKSESKEVVEQQETPQKD
TEKTVPTTTPTVDVCDTVKTALADTGSLNAACSLKYVTGKNYGWRCIAPSGTTSGKDG
ATCVPPRTQELCLYYLKELSDTTQKGLREAFIKTAAQETYLLWQKYKEDKQNETASTE
LDIDDPQTQLNGGEIPEDFKROMFYTFGDYRDLFLGRYIGNDLDKVNNNITAVFQNGD
HIPNGQKTDRQRQEFWGTYGKDIWKGMLCALQEAGGKKTLTETYNYSNVTEFNGHLTGT
KLNEFASRPSFLRWMTEWGDQFCRERITQLOILKERCMVYQYNGDKGKDDKKEKCTEA
CTYYKEWLTNWODNYKKONQRYTEVKGTSPYKEDSDVKESKYAHGYLRKILKNIICTS
GTDIAYCNCMEGTSTTDSSNNDNIPESLKYPPIEIEEGCTCKDPSPGEVIPEKKVPEP
KVLPKPPKLPKROPKERDFPTPALKNAMLSSTIMWSIGIGFATFTYFYLKKKTKSTID
LLRVINIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITS
SSESEYEELDINDIYAPRAPKYKTLIEVVLEPSGNNTTASGNNTPSDTOQNDIQNDGIP
SSKITDNEWNTLKDEFISQYLQSEQPNDVPNDYSSGDIPLNTQPNTLYFDNPDEKPET
TSIHDRDLYSGEEYSYNVNMVNTNNDIPISGKNGTYSGIDLINDSLNSNNVDIYDEVL
KRKENELFGTNHTKKNTSTNSVAKELCGDPIMNQLDLLHKWLDRHRDMCEKWNNKEEV
LDKLKEEWNKDNNSGNINPSGNINPSGNTPPTSDIPSGKLSDTPSDNNIPSSNKTLNT
DVSIQIHMDNPKPINQFTNMDTILEDLEKYNEPYYDVQDDIYYDVHDHDVSTAGSNAM
DVPSKVQIEMDINTKLVKEKYPISDVWDI

>PFB1055c, 2199 bases, 46227279 checksum.
MGSGKGGDPQDESVKHMEFDRIGEDVYEQVKSETVNYVSELEGKLSLAPILGVESGSTN
ETCNLVODYYNKPVYGNSNRYPCKNLKGITNEERFSDTLGGQCTNKKIKGNEYSTKSG
KDCGACAPYRRLHLCSHNLESIDTTSMTHKLLLEVCMAAKYEGNSIDTHYPQHQRTNE
DSPSQICTMLARSFADIGDIVRGKDLEYGNSKEKEKRDELETNLKTIFGKIHEKLKDK
EGAETRYGSDTTNYYQLREDWWYANRATVWEAITCDVHGSDYFRQTCGDKETTATRVK
DKCRCKDENGKKPGSNADQVPTYFDYVPQYLRWFEEWAEDFCRKKKKKLEKLEQQCRD
YKONLYCSGNGYDCTKTIYKKGKLVIGEHCTNCSVWCRLYESWIDNQKLEFLKQKQKY
ETEISNSGSCGGSGGVKGRNRKKRGAGVETATNYDGYEKKFYKELKESEYGKVDDFLK
LILNNEDVCKKIKDEKEKIDFTKPADKNSNNEGTFYHSEYCKPCPDCGVKRKDNQWKDK
YDGKCTRGKLYEPASGAQGTPIKILKSGEKQKEIETKLKAFCDOTNGDTTNSVARGGG
ADGSGSKSNSKELYEEWKCYNEVQKVKDDKNGEEEDEDEEDVDKVKKAGGLCILENKK
HESRNNSSNEPEQFQKTFHDFFYFWIGRFLNDSMYWRGKVNSCINNPKRKKCRNECKD
DCGCFKEWIGKKKEEWENIKKHFKTQEAFKNKRENSGIDMFSGLMDSADVVLELALEL
EQLFODIKDGYGDVKELKGIKELLDEEKKKKQAEEAVVVVVADNQKKTTIDKLLQHEG
DDANNCLKTHKEKCEETQPKPPGAGGPGAPSETGETTTLEDEEEEEDEEEDAGDEVEE
GETVDTTEGDETETVEQPVKDTDREGEEEEAKKATDTTTSLDVCDTVKNALTNNDNLT
DACKLKYGPGGKEREFPNWKCVSSGEKSVATAGSSGATGKSGDKGAICVPPRRRRLYVG
GLTKLTSAGTSSESPQGGSESSRASDVSQGNGGDDITTTESLRKWFIETAAIETFFLW
HRYKKEWEAQKKAELQRNGLLLGTGASLNLGGDDSNPQTQLOQKSGTIPLDFLRLMFYT
LGDYRDILVRGVADDKNGGNNIILNASGNKDEKQKMEKIQEKIEQILPTSGNKETRGP
ONSVNDROQSLWDRIAEHVWHGMVCALTYKDDDNGLKGVVKKPOKIENPEKLWNETTKK
PKDEKYQYQTAKLEDESGEKRPDSSASGTKLTDFIKRPPYFRYLEEWGENEFCKKRTEM
LGKIKEDCYKNGGRCSGDGLKCNEIVIDKEKIFGDLLCPTCARHCRFYKKWINTKRDE
FNKQSNAYSEQKKKYEEENDSAQKNNGVCGTLKDDAAEFLNRLKNGPCKNESEENKKA
EDEIDFKKPDDTFKDADNCKPCSEFKIKCENHNCSSGGNTQGKCDGKTTIAATEIENT
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KTNTKEVTMLVSDDSKSATEFKDGLSECKDKGIFKGIRKDEWECGKVCGVDICNLKKK
DNIGKESDKKYIIMKELLKRWLEYFLEDYNKIKHKISHCTKNGKGSKCIKGCVDKWVQ
OKKEEWKQIKERFNEQYKSKTSDEYFNVKSFLETWIPKIAVVNDOQDNVIKLSKFGNSC
GCSASAISTNGNEEDAIDCMIKKLEKKIDECKRKPGENSGQTCNETLTHPLDVQDEDE
PLEETEENPVGKQHPSFCPPVEDKKKEEEGETCTPASPAPAPAPAPASPSPTPAPADE
PFDPTILQTTIPLGIALALGSIAFLFLKVIYICVVYMYIYMCFCIYMYVWKKTKHPVD
LFSVINIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITS
SSESEYEEMDINDIYVPGSPKYKTLIEVVLEPSGNNTTASDTONDIQNDGIPSNKFEFSD
NEWNTLKDDEFISNMLONQPKDVPNDYKSGDIPENTOQPNTLYFDKPEEKPFITSIHDRN
LLNGEEYSYNVNMSTNSMDDPKYVSNNVYSGIDLINDSLSGNKHIDIYDEVLKRKENE
LFGTNHVKHTSIHSVAKNTNSDPILNQINLFHTWLDRHRDMCEKWENHHERLAKLKEE
WENETHSGNTHPSDSNKTLNTDVSIQIHMDNPKPINQFTNMDTILEDLDKPENEPYYY
DMYDDDIYYDVNDHDTSTVDTNAMDVPSKVQIEMDVNTKLVKEKYPIADVWDIT
>PFAQ0680c, 186 bases, 95132A2 checksum.
MLAQKNTNKKPEGNTLTNILFKDKKKKNLDPQISSLVSLVDNMNITQEKKDKIKNLSL
KYINSRDVKEKNESINELOQKYSNNEECKEYMDSYLMHLRMONDIKCLKRKNLWNNIWI
VSTTLLLITIMIVCLEFSVDITSSSALGPAFILLIFITHIVARYFPDMKIGFKKLKTKL
NTFFONKKQITK

>PFC0005w, 2209 bases, 1F149D19 checksum.
MVRTLDPEEELRGIEDTTAKHIFDRIGKIVHEKAKKNAEQYRSQLKGSLLKATFEKAP
AGQQTPGNTCELKYQWHTNVTKGGNKEYPCRNGTEKREFSEVSGGECDDSKIKGSNGGA
CAPFRRLNLCVRNLENINNYGKINNDTLLADVCLAALHEGDSIRGDHDKYKETNDSSQ
LCTMLARSFADIGDIIRGKDLYRGNNGKDKLEENLKTIFGKIHEGLKNGKTNGIEERY
GNDPDFFQLREDWWTANRETVWKAIRCSAPRDADYFIKTVCSGGKTPTQGKCRCIDFS
VPTYFDYVPQYLRWFEEWAEDFCRLRKHKLONAKNKCREKHKDGKKLYCDLNGFDCTQ
TARGKNKYKYEHDCIECYSSCDHFVHWIDNQKKEFEKQKNKYDKEIKKAYGKNGTTTK
ETSNGPINNLYVGDFYSKLOQOTYGSVDKFLKKLNDEAICKKHPEVEEKTDVNENENLD
DIFSHTKYCQACPLCGLENDSPPWKPKPEKECRDQQIRNFDDNESNEIKLLVKDKGGQ
TMVEKLGGLCGNGAKKNNIQEKTWKCYYDKNKENSIGGGDKDYCVLKNDKKNRTQLET
VSENSLFWRWVTEMLKDSIDWRKEYKNCINNGDKSTCKNVCKKPCDCFQKWGVRKTKE
WOOVKAHYEKEDFGKGLTPYKTLEWVLDLSYFPITIKEAHPKEKPVQKMEETI IKKNQEN
ISRVTKONNSITKFLOQELQEANNCLOQKRKQDCKPPQOSAEEGVAKTGQPRAEDEEDS
PRPDAGAGEVDDEDDDADNDDEITPRDLNIEVDDLDSKDPEDQVEEEKAKDNTDETVE
TAKETKEDTDRKGEEKQPKEEVDNVKPCEIVKTLFTNGDNTALNEACKQKYQYGKEKF
PNWKCVPTTRGSGEPTGSSGSICVPPRRRRLYVTPLTRLAGGGNTAASQGSGEAAQPV
TVTQPQASGGNTQVAVSPGGAASSTSTTESSQLLRQAFIESAAVETFFLWHKYKVDKE
KEDKEKNGRNMVVYTSPVPNDLYEKLKKGEIPDDFLROMFYTLADYKDILFSGDKDNK
NGYNDILSGDKELHEREKEIKGAIEKHESNSVKTPSTSGNDAKTWWKENAPHIWEGMI
CALTYKETSGSGGEKQIEKDSDVYNKFFGSTAATQKGTYESKYKYTDVKLEENSGTGG
PRGPNESPNSKPPSSTSENKPTTLDSFIKRPPYFRYLEEWGETFCRERAKRLAQIKVD
CRGDENTNRSNDGDGFDCEKKVTNKDVFLEDFNGSSCATCCSSYRKWIERKKIEFEEQ
ENAYEEQOKKNCVNGNNKGGVNGVCGKLEENAAGFLOKLGSCKKDSGEDNGNGNEEDK
LNFROPNVTFRPAENCKPCSLIEIKCKNGVCNGDPTKGECNGETVTAEEIEKMNDLNG
NIDMLVSDNGKNEIPEDLKSSCKDANIFKGIREDVWKCGKEFRDVDVCVLKNENKHIHD
KKNVLIRTLFKRWLEYFFEDYNRIQKKLKPCIENGKGKEQKCFKGCKENCDCVKKWVE
EKEKEWPKIRKRYLEQYKNAGGSDDYKVKSFLEDPQFYNEVNKAVKPCDDLNAFERST
HCNGPNSSQKKDVERRDVVVCLLDKLEKEAKKCEQKHONSGNPQQPCEGSTPPDDEEE
ELLEEDEQONTVGKEKVGNKAPAICGDVEEQKEKEEGDCDKAVTPDSDTGGNGEKEDSR
SEEEEEVSGSGDQGSPPAPPPPESPQEKAPAPAPEELPPGPERPPKPAAPTSTPEVPA
QPLPSDNTSDILKTTIPFGIALALTSIALLFLKKKTKSTIDLLRVINIPKSDYGMPTK
LSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEEMDINDIYVP
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GSPKYKTLIEVVLEPSGNNTTASGKNTPSDTONDIQNDGIPSDTPNTPSDIPKTPSDT
PPPITDDEWNTLKDEFISQYLQSEQPNDVPNDYKSGNSSTNTNITTTSRHNVEEKPET
MSTIHDRDLYTGEEYNYDMSNNSGIYPSSSNRDSLSGTKVPYSGIDLINDSLNSGNQPT
DIYDEILKRKENELFGTNHVKQTSIHSVAKLTNSDPIHNQLELFHKWLDRHRDMCEKL
KNDNERLAKLKEEWENETHSGNIHTSDSNKTLNTDVSIQIDMDDGKPKKEFTNMDTIL
EDLDKYNEPYYDVQDDIYYDVNDHDVSTVDSNAMDIPSKVQIEMDVNTKLVKEKYPIA
DVWDI

>PFD0005w, 2646 bases, 588715EB checksum.
MVRTGGSGGGGVDKDGIDHQSAKHLLDSIGKKVHDQVKNGADGTGASGDAKNYIDDLK
GDLQKAPNINPKLIGTDDPCKLVEDYYNNHVNGDGKGERYPCTELSGKKFQNPFSDTL
GGQCTNSKMRSGCEGACAPYRRLHLCHHNLESIETTSKTASDTLLLEVCMAAKYEGQS
INTHYTKHEHSNKDSPSQLCTVLARSFADIGDIVRGKDLFYGNTYESARREKLENKLK
EVFGKIHGGLSEEAKKKYQDGDGNYYQLREDWWTANRETVWKAITCEVKSGNNYFRAT
CGDEKNPSLTSKQCRCDKDKAGKPIKGSGNVNIVPTYFDYVPQYLRWFEEWAEDFCRL
RKHKLKDAIKKCRGKNGEEKYCDLNRYDCKNTASGKHVFFEDFDCKDCQYSCAPEFVDW
IDNQKLEFLKOQRKKYTKEITSGGSCGGSGRKKRDATTTNYEEYEKKFYKELKGTKYKV
VNNFLEKLNDEDVCTKNNDIKDGGNIDFKNVHSGSAKKGDGNNKTEFYRTKYCEACPWC
GAEKVEGGWKAKEENCSQTKDYDPDKTTTIEILTGDTRKSDMVQKYKKFCNGNGGNGE
KSATPNATSREKGKKGDOMEKWICYYDENKEKKYGSDAINFCVLODGKQHRKEQKVTS
YNAFFWKWVHDMLHDSVEWRERLNSCINNAKSONCKNNEKCNKECGCFEKWVKQKKEK
EWEAIKDHFGKQKDIIEQTGCDAGVTLAAVLKLEFLNEDTEEKSEKGLDAEEAKEIKH
LROMLEQAGVRDLAAVGGPCTEGGVAEQNTIMDKFLDEELKEAEQCKNCPKPKAQQEG
PGGARSADSPPAGTEDHPDAEDDDDEDDDDDDDEDEEEEEEEEDPQCKTVNDILSTDD
RTKQVGDCHEKNYGKNGPDWKCGDLTLVDDTKVCMPPRROKLCLYYIAHESETKNIET
ODDLRDAFIRTAAAETFLSWQYYKIKNGADAKQLDNGTIPEEFLRSMYFTYGDYRDIC
LNTDISKTVNDVAKAKDKIGKFFSKDGSKSPSGTTTPQDWWQTYGKDIWKGMICALTH
GVTNTEKKTKIKNDYSYDKVNQSONGNPSLEDFAKKPQFLRWMIEWGEEFCAERGKLE
ONIGKSCNGINPIQYCSDNRHPCNKACDEYKNYVETKQKEFRGOQTTKFVRDANLENAD
QEYKDYKTTQOGPSKQGNDYLKDKCDNKKCSCMEGNVLTDVSSKKPFGIYAHKYSEKCN
CLGAKFVPTNVPPAPPPQPPPPPAIPAPATTPGVNPCEIVNTLFSDTNKFKDACTLKY
GPKAPTSWKCIPTGNTSNEGAATDSEGSDAKSRHKRDLAPSSGSNQGSICVPPRRRKL
YVTPLTKWAEETTKGSKSQESGKAEGTSESSGSEASSPGGTSSQGEKSPQGLSTPAST
SSPSNSRDDDLLKAFVESAAVETFFLWHKYKMDKQKELDEKKKQQRESGLVGALDGNS
GNVDDEDKDPQKKLEKGDIPEEFKROMFYTLGDYRDILVRGGNTSDSGNTNGSNNNNI
VIEASGDKQDEMKKIQKATIDEHINSLKQAASVPNPQRPGOOQOONSSLTRETLWKEHAP
SIWEGMICALTYKENDEKKIVKDNEVYEKFFGTTPGTTSGKYKEKYEYNTVKLDENSD
TEAKDTKATAPSDNTPTFLSHFVLRPPYFRYLEEWGETFCKERKKKLAQIKVDCKVDS
ADYKCSGYGEECKIEDISNIGVFADLKCPGCGRECRKYKKWIERKKIEFGEQKSAYVK
OKTKCKEESGGGGNGVCGTVKTCDTAAQFLERLGPCKNNDNGEGKIEFNEQSETFKHT
KHCDPCSSFKIDCRNGKCKSGDTKGKCDGITTIDAKEIAKMISSTPDVVMRVSDNDTN
TFEGDDLKVCEGKGIFKGIRKEEWKCRNECGLDVCGLKKGDNNGKLDDKQITILIRALT
KRWLEYFLEDYNKIKHKISDCINNGEGNICKRDCONKCNCVGEWIKLKKEEWEKIKKH
YLEKNKEGDNDMKSSVRNFLEKFEHRPEFNKAIKPCKGLTQFESFCGLNGDKPSQONGH
ODAIDCMIKKLEDKITSCLSSTSGEQTETECQEHTPLPDDEDLLLEETENPVGKQQPS
FCPKVEEKKETVDEGKCGEDTSEPKKTEDEESKKKKDESTPDSPEPPPPATPEAPKEE
KKVEPQPOPOPTTPQIVDKTPALVTSTLAWSVGIGFAAFTYFFLKKKTKSTIDLLRVI
NIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESE
YEEMDINDIYAPRAPKYKTLIEVVLEPSGNNTTASGNNTTASGNNTTASGNNTTASGK
NTPSDTONDIQSDGIPSSKITDNEWNTLKDEFISQYIQSEQPKDVPNDYSSGDIPENT
OHNTLYFDKPDEKPFITSIHDRNLYTGEEYNYDMSTNSGNNDLYNGKNNLYSGQONNVY
SGIDPTSDNRGLTSGKHDSYSGIDLINDTLSGNQHIDIYDEVLKRKENELFGTNHVKH
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TTINRFAKPARDDPLHNQLELFHTWLDRHRNMCEKWNNKEELLDKLKEEWENETHSGN
THPSDSNKTLNTDVSIQIDMDNPKPINQFTNMDINVDTPTMDNMEDDIYYDVNDHDTS
TVDSNTMDVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PFD0020c, 3467 bases, 941CB843 checksum.
MGTGSSTPSVPKDVKNESHNSARNVLENIGIEIYNEEKKKVNGYTSQLRGDLSRARFH
DGLRKAARLGVIPGPANSCDLDHKEYTNINNGYPPARNPCDLRNOQNRFGENAEAYCNS
DKIRVTGKKSAGGACAPFRRONMCDKNLEYLDNTNTDDTDDLLGNVLVTAKYEGESIV
AKHPHKENSEVCTALARSFADIGDIVRGKDMFKRNEEDAVQKGLRAVFKKINDNLKEK
EISDYDNDPNYYKLREDWWTANRDOQVWRAITCYIPYYVNYFKKTSDDTIVFTNDGKCG
HYEGAPPTNLDYVPQFLRWFDEWAEEFCRIRNHKLRKIKDACRNDKERLYCSQNGYDC
TKRIEKGSSCSRENKCTGCSNKCVDYDFWLEKQONEFKIQKDKYDKEIETYVNKTPIS
NSNSNTKKEYYKEFYEELKKQYGSVKNEFLQLLNNGRYCQEKIEEEDAIDEFTKTGNKHA
FYRSDYCQPCPDCVVECDGKTCTQKTDDDKNCRSKIIQKILESETPIEIEVLYSDDKQ
GVITEKLKDFCRGPNNYNDENLOQKWKCYNKNSEYNKCEMISWLYQDPKEYNLMLSVEC
FHSWAKNLLIDTIRWEHQLKNCINNTNVTDCTSKCIKNCECYEAWIERKKDEWEKLKE
VLNKKDETSHNYYNKLKDVFDRFLFQVMFALDQDEKGKWDQFTEDLKKKFGPSVESAG
TANSQDAIEFLLDHLKDNALTCRDNNSIKPCTYPPNPTPNPCGTNNNGGKLVRVKRLA
EMMORRARKQLEKRGGEINLKADASQGKYIRGGKEKKLNGQICNIDTSYSNDSRNGNN
GGPCTGKNDKRFKIGTEWSYGEHEKKRTHPEVYMPPRREHMCISNLEKLDVVSVIKNG
NASHSLLGDVLLAAKYEAKNIKELYQONNSKNGVIDONDKETICRAMKYSFADIGDIT
RGKDMWVONTDATKLOAYLAKIFDKIKDNHKDIKGKLOYNGDTDHKLLREDWWEANRH
OVWRAMKCAIENDKDMKCNGIPIEDYIPOQRLRWMTEWAEWYCKEQSRLYGELLEKCQS
CKGKQKCTEGDVDCGKCKAACDKYKDEINKWREQWTKIKGKYKTLYKKATKPGVTTSN
NPKDEKDVVDFLKQLLPRKSKNTPGVTAMTPNTLYSSAAGYTHQELGKTVGCNTQKEF
CDNKKGKYAFKHPPKEYEEACICDTRQKAQKPIEKKNDCNGIKTLLDRSNGGTGGIDG
CNPKIGNYPSWNCERNESKAENKGACVPPRREKFCVSLLAKEGIFKNKGEDIRETFVK
SAALETYFAWKRYNDDNKKAEEELKSGTIPENFKROMYYTFADYRDIFFGTDITSHDH
ILDVSKNAKNKLKEKNGEQKSVIIIDDEKLLADWWKEHGHEIWEGMLCALTHEIDEEE
KNKIKSTYSYDOQLKKTTNGTTPLEKFAERPQFLRWFTEWSDEFCREREKKEEVVEKKC
KKDHEGCNKPNTKGNHGCVSACKDYEEYISTKKKQYNTOKEKFDIDKNKGNEEYENYK
DKEAHDYLKDKCEFPGTCDYMEKVKNNSEYWDKPNKTYTNSDLEKKCECKPQPPPPAPA
PTQSACEIVDDILNGKSATDYIEKCNGKYKYGRYPEWNCNSQIHRTHNGACMPPRRQK
LCVINLQYFKGKTTVDLREAFIKCAAVETFFLWHKYKEDNNGGEDLONQLESGIIPDD
FKROMEYTEFGDYRDFLEFGTDISKGHGIGSELAKKIDSLEFKNIGGKNPGDLSRKDWWNE
NGPYIWKGMLCSLEKAWGKDT IKNKSNYNYHNVKESDNRNGPDLETFAKRPQEFLRWET
EWGDEFCREQKKQLDILKKKCPKETCTNEGKKKECSDACKAYKEWLOQTWKEHYEKQKT
KYENDKDSYTNDPDTKQSPOAYQYLNKKLEKICPSGNTSANCEYKCMKYPSSQONNNNM
PASLDDTPSDYKDTCECTKSQASSRNESVRSEDGEDGPPPPRAPRQSLARSADNPSPR
PAPPGGPQPPSGTPDAGGARAETGPSPQQPPKPPAGNGGVARILQPIARVDQDEEEDE
DEEDDDEESGSEEGEGEDVDDSDSSEDENDEEDEDDSHHVDGGHQEEEPPDETEVVEE
TVAAPEVKPACEIVKELFNDTNKFKDACNLKYGGNNSRLGWKCIPSGDSTTTSSVNGD
RSORHRRAAGEATGKSDASGSICVPPRRRRLYVGKLTOQWASQRTQOGGTSSQIVGKTAS
OPNSHPTLSPSSNPRDDGLRDAFIQSAAVETFFLWDRYKKLNTKKPDATLGGLPQIPL
AMGAINGYVPSGDDNNPQKKLEEGEI PEEFKROMEFYTLGDYRDILEFGKNDIVIGNTGS
GASDKEMKAKEEKIKETIDKVFPNSVSTPPPTPATKPSDEKRKTWWEANGEHIWKGMI
YALTYKDNGEKKIVKDNEVYKKLWDEANKKPKETKYQYKNVKLEENSGAKPTQPPSPS
GDNTPTTLTNFISRPPYFRYLEEWGETFCRERKKRLEEVRKECRGEYPGEKYCGGDGH
DCTENGELKHTNMFADLDCRDCHKQCRKYRKWIDIKFEEYEKQKDKYQGELDKLNGNS
NGNNNCCKEIKKHTSASEFLKELKHCKDGONSEDDTDKSEEDKKNNKIDENKPLETEN
PSTYCETCPSNKVNCNGSGRGTRGKDPCTPHNEKGKSWESVEFNANGGNSTEITVEMID
RREPLIKNYSKILEESGNSSDSLFKTSRLFKSVRDOOWECRYKDEKTDICKLKNENDK
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IDLNQYTTFKVFLEYWLODFIEGYYILKKRKIIEQCKENGGETCNENSKNDCACVKGW
VAQKTTEWNQIKDHYNKKEYGNGYDMSHKVKNYFEKNENELRKWIDNYDVLKNNEEYE
VCNNGDKNCNFEGKKRKKDMVTLLLSRLONETIKTCONPPPSDANLLSAQNPAQCQESS
PVGDVEEDLLLEEENTENTVEAKKNMMPTICKDVVPQEPKAEDESGCKTDAPQPDVKE
EEEEKEEEKDKGDEEQSGAPSSPSPSEGTEEPPPAPEAPPSTPRPOQPLPSDNTSDILK
TTIPFGIALALTSIALLFLKKKPKSPVDLIRVLDVHKGDYGMPTLESKNRYIPYRSGT
YKGKTYIYMEGDTSGDDDKYMFLSDTTDITSSESEYEEMDINDIYVPGSPKYKTLIEV
VLEPSKSNGNTPSKGDGNTLGDDMI PTTNTFTDEEWNELKHDFISQYIQSRLPMDVPQ
YDVSTELPMNITEVNVLDVGINEKPFITSIHDRDLYSGEEINYNINMSTNTNNDIPKY
VSNNVYSGIDLINDTLSGNKHIDIYDEVLKRKENELFGTNHTKNTSNNSVAKNTNSDS
IMNQLDLLHKWLDRRRNMCEKWEKHNKEELLDKLNEQWNKDNDGINVPSDNRSLNTDV
SIQIDMDENKGKKEFSNMDTNVDTPTMDNILDDLETCNEPFYDIYEDDIYYDVNDENP
SVDDIPMDHNKVDVPKKVHVEMKILNNTSNGSLEPEFPISDVWNI

>PFD0615c, 2209 bases, B21A2120 checksum.
MAPGSTGTQDDDAKNMEDRIGQQVYDEIMKKDDADAKKY IKELKGKLSFASILGESAG
TDDPCQLESKYTELISGSGSGVAARGHPCGNVSGKGEDVSRFSKERVSKYDEKKIGCS
NSEGACAPYRRLSLCNKNFQKINNYSSKAKHNLLLDVCLAANHEGQSIKTHLKQYDAE
YPSGSGHTTCTALARSFADIGDIIRGKDLYRRDKGEKKKLEEHLKTIFGKIHSDVTSS
GSNKEALQERYNGDKENYYKLREDWWTANRETVWEAITCDDDDKLANASYFRATCSDS
DGKGSESQANDKCRCKDKKGKNTDQVPTYEFDYVPQYLRWEFEEWAEDFCRKKKKYVNIV
KTYCRKKDNSSEERYCSRNGFDCEKTKRAIGKLRYGKGCTDCFFACYPYEKWIDNKKK
EFLKOKEKYINVINGTSSSSRKTRAARGSNVNGYEKIFYEKLKEGNVGNLDAFLGLLN
NEKACQDIKDDKEGGKINFKDDHGDINNNNKDEGTEFYRSKYCQPCPYCGVKKNNNGGS
GGGNKWEEKHESDKCTRIKLYKPRSGQGGTPIKILKSGEGEKEIKEKIDDFCTKTQONG
TGDSNIDSSLCDPWKCYEIDELTKEGQEGEDDVDDRYYDELVETGGGLCILKKEKKEQ
EKEKSDAKSONDPDEIQKTFYDFFYYWVAHMLKDSIYWRTKKLDKCLONGNKKCGKKI
CNGDCECFQRWVEKKKTEWTNIKDHFVKQKGIPEGCYFTTLEGVLQIEFLNEGSAQDK
ONSLDAKEIQHLKQIKKILDEEKQKNQEETAGGCGPGVASDNKKETIMDKLIDYEKKI
ATECIEKHKCPDPPREGAGRSDTSRDSPSSRPAQEVGDSEEDEDEDEDDEEEHPDDGK
GDANEEEAENHSNDQEDKDTLDAVVENTEVGPSGPATPVDDKVCDIVSKLFSGNDFGD
ACGTKYDKYGREKFPNWKCIPSGDKTAPSSDSNQGSICVPPRRRRLYVGGLTKWASGN
TVVSGQAQTPQGDTTSPSDNKLRDAFIQSAATIETFFLWHKYKMDKEIEKKQQQOKNGLV
ANTSNVGKEHQEKLEQSGITIPEDFKROMFYTLGDYRDILFGKDISGDKNMDTIEEKIN
GILPKNGTPSPAKKNTPTEWWSONGEHIWNAMICALTYDTNTASGDKPTONEKVKEAL
WDEQNNKPKNDYQYSSVTIGGEGAEGQLOSTDSKDAARGEKTPLDSFIKRPPYFRYLE
EWGONFCKERKKRLKDIKYECRGDENITRYGSGYGEDCKNNLPENPSTFKDLEYPTCA
KYCRFYKKWINTKKTEYEKQEKIYVQOKKDATSDNGNKYDSNCDGKLKQYASTIESFLE
KLVQCKKDNGEGTIKFNGGQTFQHTEDCKSCSKFRIKCDNDKCSGGNTKVKCDGKTPI
DAKETIANMINSPQEVTMLVSDNGATGFKGDDLKEACEGKGIFEGIRKEQWKCDNVCGY
VVCKPKEGNRETVRGEKNDDKHIITIRALVTHWVONFLDDYKKIKHKISHCTKTDQGS
TCONKCONKCKCVGEWIPKKREEWQQIKDRFLKQYKNDKLDEDFNLRSCLETFLVQIG
AAYGEDKFKKVIKLSVEFDQSCGCSATIASSQKKNGEYKDATIECMLKKLEEKANKCKEDH
SSGEQTEKECQESPSVEDEDDTLHEETEVKAPEICKDVIKAPTEPEEKGACDPAPTTP
KETSPATDSGKETNTEPVTPODOSPDTKTPKEKGPKPPKSLPOQPPROKREFTPSDWWK
VMSASAFPWTVGVAFMALSYWVMKKKSKPRVDLEFSVMEIPQONDYGMPTLKSKNRYVPY
SSGKYRGKTYLYVEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYPYQSPKYKTLIT
EVVLEPSKRETNSGDIPNDNTPANKPITDEEWNTLKDEFISNMLOSTONTEPNILHDN
MHYNTHPNTLYFDKHEEKPFIMLIQDRNLLIREEYSYNMSTNSGGNGSYSGISPISDN
PDSLSDKNGPTSGNHNLYSGTDLINDALSGDYDIYDEMLKRKENELFGTNHTKHTTTN
RVATQICDDPITNQLNLFHKWLDRHRNMCEKWENHHERLDKLKELWDNETHSGNKHNG
IQSNIPSSDIHPSDIHSGKLSDTPSDNNIHSDIPYVLNSDVSIQIHMDNPKPTNEDNV
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VDCNPVGNNIYVDNNPNQTFPSNPNPVENNTYVNAPTNVQIEMDVNNHKVVKEKYPIS
DMLDIT

>PFD0625c, 2277 bases, A473F6DB checksum.
MGPPSTAPDYSSAKDAKDLLDMIGKDVHDQVEKEAAGRGGSELKGLLSLAKGSGVELA
AFPEPCGLIKDKGDELLGDSGERHPCGNTTGKEDVDRFSVKQQAEYDNKKMKCSYGSN
GTDVGACAPYRRLFLCNKNMEKMGRTSTTKHDLLLDVCMAANYEAQSLIRYHDKHQLT
NEGSQICTVLARSFADIGDIIRGKDLYLGKKKKKKTETERDQLESKLKKIFGDIYNEL
TNGRNGVKDHYQDDNGGNYFQLREDWWTANRATVWKAITCKADTGNAYFRPTCSDSDG
KGSFSQANDKCRCKDKKGKNTDQVPTYFDYVPOQYLRWFEEWAEDFCRKKKIYVGIVKT
YCREKYKSGNEPRYCSRNGYDCTKTKRAIGKYRMGNQCISCLYACNPYVDWINNQKEQ
FDKQKQKYDKEIKIYKNGASGIRRQKRGTTTKYEGYEKKFYDKLEKNNYGTVGEFLGL
LNNEKACKEVKDGGTIDFKQVNSTSGGTAVSASGASSTSGGSGAASGGTSDTSGTNNA
SQGTEFYRSEYCQPCPHCGVRKANNGNEVKKSDSEQCKNINLYRPKKPEEGTKIEILKS
GEGETEIKEKLEQFCQTONATGGVANGSGSGTSGSQKLYEDWKCYNDVEKDGQDGVDD
DDDLEYDRLVNSSGGLCILQKKNGEENGKKQKTYNDEFEFNFWVAHMLKDSTHWRTKKIK
GCLKNGKAIKCTDKCKGDCKCFERWVEQKREEWTNIKEHFGKQTDIPTGLTPDALLEG
VLEKGVLLTSIKEAYGDAKETEHIKQLLDETAVAGGVVVGAKDNTTIDKLLEQELKDA
NRCKNCEQRKPPGEEGGAARNLPGVDTTVDDANEDDLDDEDDEDEDDDGGGSDVGGSD
VGEVEEETAKEATEETTTPLDVCNTVKTALEGDLGEACRQKYEYGREKFPNWKCISGD
NTRGSESESAGPSRSKRHTESSDSAVTATGSSGEATGKSGDKDGAICVPPRRRKLYLG
GFKRLTDGTAVSSEATQAGTPSQSPKGDALLLTAFVETAAVETFFLWHKYKQEKKKPK
NEVGGAAGVLQTIGGTLENSGEQNPQKKLQESGEIPDDFLROMEYTLGDYRDILVRGV
ADDKNGGNNIILNASGNKEDMEKMKKIQQEIDKILEKSGSEAASGAQKNSGISREKWW
DKHAPSIWDGMVCALTYNTDTASGTAPTQIQEVKNALLDGEGKKPKQONGTNGKDYTYG
GVRLEDENSGTQALSPNAPASTASQTTQSSSTSENTPTTLTNPKLKDFVLRPTYFRYL
EEWGONFCKERKKRLDQIYRECKVDEDGPRDGKKCSGYGEDCKDNLSKKYDTLPSLEC
PGCGRHCSEYKKWIKIKKDEYEKQQKAYNEQRTNYTNKNKVSESNNHDKEFCTNLETK
YTDAANFLORLKDGPCKNNSEEDQKVNGYIKFDDISKDKTFGHENYCDPCSKFTVNCN
RNDHCDNSNGNNCKDNKITAEKIGNGVDSTVLDMRVIDDSATGFKGDGLEEACGSANI
FKGIRKEQWKCGKVCGYNVCKPKEGNRETVRGEKNDDKHIITIRALVTHWVQNFLEDY
KKIKHKISHCTKTDOGSTCONKCONKCKCVGEWIKLKQOEWEEIKKRFLNQYKMDSDE
YYPVRSVLETFLVQIGAANANNDVKKLIKLSEFYKSCGCSAKTNSENNKNEDAIDCML
DKLGKKAEKCHDQHSDNPQEKCDEPPPELDEEDLLLEEEQNPKNMRPGFCPQONDTTEQ
QEEEENICTPAETVKKEEEEKEEQEEEEPDEKVPPPRAPEASKPKKEKPSQPPRPRRT
LELLDNPHVQTALVTSTLAWSVGIGFAAFTYFYLKKKTKASVGNLFQILQIPKSDYDI
PTLKSSNRYIPYASDRYKGKTYIYMEGDSSGDEKYAFMSDTTDVTSSESEYEELDIND
IYVPGSPKYKTLIEVVLEPSGNNTPTSDIPSDIPNSDTPPPITDDEWNQLKKDE ISNM
LONTONTEPNILHDNVDNNTHPTMSRHNMDQKPFIMSIHDRNLFSGEEYNYDMEFNSGN
NPINISDSTNSMDSLTSNNHSPYNDKNDLYSGIDLINDALSGNHIDIYDEMLKRKENE
LFGTQHHPKNITSNRVVTQTSSDDPITNQINLFHKWLDRHRDMCEKWKNNHERLPKLK
ELWENETHSGDINSGIPSGNHVLNTDVSIQIDMDNPKTMNEFTNMDTNPDKSTMDTIL
DDLEKYNEPYYYDEFYKHDIYYDVNDDKASEDHINMDHNKMDNNNSDVPTNVQIEMNVI
NNQELLONEYPISHM

>PFD0635c, 2326 bases, 12A4625E checksum.
MAPTSGGGGTKDESAKHALDSIGKRVHAQVONEAKQRSNGDLKGLLTSATLSGGESAF
TENPCELIKEKREKLLGARGERNPCGNGSASEKRFSEVSGGECDDKKIEGNGRNNGGA
CAPYRRLSLCNKNFQKINNYDSSKAKHNLLVDVCMAANYEAQSLIPYHDQYDATYPGS
DEFSMCTMLARSFADIGDITIRGKDLYRGKKKKKONGKETETERDQLESKLKEIFGDIYN
ELTNGRNGVKDHYQDTTDYFQLREDWWTANRHTVWKAITCGTHEGDTYFRPTCSNRQG
PSQAHHYCRCNGDKPDDDKPNTDPPTYEFDYVPQYLRWEFEEWAEDFCRKKKKYVDIVKK
YCRGVYNDVPRYCSRNGYDCEQTIYKKGYFVIDKGCINCLYACNPYVEWIEKQKEQFD
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KOKKKYTDEINEASRSSRROKRGARSTGSSSNYDGYESKFYNILKDDYGTVDDFLKLL
NKEKSCQAVKDNDGGTINFTEKNDDKNNNNKDKGTEFYRSEYCQVCPDCGVKYNGSGWE
EKKKNDOQCNIKLYKPKKDAPHTPIKILKSGEGKEEIEKKLEAFCDKKDGGNSDSSLYD
PWQCYQFDQLEKDEKEEGVDDRNYDNDVRTGGGLCILPNQKKNKEEGANTSEKDHDET
OKTFNPFFYYWVAHMLKDSITHWKKKLEKCLONGTKTRCRNNEKCNKECECFQRWVEKK
KTEWGKIKDHFKTONIGDETNCDPIVTLEGVLKLOQFLNEDSTODKONSLDSEELKHLK
HLSEMLQETSGDGLTCGASDNEKETLMDKLIEHEEGIAKECLRKONECEKKAKPEGRS
DSHDDPQPPDDADNEDDLDDEDDEDEEEEVQVEDNTQEEGEQPVVPQQEEGSSSPTPA
PAGPDVCDIVSQLESDPSQFSDACTLKYVTGKNYGWKCIPSGNTSDTTGSESEATGAR
ORRDTDSSGDTTGGKDGATGGLCIPPRRRRLYVGGLSOQWASQRTOGETSSQSGENLLE
AFIQSAATETFFLWHKYKAENTKTQGVGAGGADFLPATSSVATALAPGAVPSRPSLQL
LSGVGVPGEPGMAPGVKSIPVPPLGVGVGGIPGVGALGGGALGPGGPVGLDGVPGQAQ
PLTLLRPGVLGNGLQSPQSRLRTLDGHFAGGESEDKTPQOWLQQGHI PPDFLRLMFEYT
LADYRDICIGGDRDIVGDTIVSNTEGSSSSKIKISEKIKEILNHDNKQEPAPKPSVEK
TTPTEWWSQONGQHIWNGMICALTYTDSGGSITEDKDVRDKLIDKDTGKPQKNGDNDYT
YEKVELKDDESGPKGNDTIQPATLKDFVEIPTYFRWLHEWGSDFCGKRARMLKDVKDN
CRNIDKAGHHYCSGDGYDCTRDVIERNDKFVDLNCLGCYKQCRKYKKWIDIKFVEYHN
QEKKYKDEYGKLTKDKSSDDKKLEGYKCAENFLKELKHCKPSEDNNDODNKINFEFDKPE
KTFNPSKYCKACPVYGVKYIGGNYIPNEEKDYKSKKGRVKKENDTIPKNIEVLVLGRK
GEEKDKDKHLHDACKNTGLFEVARYEQWNCQKKKGIDQCKITKFANDIDFDKDIVFENE
FFOQRWLRYEFVQDYNKLKDKINPCTKKETEKEKEKSYKCTQGCNDKCECVKEWLSKKKQ
EWTQIKTLYKQYSKISDQEIAFRVKSYFVDOQGLFDNDYKKAQEVVEKPCDKEKLWGCT
GDNLKEGEDPGKCHMGDFITNLISKLQKKIDDCNKNQAQNSVETQPSDENTAQCQDTH
PDDEEDLLLEENENQVAQPNICPNQVEDKKIEEEVEKCETAQTTAEETAAAGGERQTP
PAPAPAAPPSPPRPLPKPKPPKPDLPPALKNAMLSSTIMWSVGIGFAAFTYFFLKKKT
KASVGNLFQILQIPKGDYDIPTLKSSNRYIPYASDRYKGKTYIYMEGDSSGDEKYAFM
SDTTDVTSSESEYEELDVNDIYVPGSPKYKTLIEVVLEPSGNNTPTSDIPSDNTPTPQ
PITDDEWNQLKHDEFISNMLONTONTEPNI LHDNVDNNTHPTMSRHNMDQKPFIMSIHD
RNLFSGEEYNYDMFNSGNNPINISDSTNSMDSLTSNNHSPYNDKNDLYSGIDLINDAL
SGNHIDIYDEMLKRKENELFGTQHHPKNITSNRVVTQTSSDDPIHNQLNLFHTWLDRH
RDMCEKLKNDNERLAKLKEEWENETHSGDINSGIPSGNHVLNTDVSIQIHMDNPKPIN
EFTNMDTSPDKSTMDTIIDDLEKYNEPYYYDFYEYDIYYDVNDDDKTSMDNNNNLVNK
NNPVDSNSSTYNHHNPADINKTEVDINNHNQHPIEKPTKIQIEMNSNNREVDEQQYPT
ADIWNI

>PFD0995c, 2152 bases, EE782057 checksum.
MVPPGGRQGGSGEDGIDDKDAKHLLDSIGKIVHEQVKNDAKTYKGELEGKLSLATTIG
ELNYTKDPCIFDYSKLINGSGSGGVTARDDPCGNGSGKGEDVSREFSDKEGAQCANSKI
HGNSKGSNGGACAPLRRLHLCNKNMEKIATSTAKHDLLVDVCMAANYEAQSLIRDHPQ
HKRTNPDSKICTELARSFADIGDIVRGRDLYRGNKKENKQREKLEENLRKIFENIYEG
LSNNGVKARYEGDKENFYQLREDWWALNRDQVWKALTCSDDLKDASYFRPTCSDRKGS
CSQAKDNCRCDGSNTDQVPTYFDYVPQFLRWFEEWAEDFCRKKKKKLEKLEQQCRGVY
EGKERYCSRNGFDCEKTVNARGKVRMGKGCTDCFFACNPYIDWIEKQKEQFDKQKQKY
DEETKKYTKVASSSSGGRAKRAARGGSNVNGYEKIFYKKLKDSGYESVGEFLDLLSKE
EVCKNFKEKEEGKIDFKTVKSSSAKNSDDSNKTFCRTKYCQPCPLCGMKKNNNGEWEH
KKKGKCTSGNLYRPIDGAIHTDINFLYSGDRHDDIEKKLNRFCDETNGDTINSVAGVS
GTGVVAGSNSRSKELYQEWKCYKGKDVEKVKDGKDEDDEDYEDDYHKEVENAGGLCIL
ENNDGKEKVNKQKTYNDFFYYWVAHMLKDSITHWKKKLEKCLKNGTKTRCKNNKCNREC
GCFOQKWVEQKKKKEWGKIIEHFYKQEGIPPGTHDITLEGVLKKEVLLTSLQEGYGNAE
DIEHIKQLLEEEENEENEGTPGADNKNKNTIDKLLDHEEGIAKECQQKQONECPKKPPK
KTPGGPDRALKPEEVDASSEDHYDEEGGEDEEEEEDKEEEGEDGEDVQDDVAEEDTAK
EEGSSTTETQLPDACNIVKTLFESTKNFEDACROKYGPKAPTSWKCVPTTGDKDGATG
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KSDGSICVPPRRRRLYVGKLHDWASGNTQEDGKAQPQOGDTPSQPDPLLKAFVESAAVE
TFFLWDRYKKLNTKRQGVGAGAPQLQEEDDNDEEEENPQOQELEDGTIPDDFLROQMEFYT
FGDYRDIFEFGNNIGSGNDVEKVKPNIDKVFENSEKPTSGGHNSEQQRETWWEEYGPHT
WDGMICALSYNTKDKEI IKLAHHNLTSKEIYKYNNVTFIGGENSDKNSKTETSATKLE
EFSRRPTFFRWLEEWGEDFCRKRNDKLKNVKKECRGKYPNGDKQYCSGDGHDCEKTYL
KHNDMFADLNCRRCGEQCRNYKOWIEKKLEEFHKQKSIYEKEIPKLKDNYNNHHYKNF
YEQITEKNGYSSFKKFLESFNQRKVCOGNSDOTNNTDEFNEPLKTFSLSTYCKTCPLNG
LNCGSKECNEVKGKGATWESVLNGKSKDYRRTTGINVEMINRRGKYIEKHTQDSLFKE
SSLLKSVRDQKWECTEFINDKMDICKLNNYNESIDMNKYTTFKVELENWLODFLEGYYT
SKRKIEICTENGENKCIKGCKGKCECVKEWLNKKSTEWKQIKERYKVHHDSKGYDIAH
KVRSYFEKNESDVNKSIDNYEVLKKKDEYEDCIDSDTCGPKNNWKKKDMVSILLSELQ
HNMNKCKTLHDPSGKPEAQCVEPTNPLDDENPDPEDDTSTTSSRPKFCPEIPQPEPEP
EPFPEEDTEQEEKEEKLPAAPDNSEQEETSKEVVPEKKMPTPPPKKPEQGPKORKKQOK
ROLPTHTSILPEMLSISSFPLTVGVAFAALSYFLLKKKSKSTIDLLRVIDIPKGEYGI
PTSKSKNRYIPYASDRYKGKTYIYMEGDESDDYTYIGDISSSDITSSESEYEDIDINN
IYPYKSPKYKTLIDVVLEPSKRDTFNTQSDIPSDTSTNKFTDNEWNQLKQDFISNILQ
STOMDLPNENIIDDFMDKGIQPNNPVLDVNMAEKPFITSIHDRDLHNGEEVTYNINFED
VSKNINEITNTTDDSKYVSNNIYSGIDLINDSLNSDQHVDIYDELLKRKENEIFGTNH
TKHTTTNSIAKQTHTDPILNQLDLFHKWLDRHRNMCEQWNKNKKEELLDKLKEEWNKK
NNNNSDLTHTSSNIPSGENSIKNVLNTDVSIQIDMDDPKPINEFTYMDNIIDNLEKNS
EPYYDIDEDDIIYFDIDDEKTPMYHNNMDNNKSNVPTKVQIEMNVINKQELFQEEFPT
SDIWNT

>PFD1000c, 2201 bases, C010679E checksum.
MVPPGGRQGGSGEDGIDDKDAKHLLDSIGKIVHEQVKNDAKTYKGELEGKLSLATTIG
ELNYTKDPCIFDYSKLINGSGSGGVTARDDPCGNGSGKGEDVSRFSDKEGAQCANSKI
HGNSKGSNGGACAPLRRLHLCNKNMEKIATSTAKHDLLVDVCMAANYEAQSLIRDHPQ
HKRTNPDSKICTELARSFADIGDIVRGRDLYRGNKKENKQREKLEENLRKIFENIYEG
LSNNGVKARYEGDKENFYQLREDWWALNRDQVWKALTCSDDLKDASYFRPTCSDRKGS
CSQAKDNCRCDGSNTDQVPTYFDYVPQFLRWFEEWAEDFCRKKKKKLEKLEQQCRGVY
EGKERYCSRNGFDCEKTVNARGKVRMGKGCTDCFFACNPYIDWIEKQKEQFDKQKQKY
DEETKKYTKVASSSSGGRAKRAARGGSNVNGYEKIFYKKLKDSGYESVGEFLDLLSKE
EVCKNFKEKEEGKIDFKTVKSSSAKNSDDSNKTFCRTKYCQPCPLCGMKKNNNGEWEH
KKKGKCTSGNLYRPIDGAIHTDINFLYSGDRHDDIEKKLNRFCDETNGDTINSVAGVS
GTGVVAGSNSRSKELYQEWKCYKGKDVEKVKDGKDEDDEDYEDDYHKEVENAGGLCIL
ENNDGKEKVNKQKTYNDFFYYWVAHMLKDSITHWKKKLEKCLKNGTKTRCKNNKCNREC
GCFQKWVEQKKKKEWGKIIEHFYKQEGIPPGTHDITLEGVLKKEVLLTSLOQEGYGNAE
DIEHIKQLLEEEENEENEGTPGADNKNKNTIDKLLDHEEGIAKECQQKQNECPKKPPK
KTPGGPDRALKPEEVDASSEDHYDEEGGEDEEEEEDKEEEGEDGEDVQDDVAEEDTAK
EEGSSTTETQLPDACNIVKTLFESTKNFEDACROKYGPKAPTSWKCVPTTGDKDGATG
KSDGSICVPPRRRRLYIHKVDDNVKDDASLRKWEFIESSAVETFFLWHEYKMEKKREDT
EKQKANEKVVDTSNVGEELONDLEGNGTIPEEFKROMFYTLGDYKDIFEGKSIEVGDE
KDKOKMKEIEKKIQAHINSGSSSPPHGTPGOPNSVTTPOQOTWWSRNAPSIWKGMICAL
TYKEDGEKSTDDKTTLKRNDDVYEKIFGKPPNNDNPONPNNGTFHKKYHYDSVRLKDD
DDQSGDKLQSTSAPSDTPTLNNPKLSDEVLRPTYFRYLEEWGESFCGTRKRMLEQLEK
VCRSGETGKEHCSGDGHVCEKDYLNHNNMFADSYCPDCKKACRKYKKWIEKKLEEFQK
OKDKYKGELDKLTKDKSGGDKKFCEEIKNHSSAANFLKELKHGKDNQGNSDQDNKLDF
ENIPQTFSRSTYCKTCPPNKVNCSSGSKSRTSGGTNRCTEVKKNGETWEKVEFDKIAKN
NGKTTTIDVHMIDRRAPFIKKYLENSKNSEESNNSLEFKDSYLFKSVRDONWECKFENE
NKDVCKLKNENDKIDLNQYTTFKVLLIYWLEDFIEGYYILKKRKVFEQCKENGENTCS
EESKNYCACVKVWLEKKKNEWDQIKKHFKDRKSDDGDTVVSKVRNFLETLIPRIAPKK
NNGEVTELSDLEKSLGCNCAGRAENSKEDEKEDVVLCLLTKLEDKANKCKEDQKPNGE
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NQAQTCEKSAPVEDEDDEPLEEENPVTQPNICPKVETTEETVDEGKCEEDTVTPSLGP
KDDSEKDEKKEENSEDTTAAEGEENGAPGSSGTPPPPPAAPPSTPAKTKESKKPKSTK
KPRIKTLNVLDHPAVIPALMSSTIMWSIGIGFATFTYFYLKKKTKSSVRNLFQILQIP
KGDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSESEYEEM
DINDIYVPGSPKYKTLIEVVLEPSKSNGNTLGDDMVPTTNTEFTDEEWNELKHDE I SNM
LONQPNDYKSEDIPLNTQPNTLYFNKPEEKPFITSIHDRNLYSGEEYSYNINMSTNSM
DDIPINRDNNVYSGIDLINDTLSGNQHIDIYDEVLKRKENELFGTKHHTKRTSTQNVA
KPARDDPIHNQLDLFHKWLDRHRDMCKKWNNKEGLLDKLKEEWNKDTNSGKLSDNIHS
DNKPGDIPSDNHVLNSDVSIQIDMGNPKYINQFTCVDSNPNLTLRSNPNLMGNQNPNL
NLVENNINPNHONONQVGDTNEVDTPTNPTNVQIEMDVNTKLVKEKYPIGDVWDI
>PFD1005c, 2181 bases, 4B98EF82 checksum.
MVARGGHQGGEDIDETSAKHLLDSIGEKVYKKVHGAALQRSNGALQGILSLATFEKKP
ETOQOTPKDPCDLNHKYHTTVTSGYDKENPCKDRPEVREFSYTEGAECNKSKVKGNEGNS
EGACAPYRRLHVCDONLELIKPKNITTHNLLVDVCLAAKFEAESLKTYRGKYQLTNHG
FHTNICTELARSFADIGDITIRGKDLYRGNNKEKDRLEDNLKKIFKQLYEELTKNNKNE
ATKTHYQDDDPNYYKLRNAWWEANRQEVWKATITCGAGGSKYFRHTCGTGTPTDDKCRC
AINDVPTYFDYVPQYLRWFEEWAEDFCRKRKHKLKDVKTNCRGENGTDRYCSGNGLDC
TKTIRAKYIYAIGSECTKCSFLCGFYKKWIDNQKKEFLKQKKKCENEMLSKSKKKQST
KYNVYEGYDKEFYKILKSNNVGNLDNFLDLLSNENECKNIDGKGGKIDENNTDNKTES
HSEYCEECPDCGVEKKDNGEFQKKEKNNGECKGGKRYEIPNHAKFNEINVLSFGDKGE
DRETKLKKFCETKNGSAGGGGGSNSEIKELTEQWKCYEEKDIKKLVENDLEYNKEVKG
SGGICILOKTNGEENGKKQKTFNDFFHFWVRHLLNDSIEWREKLDKCLKNGTKILCKN
GCNKNCKCYESWVEEKKKEWGEIKKHFDTQEDIKNSTGVDPIVTLEYVLEEFYFPLIQ
EAYGDAQATIEGIKKTLHSKENQOTDATDTKNKTLLDYLLHHEEQDADKCVRNNPDKDC
PKKPPTGGPGGVHSDTASEDITHHDSSHDESEGSEDEEEEEEEDKEEEGEDGEDVQDD
VAEEDTAKEEGSSTTETQLPDACNIVKTLFESTKNFEDACPTKYGPKAPTSWKCIPSG
DKAATSGEGDSGPSRKRRDTTGGESTTSSSATTGGKDGATGGSVCVPPRRRRLYIHKV
DDNVKDDASLRKWFIESSAVETFFLWHEYKMEKKREDIEKQKANEKVVDTSNVGEELQ
NDLEGNGTIPEEFKROMEYTLGDYKDIFEGKSIEVGDEKDKQKMKEIEKKIQAHINSG
SSSPPHGTPGQPNSVTTPOQOTWWSRNAPSIWKGMICALTYKEDGEKSTDDKTTLKRND
DVYEKIFGKPPNNDNPONPNNGTFHKKYHYDSVRLKDDDDQSGDKLQSTSAPSDTPTL
NNPKLSDEVLRPTYFRYLEEWGESFCGTRKRMLEQLEKVCRSGETGKEHCSGDGHVCE
KDYLNHNNMFADSYCPDCKKACRKYKKWIEKKLEEFQKOKDKYKGELDKLTKDKSGGD
KKFCEEIKNHSSAANFLKELKHGKDNQGNSDODNKLDFENIPQTFSRSTYCKTCPPNK
VNCSSGSKSRTSGGTNRCTEVKKNGETWEKVFDKIAKNNGKTTTIDVHMIDRRAPFIK
KYLENSKNSEESNNSLFKDSYLFKSVRDONWECKFENENKDVCKLKNENDKIDLNQYT
TFKVLLIYWLEDFIEGYYILKKRKVFEQCKENGENTCSEESKNYCACVKVWLEKKKNE
WDQIKKHEFKDRKSDDGDTVVSKVRNFLETLIPRIAPKKNNGEVTELSDLEKSLGCNCA
GRAENSKEDEKEDVVLCLLTKLEDKANKCKEDQKPNGENQAQTCEKSAPVEDEDDEPL
EEENPVTOPNICPKVETTEETVDEGKCEEDTVTPSLGPKDDSEKDEKKEENSEDTTAA
EGEENGAPGSSGTPPPPPAAPPSTPAKTKESKKPKSTKKPRIKTLNVLDHPAVIPALM
SSTIMWSIGIGFATFTYFYLKKKTKSSVRNLFQILQIPKGDYDIPTKLSPNRYIPYTS
GKYRGKRYIYLEGDSGTDSGYTDHYSDITSSESEYEEMDINDIYVPGSPKYKTLIEVV
LEPSKSNGNTLGDDMVPTTNTFTDEEWNELKHDFISNMLONQPNDYKSEDIPLNTQPN
TLYFNKPEEKPFITSIHDRNLYSGEEYSYNINMSTNSMDDIPINRDNNVYSGIDLIND
TLSGNQHIDIYDEVLKRKENELFGTKHHTKRTSTONVAKPARDDPIHNQLDLFHKWLD
RHRDMCKKWNNKEGLLDKLKEEWNKDTNSGKLSDNIHSDNKPGDIPSDNHVLNSDVST
QIDMGNPKYINQFTCVDSNPNLTLRSNPNLMGNONPNLNLVENNINPNHONQNQVGDT
NEVDTPTNPTNVQIEMDVNTKLVKEKYPIGDVWDI

>PFB0985c, 229 bases, DB6FFAD2 checksum.
MEFHYIYKIYIFTIILCASNLENNNVVEIGTYKLSYHNGGIQFRMLAQKNTNKKPEGNT
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LTNILFKDKKKKNLDPQISSLVSLVDNMDITQEKKDKIKNLSLKYINSRDVKEKNEST
NELQKYSNNEECKEYMDSYLMHLRMONDIKCLKRKNLWNNIWIVSTTLLLITIMIACT
IVCTPETYTALYPAFILLIFITIHIVARYFPDMKIGFKKLKTKLNTFFONKKQITK
>PFD1015c, 2193 bases, 723BC224 checksum.
MAPQSSGGSEEDDIDHKSVKHLLDSIGKKVHDKVKSEANQYKDDLKGNLQHAKDMGER
ASSNKTCDLVKEYYEHFNGDASDKRQPCKKDTNGNDVERFSVKQQAEYDNKKMKCSNG
SNGKNEGACASFRRLNLCNKNMENMDTNNNDGKAKHNLLAEVCLAAKYEGDSLKHYSK
KLNLTYTDSPSQLCTELARSFADIGDIVRGKDLFLGHKQRKKELEKRLVEMFKNIQGN
NSKLRTLSLNHVREYWWALNRDQVWKAITCDADTGNAYFRTTCSDSHRSGTESQAKDK
CRCKDENGKNETDQVPTYFDYVPQFLRWFEEWAEDFCRKKKKYVDIVKTYCREKDKYG
NERYCSGNGYDCTKTIYKKGRIVVGYECTSCSVWCRMYEKWIDNQKKEFLKQRNKYQT
EIPVNGRKRRSTTSNYKGYEKQFYEEFKRNYGDVNKFLOLLNKEATCKTIGDEKEKID
FTKNVEDHKNINSQGTEYHSQYCEVCPGCGVKHNGSEWKEKNNGQCKGGKRYTIKDNA
PSTNIDVLEFEFGDKRDQIKSKMEKEFCNQTNGSSGDCGGTNSDSSLCEPWQCYEGKHVQK
DONAQEDDDDGEYDKDYTNIENAGGLCILONKNRKEKKSEKEPEQFQKTENEFEFYEFWI
VRFLNDSMYWRGKIGGCLKNKSEKCKNECNTNCKCFLKWIGKKKTEWGKIVEHFNTQK
NLPMDHVLILKEFVLKLEDLENNIKSGYGNVKELKGIKNMLKEEEEKNKEEEEAGASGG
ENKNTSIDKLLKHEEDEANKCLKTYKENCQQOQOENTSGGRTGEPRPAATDPTASTGSGD
DEDDDDDDDDEDDDDDDDDEDEEEAEAAEGDTEAENPEQGEEEEKGPSQEDPKVCETV
DKALTGDTTALKDACPTKYGPKAPTSWKCIPSGDKAATSGEGDSGPSRKRRDTTGGES
TTSSSATTGGKDGATGGSVCVPPRRRKLYVGGLTKWAEIQLKSQAGGDKATQEGDGNG
GSETQPQGGTPSQPDPKVELLKAFVESAAVETFFLWDRYKKEWMAQKLAEQGLTGGLP
GLSSSVLGEEEEQPPQSKLQQTGEIPPDFLROMFYTLGDYRDILVGNSTHILEAVTIG
SNNETGKEIMKAIQEKIQQILPONGDKPGKTSGTTPQALWSKYAEPIWNGMIYALTYK
DNTDSGAKGKPPTQODTQVKTKLWDENSKKPKKNAGPESNIDYTYENVVLKEDESGAKT
TGGDTPLTNFISRPTYFRYLEEWGETFCRQRTKRLDKIKEDCEVDDDDNKCDGDGFEFYC
TOKVTNEDETIKGFDCSTCARHCRFYKKWIERKKDEFTEQKNAYSKQKEKCKEGSESS
KOFCGTLKDDAAAFLNKLKSGPCKNESGEGPIKFDDODKTFKHTEYCGPCSQFTVDCK
NCNGGHTKGKCKNKTITEEDIKTMNDHNHVVMGVIDNSAKGEDDGLEACRDKCIFEGT
RNDVWKCGKVCGLDVCGLKNANGKNYDQIILIRALFKRWVENFFDDYKKIKHKISHCI
NNGNGSICTSDCGKKCNCVKDWITKKKDEWKNIKERFREQYKKPDNYNVRSVLEEVIP
ENHLVNTKNKVIKISKFDNSCACSASAISTNGNEEDAIDCMIKNLEKKIDDCNRNHNP
SDKECNETLAQTPDETFDNDIEITEEAKKMVPKFCKIEEETKEAVDEEGECKASSPAEP
KVOEEKEEQKDKKDEETEQAAPTGDKGTKELPLTPRPRPGPQPKPPPOQVEKNPWEHPT
VIPALVTSTLAWSVGIGFAAFTYFYLKKKTKSSVGNLFQILQIPKSDYDIPTKLSPNR
YIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYAPRAPKY
KTLIEVVLEPSGNNTTASGNNTTASGKNTPSDTONDIQONDGIPSSDTPMNKFTDEEWN
TLKDEFISQYLQSEQPNDVPNDYSSGDIPLNTOQPNTLYFNKPEEKPFITSIHDRDLYT
GEEYSYNVNMVNSMDDPKYVSNNVYSGIDLINDALNGDYDIYDEILKRKENELFGTNH
TKKNTSTNSVAKNTNSDPILNQINLFHTWLDRHRDMCEKWENDNERLAKLKEEWENET
HSGNKHSDIPSGNHVLNTDVSIQIHMDDPKPINQFTNMDTILDDLEKYKEPYYDVQDD
IYYDVNDHDTSTVDTNAMDVPSKVQIEMDVNTKLVKEKYPIGDVWDI

>PFD1235w, 3553 bases, 58745069 checksum.
MGNASSSEGEAKTPSLTESHNSARNILEGYAESIKEQASKDAKIHGHHLKGDLAKAVE
RHPFSAYRPNYGNPCELDYRFHTNVWHRNAEDRNPCLFSRAKRFSNEGEAECNGGIIT
GNKGECGACAPYRRRHICDYNLHHINENNIRNTHDLLGNLLVMARSEGESIVKSHEYT
GYGIYKSGICTSLARSFADIGDIIRGKDLYRRDSRTDKLEENLRKIFANIYKELKNGK
KWAEAKEYYQODDGTGNYYKLREAWWALNRKDVWKALTCSAPRDAQYFIKSSVRDQTES
NDYCGHGEHEVLTNLDYVPQFLRWFEEWAEEFCRIKKIKLGKVKEACRDDSKKLYCSH
NGYDCTKTIRNKDILSDNPKCTGCSVKCKVYELWLRNQRNEFEKQKKKYYKEIQTYTS
KDAKTDSNINNEYYKEFYDKLKNEGYETLNKFIKLLNEGRYCKEKISGERNIDFTMTG
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DKDAFYRSDYCQICPECGVQCSGTTCTPKKVIHPNCKDKETYEPGDAKTTDITVLYSG
DEEGDIAQKLODEFCNDKNKENDENYEKWQCYYKSSE INKCOMTPSSHKVPKHGY IMSF
YAFFDLWVKNLLIDSINWKNDLTNCINNTNVTDCKNDCNTNCKCFENWAKTKENEWKK
VKTIYKNENGNTNNYYKKLNNHFQGYFFHVMKELNKEEKWYKLMEDLKEKIDSSNLKN
GTKDSEGAIKVLEFDHLKDIAERCIDNNSKDSCPPSVDTKTNPCAKPPGSKPTKSVKQL
AEHMQOKAQKLLGTRGGESKLKGDATRGTYNLGGQGNTLNGDICKITKNHTNDSRPNG
EPCTGKDKVKNGFRLKIGTPWTNIVQKKKKKSYKDFYLPPRROHMCTSNLENLSTSSK
GLSNGSFASHSLLGDVLLAAKFEAQKITLVYKNKNNINIRKRITDPNDQATVCRAIRY
SFADLGDITRGKDMWNINSDAKDLODRLEKIFKTINEKLPNEIQKRYTNRENKHLDLR
SDWWEANRHOQVWRAMKCATKGISNNNCNGIPIEDYIPQRLRWMTEWAEWYCKKQSQEY
EKLEEKCGMCTGKGQGDGKDCTQKDKECSPCKKACDAYKKE IEKWEKQWKTVSATIYQT
LYAKARTIVASNGGPGYYNTEVQKKDRSVYDFLYELHLONGGKKGPPPATHPYKSVNTR
DKRDATDDTTPTVYSTAAGYVHQEAHTGDCKEQHVEFCDNNGNKEKYAFKNPPNVYVEA
CKCMTREAPPPPTTPSTPNPCAETGGVHTIKTVTDVAKILOGEANETMLKNSSNGNDK
DESKLKGKAEEGDYSRGGTPSDENNNLCGITQKHSNAHNDSQQPCYGKDQKRENVGTE
WSFKDNHRKRTHPEAYMPPRREHICTSNLEYLTHKRKKPITEGDPNKITHSLLGDVLL
AAKYEAENTKKLYEENNNRKDQEGICRAMKYSFADIGDI IRGKDMWIENNDAKRLQTN
LKETFTKIKEKTGGTTYNEDNDPYLKLRADWWEANRAKVWKAMKCKTNGVDITCDSDH
TPLDDYTPQRLRWMTEWAEWYCKAQSQEYKKLEEKCSQCKSKGKGGNECYRETKECND
CKQACEEYKRKIKTWADQWKVISNKYEDLYKKAQNPTNAVLKDNKDEKDKNVIDFEFLTQ
LOKANNGEKTGVHTVYSTAAGY ITHQEARTRECQEQREFCDKKNGIDNTSYAFKDPPHG
YATACDCINRSQTEEPKKKEENVESACKIVEEVLSKPRDKTTGGIDHCNPKYYPRKEN
YPGWNCTPGQFKSGHAGACMPPRRIKLCVINLQYLNEKKSPEELRKAFIQCAAIETYW
LWOQKYKKDKNGGVAQAKLNSGTIPDDFKROMFYTFGDYRDLCLDTDISSKADTSTGVG
KVKINIDSVFQKIDITNVEQRKPWWGKNAEATWDGMLCALSYNTTNKNMDYNAHTKLN
PTYGYNAIKSELEDEFVNRPQFLRWEFTEWSDEFCTERSIKIKELETKCNDCTVSESGTS
DATGNKTCDDKDKCDECKRACTTYKTWLKNWKTQYKTQSKKYFDDKRKELYKSTDDVA
SSTOAYQYLHAQLKKLCGNADCKCMDGESKETTGQPDNSHDSHMPASLDDEPEEVNGK
CNCKVKHRPQPPLALPPPAPSGPPAEDQIEHDNRGRSERGDQGPLPARPPPPPQAAQP
POPKPKRTGEGLGRNLPPADRNTNLSDSEEEDDEDDDEVQEEEETPPSEAEEGEGHVE
TEEETKPVKEKTEGAGATEVTKQGSAPTATTPTVEDICATVAKALKGDKSLNAACALK
YGKNNSRLGWKCIPTSGDKTDTSENGAPRRARSAHGGKSDSEKGSICVPPRRRRLYIK
KIVDWAESQSKTVTSVNGDGNGSQEVVSVNGASESGGSGSGTESQASDVSQGNGASTS
POVALLHAFVKSAATETFFAWHKYKVDKETEEKEKQAAQNHLVORKTSENPOQKKLEGG
ETPEDFKROMEYTLGDYRDILVGDKTMIEALEKSGDTKIEDISEKIPKILDGENNKAA
GGGPKOPNSGKTPOEWWKENAKHIWHGMICALTYNTDSNGKDKKIQQVKATDNTDLEQ
KLKKDNDYETVSFGASGTGAKSNDDTKLKNFVVRPTYFRWLEEWGEEFCRKQKHKLYT
IKKDCRDNKFCSGDGLRCDEKVPDKKDIFKHEDCPSCARHCRSYRKWIERKKTEYEKQ
ESAYSKQKSNYVNGSNGDGGNNNDKEFYTKLETCTKATNFLESLKGQCIGNNNGGTDI
KESNTNITFGSAEDCKPCSEFKVNCENGSCGSAKQKDCPNNTITSONIKGLTDQVDMR
VSDNTESGFEGDLGICQGAGIFKGIRKDEWKCGDFCGIDICTLEKTNNGKESDKKYTIT
MKEFVKRWLEYFFEDYNRIQKKLKTCKENGKGSTCIRSCVDEWIKLKKDEWQKINSNY
LDONTKENPEGNNLSSFLEDGPFKNEVDKATKPCGNLTDFKKSKKCNGTSRSGNSEES
TKYDGVICLLDNLKNIIKTCONVPSGKPDTPCQKSPAPVGDDDDPLEEENPVTQPNIC
POTSVEEKKKEEEEKCDEKEEEEEKEEEKDKGDEEVKEEEKDKGDEEEEAEEEEEEEER
ETDSHIYEDYSDSDAEEDDEDEAVTESLSPSESQPKRLLREFPSPELKNAMLESTILW
MVGIGFAAFTYFFLKKKPKSPVDLLRVLDIHKGDYGTPTPKSKNRYIPYVSDTYKGKT
YLYVEGDTDEEKYMFLSDTTDITSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSKS
DGNTPGKGDGNTLGDDMVPTTNTEFTDEEWNELKQDEVSQYIQSRLPMDVPQYDVSTES
PMNIGGNVLDDGMDEKPEFITSIHDRDLNSGEETISYNIHMSTNTNNDIPKYVSNNVYSG
IDLINDTLSDNKHIDIYDEVLKRKENELEFGTNYKKNTSNNSVAKNTNSDPIMNQLDLL
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HKWLDRHRDICENWGKKEDILNKLNEQWNKDNDGGDIPNDNKKLNTDVSIQIDMDETK
GKKEFSNMDTILDDMEDDIYYDVNDENPSVDDIPMDHNKVDVPKKVHVEMKILNNTSN
GSLEQQFPISDVWNI

>PFD1245c, 2149 bases, 7CEBB869 checksum.
MAQKVGGGGKDDYKDAKDLLDKIGQQVHDKVKNGDAETYKGALKGNLSFATASGETGG
TNKPCDFGYDKLISGRGGVTARGDPCGKDGTGKEHRFSKERGAECDKNKISGSNDNEG
ACAPYRRLSLCNKNFPNMNSKDSLKAKNDLLADVCLAAKHEGNSINTHYQKYQAQYAS
SASSSQICTMLARSFADIGDIVRGKDLYSGNKKKKQTEREKLENNLKTIFGKIHSDVT
KSGNNKDALQERYQKDEKDGNFFQLREDWWYANRATIWEALTCNAQGNTYFRQTACAG
RSATRNQCRCDGANIVPTYFDYVPOQYLRWFEEWAEDFCRKRKYKLENAKEQCREKDKY
YOERYCSGNGYDCTQTVRAQEEYSMENNCHKCFFACNPEFVKWLGNQKLEFDKQKKKYT
QEIEKYKNGTKQATNGTTNNLYVKDFYDELKNKHENVRSFLELLSKETACQKHPKVEG
EGYFDFTKFELNEIFSLTEYCKPCPYCGGKFVDGVFRSEGDEEGKCLRLFSSYVPPEG
VDPTEIKVLISGEGHDNINKKLDAFCTNSNDNSLYEKWNCYHDKEGKDKCVWEYDEKD
KNKKKVKKFYDFFREFWVTHMLDDSMEWKEKLKGCLEKNGTKIKCKNGCKTPCKCFEKWI
EQKKKEEWTKIRNHFYTQEGFGQEVGQOGIPHYIILEQFLENEYFDGISDAYADPEQME
KIKEKLDEKKKERNDDPTNKETIIDFLLEHEGEDAKKCTNSHNDQECNQQOKKQQQQET
PARSGTSPSSPRDPNHVDSHEEPDDNDDDSSDEDGEDDVVEEAEEQTHKTTEGTGEGP
KETTTODTEVTDGPATDPSVEVCSIVDKLEFSGNDFGDACGTKYDKYGKEKFPNWKCIS
DSTTKSGAPVKSGGSVCVPPRRRKLYTIHDLQSLGVEVDKAPSQEDLLKWEFVKSAAVET
FEFLWDRYKKENTKRQSGSPLPLLEGAGGGEETPETSLKNGTIPLPFLROMEYTLADYK
DILEFSGDKDDNTKSSTYHDILKGDKEIKGREEKIQEQLKKFFQONSGNQSPPSGTLPPN
SVKDPSSWWKENAQHIWNGMICALTYKEIEVKNPDGKNTYKIEQIQDADKLLGKIKEE
KGEYHYSKVTLKDENSGTQAKSNDDTKLENFVERPPFFRWLHEWGSDFCGKRARMLKN
VKDNCRSGIHGERYSSGDGENCEKMLRDDYDTVPDLEYRDCGKYCREFYKKWIEKKKTE
YENQOKAYTGOKKKYEEESKGGVNGVCETLOQENAAQFLERLKNGPCKNDNVDDSGKDK
TGNSHIKFDDHKTFGHENYCDPCPIFGIESKNSGWSEVTQKTCKDNAVITKDNIKTKI
KADQOVVLHVSDNSDHKFERGLDECKEADIFKGIRKEEWECDKLCNSVVCFLKKKNEN
GTDLKQYIEIRALLKRWVDNFFDDYNKIKHKISHCINSGNKSTCTNDCPNKCKCVRKW
IEKKKNEWEEIKKREFNDQYKKENNEGTSSNLNSFLETLIPQTDVDNVIGKVKTLSDLY
DSNECIDTDTSKKGQHEYNDVVECLLYKLOQKKIDTYNTQTIEVTDPNSCVLKPTEDET
YDESPEDDTSTTSVVPEFCEQFVKPEAPPPKVPEIPKEEDKDKRDEEKPASPTDDVDT
DSAGTEKLPTPPAPAPVPRSRPKQRKKQKRQITPKEYRLTDVLLPSAFPLSVGIAFVA
LSYFVLKKKTKASVGNLFQILQIPKSDYGTPTPKSKNRYIPYVSDRYKGKTYIYMEGD
SSGDEKYAFMSDTTDVTSSESEYEELDINDIYAPRAPKYKTLIEVVLEPSGNNTTASG
KNTTASGKTQOSGNNTTASGKNTPSDTONDIQONDGIPSSDIPHTNKFTDDEWNTLKHDFE
ISNMLONEPNTEPNILRDNVDNNTNPKTLHVSMDEKPFIMSIHDRNLYSGEEYSYNVN
MSTNSMDDRQYVSNNVYSGIDLINDSLNSNNVDIYDELLKRKENELFGTNHVKQTSTIH
SVAKPISDDPLLNQLELFHKWLDRHRDMCEKWENHHERLAKLKEKWENETHSGNTHPS
DSNKTLNTDVSIQIDMNNPKTTNEEFTYVDSNPNQVDDTYVDSNPDNSSMDTILEDLDK
PENEPYYYDMYDDDIYYDVNDHDASTVDSNNMDVPSKVQIEMDINTKLVKEKYPIGDV
WDI

>PFEQ0Q05w, 2207 bases, 2E213C1D checksum.
MGPPGITGTQGETAKHMEFDRIGKQVYETVKNEAENYISELEGKLSQATLLGERVSSLK
TCQLVEDYRSKANGDVKRYPCANRSPVRFSDESRSQCTYNRIKDNETDDNACGACAPY
RRLHLCDYNLEKMGKTSTTKHDLLAEVCMAAKYEGDSIKTHYTIHKHTNNDSAAELCT
ELARSFADIGDIIRGKDLYLGDIKKKONGKKTEREKLEENLKRIFGKIHEDVTNGKKE
VLKTRYKDINDPEFFKLREDWWTANRATVWKAITCHAGESDKYFRNTCNDSEHSGTES
OPNKYCRCNGDKPGEDKANVDPPTYFDYVPQYLRWFEEWAEDFCRIRKHKLKNAKEQC
REKYKSGTDRYCSRNGYDCTQTIRGRNILVSDSECTNCSVVCTPEFVKWIENKKLEFEK
OKGKYTKEIEKANGTSNGTTIRTQYGTINNMYRKDFYQQOLOSGYGDVNAFLELLNKET
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TCKDHPKVEEKSDIDFNEGTEKTFSHTEYCETCPWCATKKKGIDGNWEEQKYEEGCEN
YLMKPIDESKSTDIDLLVKDTSGTTMVEKLGGLCNDSSKRTVOMENWQCHYEKKSQYE
DGFDKDYCVLKDDKKKKPEHRTIKSYYTLEFPNWINEMLKDSIDWSKELKTCINNEKPT
NCIRECKSKCDCFKKWVVQKEQEWKQLEEHYEKENEFSGDFGPRISPYVTLEGNLQYSY
LEMIRKYYAQEKPVQEIEQITEKNKNNFEVKEDDNSITKFLQQEKGIATKCIEKQEEC
KOOKKQOOROKQPADKVVSRSGASPDTASPDTKATEEKEEEEEEEEEEDLGEESEEPED
OAVVDODGOGETTEKKVPATTEEGSPKETTTPEKSVDVCKTVAELFSNVDNLKEACTQ
KYGGNNSRLGWKCIPTSGGEKATGGSGESTGSDATTGGSICVPPRRRRLYVTPLTTWA
SGGTTQVETQASGGNTETSQVSGETTPQGQTPSESEAQTASQDPSEKLRTAFTIESAAV
ETFFLWDRYKKENTKROQSVLPLLEPINGDTISDDNNPEKLLKVGKIPPDFLRLMFYTL
GDYRDILFSSSNTSDTTGKETPSSSNDNLKNIVIEAGGTDEKDKQKMKEIQQKIDKIL
KOSGTTPPTPVTHSPSSGTTPSSWWENNAKHIWKGMVCALTYKDNTNGGPPTQDNDLK
KALWDDKTNEPKKSEYKYDOQVELKEENSGTGVTKGHAEAPGDNTPLSKFVLRPPYFRY
LEEWGETFCRERTRRLGKIKGECKVDDSGSGRGGVIKRQYSGDGEDCDKVHEDPTTLP
DLGSSCPKSCSSYRKWIKIKKDEYEKQQKAYEQQKKNCEKESEGVENKSDICDQKFLQ
NLKNYGSIDSFLDRLKKGPCSKTYNESGEDNNKIFEDTEKTFGHONYCGPCSEFKINC
EKGNCDKTKGQECNGKKTIDAQONFEQOMGOQTAKEFVMRVSDNDTTKFEGHGLEDCNGAG
IFKGIKENKWKCDKVCGYVVCKPKNGNGKNEGTYIIQIRALVRRWVEYFLEDYNKIRK
KLKPCINDGKEPKCIKTCDKKCNCAGKWIKLKODEWENIKNREFNEQYKNGNEGDYPVK
TILEELISRIAAATDKAERGSLDKLKTSLGCNCSDNSQKKNTDERDIVECLLEKLQVK
ATSCQSQHSDKTEQQCQEYTPEPDEEDLLLEEENENQVENQKVGNKAPAFCPPPEKPP
KEEPDEKCGDKEEEKEQEEEKDKGNEEQSGAPSSPSPSEGTKELPPPPEPPEEAKPPE
PVKPTPAPAPAAPPAAPAQPTLPADEPEFNRDILATTIPFGIAFALGSIAFLFLKKKTK
STIDLLRVINIPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYS
DITSSSESEYEEMDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGNNTTASDTQNDIQ
NDGIPSNKEFSDNEWNTLKDDEFISQYLQOSEQPNDLPNDYKSGNVTLNTEPNILYFDKPE
EKPFITSIHDRNLYTGEEYSYNINMSTNSMDDIPINRDNNVYSGIDLINDALNGDYDI
YDEMLKRKENELFGTNHVKQTSIHSVAKNTNSDPIHNQLELFHKWLDRHRDMCEQWEN
HHERLAKLKEEWENETHSGNTHPSDSNKTLNTDVSIQIDMDDGKPKKEFTNMDTILED
LDKYNEPYYDVQDDIYYDVNDHDTSTVNPNNMEKPSKVKIELDVNKKTIKEKYPISDV
WDI

>PFE1640w, 3164 bases, D990C2B0 checksum.
MGNEQSSSSSEGAKNPSITESQONSPRNVLERYGEGIMIKEKDEARIYENSLKGQLKQA
KFRGGPSTSVDEQYYYYPYPCSLNHNEHTNIRHDNVDERHPCHGREQNRFGEGQISEC
SNSKIKGNENKSDGGACAPPRRRHMCDKNLEALTVENTQONCDDLLGNILVAAKYEGQS
IVNNYPDKNNSNNKSSICTALARSFADIGDIVRGKDLFLGAPNKEKIKLEENLKKIFD
NIKNENAELSKLSLEKVREYWWATHRKELWEALTCNAPKGANYEFVYKLDGPKESSDRC
GHNYNGDPLTNLDYVPQYLRWFDEWGEEFCRKRKIKLENVEKACRKDSEKLYCRHNGY
DCTKTIKNENILEDDPKCTDCLIKCSLYEIWLDNQQKEFEKQKEKYEKEIQTYISNNE
ISNNNISNEYNKQISEKYTDKKYETLDKFLNLLKEGKYCKERMTGESSIDFNNDVDKT
FSYSKHCKVCPHCEVDCENGNCEVKNKPDGNCGKNVKYKPPYGVKPTEITVLYSGNEK
GDISKKLSEFCSNKNNINVKNNETWKCYYKNSDNNKCKMESNSENNKGAEKITSFHEF
FELWVKNLLKDTMKWENEIKDCINNTNITDCNDECNKNCVCEDKWVKQKEEEWKNVKK
VFENKKYIQDKYYLDINKLFESFLFKVISELDQGEAKWNQLKEELKKKIESSKANEGIT
KDSESAIELLLDHLKESATTCKDNNANEACSSSQKSSPNPCADKSGGKLVSVKQIAQY
IKROQAYEQANYRSDGLHKLKGKAHEGKYKRKGRENYFKDKLCKIGKYHSNRDPFESKG
PCYGKDGNKLSFQIGTDWKGAEEEKMIYNDVYLPPRREHMCTSNLEHLVTDNKPLDGT
DGNPKLVNNSFLGDVLLSAKYEAQRTKEDYEPVSDEQSICRAVRYSFADLADIIRGRD
MWDKDDGAQKMERILKSIFKNIYETIGDKKGKYTNTDGKYLELREDWWEANRAKVWEA
MKCAIKGLNVTSSDGKLSDHCGYSDHTPLDDYIPQKLRWMAEWAEWYCKVQSQEYDKL
KKSCVMCMQOKDNGKNCWKHNSECGVCKGACTAYQGKLLPWEYQWNVISHKYETLYEKA
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RIAADNGGLDTSSGDIDPKDKTLVEFLENLYVONGGKIGTIGTTGDKDTRDTTPTVYS
TAAGYIHEEAHIGDCKEQKKFCEKKNGAKPPSGDLEVDNEYAFRDKPTDHDKVCDCES
GEKLONKKSEGIVLVEPCNVVNTLLKDKNENSDIDQCIRKYKDGKEKYPGWDCTRNKI
KIGEEGAYMPPRROKLCVDFLKOQLKDOQTDEKLRDAFIKSAAAETFLSWHKYKEDTQKE
KATHTADNDLNKGIIPEDFIROMYYTFGDYRDLCMNKNIGNDVSNVESKIEGVEFSKAD
GTSSSNLSREVWWKKHGPKIWEGMLCGLSHAGGNDAIKSNQDYQYSEVKIFKQSDGSG
ITLSQFAERPQFLRWITEWYDDYCHTROQKYLKDVKEKCKSNDQLKCDKECNNKCDEYK
KYMEGKKKEWDAQYKYYKEQRNKKEVVNDSKGI IVKDYVLANAKEYLKKKFTAICVTS
SGKAQNSATEEVKKNIELLSEGQYYDAKEHCGCTKEFIHDGKYSKISGRSNCYGLNSDA
KKNKIKWRNGDEKDYAFLKKRNLSGEVFFPSRRLGICFRGLDGYYRYPEVKDKDTLRK
TLMEVAATEGYNLGQYYKEKKKANKEAYRYSYEVRPYSAMKYSFYDLRDIILGYDNLE
DNSTTTEKNLKEIFKNESKEDSQGRQTEFWNNNKDCVWEAMKCGYNKSGETI PDECKNM
PRDSDYPIGSNRDEGTEYQFLRWEFAEWGEDFCKHKEKELKKLVGACNDYNCGDNEDKK
KKCTSACTQYKQFISEWKPOQYENQIKKYGKHKHKIYSEHPVAKEAKDAQEYLDKQLQOK
SCNSGGKCDCMNKKSMSNRNNMPASLDDTPSEYKKKCNCPLPHKKPEAPLARAAAPPA
STKKKTPSRKTQPSQPAREMQADEPASPSRRASLKEKAVASKKEEKTARPTKPPKKVE
QPPTGIRAPTRTPRAAPQARTRRSTPTTTASDVATMVKAILSNEPDSRGGIEGCNPKT
YGOYPKWSCIVGKSKENENGTCMPPRRKKLCINNIQYLNYETVNKREKDIKEAFIKCA
ATETHFAWHRYKEDNKKAEDELKKGTIPDEFKRIMYYTYGDYKDMEFEFGTDIANDKKIT
TITNSVTTILNENNKKKOQDKKKDEELRKIFWEENKKFIWEGMIYGLTYHLKDENEKKK
IKDNYQYNDMTKLTPSLEEFVKRPQFLRWFTEWAEEFCNERKEQLKKLEAGCKEYECN
GSDDGKTQECAEACVTYQAFIKKWKTQYEVQREKFKKDKDNKKYKDYPSTERDIEKAT
YAHEYLNMKLKEFCGNKDCSCMQKPSSQLPKTKSPLOQPSNGNDMPESLDYHPEEFNKC
ECPEISKNESKTHTKKIPAPKIPMNCVEKAAYYLSKEAENNIERTLKQKITHSNCVKE
TDNSFSSNNRCDPNKPYAPDKYIGRRNPCGNREQNRFKLDSEWKCYKNIKLYQEKKRV
CIPPRRENMCISNLDEIETIAKVNQSNYLLNMVRIAARNEGIDIIKNFNSQNGCAMNPI
CDTMKYSFADLGDIVRGTDMLRIGGYLPPVEIKLYKAFEYIYGKWRNKNKGRNKYNDV
OTFRSAWWDANRKDIWKAMTCKAPEDAKLFRKGRMDGFESITLIQDKCGHKDDPPVDD
YIPORFRWMTEWSEYYCKALKVELEKLEKLEKSCDHCKTTNKCKNDYDKNKCEKCKTR
COQYDNFILKWKTLFDIQSKKYKELYEPIDTKNSTYDHVENFVQKLKKYKNECSVESV
SEYLHETSKCLNYKFDENDGSSNIRSYAFEETPKSYKEACSCTLPSKNPLDNCPTDQN
KDVCKELQTFTFCSKNDYDNNLDNWNAYLVLNSSDDNKGVLIPPRRRHLCTRPITAYN
YRKGDKEILKKKLLTSAFSQOGOLLGOKYKSEEELCFEAMKYSYADYSDIIKGTDMMDT
SLSEKIKKIFETSNQDTEDCKTWWEKNRSHVWHAMLCGYISKNKNENINPKWCNVPTE
DGTDQFLRWLIEWAMQACKEKKRVRDSLKTKCRCSNKDNFKASELLRQPGCQONDIRKY
ISLNILIQONSMENLNIKYKKFKDOSSGLGFRV

>PFF0020c, 1325 bases, 2DAE4B42 checksum.
MGSDYSSPGGNKSVNITESEKSARNVLEKIGRHIKDEINKNSNHTNKLKGTLSNAQFEFH
DGLHKAAGWGVRYGPANSCDLEHREYTNINNGYLPARNPCHNRNQNREFDENAEAYCNS
DKIRGNENNSNAGACAPFRRONLCDKNLEYLINENTKTTHDLLGNVLVTAKYEGDYIV
NNHPNRGSSEVCIALARSFADIGDIVRGKDMEFKSNDNVENGLREVEFKKIYEGEFLDKGA
REHYKEVKNGNY IKLREDWWTANRDOQVWKAMTCVAPENAYFRKTEADGIGISSLILPY
SKCGRDTDPPVVDYIPQRLRWMSEWSEYFCNVLNKEIDEMNNQCKDCEMSRRCNNDTE
GEKCKKCKEQCQIFKELVSKWKNEFDKQSMKYKELYIKASTNITKONSSSPERGYRRN
HRRRGYDDDTNVQLFLKKVIENNECKVESLGKYLDKTSHCGNYNFNYDNIPGSNRPNA
FEIPPEKFKKACKCKIPNPLEKCPNEENKNVCTREDKVSSCTSLEFKNDLIEWNNSGV
KNKENDNNGVLVPPRRRNLCINLFSKKDYKMKDENDFKEDLLNAAFSQOGKLLGKKYSN
YSNEAYEAMKFSYADYSDIVKGTDMMNDLKKLNKELNTLLKETEKGDISVDRKTWWDD
NKNVVWNAMLCGYKTENENQQLNSSWCNVPDDDNIDQFLRWLTEWAQQYCKEKLIKAH
IINTKCKDIVEGRKHKSMVDITDVECKRLFIDYEEWFRYRYNOWKGLSEKYIKIKKSK
NSGVNIPSEECAASYVTKHCNGCICNLRDMEDIHKNINNONELMKEMINIIKEDTDQY
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RTOLONISNSMEINPKSVKTAVDTTKDIVSYGLAGTMGVAAIGLOQAGDFLGKKIQDLY
NEFMKPVEKKLDTSSKNLNIYEDPNIMVPAGIGVALTLGLLLFKMRRKAKRQVDMIRT
LOMSONEYGIPTTKSPNKYVPYGSQRYKGKTYLYVEGDTDEEKYMFMSDTTDITSSES
EYEEMDINDIYVPGSPKYKTLIEVVLEPSKRDTONDIPSDNTPSYKLTDEEWNQLKDD
FISQYLPNTEPNNNYRSGNSPTNTNNTTTSHDNMGEKPFIMSIHDRNLYTGEEISYNT
NMSTNTNNDIPKYVSNNVYSGIDLINDTLSGNKHIDIYDEVLKRKENELEFGTNHVKQT
STHSVAKNTYSDDAITNKINLFHKWLYRHRDMCEKWENHHERLAKLKEKWENDNDGGN
VPSDNHVLNTDVSIEIDMDNPKPINQFSNMDINVDTPTMDNMEDDIYYDVNDNDDDND
QOPSVYDIPMDHNKVDVDVPKKVHIEMKILNNTSNGSLEQQFPISDVWNI

>PF07 0048, 2215 bases, D67739C6 checksum.
MARPGSGGGGSSQDAKHVLDEIGQQVHDQVEKEAKERSNGDLKGNLTISTIFDTETTG
TDDPCSSDYTTRFDARGDPCKKDGTGNDVERFSVKQGAECGNSKIHGNSKGGTGTEVG
ACAPYRRLNLCNKNLENINKYDNTKAKHDLLAEVCHAAKYEGASITLHYPQYQNKYDD
SGSTMCTMLARSFADIGDITIRGKDLYLGKKKKKQONGKETEREKLEDNLRKIFENIKKE
NNSKLKSLTDDQIREYWWTENRETVWKAMTCSEDLKNSSYFHATCIDGKNQSQARNQC
RCPKTSGNVNIVPTYFDYVPOQYLRWFEEWAEDFCRKKKKKVONLOKQCRDKYQGDDRY
CSRNGYDCEQTINKIGKLVIGKGCINCLYACNPYVDWINNQKEQFDKQVKKYGTEISD
GGSGSGAAGGGGGRKKRGTSTTNYDGYESKFYKIFKGKCGTVDAFLGLLNNEKACKEV
KDGGKIHFEKVNSTSGGTAGSNKTFYHSEYCQPCPLCGVKKKDGGNEWEKKKEDEKCN
IKLYKPKDGVVGTTINFLYSGDETNEIEKKLKKFCRTENGTGDSNSDPSLYDPWQCYH
VKQLEKDKEGVDDPVYEANVKNGGGLCILPNPKKNQDSGNNSSNEPEQFQKTFNNFFN
FWVAHMLKDSIYWRTKKLVKCLKNGNTIKCGMNCKDDCGCFKRWVEKKQQEWGEIKEH
FGKQDFGKQGENGVGEMLGVLMKSPSYVLKFVLEKDVLLTSIKSGYGKPEDIERIEEL
LKEEKKKNEEEAADGTDNENKTTIDKLLKHELTDAKDCQQKCDKKPPPPETPARNLPP
PDTQRDPNQEESEEEEEEEDEDAPDDGEVDGDKGDGQETEPEEEEDTEDAKVEPAKDT
TEDTEQDGQGPPVKKDEVNPCDIVSKLFONPNNFSDACTLKYVTGKNYGWKCVSSGNG
TTSSEGRSPRVARSAPSGDKDGAICVPPRRRRLYVGRLTKWAESKQVTQPQEDGKAPL
APTPPTSSGSQSDPLLTAFVESAATIETFFLWHKYKVDKIREEKEQQELFTNTSTLGKE
LODKLERGNIPTDFLROMFYTLGDYRDILFSGSKDAKNGVNDIFSGDKEMKEKEEKIK
GAIQTFFENGASQPPSGKRNDKHEEWWKNHGEHIWNGMICALTYKDNDAKGQTPTQIQ
EVRDNLWDSGKNEPKKPQYQYQTAKLEEKNSGTKPTNQTPSSTSDNTPTTLTDFISRP
PYFRYLEEWGONFCKERKKRLAQIKHECMDGDTQKYSGDGEYCEEIFSKKYNVLQDLS
SSCAKPCRLYKTWIEKKKTEYEKQKKAYEEQKSNYENEQKDKCQTQSNNNANEFSRTL
GASPTAAAFLNRLGSCKNDNVEDNGEDKLDFNNPEQTFRPATNCGPCPVIGVKCKNGN
CSDTSNGNMCKGGMITAENINNSTDDVSMLVSDNSTTGFNGLDEACQGAGVFEGIKED
KWKCGTVCGVDICTLEKKDTNGQEGDKKYITMKELLKRWLEYFFEDYNRIQKKLKPCT
KSENKSTCIKGCVEKWIDKKKEEWKNINNNYLOOYKYVGNTLTNFLEILIPKIDLTND
KKKIKDLPAFLKLYGCNCADNSONSTONDVVLCLLENLKTKAKKCEENHKPSGNQQQP
CQESPSVEDDEEDLTLEETEENTEEAKKKMMPTICETVVPTEPEEPGETCTPAAAGGG
HNPEQTPVLKPEEEAPTPEAETKKDKAPVKPPSQPTTPQIVDKTPALVTSTLAWSVGI
GFAAFTYFFLKKKTKASVGNLFQILQIPKSDYDIPTLKSKNRYIPYRSGTYKGKTYIY
MEGETSGDDDKYAFMSDTTDITSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSGNN
TTASGKNTPSDTONDIQNDGIPSSKITDNEWNTLKDDFISNMLONEPNDIPNDYSSGD
IPFNTOQPNTLYFDNNQEKPFIMSIHDRNLYTGEEYNYNVNMSTKNVDIPMSDKNDVYS
GIDLINDSLNSNNVDIYDEVLKRKENELFGTNHPKHTNTHSVTKSSNSDPIDNQLNLF
HKWLDRHRDMCEQWNNKEKVLDKLKEEWNKDNNSGDIHTSDSNKTLNTDVSIQIHMDN
PKPKNEFKNMDTTPNKSTMDTMLDDLEKYNEPYYYDFYKNDIYYDVNDDDKTSMDNNN
NLVDKNNPVDSNNSTYNHRNPADINKTEVDINNHNQHPIEKPTKIQIEMNSNNREVVE
QOQOYPIADIWNI

>PF07 0049, 2275 bases, 3869900C checksum.
MAPTSDGGGTKDESAKHVLDEFGQKVYEEIVGKKADAKTYKDELRGKLSLAPIWNESA
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GTDDPCKLESEYTELISGSLASGGAARGHPCGNVSGNDGTGNDDLKRFSKERVSKYDE
KKIRGSNDGACPPYRRLSLCNKNLENIKTNIIDNKHDLLVDVCMAAKYEGESIKAHYP
KYDAEYSSGSGSDFPMCTMLARSFADIGDIVRGKDLYSGNKKKEKLEQNLOKIFKEIY
DKLNGAKDHYQKDGDKFFQLREDWWTANRHTVWKALTCKAEGAYFRPTCSDGNSQSQA
TKQCRCNDKPNAGKPKAGNGDVNIVPTYFDYVPQYIRWFEEWAEDFCRKKKKKVQONLQ
KOCRGTDASKEPRYCSRNGFDCEKTISRIGKVRMGKGCTDCFFACHRYENWIDNQRKQ
FLKOQKNIYENEILGNSSRRRGAGGATTTNYEEYEKKEFYLKLQSNGYGDVNDFLGLLSK
EKACEQITTQEEGRINFAEKHDDNNNDKEKGTFYRSKYCQPCPDCGVKPLGGGKFQDK
ETKRKKCEGEKLYEPKPNKEGTTITILKSGENHDDIETKLKAFCKTONGGGVVLSGGR
DNEKKSDKDSLYEEWKCYEGKDVKKVKNGEEEDDEEDVQEVKDAGGLCI LKNDKNKKE
EKTVNEPEQFOKTFHDLFYYWVAHMLKDSIYWETQKLDKCLONGNKKCGKKICNSDCD
CFKRWVDQKKEQEWMKIRNHFYTQEIKGFQGELFKLSHDDLLKQVLKEEFYKEKSEDA
SAQDNONSLDAEEAKELKQLSKITESEENQEAGAGANGKKNIMDKLIDYEEKEAQKCL
EKRKQTCPPPEESPDRSQTPPASRSDSPRVDOQKEEEEEEEEEDDEDEDEVEDTAEGET
OAETEQVEDQVNGEGEQPVEDHSDOQVEEGTTQODNAEKPCEIVDKLEFNNPDNFKEVACQ
OKYAKNNSRLGWKCIASDTKSVATVKSDASGSICVPPRRRRLYVGHLOKWAEKYNKVA
POQVGGGNTKAGESSQSSSGSETPSQPDPKVELRDAFVESAATETFFLWDRYKKIKEKE
KOEEQORQOQENGGRLATLNGDTLSVEQTPENQLKSGIIPNDFLRLMFYTLADYKDILF
SGSKDDNTKSSTYNDITISGDKEIAQREKTIKGAISTYFSNSGTTPTPVTQPSGQKTTP
KDWWKENAKHIWEGMICALTYKESENGDKTIEKDEQVYEKIFGKDNNDKPGTTGTNTG
TTGTPTGTYNDRYKYETVKLDDQSETEAISNDNPTLEEFSKRPTYFRWLHEWGESFCR
ERKKRLKDIIYECRNIDKAGHHYCSGDGHDCTDKNLRHKNMSADLFCRDCHKQCRKYR
KWIDIKFEEFONQKSIYQAEHGKLKANHNGDNNCCKEIHNRSTAAKFLEALKHCKNNE
GDEEKEEDKKNNKIDFGKPLETFRHSKYCETCPFNRVTCNSGRKSGTNGCNVNGNGET
WESVENGIPENGGKTTTITVEMIDRRGPFIKEYLNNSQKSEKSNDLENASRLEFKGLRV
ONWKCKFNDOKMNVCHLINFNKDIDLNKYTTFKVFLLYWLEDFLYGYYISKKRKIVEK
CTOQKGEKACSGDGNSKNDCACVKIWIEQKEKEWDQIKNYYDANFKTDSEHIYSRINSF
FEQQLEFDSGIKKDKQKVTELRDLERSLGCECAENSKKIKDADKKDIVECIHKYLEKKI
GECTSQPSGENEAQCENSSPFEDDDEEDLLLVEDDKIIKQPGFCPPPEEKTEIEGTDD
KCEEASSPVVPEQPAKEDGDPAAQPEDDTEKKAPVKPTPTKPOQRPRRPRRTLELLDNP
PFKTALMSSTIMWSIGIGFAAFTYFFLKKKTKSSVGNLFQILQIPKGDYDIPTLKSSN
RYIPYASDRYKGKTYIYMEGDSSGDEKYAFMSDTTDVTSSESEYEELDINDIYVPGSP
KYKTLIEVVLEPSKRDTONDIHNDIPSDIPNTPSDTPPPITDDEWNQLKKDFEFISNMLQ
NTONTEPNILHDNVDNNTHPTMSRHKVDQKPEFIMSTIHDRNLYIGEEYSYDMSTNSGQN
NVYSGIDPTSANHDSYSDKNDPISDNHHPYSGIDLINDVLNGDYDIYDEILKRKENEL
FGTYHTKKNTSTNSVAKNTNSDPILNQINLFHKWLDRHRYMCAKLKNKEDI LNKLKEE
WNKENNNNSGKTYNSDNKPSHNHVLNTDVSIQIDMDNPKTKNEFKNMDTTPDKSTMNT
MLDDLEKYNEPYYYDEFYKDDIYYDVNDDDKASVDHNKMDNNNSDVPTKVQIEMNVINN
QELLONEYPISHM

>MAL7P1.50, 2267 bases, E423C7B8 checksum.
MASQSGGGSPQDAKHVLDEFGQQVHKEVKKEAERRSKGELKGLLTSAKLSGGEIAGTT
DPCSSDYTKHFEANSNRYPCGNTNVDRFPDNDGAECDNSKIKGNKGKEDNSEGACAPY
RRLSLCNKNFONNNNDHSSNAKHDLLLDVCMAANYEAQSLITYHDKHELTNVGSQICT
VLARSFADIGDIVRGKDLYLGKKKKKKTETERERDQLEQKLKGIFKKIYEGLTGGVKD
HYQODTDNYYELREDWWALNRDQVWKAITCKADNSNRYFRATCDSADGKGSSVARNKCR
CKDEEGKNETNEVPTYFDYVPQYLRWFEEWAEDFCRKKKKYVDIVKTYCRGKYQGEER
YCSRNGFDCEKTVNARGKVRMGKGCTDCFFACNPYVDWIDNQRKOQFLKORNKYADEIK
IYTEGASGGSROQRRNVRSNYDNGYEKKFYKELKNRYGSVETFLVLLNNEKACTAVDDD
KGGKIDFKEVNTGGAASGGTSGTNVESQGTFYRSKYCQPCPLCGVERKGGSGWEEKDK
IEKCKSINLYKPRDDKVGTTIKILKSGEEEKDIETKLKAFCDNKDSGNSDPSLYDPWQ
CYQIGELTKDQKEGGEDDLDYEADVQTGGGLCILKKEKKTDNDPDEIQKTFNNFFYYW
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VAHMLKDSIYWRMKKLERCLONGNKKCGNQKCEKPCDCFQRWVQOKETEWGKIKTHFEFN
TONIGALTGCNPIVTLEGVLKLQFLKDESTEDSEENSKNSLDSEELKHLKHLSEMLQG
TGVDGLTCSDSGTEQKTLMDKLIDYEEGIATECKKCDEPKPEGAAGGRSDGPPGSPPR
PAEKDEDHHSDESDEEEDEEHTEQGEEKTEGKTEEQPEEVKEHTETPEDEVNPCKIVE
TLFTSDDNNALNEACKQKYQYGKEKFPNWKCIPSGDNSTTSSEGGDRGGQSRAKRAAP
RESTTSSGDTTGGSICVPPRRRKLYIKKIVDWAESQSKTLTSVNGDGNGSQEVVSVNG
ASESGSQGSRSDSSSSSSSDSSQGTTSATSQSPNGDLLTAFVESAATIETFFLWDRYKK
IKDIEEKEIKEKNEIYGIYTSSVDEKPONKLNGGDIPNDFLRLMFYTLGDYRDICIGV
KEDVIKALEASSDKNIETIKKAIDEILSKOSRNNQOSGOKSENPRDTWWKTNGEHIWN
AMVCALTYNEDTSGAKGKQPQODQSLKDKLIDKKTGKPEGKYHYEKVTLENSDTQATS
NDTINNPKLKDEFVEIPPFFRWLHEWGSDEFCGKRARMLKNVKHNCRNIDNPGHQYCSGD
GYDCEKIKPENYKNISDLDCRDCYKQCRKYRKWIEKKVEEFHKQEKKYKGEHGKLRND
NCSGNDNKEYCEQIKQKTSAADFLAALKHCKNDQIDGEQGNQEDKKNNEIKFEEPLKT
FGPLEYCKTCPENGVNCTVRRGTNGCIENGQIWKKVFEGISGNGENSTITVDMIDRRG
PFIEKYLGDSNDLFKTSKLFKGIRKONWTCKENKDKNMDVCHLTNFKDNIDLNEYTTF
KVLLIYWLEDFLYGYYLLKKKKKIYLCTONKEQTCSEESKNDCACVKEWIGKKRAEWK
TIRDRFNDQYKSENSGDTFPVRSFLEGLIPQIPVADVQGNVIKLSKFGNSCGCSFSAH
STNGKDDAIDCMIKKLEEKVTSCLSSTSGDNLAQCENSTPLEDDDE PFEEEENPENMR
PGFCPPPEEKTEIEGTDKKCEEAPTTPPEPAPPAKSGEGTEELPSAPEPPQDKALPKP
AAQPKDKKRPKRQPONPWEHPIVIPSLATSTLMWTVGIGFATFTYFFLKKKTKSSVGN
LFQILQIPKGDYDIPTLKSSNRYIPYASERYKGKTYIYMEGDSSGDEKYAFMSDTTDV
TSSESEYEEMDINDIYAPRAPKYKTLIEVILEPSKRDTONDIPSGDINSDIPNTPSDT
PSPITDEEWNTLKDDEFISNMLONEQEDIPQPDVSKELPLNTHPTPSHDTLDQKPEFIMS
ITHDRNLLNGEEYSYDIINNIGNNDLYSGFDPKSGDNVSYSGTIGSISDKTSPYSGIDL
INDSLNSGNHIDIYDEILKRKENELFGTNHVKHISTHSVAKLTNSDPIECQLNLFHKW
LDRHRDMCEKFSNNKEELLDKLKEQWENKTHSGNKHSDIPSGKLSDTPSDNNIHSDIH
PSDIPSGKQSDIPSDNNIHSDIPYVLNSDVSIQIDMDNPNQVDDNTYLDTYPDKSTMD
TIMDDLEKYNEPYYDIYYDVNDHDASNVDSNNMDVPSKVKIEMSVKNTOQMMEGKYPIG
DVWDI

>PF07 0050, 2064 bases, 95B088EQ0 checksum.
MAAAGSGGQGARDVLEQFGEIVQKKVHNEVDAYREELKGKLWEAKEFVGVSHVPSDPCQ
LNHEYHTNVTTGKDDPCDRRWPVRFSDESRSQCTKNRIKDSTSDTVGACAPYRRLHVC
DONLEQIRPEQITSTDNLLADVCLAAKHEGESIIKNYPQDRNNNEVICTALARSFADIT
GDIIRGKDLYRGDKGEKKKLEENLKNIFANIYEELKNGKTNGKKGEIETRYKKDDEDG
NEFFQLREDWWNANRNDIWKALTCHAPPDAQYTKKGPHNHITESNKGQCRCEFSGDPPTN
MDYVPQYLRWFEEWAEEFCRKRKKKLONAQKFCRDESSKLYCSLNGYDCKATIRANDE
YTISQACAKCFFSCHREFVKWIDNQKLELEKQKKKYDEEINVTTETSKKTEHGRINIIY
AKKFYDILKEQYGKVDNFLELLSNQKECKNHPEVKGKNSIDFKNDNDTFSRTEICEPC
PWCGVKKQEDGNWKRLERGHPHCPKKPPYTPPDGAKCTEIDVLYTGERNNDILDKLKE
FCRSEGKNERKTDFKNEQWKCYYKDSYNNKCVLQPDRDLGIEKKVKNYVDFMMFWINH
MLKDSIDWRKYIKRCINNSASNECKKNMCEFKNCQCFEKWINKKQDEWNKIKKHYNNEK
GFGEFGSYNTLEYILEEDFFKGISEAYGSVDAIERIKNITKNHVSTEEITNAENEEFA
IDILLKHELEEAQECKNNNPEDQKCNEPHDEEEYEDEHEEEVYVNNPCAKPSGNYPAL
AHNVAYQMHEVAKTQLRTRGGRNALRANAAEGKYKNNNKEFTFNGNICSINENHSNCN
HNYSSGPCGGKDGRNEMFEVKDGWKSGADVSKEHAEDVFLPPRROQHFCTSNLENLNTN
SKGLSDGTLASHSLLGDVLLSANKEAGFIKDKYKNQPTLGGFKDEATICRAMKYSFAD
IGDIIKGTDLWDGNKEETDTORNLVTIFGKIKDKIRDEATKKKYSDAQKHLOLRKDWW
EANRDOQVWKAMQCGNDNPCSGVSGVPLDDYIPOQRLRWMTEWAEWEFCKMQOSQEYNKLME
ACTGCMKKGKDGEGCTQKTQECALCKAACDAYKKEIEKWQRQWNNMQVPYITLYEQAR
TVRDGTVIGDVSDQQVIAFFKELHQONGGKKSVDTVYSTAAGYVHQEAIMNCEKQTQF
CKNKNGENSISGTONNQKYAFMQPPKGYEKACSCEDYYKAADPQDDACTIVKQLLGNK
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GAADDIQGCKKKYDGINPYPSWKCDKSLVDEDGVCMPPRRONLCVHYLTQLDDKDDEN
KLREAFIKSAAAETFVLWONYNSKNDNDAQLLDSGIIPPEFLRSMFYTFGDYRDICLD
TDISAKTPDGDLEQAKENIGKVFQKIGPKTANHKPPRGITREDWWKEYGSQIWKGMLC
ALSYDNETRIMNERVRKQLMDSIYNYHILKNHLENFAERHPFFRWFIEWTDEFCQEQK
KEYNDLVQKCTGCNEQTCDSECETCKSQCGOQYEKFITOWKSOWEKQSGKYDKLYAEAK
VTSTPTTDPIETKLLKHLKELKDHSTNSDKYSTAGRYMKEEGYINDCELSKQONKFEKN
CNDGSNDNYAFRTYPNDHQTKCDCKKKEAPPPEPPANVVPKVIPKSRTPREAGSSHLQ
NALLSSTIMWSIGIGFAAFTYFFLKKKTKSSVGNLEFQILQIPKSDYDIPTKLSPNRYTI
PYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEELDINDIYVPGSPKYKT
LIEVVLEPSGNNTTASGKNTPSDTONDIQNDGIPSSKITDNEWNTLKDDFISQYLQSE
QOPKDVPNDYSSGDIPFNTOPNTLYFDKPEEKPFIMSIHDRDLYSGEEYNYNVNMSTNS
MDDIPINSHNNVYSGIDLINDTLSGNKHIDIYDEVLKRKENELEFGTNHVKQTSIHSVA
KLTNSDPIHNQLELFHKWLDRHRNMCEKWENHHERLAKLKEEWENETHSGNTHPSDSN
KTLNTDVSIQIHMDDPKPINQFTNMDTILEDLEKYNEPYYDVQDDIYYDVNDHDTSTA
DSNAMDVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PFC1080c, 231 bases, FADO0OD22 checksum.
MEFHYIYKIYIFTIILCASNLENNNVVEIGTYKLSYHNGGIQFRILAQKNTNKKSNGNT
LTNILLKDKGGKGSKKKNPDDQISSLVSLVDNMNITQEKKDKIKNLSLKYINSRDVKE
KNESINELQKYSNNEECKEYMDSYLMHLRMONDIKCLKRKNLWNNIWINSITLTLIIT
MIACVEFSVEITSSSALYPAFILLIFIIYIYARYFPEMKIGYKGIKEACKYYEFNKKSK
>PF07 0051, 2215 bases, 7C409B06 checksum.
MAPGGRQGDGGEDIDHQSAKHLLDSIGKIVHDOMKKEAEQRSKGELEGKLSFATVSGE
TGATDKPCNFDYDKLIGANDGKRHPCKKDGKGEEVPRFSDKQGAECANNRIQGNNKNS
HYKDFGACAPFRRLNLCNKNFPNMNSNDSSKAKHDLLVDVCLAAKYEGDSLKHYSEKL
NLTYTDSPSQLCTELARSFADIGDIIRGKDLYLGYNRKEKAQKEKLEQNLKKEFEFQNID
EKLPLKAKNYYTKEKDPNFLKLREDWWTANRETVWEALTCDAHGTYFHATCSDLNGDC
SQAHEKCRCPKTSGGKAIKAGGDVTIVPTYEFDYVPQYLRWEFEEWAEDFCRKKKKYVDI
VKTYCREQDKSGNQRYCSRNGYDCTKTVRARGKYRMGNQCTKCLFACNPYVEWIENQR
KOFDKOQVKKYKTEISDGGGROKRDAGGTTKYEGYEKKFYDELKGNYSDVNAFLGLLNN
EKACTAVKDNDGGTIHFETVGTTTTIGENGGTSDTSGTNNENEGTFYRSKYCQPCPHC
GVKREGNEWKEKKKNTDQCTSGKRYKPKNNAEATNIRILKSGDGQTEIENKLNEFCDQ
INLDTLNSGVNSAGGGGGGRSGSQELYQEWKCYKGDDVVKVENKDEEEDEEENVQKVK
DAGGLCILKNERSETNSQNHPYDIQKTYNDEENFWVAHVLKDSTIHWRTKKIKGCLSNG
AKIRCNKKNKCNNDCGCFERWVKQKKDEWKPIKQHFYTQEDIVKKGPFMTLTHDYVLE
GVLELEFLKGDSEEDFEADSSEDSQSRDEDAQETKRIKDMFEKKKKKNKDEVASNEET
IIDFMLDEELNDAKQCIEKHTCPPQEGLARSESDTOQRDTHSDDVEAEEEDEEEEEDDV
GAEGESETVKDTEAPVETKKDVDVCKIVEQALNNMENLNAACTLKYGPKAPTSWKCIP
SGSDSSSSGAICVPPRRRRLYVGKLEQWANKHNTDASEARGSEAPSPSGTDTHTQPDP
OKALLKAFVESAAVETFFLWHRYKEEKKKPQEGGLPLLGTGDSVDGEEEEQPPONELN
GGKIPNDFLROMFYTLADYKDILDGKNIVADILNGSSGSDKDMVEREKTIKEKIKIFF
EQONGNKEAAPRGSTQTQOPSEKLKSWWSONGEY IWKGMVCALTYEENGARGTDGKTTLK
RNDDVYEKFFGKPSDSSILPVTGSTPTGTAATPNGTTGTYTTQYQYDSVTIGASGTGA
KSDDTINNPTLKDFVLRPPYFRYLEEWGETFCRORTRMLEKIKDDCKVGQOGNGKNGDK
VCSGYGEECKIEDISKEGLFADLKCPSCAISCSSYRKWIKGKKTQYEKQKDRYKTEID
QOAKSDNEFCATLKSLSDAAQFLERLGPCKKDNASGEGKKFFENEGEAFTPATNCKPCP
EFKINCKNGKCKSGDGDTKEKCNEKTTIDVNDIENKTDVNNIVMLVSDDNKNKSETVL
EACIEAGIFKGIRKEEWKCRNECGLDVCGLKKGDNNGKLDDKQIILIRALIKRWLEYF
LEDYNKIRKKLKSCTEKGEGSPCIKDCKKKCDCVKAWINLKTKEWEEIKKPYLEQYKN
GYGENYNVKTILEKFQDQPEFKKAIGPCPNLGQFEDSIHCNGAARSENGKKRDIVECL
LOKLEKKAEKCONONETACDTPSTCDKNLTPDVEDDDEEPYEDLLLQETEEKPEEAKK
KMMPKICEGVIPKEEVKDKDGCKPAAAPSAETDKEKPVPKPPSOQPTNPPNPFEHPAVI
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PALMSSTIMWSVGIGFAAFTYFYLKKKTKASVGNLEFQILQIPKGDYDIPTLKSSNRYT
PYASDRYKGKTYIYMEGDSSGDEKYAFMSDTTDVTSSESEYEELDINDMYVPGSPKYK
TLIEVVLEPSKRDTMSTQSDIPLNDKLDSNKLTDEEWNKLKQDFISILONPONDLPQN
NISGNIQMDTHPSVSILHDDMEEKPEFITSIHDRDLHNGEEVTYNINLDDHKNMNESTN
HDNIPPKNNONDLYTGIDLINDSISGNHNVDIYDELLKRKENELFGTNHTKHTTTNSI
TKKTHNDPIVNQINLFHKWLDRHKNMCEQWDKHKKEELLDKLKKEWEQDYNNNSDDIH
TSDNNIVSTVNHVFNTDVSIQIDMDDPNPVNPFTNMYTNSDNSTMDNILNGMEKHREP
YEYDIYEDDITYFDIDDEKTPMGDIYVDHNNVNSNNMDVPNKVHIEMNIVNNKKEIFE
EEYPISDIWNI

>MAL7P1.55, 2239 bases, EC964FD checksum.
MAPPGGSVGAGSGGEEDAKHMEFDRIGEEVYKEVKNGGAEKYFYELHGTLSKARFENEP
EGLOTOGNPCQLDHRYHTNATNVRSYPCRAGKEERFSQVHGGECDKNKIRDNEDDRVG
ACAPFRRLHLCVRNLENINIKKKIDNDNLLADVCLAAKYEGDLIKTHYTPYEHKYGDS
PSQLCTMLARSFADIGDIVRGKDLYLGNSREKEKLQTNLKSIFONIYKNLKKPAQKHY
SDPHANFYKLREDWWYANRQQVWYATITCGAEGYQYFRKTACNGGKSSTPNKCRCTTHD
VPTYFDYVPQYLRWFEEWAEDFCRKRKKQLTDAIKNCREEDENGENRYCDLNGYDCKN
TAKGKNKYKHDQECIKCSSVCIPFGPWIKNQKQEFEKQKNKYENEILGKSRRKRSIGS
DTYDGYIEQFYDILKREYRDVDKFLDLLSKETACKQQPYDEPRTIDISFKNPEGIDIF
SSTKYCQACPWCGIEEQKVNGRWIAKGDEDCNNKEIIKENNEDTTDISILSTDRGKTK
ILEKLGSFCRNGEKIKKDDWKCHYDDNDKSDNCILONDNKNTKNQEIESENSLEWHWI
NEMLKDSILWSKELDRCIKKDDKSKCISGCKKNCECFKNWVAQKQQEWKQIEQHYEKE
DFELSGPYGILEGNLQIYYLPMIQEAHPKDEAVQKMEDI IEKNKPNMLSVKEHDNSIT
KFLOHEEEDANKCTGIHNDAKCNQOKKQOKTPGGGDDARSDTSHDGARPQPPPITNHHE
EHDDDEDDDPNKIRSIKFEDEKHIQPKFKEHPDEVKETEEAEETEEGTDGGGEIPQKE
TOQPAEATTEDGTGETTQITKEDGVKPCDIVSKLFONPNDFSDACTLKYVTGKNYGWKC
IPSGDKTATSSGNGERPSRSKRGAEPTSDGVPTTGGKDGATGGSICVPPRRRRLYVTP
LTRLAGGDGNTQAGETTQGNGASTETPEASLRRAFVESAAVETFFLWHKYKEEKKTPA
TONGALPLPLAPDVSPPSENPQTKLEGGNIPEEFLROMFYTLGDYRDILVRGGDVNSD
SEKKDGDSNSDRNIVLNAGGDKASMEKIQQEIDEITKQSGNNKGTSGTTSRGPQIGSH
SPNPDKQOQTEREKWWDKHAPSTIWNGMICALTYEEKTNSASGSESKIEQNQKLKDKLWD
NDGNKPKNDNYTYDKVELKEENSGPKGQTESSSPSGDNTPLSHEISRPTYFRYLEEWG
ONFCKERKKRLEKIKEECRSGNYGKEHCSGDGHYCKTSDLKHHKMFQDEFVCRDCYKQC
RKYKKWIDIKFDEYONQKHKYQGEYDKLTKVDCPNNGDKKFCEEIKKHSSAAEFLKSL
KHCKDGONNNDONNIIDFENTKTTFGPLDYCKTCPLNGVNCNVIRGTNGCIENRQKWK
DVFDKIHKDNEKITENITVEMIDRRGINIDKKFEQLFKESYLFKSVREQNWECKVINN
DTDVCKLTNFDETIDLNDYTTFKVFLEYWLDDFLYGYYLLKKRKIIEKCTQKEGKTCN
ENSKNDCACVGKWVQOKGKEWESIKDHFQKROYGNGDDIKSKVKMFLEKLOSLTELNK
IMKPCTSLDKFKASLKCNSTENSEKGGKDGKKSDIIECMLEDLDTKIKTGSCLTQPSG
EKQAECEKYTPPDDEDLLLEEENENQVEAPKICEGVIKPETKVVDEHACKTDAPQPDV
KEEEEEKEEEIVQPATTGDEGTKELPLTPPAPAPAAPSSTPATPNHQPLPSDNTSDIL
KTTIPFGIALALTSIALLFLKKKTKSSVGNLFQILQIPKSDYDIPTKLSPNRYIPYTS
GKYRGKRYIYLEGDSGTDSGYTDHYSDITSSESEYEEMDINDIYVPDSPKYKTLIEVV
LEPSGNNTTASGKNTPSDTONDIQSDGIPSSKITDNEWNTLKKDFISNMLONTQONTEP
NILRDNVDNNTHPTTSHHNVEEKPFIMSIHDRNLESGEEYNYDMENSGNNPINISDST
NSMDSLTSNNHSPYNDKNDLYSGIDLINDALSGNHIDIYDEMLKRKENELEFGTNHVKH
TSTHSVAKNTNSDPILNQINLFHKWLDRHRDMCEKWKNNHERLPKLKELWENETHSGD
INSGIPSGNHVLNTDVSIQIHMDNPKPKNEFKNMDTTPNKSTMDTMLDDLEKYNEPYY
YDFYKNDIYYDVNDDDKTSMDNNNNLVDKNNPVDNNNSTYNHRNPADINKNEVHKNNQ
NQHPIEKPTKIQIEMNSNNREVVEQQYPIADIWNT

>MAL7P1.56, 2192 bases, 14751040 checksum.
MARDPRGGGSEEDDIDHKSVKHLLDSIGKIVHDQVKNGADGTAKKYIKELKGDLSKAT
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FSSEETASSIETCYLVKEYYNNHVNGGDVSGERNPCRKEDVKRFSDKEGAECTNNKIN
CNKGGCGACAPYRRLHVCDKNMEKMGRTSMTTHKLLAEVCYAAKYEGASITLHYPQYQ
EKYDDSPSEMCTMLARSFADIGDIVRGKDLFIGYNQKDRKEKEQLONKLKYIFKKIHE
KLDSEAQTRYNDATGNFYQLREDWWTANRATIWEAMTCSEDLKNSSYFRQTCSDERGG
AQANDKCRCPNGNNQVPTYFDYVPQYLRWFEEWAEDFCRKKKKYVDIVKKFCREGENG
KEKYCSLNGYDCTKTKLAVGKYRMGNQCTKCFFACYPYENWIEKQKEQFDKQOKKIYDK
EIKIYTEGAPRSSSRKKRDAGGTTNYDGYIKKFYGELKNHGYGDVNNFLEKLSDEDVC
KKVODTOGGKINFKNVKSSSASVPGGGNDVVAASGDRGKGASADSNSNKTFYRSEYCQ
PCPYCGMKKKSDGSGGWEKRSETDNCTRGNLYKPKGDAEATPIKILKSGKGHKDIEKK
LNEFCQEQNRSDGSSSGGGGKNSNNQELYEEWKCYNDVEKDGQDGVDDDDEEDVQKVK
NAGGLCILQKTNGKENVNKQKTEFYDEFEFYYWVAHMLKDSTHWRTRRLRKCINDGTTMKC
INGCHGKCDCFQKWIEQKKKDEWKPIKDHFYKQEGFGEQGSEKLPHYMVLEIVLEEEF
LKEVSEDESENNSENPHEDAQETKRIKDMFEKKKKKNNDEVASNEETIIDFMLEEELK
DAKQCIEKHTCPPQEGLARSATDPQPRSEEKEEEEEDDDEDDEDGDEVEEEEPHTEDT
TEGSATEEKEAPKVVEPAVKKEEVNVCSIVGGILTGSGNLNDACSQKYGYPQRHWGWK
CIPSGDNTTTREGSGEATKSGATTGSGKDGATGGSICVPPRRRRLYVTPLTRLAGGDG
NTQAGETTQGNGASTETPEASLRRAFVESAAVETFFLWHKYKTVKQKELDEKKKQQQE
NVLSQLSGDTISGEQNPQSKLEKGEIPDDFKRLMEYTLGDYRDIVVRGVADDKNGGNN
IILNASGNKQDMDKIQKKIDKILKQSASKPGQEPNSKREEFWTTHGPDIWKGMVCALT
YKESKNGDKTIVKDGAVYDKFFGENNNDNPGSKPKTNGTYQENYDYNIVTLKEDESGG
GPKPAGVNEAPPKLSDFVLRPTYFRYLEEWGETFCSERMKRLKQIYEDCKVGENGDRR
RDGKKNPKCSCYGEDCEEIFSKKYDTVSSLECPNCAKYCRFYKRWIDRKRKEYDKQEK
IYVOOKSNYENESNNHDKGFCTKLKENYTDAAKFLERLKDGPCKNDSEEGKKGRDKLD
FNEPDETFKDADNCKPCSEFKINCKNGKCSDEEKRKCNGTTVITKDNIEKMKDSNGNV
DMLVIDKSGNGSQNDLKDCEGKGIFTGIRKEQWKCRNVCGYIVCGLKGDNGQKVNEKH
IIQIRALVTHWVQYFLEDYNRIKQKISHCIKNSDGSKCENKCNDKCNCASKWIDEKST
EWTNLKNLYLOQOYGGNDSGESYPVKTILQELQPKTELNKAIKPCGDLHQFEESRHCNG
AASSENGKPQKKDIVECLLDRLKKKATSCPAPTSGENPTQCQEPPLVEDNDEATIEEEN
SVTQPNICPPQTPPKQEEKDTCEPAAEETEPAEEKSSEEPDKQKPDQDKSADTPARAP
AAPPSTPGPQPLPSDNTSDILKTTIPFGIALALTSIALLFLKKKTKHPVDLFSVINIP
KSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEE
LDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGKNTPSDTONDIQNDGIPSSKITDNE
WNTLKDDEFISNMLONEPNTEPNILHDNLDNNTNTTMSRDNMEEKPEFITSIHDRDLYTG
EEISYNINMSTNSMDDTKYVSNNVYSGIDLINDTLSGNAHIDIYDEVLKRKENELFGT
NHVKQTSTIHSVAKLTNSDPIHNQLELFHTWLDRHRDMCEQWSNKEELLDKLKEEWENE
THSGNTHPSDSNKTLNTDVSIQIDMDHEKRMKEFTNMDTILEDLEKYNEPYYDVQDDI
YYDVNDHDASTVDSNAMDVPSKVQIEMDVNTKLVKEKYPIADVWDI

>PF08 0142, 2120 bases, EZB4BBD2 checksum.
MAAAGGGGKDKYKNAQDAKHLLDIIGEDIYKIANDAALKRSGSELKGLLSLAKFEKNP
PDKQTPEDPCDLDYKYHTNVTSNVIEPCNKRSGKRFSEVSGAECANNRIKGNKGSNGD
ACAPFRRLHVCDRNLEQIDPAKITATHNLLVDVCQAAKFEGQSITQDYPKYLATYNDS
PSQICTMLARSFADIGDIVRGKDLEFRGYDDEEKNRRKKLEQKLKVIFGHIYEELKKHK
KLKEEAEERYKKDGDNYYKLREDWWALNRQEIWKAITCGHPGGTYFRQTACGGGTTPT
PNKCRCATNDVPTYFDYVPQYLRWFEEWAEDFCRKRKYKLENATEKCRGKTKGEKYCD
LNGFDCTQTASGEKKFVKGHNCHNCSVTCIPFGPWIDNQKKEFLKQRNKYQONEISSNS
RKKRSTSNNNYKGYDEEFYKILKEDYGDVEQFLEKLSREGICQSQPTVGNQKADAANF
TKDNPAKTFSHTEYCQACPWCGVVCKSGNCTKNPEGSCTEQIRKKVYDDSNTTTIPVL
TPEKGKTSILOQKYKTFCEKPEKHNQINNWECHYEKTDISNNCILGKWEKFQKGQEVMV
YHPFFWKWVTEMLDDSIKWRKELDNCLKNENKQCISKCNGKCDCYKRWVEQKKEKEWT
QIKDHFGKQEDMKEQIRGADPGIILEGVLDIEDLFENIKDTYGDVKEIDHIKKLLEEE
TTVDADNONKTTIDKLLDHEDKDAKGCLQKONECKEQERDGGARSDSQEPTPRSEVKP
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DSEDLDDDDEDDPDEEKSEEVENPEDQGEEEGTKQGSGEKKVDGTEAVQETVAEVTPE
KKDEVNPCEIVKTLFEKPENLSDACGLKYGPGGKERYSQWKCIPTKPNSDNKGEVGSA
GRVARSAPSGEKGSICVPPRRRRLYVKDLETLGDSEVTQVQLRDAFIKCAAVETFFLW
DRYKKEKEKKKPQEGVLQLLGTVGTPPTDDEEDPPEKMLOQKGEI PEEFKROMFYTLAD
YKDILFGDQEVIKTLKDSGDENIKDISEKIKKTLNGDNNQESGSSPSLSGKKTTPKDW
WETYGKDIWEGMVCALTYKNSGDKKIEQVKTADDGEDLEFQKLKTQYEYNTVTLKDENS
GTEGAKPFTPKTVSSSSGEKNPPKLSDFVLRPPYFRYLEEWGETFCRQRARMLDKIKK
DCNVEENDNRPGGGITKQYSGDGESCKDYLPDDPTTLPDLVSSCPKSCSSYRKWINKK
KDEFVEQONAYTEQONKCQOSKSDKAKSDNGFYTRLONLPDAAAFLKTLGSCSKNDIPE
YKIDFDVNGETFRYEKYCGTCPEFKINCTKVKCTSGDMONGCKDNKINAANFKTMAQS
TEINMLVSDNSGNGSQNDLKDCKTSGIFKGFREDVWTCGKVCGYNVCKPKNVNGQNGD
GNQILLFNALLKRWVEYFLEDYKKIKHKISHCKNSSEGHTCIKNCVEQWISTKRTEWE
TIRGRFNDQYKSNDSDVYPVRSFLETWIPKIPVANANNDGKKLIKLSKFDNFCSCSAS
AHSPNGKDDAIDCMINRLQDKIDKCKEKHPQPSAENQTTCDESTLVEDVDDYEEQNPE
NKVGKPAICGNVDTTEPVKEEDEEECKAAESPAEPEQAAEEESVPAAETKDTENQPPQ
APDVGPPPLAPAPADQPLDPTILQTTIPFGIATIALTSIVFLFLKKKTKSTIDLLRVIN
IPKSDYDIPTKLSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEY
EELDINDIYVPRAPKYKTLIEVVLEPSGNNTTASGNNTTASDTONDIQNDIPSDIPKT
PSDTPPPITDDEWNQLKDEFISQYLOQSEQPKDVPNDYSSGDIPLNTQPNTLYFDKPQE
KPFITSIHDRNLYSGEEYNYDMENSGKNGPYSDKNDLYSGNHDSLSGNRDPTSANHDS
YSGNHHPYSGIDLINDSISGNQHIDIYDELLKRKENELFGTNNPKRTSTYSVAKLTNS
DPITHNQLELFHTWLDRHRDMCEKWENHHERLAKLKEEWENETHSGNTHPSDSNKTLNT
DVSIQIDMDHEKRMKEFTNMDTILEDLDKPEFNEPYYYDMYDDDIYYDVNDHDTSTVDS
NAMDVPSKVQIEMDVNTKLVKEKYPIGDVWDI

>PF08 0141, 2858 bases, CDCDBFBC checksum.
MGSQGSKPVDTSDVKNESHNSARNVFENIAEIIYNRVKEDAEKRGKSLKGDYKRAKEH
QPLLEAAKYVWYAPSNPCNFDFRFDTNAPDKGSYDRDPCHLRDTNRFSDKGDAICTNN
KINCNNGGCGACAPYRRIQLCDYNLEYINEYNINSTHDLLGNLLVMAKREGDSIVNSH
GHTGKGIYKSGICTSLARSFADIGDIIRGKDLFLGHNHKKKPLLDNLEKIFNRFQKIY
EDINNLPIDDIREYWWALNRNDVWEALTCSAPYYADYFKKKSGNTYNFTTEGYCGRNE
GAPPTNLDYVPQFLRWFDEWAEEFCRIKNIKIGNIKKSCTGESNNKHCSREGYDCNKT
NLRLNEIFMDLECPRCADDCKSYETWVENKKKEFNKQKEKYKEEINESKPGVNSEHGK
YNKAFYDKLRTIYRTNDKFFEILNKGQICENVDEKNKIDENDLVKTEFSRSEYCKSCPM
LGVTCKGEQCNSLDDITCTNDKGGPNKVTDKNNNTFVIDILLNDNKKKVLSNDLNDYK
ECDLFKRLRRONWNCKYKCNLHVCELNNEFNNEIDDERVISIKVFIKRWLESFLKDYNK
LKENLNPCINNENQLPCIKDCLENCDCVEKWIKKKGEEWKKIKERYLKDYKIEDNNSS
NSLNKFLOONQFHSDVVKAIKPFENLRAFEDSSGCTGTVPSGIEECKSNDVIKILLSK
LKEKIELCKKNDVKKNKSNNCVTLLKPLNDEEDDEEQDDEPPAPKPLPTPNPCVNGGD
DTSGAQITSVTEIAEGMHMGAQKQOMLERSGDKSGKGTENGESVLKGDIKKAKFKNGAS
PSSLEDVCGITDQHTKDSRRRRRLRRLRLLVLRFRRRLRRGHRDYKGPCTGKDGHKKM
FOQVEKGWENGSKIGTENDVFLPPRREHFCTSNVEHLYRSASGLQGTTASHSLLGDVLL
AANKEAGFIKERYKTQKTSEGFKDEATVCRAIKYSFADIADI IKGTDLWKANSGKKNT
ODKLVKIFQKIKDNLPVNIKGKYNEDEKHLELRKDWWEFANRDKVWEAMKCEQNGITCS
GPTPLDDYIPQRLRWMTEWAEWYCKAQKEAYDKLKVCEKCMDNGKCTQGNGECAKCKT
ACENYKKFINTWQPOWKOMEQKYESLYKEAQENGNSSHKSTTEQDKYMVEFLSQLQKA
NNGDKTGDDKVYSTAAGYVHQEATMNCEKQTQFCKNKNGVKAANDAEDVNYTEFKDTPN
GYDVVCKCKDRPEQQIKKKEVEDACKIAQDIFKGKDENTTVGLCKKKDFGRTPYPDWK
CEKNSKLVTGNGECMPPRROQKLCLYFLAHKIETPNLNTQEDLRKAFIKCAAAETFFSW
YYFKKINDKLNKLDEKLKEGEIPPOQFLRSMFYTFGDYKDICLDTDISLKTENGDITKA
KSNIDRIIPKKSAKNPDEERKIWWDGIKEDVWEGMLCGLSHAVSNNDKATVQKTLTTK
TIYDYDTVTFDGTTKLEDFSKRPQFLRWMTEWGEEFCKKRKEQLENLKDKCPDYTCSF
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DTKKQECENHCKVYEEWLKGWKDQYKKQSEKFTTDKEKPEYKDDPDVASSENAHKYLS
KKLKQIFHNGSTTEKCDYTCMEYASRQPOTSACSQQOOQOQOONKSSTONHFPEAFDYPPK
EIGDRCTCPKLPEPKYCVDKTAYDIRKESGKKSDNSLKGNGNTYNNNCNNSMREEYAN
ONGETCKFNETFWSKKKPSIEECDINAKERFQIQKYWDCNGKTPDGKNTFCIPPRRKD
MCLKQLEEINSADVNNSKKLLOQKIQDVAKKEGDDI IKKLLPKYPCNEDVICKAMKYSF
ADLADIVRGIDKYKGPNGTNVLEKELKSVFETIYTKWKSENTNNKSKYTDVASFRSAW
WDANRKDIWNAMTCNAPYDAKIYITKEGGYISPLTFTKNKCGHNDDPPDYDYIPQPFEFR
WLSEWSETYCLAQKDLLETMKNCENCMKKNKNADCEQTQYGACRDCKRKCEEYKKFIE
IWKKQFETONKAYQEIYRNATTTNRDNNNIVDENTKNFVKKLOENCRTDRNESLDTAD
KYLENASVCRRFKFGNKDSRHLNYAFHTDPPSYEEHCKCAKDFDPLDECPVDNNECKK
YGIGSCPKKNFHKKLEEWTNYVLNNKSNKNKSAIVPPRRROLCLONLTRNLSRLNKEK
SFKEGILISAASEAKMLTEQYRENPAKALQATKYSFADIGNITIKGDDIIGNVISVQLN
KLINGNKKINTSTLWWEANKEKIWNAMMCYYTGDEKTATSCPSHGNIDKEDQFLLWEQ
EWGENFCARQKELYEHVQAECSHVICVNGTGNIDSKCTEACKNYSNFISETKNVYQSL
KKQYNDNHNSIKVGGKEVHHYMKEKCKDKCECLSEKEFNSDNNWEKPYDTFDDTVLKNK
CQCKKPDSPILPVEPSVPAETEKEKKKDSPLKPHTEPKPAPPKKPEVPPPPPVQPPPA
NQPEFNRDILEKTIPFGIALALGSIAFLFIKKKPKSPVDLIRVLDIHKGDYGMPTLKSK
NRYIPYASDTYKGKTYIYMEGDSDSGHYYEDTTDITSSESEYEEMDINDIYVPDSPKY
KTLIEVVLEPSKRDTPSSDAPMNKFTDDEWNQLKQDFISGILENEQKDLPKNNISGNT
PMNTOQPNTLYEFNKPEEKPEFITSIHDRDLYSGEEINYNINMSTNSMDDTSYVSNNVYSG
IDLINDTLSGNQHIDIYDEVLKRKENELFGTNYKKNTSNNNVAKLTNSDPIMNQLDLL
HKWLDRHRDMCEKWKSKEDI LHKLNEQWNKDNDGGNVPIDNRSLNTDVWIEIDMDDPK
GKKEFSNMDTILDDIEDDIYYDVNDDENPSVDNIPMDHNKVDVPKKVHVEMKILNNTS
NGSLEPEFPISDVWNI

>PF08 0140, 2980 bases, 7397299A checksum.
MVPPVRSPRAAGPAPAPASASTTYGSVKDLLEDIGKSIQKQAKDAAEKRSNGELQGDL
SKARFKDQKNTTTNPCQLNYRNHSNVRSSFENDNPCYGREEKRESDSRSGQCTYNRIK
DSKEGDNKVGACAPYRRLHICDHNLENINDYKNINNHTLLVDVCLSAKHEGEMIANKL
KEYDKSNYESRICTVLARSFADIGDIVRGKDLYLGDQQEKLYLENNLKKIFAKIHENL
NDKIKSNYNDSEGNYFKLREDWWTANRDQVWKAITCNAPKDANYFEYNSGKEFEFKESND
QOCGHNNGGAPPTNLDYVPQFVRWFEEWADDFCRIRKHKLKNIKDVCRNESKPLYCSLN
GYDCTKTSWKNDFESREHYCTPCFSACSLYKIWVANQKKEFEKQKKKYEKEIPKYVSK
KVKTNSTINNYYYYDFYEKLOKNEYGNIDAFLNLLKEGKYCKENLPEEEVINFTKHDE
KKTFSLSNYCVVCPDCGVEYKNGRYTAKDOQKYPDCRNEKYDPNNAETTDITVLYSGDV
GDFSEKLQDFCNDINNGKVKNYQIWQCYYENSEINKCOMTPSSHKVPKHGYIMSFFAF
FDLWVKNLLIDTINWKNELTNCINNTNVTDCKNDCNTNCKCFENWAKTKEKEWENVKT
IYKNENRNTNNYYKKLNDLFKGYFFHVMYELNNEEAKWNKLMKNLRTKIDSSRKNAGN
EDSEGAIKVLFDHLKDIAERCIDNNSIKPCNSHPKPTPNPCGKNNNGGKLVRVKRPAE
LKQOKAHIQLEKRGGESNLKGDATRGTYNLGCQGDQLDATFCNIDEKYSNRIPRKSEG
PCYGKNPQREYTGKDWTHVVQEKTSYKDVFLPPRREHMCTSNLENLNLNSKGLSNSST
ASNSLLGDVLLAAKYEADDIVKKNDSDKSSICNAMKYSFADIGDITIRGKDMWDLDSGS
KDMEKHLISIFEKIKENLDVIKYNSKYKDTOKFLDLRSDWWEANRHQVWRAMKCAIEN
DKDMKCNGIPIEDYIPQRLRWMTEWAEWYCKAQKKEYDELVKGCKGCMGNGQGCTKDS
SDGECKKCTEACNTYKQKIKTWENQWKKIKGKYEKLYEQATKNGETSGTPNEKDKDVV
DFLKQLLPRNSAAARNRVIRAAGSSAPGVTALTPITLYSSAAGYIHQELGKTVGCNTQ
KEFCKNGSGEKYAFKHPPKEYKDACSCNTRDKKSEAPVTKKEEACKIVDGILKGNDGI
NEISGCNPKESYPEWQCDKSKEFKNGEEGACMPPRROKLCVSGLTQGGKITTIEDIRTQ
FITCAATETHFAWHKYKKDNVNAERELNSGITITPHEFKROMYYTFGDYRDIFFGTDIST
HNHIPEVSQKVITILEKENLTKSEVKQKYKNELLDDWWNEHGKEIWDGMVCALCYDTK
TKEFKNEVRTQLTGPNSKYQYGTVSFGDKONTILSKFAERPPFLRWFIEWGEEFCKKR
KEQVDQLVNVCKECNVSDSVISSGNKTCNDKEKCDACKKECTQYENWLOTWKGHYNKQ
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KERYAKVKSTSPYNNDNDVNKSTHAYEYLSKKLTNIPCTNGNTTGKCDYKCMDQRTST
DGMPASLEYPPKEINGKCDCTKALPPQEPPSTPESRGRSLNPPPDSPQPPRGPEEQEE
SASYSEEEEEEEEEEEENDEENDGDEEEVKTEDGGSDDEDEDEEDDEEEEENEVDVDE
POOQEEVEEPPAKESAPTTQEPAVPEVKKQEVKVCDIVSKILTKDALQDACKLKYNGKY
YGWKCISGATTGGLCIPPRRRKLYVTPLTKWATTAVSSEATPAPSQSESDKLREAFIQ
SAATETFFLWHKYKQEKKPPSEQNAGAALVLLQGVTPQEDPONKLKSGTI PEEFKRQM
FYTLGDYADIFFGKNDILIGKTGTGSAKDEMADKESKIKEAIKKFFONGDSQPLSGKP
VTQSSDKRTALWGDFAQDIWHGMICALTYTDSGEKGELPKEDDKVKDKLWDDTKKQPK
KEEYQYDKVKLDENSGDGPKTSQPPSAPSDTPTTLDSFIKRPPYFRYLEEWGONFCKK
RTEMLGKIKGDCRVEDGSKNCSGYGEDCDDOQLGEDPSTVPSLKCQSCGEECRKYKKWI
ERKKDEFTKHSNAYGDOKAKCQAKSGGGGNGFCGTLERCSKAAEFLKTLGSCKTNNGN
ESVEANKTIFDNIGETFKPATNCKPCSQFKIYCKNCKSSGDDTNVGCNCKENGNGYIT
SDHIKNEDNETDPVDMLVSDDNTNGNKFADLQACGGAGIFKGIRKDQWKCRNVCGYVV
CKSEKGNGETVRGEKNDVKHIITIRALVTHWVEYFLDDYNKINKKLNRCMKDGEGYQC
IKDCVEKWIQONKREEWKKIKELYLOQEYKNNNQPDYLVKIILEELHPOQTQLNEAIKPCK
TFDDFKSFCGLNGAESSKKSKNSNDNDLVLCMLNKLEKKIDECKQKHQASGKNTAQCQ
EYPPLPDEEYENEEENDKKVEPPTFCEIKDTPEPADEDACKAAPKETAPSSEENQPET
PVIKPEEEAPAPEEPPPAPPPLAPSDESILHTTIPFGVALALGSIAFLFLKKKTKSTI
DLLRVINIPKSDYNIPTKLSPNRYIPYTSGKYRGKRYIYIEGDSGTDSGYTDHYSDIT
SSSESEYEELDINDIYVPGTPKYKTLIEVVLEPSGNNTTASGKNTPSDTQNDIQNDGT
PSSKITDNEWNTLKDEFISQYLOSEQPKDVPNDYKSGDIPFNTQPNTLYFDKPEEKPF
ITSIHDRNLYSGEEHSYNVNMVNSMDDIPINSHNNVYSGIDLINDTLSGNQHIDIYDE
LLKRKENELFGTNHVKQTSIHSVAKPISDDPIHNQLELFHKWLDRHRDMCEKWENHHE
RLAKLKEEWENDTSTSGNTHPSDSNKTLNTDVSIQIDMDNPKTTNEFTYVDSNPNQVD
DTYVDSNPDNSSMDTILEDLEKYKEPYYDVQDDIYYDVHDHDTSTVDTNAMDVPSKVQ
IEMDINTKLVKEKYPIGDVWDI

>PF08 0107, 2265 bases, A81DAC10 checksum.
MPPLGRQVGGSPQDDDAKNMEFDRIGKDVYDQVKKGVAETYKEALTGQLSLATLLGVES
ASTTDPCGLDYSKLISGSGVAARGHPCGNESVSEKRFSKERVDEYDEKKIKDNKGNRG
NNEGECAPYRRLSLCNKNFQKINNIDSDKARHNLLVDVCLAAHYEGDSIKAHLEQYDA
TYPGSGSTTCTALARSFADIGDIVRGRDLYRGNKKKIKTETERDKLEQKLKEIFKNIK
KENNEKLKSLTDDQIREYWWTANRHTVWKAITCKADASSAYFHATCSDSHRSGTFEFSQA
NNYCRCNGDQPGNDKENIDPPTYEFDYVPQYLRWEFEEWAEDFCRKKKHKLNDATIQKCRG
EDKYGKDRYCDLNGYDCEKTKRGRNMYRWDHKCTGCFLSCSHFRTWIDNQKLEFLKQK
EKYTNEISGGKSRKKRAARSSSSSSYDNGYEKKFYDQLKAGGYNGVNSFLDLLSKEKT
CKDITDTEGGKIDFKNVNSDKNSYDDDSNKTFSHTEYCQACPLCGVKRNGRKWERKEV
MKDCPPINLYKPKKDAEGTLINFLYSGDETNEIAKKLKAFCAQANGDTTNGTGGNGTG
GSVAGGTGTSGSNELYQKWKCYEIDELTKDQKEGGEDDPVYDEDVKTGGGLCILENKN
KSKGSQOSNSQKEPDEIQKTFNPFFYYWVVHMLKDSITHWRTKKLDKCINNSNESKACKN
NNKCKDDCGCFLKWVVQKKTEWENIKKHFKKQKDI PPGFTHDDVLEGVLEKEVLLTST
KEGYGNEKDIKHIKKLLDEEEAAGVTDNENKTTIDKLLKHEKDEADKCKQIQEECNKQ
KOQERGGPGGRSADPSPPADLDEHSSDEGEEDDDDDEEEENANEETAEDATEDTQVDG
TEVVEETVAEVTEVTEVKPCEIVQKLFTNGDLONTFKDACEQKYGYPQRHWGWKCISD
TTTGKSGDNTGSSGAICIPPRRRKLYIGKIKEWANSGNTQAAEPQEDGKAQTPQGQTP
SQSGKESSQSQKLREAFIQSAATETFFLWDRYKKVKNKETIAEKKQRDSTNPFGEFTQST
SGGMQALPVGGAVQGAQAQLPDGAGGSDQTPEKQLAGGKIPEVFLROMEYTLGDYRDT
CVGNTPSGIDTNDKENMQKIQNKIKSVIEKSDSTPRTPGTHSPSSGTTPQALWDKISP
SIWEGMLCALTYKDGGEGKKIEKVNDANGDDLFQKLKDKYSDYKTVTLEEDNTSSAMS
TSPRTSETTSASSDNTPTLNNPKLSDFVLRPPYFRYLEEWGONFCKKRTEMLEKIKEE
CRSGTGGHEYCSGDGHDCTDNDRKYNKMIADFHCPGCAKECMKYKTWIGKKFEEFKKQ
ENTYKVEHGKLTNNNCSGSDNTKFCQQIKNNSFDKFLELLRHCKDGKDDTDKDNELNFE
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SKPLOQTEFSRSTYCKACPIYGVKYNRGTYSAINESEYMSKNGISGENKNDKKPTEIKVL
LLGRKGEVRNNDEELKELKEVCNNAGFVEDYSLOKWNCQKKNGVDQCNLTNSVDNIDD
SDKITPENVFFQRWLRNEFVHDYNKLKQKIHPCIKNEDGKEHKCIEGCKKKCECVEKWL
DKKSTEWDEIKKHYEKHSKDHNEGI PHSVKGYLVQAPFKDEVLKAIKPCDEFDNEFKTSC
GLNGTDNSQONGNNNDLVLCMIKNLEKKIEQCKKKHDENKKTPCDPLPPLPDENDETLE
ENPVAQPNICPQLPEEPKETCEEAVTPSEPKKAEEEPAAEPEAVPEEEAPLPPPPPAA
PPRESKEKAKPPPKPRIKTRHVLDHPAVIPALMSSTIMWSIGIGFAAFTYFFLKKKTK
SSVGNLFQILQIPKSNYDIPTKRSPNRYIPYTSGKYRGKRYIYLEGDSGTDSGYTDHY
SDITSSSESEYEEMDINDIYAPRAPKYKTLIEVVLEPSGNNTTASGKNTPSDTQNDIP
TSDTPPPITDDEWNTLKHDFISQYLPNTONTEPNILHDNLDNNTHPTPSRHTLDQKPF
IMSIHDRDLYSGEEISYNIHMSTNSMDDPKYVSNNVYSGIDLINDTLSGNKHIDIYDE
VLKRKENELFGTNYKKNTSNNSVTKNINSDPIDNQLNLFHTWLDRHRDMCEQWNNKEE
LLDKLKEEWENETHSGNKHSDIPSGKLSDTPSDNNIHSDIHPSDIPSGKQSDIPSDNN
IHSDIPYVLNTDVSIQIHMDNPKTTNEFTYVDSNPNQVDDTYVDSNPDNSSMDTILDD
LEKYNEPYYDVQDDIYYDVNDHDTSTVDSNAMDIPSKVQIEMDVNTKLVKEKYPIGDV
WDI

>PF08 0106, 2231 bases, BB909D18 checksum.
MAASTTYSSAPDAKHLLDMIGKDVHDQVKKEAKERSKGELTGQLSFASILGERAYTTD
PCQLIKEKRENLIGDRGERHPCGNGSGKGEDVNREFSKERVDEYDNKKMKCSYGSNGKS
EGACAPFRRLHVCDKNIQQIKTENITTHNLLLDVCLAAKYEGESLKGYHEQYEVQYPS
SGSTMCTELARSFADIGDIVRGRDLYGGSKKEKEKRKQLDDKLKKIFENIKKENNEKL
KSLTDDQIREYWWTANRETVWKAITCDEENKLGGYLYFRGTCGDNEKSVTQARDKCRC
KKKDNTPDDOQVPTYFDYVPOQYLRWFEEWGEDFCRKKKKKVENAKKKCRGENNDKYCSR
NGCDCEKTVRAKGKLRYGNRCTDCLYACYPYVHWIDKKKEEFDKQVKKYDEEIKKYTK
VASGSSRKTRAATIKYEGYEKKFYEKLKESDYGKVDKFLEKLSKDKECEKVDDEEGGK
INFAEKHDNNNNDEKEGTFYRSKYCQPCPYCGMKKKVPGKEWEKKNDNCTSGKLYEPK
GDAEGTPIKILKSGENHDDIKQKIDDFCKTEDDESLYAAWKCYKHDEVQKVKREGEEE
DDDEEDYKNVKAAGGLCILENQKKKEEGKEKKSEKEPEQFQKTFNDFFTYWVAHMLKD
SIYWRTKKIKKCLENGKTMKCRNGCNNDCDCFESWVKQKKEKEWKPIKDHFGKQEDIK
QETGMDPGDFLEYYLKLOQFFEEVSEEKSQTGDEDANEKKRIKEMFDKKNQRTDKVASN
EETIIDFMLEEELKDATKCKQODCEQRKPPGAGGGDVRSDTVPSRDPLTPGPTDGHEDS
EDEEEEEEEEDEEHGPDDKEGTEENVEETETVEDQVEEEKAKDNTDGKGEEEEDNQGE
TTQITTODGVNPCDIVDKLFKDDNTLTNACPTKYEKGREKFPNWKCIPSGDKTDTRER
AGRSRRDTSGENTTTGSSGDTNGSVCVPSRRRKLYIQKLHDWAEKQVGTTQVDGKAAQ
GDAASKDPKVELRNAFIQSAAVETFFLWHKYKAENTKTQGGVGSLPLQTIDRNSANGD
DEDNPEKQLKEGTIPHGFLROMEYTLGDYRDILVGKYVDNGKDMEEVKSNIDSFEFEFSNG
EKPDDKKGVEQRKEWWKENAKHIWHGMICALTYDTNTASGDKHTLKONKSLKEALWDE
OKKKPKKTDNGSDYTYESVVLKEDDEGGGPRGQTSSPSSGEKTTLNNPKLSDEFVLRPP
YFRYLEEWGONFCKERKKRLEKIEEECMEYGSRGKQKQOKYSGDGEECEKVLVEDANIF
SDLSSSCATPCRKYRKWIERKKYEFTEQYNAYGGQKNNYVNEQKDKCQTQSNNHDNGF
CGTLEKDAAAFLNRLKNGPCKNNNDNGEEHKIDFNDTKKTFKHTEYCGPCSEFKVKCK
NGACGDSNTQKKCNGITPIDGNEIAKMITSTEEVVMRVSDNSGNREDGDLKEACNGKG
IFKSIKENKWECRNVCGYVVCKPKEGNRETASGENKDQIITIRALVTHWVONFLDDYK
KIKHKISQCTKTDOGSTCONKCONKCKCVGEWIPKKREEWEKIRKRFLEQYKIENDED
FNVRSCLENFLVQIGAANAKNKVIKLSKFGNSCGCSADASAQKNDGHKDAIDCLLQKL
ONKIDDCNKNQAQONSVETQPSDENPAQCQDTHPDDDLLLEEEQNPKNMRPGFCPEDDT
TEQQEEEQDTCTPAGTVKEEEEEKEEKKDKGDEEEESPSGNSAPDPPESPSAGPNHNQ
HPPAIPTPATPAADPPQADEPFNRDILEKTIPFGVALALGSIAFLFLKKKTKSSVGNL
FOILQIPKSDYDIPTLKSKNRYIPYKSGPYKGKTYIYMEGDSDEDKYAFMSDTTDITS
SESEYEEMDINDIYVPGSPKYKTLIEVVLEPSGNNTTASGKNTPSDTQNDIQNDGIPS
SKITDNEWNTLKHDFISNMLONEPNTEPNILHDNLDNNTHPTMSRDNMEEKPFITSIH



86

DRNLYTGEEYNYNVNMVNSMDDTKYVSNNVYSGIDLINDTLSGNKHIDIYDEVLKRKE
NELFGTNHVKQTSIHSVAKLTNSDPIHKQLDLLHTWLDRHRHMCEKWNNKEELLDKLK
KEWNKENNTNSSLTHTSNIPSGENSIKNVLNTDVSIQIDMDNPKPKNEFTNMDTIPDK
STMDTILDDLEKYNEPYYYDEYKDDIYYDVNDDDKTSMDDIYVDHNNVTSNNMDVPTK
MHIEMNIVNNKNEIFEEEYPISDIWNIT

>PF08 0103, 2109 bases, BC463864 checksum.
MSTLGGGTDKSAKHVLDEFGQQVYEQVKNGEAKTYFDELHGDLSEATYPGDENPNKTT
PPNPCLLQYDYNSNVTIGGGREYPCKDRPEVRESDEYGGQCTDSKIKGNEDNKGGACA
PFRRLFLCDQHLSHMKAEKINNKHNLLLEVCLAAKYEGESLKGYHDKYNATYSDSRSQ
LCTVLARSFADIGDIIRGKDLFIGYDKKDRVQKKKLODSLKNIFGNIYNELTTSGKNV
DKAKARYNDPKGDFFQLREDWWALNREKVWSATITCNAQGNKYFRPTCSGGESIAHNKC
TCINGDPPTYFDYVPQYLRWFEEWAEDFCRKRKHKLONAKEQCRGKNGEDKYCDLNGY
DCKRTISAEKKLEPDSDCNKCSYSCIPFRTWIDNQKLEFLKQKNKYDKEKEKNNDTTK
TTRYGPINNLYAKDFYDKLKQQYITVDSFLELLNKEKECKNHPEVGDGKKTFVDFSNK
NVDETFSRTEICEPCPWCGIEKQEDGKWKRLNENAPECPQEIEKTYPESNTTDIPVLT
PEKGKTSILQKYRIFCONAENNKQIKEWQCHYEKNDKSDDSDETHNSDNCILGKWENF
EKGQEFKSYYSFFYGSIIDMLKDSVDWRDKLNNCINNETKACKNGCNKNCDCYKRWVE
KKOQOEWSNIKKHFGKQGDLLEEIKGEDPGKILEFYLKSIFLODMKEAQGDPKAIKRET
DLLOKKNNPGTDDTTKTIIDKFLOQEELTDANRCKETHKDDCSQQEVTRLRSADPSPDT
VDSASEDEDEEDKDHQEETEDTAQDTGQGEEETATEKVAPTVVDVCATVAEALTKGDL
NAACTLKYGTPNRYWGWKCIGDKTATGEARAGRVARSPPETAPSSAKSGEPTGSICIP
PRRRRLYIQKLHEWASRGGDEATKSQSQAGGSEAQPQGGEKSPSGKVSSQSDKLRTAF
IQSAATIETFFLWHKYKAENTKTQSVGSPLLLLPQLPRSGSDDKDPETSLKSGTIPIDF
LRLMFYTIADYKDIFEGKNMEVVNLLKDGSPSDKEMQERESKIKDAIDKVFPNSDNKK
HSGVPSQTGNTTPQTLWSKYAEPIWNGMICALTYRDSEEKGGTPTONNTVKTELYDKN
TKENGKYNYHTVTLEDDSDETRPKIGTSPSGEKTYLSKFVLRPPYFRYLEEWGETFCR
ERTRRLEKIQGDCTQGDDEYKCSGYGENCKDIREQDYSIISNEFNCPDCGKSCRSYKKW
INIKKDEFTKHSNVYNEQKEKAKNNKDPESKSGNISDHEFVGKLDKDYASIDSFLEKL
GSCSKNNKDNGDGTINFKEPDVTFKPADNCKPCSEFKVNCRNGNCKGANGNTCNGETV
TAEEITKMSDSTVIDIRVSDNSENVFEDILDECONAGIFEGIRKEQWTCGYVCGVDIC
EQTNVNVNONDKEYIQIRALLKRWVDHFLEDYIKIKHKISHCIDNGKGNICKNKCNDK
CNCASKWIDEKRTEWKTIRDRYFEQYKGAQSDVYDVKGFLEDLQSQIPVTINKAIEPC
KDLGEFERSTHCNGAASSENGKPQKKDIIECLLDKLEKKTKKCKDDHPQPSAENQAQT
CENSAHVEDDDEPLEEEGDONPVGKQQPSFCPPVEDKKKEEEGETCTPASPAPAPAPS
EDPPVPAPAGDQKEASTPKVAPRPKPPRVKPQOPGDDPWEPLKNAMLSSTIMWSIGIG
FATFTYFYLKKKTKSSVANLEFQILQIPKGDYDIPTLKSSNRYIPYASDRYKGKTYIYM
EGDSSGDEKYAFMSDTTDVTSSESEYEELDINDIYVPGSPKYKTLIEVVLEPSKRDIP
SGDIPHTNKETDNEWNQLKKDEISNMLONTONTEPNVLHDNVDNNTHPTMSRHNVDQK
PFIMSIHDRNLYIGEEYSYDMSTNSGENNLYSGIDPTSANHDSYSGIDLINDALNGDY
DIYDEILKRKENELFGTNHTKKNTSTNSVAKNTNSDPILNQINLFHKWLDRHRNMCEQ
WDKNKKEEFLDKLKKEWNKENNNNSGDINNRYENVLNTDVSIQIDMHNPKPKNEEFTNM
DTNPDNFIKDTILNDLEKHREPYFYDIYDDDITYFDTDDVKPPMDDIHIKEQTEMNAL
HNNKMNELLEKEYPISDIWNI

>PFI0005w, 2270 bases, 24AEEC12 checksum.
MGPKTRAPDYSSAPDAKHLLDMIGKDVHEKAKSEAKNY IEELKGDLNTANGRSSETRY
TTDTCTLVKEYYTTRLGVNNERNPCKGLSGIIVERFSDTLGGQCTDHRIKGNNRNVTG
GACAPYRRLHVCDKNMEKIPTSKTSTDTLLAEVCYAAKYEGDSISGRYRQHQLTNKGS
QLCTVLARSFADIGDIVRGRDLYLGYDDKEKEKRDQLESKLKVIFGNIYGNLDKNNRY
NDDTPEYYKLREAWWDANRAKVWEATITCDAPDNAKYFRGTCGGDDEKTGTQATIHKCRC
TKSSGGKPGKNETDQVPTYFDYVPQFLRWFEEWAEDFCRKKKHKLKDVKTNCRNDEEQ
RYCSGNGFDCTKTIYKKGRIVIGEHCTKCSVWCRMYESWIDNQKKEFLKOQKRKYKTET
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SGGDGGGSSRKKRVARSSSSSDDNGYESKEYKKLKEVGYQDVDSFLEKLNNEETCKKI
TDEKENIDFKTADNSLNKNINKEGTFYHSKYCEVCPGCGVERNGSGWEEKSGGTCDVK
KPYKIRDDAPENDINVLSFGDKGNEIKQKIDKFCKTONGNSGKASSSGSGDCGTNIDS
SLCEPWKCYKGEDVMKPEDDDDQQODYENMKNAGGLCILPNPKKHESEKKTADEPAEFQ
KTYNDFEFYFWIRRFLNDSMYWRGKIGGCLKNKSEKCKNECNTNCDCEFKKWIGKKKEEW
DKIKKHFKTODFGSKGFLGQFGYDEVLKYVLNIDELFKDIKDGYGNAKELEGIKKLLE
EEERKNQVEAADGGASSGKDNTTIDKLLKHEEQDATKCKDCKPPEESLARAEVAGDNT
PKKEDSDEEEEEEEEGTEGTGEVEENVEEDNTENKDQEDVSGEGSKEAEKEPTAKKDE
AEKVCETVKSALTGDDLTKACQQOKYQYGKEKFPNWKCIPSGDKTDTSSESESPPRORR
DTTSGVVTTAPSSAKSGDTTGSICVPPRRRKLYIGKIKEWAGIQLKSQVEGGGTGKQS
SQLOQOOOQOOEQOQOQQOLKPQSPVASNSTLTTSAKQSPSNPRADDLRDAFIQSAAT
ETFFLWHRYKKIKEKEKKEKQEEAQGNVYTQTDENKNKDPONELNGGKIPDGFLROME
YTLADYKDILEGKNIVVDMLSGNDKDTMKKIQAKIDEILPKNGTSPGSSSGNDPESWW
KNHGEHIWNAMVCALTYTDSEAKEQPPTQDKEVKKALLDKEGASNEPISQYQYKTVEL
KEESSDTKPQIASAPSDTPTLNNPKLTEFVEIPPFFRWLHEWGSDFCDKRARMLKNVK
KACREKGDDEYKCSGDGHDCTKNGNLGHHKMLEDPNCPRCYEQCRKYRKWIDIKFEEF
HNOQKHKYQGEYDKLKVNSSVDYKKLOGYSTAADFLKELRHCKDGQTSEEKDNDNKIDF
KEPLKTFGHSKYCEMCPSYEVNCNGRRARSGGNDQCTPVNGNGNTWDSVFEGISGNGE
NSTITVEMIDRRGPFIKEYSKDLKNSEQSKDSNDLEFKTSRLEFKGIRKQEWTCKYKGEN
MDLCKLNNENKVIDLNDYTTFRKVLLIYWLEDFIEGYYILKKRKVFEQCKENGGNKCSE
ESKKNCACVKVWVDOQKKEEWDQTIRTHENNRNQRKGDDDMKSSVKKILDPLIYRMDLKN
GKRKFDELTDFLKAYECKCVDNAGNSEKDVVECLLENLKTKATSCQTQHQPSGKPGQT
CENPITPPDDEDLVLEEEQNPENMRPGFCPPOQTPAQQEETDGTCDAVAPGAAKKAEEE
SGIPPAAEPEADKGPEQADTEKKVPPKAAPARPKDKKRPKROQPRNVLEHPAVIPALMS
STIMWSIGIGFAAFTYFYLKKKTKSTIDLLRVINIPKSDYDIPTKLSPNRYIPYTSGK
YRGKRYIYLEGDSGTDSGYTDHYSDITSSSESEYEEMDINDIYVPRAPKYKTLIEVVL
EPSGKNTTASGKNTPIDTONDIQSDGIPSSKITDNEWNTLKDEFISNMLOSEQPNDVP
NDYSSGDIPEFNTQPNTLYFDKPEEKPFITSIHDRNLLSGEEYSYDMSTNTMDDPKYVS
NNVYSGIDLINDSLNSGNQHIDIYDELLKRKENELFGTNHVKQTSIHSVAKPISDDPI
HNQLNLFHTWLDROQRDMCQOWNNKEEVLDKLKEKWENETHSGDINSGIPSGKLSDTPS
DNNIHSDIHPSDIPSGKQSDIPSDNNIHSDIPYVLNTDVSIQIHMDNPKPINQFTNMD
TILEDLDKYNEPYYDVQDDIYYDVNDHDTSTVDTNAMDVPSKVQIEMDVNTKLVKEKY
PIADVWDI

(2) S™:252 non-secretory proteins

>MAL13P1.164 (Q8TE20 PLAF7)
MLKSKCIFLNSFTKSDKLKHTFERLNLMMEKRNMNNLLYNKAVECHIYIRRDRDTKET
NKKLNNMYNKYSCKCNITNKCSNKNKVYNIYKRONNLVDNKDKFFCIFRQONFAIGIFE
RKKPHMNIGTIGHVDHGKTTLTAAITKVCSDLNRGVFKSYEEIDKTPEEQKRGITINA
THVEYETEKRHYSHIDCPGHLDYIKNMITGTSQMDGSILVVSAYDGLMPQTKEHVLLS
RQIGIEKMIVYLNKIDMCEDQELVDLVELEIRELLSFHKYDGDNIPFIKGSALKALNG
DQSEYGVPSILKLLDACDNYIEEPKRKTDLPFLMSIDDVLQISGKGTVATGKVEQGTL
KLNDQVEILGIKEKSIKTVITGIEMFRKILDTAQAGDQIGIMLKNVKRNDI TRGMVVT
KAPNIKTFKKFESDIYVLKNEEGGRKNPFSSYYRPQAYIRTADVNCAVILNEDTQVAN
PGDNVKCVIELMYPLALTYGLRFSLREGGKTVASGVITKLL

>MAL13P1.166 (Q8TIE16 PLAF7)
MFEKKKKKVKNKNSIHLOCYRRLGIHRKKYFNFSNQLIYISLSGHIYTYPSYEGVLQA
DKYILDELCITKFGESSAITDIKLLYKKIYKNDYDPSKYTKONFEHYYIPPSIIKAYN
ELGIHKLYKEQAECLCKIFLNDDIENKIKNGIYMNHGNNEEFVSNENTHCKSNVEVNT
DISMNLDFFCDMNIVDMKNIKYTPGKKEDIQIDEFTDLIKSDITFGKKKNVDICNHMD
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NKMKVYTNEYTNEYTNEYTNEYTNEYTNEYTNECSNEDTNEYNLNNSHSKYDTLVNVE
NSSYKKRSQICYWSNNNNNNNNKFYNNFLFKIPTGMGKTLIYDILIIRQVLYKGFRVI
LTLPTLSLINEKYEYYDKLFGDQTVSLNIKKFNSNDFTGYSYSLSTDLALCTFEQANT
TLSIIIKNNLKFNYLFILDEIHYINNQKRGFHIESLLTKIKYIQKNFSHIYNIKVYGF
SATISNIDQLAEWLDANVYESKTKLORIKYLYKIDNSLYKDINKNEVERTLENCNTLD
PNHLGYLISEEFILKKNVLIFCPSKNKSEQTASFISSTLPYYLNKRDYKINMELQEKR
FKLLNDLKGLTIKVANVEKMIMNGIFYHHSGLNINEKSLIENSFRNNILFCLCCTTTL
SVGINMNIHTIIIRSLKLGKSFITKDEITQMAGRCGRSQKKLYDSTSSCKNFDESTNK
SYMTPDRRYTDSSGLPPILDYDYDCDGKVIIFVSNVEKHYLEKILYDEEEMSKLKTTL
NNIQMCKFLLDFIHLKLIKTKKDMFDFLYLYSIKFFKAKRVEGNTNDDDQNNGINMNI
NNNDKC I HNNNDKCCSNNNNNDKCCSNNNNNDKCC I HNNNDKC INNNNDKCINNNNDK
CIHNNNDKCCIHNNNKCSNNMNEKILIDVKQTFQYLFENKLITIPYEQEKNYYEHVEN
KIFHINFCDINKIFTFQYINQNINPNILMKYNITQKINIFKKLYHNYKGKNITTDKQT
SFFTLPFITILLIFKDIEFNKNLFQNLYVEFIKYIFLMNINLQQYDLFVYDILKDDDP
IACTELFSYVQSASSIMEFIFNYSLVQYIYVKGFLPDVLLMIFAFCINSEINLKIHFD
TYEQILMSHNKNIKNVFQFFGLNVEKLKNFELKNVDDLFDASANI LKGKCELLKL
>MAL13P1.171 (Q8IDZ5 PLAF7)
MKKILWLCLVIIFEIIGYNGLEIYIKMKGKKLKCIKERINKDTLVISKFKTNHKNALV
SLYIYDVDVNEKNFHTQPKLPIFETVNKHDIKTAFTTFYSSSYSFCAYNNSDKLIEVY
FEIKYGTEARDYAQVAKTEHLNQGTLYLKQILDQMNIFHVNLKRIRSDEDKEKKAHDK
LNDTLMWFSFLNIIIIVIAAIVQDFYFKKFFTSKKII

>MAL13P1.184 (Q8IDW2 PLAF7)
MNHISYKLRGIKCYRTHLRGTIFKRNYFWEKVNRESGLYKIWNKLNLKNLVKKSCNKL
T THDKKEKIYNNNNNNNNIINENIPSSCFYDYVGSTDILNDDEKNKIDKILEDINRRN
KEIGGYLLELNGIKNNGDGIIKCSYACIRSCDNILSKICKEENIFKIINMVDTVSNNL
CKLGDVLELLRNLHNNKNVIGKAHEALEKLTNYIDKINIDTDIYNFLKKKYNENIHLL
NHEHKEVLHNMIVSMETQGVHIKDQKERERYLELQSQEKYFAFHASSNYSDEFKGIYI
EKNKLLKYINQKCLKDYEDKLIPYIKNNQIKVEKKYPFNEYIYILQODSSFLMTILKNV
NDVEIINQVYTLLREPNHTFLNNILILQYYRNRLINYRNFKNYNEYSLKDCILNEPRR
VNYFLKNFLHKILPYFFKELQFIESYISLITLRKKEKKSVNTIKKNLENYNHKDEIPK
LNASNIYYYMNEIKKVRLKNIEAEMKNNLSLYDVIKFVITLLKNSYSLEMINVNPLKN
ELWDENIIKFEIKRGHYVYGYIYMDLFERENKNNSIAQYTVRCSKNMNYSLKYKWLEE
NADQCSFVYTGIVKDEYFKNDDKTKCAHNEKFKEK INNNNNNNNNNNNYYYYHNGDNT
YEYANSNKNINLNNNHENNSLLNSSYRQTTSTFLVCNENVNICDKEKDNNYESYDNDD
NLFLNKKISFLLEKICMSIDKVNIFLHEFGHTLHCILSSTYLQHLSGNRSGVDFSEFS
SHFFEEYLNCYDALLLLYNNKKNKKNEEYMKSLLSNYMKNKNIICYYSIVQLTIQSII
DQIFYAFSSNSNNMIDRKESIEKQIKSYFEGIYYKDIHILDFFPQIHFSKTTHLVHYP
SNYYSYLYCSVLAKY IWNMTFKDNLFNTEKADKIVNFLQKGSVDSSLRNIISLVENDQ
SKIDYYTENPHKIPLNDFLDYYQENKEDKYTSRSSQFNQIMRFLIKNLLFFNIYNKKI
YYILSSYEKTCYNIMNYAINMKHSELINFVLLFFL

>MAL13P1.186 (Q8IDWO PLAF7)
MIFNYVFFKNFVPVVLYILLIIYINLNGMNNKNQIKTEKIYIKKLNRLSRKNSLCSSK
NKIACLFDIGNDDNRNTTYGYNVNVKNDDINSLLKNNYSNKLYMDKRKNINNVISTNK
TSGSISNICSRNQKENEQKRNKQRCLTQCHTYNMSHEQDKLANDNNRNNKKNFNLLF I
NYFNLKRMKNSLLNKDNFFYCKEKKLSFLHKAYKKKNCTFQONYSLKRKSNRDSHKLFS
GEFDDYTNNNALYESEKKEY I TLNNNNKNNNNKNNDNKNNDNNDYNNNNSCNNLGERS
NHYDNYGGDNNNPCNNNNDKYDIGKYFKQINTFINIDEYKTIYGDEIYKEIYELYVER
NIPEYYERKYFSEDIKKSVLFDIDKYNDVEFEKAIKEEFINNGVYINNIDNTYYKKEN
TLIMKKILHYFPLLKLINNPSDLKKLKKQYLPLLAHELKIFLFFIVNITGGHFSSVLS
SLEIQLLLLYIFNQPYDNVIYDIGHQAYVHKILTGRKLLFLSLRNKKGISGFLNIFES
TYDKFGAGHSSTSLSAIQGYYEAEWQVKNKEKYGNGDIEISDNANVTNNERIFQKGIH
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NDNNINNNINNNNYINPSDVVGRENTNVPNVRNDNHNVDKVHIATIIGDGGLTGGMALE
ALNYISFLNSKILIIYNDNGQVSLPTNAVSISGNRPIGSISDHLHYFVSNIEANAGDN
KLSKNAKENNIFENLNYDYIGVVNGNNTEELFKVLNNIKENKLKRATVLHVRTKKSND
FINSKSPISILHSIKKNEIFPFDTTILNGNIHKENKIEEEKNVSSSTKYDVNNKNNKN
NDNSEIIKYEDMFSKETFTDIYTNEMLKYLKKDRNIIFLSPAMLGGSGLVKISERYPN
NVYDVGIAEQHSVTFAAAMAMNKKLKIQLCIYSTFLORAYDQIIHDLNLONIPLKVII
GRSGLVGEDGATHQGIYDLSYLGTLNNAYIISPSNQVDLKRALRFAYLDKDHSVYIRT
PRMNILSDKYMKGYLNIHMKNESKNIDVNVDINDDVDKYSEEYMDDDNFIKSFIGKSR
T IKMDNENNNTNEHYSSRGDTQTKKKKVCIFNMGSMLFNVINAIKEIEKEQYISHNYS
FSIVDMIFLNPLDKNMIDHVIKONKHQYLITYEDNTIGGFSTHFNNYLIENNY ITKHN
LYVHNIYLSNEPIEHASFKDQQEVVKMDKCSLVNRIKNYLKNNPT

>MAL13P1.196 (Q8IDU4 PLAF7)
MKLSSCITYVSILCNLIIVGRFLYSSFLFLFSENILNYFERNNPFIHRKKYLIHKRTQ
PILHSSKYRHPYEGSFKKKVIYDNNYFGIRKEINLVHYNKFSFYEYLFLLLFYKKGIH
KIFDYVYVYYYKTNIFDSLYNYNNEYVKNNLLFAFAKDIKKYFLIFNSNIKKLDVQLA
ILIKKKRRKKKKRIYEQKHLASYSSKLERTTNGNKY INTYDGNEEENIFVHEEINTAY
GNYEGKPVLNSKYCLIKKIKNILKKKTLRKSNINKLDVIHLPIDDESVENKNNVELNN
YVCKSCIIDIEEKSLYALKIREEEKEKDSNNISLYKEKSRHIQIYYDYEDMQEY IMKK
KKKNEKNEKNEKKKKKKIMMRNEFNKSISGTKPIINTPYYEPLKNNYQMINFTKRLFLS
NPMKIQEKGFELNRYYPRRVNYPMKEKLGTGSYGEIWYAININKNSQYKDVVLKKFLI
TKDEETSELNAMREVYFGEILKNCDNISRFIEYFKEYEINETVNKKKEEYIYFWLVEV
NEGYSLSKHLFDTSSSTLGLVTPSALWWS IKKONIGMLVLKDLLRQILNGIYIAHKKG
ITHRDIKMENIFVSSTTPFTVRIGDWGSAVEYKNEHFSFIPSKDEETNGYQPPESLFG
HMKNNFMRLPYYDMWSIGIVFLQFILGTKNPLEVKDKESERRLKKIFSKYPIDILKEA
IFLOSLSELCLTPWVKKSTHNLIRLOKKKKNKIIHECDRYDITINDVHDVSHNNNINP
YNRPNHIYRKHFFSTKSSYNSLYTNNNNNFIMNKLKYYITNDLINIKKQSFHNIYNTI
SDKYKSLISLPSSPLCSDGMCLHKYDQAYDKKNITQPNDTGLICLNKYKLFFSENQKN
ILPNYTCDDEKFQNILKDRDPSGVGLPNKNARDLLRQLLNFDYESRITAEQALNHPWF
QEN

>MAL13P1.209 (Q8IDS5 PLAF7)
MYGIALKNVGRIKKHGRKHLVSKNPYLRLLVKLYNFLARRTNANFNKIIAKRLIMPKR
YRPPLSLSKLQYHMANHPNDIAVVVGSITDDKRLFSLKQLKVCALRFTETARKRIEDA
GGECLTFDQLALKYPTGKKCVLLRGPTKARTAEKHFGKAPGKPKSKARPYVRSKGRKF
EKARGRRKSRAYKK

>MAL13P1.22 (Q8IES4 PLAF7)
MNFLILVVLIKMVVCKIINYVRSDYNFMLSFLRTRKIFSHKKIYFNFKVSKNITKNSS
SNSYSDILKCFSFPRKGTNDKTKENETFEKGEVKEEEEEKDKNVKRKI INESSKNKRA
KVKNENDVIKKGSLFNCVVREDEKVNDLSSPKFNPVHFNINDLYLSEKDKEKHKFKDS
LLFTFLTNAFNQIEELKGSGTGSKKNVSIILSNIFRVLIYYSPNDLIPAVYITLNKVA
PDYLNVEAGVGEALILKTMSEAYSRTESSIKKDLQQIEDLGIIAENCSCKMRTIFPLP
RLTIQSVFHELKSIPNLIGSNSQQKKREVIKKLLVSAKTSEAKYIVRFLOQORLRIGVN
SATVVQALSYAFILTRPSIPDDI IKRGKE INENLINGKLDGTNNLINKSNNKTEEWLT
QSGDRNCIKEENLNDELLSKDDINKCENMDSLINEIRIRNEKINKPNIFYNLIEKVGD
TRLLPLFFKELKNIYCEENNDIDIFECMEKSVKSALCELPNIEIIIQNLLNGDDMNTL
SKKCTVKTGIPVQPMLAKPTKGVQEVLDRENNVTFTCEYKYDGERAQIHYIDKDNIKI
FSRNLETMTEKYPDVIQIIKDQIGENVKECIIDSEVVAYDIVNNKILPFQVLTTRKRK
DVDIENIKVKVCLFPFDLICCNGIPVIKEPLAVRRKLLYSLLKSKDGVLSYATHSEMN
NIEDIDMFLQODAIENNCEGLMVKTLVENASYEPSRRSLNWLKVKKDYVEGLSDSVDLV
PIAGYYGKGKRSGVYGAFVLAAYNSETENFQTVCKAGTGFSDEILSTLYETLSEKIIP
NKKSYYEVSDKLNPDVWFDAHYVWEVKAADLSLSPVHTAAIGIYADDKGIGLRFPRFL
RLREDKNAEQATTTQQIVDFYEAQFSSNKNKNIDYNDDTESE
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>MAL13P1.220 (Q8IDQO PLAF7)
MHFGIPSLFYLYILFSIIMRIKCVITKNLKKTKKRTCSYIPHGNMEKGIILNYIEKPN
PAYLKRGKNKNKNKNKKGDIYKLRNVEILLYANRYVHEGNENFSSTTKKLLLTPKVGN
KMPEGKKPDWFHVAAPTVAKYNKLKDDIKKLNLHTVCEEAQCPNIGECWNIGTATIML
LGDTCTRGCKFCSIKTSSNPLPPDINEPFNTAKAICEWNIDYVVLTSVDRDDLPDGGA
SHFAKTVELVKFSRPDILIECLVSDFQGNIDSVRKLAFSGLDVYAHNIETVKRLOKYV
RDKRANYDQSLFVLKTAKEINPQLYTKTSIMLGLGETKEEVIQTMYDARKNNIDVITE
GQYLRPTKNHLSIVQYISPQOMFEYYKEEGLKMGFKYIASGPLVRSSYKAGEYFIKNLV
NQRNKDKKN

>MAL13P1.253 (Q8IDJ7_ PLAF7)
MATTNKKLQOKIMTQPINQIFRFFTNKTVVQIWLYDKPDMRIEGI ILGFDEYMNMVLDQ
TKEISVKKNTKKELGKILLKGDTITLIMEVKNEET

>MAL13P1.281 (Q8IDD3 PLAF7)
MIFIYFFFVTLIIINLNTIESKYLFGYSYNGNPKCPINILYDKKYIYSFILNNNKRNT
YNSRIKCAKKSSIIPNEIVEGKVRLRFAPSPTGFLHVGGCRTFLYNYILSKQMNGSLI
LRLEDTDIKRNTKDSLDEI IKDLNWLNLTWDEGPDKVGEYGPYKQSEKIQLYKKIAHQ
FVNEGKAYFCFCSKEELQE IKEKSKMMKKKY I YNRKCRDMNNEQIKMKLEQNIAYTIR
FKSPLKRKIILKDILKGDIIDEVLEDFIILRSNELPTYNFSVSVDDYLMKITHVIRGV
EHISNTFKQILILETLNADIPHYAHIPVITTEEKKKISKRNNEYLIRNLREEGFKPEC
VVNYMTTLGWGSISKKEIYTMSELIDTFNIHKLNKSSVVEDIKKLKWMNKKYMLEQDN
ETYVREAEEYMINNNILSSNEYKEFVELCVDIFKYEVHNYSELKECILNALKYEHHVN
DPLNTDDIYLKQVSFLLYDWFRKNDVKDNTEYLEMKMIDDFDSLIDDIVKSTNLKKNQ
VLLKIRLLLTFQSKGIPFIYLIKLWASARKHNIPNYFSLKKRFLHLKNLFKF
>MAL13P1.301 (Q8IDAO PLAF7)
MKTQTLSLMNINGKRKFLGTNNKIYRKVIINPTSEDDIQKFCRNYFRIYNFSLYNFIR
RLISFDAILVYSLFLTVYIFSEINHGETKKYLFIDTAISLFFNIILLIVIESLFELKK
LKDVKNANSQYYLRIVPKMSYFEKVMTKDIKVGNIIRIFQGDEFPADVVILYVKNNAN
AIVDSFKIDGLFRKSIKYAVDKYKIDKDYLKMLSEINGVIRCELPNKNIFCFQGNFKL
DKHPRSLLLNYENFALQSSVLKGAEYIDAVVVYTGADTKKNLNIPQKIEENKTFCIKM
NNIVYYLIFMYFVFVVLSIVIKTIFFHKKNSFQONSRDSFLSMLEDFVGLYILVLPIMM
YSEKSLIYIIQSLRIENDLRMRNTDSEKPKVENKNKNDSLGNVDLLATSRNGVLVKRK
ELLVSCVINNVMYGKKDIICSRTNFKLPTLNILDSERKNVSNLLNLDERIFKDPENIF
FPTRDFYSFLKLFENKISSIYNPYSSSLSNLLKEKYKNYVNEEILNKNVKLTSFVKSQ
LTIGYNQICEDDELSYNCYEIKEDSQKENIQSVKIEDFILGLCGCNRIIIYNEKSLDI
SMNEYKSDNFMETYSKFETENEEYHENDHDEYHNMEHSDDENINSIEYEDICLYNIIR
NTGFSIYCYKNTLFLYNLMKECKVYFLTCYHDFLRSNKFSMCILKCGYSINNEKEGGI
LYVRGYDFNILPYISKEKNNIKKIKNVIKIYTLNYLKVIILCKKQISNEDIAKYIILK
SISKKLSFKFYDLIKLFFLYDLEVIGIIGLKNQLREGVKETFNDVINFDIKSWIFANE
CSKDTYLTALQCNLIVSSSNLFLINYYNLKNTHEEGANILFHNFISSLYKLKSNSYAV
VINDESIKNIMTNVESMKIFLCIAMRATVVLFCKLONETKGKIIRTLYALTSPKLTVL
GIGTTLNDAYLLKYSSISVFLSLNEHVNILYNISDYVLQEFKFISELLILGRLNRFSL
CKVFLWIIYLKITVVSFYFFHNFDNYFSGSSASSILYTQTTFALLHYFLIIAFSAYET
DLPYKFVRRLPYIYQLSRRKYFLNNNIILLTIIEAILISLTSYYILRLNVFHLITHRE
FTFHIFILNVFITTEKILLLSKTWHIYFFIMAVLIIGILLIYVNIFTLVDCIKNGKCE
FSLFQMENIYFWTSLFPILYINFIFDKLMKYIKNRIYPDISDYLRKYFLRRICCHNND
KFLSQRKIKGINKFVNFEKNDILLKYIPTPKIYKIKDDPTYYNKSKRSKFLYDTFRKV
IDINVKYRNQQLNLEYKTYEKGNKLKLRIIVILLFLIYIIIFSSQTIIDINTKSNIHY
ITMFYIIYFVLACVLLIYIRIRNKATSTFFFFLSRFLLICGFCIELYDNISNDILNVL
ITYSFTVSYIFFMSFKILEALLVCISILLLTFGVYYEKNKNMIDICTHFCSNPYLSIN
NLDHMNISCLCKKQIVIFLISLLSFTLICLSMKYYEIFYLKKKFLFRYKQKVNLAKQI
EILHTMLPNFLVEYLLISDPKNDGIMVGKNISGEDRGIISVIFCDIDDFQNMVSTLQP
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HVLVETLDNLYLYFDKCIKYFNCIKIETVFESYLAASGLSEKKNNALDKIMYDTKCAT
KLAIAQLSAKYYISYKVLDTREHFSDNSTSYDKYINKNISLKIGIHTGKAISGVIGSV
KPQYALFGDTVNTASRMKSTSLPDHIHVSYDTYKYLKEDNTF INKERKVF IKGKGKMK
TYLLVDILDDVKRKGESLNYYSSSNLLLSQLGSEAVSIYEEREDIKEGSMDIIKESSR
DIIKEDSRDIIKEISTNISKSSSRNISKSSSRSISDIKEGQIIDKEDLIFKINRMKNK
IDSRYSKRIDKESRDKISDKTNHVLDEVVKHSDIHLLNYE INNKRCKKMKGDTNNENK
LIGDIFNMYDKKIKYIYKKNYKSKSMENISFIKHYRNTKYKKSDYLLLDNKGESKKFK
RNTSYVLESPLHLIGDIVDNNIKRKKKKKEIKTIVSDDMFTSPVNIKEYNYNEQERKK
EIVGNLSYDKTKKIFPFIKFTKEGRIKKKKIEKKEKKEKKENNNNFLYNDDYSSYSSP
KYGDNENNFVIKYIRERKDFQKKFDHPNFNFSKFLHNYNPMKNKNKNKKNNKNVRRNE
YPNYTSSSKDGVSYNFLSDSLFSSDNEYSSDNEYSSDSEKYYKKRFKKNKKI IKFDDL
FTKIYIKKKRLLOMNNYDVKGKGKKLKNKGMERNKTKYKNVNE I TKMKYFVNNENRDH
EVNKEDISKSMQOKYFLHISKHKKEQIEDKKKTHKYFHKNVECVYPYAGNNINHNFSRN
EKRKYSINLYDHLDEQEKIKGKKKYFNKDKELIGSINKQTERKPKKKNKKNIENKKDK
KKIRMITNKTKEKHSNSIISVEEQNMNHNNSLKKKEVNFTGKNEEYLNRANTNCSLGI
KEMEEDVYEFHSNNIYYNNQTSYSDDINNTTKLKGMGNNTNDISKNKGKNKLGKKISF
FSMNNKYHESEIMNEEDNKNMLNLTQSQI INKDKYNYFTHCPSLKKKKSVFTKINNLF
KNYFKSIDVHEKFGFSKKFKFHSKDSDDIKGNNNKISKNRYNNNNNNNNSNYSNIDSG
KYSHNNKKNHHHNNNKYHHHENNNKY HHHNNNKYHHQONNNYEKHHHSNNSRVML SKGEK
TEKNENVDYAYQFDNYDKKLLKKLTSNLOLNKKNVKNFNMFYYKFNDEELEEEYTRNY
YREIINIDLTKKLIIIFIFTEIFLSLCNIIELSFYEKKLRYNDSIVIIWLIRSIYLFI
ITYIWIILKTKLKEYKNNSSKMMWTIFILNIFLCSWGIILIDLSCIHYSMLLGNKNER
ALFFMKDASELIICIQLIFIKNMLFKHKFFFFVFFYIFLIYSFSKLFSIHTCQTHICC
SIILFISINILYFWYSEYLDRIQFLVKRKRNRMEKISQDFLTKILPRQVLEEYQNDNL
QLTYKHEKIAFLFADIVGFTKWSKTVSPKEVLKLLQKLISKIDKDTIKLGLYKLFTIG
DAYVATSQPNSSITDESEALEGILNILKLAKLILHNINTIKIQFNKHDFNMRIGLHYG
SCVGGIIGSVRIRYDMWGLDVLIANKIESNGIPGEIICSEQFRHFFIQNEPQA
>MAL13P1.322 (Q8ID64 PLAF7)
MIAKSYVYRDSSSDGNKKNNDKIQTGFLYNEKKNEKTLEFKRRKVNKINKKLTTDDVK
SNIFKKIDTFEEASFKKDKVSKRYLNNNEKEKYYKDRDKNKIKKNNIKDKHVNQKYNI
YNSSTSPDNSDIDNLYNHKENKNNHKYNKSDYSEDSINISINIKNDESNKYNLSNKQH
HNRYSNKTFEKDEKQKKDYYKKNNDKILDEIWYTKEDEFVDSFYNMDIEATYEKEKKM
INNLKTRINSNTGKKVNQKNLDNNLWELNKLKQGGVTSTYNKLQLEKINEANVTNEIK
KIVLTRTVNPPFIDKFKSYNKRFVNIEQRNNFDDQKSEKKKSDNINNDKYYSNKPIQS
TSYSTVVKDETCDFVKAAKKGSEFLKYFKSENEKSKARDRYWE I SNSKLGELLKLYKN
KKKNKNDNTSKEDYDNISYNSSENNKEDDNGSDVFDYKKDKIYSSLFNIENNNKDKKN
TLKDKEELLKLKESLPIYKSKHELLDAVYNNNIIIIVGETGSGKTTQIVQYLYEEGYH
RNGIICCTQPRRVAAVSVAYRVSYEMNVDIGSLVGYTIRFEDNTTKDTKIRYVTDGIL
LRETLNDKELDKYSVIIMDEAHERSINTDVLLGILKNICLKRNDLKLIVTSATIDAKK
FSAFFGNAPIYNIQGRTFKVHIEYLRTPCNDYIECAVQKAIQIHVSDNNYDNNFGDIL
TFMTGQEDINATCYLLSERFYEVYESYKESKNNKKDTINKIKNILNEDNNNNNNDSNI
KKKVDGDNNTNDHMIYPFYIFPIYSQLSSEQQSKIFKKYDLRKIIVSTNIAETSLTLD
GIKYVIDTGYCKLKVYNQTIGMDVLQVTPISQANANQRSGRAGRTGAGICYRLYTENT
FLCDLYQNNIPEIQRSNLSNVVLLLKSLHVONLFEFDFIDVPSKESIINSLHELWVLG
AINNEGNLTDIGRKMVQFPLDPPLSKIVIYSQONFQCTKEILIIVSMLSSPSIFLESKE
NNESIESKKEKFTVPESDHLTLLNIYLOWRSHNYSYSWCTKNFIQYKALNKAKEVYSQ
LIDIIKTLNIKNVSCDNKWELIRKTICSGYFHNAAKLKSFSEYINLRTNVSCHVHPNS
SLYNIGYTPDYVIYQEIVFTTKEYMRNVTTVDPEWLCELGPLFFYMKNV
>MAL13P1.324 (Q8ID61 PLAF7)
MPRLVIFYFLIFVFMKINCINYNSFSKRKINYHLIRDKQENIKYKYLREDEKLNLSRR
NRTKRTKETNGGTQRIKRIKRIKRIKRIKRNNLSNIFYNKNDYMIKKINVPRTYFIKN
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MGNSSLKGCIYKEKKTIFNIYNIYDDKNIMNPKNFGNEDGNLLNKLGNDYSDKDSYNK
NMNDKKQIVLDNKNEKMY IENMKKNLSRTDEVTYKYVEEMELKKINIKGVDIQYRLYN
LEEGIYIVDKENYEKIKKLWDKDELKKAKENFEDTFDIKKQGIKDEDWIMLPFEYEEN
KNIKLVKADFDNPTYDYILTYYDKERNYYWEYKRRNYYKMFKNTVHETPPYKSDLEED
KRYYGKEIIIPKKKLDNDIFRQPMLSDVMTSGCNREPLGFESWRFVKYPYGNLIESQK
YSKLYCVKKNDKDKPSMKYHYLGNSNLAVSEICLGTMNFGNYVNEKLAHELFDYAFEE
FQVNFFDTAEIYPLPASENYYGHSEEILGNWLEAKGKANRHKFVIATKICGRTDKLPW
MKKYKIRTEQKNILNKRNADIYNDNNYKKDHYITNSKSNEYSHRNNNHMLDKEDNKNG
YDKLKELKEKEELYLKKDYDKINKFEEYEKERLDNSANLITLNKENI INSVDNCLKRL
KTSYIDLLOLHWPDRYYPDQSSGDFSHVLYDYNKYYDDFIPFIEQLQALDELKKKGKI
REWGLSNETPFGLLKFYELCKHLHISPPVSVQLEYNLLCRNDVEKGFPEICRPQONTNI
SILAYSPLCAGILTGKYLEYTDYTTKGRMQKFPSYMKRLRGSIATYIIRELYYLSQKY
YFPNLTVAALKWVYTRSFITSTIIGVSDFLQLRENLYSLTNEVLFTDKLEREINALHW
KFRDPIRIIQ

>MAL13P1.335(Q8ID40 PLAF7)
MSLENLITLYYVMQKYAKTPKISILTKILNYLILIYYVIIMFLHFFSTSEVRTILRFL
NKNIEFHAVEKSYMENCNNLANISVRILKRKIEHSKNIYIYICIYDKIDWEFVCAHLWG
WFAKGMIIRNFFLLNINSVIFELIELRFQHILPNFYECWWDHIFLDVLSCNLIGIVAS
TLFMKYFNIELYDWKIPDKIKPNKKNIIFPTIDKLCRKVFTNSSTLLILIFLSFITNI
IDLNVFFLKAEIQLHHVNLIVIARTFAIGFISGKACKEFYRFLKEGMTPKRAFYIFLE
IIILSLEFLLAIRWKDTLISDKSDLTGINMVWLFITSTLSSILLLLYVNESLI
>MAL13P1.338 (Q8ID37 PLAF7)
MSAIGMPQHILILFQARPMLEFYKPIKKKKPKEYSGLSDFLNYFEEGEAPPKIKVESF
KERKEKKKKEKMAYNELILKEKRKEYDPFKNEDLTSDPKKTLFIGRLSYEVSEQKLKK
EFESYGKIKTVKIIYDKNLKPRGYAFIEFEHTKSMNDAYKLADGKKIENRRILVDIER
GRTIKNWIPRRLGGGKGPARGSEEKKKI ITHNINWTALINKDKYRNDKKRSDELYKNVP
LYNERNNDDDEDDGISSTMRDYKHHRSDDHRRGSKRDRRHRSRRSESSDRHHHKHRRR
DRSRDDRDRNYYDRHGRHDKHDRHDKYDRNDKYDRHDKYDRHDKYDKHDRYDRHDKYD
RHNRHDKYDRHDRHDKYDRHDKHHNSDNPYDNSTKDDIRKENEINDIQHNDYENNREH
NEGFVYESITSIEDCDD

>MAL13P1.35(Q8IEP6 PLAF7)
MSNNTTTHNINSINNVNNNDNINNDALNNPNDYLDKNTNFTNAHFKPSSYVNGAGKNM
DSAGNIIPNINNNIQYHMPIPNNMPYGVNPNYNIHNNKMINNPKNMYNAPYPLNMNT I
PINSYGGAEKFTHSVRIPIYPTPONMLYNTMNYMNSKAY IKHLKYNKVIPTDPTIPPN
ETLYIKNLNDRVKTDEMKKNLKDLFNTYGEIKDLIVMKSFWRKGQAWVVYDDKECATK
ALNALQGYVLFGKIMQINFSHNKSDIHAKRDGTFVERSKEPKKPKKILEREQKQKEIF
EQMHKNYLEMQOKNNFNMLNGNKE INKPEI IDLSQMDKQTLIAKAQAKANE DKNKKNEE
LPNNNIFSSYYQOMNNIAPVQONYPVVMPYKILFVENVVENVDTQAFNDLFKNYAGFVEA
RIIPQRNVAFVDFTDETTATFAMKAVONYELQGSKLKISYAKRYFFI
>MAL13P1.47 (Q8IEL5 PLAF7)
MRYAFGTSYLTCFMGINKAMKKFVFKKNKYSSLHLFERNE INNFQINIMDRKYVHSIK
EEKKKEESEDYYLSMGDNIEKRYSLALYNVAKKQNKINEISNDMLFIKNHLLKDTTFQ
KFLHTPNIEKKEKIHFIKNECKTLNKFNIITENFIESLFDSKRISFLPKIIEEFEFLL
LKQRKEIKCVVYTANEIDNNYKQKIQDSILIKLNKKLIPIIQYKTDPYILGGLILQIG
NQVYDFSAKSKIDKIKTNFSQ

>MAL13P1.56 (Q8IEK1 PLAF7)
MKLTKGCAYKYIIFTVLILANILYDNKKRCMIKKNLRISSCGIISRLLKSNSNYNSEN
KNYNFTSAISELQFSNFWNLDILQKDIFSNIHNNKNKPQSYIIHKRLMSEKGDNNNNN
HONNNGNDNKKRLGSVVNNEENTCSDKRMKPFEEGHG I TQVDKMNNNSDHLQQNGVMN
LNSNNVENNNNNNSVVVKKNEPKIHYRKDYKPSGFIINNVTLNINIHDNET IVRSVLD
MDISKHNVGEDLVFDGVGLKINEISINNKKLVEGEEYTYDNEFLTIFSKFVPKSKFAF
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SSEVIIHPETNYALTGLYKSKNIIVSQCEATGFRRITFFIDRPDMMAKYDVTVTADKE
KYPVLLSNGDKVNEFEIPGGRHGARFNDPHLKPCYLFAVVAGDLKHLSATYITKYTKK
KVELYVFSEEKYVSKLOWALECLKKSMAFDEDYFGLEYDLSRLNLVAVSDFNVGAMEN
KGLNIFNANSLLASKKNSIDFSYARILTVVGHEYFHNYTGNRVTLRDWFQLTLKEGLT
VHRENLFSEEMTKTVTTRLSHVDLLRSVQFLEDSSPLSHPIRPESYVSMENFYTTTVY
DKGSEVMRMYLTILGEEYYKKGFDIYIKKNDGNTATCEDFNYAMEQAYKMKKADNSAN
LNQYLLWFSQSGTPHVSFKYNYDAEKKQYSIHVNQYTKPDENQKEKKPLFIPISVGLI
NPENGKEMISQTTLELTKESDTFVFNNIAVKPIPSLFRGFSAPVYIEDNLTDEERILL
LKYDSDAFVRYNSCTNIYMKQILMNYNEFLKAKNEKLESFNLTPVNAQFIDAIKYLLE
DPHADAGFKSYIVSLPQDRYIINFVSNLDTDVLADTKEYIYKQIGDKLNDVYYKMFKS
LEAKADDLTYFNDESHVDFDQOMNMRTLRNTLLSLLSKAQYPNILNEI IEHSKSPYPSN
WLTSLSVSAYFDKYFELYDKTYKLSKDDELLLOEWLKTVSRSDRKDIYEILKKLENEV
LKDSKNPNDIRAVYLPFTNNLRRFHDISGKGYKLIAEVITKTDKFNPMVATQLCEPFK
LWNKLDTKRQELMLNEMNTMLQEPNISNNLKEYLLRLTNKL

>MAL13P1.67 (Q8IEI1 PLAF7)
MYVKCFFYVIQILFIIFLKCHCYKIKCFNILDLNKKKYYSFREHINCEHIRNSVNRNN
LSNVLLRRRTKNALVKELYVSKLKDNYKTHTNFIRTNNIFLEEDKKIQECNINNI INN
NVDIQENVEKYNILYKNQLDDINILYILLFNTLMIYKKKYDFFMNENYIRSYYYIYKN
NLGRDKKIYNTKNYFINTFSITWYNTIKPYMNNIFLEILNIIENTLGNKIFYIDIKQE
LNKNRDEIINTLYNIYKGNFRKRDKKPIKLLFIGSNEYSNLCFKIILLIIKRLRNDIT
LDNVITKSPRRKGRNLILKKSNVEDEAIKNNINVEYYDKLKNNIHMLONKKMDLCIST
SFGEIFNCNFFKTIKSNIFSLHPSLLPFYKGASPIQRSLLNNEILYGYSVFLTTLNID
SGNVIMKKPFWENSNYNFNDIITILFTQGTLSLLKNISYLANYNKDIPHKNIYNNNIC
EETKNNLNQNHVQNKYDSEINIHNSNLENKNNSRNNILPLNINNVLNNYNNKMY IQND
YNINNNYAPKIKNDEKYVCFFCSTSLFIHNKIRSFINWPKAECTLFLLONEVIKPLET
KIIKSSYDLNNNYKFIKYDGLINTHDQHTCFDNIPRNFVYIQNDSLNILCKNNTLLKI
YKLOQKNKKIVDAMSFINSINKCSLLY

>MAL13P1.83 (Q8IEF5 PLAF7)
MDELEVAILCLYGNEHSNINKNDAQKYCENFQONSADCWKYCMSKFLESNKLEVKFFCI
HVIVEKISTLKIEDMILIKNSLYGYIEKKYVNANEDSCVLNKIIQLYLYLIEFLYPHN
MNDAFKYLINLIMLNNDINIKTIHINFFLKLMNMFDSEYIDNVCSNKSIQTTTNIKEA
IKENDLPIIIECFYYIMNMNIPESTSLSIFTLSKYVPWIDINYVVNDKILTYIYQTLN
TTNSITEASYSFLTSLIRKGMNSANKIQFIESINIICILONTPKITDLTFDVNKNIMT
KRGELINYICLELVESIFEINKLKDYQOMNMLKYNEICTKAADMLFLVLPHALDIFSVN
DFYIASTVEKFFSLFFTKFKNVIDVGSCANSIMKSSSNDYESSKNNISNNINSSINSN
INNNNANSGYKISIDKLNVFINTLICTIVNKFEYPECIPDDYDEEEEDDDEFSTFENF
RENIEKLYQRLILFDKLKAIEIIKNAIIYLNENYDNLKWNNIESKLYAFYVTTSIYCE
YKQGSTNTSNNLNNNMI TNNONKNNI IMNNSLEHFKNIKEANEVNIDYNNLLFDCLIE
LLKNRKILNSTNYHININLMEIFQRLNLFFIKNPNYIEYALHIFLTNGIRSNNNKIAK
KSVHIFKKFLKTNSSVISNYIKDILQLLESYLDVPYIYPKMDINNNILNNNNMILDDN
TIKYIYTFLYSNKNYNHEYQIDIYEIIGLLLLNYDFNKFKKLSKTDSGMSIQSNNNLS
NNLNLNNNDNSININNNNNNNTINSSNNNSNDGLNQNISEEMIANYKDRIFFFKGILN
KLLENLSAVKNLYLNSTKTQHDNICASFISSVIIKCIGALCKNVNINITDILLNDLDN
TLGIIISESLELFYNNYIVRDSVLFTYRILSNLFKDLSLNYTVKILPYFYNISYNMIM
NKLQKSSVDNQNANTFNMITPTSYQSVDGTTNNPMKTSNTHHEELKYLYNELNELSTIL
VCHLISTHKEKSFDTFVNPYIYNITQIHMNIWKFINVQSLEMOREQNAVLSPLLLILY
NISVNIPATIHSFMSFEHIALNHKQFCDIFSNDDIIKSKIADAITSILLISLNYKNTS
DINICLYSAQTLSNMLNNATCMTNPSEVLSKYPIMQIIDTLCVTLKSLDYADPKTKRI
MQEVMNIFRLFCGFKVSANCLPNKIIESSQICLONSLLSVFKNNPNDIAILIQAINAN
NQQQFRQILSNIVA

>MAL13P1.84 (Q8IEF4 PLAF7)
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MNKMKSTKIENPKYKLMKLIGKGTFGKVYSAIDMSTQEAVAIKRSPKWRNKVSREVDL
LKKMNGSTNIVKIKSVFYTTTKKGYRIQNIVFKYMTYSLGRY IRMKKQEKRENNQICT
GIKDLHKNDFAHRDLKPDNILIDLDSSNIKIEICDLGSAKKVQRNIISIPYICSRWYR
APELLCGSMFYTTEVDLWSLGCIIFELINLCPLFPGKFKKDEYSEECSQIINLIEVIG
SPOMSFFENIKDHTSKKNTLLIKELCELNIKPLCWDEILGNILEIENPNERLNIDAVL
SNPYFSTLNK

>MAL13P1.95 (Q8IED5 PLAF7)
MNIVILLLILTFSIKHSNTYKLKNTYIPINYMYHNNKNILRSQKSKLFLNFLSNNQLA
NSNKQTCFFKSNIKSSISNIDNYDYIRKRYINTSNKNKLFYNITLRTNDGEKKIECNE
DEYILDASERQNVELPYSCRGGSCSTCAAKLVEGEVDNDDQSYLDEEQIKKKYILLCT
CYPKSDCVIETHKEDELHDM

>MAL7P1.113 (Q8IBN8 PLAF7)

MNKHDQKKKRNKQHTDNVMGKKSKGF IKNKKNIGESGNEKKRNNNENNIWKKKKRSGN
SEKDQVDILGLLKGDSENMNDDDDNNMNDDYNNNNIKGDYNNNNIKDDDVDDDDYDDD
DDDNFDENKNCNDNCSSKHKRNVPSKKEHDI LELNNINEFNETRKKMINYKNIFDGKEFC
DLKYILSESLINTLEKNEFIKMTSIQKMSIPLFFKPNDIFLKSMTGSGKTLCYAIPSI
EKILNMKEKVKITRDMGIFVLVLSPTRELAIQINNLFCILTKPYPYIVASCITGGEKK
KSEKNRLKKGISILTCTPGRLLDHLENTKSLKLTFLKMVILDEADKIIYLGTQDKIKL
TYDMIRKIKQEEFSKVHKKKKKEENEVLDHINDTNMSDMNNISNDHSNDYEQFILDKF
OMIFISATLNHAMKTLANYCLTNNTMWIEKEKKNGINGGNKNDE TKQKSNDMISCMNR
ENSPLNIHNNDDNDDNDDNDENNGDNNNNNDDNNNNNDDNNNKNNDDDNNNTYELPEQ
LKQYCILIDMKQKFICLIYMLLDCIEKKKKPVVFLSNHHSVEYLQILLKNIYWPTDVN
KKNIEVNKKLNEKITPVLEREDEKLLRKHLEQNILNNNYYNNNYNVGNISYKNINLEE
TQNEDELNDEPGNLYNINADKHKRIYLFNNVNIYILHGNLSKEDRLGNFMDFSKTNNS
ILLCTDIISRGIHFDSLSVVIQYDPPQILEEYIHKVGRTARLNKQGSAYLFLLKSQKQ
FLNILKNKNIQLKIILGNTIINHFKKFCIPNFLKSVGKDILNFLHNHMQTIVKSNNTL
MEKGTSAFLCTITSFYSTSKNLRSIFNAKDIHLGHLAYTFLLEKTPKQISKYKKEQNY
INIKKQTVLSKKEKRLLKSKQFQKKQKRK

>MAL7P1.118 (Q8IBM9 PLAF7)
MKLLYRKRDNDKMIIGLITEEDDDLWGVYNLLSLNDEIESYTSRKVQKDIGNNSYVTE
TRKLMLTLCITKIDFDCENNSLRVSGKNVKANEYVKIGQYHTFDIGLNDKIKIMKKNW
DHIHREKLEECTNIKNNCEIAILLIDCGRANMYLLTQQLYKTVFSINKIIHKKKDKNN
SSSYKKSLENFFNIVLKNLYSSINFEKIKCIVLGGPGFFKNDFFSYLYEKSDMKNDKN
ILTLKNKFLIVKTSNIFKNSLNEILNDENMKKQILNLKVVSHVDILNKFYKIFEKNED
KICYGPDEVKYASKINAIDSLLITDKTFRSCDVKTRKEYVQVVQYVKNTGGQVYIFSD
NHTSGEQLNSLTGIAAILKFPIFYDINQAHEKGQSTKEDY IKREDTQONGEHMTNI
>MAL7P1.122 (Q8IBM9 PLAF7)
MAPKKKEEEPPKLLLGRPKNTLKMGLVGLPNVGKSTTFNVLTKLNIPAENYPFCTIDP
HEAKVTVEDERFEWLVKHFNPKSNVHAYLSIFDIAGLVKNAHLGEGLGNNFLSNIAAV
DGIYHVVRAFENEDIIHTEGNINPVRDLEIINSELIYKDISHCEKNLEEVTKVLNRNK
KDKVKQONEHDVLTSVLNYLKEHKWIKDGTWKSNEIEVLNEYNFLTAKPVVYLVNMSEA
DFIRQKNKYLAKIYNWVQEKNKGTIIPYSAEVEQKILSMDEEEKKQYFETNNIKQSML
NKIIKTGYYEINLIHFFTCGHDEVKCWTIRKGTKAPQAAGVIHTDFEKGFICAEVYKY
TDLVEYKSEGEVKANGKYLQKGKDYVVEDGDI IFFKFNVSSGGKK

>MAL7P1.130 (Q8IBK9 PLAF7)
MKRSFRSIKTLRVNYFMKNKRIYHSSSNNTYDEKEKRFFNEQDNEWWYDDDFDNENNT
QENKTCIKTRWKNIFDEIIGKNIYSLHDYNKKRFDFIFKNYEFLYYKNIKDHMNKKE I
NILDIGCGGGILCEYIKKNIFYFLLKNVDNVDLIKDIQINIDGIDVSEKLINVAIKRQ
QINRDTYKHLHINLNYMNCDLNEYVNIHNNNKLKKKYDIIISSEVIEHVPNNKKNIFV
SYINKLCTKNTLVVETTINKNYLAYLYTIMLGEKIFRMMKKGTHDYDKFIDNKQLDKL
CRDYNLYNIKTEHVLYLPFFRNYFQTYKLNLLYLSSFIYSGNNL
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>MAL7P1.150 (Q8IBI5 PLAF7)
MKFLQIIKHLKLONKKNALDNFVNCRTYEHISNINKLFLNNFSSTKEHSEHGQVKHEN
FLNSTLKYEENSQONGSTNNLKNGKYNMYVSEGNVNINEEKYKDNNISSNNTQYNNNSS
NSGSLNDEGPLWKEHIDDVVNENKKKKMNRFYLDSQATTMIDPRVLDKMLPYMTYIYG
NAHSRNHFFGWESEKAVEDARTNLLNLINGKNNKEI IFTSGATESNNLALIGICTYYN
KLNKQKNHIITSQIEHKCILQTCRFLOTKGFEVTYLKPDTNGLVKLDDIKNSIKDNTI
MASFIFVNNEIGVIQDIENIGNLCKEKNILFHTDASQAAGKVPIDVQKMNIDLMSMSG
HKLYGPKGIGALYIKRKKPNIRLNALIHGGGQERGLRSGTLPTHLIVGFGEAAKVCSL
EMNRDEKKVRYFFNYVKDYLTKHLDYIVFNGCQINRYYGNMNISFLFVEGESLLMSLN
EIALSSGSACTSSTLEPSYVLRSIGISEDIAHTSIRIGENRFTTFFEVQQLCINLVKS
VERLRSISPLYEMELEKKNPSNDDIPKFIWT

>MAL7P1.151 (Q8IBI4 PLAF7)
MHKIKVLELYCGIGGLHYSLLQAFNNFVHANKITEKKCDTYKDGIHNHMSNNKSIETH
KYHDCTLTCLNDLFCFISVDLNPVANQTYFHNFKDSTILLTQTRDVHKFFKWKCDSMD
KQSNGSTHNEHEKTQKKKNKKKNNDDDEKNNIFNINKNYIIQTDINNIMPEFLNNHHF
NILLISNPCQPYTRONQKFKEINLDLLFCKNNEYKQNVNNNISNDNNSFYSNHNGDEN
HQFNVDNINIDELNNYIYNDKDERTKSFIHICTLLTKVDFKNLPEYIFIENVKNFELS
SSFIYFLYCIKNNYSFQTYLLSPLQFGIPNERLRFYCICKKKNYDFKHANNLSGINYI
KDKNLNLYTNSLIPKNYLHKNNIHEQKNNQGDNYNNISCENVIFYTPNLITYLDVNNN
FNITNNIWNHINIYNNYLDNYQVONQVLOKNASYCFDIININKKTTTCCHVANYYHHH
HQKKKENVNNISPDEPTKHMNAKGNYAMCFTSNYGRYIKGSGSILYYNRKENSNCAEQ
KTKNKETNVLTKENNEYVHTSNYTCNSISNSDNDTYETRRKKNCMKKYEQNVRYFTPT
EISRLMGFKMKTNNKNINQNEKGKNTYGNVFWNIDHINHTCAYFSNVHYCDVQONKNAC
LLTYQNVTNLNNNHTYQNCHQKNCLCHEFVFPNFLTDRQKYKLIGNSVNVIVISYIFH
VHNIFEHIHI

>MAL7P1.159 (Q8IBG7 PLAF7)
MDRYINIDVRNMNNISDTDGSPNDFTSIDTHELFNNKKILLISLPGAFTPTCSTKMIP
GYEEEYDYFIKENNFDDIYCITNNDIYVLKSWFKSMDIKKIKYISDGNSSFTESMNML
VDKSNFFMGMRPWRFVAIVENNILVKMFQEKDKQHNIQTDPYDISTVNNVKEFLKNNQ
L

>MAL7P1.20 (Q8IC21 PLAF7)
MSIFVECRKNIRGLNKCLFLYKGVRNIRNRYNLCSYVNKDVENYSRYFKNSCSLILSS
GTGGTEACDFCNMLYNMY IKYLCRIKNRKNIKYEVIDISKNEVGIKKVEIKIDGEYSF
YNFVSEKGIHRLVRNSPFNAQNKKMTSFVKVDVIPTLNENDLNVINFLNTAEGVGSSS
SSKLTKESSDKKONKNKHKQLKESDNNNNNMNNS YNGGNNKMNDEVINKSDLVIQTMR
SGGKGGONVNKVETAVRILHKPTNISVKASSERTQLLNKRNALKRIYEKLLYLQTEAL
KNKKYELANKSLTHFGEQIRNYVLYGNKMIKDTRTNVESTDIDKVLYQGEIDIFIDAY
QOKNL

>MAL7P1.21 (Q8IC17 PLAF7)
MLKNFEVNSPKKLIRKIEEETYEEDKEEYLITNLTENKKNMPSVIIRIPRDLNKFLSN
EETTIKYNENIKSSNNKMNKEQKLTSFKMDNKYDMNSEEKISAMDNIVLDSTYQSDST
HESISFFNKIKGONYTIDNINNENENNNSSSNGDSDDDSNDDSDNNSYDNSDYYTDDD
KPIDESLLKSFKNKYVDVYESNVSNNEYITFIKNHTKNELEHFLQRRKLHHTNEMKVN
DIINIDYDKLNEKNIIPYFLTNVFDMEQKKKREKMKLELEKKRKIMEEKRKTKTKVDD
KAKTKNDTHINEKKKKKRNENNKVDTKKSVENFTKAANTQKIVKEGKMKTEDNDNSYD
EYEDDNSYENKNRRNKKNKTNSNENQKINEDNEESYSDSYNDEFDKEDIDINIYNDPT
LYGIEGSSDYSEDMKSDADNHTQEDDTGKEQI TNNNSKTPKKKKGKKNIDEKNSEEEE
KLDDIVDACTQRLISYDYYSSLNIKEIVKPNNKIKSLSSYIPIQENLDNLDHIQKLQY
LIKNLPYTHIKEKRSLYHYNIKQFIKWKVYLLNNINICLYGIGSKFHLLNLFTNICLN
DGNKCIILGFEDEINFEEILVRILEYHYKYKSSKTLKSFDLLYELIQRVNDSNVPLYF
TIHNLDNTKLYPYYEYFSFLSQYENIYFVCSIDDVSFELNMNFKNISSINFFYIKCHT
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WLDYRHETILROWNKFLPEWVENKKCEEIDIKKNIETILNALSINHKRLFKITASIQLE
NLDKGIYGVEKESLLODKRIFTVGASSIRINSLLVEFVSHNVITETRLKEGNTFLKIN
ADKEELKRISEEL

>MAL7P1.75(Q8IBUS PLAF7)
MWKAANVSYTRYASEMADILRKCLKDPYSDIALERSKMHIRETIYKDGKPVSQELYEE
FEKAYKNLSRQKE

>MAL7P1.92 (Q8IBR8 PLAF7)
MRNSDFFFFFEVLLNCEFLNIQPYVSNATSNITKEKNTSEVKKIYDDPYIKKDVTLQLK
NAKYNHINKKISKSKKNVKKKRGISEFVSLNLNKILELQDKNPIKLISNIYAKDKSKFL
STCYENNKLNDINNCNREFTISKQICDTPVGENLNDNFLVKETGGLSSTCLVDNKPEYW
KIYNNHITVESGEYFDLKIRNETFLLOTSITIITKDICMNKTKIESSYFTYQONNHSKIG
NPILYKGEVIGMEIKNIKVKDDVEGLENVCSCYLDNEHHAYNKCSETNKHYMQISSIR
ITKKIVHNINILTGKKLHINLONYVTPYPIKSAFIIKKVEHYSCNNINNKSEFNETQEH
FYNNEKKLKEFYNIFLYETDLOQEFKEDI ITFENPGMYLLCYTSNDSQSEYSAELSTILVN
GYDISKMNYLYLDLYENKLNLRNSVVLHRYNLNEKLEETFFKKKETIQCSGEDITYSN
NITETKSYKSDDNSDDDVIIDTIYIYNINLNAYDQILEICSKKYNEYSLIGYTTIKPY
ILHNYKDINHLTHENIPPDHVRTYVVDKKSNILTFFPOQLLNIFNQNDINDMYMSESCY
SSKNEITITYSEFDKNMTPTFFKYLKISDASSSILYITNKGVYLYVLKKKSQLLFLYDT
TPEKVKKKKKIITNKKINDDYLELLLSYYLDYYDFTKCEQCLSPITLMEPIYDEKQNLK
HIFLITSHPLAKLLIVGLDFKIIYKHDNNDVKNVVTTIRGENFTSDVLKYSSFLITGI
SCGILKNESLDCFLIDQLNNTITATEYLOKQKTITILIDSFOQGENKNELNYESTINLNDF
VFSQSNSYLHTPRNATAYSFGESYVIFVNENESNELNLLEFYDKNKADNNLSYTITKINN
TYINDGATIENIYKFYDHKDLINRNVLLIMKYYEGDVYFMYIPLRNIANKLELAYDYPT
VIQDNGNTYTMKIKSEETKKMNALVNFQIEVHNVNKSKYVTIDKYDGTIEIKLSEFVG
DSVNLTAKLHGFFLELNVNITFTVICSNGMKALNGICIPCPLGSYNNINEYIKNNNIY
ECTLCHNNSTTKNEGSTSISQCLCLPGYELNNNDLCVPCKRGTWKTKLSNSPCIFHCY
PNSYSLVQGSRSEEESKCKCKRGEFYFVSKDSINFCDNCNIGYFCPGGYKIGEKKCPKN
TTNITONNFSISSCKCDVGFEPFDSSNLNAYNFKNDPIFNDYKDELDDVKSSQICVPC
KEGEFYKNTVSEEKCKRCSDNVYTDGLQSTSISNCKKCEKGYYLOSEDSCIICPDNHYC
PGAYINDPKYAIYENQKIPCGDKSLTIPPNNLNVSHLNCLCKKGFEFIKTDDNEFDCL
EVPKNYYKSHLGNKEKEPCPENSVTLYTQTKSKVKCLCMPGYYWDLKEFKCIKCPKGH
YCPGGYLKNCENNOQNLHSCKPQKKKCPLKNSTTQTKESFSQSSCLCDKGYTINKEELR
ECIPCPINTYKDVISNAECTKCLTPYTTDGQIGSTKEEDCTCSGGFFFLNHCLPCSDK
NTYCKGGKMIVNNKNKTIHYGPSKCPPNTTVSFETERPYNKGFCVCQKGFKHVYTTSD
FTKICAPCERGFFKTIIGDFSCESKCKPNSTSFVGTIHETHCFCLENYYFKNGICLNC
PDGAYCEGGFQKETLLYMKKNEYYLDTSKIKHIMPVPKENYALYKLKTNIYNTDWETIV
ECPIKEACLYNEKCHESMTNFLCGECKKGYTNNFSKLNLCIKCSGHIMNILHMIFVST
FILLFTVIMAYLNVEFTGANRKSVHSIVIKIAVNYFSCMKIFYVMGISELYFPVTEFSSH
VNYILKNIKRLLKAKKNYGLYCILTNYFDLSHADAYFYGMVYHAFRPVFLAITILTLLM
FIVVEIYKYKVRNETNIKLNITDKIKELGKDKLHEE IMNELPSERALVLFRYIPIPGD
SREFKRIKNFLEDMIPMYVTLLFFITHTKTTYYMLTLLDCKALYYNDKFVEQYMSYVPSI
KCDLSKSYSKFFILGLTGLIVWGIGIPLMSYLVLYKNRKQLHSENTILFKYGEFLNNGEN
FOQFWYWESIVFLRKILVLLISTVPIFKNAKIFGTTMWLETITISSTIFLTLOQVILQPEDS
RNYHILNKLETYSMVAWTMTLITFVEFLTISNTNVTINFYVLLFLLFEFNFVFIAKILIS
LCYSYIENLRHMKKRIKLPFLRIFFEKMSKIAEEKDYKDPVVSLNTHDNSIQFTRKYK
KKYISCSFKNNMLTTEEKNYFLDVISNFIYFGVLNLNEFSVFHSYFMEFMLRLSITIDNE
MLYRKGGNGILKLIAKDPNKIDKWIKIKEREINKKTFFERHKKILNLESKSLEVIQNN
IKSIVYKGDKHTITISDYEVLINVLKYDEDFITDFKFLYDDNAVKSGLILSDLHLSFEFTK
IKMKDKELIKQLFSLEFTAKKNIVQFERDIQLKNKIEQLTSLYDILIKSSEKKKLTFEFRK
NVEDAVKGDPFDYKILENELKSVNDRINNLIENYRKLKDVDYFEGMDNIDEEKMDLNN
DSEFFNNKLLELSFKELKDDITENEQNEDI SKKEKEKIYDETTNDDQTK
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>MAL8P1.104 (Q8IAUS PLAF7)
MDERTKIVDVWANNLEEEFERIRDIVEKHPYVAIDTEFPGIVARPTGNVLDYNYQTIK
CNVDLLKVIQLGVTFSNGKGEMPNVSTWQFNFKFDLDSDMYAQNSIDFLKLSGINFEK
HQSLGIELLHFGEVIMSSGLVMNEDVKWISFHGCYDFAYLLKILTCSALPHNEAAFFE
LLNDFFPSLYDIKYLLLNLNIKQLSRTFSLOKISEILSVKRIGRQHQAGSDSLVTCKT
FFKLMEMYFDNKIDDKKYSGIIYGLGSTIKNYNPKLDDHNNNRYHNHHNNYNNHNYVK
NSNNNNNNNKYNNNSNNSNNSNNNNNNNNNNNNNNNNSSNNNNNSNNNNNNNSINSHH
SHNNNNMLMNAPNNNPMSNY I DAKEYHPTGFNKE I PKLHNKNDVMFHMYADNNQNSYN
NISSNINNIHGTNNYITNAIYSSDTVNNYVLNKFVNNSPPSPSSSLSSPPHPPHLPHP
POLLNNTVNKNVRLSLNTSSYMNSKSTDPIGINNHNNNNNLSSSSRSYMASYPSSGIK
NSLDTSKIMGPIYNDIPRNITGNLNSDLNNIANENMMNINGLTNGNNLSPTLSANNGI
MSPSLSNANNGLLNLNNTNLNNSINNTINGSLILGGMNNNGHTNNNINNNHNNNGNAT
NMNMNGMGIMNSSMNISGLSTNLNMNNLYGDIRSLGGSTSNINLNNINSMNELNNLKS
GSISNISNCDENMIGLNKNIYSTNNGPLIGNMINNNVYNANINYNNYNYNSINTNNSS
NNSFLNSVNYNTAYAHGNNPSISPGGNNNMSTNNYYSIQONKYSNFGKYSSNLNYVNPL
SQSINEVKSMAGEDYCDIDKRSIDNLGSSKNSFANNKNLLGKINNNNNNNIISSSSST
SHHINFKNTISNNNSNINNNNLNINSTTSVHPMNNPNMNDTNNLNIKRNMKNESFISD
LSTNKNELNNMGDHVGMENLNMLVQNMN IKRDEKYKDEKINNNNNMSKNMMLNLNNNS
STSNVNNLNNMMNSNNDLIKNNNTTYMKNINMSISNINNGVTNTVLNTDLKVSSNLNQ
NGINVTNSTTYISANSLDNNNNNNNLNSGNNINDHGNNSGKGINHTNPTIINNDNKIN
VASHNKGNTSIDGNWINGPINNTNSSNKYSEGKDKDANTEDNKIGYKANDNNNNSSNN
NRNNNGKVLSNNKNSNKGNNKNSKNKSKNNNDPNKKASGDNLNE PDYKENNMNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNSNNNNSNNNNSNNNNNSNNNNNNNNNNNNSNNNN
NNSNNNNNNNNNNNNNNNNSNNNNYNNSNNNNNNHSTLISNNDNTIVSNNDNEDNSNH
TTNNNEQDKDDKNNNMKTEGNHSKFSKQHGNMNTRNKNNDKNNFVNNSNLVNSNVEDV
NNENNIINQRNHCNKNYINFIKEDQQEVDQKELHASNISHMLNEDNSNE IMDKNTSYN
NPYNNNANYYKSDNIKLYRGFEKNSSHQLILKNNFSNNSNMTENEGI IMHDMNKMNNP
NNADILLGNENLLGIKNLNNYMNPNVHNTERNNELNNNNTNMITNKKNVNSCNNDMLH
KQINNFNIININKVHNNISNSLFSNNMSNYNVVSENVNINNNSNTNNTANNNFMNKKN
SKANLNVFNQSLINNLNLNLNNFYLNNENSFNKINMNYSNINSTSYYFNTNDNNMNNT
QHYYSSFIPEHFATDKIVTKQSSENNNNINNSSTMYKEKKEE PNLNFKEKNFVDKNLP
TEKYPGAVLETVDNNFGYPNYEYKTKDHKYFYDN

>MAL8P1.140 (Q8IAPO PLAF7)
MNISIFFFLFLYSGSICAIHLWRHSEWRGRNVLGGGKCRNNDNMLWLDLIKKNKKVNK
KKNKNNNNNIISSSCCCCCCCCIYNDKYCFLFVNKKIDNNYKRIKKKEKHNCKKRLKS
LNNEGGFSNTYHNDVKKNTLDYCEERLPSYHRYIDNLKTRKI IHPSTIRIRNLDKKFMK
CKESYNKLYSHLKENDLFENFSYVGRQKKGILSPTYRLPKYIERPNYHKTGIPIYVPY
DKEKKNNKTNSDHNNKYDHYNCNYDYNYYDNIKSDKDIQIIKENCKFARELMDDVSYI
ICEGITTNDIDIYILNKCINNGFYPSPLNYHNFPKSSCISINEILCHGIPDNNLLYLN
DVVKIDISLFRNGYHADMCESFIVPKLSKNEKKKRKKFYDFIYLNNSFKTKYTKYILK
YHYDLTKNKVVRRGKSFVTKKIKYAAPNSKEQNDDLCNNDFDDNTTNVMNTSQKYCFEN
DIYEDKIPSHTNMHTNMHTNTQTHTNMHTHTHNRNNSYYPNNOMHNNEKNTFNMSNNV
LOQEDDELEYFHKYYDQKIIFNKENNEIYEDIQKFIYQKSLNKTIGKKRFDFFDNTKM
STNDIKNFMYQKNLDLIKTAYECTMAGISVCKDGTPFNKIAEAMDNY IKQVNKKNNKT
YSIVPHLCGHNIGKNFHEEPYITHTLNNDQRKMCSNMVFTIEPIISESSTNFILWPDN
WTISNTKYHFSAQFEHTILIQKNGAQILTDKRDISPKYLWQQIN

>MAL8P1.37 (Q8IB70 PLAF7)
MKVGKLKKRKNSGLLYPYFKNKSFRLNRYIFIKPIKSVKLNYKKKKMNLTHEICILNC
SEKLIDYKLAFQLONILHHSKIIMKNKNEVQISNHLELKKFKNFKENMEKYDFCFILQ
HTPCYTLGSVANCSDILLDKENYYIEELGDIYNNLYSNEIIHLMNKCETIQDKINQSD
TYNENTNYFNNFLKHCRQRKIPIYRVNRGGKATYHGPGQLVLYFIFNLKNYPSNYNER
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IINKHYKYTNKENFPSKTSEYEKNNIYTNSNSKENISSIERTFDLRTTINNFQOKIGME
TLQKFNIKTHCKKDTIGIFYKDKKIISIGLKITKYISMHGLSLNFNLDNNFLKYLLSC
GMNHNDY I SMHE INEMKKKNYIYQKGKIASSSNILNELTLNITESLKKVENVKVRNIK
DIREMFY

>MAL8P1.48 (Q8IB57 PLAF7)
MTLTVGKAGPASDFRKFMEKRLQIYLNGNRQVVGILRGYDTFMNLVLDNTME IKKDEQ
IDIGVVVIRGNSISYWECLDKVNIK

>MAL8P1.76 (Q8IB05 PLAF7)
MATLPASKSASKVALTSEVEDEGIKEHTFQEIEKLQDLGINAADINKLKGSGYCTILS
LIQTTKKELCNVKGISEAKVDKILEVASKIENCSSFITANELVQKRSKVLKITTGSTV
FDQTLGGGIESMCITELFGENRCGKTQVCHTLAVCYIDTEGTFRPEKVCKIAERYGLD
GEAVLDNILYARAFTHEHLYQLLAISAAKMCEEPFALLVVDSIISLFRVDFSGRGELS
ERQOKLNKTMSILSKLSEQFNIAILITNQVMSDPGATMTFIANPMKPVGGHVIGHAST
ITRLSLRKGKGDQRVCKVYDAPNLPEVECIFQLSDKGVIDATD

>MAL8P1.9 (Q8IAV7 PLAF7)
MSSINIESYLENEILVITNDSRIFTGKLKGFDQTTNIILGNCHERIYKESMEKISLGV
YITIRGDTVTLIGEIDEDVDKNILHQKIKPOMLKPVN

>PF07 0071 (Q8IBS6 PLAF7)
MSEENDATLIKKRKNEKINEEQHNTTNNNYEEPLVYDFLTKEDHENYNNFVRFCKDNF
AYVDMKDINRVIHELRKGPNKDYFSNYISSSDDSDMDDNEKIEYMDDDDDKNKSKVDC
ITYDNDKPCNRYKKKKIKDYRKNLKLINIKKNKRARINLIVIKKKYLNDDNNNNNNNNH
NIYNSNNFCSGERVQKNTIILSPFFMPVGTKCCIKGLTLEDVNDICDYIILSNTYHLS
NIYDMSIFEYNKDINNLIKFPNAMLTDSGGFQMVSLSKRIKILEEGILFNNIYNSEVI
KKNIKACNVGDVVKKTYESVCSDMHENDNNNDNVVVRDNVVVRDNVVVRDNVVVRDNVV
AHDIFDEINKNVCDETYNNTNEENSCKTKKYVDMGEDILLSPEISIRLONFIGSDIIM
ALDDVRSSLEEDKNKIEEATHRTNRWLKRCIDIHKKKEEQSLFGIVQGGLHIDLRNIS
MDY ILROKLNGYAVGGLCGGEKKKKFIEI THHCSNEKNKKYNYLPTNKCRY IMGIGYT
VDIIFCSLFGYDMYDCVYPSRTARFNTAVSFDGTIKLKQAKYKYDFSRLENNCKCYVC
LKYTKAALHYLISKRNTITNVLLTLHNIYFTLYMCHLMRVAIFSNKLNQFITTFLYNH
FVVGVKNGNYKI PCADDKKMNDDKKMNDEKKMNDDKMMNDEKN INDEKNINDEKNIND
EKNINDDKMMKSDKKHEQGSENLNMKSKNMIEELKKNLPQWATQALEYADIELMF
>PF07 0073 (Q8IBS3 PLAF7)
MVLDINLFRKEKGGNPDKIKESERKRYHDENNVDKVIEYDDKWRKCIFELEELKKNIN
MINKEIGNKKKVDKNADVEDLKKKSLNIKEEIPKYQLKEKELLKERNKYISKIGNLLN
IKVVCSDNEDNNKIVKTWGECKILPACEENDNS IHDNVVNSNNIKRETLNNEVDNKKK
IKYYYHYDLLRKIGGANFKKGIQVAGHRGYYLTGAGFLLHNATILQYALNFLVNKKYIP
VYPPFFMKKNIMEECAELDDFEETLYKIPSTSNSTLSSQQVSTSPTKISSQADIKDDT
TCNSQKKTNIPSNEDLTRDDLFLIATSEQPLCALHKDETIESKRLPLKYAGFSSCFRK
EAGAHGKDIRGILRVHQFDKVEQFCIALPQHSNKIHEEMIQTCEEFYQSLNIPYRIVS
IVSGALNNAASIKYDLEGFFPTSNQYRELVSCSNCTDYQSINLNIRYSDSSIKINDLN
KNTNLNDEMDSEYEHFLTNEFNTENKYHVHLLNGTMVAAQRFLCCLLENYQONGEGIVVP
EKLRPYMNNMDFIPFME

>PF07 0103 (Q8IBK8 PLAF7)
MWPVVMLLFGGGVLFVKKGLNYVKNQGIQLNGKRSFFPSGFNKNLNNLFLKNDLKGFE
RNMSKSEAFKILNINPTTNKEKIREVHKQLMLKNHPDNGGSTYIAAKVNEAKDILLK
>PF07 0115 (Q8IBH9 PLAF7)
MRSKYNILIYKKKKKHLRLDVLLFFVYLIFLNLILQONKKFEAQPKDYEY IEILKNKNV
NEETFVHVKRFEPTSSDLGNIGKEKILEQNNYNVKS INNVELRNDNMNV INNEGVYNK
YVKENEEI IGDNEKKEKRAKTFENNDFKNEKSFKPIIVGKYNLIYIFYSIEFICLLLE
IFLHFLLFLLSQWNIKINLFISYKSLYSKNKEKYLYNLKNFCTHVYIEPCIIKSEEDN
GIYDKNRYNMDCNFYKPKSELIELKKIDNDIYFFYKQKKYIFNYETFIFESLKHEDNF
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NLSFYLNWKGLLDYPKGKDINKMDIYNNKMMRDIKDRVTCNNIESVIKKLDILYALHN
DKKGNLNIDEKVDDVNEFNCNDFISKEKNVDNVYDMNKKNMINIKYRGKTNKGNNNFID
VLKNDNMCEKDINKNDIFGDYNKDDMDDTHNHNVDRNI ICSNKKKVDSIKNSIHNDVV
RDDNVNNNFYNFYYKKSCFEIPYDIFVHNNVEKYGENIYDIPCPCFKELLYESMLSPF
FIFQFFSIVLWMLDSYWYFGIFSIFILIILESQLINKRIREFNMINGMKVDPQDVYVY
RNLRWT IMKSNKLLPGDIYILTNDMTATDNNICTCETLLIDGTCITDESILTGESVPL
IKACIDKSVINNKSNNNNNKNENNNNKNENNNKKKDNNKNENNNKKKDNNKNENNNKK
KDNNKNNDNNKNNSNNNSYRFIGDDNVERLNYKNFENNENEFIKDKECDYESSNYCNS
LFCNRLDIKNKHKKHIVYAGTNILMTKNENNKFNGKKLPVNGCIGIVLRSGFSTYQGK
LVRTIINTSEKVNSSSIDSIIFLMILLLFSICSSAYVVYSVLKTNEERNLYKLLLSVS
HIITAVIPPEFPITLSLAVTISIVYLYNMKIYCTEPFRLPFSGKTNICAFDKTGTLTE
DNMIVLGLFGLDDNLKRINEINESIINKQKIPFFSLSVIAGCHSICTLNNKLLGDPLE
KNSFLKLKCVMKSLNHTYVYTNNINNNNNNNNNNNINNDNVVDKKYHKNNEKK IKNQS
LENFQIVKRFFFSSELQRMTCIILHEGSQHDWYGDEYETDTCDSDEQNEEQYKNTKQH
VLRNNGHEIYKTTPYKESAQMLRKLKRKNNNEYDTESDDHADQNCDIHNNDIHNNDIP
NNDIHNKDIHNKDIHNKDIRHNDVHHNDICYKHTEKEKKKKNRIKNILFVKKKKENKD
KIVKQYLVVSKGSPEIMKRFLKKVPEHYDEVLNSLSIKGYRVLCLAVNILDNNMYKEN
ISREEVEKDLYFCGFLTFICPIKVTTPNYILHIKNAGIKNIMITGDNALTACQVSQDV
NIVPKVTCKDILILKMNEVISYDLIGEKRTNMINMIDIMTTNNNHTCDTNQSDDVCKN
KINNVVKDLRYDHAIFKNDDIKDCIEFLTCLKNKETSVILKNHVENLIRI IEVNYNKC
SNILYFMNRENKKILPFIHNIEYIKVCSEIFSLCITGDIIDYFLEVYKNNLHIFNELI
RGVHIFCRMSPKNKEITIKTLNKIGYITIMCGDGTNDMAALKAAHVGVSLLSIKISYK
NRDGNRKSVLNDDRKSLLNNHNNMRMMNMY GDGRVKSVYDNLRASYSEARNI INNNSN
NLGGINFRRSYEQMKLYNEKKKELDKMLQSLDDSLPLIKLGEASTIASPFTYKGNDIKC
VKEIISCGRCALSKVIMMYKLMIINSLITAFSVSILTLDGVKLSDAQTTIISLLYTCL
IVLISKTSPLKNITNYSPPNSLFNFSVIISLLSQIITHFSILIYGWKLACVYREINYT
PDIKGDFIPNLVNTCIYYLIYCINLSIFSCNYEGLPFMVPIHKNKEIVYIFAVNFFFL
FVLVMDIFPFLNYFFSLVSFPNIRFKFFFFFLMLVDIFLPYLVTNLFKSLRFYIFHKY
QINI

>PF07 0121 (Q8IBG6 PLAF7)

MNGKKDDELI IEGEHNDKMKSPGKSLIPCIKEKFNETNLKMKIVKKVTFIDEHEDYIK
NKKEIECESESNSYCKKEDENDIKKKEDIDEKESILEQLNGNISNEKNGYHTYESKNC
DFNFKYDDTDNINMYEENIENDIHLNKNNYYHYNKYMNLDYKDNITNEKVIYEKYDKR
EYSENHIHPSTIMNGFSSLKNQEENYSTYENNNIIDNINENLNISYYNQMNGNNDLST
NKEINEYINEKDEEKRKGILKNESPDFNKSYNDSLNNYLSSSFVDILNTLKDVKNENN
DGSYINSNGSYINNPENSNSNNNDDTNLRYISCILCGDSIKANTSKMCHNCILONIES
NSININKDTYLIYYCRECKRYLHNRWVYCELESKELLALCLKKVNKLKKLKILDAKFL
YTEPHSKRLKVHVSVQEELINNFISEMEIIIHYVIKYTQCDDCKKKYTPYTYNTCVSV
ROKVEHKKTLLFLENLLLKCNMNENIINIVSNPDGLDFHFLSRTDALKFCDFILSKTM
SKCKNSKHLINHDANNNTYNYLYTFSIDICPICKYDLIFFPKGLANKYGIKNVFYLCI
HVSIFIILINPFSSANHVYVSPERYNKNPFLPLLSKADAKVFLILNIEYINDDVNTNN
HKNNNMNPS I SNNDNINLNGHTNICKKKNKKRKNKRKKGINTKDDDSDSIEEDNHLLS
NDVNNNHYNYSTNKNNLKRKKKDSNNLEDINKNSFVFSSSDNEEENLHKPNDFDKNSD
IYTDGKSAKSSSRKVKLDKLVYAFVELYDESNGTTILTKTCNAKHLRPGDYVNAYDLR
KHSFDNEINLFLEKNDNYNIIIIDKVKTKEKEKIENYLOVONNNIETLKRTNEQDIFN
RILLNNCKALENMAITST

>PF08 0011 (Q8IBA7_ PLAF7)
MFFKFVRFLIYIFLYSLCYQHVNNVFALHINKYKNVFLFESPSVLIKNRRNYKRKIYS
HDEEKGKYDFHRIEEKWQT IWNSKRLLDKDFEQYNKINLGRKEKKEKRHKDKQNGF ID
KPYNDVYEKGDNTYKYNKKKFYILDMFPYPSSEGLHVGHILCFTITDI I SKFKKMNNY
CVFHPIGWDSFGLPCDRLSMKKKIDPREITHKNISNFKNQLIKLGFLFNWESEINTCD
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ENYYKWTQWI I TQLFLNNLSYKKRSYVNWSNELRCVISNDELRNEINLQYLNTQKTKL
LOWYLKITKYANRLTKDLNMI HWPMK IKNMOTNWIGKKTGIFLKART I SLDKFLNNTH
FNFVNTKKSYNNNMINVEYNNIFNHLFFIFINYILSTFTFHMY INNPNEQKQQQKKNT
HIKELNNKIQKYNYINKYDFFFSYHQONDLFLFFSFFFNYYHNRNT DOMKKQKLNLPTE
PFKNEQTRVSHNKENNNNSSNLETNWVSFNIQNCNDMI INTLENNMETYNENYFLYPL
KDATKGKNY INGHNSNDNMFNDNMFNDNMFDDNMEDDNMLKDONSYVQTFLNKNEVIT
QNDKLIISVNHPNIRNIVNHNPFLLKFIDKMVLENDTVRLKNEELYFTGSVIYFPIMN
KMIPVFLCAYILDNNKNFLFLKKEMTQTQDKNSNTNISLLYKMLODSNYSKKKNTYNL
KDWLFSRQRYWGEPFPFLYKMKDKNGYMDNTK I KNDDHMNENNHNNNMLSDCKDINNF
SNYNDQNNNKKIRIRKVINSPNNNIYTIDDIPLKLPNFNKKIYETDPHNEQDVNNTISSV
LSRFKKWMI TKKYNMLYKRESDIMPQWAGSSWYFLRY I DSKNKKRTFNKKKINSWLPV
DLYVGGSEHAVLHLLYSRFFHKFLYDLKLTKHKEPFQKLFNQGLLLNTTSFYLYTTLD
NKPVSFDQINEKKINTNAYDYTNRGTNHHIQLNKKENEKKKKTYSQNVCETTNLLTSQ
VLPDHASFCSGDQNGNINKELKNERNENMKEKDT DI LRKSKINDDMKEKATDMLGKNR
TNDDMKEKAT DMLGKNKTNDDMKENV I DMLGKNNYT IVDNKYKKFLIEEDYVKEGKDQ
KYYLKSFPSTEVQPNYEKMSKSKGNTINPLDIVKTYGSDCLRLHILFLGPVDONKKWT
TKGIKGTFKFLNNLYNLFIQRCDIKNNKESNKKNVCTRVVDNSMNDMMFHKDNTEKSA
NHILSNNGYEKKKKINLENGEKKIEYMICKNCKRKSSNKKLILNFLKNKYGFI TANEK
YKKVNDYVNT I LKNDSHVFNKLSDKIKKIKIEDIENEKKKKVNYYTEKTTNCINDIKL
NTAVSFFMKFYNETKTWDIVPLKIFIIFVKLLYPFCPHICEEFWFYYLKRYKIKKRKK
LCYFCNSNLLYYGKWPSLFETKQNKLVNTSIKLNNKHI TFLQRDVSSTSDITEEATNL
TKHKIENEMKKGKKIVNTVNIPNKVINFITK

>PF08 0014 (Q8IBA7_ PLAF7)
MLIYFTNTSIYVSKIHHHGLNKKIYNLNFVSNVFKYNARRRGNSLNVLINSPAQVKLS
EMEDAKDRSGKYCITEICGKIRWVEEGRFYDVFRIKQEENRNTYLNRILFYSNEEGNT
FFGRPFLDNVRIHATVLNHFRGHKIYRLKYKPKKNYKRFYGHRQEMTRIKINKTEYNN
ELLGQEKRIYNFFKDDSLYYILNRTHNIVRPSLELKHLKKNFIEY INSFCSLKFETEY
KHKGNYKKEKMLRNTLKTKKLSKRPEVIEEVKKIEEEKKKQRLTKCDPLDDFDPVVNE
FMIKEHFYS

>PF08 0055 (077370 PLAF7)
MLRRNIRLRKEYLYLKKVEDEKKKYAEKTKSTKESYDKNKKTRGDLKDEESELRKNMN
LYDEKSFDRKVDDEYFFCGLENPRVLITTSRNPSSTLENFAKELKLI I PNSEKINRGS
YFIKDILNFARKNNITDVIILHEYKGIPRNLIICHLPFGPTLFCTIKDCKMRCEFNEK
IDNTSLCTPHLIFHNFHSDLGKRIMNIFKYLFPPVTMRTNKRKMPKHNSQTVKDNKLN
KNININTNNNDTNQMDOMDOMNKIKFVTHTTQDDEDNNDHLQTYFKNNEYLNLOKYEN
NRVIVFFNKNDIIYFRHYNWEKNQTNEIVLKEIGPRFSFVVYKINKETLDSLNEDYEY
TYRPFMNSRKALLT

>PFC0831w (077370 PLAF7)
MLKTLVLLSFYSLYTVFQKSTNCLTIYSSFRKKGKECYVLISSTYTILKNKSKKLSRDT
CRILKKFERNNSSDKKFIKTYCTENKNDYMENTLTHDEQKKKKKKKKILTANWKCYLS
KEEAYKLIDSLTRIKYSNYVDVILSLNLLYIPYLLQKIKENNSKIYACSQDVSLVNGF
GPFTGETTAKLIQDFGNEYTLIGHSERRQGFYKNGETIEEIVLKVYNATNSKLKVILC
TGDDYKNCDNPSSSYKMMELLRLIKTKI SKDEMKNT I TAFEPRFATGTGQPVSYDILN
KYYYELKRDIAKEIDKSTSEEMMIVYGGSTSKSNMKHYVDNTHVDGFLIGKASLNEDF
TDITRYVDH

>PFC1020c (097313 PLAF7)
MAVGKNKRTSKGKKGGKKKVTDVEFTKKEWYDLKAPKMFLVRNFGKTLVTKT I GKKLAT
DSLKGRIYEVNLADLNNDEDQAHKKTKLSCDHI INRDCYTDFCGLSTTRDKLCSLIRK
GYTLIEGHTDVKTLDNYHLRMFCTIAFTKKRONQTKSTCYAQTSQIKKIRKKMVDIMTA
EASKVLLKDLVKKFIPESTGKEIEKQCKKIYPLONVLIRKVKILKRPKLDISKLMELH
TDPKEESGKNVNALPESKEATNILTAELKH
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>PFD0230c (Q8I1Y2 PLAF7)
MILIFQLFLINILFLNFIKCDIPVHCLSRHVEGKWE IHLGLLKKKKNSKQKNVEGVIL
NDKVTGGNVWNISGDIKKNETTAYDNNYDNNYDYQCGYKRPDNADYHDDLNPENEDTK
ERFEEKEKRYIVFNEDRSLNILNEEGDINSRYSGYWKIIYDEGLYIEVYKEDDSKEVY
FSFFKFKQKGDVSYSYCNNLIMGVMNKYSLDNNIWDMRYEENIEENIRSDDKNNNIHM
TKDEKKSVLNIDEKNREISNNISHIYMIRKNVTFFGLRNNKIKKPKRKKMKDKI I ISK
GNNNINEIQNDDNYNKIIKEKNFFQLIDYYNDNYISSGRFNIDKFCWYGKKVQEHSEQ
PTNKIPVONISPLSVNADEYNKLYDEKKKI INNLQOKSQDDQLSHSSDNNNNNDNNDNN
DNNDNNDNNDNNDNNNNVONVVYLRRHKDVFRKYNKGLLLMNRNNKYEKRNSLEFYKY I
DKNIDLKNFDWNNKEDIKMRLGHYIKILDDAIDQKDCGSCYANSASFIINSRVRIKYN
YIKNIDSLFFSNEQLILCDIFNQGCNGGYIYLSLKYAYENYLYTQKCFEKYKKKINYN
TDDLEIKSSLMSQDDNSLLCDQFDVFKIKNEKKKNNE INIKEQI TMNINNDSNKNQEY
TNNDHDHLLILSYQIQTDPNKKDDNKKNINIYGLNEDYILIDEQKYNNNHNNNDDDEE
YDIFKSNSCDVKINVSKFEYLDIQDEELLKKYIYYNGPVAAAIEPSSEFIGYKKGIIL
GNFIKMYDGTKNNAY IWNKVDHAVVIVGWGEDTLPNFVKKNKLSKETMEHI LTTWKEN
NKDNGDSNNNGDSNNNGDSNNNGDSNNNGDSNNNGDSNNNGDNKDNGDSNDNGDNNND
NGDNNDNGDNNI INNTNNVIIKYWKVLNSWGTNWGNSGYFYILRNNNSFNIKSYILAC
DVNLFVKQKET

>PFD0260c (Q8I1Y2 PLAF7)
MEKGSILSFIFFCSVVIFIRFIGYFFCNRYMTEEPYNNIFEIIKPENLYSSLLLLSNE
KENDFPSSTNCNGYMKCIPFYNNVSERWKRYNFIQLYIIRSALNIHVMSKYNMLNKYN
KETNRLLKRNNNVENRINNISNHYLCSGFKKENRLFFLLFYKTIKMMKLYIRNLFMKY
IKIYYKTKHFEKNIETNKKVVYVERDNLFDIERNNLFDILYMLKRIDSYVKNIYSIIS
NNFLYVIRIIFLPFEKIYFSLKSLIMIKKMNMSSSYYYYYVNMFSLYKKNYNKYEEIF
THEQRVIYPNEYLKNEMLDKYRRVIRILSGQHDNPFIDSLLINPEKIEKDDLDVKQKK
KKIIEELKKKKENTNTNTNTSTNTSANTNTSTNTSANTNTSTKESHILDESKLETFYR
DELDKMGKEEIETYFKGNIDKKSLDEFHKILLEELNKMDKDELYEMYREELNRIEQEK
IRNMNKEEINKTYKDE INNMNSDQVDKIHREELEKIEKEK INKMDKDE IDKIYREELD
KMDRDAIYSMYIEDISNKNIKDLIKNEKETNKDKNKKKDIDINKKKKKDIDIDVDIDK
DIHKDHVEELYGEVKNKLSKEELDRMDRDALYRVYLEELDRMNRDELYRVYLEELEKI
DKEEKEKIHREKLHKIEKEKINKMDKDQIDKIYEEELNKMDSDEIQHVRRAILQODIQK
EKIQNLELEEIDRLYKEELDRMDREARYEIPMRNLSRNEKDNIIHRNIKNESNQKNKK
ENVNVFIIHDNNDSNNNNNNNNRDVNNLNNKHTNNNYNENVEVELVVRNLDKDKGAKI
EDIIDYFNKEIKKDKNVNVSNIVNFLNSKVGKDNTPIQHKKENQVDVVRKNIQIIQED
NIKNKGQKDNTEMLDNNKEITNIDIKNVDDIKNVGDIKSVGDIKSVDDINNVDGIKNV
DGIKNVDGIKNVDGINNVGDINNAGDTNNAGDINNVGDINNSVDIYNVEHIDEAEKKP
NLDNPKKFDWTQVFKDKVTEKIKNEEKFNNSKENIQNDIRDKEITHKDDRIKGITSREK
NAEEINNNEKKDKFVYEFYTSNKKENIDKEEENNIDDKNIKIEIEPNYEINNNFEEEN
KNEINVIIDKEAKNNMDKDDSNNNNNIQKNNIIIKDNTNVSEEVHITESSKEIAEFEN
NIIKNSNILDMCSKMNASDSEKGFICINGNNYIINPGTYHIINIKYPDYNNVRKKWYD
SMDCISINNKDENNNNKEHNYYNKNDDDLYLKKSVEEFIPGFLSNINKVDDLARIFTP
SFIQNDIFLNCIYKYRNDFDKNNNIYSFPMKIFLRKNSTKIKGCSFQIDEDPLLYKDY
SEKESFLSNKIILNNSNRNTECVLHASNEIVGFQCGPPYKSYDNIQYRHLTNKSNDIQ
KNIFGIYSNNNSSYSHLFKNIFNNEHKLYNVGGYFQTEPINCFEFVNDNINVEDILPG
AVPFPRFDLIHHDLDVNQTRYILLNETNQDKTISCTCNYFTEPNIVYTGKIIIKVEEE
KIYKTKKLQTEFNDIINNKKEIYHEKKMNHI IKEKKDEDENDMS FNKNYVNNYNENFK
INDINNFYNRNNHPNNNYHNDYHNNHSSKGNHTNKIHDTFLKNKYNISFNNLKFYNIK
HENKNNQDVINYEYNVDDYHEVQDGQDESFKEEEDFIDFKENTI INDNTNHNNTDLDDD
KYNKYHNNNNNNNNNSSFKSIESNLDLQRSILQOSGDTQQVVVINKSKNVNVLFPDKKK
NHTHPNEEKRTFPKYISLVYKEKNKDNEKIDKTLTFIKEFYPPLLRGGKDSDPENKQT
GVEINNGVEKKNDVQIKNDVEIKNDVE IKNDVEINDDVEIKNDVE IKNDVE IKNDVE I
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NDDVE INDDVE INNGVE INDGVENKDNIHEGNNNLENDSFNEDT IEEPFENIFDF INE
ETSSNENSEIILDSADSIKRKLGHNFLDIISAGKFKIRHKEKKTKNKKKK
>PFD0462w (Q8ILW9)
MLALRILRRKVCSEHFLFERSFFTQSIKGKNGCLVTRYDKNKLLFYYKRNINTSRKCL
NQDPYTVLGLSRNATTNDIKKQFRLLAKKYHPDINPSPDAKQKMASITAAYELLSDPK
KKEFYDKTGMTDDSNYQNHSSNFEGAFSGFGDASFMFTDFAEMFTNMAGGNKNTSTRG
EDIQSEITLKFMEAIKGCEKNIRLNVKVSCNNCNGSGKKPGTNLTICKVCNGSGIQRM
ERGPIIIGVPCRNCSGNGQIINNPCKHCSGSGVKFQTKNITLDIPPGIKKGMOMRIPN
QGHCGYRGGKSGHLFVTINIEPHKIFKWVDDNIYVDVPLTIKQCLLGGLVTVPTLNGD
MDLLIKPKTYPNSEKILKGKGPCKVDSHNNGDLIIKFSLKIPEKLTPRQVELIEEFNT
IELNLPNPQTNVKQKKNIYETKGNINENIFSMNNTYNNMKGPEGET SNTQAKSMKNON
WNNEKSVNNKGT I SKDEKKLNMKNNHINEKSNLKNSSHMDTNKNEENMSDDEKKK I KK
IIPEPPMPHTHKIVNNLESKNSCNIPIPPPPPKSSSKPISENQNISNREHNGVTNNSA
KLDNNINMNYSCDPYKNVTQNDLNNNDNIKNKIYKDNTNISNHHIFKNDNINQQQFHC
ADNSSENNNESDMNTTSTFSFAKKWI SDKLKPKN

>PF10 0053 (Q8I716 PLAF7)
MKIYFIFILFLYLNFFILIIEILSKDIIKTRRSFPSYIKDGEKRKSNKIKRKRIKNDA
YINVYRKNILDSINIKGDONKIKEKWLONLKKKKAFDKISVRLSNYNDDKKEIFDITE
VNNKEDRNDDNYDNKSCIKKVCNAEEYLLISTPVYYSNDRPHIGHAYCNILCDVLYKY
EKLKGVEKKKKGI IFFSGMDEHGLKIEKKCNKNKMKIIEYIDDISNYYKDMNKKLSVD
VNLFYRTSYSFHKMEFVONVWKY LVHNNYIYKDTYKGYYNINEERY I SEQELREGKYKI
DNENIIYVEEENSYFFNILKFKDYLIDFYEKNENFIYPPYLRKQVIYTLKNELRNICI
SRYNTKWAIQIPNEAEGTIYVWFDALLSYVSSMLYLHKIKKNNNNNNNNNNKNNNNNN
NKNNNNKNNKNNNNVINCTNGTKDVNISSTCDTDSPICSYDDILNIVNLNANNNNTQS
NILPHISSNICDEKKNEKREKNIPFNKVIGKKFWNPFIQVIGKDILNFHAILYICLLK
SLNLELPQKILCHGLIKNENIKMSKSLNNVVNPFDLLKKYNPDVLRLYFMGCGSIYED
KNYKEQNIESFELFLRNNVGNLLYRVVSLCIENNYNMVPVIKTNDYDSNIILNEWKDN
IKNKLIPYLDNMEYIQFLELIMTLIKNVNKFFVHENTPWNYKKDTQHFHTTIYVTLECM
KYFSILMFPFIPNISLAILRNIGFDDIDEENISLDMLETRTTKFMLNGLIKIV
>PF10 0149 (Q8IJP3 PLAF7)
MDNANKLPKWNQPSKEGKKITNLFVNNSLTHSKVEFIPQEGNKIKWYACGPTVYDAAH
LGHARTYVSFDIIRRILVNYFKYDVFMVINITDIDDKIIKRSVEEKIGFTELARKWEY
EFWEDMKSLNVLLPTAITRVSEYVGDIVKYIEKIIENKYAYVSEEGSVYFDIDEFKKS
EKHFYARMEPLSVKDENKILEGEGDLGVISKKKKNAYDFALWKS SKPNEPHWDS PWGK
GRPGWHIECSTMASNILGDVLDIHSGGIDLRFPHHDNELAQSEAFFDHSQWVNYFLHS
GHLHIEGLKMSKSLKNFITIKNMLTKYTSNQIRILFLLNKWDNFMNYSPNGESMVQCT
EIDKSFTNFFAIILMKIKNFDLNSCNLYWSDADNKLNLLFRQTKNKIHEHFLDNFNTP
DALLAIQKLITEINIYMDKEKIQIGLLLEIKHYINFIFDTFGLIYGDAPKGKYDKFDE
LLQTLGTYRRNIRINLOSNAKLIRNILKEKNKKNDLDPVAAQEKSELLHSEFINNIKA
NNELLLKECDLLRDQHLLNMGILIDDRPNNEFVIKIIDDNQLQOEKNKREQELSKKMA
GDQKKGNQNEKRE

>ABRA PLAF7
MMNMKIVLFSLLLEVIRWNIISCNKNDKNQGVDMNVLNNYENLFKFVKCEYCNEHTYV
KGKKAPSDPQCADIKEECKELLKEKQYTDSVTYLMDGFKSANNSANNGKKNNAEEMKN
LVNFLOSHKKLIKALKKNIESIQNKKHLIYKNKSYNPLLLSCVKKMNMLKENVDY IQK
NONLFKELMNQKATYSFVNTKKKIISLKSQGHKKETSQNQONENNDNQKYQEVNDEDDV
NDEEDTNDDEDTNDEEDTNDDEDTNDDEDTNDEEDTNDEEDHENNNATAYELGIVPVN
DVLNVNMKNMITGNNFMDVVKNTLAQSGGLGSNDLINFLNQGKEIGENLLNITKMNLG
DKNNLESFPLDELNMLKDNLINYEFILDNLKTSVLNKLKDLLLRLLYKAYVSYKKRKA
QEKGLPEPTVTNEEYVEELKKGILDMGIKLLFSKVKSLLKKLKNKIFPKKKEDNQAVD
TKSMEEPKVKAQPALRGVEPTEDSNIMNS INNVMDE I DFFEKELIENNNTPNVVPPTO
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SKKKNKNETVSGMDENFDNHPENYFKEEYYYDENDDMEVKVKKIGVTLKKFEPLKNGN
VSETIKLIHLGNKDKKHIEAINNDIQIIKQELQATYNELMNYTNGNKNIQQIFQONIL
ENDVLNQETEEEMEKQVEAITKQIEAEVDALAPKNKEEEEKEKEKEEKEKEEKEKEKE
EKEKEEKEKEEKEKEEKEEEKKEKEEEQEEEEEEEIVPENLTTEESK

>ABRA PLAFC
MMNMKIVLFSLLLEVIRWNIISCNKNDKNQGVDMNVLNNYENLFKFVKCEYCNEHTYV
KGKKAPSDPQCADIKEECKELLKEKQYTDSVTYLMDGFKSANNSANNGKKNNAEEMKN
LVNFLOSHKKLIKALKKNIESIQNKKHLIYKNKSYNPLLLSCVKKMNMLKENVDY IQK
NONLFKELMNQKATYSFVNTKKKIISLKSQGHKKETSQNQONENNDNQKYQEVNDEDDV
NDEEDTNDDEDTNDEEDTNDDEDTNDDEDTNDEEDTNDEEDHENNNATAYELGIVPVN
DVLNVNMKNMITGNNFMDVVKNTLAQSGGLGSNDLINFLNQGKEIGENLLNITKMNLG
DKNNLESFPLDELNMLKDNLINYEFILDNLKTSVLNKLKDLLLRLLYKAYVSYKKRKA
QEKGLPEPTVTNEEYVEELKKGILDMGIKLLFSKVKSLLKKLKNKIFPKKKEDNQAVD
TKSMEEPKVKAQPALRGVEPTEDSNIMNS INNVMDE I DFFEKELIENNNTPNVVPPTQ
SKKKNKNETVSGMDENFDNHPENYFKEEYYYDENDDMEVKVKK I GVTLKKFEPLKNGN
VSETIKLIHLGNKDKKHIEAINNDIQIIKQELQATYNELMNYTNGNKNIQQIFQONIL
ENDVLNQETEEEMEKQVEAITKQIEAEVDALAPKNKEEEEKEKEKEKEKEEKEKEEKE
KEEKEKEKEEKEKEKEEKEEEKKEKEEEQEEEEEEIVPENLTTEESK

>ABRA PLAFF
HYKKRKAQEKGLPEPTVTNEEYVEELKKGILDMGIKLLFSKVKSLLKKLKNKIFPKKK
EDNQAVDTKSMEE PKVKAQPALRGVEPTEDSNIMNS INNVMDE I DFFEKELTENNNTP
NVVPPTQSKKKNKNETVSGMDENFDNHPENYFKEEYYYDENDDMEVKVKKIGVTLKKE
EPLKNGNVSETIKLIHLGNKDKKHIEAINNDIQIIKQELQAIYNELMNY TNGNKNIQQ
IFQONILENDVLNQETEEEMEKQVEAITKQIEAEVDALAPKNKEEEEKEKEKEKEKEE
KEKEEKEKEKEEKEKEEKEKEEKEEKEEEKK

>ABRA PLAFG
QYTDSVTYLMDGFKSANNSANNGKKNNAEEMKNLVNFLOSHKKLIKALKKNIESIQONK
KHLIYKNKSYNPLLLSCVKKMNMLKENVDY IQKNQNLFKELMNQKATYSFVNTKKKI I
SLKSQGHKKETSQNQNENNDNQKYQEVNDEDDVNDEEDTNDDEDTNDEEDTNDDEDTN
DDEDTNDEEDTNDEEDHENNNATAYELGIVPVNDVLNVNMKNMI TGNNFMDVVKSTLA
QSGGLGSNDLINFLNQGKEIGENLLNITKMNLGDKNNLESFPLDQLNMLKDNLINYEF
ILNNLKTSVLNKLKDLLLRLLYKAYVSYKKRKAQEKGLPEPTVTNEEYVEELKKGILD
MGIKLLFSKVKSLLKKLKNKIFPKKKEDNQAVDTKSMEEPKVKAQPALRGVEPTEDSN
IMNSINNVMDEIDFFEKELIENNNTPNVVPPTQSKKKNKNETVSGMDENFDNHPENYF
KEEYYYDENDDMEVKVKKIGVTLKKFEPLKNGNVSETIKLTHLGNKDKKHIEATINNDI
QITIKQELQAIYNELMNYTNGNKNIQQIFQONILENDVLNQETEEEMEKQVEAITKQIE
AEVDALAPKNKEEEEKEKEK

>ACT1 PLAF7
MGEEDVQALVVDNGSGNVKAGVAGDDAPRSVFPSIVGRPKNPGIMVGMEEKDAFVGDE
AQTKRGILTLKYPIEHGIVTNWDDMEK IWHHTFYNELRAAPEEHPVLLTEAPLNPKGN
RERMTQIMFESFNVPAMYVAIQAVLSLYSSGRTTGIVLDSGDGVSHTVPIYEGYALPH
ATIMRLDLAGRDLTEYLMKILHERGYGFSTSAEKEIVRDIKEKLCYIALNFDEEMKTSE
QSSDIEKSYELPDGNIITVGNERFRCPEALFQPSFLGKEAAGIHTTTENSIKKCDVDI
RKDLYGNIVLSGGTTMYEGIGERLTRDITTLAPSTMKIKVVAPPERKYSVWIGGSILS
SLSTFQOMWITKEEYDESGPSIVHRKCF

>ACT1 PLAFA
GEEVVQALVVDNGSGNVKAGVAGDDAPRSVFPSIVGRPKNPGIMVGMEEKDAFVGDEA
QTKRGILTLKYPIEHGIVTNWDDMEK IWHHTFYNELRAAPEEHPVLLTEAPLNPKGNR
ERMTQIMFESFNVPAMYVAIQAVLSLYSSGRTTGIVLDSGDGVSHTVPIYEGYALPHA
IMRLDLAGRDLTEYLMKILHERGYGFSTSAEKEIVRDIKEKLCYIALNFDEEMKTSEQ
SSDIEKSYELPDGNIITVGNERFRCPEALFQPSFLGKEAAGIHTTTFNSIKKCDVDIR
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KDLYGNIVLSGGTTMYEGTGERLTRDITTLAPSTMKIKVVAPPERKYSVWIGGSILSS
LSTFQOMWITKEEYDESGPSIVHRKCE

>ACT2_ PLAF7
MSEEAVALVVDNGSGMVKSGLAGDDAPKCVFPSIVGRPKMPNIMIGMEQKECYVGDEA
QONKRGILTLKYPIEHGIVTNWDDMEK IWHHTFYNELRVSPEEHPVLLTEAPLNPKTNR
EKMTQIMFETFDVPAMYVSIQATLSLYASGRTTGIVLDSGDGVSHTVPIYEGYVLPHA
INRIDMAGRDLTYHMMKLFTERGHTFTTTAEREIVRDIKEKLCYIAMDYDEELKRSEE
HSDEIEEIYELPDGNLITVGSERFRCPEALFNPTLIGRECPGLHITAYQSIMKCDIDI
RKELYNNIVLSGGTTMYNNIGERLTKEMTNLAPSSMKIKVIAPPERKYSVWIGGSILS
SLSTFQOMWITKEEYEDSGPSIVHRKCF

>ACT2_ PLAFA
MSEEAVALVVDNGSGMVKSGLAGDDAPKCVFPSIVGRPKMPNIMIGMEQKECYVGDEA
ONKRGILTLKYPIEHGIVTNWDDMEK IWHHTFYNELRVSPEEHPVLLTEAPLNPKTNR
EKMTQIMFETFDVPAMYVSIQATLSLYASGRTTGIVLDSGDGVSHTVPIYEGYVLPHA
INRIDMAGRDLTYHMMKWFTERGHTFTTTAERE IVRDIKEKLCYIAMDYDEELKRSEE
HSDEIEEIYELPDGNLITVGSERFRCPEALFNPTLIGRECPGLHITAYQSIMKCDIDI
RKELYNNIVLSGGTTMYNNIGERLTKEMTNLAPSSMKIKVIAPPERKYSVWIGGSILS
SLSTFQOMWITKEEYEDSGPSIVHRKCF

>ALF PLAF7
MAHCTEYMNAPKKLPADVAEELATTAQKLVQAGKGILAADESTQTIKKRFDNIKLENT
IENRASYRDLLFGTKGLGKFISGAILFEETLFQKNEAGVPMVNLLHENENIIPGIKVDK
GLVNIPCTDEEKSTQGLDGLAERCKEYYKAGARFAKWRTVLVIDTAKGKPTDLSIHET
AWGLARYASICQQONRLVPIVEPEILADGPHSIEVCAVVTQOKVLSCVFKALQENGVLLE
GALLKPNMVTAGYECTAKTTTQDVGFLTVRTLRRTVPPALPGVVFLSGGQSEEEASVN
LNSINALGPHPWALTFSYGRALQASVLNTWQGKKENVAKAREVLLQRAEANSLATYGK
YKGGAGGENAGASLYEKKYVY

>ALF PLAFA
MAHCTEYMNAPKKLPADVAEELATTAQKLVQAGKGILAADESTQTIKKRFDNIKLENT
IENRASYRDLLFGTKGLGKFISGAILFEETLFQOKNEAGVPMVNLLHENENIIPGIKVDK
GLVNIPCTDEEKSTQGLDGLAERCKEYYKAGARFAKWRTVLVIDTAKGKPTDLSIHET
AWGLARYASICQQONRLVPIVEPEILADGPHSIEVCAVVTOKVLSCVFKALQENGVLLE
GALLKPNMVTAGYECTAKTTTQDVGFLTVRTLRRTVPPALPGVVFLSGGQSEEEASVN
LNSINALGPHPWALTFSYGRALQASVLNTWQGKKENVAKAREVLLQRAEANSLATYGK
YKGGAGGENAGASLYEKKYVY

>AMAl PLAFS
MRKLYCVLLLSAFEFTYMINFGRGONYWEHPYQKSDVYHPINEHREHSKEYEYPLHQE
HTYQQEDSGEDENTLQHAYPIDHEGAEPAPQEQNLFSSIEIVERSNYMGNPWTEYMAK
YDIKEVHGSGIRVDLGEDAEVAGTQYRLPSGKCPVFGKGIIIENSNTTFLKPVATGNQ
DLKDGGFAFPPTNPLISPMTLDHMRDFYKNNEYVKNLDELTLCSRHAGNMNPDNDKNS
NYKYPAVYDYNDKKCHILYIAAQENNGPRYCNKDESKRNSMFCFRPAKDKSFQONYTYL
SKNVVDNWEKVCPRKNLENAKFGLWVDGNCEDI PHVNEFSANDLFECNKLVFELSASD
QPKQYEQHLTDYEKIKEGFKNKNASMIKSAFLPTGAFKADRYKSRGKGYNWGNYNRKT
QKCEIFNVKPTCLINNSSYIATTALSHPNEVEHNFPCSLYKDEIKKEIERESKRIKLN
DNDDEGNKKIIAPRIFISDDIDSLKCPCDPEIVSNSTCNFFVCKCVEKRAEVTSNNEV
VVKEEYKDEYADIPEHKPTYDKMKIIIASSAAVAVLATILMVYLYKRKGNAEKYDKMD
EPQDYGKSNSRNDEMLDPEASFWGEEKRASHTTPVLMEKPYY

>AMAl PLAFC
MRKLYCVLLLSAFEFTYMINFGRGONYWEHPYQNSNVYHPINEHREHPKEYQYPLHQE
HTYQQEDSGEDENTLQHAYPIDHEGAEPAPQEQNLFSSIEIVERSNYMGNPWTEYMAK
YDIEEVHGSGIRVDLGEDAEVAGTQYRLPSGKCPVFGKGIIIENSNTTFLKPVATGNQ
DLKDGGFAFPPTEPLISPMTLNGMRDFYKNNEYVKNLDELTLCSRHAGNMNPDKDENS
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NYKYPAVYDDKDKKCHILYIAAQENNGPRYCNKDESKRNSMFCFRPAKDKSFQONYTYL
SKNVVDNWEKVCPRKNLENAKFGLWVDGNCEDI PHVNEFSANDLFECNKLVFELSASD
QPKQYEQHLTDYEKIKEGFKNKNASMIKSAFLPTGAFKADRYKSHGKGYNWGNYNRKT
HKCEIFNVKPTCLINNSSYIATTALSHPIEVENNFPCSLYKNEIMKE IERESKRIKLN
DNDDEGNKKIIAPRIFISDDKDSLKCPCDPEMVSNSTCRFFVCKCVERRAEVTSNNEV
VVKEEYKDEYADIPEHKPTYDNMKIIIASSAAVAVLATILMVYLYKRKGNAEKYDKMD
QPQDYGKSTSRNDEMLDPEASFWGEEKRASHTTPVLMEKPYY

>AMAl PLAFF
MRKLYCVLLLSAFEFTYMINFGRGONYWEHPYQKSDVYHPINEHREHPKEYQYPLHQE
HTYQQEDSGEDENTLQHAYPIDHEGAEPAPQEQNLFSSIEIVERSNYMGNPWTEYMAK
YDIEEVHGSGIRVDLGEDAEVAGTQYRLPSGKCPVFGKGIIIENSNTTFLTPVATGNQ
YLKDGGFAFPPTEPLMSPMTLDEMRHFYKDNKYVKNLDELTLCSRHAGNMI PDNDKNS
NYKYPAVYDDKDKKCHILYIAAQENNGPRYCNKDESKRNSMFCFRPAKDISFQNYTYL
SKNVVDNWEKVCPRKNLONAKFGLWVDGNCEDI PHVNEFSAIDLFECNKLVFELSASD
QPKQYEQHLTDYEKIKEGFKNKNASMIKSAFLPTGAFKADRYKSHGKGYNWGNYNTET
QKCEIFNVKPTCLINNSSYIATTALSHPIEVEHNFPCSLYKNEIMKEIERESKRIKLN
DNDDEGNKKIIAPRIFISDDKDSLKCPCDPEIVSNSTCNFFVCKCVERRAEVTSNNEV
VVKEEYKDEYADIPEHKPTYDKMKIIIASSAAVAVLATILMVYLYKRKGNAEKYDKMD
EPQHYGKSNSRNDEMLDPEASFWGEEKRASHTTPVLMEKPYY

>AMAl PLAFG
MRKLYCVLLLSAFEFTYMINFGRGONYWEHPYQKSGVYHPINEHREHPKEYEYPLHQE
HTYQQEDSGEDENTLQHAYPIDHEGAEPAPQEQNLFSSIEIVERSNYMGNPWTEYMAK
YDIEEVHGSGIRVDLGEDAEVAGTQYRLPSGKCPVFGKGIIIENSNTTFLKPVATGNQ
DLKDGGFAFPPTNPLISPMTLNGMRDFYKNNEYVKNLDELTLCSRHAGNMNPDNDKNS
NYKYPAVYDYNDKKCHILYIAAQENNGPRYCNKDQSKRNSMFCFRPAKDKLFENYTYL
SKNVVDNWEEVCPRKNLENAKFGLWVDGNCEDI PHVNEFSANDLFECNKLVFELSASD
QPKQYEQHLTDYEKIKEGFKNKNASMIKSAFLPTGAFKADRYKSHGKGYNWGNYNRET
QKCEIFNVKPTCLINNSSYIATTALSHPIEVEHNFPCSLYKDEIKKEIERESKRIKLN
DNDDEGNKKIIAPRIFISDDKDSLKCPCDPEMVSNSTCRFFVCKCVERRAEVTSNNEV
VVKEEYKDEYADIPEHKPTYDNMKIIIASSAAVAVLATILMVYLYKRKGNAEKYDKMD
QPQHYGKSTSRNDEMLDPEASFWGEEKRASHTTPVLMEKPYY

>AMAl PLAFH
MRKLYCVLLLSAFEFTYMINFGRGONYWEHPYQNSDVYRPINEHREHPKEYEYPLLQE
HTYQQEDSGEDENTLQHAYPIDHEGAEPAPQEQNLFSSIEIVERSNYMGNPWTEYMAK
YDIEKVHGSGIRVDLGEDAEVAGTQYRLPSGKCPVFGKGIIIENSKTTFLTPVATENQ
DLKDGGFAFPPTEPLISPMTLDOMRHLYKDNEYVKNLDELTLCSRHAGNMNPDNDKNS
NYKYPAVYDYEDKKCHILYIAAQENNGPRYCNKDESKRNSMFCFRPAKDKLFENYTYL
SKNVVDNWEEVCPRKNLENAKFGLWVDGNCEDI PHVNEFSANDLFECNKLVFELSASD
QPKQYEQHLTDYEKIKEGFKNKNASMIKSAFLPTGAFKADRYKSRGKGYNWGNYNTET
QKCEIFNVKPTCLINNSSYIATTALSHPNEVENNFPCSLYKDEIKKEIERESKRIKLN
DNDDEGNKKIIAPRIFISDDKDSLKCPCDPEIVSNSTCNFFVCKCVEKRAEVTSNNEV
VVKEEYKDEYADIPEHKPTYDNMKIIIASSAAVAVLATILMVYLYKRKGNAEKYDKMD
EPQDYGKSTSRNDEMLDPEASFWGEEKRASHTTPVLMEKPYY

>AMP1 PLAFQ
MKLTKGCAYKYITFTVLILANILYDNKKRCMIKKNLRISSCGIISRLLKSNSNYNSEN
KNYNFTSAISELQFSNFWNLDILOKDIFSNIHNNKNKPQSYITHKRLMSEKGDNNNNN
HONNNGNDNKKRLGSVVNNEENTCSDKRMKPFEEGHGI TQVDKMNNNSDHLQONGVMN
LNSNNVENNNNNNSVVVKKNEPKIHYRKDYKPSGFIINNVTLNINIHDNETIVRSVLD
MDISKHNVGEDLVFDGVGLKINEISINNKKLVEGEEYTYDNEFLTIFSKFVPKSKFAF
SSEVIIHPETNYALTGLYKSKNIIVSQCEATGFRRITFFIDRPDMMAKYDVTVTADKE
KYPVLLSNGDKVNEFE I PGGRHGARFNDPHLKPCYLFAVVAGDLKHLSATYITKYTKK
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KVELYVFSEEKYVSKLOWALECLKKSMAFDEDYFGLEYDLSRLNLVAVSDFNVGAMEN
KGLNIFNANSLLASKKNSIDFSYARILTVVGHEYFHNYTGNRVTLRDWFQLTLKEGLT
VHRENLFSEEMTKTVTTRLSHVDLLRSVQFLEDSSPLSHPIRPESYVSMENEYTTTVY
DKGSEVMRMYLTILGEEYYKKGFDIYIKKNDGNTATCEDFNYAMEQAYKMKKADNSAN
LNQYLLWFSQSGTPHVSFKYNYDAEKKQYSTIHVNQYTKPDENQKEKKPLFIPISVGLI
NPENGKEMISQTTLELTKESDTFVFNNIAVKPIPSLFRGFSAPVYIEDNLTDEERILL
LKYDSDAFVRYNSCTNIYMKQILMNYNEFLKAKNEKLESFNLTPVNAQFIDATKYLLE
DPHADAGFKSYIVSLPQDRYIINFVSNLDTDVLADTKEYIYKQIGDKLNDVYYKMFKS
LEAKADDLTYFNDESHVDFDOMNMRTLRNTLLSLLSKAQYPNILNEI IEHSKSPYPSN
WLTSLSVSAYFDKYFELYDKTYKLSKDDELLLOEWLKTVSRSDRKDIYEILKKLENEV
LKDSKNPNDIRAVYLPFTNNLRRFHDISGKGYKLIAEVITKTDKFNPMVATQLCEPFK
LWNKLDTKRQELMLNEMNTMLQEPNISNNLKEYLLRLTNKL

>AN32 PLAF7

MEKAIRDRVEKWKKEHT IDGKDATNEHAYESLNELILDGKKLTSIKNEEKELLKNFKN
LERLCLNQTGIQTLENIPSIATLNVLELTDNHLSSVEVLKYIVONFPNIKTLEIGGNH
FKNINDFETLKELKNLVRLGVQFNPFADNPNYRKELFEFLPNVKIIDCYNKEGMEVLS
SDEEEEEEYEEDNTLKNFYEADFKDEDDEDEEFVPNDNEDDDEDDELDDDLEDEDMED
LDKEDLDKEDYDIDTKETEGVNKDEKSNKRKQDALDNTNDMDLKKTKLE

>ARF1 PLAFA
GLYVSRLFNRLFQKKDVRILMVGLDAAGKTTILYKVKLGEVVTTIPTIGFNVETVEFR
NISFTVWDVGGQDKIRPLWRHYYSNTDGLIFVVDSNDRERIDDAREELHRMINEEELK
DATILVFANKQDLPNAMSAAEVTEKLHLNT IRERNWFIQSTCATRGDGLYEGFDWLTT
HLNNAK

>ARF1_ PLAFO
GLYVSRLFNRLFQKKDVRILMVGLDAAGKTTILYKVKLGEVVTTIPTIGFNVETVEFR
NISFTVWDVGGQDKIRPLWRHYYSNTDGLIFVVDSNDRERIDDAREGLHRMINEEELK
DATILVFANKQDLPNAMSAAEVTEKLHLNT IRERNWFIQSTCATRGDGLYEGFDWLTT
HLNNAK

>ARP2_ PLAFA
MNNEIVNSTIDGVLNTKLHIQNIPPHITDVHLRSLLGNVGFIKDICYFNKSKKQMNNN
NFANKKIYNTALVTFNTHEEALNVLKNIKNLIDTSGEERNIDAKFAVPNVSINNNNNN
NNSNTEFFQKNNMNNTNESQGSTNYGSNYNSENFQGNNNMNNYNFYNNNS SNNNNNNQT
NTQNNEFMNRNMKNKNMNNNNNNNN SNNNMMMNMNFNNNQOMNNN PMLNQNNFMLNNNN
NYNNNAKNVNDMYRDGEMS PNHLNNNNNN I NNNNNNNNNNNNNNNVMFRONNSHLAQM
YOANDNSLEDVENVDGLSLWEMYKDKNNNIFYYNNLTKHANGINLFTQTNYSSITIMK
KONKMDLVEVTYLFSTYLVNGQTLIYSNISVVLVILYHQOKFKETVLGRNSGFGFVSYD
NVISAQHAIQFMNGYFVNNKYLKVQLKKGETVENTNS

>ARP_PLAFA
YNNNNKNNNNNDDGNINYQNTNEFKDNKKNMNFKNQYNNNYKFDENMNNSNTMHSRNS
NVEEHLRNNSIDMNNSNINNYTNQQTRFSSFMENENENENKNYHTGGMNNNIHFKNKY
DNNNSSMKNTDNNKTDTSYNMKGT INNDNNNMDY LRNINNINEYKGSAKNKFYTNYMN
KNNLKFTQNNNDNMN INEDNNNNNNNNNNNNGVESNYQNNNMNRNNS INITKRNLNNNN
NINNNMNKMGSQDKNQNSNNNFYMNYNYQNRKNSMNNNMNNNMNNNMNHNMNNNMNHN
MNNNMNHNMNNNMNHNMNNNMNN INSLDSDMS PNYHAHVKMSMMN YNNNE SNTANPNQ
MNFEQTNNDNMKRENNNMNNYGYDDNTVHVNNNTPSTDFFSRAVGYNNNY LNNNNNMN
SAVNNNSSNGNNMKNENSENKNVADNNDS LNNNKNNNNNINMNES INNNNTLNNNNE Y
NNQNNNEDEDDDDWGELGEDKY IDINS IMKKKNVILNQLEADLNDLSKKGNDGKNKKK
NKMKKDDLFVLPHTN

>ASP_PLAFS
MYLFIYIFFFFFFFFFFVIVQKDIEQLDIKCAHEQMNIQKQYDEKKKPLFEKRDEIIQ
KIPGFWANTLRKHPALSDIVPEDIDILNHLVKLDLKDNMDNNGSYKITFIFGEKAKEF
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MEPLTLVKHVTEDNNQEKVVECTRIKWKEGKNPIAAVTHNRSDLDNEIPKWSTFEWET
TDELODKPDVGELIRREIWHNPLSYYLGLEEFDEFDDDFDEEFDDDDDDDDDDDDDDD
DDDKDDDLDGDDDGNNDDNDD

>ATC PLAFK
MEEVIKNAHTYDVEDVLKFLDVNKDNGLKNEELDDRRLKYGLNELEVEKKKSTFELIL
NQFDDLLVKILLLAAFISFVLTLLDMKHKKIEICDFIEPLVIVLILTILNAAVGVWQEC
NAEKSLEALKELQPTKAKVLRDGKWEIIDSKYLYVGDITELSVGNKTPADARIIKIYS
TSLKVEQSMLTGESCSVDKYAEKMEDSYKNCEIQLKKNILFSSTATIVCGRCIAVVINI
GMKTEIGHIQHAVIESNSEDTQTPLOQIKIDLFGQQLSKITFVICVIVWIINFKHESDP
IHGSFLYGCLYYFKISVALAVAAIPEGLPAVITTCLALGTRRMVKKNATVRKLQSVET
LGCTTVICSDKTGTLTTNOMTTTVFHLFRESDSLTEYQLCOQKGDTYYFYESSNLTNDI
YAGESSFFNKLKDEGNVEALTDDGEEGSIDEADPYSDYFSSDSKKMKNDLNNNNNNNN
NSSRSGAKRNIPLKEMKSNENTITISRGSKILEDKINKYCYSEYDYNEFYMCLVNCNEAN
IFCNDNSQIVKKFGDSTELALLHFVHNFDILPTESKNNKMPAEYEKNTTPVQSSNKKD
KSPRGINKFEFSSKNDNSHITSTLNENDKNLKNANHSNYTTAQATTNGYEAIGENTFEH
GTSFENCFHSKLGNKINTTSTHNNNNNNNNNSNSVPSECISSWRNECKQIKIIEFTRE
RKLMSVIVENKKKEIILYCKGAPENIIKNCKYYLTKNDIRPLNETLKNETHNKIQNMG
KRALRTLSFAYKKLSSKDLNIKNTDDYYKLEQDLIYLGGLGIIDPPRKYVGRAIRLCH
MAGIRVFMITGDNINTARATAKEINILNKNEGDDEKDNYTNNKNTQICCYNGREFEDF
SLEKQKHILKNTPRIVFCRTEPKHKKQIVKVLKDLGETVAMTGDGVNDAPALKSADIG
IAMGINGTEVAKEASDIVLADDNENTIVEATKEGRCIYNNMKAFIRYLTISSNIGEVAS
IFITALLGIPDSLAPVQLLWVNLVTDGLPATALGEFNPPEHDVMKCKPRHKNDNLINGL
TLLRYITIGTYVGIATVSIFVYWEFLEFYPDSDMHTLINFYQLSHYNQCKAWNNEFRVNKV
YDMSEDHCSYFSAGKIKASTLSLSVLVLIEMENALNALSEYNSLFEIPPWRNMYLVLA
TIGSLLLHVLILYIPPLARIFGVVPLSAYDWFLVFLWSFPVITLDEITIKFYAKRKLKE
EQRTKKIKID

>ATX1 PLAFA
MHLMCTGLRNEKLINDRKILYGECNLNIKSDSFITLLFKEIMNPFFIFQTIFAMIVWSL
DNYIEYTISILFITSISIILELKNTIKNQKKIKNMLNYTCPINVYRYNTSYIISSSEL
VPGDIYEIKNNMTIPCDTIILSGSVTMSEHMLTGESVPIHKERLPFEGNAT INKNNKY
DSNDEKDDYLRIYNNHASINMIKRNHLTIEETLGKKDREYKSNTHDLCSMNKLCYINNT
YDDVHMKNNKMDYNNNNNNKKKKKINNLNFVKGTY INSNDLLYDDKIGVNIFEDDVNN
MKHKENQRNINYYNKDTNNLEYNNKHRYTIYDCLLKKVEAISQKNKITYSNEDINKYML
YGGTYVLSLYNINKIKYNNKEENRILGLVIKTGFITTKGKIVNNILYHKKKELNLIND
SYKFLITLIIYALFSVFILLYITLSNNEYTNHITIKCLDIITDATIPPALPTTLTVGIS
TATSRLKKKFSISCLCPHKINIAGQINTMVEDKTGTLTENNLQFIGIITONKKNKNML
SDEFITHIKEMNTESYTHSKDDNMIHNKNSITSEYYIKDNMKNLHTSSKKKSITKERSNFEF
LVQTIKSCLLKDHYIKEKKKEYYTNNTYCNDLHINDSTCSSYLLNSETKDAYCEYYNT
DHLCDINKKNMDINSKNELMGKYSKNELMGKTIKNELMGKYSKNELMGKYSKNELMGK
YSKNELMGKYSKNELMGKYSKNELMGKTIKNQVGVDTNIYHMNCDNDYNYDYPCDYNC
NNCNDTYHRLEYHNINKDNSENIPPEKNKSYNNISEHTIKINYPLLFEALACCHTLSKV
NNKIMGDVLEILMENFTNCDMLINNNSFITKEKKKNCSYDFQKIDGDKNIGANDERCH
LNNNLVSYNILKRFEFQSRLOQRMSVIVKSTYGNNNDDNNDDDNNNDDDNNDDNNNDDN
NNDDNNDDNNNNNYYYNIFCKGSPEKIKELCLKSKIPNNYDEILNKYTKQGMRILSIS
YKRVKSKNINLLNVKRSEVESNLHFLGFLIFTNNMKKNAPDITHNLQTSGCQCIMSTG
DNVLTSTIHVAKKCGIINSNVESITIGDVIPVVGKNNKOQKKKLVWYNHKNDTYLKGHDK
TCIDNEFTSTIQSQMNSDNICGDNICGDNIYGDNICGDNIYGDNINGDNINGDNIYGDN
INGDNINGDNINTYDNIYGDNYNLDYCPTEYHKCTYNNSILYRNNEFLYKKENKKDKNY
KNISTLYEHRTNDIQFDKLCDILINKDPRNVNIVLTGKAFIFLKKKFYSFHLPYYEEC
KNIVHYIMKKKHKKIKNIINNHNSNLYYHYNIIDTEVKRMNKEYMCENKLLYKIQQKL
LYNLTHNLYKKKKYMNNYYDIDEVHLIGNNNNNNNKNNSKEKKLPLKNKMKHIRKNES
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NDNITENTYTSNNIHLSKYKYVHHKNYYYPDSCTNLRKKKNSLEYNLKKYIYYEKKKY
LOHCLLKHDNYKKVELPRIKDINYSYQMESIKTRNFIHSLSEQFAFSNLILSFYIIKN
DDNNVYNKNYIYNKNYIYNKNSICNKNYICNKNYIYNKNNIYNKNNIYNKKNILTHAK
SVLLSGSSKKFLKFFSNIIRRHKLKEKKNKKNIKRYKMNHVNNTSKGHI ILNMCTHGF
KKDYSSLKNKYRIVNNKRYMLKNDNVYDRHMYNLTDMYRGTQYGCSKKKNKN I YMNNN
NNILKNKINRFLEHLLVDKCKRNICHKYTDIKNIKLSIYEYILRTCTVYARMKPKDKS
DLILSLKKLPNNSYVGMCGDGANDCLALSCADIGISLCNNNESSICSSFTSNKLCLHS
IVHILIEGRASLVNSFQLFKFISLYSIMQOCSQVLILYSISNKLTDNQYIFIDIVTILP
LSIFMCWTSASEKLSKNIPIGKLFSFPILISIYGQIIIQLFFVMISLVVLMNLSFYKY
DKNKVMKEKSDDTYLYKAQKYTLIYSLLFSKFVYVYIFKYKE

>CALM_PLAF7
ADKLTEEQISEFKEAFSLFDKDGDGTITTKELGTVMRSLGONPTEAELQDMINEIDTD
GNGTIDFPEFLTLMARKLKDTDTEEELIEAFRVFDRDGDGYISADELRHVMTNLGEKL
TNEEVDEMIREADIDGDGQINYEEFVKMMIAK

>CALM PLAFA
ADKLTEEQISEFKEAFSLFDKDGDGTITTKELGTVMRSLGONPTEAELQDMINEIDTD
GNGTIDFPEFLTLMARKLKDTDTEEELIEAFRVFDRDGDGYISADELRHVMTNLGEKL
TNEEVDEMIREADIDGDGQINYEEFVKMMIAK

>CATC PLAF7
MAKRIFSVSFLLVLLNVLHICIKFSVADLPTHVETKNLLGKWKILRTKTSPNLTTCGS
SQPNKNTYNVGITDYKKYLLENNYEFVSELNVILSDDYVLYGDIYNTQDNEHRSKWKV
LAVYDENKRVIGTWTTICDEGFEIKIGNETYAALMHYEPNGKCGPVSDEDSLDSNGDT
DCYTTSFSKIRYGWLDVENEKNEHLHGCFYAERIFDNVNEIKHLDSFTIDKDSQNVLQ
TFTYDTKLNNILNSNNMLYKFGNLQKPTFTKRNNTNVQFNSELNWHRMKHHGKKKPLK
KSMLDASRQTYACPCNANEVVDNVINKGDSDNPVSPTLIQLNNNLKNTTQTGNKDTNE
MDLENYEDTLNSPKRELE INELPKNFTWGDPWNKNTREYEVTNQLLCGSCYIASQLYA
FKRRIEVALTKKLDRKYLNNFDDQLSIQTVLSCSFYDQGCNGGFPYLVSKLAKLQGIP
LNVYFPYSATEETCPYNISKHPNDMNGSAKLRE INATFNSNNNMSTYNNINNDHHQOLG
VYANTASSQEQHGISEENRWYAKDFNYVGGCYGCNQCNGEKIMMNEIYRNGPIVSSFE
ASPDFYDYADGVYFVEDFPHARRCTIEPKNDGVYNITGWDRVNHAIVLLGWGEEEING
KLYKYWIGRNSWGNGWGKEGYFKILRGONFSGIESQSLFIEPDFSRGAGKILLEKMQK
ELGN

>CDAT PLAF7
MKVRKMHYPLFSFTEYLSCYIILYFFVFLPNYSYAININNYHNKNNLWN INNKWNNQQ
SNHFSNNRIGHFLWGSKIRKNPLASISTSITTKKLENQKKKTNKNESYSNVNDKYEHN
NNTAHFVQINYKNDQSNDTLSTYKNNNEMTVEGKPNNLASGEGKKE ITHNTTQKILEKV
DYFKEREKITNSYNNNNNNNKVIVTHDNKNHTNY INKVENKQSDDKIKNLNNKY IKKF
KSHILONDILGTISTMFWSGKKNNNGNVKKGIKNVPMDEKSYSPNDHDNNSNNSNNNN
NNDNNNSNNNNNNNNGGKNNSYYNEKTQKGVNDKETNFLLKALDSGKFPTYCLVENID
ENLDNFDIYMSKEKMDELNINDGATVLLKGKKKREMLGIARLDRSLKKHYVVISFAMK
KNLRLMHNDI IKIHPFMNAKRIRNVVLSPFSDTIPNLSREELEKAVIHPYLKNSYKPL
RVNSNIYIYYKNNKIEFKVLKIISEESENEEFGCIGEHSQLTLAEEYLKREDYEENND
DITYEDLGGMKKQLNKIRELIELPLKYPEIFMSIGISAPKGVLMHGIPGTGKTSIAKA
IANESNAYCYIINGPEIMSKHIGESEQKLRKIFKKASEKTPCIIFIDEIDSIANKRSK
SNNELEKRVVSQLLTLMDGLKKNNNVLVLAATNRPNSIDPALRRFGRFDREIEIPVPD
EQGRYEILLTKTKKMKLDPDVNLRKIAKECHGYVGADLAQLCFEAATQCIKEHIHFLD
LDEEDFIEFMKISVDEDKKNMGNEPYGSSHTNNSNYINHLTESSNKLSYTNMEPLNRK
NTLLONDKNEMNKDSSYDKKTDALDNYKNDSTIDMEKKKNKKKSNFFFSNDDEETKNK
NKTNVNOKKKKNPNDKLDKNERRIPAYILNKLT IKAKHFQHALNICNPSSLRERQVQT
PTVTWNDIGGMNEVKEQLKETILYPLEYKHLYNKFNSNYNKGILLYGPPGCGKTLLAK
ATANECKANFISVKGPELLTMWFGESEANVRDLFDKARAASPCIIFFDEIDSLAKERN
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SNTNNDASDRVINQILTEIDGINEKKTIFITAATNRPDILDKALTRPGRLDKLIYISL
PDLKSRYSIFKAILKNTPLNEDVDIHDMAKRTEGFSGADITNLCQSAVNEAIKETIHL
LNIRKKEQEEQRKKNKNSFKIDDTDTYDPVPTLSKKHFDLAFKNARISTQPEDVLKYE
KFKEKLSLQDF

>CDC2H_PLAF7
MEKYHGLEKIGEGTYGVVYKAQNNYGETFALKKIRLEKEDEGIPSTTIREISILKELK
HSNIVKLYDVIHTKKRLVLVFEHLDQDLKKLLDVCEGGLESVTAKSFLLQLLNGIAYC
HDRRVLHRDLKPQNLLINREGELKIADFGLARAFGIPVRKYTHEVVTLWYRAPDVLMG
SKKYSTTIDIWSVGCIFAEMVNGTPLFPGVSEADQLMRIFRILGTPNSKNWPNVTELP
KYDPNFTVYEPLPWESFLKGLDESGIDLLSKMLKLDPNQRITAKQALEHAYFKENN
>CDC2H_PLAFK
MEKYHGLEKIGEGTYGVVYKAQNNYGETFALKKIRLEKEDEGIPSTTIREISILKELK
HSNIVKLYDVIHTKKRLVLVFEHLDQDLKKLLDVCEGGLESVTAKSFLLQLLNGIAYC
HDRRVLHRDLKPQNLLINREGELKIADFGLARAFGIPVRKYTHEVVTLWYRAPDVLMG
SKKYSTTIDIWSVGCIFAEMVNGTPLFPGVSEADQLMRIFRILGTPNSKNWPNVTELP
KYDPNFTVYEPLPWESFLKGLDESGIDLLSKMLKLDPNQRITAKQALEHAYFKENN
>CDPK1 PLAF7
GCSQSSNVKDFKTRRSKFTNGNNYGKSGNNKNSEDLAINPGMYVRKKEGKIGESYFKV
RKLGSGAYGEVLLCREKHGHGEKATKVIKKSQFDKMKYSITNKIECDDKIHEEIYNET
SLLKSLDHPNIIKLFDVFEDKKYFYLVTEFYEGGELFEQI INRHKFDECDAANIMKQTI
LSGICYLHKHNIVHRDIKPENILLENKHSLLNIKIVDFGLSSFFSKDNKLRDRLGTAY
YIAPEVLRKKYNEKCDVWSCGVILYILLCGYPPFGGQONDQDI IKKVEKGKYYFDFNDW
KNISEEAKELIKLMLTYDYNKRITAKEALNSKWIKKYANNINKSDQKTLCGALSNMRK
FEGSQKLAQAAILFIGSKLTTLEERKELTDIFKKLDKNGDGQLDKKELIEGYNILRSF
KNELGELKNVEEEVDNILKEVDFDKNGYIEYSEFISVCMDKQILFSEERLRDAFNLED
TDKSGKITKEELANLFGLTSISEQMWNEVLGEADKNKDNMIDFDEFVNMMHKICDNKS
S

>CDPK1 PLAFK
GCSQSSNVKDFKTRRSKFTNGNNYGKSGNNKNSEDLAINPGMYVRKKEGKIGESYFKV
RKLGSGAYGEVLLCREKHGHGEKATKVIKKSQFDKMKYSITNKIECDDKIHEEIYNET
SLLKSLDHPNIIKLFDVFEDKKYFYLVTEFYEGGELFEQI INRHKFDECDAANIMKQTI
LSGICYLHKHNIVHRDIKPENILLENKHSLLNIKIVDFGLSSFFSKDNKLRDRLGTAY
YIAPEVLRKKYNEKCDVWSCGVILYILLCGYPPFGGQONDQDI IKKVEKGKYYFDFNDW
KNISEEAKELIKLMLTYDYNKRITAKEALNSKWIKKYANNINKSDQKTLCGALSNMRK
FEGSQKLAQAAILFIGSKLTTLEERKELTDIFKKLDKNGDGQLDKKELIEGYNILRSF
KNELGELKNVEEEVDNILKEVDFDKNGYIEYSEFISVCMDKQILFSEERLRDAFNLED
TDKSGKITKEELANLFGLTSISEQMWNEVLGEADKNKDNMIDFDEFVNMMHKICDNKS
S

>CDPK2_ PLAF7
GNHLSVNKLKRKKKKKSFLNIYGKNTNENTSKQSNDYKYDINTSCISREGTTTLERKN
LILCHSGKLEDKYIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKDRLKNINRFFQE
IEIMKKLDHPNIVKLYETYENDNYIYLIMELCSGRELFDSIIENGSFTEKNAATIMKQ
IFSAIFYLHSLNIVHRDLKPENFLFQSENKDSLLKIIDFGLSKNLGTGEFTTTKAGTP
YYVAPQVLDGKYDKKCDIWSSGVIMYTLLCGYPPFYGDTDNEVLKKVKKGEFCFYEND
WGSISSDAKNLITKLLTYNPNERCTIEEALNHPWITOMTKSHEHVELSSTLLKNLKNFE
KKENELKKIALTIIAKHLCDVEINNLRNIFIALDVDNSGTLSSQEILDGLKKIGYQKI
PPDIHQVLRDIDSNASGQIHYTDFLAATIDKQTYLKKEVCLIPFKFFDIDGNGKISVE
ELKRIFGRDDIENPLIDKAIDSLLQEVDLNGDGEVNKNYNHEKG

>CDPK2 PLAFK
GNHLSVNKLKRKKKKKSFLNIYGKNTNENTSKQSNDYKYDINTSCISREGTTTLERKN
LILCHSGKLEDKYIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKDRLKNINREFQE



110

IEIMKKLDHPNIVKLYETYENDNYIYLIMELCSGRELFDSIIENGSFTEKNAATIMKQ
IFSAIFYLHSLNIVHRDLKPENFLFQSENKDSLLKIIDFGLSKNLGTGEFTTTKAGTP
YYVAPQVLDGKYDKKCDIWSSGVIMYTLLCGYPPFYGDTDNEVLKKVKKGEFCFYEND
WGSISSDAKNLITKLLTYNPNERCTIEEALNHPWITOMTKSHEHVELSSTLLKNLKNFE
KKENELKKIALTIIAKHLCDVEINNLRNIFIALDVDNSGTLSSQEILDGLKKIGYQKI
PPDIHQVLRDIDSNASGQIHYTDFLAATIDKQTYLKKEVCLIPFKFFDIDGNGKISVE
ELKRIFGRDDIENPLIDKAIDSLLQEVDLNGDGEIDFHEFMLMMSKKK
>CDPK3_PLAF7
MNDLIIKNNKKGSCDVIIKYKCKKSDENIKRRKSSHKY IKNKSVVLGRS IMTNKKEKL
KGALKYKGSKKEIKICNKKSMIKNDKDENTTLKSMKSDNFKFSRRGFILSFTGNLEDF
YNLSKEPLGKGTYGCVYKATDKLLKISRAVKVVSKKKLKNIPRFRQEIDIMKNLDHPN
VVKLLETFEDSNQIYLVMELCTGGELFDKIVKKGCFVETFASFIMKQIFSVLNYLHIR
NICHRDIKPENFLFYDMTPESLIKIIDFGLASYFTHNNYEMKTKAGTPYYVAPQVLTG
SYNYKCDMWSSGVLFYILLCGYPPFFGESDHEILSMVKKGKYQFKGKEWNNISEEAKD
LIKRCLTMDADKRICASEALOHPWFKKKKYAFNMDMKMDIHVLENFKNYGLLLKFQKL
AMTIIAQQSNDYDVEKLKSTFLVLDEDGKGY ITKEQLKKGLEKDGLKLPYNFDLLLDQ
IDSDGSGKIDYTEFIAAALDRKQLSKKLIYCAFRVFDVDNDGEITTAELAHILYNGNK
KGNITQRDVNRVKRMIRDVDKNNDGKIDFHEFSEMMKLKF

>CDPK4_PLAF7

GQEVSSVNNTKNEHHKTNKKSLKGGNERHEMKESSVGI SKKIVENSFNNSKLRPGMF T
QONSNVVFNEQYKGIKILGKGSFGEVILSRDKHTGHEYATKVISKKHVKRKTDKESLLR
EVELLKMLDHINIMKLYEFFEDNNYYYLVSDVYTGGELFDEIISRKRFYEIDAARI IK
QILSGITYMHKNNVVHRDLKPENILLETKNKEDMIIKIIDFGLSTHFEYSKKMKDKIG
TAYYIAPDVLHGTYDEKCDIWSCGVILYILLSGCPPFNGSNEYDILKKVEAGKYTFDL
PQFKKISDKAKDLIKKMLMYTSAVRISARDALEHEWIKMMTSKDNLNIDIPSLELSTA
NIRQFQSTOKLAQAALLYMGSKLTTIDETKELTKIFKKMDKNGDGQLDRNELI IGYKE
LLKLKGEDTSDLDNAAIEYEVDQILNSIDLDONGYIEYSEFLTVSIDRKLLLSTERLE
KAFKLFDKDGSGKISANELAQLFGLSDVSSECWKTVLKEVDQNNDGE I DFKEFRDMLV
KLCNY

>CH60 PLAFG
MRMKRIHILFVVIFLLCLRYGYSTKKKRSPNNKNRLFINKRLKYINSKIISRRKENYV
KMKMTENKVKGKDIIYGNECRNELLKGILTVSDVVKLTLGPRGRNVLLEKEYGSPLIT
NDGVTIAKNISLKDRKKNNGVKLMQESTNISNDKAGDGTSSTALMTATITKKGIEQVN
RNHNPIPIQRGIQLASKMIIEKIKSLSTPIKTYKDILNIATIASNNDVHMGQI IANAY
DKLGKNAATIILDDNADINDKLEFTEGYNFDRGIINPYLLYNENKDYIEYSNVSTLITD
ONIDNIQSILPILEIFAKNKQPLCIIADDFSNEVLQTLIINKLKGAIKVLCIVTNSKY
ISADVGLDLNNLHNNMSSFDNNYLSLLGSANTLIVKKDRTSLITKEEYKKEIDERINV
LKKEYEETTSKYDKEKLNERIAALSGGIAKILIGGNSETEQKERKFKYEDATNAVKSA
IDIGYVPGGGVTYLEIIKSNFIQEIHKKIEEDLQISSNNDEKKYLELIGNLESEMELQ
KMGANIVVSSLDVITKQIADNAGVNGDNVVKIILNSKDKYGFGYDVNTNKEFVNMVEKG
IIDSTNVIISVIKNSCSIASMVLTTECMMVDHEKKDKGILDSSINSPNYLSKHRRTYK
HKLHDDEDTDEDDEEDEDDEDDEDDLDDDDY DDEDEEDEEDEEDEDDEDDEDSMNDE Y
NYDE

>COX1 PLAFA
MVLNRYSLITNCNHKTLGLYYLWFSFLFGSYGFLLSVILRTELYSSSLRIIAQENVNL
YNMIFTIHGIIMIFFNIMPGLFGGFGNYFLPILCGSPELAYPRINSISLLLOPIAFVL
VILSTAAEFGGGTGWTLYPPLSTSLMSLSPVAVDVIIFGLLVSGVASIMSSLNFITTV
MHLRAKGLTLGILSVSTWSLIITSGMLLLTLPVLTGGVLMLLSDLHFNTLFFDPTFAG
DPILYQHLFWFFGHPEVYILILPAFGVISHVISTNYCRNLFGNQSMILAMGCIAVLGS
LVWVHHMYTTGLEVDTRAYFTSTTILISIPTGTKVENWICTYMSSNFGMIHSSSLLSL
LFICTFTFGGTTGVILGNAAIDVALHDTYYVIAHFHFVLSIGAIIGLFTTVSAFQDNF
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FGKNLRENSIVILWSMLFFVGVILTFLPMHFLGFNVMPRRIPDYPDALNGWNMICSIG
STMTLFGLLIFK

>CRA_PLAFA
MKILSVFFLALFFIIFNKESLAEKTNKGTGSGVSSKKKNKKGSGEPLIDVHDLISDMI
KKEEELVEVNKRKSKYKLATSVLAGLLGVVSTVLLGGVGLVLYNTEKGRHPFKIGSSD
PADNANPDADSESNGEPNADPQVTAQDVTPEQPQGDDNNLVSGPEH

>CSP_PLAFA
MMRKLAILSVSSFLFVEALFQEYQCYGSSSNTRVLNELNYDNAGTNLYNELEMNYYGK
QENWYSLKKNSRSLGENDDGNNNNGDNGREGKDEDKRDGNNEDNEKLRKPKHKKLKQP
GDGNPDPNANPNVDPNANPNVDPNANPNVDPNANPNANPNANPNANPNANPNANPNAN
PNANPNANPNANPNANPNANPNANPNANPNANPNVDPNANPNANPNANPNANPNANPN
ANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNKN
NQGNGQGHNMPNDPNRNVDENANANNAVKNNNNEE PSDKHIEQYLKKIKNSISTEWSP
CSVTCGNGIQVRIKPGSANKPKDELDYENDIEKKICKMEKCSSVFNVVNSSIGLIMVL
SFLFLN

>CSP_PLAFL
EALFQEYQCYGSSSNTRVLNELNYDNAGTNLYNELEMNYYGKQENWY SLKKNSRSLGE
NDDGNNNNGDNGREGKDEDKRDGNNEDNEKLRKPKHKKLKQPADGNPDPNANPNVDPN
ANPNVDPNANPNVDPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNAN
PNVDPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPN
ANPNANPNANPNANPNANPNANPNANPNANPNANPNKNNOGNGOGHNMPNDPNRNVDE
NANGNNAVKNNNNEEPSDQHIEKYL

>CSP_PLAFO
MMRKLAILSVSSFLFVEALFQEYQCYGSSSNTRVLNELNYDNAGTNLYNELEMNYYGK
QENWYSLKKNSRSLGENDDGNNEDNEKLRKPKHKKLKQPADGNPDPNANPNVDPNANP
NVDPNANPNVDPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNA
NPNANPNANPNANPNANPNANPNVDPNANPNANPNANPNANPNANPNANPNANPNANP
NANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNKNNQGNGQGHNMPNDPN
RNVDENANANSAVKNNNNEEPSDKHIKEYLNKIQNSLSTEWSPCSVTCGNGIQVRIKP
GSANKPKDELDYANDIEKKICKMEKCSSVFNVVNSSIGLIMVLSFLFLN
>CSP_PLAFT
MMRKLAILSVSSFLFVEALFQEYQCYGSSSNTRVLNELNYDNAGTNLYNELEMNYYGK
QENWYSLKKNSRSLGENDDGNNNNGDNNREGKDEDKRDGNNEDNETLRKPKHKKLKQP
GDGNPDPNANPNVDPNANPNVDPNANPNVDPNANPNANPNANPNANPNANPNANPNAN
PNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPN
ANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNAN
PNANPNANPNKNNQGNGQGHNMPNDPNRNVDENANANNAVKNNNNEEPSDKHIEQYLK
KIQNSLSTEWSPCSVTCGNGIQVRIKPGSANKPKDELDYENDIEKKICKMEKCSSVEN
VVNSSIGLIMVLSFLFLN

>CSP_PLAFW
MMRKLAILSVSSFLFVEALFQEYQCYGSSSNTRVLNELNYDNAGTNLYNELEMNYYGK
QENWYSLKKNSRSLGENDDGDNDNGNNNNGNNNNGDNGREGKDEDKRDGNNEDNEKLR
KPKHKKLKQPGDGNPDPNANPNVDPNANPNVDPNANPNANPNANPNANPNANPNANPN
ANPNANPNANPNANPNANPNANPNANPNANPNANPNVDPNANPNANPNANPNANPNAN
PNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPNANPN
ANPNANPNANPNANPNANPNANPNANPNKNNQGNGQGHNMPNDPNRNVDENANANNAV
KNNNNEEPSDKHIEQYLKKIQNSLSTEWSPCSVTCGNGIQVRIKPGSADKPKDQLDYE
NDIEKKICKMEKCSSVFNVVNSSIGLIMVLSFLFLN

>CYB_PLAFA
MNFYSINLVKAHLINYPCPLNINFLWNYGFLLGIIFFIQIITGVFLASRYTPDVSYAY
YSIQHILRELWSGWCFRYMHATGASLVFLLTYLHILRGLNYSYMYLPLSWISGLILFM
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IFIVTAFVGYVLPWGOMSYWGATVITNLLSSIPVAVIWICGGYTVSDPTIKRFFVLHF
ILPFIGLCIVFIHIFFLHLHGSTNPLGYDTALKIPFYPNLLSLDVKGFNNVIILFLIQ
SLFGIIPLSHPDNAIVVNTYVTPSQIVPEWYFLPFYAMLKTVPSKPAGLVIVLLSLOL
LFLLAEQRSLTTIIQFKMIFGARDYSVPIIWFMCAFYALLWIGCQLPQDIFILYGRLF
IVLFFCSGLFVLVHYRRTHYDYSSQANT

>CYSP_PLAFA
MVAIKEMKELAFARPSLVETLNKKKKFLKKKEKRTFVLSIYAFITFIIFCIGILYFTN
KSSAHNNNNNKNEHSLKKEEIELLRVLLEKYKKQKDGILNESSNEEDEEKYTLNSETY
NNKNNVSNIKNDSIKSKKEEYINLERILLEKYKKFINENNEENRKELSNILHKLLEIN
KLILREEKDDKKVYLINDNYDEKGALEIGMNEEMKYKKEDPINNIKYASKFFKFMKEH
NKVYKNIDEQMRKFEIFKINYISIKNHNKLNKNAMYKKKVNQFSDYSEEELKEYFKTL
LHVPNHMIEKYSKPFENHLKDNILISEFYTNGKRNEKDIFSKVPEILDYREKGIVHEP
KDQGLCGSCWAFASVGNIESVFAKKNKNILSFSEQEVVDCSKDNFGCDGGHPFYSFLY
VLONELCLGDE YKYKAKDDMFCLNYRCKRKVSLSSIGAVKENQLILALNEVGPLSVNV
GVNNDFVAYSEGVYNGTCSEELNHSVLLVGYGQVEKTKLNYNNKIQTYNTKENSNQPD
DNIIYYWIIKNSWSKKWGENGFMRLSRNKNGDNVECGIGEEVFYPIL
>DPOD_PLAFK
MEELKTCPFTNVIPYGLLYDKLKKEKNNDVPENYVIEEFDKLLKNYERPNVYDEIGNA
TFKNDEDLITFQIDLDYTVENIFKNMIYNESGSNNSILNDIYMPYRILLSKDKNYVSV
PITRIYSLRKDGCSVLINVHNFFPYFYVEKPDDFDNEDLIKLEMLMNENLNLNSQYKI
YEKKILKIEIVKTESLMYFKKNGKKDFLKITVLLPKMVPSLKKYFEGIVHVNNKSIGG
IVYEANLPFILRYIIDHKITGSSWINCKKGHYYIRNKNKKISNCTFEIDISYEHVEPT
TLENEYQQIPKLRILSFDIECIKLDGKGFPEAKNDPIIQISSILYFQGEPIDNCTKFI
FTLLECASIPGSNVIWFNDEKTLLEAWNEFIIRIDPDFLTGYNIINFDLPYILNRGTA
LNLKKLKFLGRIKNVASTVKDSSFSSKQFGTHETKEINIFGRIQFDVYDLIKRDYKLK
SYTLNYVSFEFLKEQKEDVHYSIMNDLONESPESRKRIATYCIKDGVLPLRLIDKLLF
IYNYVEMARVTGTPFVYLLTRGQQIKVTSQLYRKCKELNYVIPSTYMKVNTNEKYEGA
TVLEPIKGYYIEPISTLDFASLYPSIMIAHNLCYSTLIKSNHEVSDLONDDITTIQGK
NNLKFVKKNVKKGILPLIVEELIEARKKVKLLIKNEKNNITKMVLNGRQLALKISANS
VYGYTGASSGGQLPCLEVAVSITTLGRSMIEKTKERVESFYCKSNGYEHNSTVIYGDT
DSVMVKFGTNNIEEAMTLGKDAAERI SKEFLSPIKLEFEKVYCPYLLLNKKRYAGLLY
TNPNKHDKMDCKGIETVRRDFCILIQQMMETVLNKLLIEKNLNSAIEYTKSKIKELLT
NNIDMSLLVVTKSLGKTDYETRLPHVELAKKLKQRDSATAPNVGDRVSYIIVKGVKGQ
AQYERAEDPLYVLDNNLAIDYNHYLDAIKSPLSRIFEVIMONSDSLFSGDHTRHKTIL
TSSQTALSKFLKKSVRCIGCNSSIKKPPLCNHCKENKEFSIYMQKIKDFKNKQONEFFQ
LWTECQRCQGNLHVDVICMNRDCPIFYRRAKIKKDIANLQEQVTSLRMDW

>DRTS PLAFK

MMEQVCDVFDIYAICACCKVESKNEGKKNEVENNY TFRGLGNKGVLPWKCNSLDMKYF
RAVTTYVNESKYEKLKYKRCKYLNKETVDNVNDMPNSKKLONVVVMGRTNWES I PKKE
KPLSNRINVILSRTLKKEDFDEDVYIINKVEDLIVLLGKLNYYKCFIIGGSVVYQEFL
EKKLIKKIYFTRINSTYECDVFFPEINENEYQIISVSDVYTSNNTTLDFIIYKKTNNK
MLNEQNCIKGEEKNNDMPLKNDDKDTCHMKKLTEFYKNVDKYKINYENDDDDEEEDDF
VYFNFNKEKEEKNKNS THPNDFQIYNSLKYKYHPEYQYLNIIYDIMMNGNKQSDRTGV
GVLSKFGYIMKFDLSQYFPLLTTKKLFLRGI IEELLWFIRGETNGNTLLNKNVRIWEA
NGTREFLDNRKLFHREVNDLGPIYGFQWRHFGAEYTNMYDNYENKGVDQLKNIINLIK
NDPTSRRILLCAWNVKDLDOMALPPCHILCQFYVFDGKLSCIMYQRSCDLGLGVPENT
ASYSIFTHMIAQVCNLQPAQFTHVLGNAHVYNNHIDSLKIQLNRIPYPFPTLKLNPDI
KNIEDFTISDFTIQNYVHHEKISMDMAA

>EBAl PLAFC
MKCNISIYFFASFFVLYFAKARNEYDIKENEKFLDVYKEKFNELDKKKYGNVQKTDKK
IFTFIENKLDILNNSKFNKRWKSYGTPDNIDKNMSLINKHNNEEMFNNNYQSFLSTSS
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LIKONKYVPINAVRVSRILSFLDSRINNGRNTSSNNEVLSNCREKRKGMKWDCKKKND
RSNYVCIPDRRIQLCIVNLSIIKTYTKETMKDHFIEASKKESQLLLKKNDNKYNSKEC
NDLKNSFLDYGHLAMGNDMDFGGYSTKAENKIQEVFKGAHGE I SEHKIKNFRKEWWNE
FREKLWEAMLSEHKNNINNCKNIPQEELQITOWIKEWHGEFLLERDNRSKLPKSKCKN
NTLYEACEKECIDPCMKYRDWIIRSKFEWHTLSKEYETQKVPKENAENYLIKISENKN
DAKVSLLLNNCDAEYSKYCDCKHTTTLVKSVLNGNDNT IKEKREHIDLDDFSKFGCDK
NSVDTNTKVWECKNPYILSTKDVCVPPRRQELCLGNIDRIYDKNLLMIKEHILATIATY
ESRILKRKYKNKDDKEVCKIINKTFADIRDIIGGTDYWNDLSNRKLVGKINTNSKYVH
RNKKNDKLFRDEWWKVIKKDVWNVISWVFKDKTVCKEDDIENIPQFFRWFSEWGDDYC
QDKTKMIETLKVECKEKPCEDDNCKSKCNSYKEWI SKKKEEYNKQAKQYQEYQKGNNY
KMYSEFKSIKPEVYLKKYSEKCSNLNFEDEFKEELHSDYKNKCTMCPEVKDVPISTIIR
NNEQTSQEAVPEENTEIAHRTETPSISEGPKGNEQKERDDDSLSKISVSPENSRPETD
AKDTSNLLKLKGDVDISMPKAVIGSSPNDNINVTEQGDNISGVNSKPLSDDVRPDKKE
LEDQONSDESEETVVNHISKSPSINNGDDSGSGSATVSESSSSNTGLSIDDDRNGDTEV
RTQDTANTEDVIRKENADKDEDEKGADEERHSTSESLSSPEEKMLTDNEGGNSLNHEE
VKEHTSNSDNVQQSGGIVNMNVEKELKDTLENPSSSLDEGKAHEELSEPNLSSDODMS
NTPGPLDNTSEETTERISNNEYKVNEREDERTLTKEYEDIVLKSHMNRESDDGELYDE
NSDLSTVNDESEDAEAKMKGNDTSEMSHNSSQHIESDQQKNDMKTVGDLGTTHVONE T
SVPVTGEIDEKLRESKESKIHKAEEERLSHTDIHKINPEDRNSNTLHLKDIRNEENER
HLTNQNINISQERDLQKHGFHTMNNLHGDGVSERSQINHSHHGNRQDRGGNSGNVLNM
RSNNNNFNNIPSRYNLYDKKLDLDLYENRNDSTTKELIKKLAEINKCENEISVKYCDH
MIHEEIPLKTCTKEKTRNLCCAVSDYCMSYFTYDSEEYYNCTKREFDDPSYTCFRKEA
FSSMIFKFLITNKIYYYFYTYKTAKVTIKKINFSLIFFFFFSF

>EF1A PLAFK
MGKEKTHINLVVIGHVDSGKSTTTGHIIYKLGGIDRRTIEKFEKESAEMGKGSFKYAW
VLDKLKAERERGITIDIALWKFETPRYFFTVIDAPGHKDF IKNMITGTSQADVALLVV
PADVGGFDGAFSKEGQTKEHVLLAFTLGVKQIVVGVNKMDTVKY SEDRYEEIKKEVKD
YLKKVGYQADKVDFIPISGFEGDNLIEKSDKTPWYKGRTLIEALDTMQPPKRPYDKPL
RIPLQGVYKIGGIGTVPVGRVETGILKAGMVLNFAPSAVVSECKSVEMHKEVLEEARP
GDNIGFNVKNVSVKEIKRGYVASDTKNEPAKGCSKFTAQVIILNHPGEIKNGYTPLLD
CHTSHISCKFLNIDSKIDKRSGKVVEENPKAIKSGDSALVSLEPKKPMVVETFTEYPP
LGRFAIRDMRQTIAVGIINQLKRKNLGAVTAKAPAKK

>EFTU_PLAFA
MNNKLFLRNKQHINLGTIGHVDHGKTTLTTATISYLLNLQGLSKKYNYSDIDSAPEEKT
RGITINTTHIEYETLTKHCAHIDCPGHSDYIKNMIIGATQMDIAILVISIIDGIMPQT
YEHLLLIKQIGIKNIIIFLNKEDLCDDVELIDFIKLEVNELLIKYNFDLNYIHILTGS
ALNVINIIQKNKDYELIKSNIWIQKLNNLIQIIDNIIIPTRKINDYFLMSIEDVFSIT
GRGTVVTGKIEQGCINLNDEIEILKFEKSSPNLTTVIGLEMFKKQLTQAQSGDNVGIL
LRNIQKKDIKRGMILATPNKLKVYKSFIAETYILTKEEGGRHKPFNIGYKPQFFIRTV
DVTGEIKNIYLNENVQKVAIPGDKITLHIELKHYIVLTLNMKFSIREGGKTIGAGIIT
EIKN

>ENO_PLAF7
MAHVITRINAREILDSRGNPTVEVDLETNLGIFRAAVPSGASTGIYEALELRDNDKSR
YLGKGVQKAIKNINEITIAPKLIGMNCTEQKKIDNLMVEELDGSKNEWGWSKSKLGANA
ILATSMAVCRAGAAANKVSLYKYLAQLAGKKSDQMVLPVPCLNVINGGSHAGNKLSFQ
EFMIVPVGAPSFKEALRYGAEVYHTLKSEIKKKYGIDATNVGDEGGFAPNILNANEAL
DLLVTAIKSAGYEGKVKIAMDVAASEFYNSENKTYDLDFKTPNNDKSLVKTGAQLVDL
YIDLVKKYPIVSIEDPFDODDWENYAKLTAAIGKDVQIVGDDLLVTNPTRITKALEKN
ACNALLLKVNQIGSITEAIEACLLSQKNNWGVMVSHRSGETEDVFIADLVVALRTGQT
KTGAPCRSERNAKYNQLLRIEESLGNNAVFAGEKFRLQLN

>ENO_PLAFA
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MAHVITRINAREILDSRGNPTVEVDLETNLGIFRAAVPSGASTGIYEALELRDNDKSR
YLGKGVQKAIKNINEITIAPKLIGMNCTEQKKIDNLMVEELDGSKNEWGWSKSKLGANA
ILATSMAVCRAGAAPNKVSLYKYLAQLAGKKSDQMVLPVPCLNVINGGSHAGNKLSFQ
EFMIVPVGAPSFKEALRYGAEVYHTLKSEIKKKYGIDATNVGDEGGFAPNILNANEAL
DLLVTAIKSAGYEGKVKIAMDVAASEFYNSENKTYDLDFKTPNNDKSLVKTGAQLVDL
YIDLVKKYPIVSIEDPFDODDWENYAKLTAAIGKDVQIVGDDLLVTNPTRITKALEKN
ACNALLLKVNQIGSITEAIEACLLSQKNNWGVMVSHRSGETEDVFIADLVVALRTGQT
KTGAPCRSERNAKYNQLLRIEESLGNNAVFAGEKFRLQLN

>ENO_PLAFG
MAHVITRINAREILDSRGNPTVEVDLETNLGIFRAAVPSGASTGIYEALELRDNDKSR
YLGKGVQKAIKNINEITIAPKLIGMNCTEQKKIDNLMVEELDGSKNEWGWSKSKLGANA
ILATSMAVCRAGAAANKVSLYKYLAQLAGKKSDQMVLPVPCLNVINGGSHAGNKLSFQ
EFMIVPVGAPSFKEALRYGAEVYHTLKSEIKKKYGIDATNVGDEGGFAPNILNANEAL
DLLVTAIKSAGYEGKVKIAMDVAASEFYNSENKTYDLDFKTPNNDKSLVKTGAQLVDL
YIDLVKKYPIVSIEDPFDODDWENYAKLTAAIGKDVQIVGDDLLVTNPTRITKALEKN
ACNALPLKVNQIGSITEAIEACLLSQKNNWGVMVSHRSGETEDVFIADLVVALRTGQT
KTGAPCRSERNAKYNQLLRIEESLGNNAVFAGEKFRLQLN

>ERD2_PLAF7
MNIFRLIGDILHLVSMYILIMKLKKSKNCIGISCRMQOELYLIVFLCRYIDLFFVEVSFE
YNTVMKITFILTIAYTIYLIRLKLPISQTYNRKVDNFKSEKYLIPPCLVLSLLTCKTY
NLYNILWSFSIWLESVAILPQLVLLEKQREVENITSHYVITMGLYRAFYILNWIYRYF
FDDKPYINVVGWIGGLIQTLLYIDFFYYFALAKWYGKKLVLPFNGEV
>ERD2_PLAFA
MNIFRLIGDILHLVSMYILIMKLKKSKNCIGISCRMQOELYLIVFLCRYIDLFFVFVSFE
YNTVMKITFILTIAYTIYLIRLKLPISQTYNRKVDNFKSEKYLIPPCLVLSLLTCKTY
NLYNILWSFSIWLESVAILPQLVLLEKQREVENITSHYVITMGLYRAFYILNWIYRYF
FDDKPYINVVGWIGGLIQTLLYIDFFYYFALAKWYGKKLVLPFNGEV

>EXP1 PLAFA
MKILSVFFLVLFFIIFNKESLAEKTNKETGSGVSSKKKNKKGSGEPLIDVHDLISDMI
KKEEELVEVNKRKSKYKLATSVLAGLLGVVSTVLLGGVGLVLYNTEKGRHPFKIGSSD
PADNANPDADSESNGEPNADPQVTAQDVTPEQPQGDDNNLVSGPEH

>FIRA PLAFF

VTGSCVVTGSCVVTDSCVVTGSCGNTRTVTTQESVTTQEPVT IEEPVTTQEPVTIEEP
VTTQEPVTIEEPVTTQEPVTTQEPVTTQEPVTTQEPVTTQEPVTVEEHI DEKKGSEGD
NISLSSLSEETEEKSHTKKKKSSWLKFGRGNKNDKKSKNEKKPSLESVKONADEQKEQ
PTDSQISVNAQDSVTIQEPTATQEPPTTQELTATQEPTTTQETVTEQEPTTTQETVTA
QEPITTQEPVTAQEPVTTQELIATQEPSTTQEHADEKKASEGDNISLSRLSEETEEKS
HTKKKSSWLKFGRGNKNDKK

>G6PI_PLAFA
MNMEITNLKSYKELVTLSAEEKTKDLKDYLNDKNRSESLIKKFKNFYMDLSRQRYSEK
TLNKLVEYAEEVELKKKVEKTFMGEKVNMTENRSVLHTALRIPTEKINTHKI I IDNKN
VLEDVHGVLKKIEKYSDDIRNGVIKTCKNTKFKNVICIGIGGSYLGTEFVYEAMKYYY
YNME LNKNEKDQVNNFNNNYDQDNVFNVRFLANVDPNDVNRAIQNLDQYDTLVIIISK
TFTTAETMLNARS IKKWLSLKIKDDENLSKHMVAVSTNLKLTDEFGISRDNVFEFWDW
VGGRFSVTSSVGILPLSIAFGYKNMRNFLNGCHDMDEHFLHADLKENIPVLLALTSFY
NSHFFDYKNVAILPYFONLLKFSAHIQQLSMESNGKSVDRNNQPIHYNTCQVYFGEPG
TNGQHSFYQLIHQGQVIPVELIGFKHSHFPIKFDKEVVSNHDELMTNFFAQADALAIG
KTYEQVKEENEKNKMSPELLTHKVFENGNRPSTLLLFDELNFYTCGLLLSLYESRIVAE
GFLLNINSFDQWGVELGKVLAKEVRNYFNDTRNQKKSDNTYNFNESTKNFIKLLLVQT
KKKKKINTNLK

>GARP PLAFF



115

MNVLFLSYNICILFFVVCTLNFSTKCFSNGLLKNONILNKSFDSITGRLLNETELEKN
KDDNSKSETLLKEEKDEKDDVPTTSNDNLKNAHNNNEISSSTDPTNI INVNDKDNENS
VDKKKDKKEKKHKKDKKEKKEKKDKKEKKDKKEKKHKKEKKHKKDKKKKENSEVMSLY
KTGOHKPKNATEHGEENLDEEMVSE INNNAQGGLLLSSPYQYREQGGCGIISSVHETS
NDTKDNDKENISEDKKEDHQQEEMLKTLDKKERKQKEKEMKEQEK I EKKKKKQEEKEK
KKQEKERKKQEKKERKQKEKEMKKQKK I EKERKKKEEKEKKKKKHDKENEETMOQPDQ
TSEETNNEIMVPLPSPLTDVTTPEEHKEGEHKEEEHKEGEHKEGEHKEEEHKEEEHKK
EEHKSKEHKSKGKKDKGKKDKGKHKKAKKEKVKKHVVKNVIEDEDKDGVE I INLEDKE
ACEEQHITVESRPLSQPQCKLIDEPEQLTLMDKSKVEEKNLSIQEQLIGTIGRVNVVP
RRDNHKKKMAKIEEAELQKQKHVDKEEDKKEESKEVQEE SKEVQEDEEEVEEDEEEEE
EEEEEEEEEEEEEEEEEEEEEEEEEDEDEEDEDDAEEDEDDAEEDEDDAEEDDDEEDD
DEEDDDEDEDEDEEDEEEEEEEEEE SEKKIKRNLRKNAKT

>GBPH_ PLAFB
MRISKASNIESTGVSNCKNFNSKNCSKYSLMEVONKNEKKRSLTSFHAKNITLIFGIT
YVALLGVYICASQYKQAADYSFRESRVLAEGKSTSKKNAKTALRKTKQTTLTSADPEG
QIMKAWAADPEYRKHLNVLYQILNNTDPNDELETSADPEGQIMKAYAADPEYRKHLNV
LYQILNNTDPNDEVESSADPEGQIMKAYAADPEYRKHVNVLYQILNNTDPNDELETSA
DPEGQIMKAYAADPEYRKHVNVLYQILNHTDSSEVETSADPEGQIMKAYAADPEYRKH
VNVLYQILNHTDSSEVETSADPEGQIMKAYAADPEYRKHVNVLYQILNNTDPNDELET
SADPEGQIMKAYAADPEYRKHVNVLYQILNNTDPNDELETSADPEGQIMKAYAADPEY
RKHVNVLYQILNNTDPNDESS

>GBP_PLAF7
MRLSKVSDIKSTGVSNYKNFNSKNSSKYSLMEVSKKNEKKNSLGAFHSKKILLIFGIT
YVVLLNAYICGDKYEKAVDYGFRESRILAEGEDTCARKEKTTLRKSKQKTSTRTVATQ
TKKDEENKSVVTEEQKVESDSEKQKRTKKVVKKQINIGDTENQKEGKNVKKVIKKEKK
KEESGKPEENKHANEASKKQEPKASKVSQKPSTSTRSNNEVKIRAASNQETLTSADPE
GQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYA
SDPEYRKHLEIFYKILTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKH
LEVFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKIL
TNTDPNDEVERRNADNKELTSSDPEGQIMREYAADPEYRKHLEVFHKILTNTDPNDEV
ERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKILTNTDPNDEVERRNADNK
EDLTSADPEGQIMREYAADPEYRKHLEIFHKILTNTDPNDEVERRNADNKEDLTSADP
EGQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEELTSSDPEGQIMREY
AADPEYRKHLEIFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRK
HLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYASDPEYRKHLEIFYKI
LTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKILTNTDPND
EVERQNADNNEA

>GBP_PLAFG
MRLSKVSDIKSTGVSNYKNFNSKNSSKYSLMEVSKKNEKKNSLGAFHSKKILLIFGIT
YVVLLNAYICGDKYEKAVDYGFRESRILAEGEDTCARKEKTTLRKSKQKTSTRTVATQ
TKKDEENKSVVTEEQKVESDSEKQKRTKKVVKKQINIGDTENQKEGKNVKKVIKKEKK
KEESGKPEENKHANEASKKKE PKASKVSQKPSTSTRSNNEVKIRAASNQETLTSADPE
GQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYA
SDPEYRKHLEIFYKILTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKH
LEVFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEIFHKIL
TNTDPNDEVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEVFHKILTNTDPNDE
VERRNADNKELTSSDPEGQIMREYAADPEYRKHLEIFHKILTNTDPNDEVERRNADNK
EDLTSADPEGQIMREYAADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEELTSSDP
EGQIMREYAADPEYRKHLEIFHKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREY
AADPEYRKHLEIFYKILTNTDPNDEVERRNADNKEDLTSADPEGQIMREYASDPEYRK
HLEIFYKILTNTDPNDDVERRNADNKEDLTSADPEGQIMREYAADPEYRKHLEIFHKI
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LTNTDPNDEVERQNADNNEA

>GRP78 PLAFA

EFFNGKEPNRGINPDEAVAYGAAIQAGI ILGEELQDVVLLDVTPLTLGIETVGGIMTQ
LIKRNTVIPTKKSQTFSTYQDNQPAVLIQVFEGERALTKDNHLLGKFELSGIPPAQRG
VPKIEVTFTVDKNGILHVEAEDKGTGKSRGITITNDKGRLSKEQIEKMINDAEKFADE
DKNLREKVEAKNNLDNY IQSMKATVEDKDKLADKIEKEDKNTILSAVKDAEDWLNNNS
NADSEALKQKLKDLEAVCQPIIVKLYGQPGGPSPQPSGDEDVDSDEL

>GRP78 PLAFO
MNQIRPYILLLIVSLLKFISAVDSNIEGPVIGIDLGTTYSCVGVFKNGRVEILNNELG
NRITPSYVSFVDGERKVGEAAKLEATVHPTQTVFDVKRLIGRKFDDQEVVKDRSLLPY
EIVNNQGKPNIKVQIKDKDTTFAPEQISAMVLEKMKE IAQSFLGKPVKNAVVTVPAYF
NDAQRQATKDAGTIAGLNIVRIIINQPTAAALAYALDKKEETSILVYDLGGGTFDVST
LVIDNGVFEVYATAGNTHLGGEDFDQRVMDYFIKMFKKKNNIDLRTDKRAIQKLRKEV
EIAKRNLSVVHSTQIEIEDIVEGHNFSETLTRAKFEELNDDLFRETLEPVKKVLDDAK
YEKSKIDEIVLVGGSTRIPKIQQIIKEFEFFNGKEPNRGINPDEAVAYGAATIQAGIIL
GEELQDVVLLDVTPLTLGIETVGGIMTQLIKRNTVIPTKKSQTFSTYQDNQPAVLIQV
FEGERALTKDNHLLGKFELSGIPPAQRGVPKIEVTFTVDKNGILHVEAEDKGTGKSRG
ITITNDKGRLSKEQIEKMINDAEKFADEDKNLREKVEAKNKLDNY IQSMKATVEDKDK
LADKIEKEDKNTILSAVKDAEDWLNNNSNADSEALKQKLKDLEAVCQPIIVKLYGQPG
GPSPQPSGDEDVDSDEL

>GSHR_PLAF7
VYDLIVIGGGSGGMAAARRAARHNAKVALVEKSRLGGTCVNVGCVPKKIMFNAASVHD
ILENSRHYGFDTKFSFNLPLLVERRDKYIQRLNNIYRQONLSKDKVDLYEGTASFLSEN
RILIKGTKDNNNKDNGPLNEEILEGRNILIAVGNKPVFPPVKGIENTISSDEFFNIKE
SKKIGIVGSGYIAVELINVIKRLGIDSYIFARGNRILRKFDESVINVLENDMKKNNIN
IVTFADVVEIKKVSDKNLSIHLSDGRIYEHFDHVIYCVGRSPDTENLNLGKLNVETNN
NYIVVDENQRTSVNNIYAVGDCCMVKKSKEIEDLNLLKLYNEETYLNKKENVTEDIFY
NVQLTPVAINAGRLLADRLFLKKTRKTNYKLIPTVIFSHPPIGTIGLSEEAAIQIYGK
ENVKIYESKFTNLFFSVYDIEPELKEKTYLKLVCVGKDELIKGLHIIGLNADEIVQGF
AVALKMNATKKDFDETIPIHPTAAEEFLTLOPWMK

>GSHR PLAFK
VYDLIVIGGGSGGMAAARRAARHNAKVALVEKSRLGGTCVNVGCVPKKIMFNAASVHD
ILENSRHYGFDTKFSFNLPLLVERRDKYIQRLNNIYRQNLSKDKVDLYEGTASFLSEN
RILIKGTKDNNNKDNGPLNEEILEGRNILIAVGNKPVFPPVKGIENTISSDEFFNIKE
SKKIGIVGSGYIAVELINVIKRLGIDSYIFARGNRILRKFDESVINVLENDMKKNNIN
IVTFADVVEIKKVSDKNLSIHLSDGRIYEHFDHVIYCVGRSPDTENLKLEKLNVETNN
NYIVVDENQRTSVNNIYAVGDCCMVKKSKEIEDLNLLKLYNEERYLNKKENVTEDIFY
NVQLTPVAINAGRLLADRLFLKKTRKTNYKLIPTVIFSHPPIGTIGLSEEAAIQIYGK
ENVKIYESKFTNLFFSVYDIEPELKEKTYLKLVCVGKDELIKGLHI IGLNADEIVQGF
AVALKMNATKKDFDETIPIHPTAAEEFLTLOPWMK

>H2A PLAFA
MSAKGKTGRKKASKGTSNSAKAGLQFPVGRIGRYLKKGKYAKRVGAGAPVYLAAVLEY
LCAEILELAGNAARDNKKSRITPRHIQLAVRNDEELNKFLAGVTFASGGVLPNIHNVL
LPKKSQLKAGTANQDY

>HGXR_PLAFG
MPIPNNPGAGENAFDPVFVNDDDGYDLDSFMIPAHYKKYLTKVLVPNGVIKNRIEKLA
YDIKKVYNNEEFHILCLLKGSRGFFTALLKHLSRIHNYSAVETSKPLFGEHYVRVKSY
CNDQSTGTLEIVSEDLSCLKGKHVLIVEDIIDTGKTLVKFCEYLKKFEIKTVAIACLF
IKRTPLWNGFKADFVGFSIPDHFVVGYSLDYNEIFRDLDHCCLVNDEGKKKYKATSL
>HGXR PLAFK
MPIPNNPGAGENAFDPVFVKDDDGYDLDSFMIPAHYKKYLTKVLVPNGVIKNRIEKLA
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YDIKKVYNNEEFHILCLLKGSRGFFTALLKHLSRIHNYSAVEMSKPLFGEHYVRVKSY
CNDQSTGTLEIVSEDLSCLKGKHVLIVEDIIDTGKTLVKFCEYLKKFEIKTVATACLFE
IKRTPLWNGFKADEFVGEFSIPDHEVVGYSLDYNETFRDLDHCCLVNDEGKKKYKATSL
>HRP1 PLAFA
MVSFSKNKVLSAAVFASVLLLDNNNSAFNNNLCSKNAKGLNLNKRLLHETQAHVDDAH
HAHHVADAHHAHHAHHAADAHHAHHAADAHHAHHAADAHHAHHAADAHHAHHAADAHH
AHHAADAHHAHHAADAHHAHHAADAHHAHHAADAHHAHHAAYAHHAHHASDAHHAADA
HHAAYAHHAHHAADAHHAADAHHAAYAHHAHHAADAHHAADAHHATDAHHAHHAADAH
HATDAHHAADAHHAADAHHATDAHHAADAHHATDAHHAADAHHAADAHHATDSHHAHH
AADAHHAAAHHATDAHHAAAHHATDAHHAAAHHEAATHCLRH

>HRPZ2 PLAFA
MVSFSKNKVLSAAVFASVLLLDNNNSEFNNNLESKNAKGLNSNKRLLHESQAHAGDAH
HAHHVADAHHAHHVADAHHAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHH
AANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAADANHGEFHENLHDNN
SHTLHHAKANACFDDSHEHDDAHHDGAHHDDAHHDGAHHDDAHHDGAHHDGAHHDGAHH
NATTHHLHH

>HRP3 PLAFS
MLNHRYHHYFHRHHHLNHHLYHRHHEHRHEHHHRHHHRHQITLHONRHQITHQILLSLNNK
IMGYAIFLFLSILLHLVYLVIHRL

>HRP PLAFF
MVSFSKNKILSAAVFASVLLLDNNNSEFNNNLESKNAKGLNSNKRLLHESQAHAGDAH
HAHHVADAHHAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAANAHHAAN
AHHAANAHHAANAHHAANAHHAANAHHAADANHGFHENLHDNNSHTLHHAKANACEDD
SHHDDAHHDGAHHDDAHHDGAHHDGAHHDGAHHDGAHHNATTHHLHH

>HSP70 PLAFA
MASAKGSKPNLPESNIATIGIDLGTTYSCVGVWRNENVDITANDQGNRTTPSYVAFTDT
ERLIGDAAKNQVARNPENTVFDAKRLIGRKFTESSVQSDMKHWPFTVKSGVDEKPMIE
VITYQGEKKLFHPEETSSMVLOKMKENAEAFLGKSIKNAVITVPAYFNDSQRQATKDAG
TIAGLNVMRIINEPTAAATAYGLHKKGKGEKNILIFDLGGGTFDVSLLTIEDGIFEVK
ATAGDTHLGGEDEFDNRLVNFCVEDFKRKNRGKDLSKNSRALRRLRTQCERAKRTLSSS
TOATIEIDSLFEGIDYSVTVSRARFEELCIDYFRDTLIPVEKVLKDAMMDKKSVHEVV
LVGGSTRIPKIQTLIKEFFNGKEACRSINPDEAVAYGAAVQAAILSGDQSNAVQDLLL
LDVCSLSLGLETAGGVMTKLIERNTTIPAKKSQIFTTYADNQPGVLIQVYEGERALTK
DNNLLGKFHLDGIPPAPRKVPQIEVTFDIDANGILNVTAVEKSTGKONHITITNDKGR
LSQDEIDRMVNDAEKYKAEDEENRKRIEARNSLENYCYGVKSSLEDQKIKEKLQPAET
ETCMKTITTILEWLEKNQLAGKDEYEAKQKEAESVCAPIMSKIYQDAAGAAGGMPGGM
PGGMPGGMPSGMPGGMNFPGGMPGAGMPGNAPAGSGPTVEEVD

>HSP73 PLAFA
EFRETAGGVMTKLIERNTTIPTKKNQIFTTYADNQPGVLIQVYEGERAMTKDNNLLGK
FOQLEGIPPAPRSVPQIEVTFDIDANGILNVTALDKGTGKONQITITNDKGRLSKDDID
RMVNDAEKYKEEDEQNKNRIEARNNLENYCYNVKNTLODENLKTKIPKDDSEKCMKTV
KSVLDWLEKNQTAETEEYNEKEKDTEF

>HSP90 PLAFP
KDFDGKKLKCCTKEGLDIHHSEEAKKDFETLKAEYEGLCKVIKDVLHKKVEKVVVGQR
ITDSPCVLVTSEFGWSANMERIMKAQALRDNSMTSYMLSKKIME INARHPITSALKQK
ADADKSDKTVKYLIWLLFDTSLLTSGFALEEPTTEFSKRIHRMIKLGLSIDEEENNDID
LPPLEETVDATDSKMEEVD

>HXK PLAFA
MSEYDIAKNDVTYTKLDTIECDIPINEELSWRINKEVNQLRISYSTLEEFVDNEVYEL
KKGLEAHRKHPNLWIPHECSFKMLDSCIANIPTGQEKGTYYAIDFGGTNFRAVRASLD
GKGKIKRDQETYSLKEFTGSYSHEKGLLDKHATASQLFDHFAERIKYIMGEFNDLDNKE



118

VKSVGFTFSFPCTSPSINCSILIDWTKGFETGRATNDPVEGRDVCKLMNDAFVRAATP
AKVCCVLNDAVGTLMSCAYQKGRGTPPCYIGIILGTGSNGCYYEPEWKKYKYAGKIIN
IEFGNFDKDLPTSPIDLVMDWYSANRSRQLFEKMI SGAYLGEIVRRFMVNVLQSACSK
KMWISDSFNSESGSVVLNDTSKNFEDSRKVAKAAWDMDFTDEQIYVLRKICEAVYNRS
AALARGTIAATAKRIKIIEHSKFTCGVDGSLFVKNAWYCKRLQEHLKVILADKAENLT
IIPADDGSGKGAAITAAVIALNADIPQLP

>IPYR PLAF7
MGSKLINVEGGNNQDDNKYNSNNVISINNKVNKNDYFIETNKELKINLNFQNNNI ISN
IFSNINIYDKISNIFINNKKTYMLKYNNNINEENFFISYFEKKDDNFVPISPWHHIDL
KNDDGTYNMIVEITKYNYIKLEIQLREKFNVIKQDKKKGKLRYYHNSIYWNYGALPQT
YEYPKHIYQNKSKKNKEALLFTGDNDPLDILDIGSACLKIGQVVPVKILGAFTLIDEG
ELDWKIIAINKEDKHYEDINSLSDIEKYYPHTLSLLLEWFRSYKMADTKKLNLISKQL
YDKKESEDLIMKTHHYYLEFREDVKKLKEEHSKET IKEHDYVNAQNIQFNYDKLNNND
DEPMENNLLEDINITYYKSDSAYKPDLNIWTP

>ISPF_PLAF7
MFLKGYTSNVVLIILTFFILLTKEEKNIKNNISGYCFLNFGLKKNAT IKKREKQNLKL
FCYNGIRIGQGYDIHKIKVLDEEYNTYANNDFNKNEQSFKTLTLGGVKINNVLVLSHS
DGDIIYHSIVDSILGALGSLDIGTLFPDKDEKNKNKNSAIFLRYARLLIYKKNYDIGN
VDINVIAQVPKISNIRKNIIKNISTVLNIDESQISVKGKTHEKLGVIGEKKAIECFAN
ILLIPKNS

>ISPF_PLAFX
MFLKGYTSNVVLIILTFFILLTKEEKNIKNNISGYCFLNFGLKKNAT IKKREKQNLKL
FCYNGIRIGQGYDIHKIKVLDEEYNTYANNDFNKNEQSFKTLTLGGVKINNVLVLSHS
DGDIIYHSIVDSILGALGSLDIGTLFPDKDEKNKNKNSATFLRYARLLIYKKNYDIGN
VDINVIAQVPKISNIRKNIIKNISTVLNIDESQISVKGKTHEKLGVIGEKKAIECFAN
ILLIPKNS

>KC1 PLAF4
MEIRVANKYALGKKLGSGSFGDIYVAKDIVIMEEFAVKLESTRSKHPQLLYESKLYKI
LGGGIGVPKVYWYGIEGDFTIMVLDLLGPSLEDLFTLCNRKFSLKTVRMTADQMLNR I
EYVHSKNFIHRDIKPDNFLIGRGKKVTLIHIIDFGLAKKYRDSRSHTSYPYKEGKNLT
GTARYASINTHLGIEQSRRDDIEALGYVLMYFLRGSLPWQGLKAISKKDKYDKIMEKK
ISTSVEVLCRNASFEFVTYLNYCRSLRFEDRPDYTYLRRLLKDLFIREGFTYDFLEDW
TCVYASEKDKKKMLENKNRFDQTADQEGRDQRNN

>KC1 PLAF7
MEIRVANKYALGKKLGSGSFGDIYVAKDIVIMEEFAVKLESTRSKHPQLLYESKLYKI
LGGGIGVPKVYWYGIEGDFTIMVLDLLGPSLEDLFTLCNRKFSLKTVLMTADQMLNRI
EYVHSKNFIHRDIKPDNFLIGRGKKVTLIHIIDFGLAKKYRDSRSHTHIPYKEGKNLT
GTARYASINTHLGIEQSRRDDIEALGYVLMYFLRGSLPWQGLKAISKKDKYDKIMEKK
ISTSVEVLCRNASFEFVTYLNYCRSLRFEDRPDYTYLRRLLKDLFIREGFTYDFLEDW
TCVYASEKDKKKMLENKNRFDQTADQEGRVKON

>KNOB_PLAFA
MKSFKNKNTLRRKKAFPVFTKILLVSFLVWVLKCSNNCNNGNGSGDSFDFRNKRTLAQ
KQHEHHHHHHHQHQHQHQAPHQAHHHHHHGEVNHQAPQVHOQVHGQDOAHHHHHHHHH
QLOPQOLQOGTVANPPSNEPVVKTQVFREARPGGGFKAYEEKYESKHYKLKENVVDGKK
DCDEKYEAANYAFSEECPYTVNDYSQENGPNIFALRKRFPLGMNDEDEEGKEALAIKD
KLPGGLDEYQONQLYGICNETCTTCGPAAIDYVPADAPNGYAYGGSAHDGSHGNLRGHG
NKGSEGYGYEAPYNPGFNGAPGSNGMQNYVPPHGAGY SAPYGVPHGARHGSRYSSFSS
VNKYGKHGDEKHHS SKKHEGNDGEGEKKKKSKKHKDHDGEKKK SKKHKDNEDAESVKS
KKHKSHDCEKKKSKKHKDNEDAESVKSKKSVKEKGEKHNGKKPCSKKTNEENKNKEKT
NNLKSDGSK

>KNOB_PLAFD
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AFSEECPYTVNDYSQENGPNIFALRKRFPLGMNDEDEEGKEALATKDKLPGGLDEYQN
QLYGICNETCTTCGPAAIDYVPADAPNGYAYGGSAHDGSHGNLRGHDNKGSEGYGYEA
PYNPGFNGAPGSNGMONYVPPHGAGYSAPYGVPHGAAHGSRYSSEFSSVNKYGKHGDEK
HHSSKKHEGNDGEGEKKKKSKKHKDHDGEKKKSKKHKDNEDAE SVKSKKHKSHDCEKK
KSKKHKDNEDAESVKSKKSVKEKGEKHNGKKPCSKKTNEEKKKKK

>KNOB PLAFG
MKSFKNKNTLRRKKAFPVFTKILLVSEFLVWVLKCSNNCNNGNGSGDSEFDEFRNKRTLAQ
KOHEHHHHHHHQHQHOHQAPHOAHHHHHHGEVNHQAPQVHQOVHGOQDQAHHHHHHHHH
QLOPOOLOGTVANPPSNEPVVKTQVFREARPGGGFKAYEEKYESKHYKLKENVVDGKK
DCDEKYEAANYAFSEECPYTVNDYSQENGPNIFALRKREFPLGMNDEDEEGKEALATKD
KLPGGLDEYQNQLYGICNETCTTCGPAATIDYVPADAPNGYAYGGSAHDGSHGNLRGHG
NKGSEGYGYEAPYNPGEFNGAPGSNGMONYVPPHGAGYSAPYGVPHGAAHGSRYSSFESS
VNKYGKHGDEKHHSSKKHEGNDGEGEKKKKSKKHKDHDGEKKKSKKHKDNEDAESVKS
KKHKSHDCEKKKSKKHKDNEDAESVKSKKSVKEKGEKHNGKKPCSKKTNEENKNKEKT
NNLKSDGSKAHEKKENETKNTAGENKKVDSTSADNKSTNAATPGAKDKTQGGKTDKTG
ASTNAATNKGQCAAEGATKGATKEASTSKEATKEASTSKGATKEASTTEGATKGASTT
AGSTTGATTGANAVQSKDGTADKNAANNGEQVMSRGQAQLQEAGKKKKKRGCCG
>KNOB PLAFN
MKSFKNKNTLRRKKAFPVFTKILLVSEFLVWVLKCSNNCNNGNGSGDSEFDEFRNKRTLAQ
KOHEHHHHHHHHHHHOQHQAPHOQAPHQAHHHHHHGEVNHQAPQVHQQVHGODQAHHHHH
HHHHHLHPQQPQGTVANPPSNEPVVKTQVFREARPGGGFKAYEEKYESKHYKLKENVV
DGKKDCDEKYEAANYAFSEECPYTVNDYSQENGPNIFALRKRFPLGMNDEDEEGKEAL
ATIKDKLPGGLDEYQONQLYGICNETCTTCGPAATIDYVPADAPNGYAYGGSAHDGSHGNL
RGHDNKGSEGYGYEAPYNPGEFNGAPGSNGMONYVHPWSGYSAPYGVPHGAAHGSRYSS
FSSVNKYGKHGDEKHHSSKKHEGNDGEGEKKKKSKKHKDHDGEKKKSKKHKDNEDAE S
VKSKKHKSHDCEKKKSKKHKDNEDAESVKSKKVLKKREKSIMEKNHAAKKLTKKIKIK
KKTNNSKSDGSKAHEKKENETKNTAGENKKVDSTSADNKSTNAATPGAKDKTQGGKTD
KTGASTNAATNKGQCAAEGATKGATKEASTSKEATKEASTSKEATKEASTSKEATKEA
STSKGATKEASTTEGATKGASTTAGSTTGATTGANAVQSKDETADKNAANNGEQVMSR
GOAQLQEAGKKKKKRGCCG

>KPK2 PLAFK
MEKRYQQLFKGKRIDFPLATGAASHVSLTYDEKKNPYLLCWTYIYQEKPEFTVPLKGC
RIINNITEIGPCIHIITSNEEYQFQCRSKEEFDEMSQFFNMLGYPILGFKNVYVLNKK
IGKGSFSTAYIGTNILYGNRVVVKEVDKSKVKESNVYTETEVLRKVMHKYITKLISAY
EQEGFVYLVLEYLKGGELFEYLNNNGPYTEQVAKKAMKRVLIALEALHSNGVVHRDLK
MENLMLENPNDPSSLKIIDFGLASFLNSPSMNMRCGSPGYVAPEILKCASYGTKVDIF
SLGVILEFNILCGYPPFRGNNVKEIFKKNMRCHISEFNTKHWINKSESVKETIILWMCCKN
PDDRCTALQALGHOWFLPKLTDMHMTANINELKRNEAIVHKSNDQODMCKKCKHENNT
ONDDIYNNNNNNNQLDPNKNHKNNYNDYKNYEFDTMLKIDDKYSENLIKDKTSMDSISL
NKKDYDAYLVHSNEHDTVVLHGKCQTTKNSSSLLSYKCSRRSPPQON

>LDH PLAFA

LLVYDNLLLNDKNEMNKDSSYDKKTNALDNYKNDSTIDMEKK

>LDH PLAFD
MAPKAKIVLVGSGMIGGVMATLIVQKNLGDVVLFDIVKNMPHGKALDTSHTNVMAYSN
CKVSGSNTYDDLAGADVVIVTAGFTKAPGKSDKEWNRDDLLPLNNKIMIETGGHIKKN
CPNAFITVVTNPVDVMVQLLHQHSGVPKNKIIGLGGVLDTSRLKYYISQKLNVCPRDV
NAHIVGAHGNKMVLLKRYITVGGIPLOEFINNKLISDAELEATIFDRTVNTALETIVNLH
ASPYVAPAAAITEMAESYLKDLKKVLICSTLLEGQYGHSDIFGGTPVVLGANGVEQVI
ELQLNSEEKAKFDEATAETKRMKALA

>MDR PLAFF
MGKEQKEKKDGNLSIKEEVEKELNKKSTAELFRKIKNEKISFFLPFKCLPAQHRKLLF
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ISFVCAVLSGGTLPFFISVFGVILKNMNLGDDINPIILSLVSIGLVQFILSMISSYCM
DVITSKILKTLKLEYLRSVFYQDGQFHDNNPGSKLRSDLDFYLEQVSSGIGTKFITIF
TYASSFLGLYIWSLIKNARLTLCITCVFPLIYVCGVICNKKVKLNKKTSLLYNNNTMS
ITEEALMGIRTVASYCGEKTILNKFNLSETFYSKYILKANFVEALHIGLINGLILVSY
AFGFWYGTRIIINSATNQYPNNDFNGASVISILLGVLISMFMLTIILPNITEYMKALE
ATNSLYEIINRKPLVENNDDGETLPNIKKIEFKNVRFHYDTRKDVEIYKDLSFTLKEG
KTYAFVGESGCGKSTILKLIERLYDPTEGDI IVNDSHNLKDINLKWWRSKIGVVSQDP
LLFSNSIKNNIKYSLYSLKDLEAMENYYEENTNDTYENKNFSLISNSMTSNELLEMKK
EYQTIKDSDVVDVSKKVLIHDFVSSLPDKYDTLVGSNASKLSGGQKQRISIARATIMRN
PKILILDEATSSLDNKSEYLVQKTINNLKGNENRITIIIAHRLSTIRYANTIFVLSNR
ERSDNNNNNNNDDNNNNNNNNNNKINNEGSYIIEQGTHDSLMKNKNGIYHLMINNQKI
SSNKSSNNGNDNGSDNKSSAYKDSDTGNDADNMNSLS ITHENEN I SNNRNCKNTAENEK
EEKVPFFKRMFRRKKKAPNNLRIIYKEIFSYKKDVTIIFFSILVAGGLYPVFALLYAR
YVSTLFDFANLEYNSNKYSIYILLIAIAMFISETLKNYYNNKIGEKVEKTMKRRLFEN
ILYQEMSFFDQDKNTPGVLSAHINRDVHLLKTGLVNNIVIFSHF IMLFLVSMVMSFYF
CPIVAAVLTFIYFINMRVFAVRARLTKSKEIEKKENMSSGVFAFSSDDEMFKDPSFLI
QEAFYNMHTVINYGLEDYFCNLIEKAIDYKNKGQKRRI IVNAALWGFSQSAQLFINSF
AYWFGSFLIKRGTILVDDFMKSLFTFIFTGSYAGKLMSLKGDSENAKLSFEKYYPLMI
RKSNIDVRDDGGIRINKNLIKGKVDIKDVNFRYISRPNVPIYKNLSFTCDSKKTTAIV
GETGSGKSTFMNLLLRFYDLKNDHIILKNDMTNFQDYQNNNNNSLVLKNVNEFSNQSG
SAEDYTVFNNNGEILLDDINICDYNLRDLRNLFSIVSQEPMLFNMSIYENIKFGREDA
TLEDVKRVSKFAAIDEFIESLPNKYDTNVGPYGKSLSGGQKQRIATARALLREPKILL
LDEATSSLDSNSEKLIEKTIVDIKDKADKTIITIAHRIASIKRSDKIVVENNPDRNGT
FVQSHGTHDELLSAQDGIYKKYVKLAK

>MSA2 PLAF1
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMTESKTPTPTGAGAGA
SGSAGSGDGASGSASGSASGSASGSAGASGSASGSAGASGSASGSAGAEGSPSTPATT
TTTTTTNDAEASTSTSSENPNHNNAKTNPKGNGGVQKPNQANKETQNNSNVQQDSQTK
SNVPPTQDADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKGTGOHGHMHGSRNNH
PONTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISATLVLSFAIFT
>MSA2 PLAF?2
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMAESKPPTGDGAVASA
GNGAVASAGNGAVASAGNGAVASAGNGAGNGAGNGAGNGAGNGAGNGAGNGAGNGAGN
GAGNGAGNGAGNGAGNGAGNGAGNGAGNGAVASAGNGAGNGAVASAGNGAVAERSSST
PATTTTTTTTNDAEASTSTSSENSNHNNAETNPKGNGEVQPNQANKETONNSNVQQDS
QTKSNVPRTQDADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKGTGOHGHMHGSR
NNHPQONTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISATLVLSFAIFI
>MSA2 PLAF6

MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMS IRRSMAESKPPTGTGASGSA
GSGAGASGSAGSGDGAVASARNGANPGADAEGSSSTPATTTTTTTTTTTTTTNDAEAS
TSTSSENPNHNNAETNPKGKGEVQKSNQANKETONNSNVQODSQTKSNVPPTQDADTK
SPTAQPEQAENSAPTAEQTESPELQSAPENKGTGQHGHMHGSRNNHPONTSDSQKECT
DGNKENCGAVTSLLSNSSNIASINKFVVLISAKLVLSFAIFI

>MSA2 PLAF7

MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMS IRRSMAESKPSTGAGGSAGG
SAGGSAGGSAGGSAGGSAGSGDGNGADAEGSSSTPATTTTTKTTTTTTTTNDAEASTS
TSSENPNHKNAETNPKGKGEVQEPNQANKETONNSNVQQDSQTKSNVPPTQODADTKSP
TAQPEQAENSAPTAEQTESPELQSAPENKGTGQHGHMHGSRNNHPQONTSDSQKECTDG
NKENCGAATSLLNNSSNIASINKFVVLISATLVLSFAIFI

>MSA2 PLAFS
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMAESNPSTGAGGSGSA
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GGSGSAGGSGSAGGSGSAGGSGSAGSGDGNGANPGADAERSPSTPATTTTTTTTNDAE
ASTSTSSENPNHNNAETNPKGKGEVQKPNQANKETQNNSNVQQDSQTKSNVPPTQODAD
TKSPTAQPEQAENSAPIAEQTESPELQSAPENKGTGQHGHMHGSRNNHPQONTSDSQKE
CTDGNKENCGAAPSLLSNSSNIASINKFVVLISATLVLSFAIFT

>MSA2 PLAF9
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMEESKPPTGAVAGSGA
GAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGNGA
NPGADAERSPSTPATTTTTTTTNDAEASTSTSSENRNHNNAETNPKGKGEVOKPNQAN
KETQONNSNVQODSQTKSNVPRTQDADTKSPTAQPEQAENSAPTAEQTESPELQSAPEN
KGTGQHGHMHGSRNNHPQONTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLI
SATLVLSFAIFI

>MSA2 PLAFC
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMAESKPPTGTGGSGSA
GSGAGASAGNGANPGADAERSPSTPATPATPATTTTTTTTNDAEASTSTSSENPNHKN
AETNPKGKGEVQKPNQANKETONNSNVQODSQTKSNVPPTQDADTKSPTAQPEQAENS
APTAEQTESPELQSAPENKGTGQHGHMHGSRNNHPQONTSDSQKECTDGNKENCGAATS
LLNNSSNIASINKFVVLISATLVLSFAIFI

>MSA2 PLAFF

MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMS IRRSMANEGSNTNSVGANAP
NADTIASGSQRSTNSASTSTTNNGESQTTTPTAADTIASGSQRSTNSASTSTTNNGES
QTTTPTAADTPTATESISPSPPITTTESSKFWQCTNKTDGKGEESEKQNELNESTEEG
PKAPQEPQTAENENPAAPENKGTGOHGHMHGSRNNHPONTSDSQKECTDGNKENCGAA
TSLLSNSSNIASINKFVVLISATLVLSFAIFI

>MSA2 PLAFG

MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMS IRRSMTESNPPTGASGSAGG
SAGGSAGGSAGGSAGGSAGGSAGGSAGGSAGGSAGGSAGGSAGGSAGSGDGNGANPGA
DAERSPSTPATTTTTTTTNDAEASTSTSSENPNHNNAETNQANKETQONNSNVQQDSQT
KSNVPPTQDADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKGTGQHGHMHGSRNN
HPQNTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISATLVLSFATIFT
>MSA2 PLAFH
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMEESNPPTGASGRAGA
GASGRAGAGASGRAGAGAGAVASAGSGDGAVASAGNGANPGADAKRSTSTPATTTTTT
TTNDAEASTSTSSENPNHNNAKTNPKGKEVQEPNKANTETQNNSNVQQDSQTKSNVPP
TQDADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKGTGQHGHMHGSRNNHPONTS
DSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISATLVLSFAIFI

>MSA2 PLAFI
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMEESKPPTGAVAGSGA
GAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAVAGSGAGNGANP
GADAERSPSTPATTTTTTTTNDAEASTSTSSENRNHNNAETNPKGKGEVQKPNQANKE
TONNSNVQQDSQTKSNVPRTODADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKG
TGQHGHMHGSRNNHPQNTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISA
TLVLSFAIFI

>MSA2 PLAFJ

MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMS IRRSMANEGSNTNSVGANAP
NADTIASGSQRSTNSASTSTTNNGESQTTTPTAADTIASGSQRSTNSASTSTTNNGES
QTTTPTAADTPTTTESNSPSPPITTTESSKFWQCTNKTDGKGEESEKQNELNESTEEG
PKAPQEPQTAENENPAAPENKGTGOHGHMHGSRNNHPONTSDSQKECTDGNKENCGAA
TSLLNNSSNIASINKFVVLISATLVLSFAIFI

>MSA2 PLAFK
MKVIKTLSIINFFIFVTFNIKNGSKYSNTFINNAYNMSIRRSMANEGSNTKSVGANAP
KADTIASGSQSSTNSASTSTTNNGESQTTTPTAADTPTATESNSRSPPITTTESNSRS
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PPITTTESNSRSPPITTTESNSRSPPITTTESNSRSPPITTTESSSSGNAPNKTDGKG
EESEKQNELNESTEEGPKAPQEPQTAENENPAAPENKGTGOHGHMHGSRNNHPONTSD
SQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISATLVLSFAIFT

>MSA2 PLAFZ
MKVIKTLSIINFFIFVTFNIKNESKYSNTFINNAYNMSIRRSMEESKPPTGAVAGSGA
GAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAGAVAGSGAVAGSGAGNGANP
GADAERGPSTPATTTTTTTTNDAEASTSTSSENRNHNNAETNPKGKGEVQKPNQANKE
TONNSNVQQDSQTKSNVPRTODADTKSPTAQPEQAENSAPTAEQTESPELQSAPENKG
TGQHGHMHGSRNNHPQNTSDSQKECTDGNKENCGAATSLLNNSSNIASINKFVVLISA
TLVLSFAIFI

>MSP1_ PLAF3
MKIIFFLCSFLFFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLKDGAN
TQVVAKPADAVSTQSAKNPPGATVPSGTASTKGAIRSPGAANPSDDSSDSDAKSYADL
KHRVQONYLFTIKELKYPELFDLTNHMLTLCDNIHGFKYLIDGYEEINELLYKLNFYFD
LLRAKLNDVCANDYCQIPFNLKIRANELDVLKKLVFGYRKPLDFIKDNVGKMEDY IKK
NKTTIANINELIEGSKKTIDQNKNADNEEGKKKLYQAQYDLFIYNKQLQEAHNLISVL
EKRIDTLKKNENIKKLLEDIDKIKIDAEKPTTGVNQILSLRLEKESRHEEKIKE IAKT
IKFNIDRLFTDPLELEYYLREKNKKVDVTPKSQDPTKSVQIPKVPYPNGIVYPLPLTD
THNSLAADNDKNSYGDLMNPHTKEKINEKI I TDNKERKIFINNIKKQIDLEEKNINHT
KEQNKKLLEDYEKSKKDYEELLEKFYEMKFNNNFNKDVVDKIFSARYTYNVEKQRYNN
KFSSSNNSVYNVOKLKKALSYLEDYSLRKGISEKDFNHYYTLKTGLEADIKKLTEEIK
SSENKILEKNFKGLTHSANASLEVSDIVKLQVQKVLLIKKIEDLRKIELFLKNAQLKD
SIHVPNIYKPQONKPEPYYLIVLKKEVDKLKEFIPKVKDMLKKEQAVLSSITQPLVAAS
ETTEDGGHSTHTLSQSGETEVTEETEETVGHTTTVTITLPPKEVKVVENS IEHKSNDN
SQALTKTVYLKKLDEFLTKSYICHKYILVSNSSMDOKLLEVYNLTPEENELKSCDRLD
LLENIQNNIPAMYSLYDSMNNDLQHLFFELYQKEMIYYLHKLKEENHIKKLLEEPKQT
TGTSSTSSPGNTTVNTAQSATHSNSQNQOQSNASSTNTONGVAVSSGPAVVEESHDPLT
VLSISNDLKGIVSLLNLGNKTKVPNPLTISTTEMEKFYENILKIMIPIFNDDIKQFVK
SNSKVITGLTETQKNALNDE IKKLKDTLQLSFDLYNKYKLKLDRLFNKKKELGQDKMQ
IKKLTLLKEQLESKLNSLNNPHNVLONFSVFFNKKKEAEIAETENTLENTKILLKHYK
GLVKYYNGESSPLKTLSEVSIQTEDNYANLEKFRVLSKIDGKLNDNLHLGKKKLSFLS
SGLHHLITELKEVIKNKNYTGNSPSENNKKVNEALKSYENFLPEAKVTTVVTPPQPDV
TPSPLSVRVSGSSGSTKEETQIPTSGSLLTELQQVVQLONYDEEDDSLVVLPIFGESE
DNDEYLDQVVTGEAISVTMDNILSGFENEYDVIYLKPLAGVYRSLKKQIEKNIFTFNL
NLNDILNSRLKKRKYFLDVLESDLMOFKHISSNEYIIEDSFKLLNSEQKNTLLKSYKY
IKESVENDIKFAQEGISYYEKVLAKYKDDLESIKKVIKEEKEFPSSPPTTPPSPAKTD
EQKKESKFLPFLTNIETLYNNLVNKIDDYLINLKAKINDCNVEKDEAHVKITKLSDLK
AIDDKIDLFKNPYDFEAIKKLINDDTKKDMLGKLLSTGLVONFPNTIISKLIEGKFQD
MLNISQHQCVKKQCPQONSGCFRHLDEREECKCLLNYKQEGDKCVENPNPTCNENNGGC
DADAKCTEEDSGSNGKKITCECTKPDSYPLFDGIFCSSSNFLGISFLLILMLILYSFI
>MSP1 PLAFC
MKIIFFLCSFLFFIINTQCVTHESYQELVKKLEALEDAVLTGYGLFHKEKMILNEEET
TTKGASAQSGTSGTSGTSGTSGTSGTSGTSAQSGTSGTSAQSGTSGTSAQSGTSGTSG
TSGTSPSSRSNTLPRSNTSSGASPPADASDSDAKSYADLKHRVRNYLFTIKELKYPEL
FDLTNHMLTLCDNIHGFKYLIDGYEEINELLYKLNFYFDLLRAKLNDVCANDYCQIPF
NLKIRANELDVLKKLVFGYRKPLDNIKDNVGKMEDY IKKNKTTIANINELIEGSKKTI
DONKNADNEEGKKKLYQAQYDLSIYNKQLEEAHNLISVLEKRIDTLKKNENIKELLDK
INEIKNPPPANSGNTPNTLLDKNKKIEEHEEKIKEIAKTIKFNIDSLFTDPLELEYYL
REKNKKVDVTPKSQDPTKSVQIPKVPYPNGIVYPLPLTDIHNSLAADNDKNSYGDLMN
PDTKEKINEKIITDNKERKIFINNIKKQIDLEEKKINHTKEQNKKLLEDYEKSKKDYE
ELLEKFYEMKFNNNFDKDVVDKIFSARYTYNVEKQRYNNKFSSSNNSVYNVOKLKKAL
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SYLEDYSLRKGISEKDEFNHYYTLKTGLEADIKKLTEEIKSSENKILEKNFKGLTHSAN
ASLEVYDIVKLQVQKVLLIKKIEDLRKIELFLKNAQLKDSIHVPNIYKPONKPEPYYL
IVLKKEVDKLKEFIPKVKDMLKKEQAVLSSITQPLVAASETTEDGGHSTHTLSQSGET
EVITEETEETEETVGHTTTVTITLPPKEVKVVENSIEHKSNDNSQALTKTVYLKKLDEF
LTKSYICHKYILVSNSSMDOQKLLEVYNLTPEEENELKSCDPLDLLENIQNNIPAMY ST
YDSMNNDLQHLFFELYQKEMIYYLHKLKEENHIKKLLEEQKQITGTSSTSSPGNTTVN
TAQSATHSNSONQOSNASSTNTONGVAVSSGPAVVEESHDPLTVLSISNDLKGIVSLL
NLGNKTKVPNPLTISTTEMEKFYENILKNNDTYFNDDIKQFVKSNSKVITGLTETQKN
ALNDETKKLKDTLQLSFDLYNKYKLKLDRLENKKKELGQDKMOIKKLTLLKEQLESKL
NSLNNPHNVLONFSVFEFNKKKEAEIAETENTLENTKILLKHYKGLVKYYNGESSPLKT
LSEVSIQTEDNYANLEKFRVLSKIDGKLNDNLHLGKKKLSFLSSGLHHLITELKEVIK
NKNYTGNSPSENNKKVNEALKSYENFLPEAKVTTVVTPPQPDVTPSPLSVRVSGSSGS
TKEETQIPTSGSLLTELQQVVQLONYDEEDDSLVVLPIFGESEDNDEYLDQVVTGEAT
SVTMDNILSGFENEYDVIYLKPLAGVYRSLKKQIEKNIFTENLNLNDILNSRLKKRKY
FLDVLESDLMQFKHISSNEYTITEDSFKLLNSEQKNTLLKSYKYIKESVENDIKFAQEG
ISYYEKVLAKYKDDLESIKKVIKEEKEKFPSSPPTTPPSPAKTDEQKKESKEFLPFLTN
IETLYNNLVNKIDDYLINLKAKINDCNVEKDEAHVKITKLSDLKATIDDKIDLEFKNHND
FEATKKLINDDTKKDMLGKLLSTGLVONFPNTITISKLIEGKFODMLNISQHQCVKKQC
PENSGCFRHLDEREECKCLLNYKQEGDKCVENPNPTCNENNGGCDADAKCTEEDSGSN
GKKITCECTKPDSYPLFDGIFCSSSNFLGISFLLILMLILYSFEFI

>MSP1 PLAFD
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLNEGTS
GTAVTTSTPGSKGSVASGGSGGSVASGGSVASGGSGNSRRTNPSDNSSDSDAKSYADL
KHRVRNYLLTIKELKYPQLEFDLTNHMLTLCDNIHGFKYLIDGYEEINELLYKLNEFYFD
LLRAKLNDVCANDYCQIPFNLKIRANELDVLKKLVFGYRKPLDNIKDNVGKMEDY IKK
K

>MSP1 PLAFF
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLNEGTS
GTAVTTSTPGSSGSVTSGGSVASVASVASGGSGGSVASGGSGNSRRTNPSDNSSDSNT
KTYADLKHRVONYLFTIKELKYPELFDLTNHMLTLSKNVDGFKYLIDGYEEINELLYK
ILNFYYDLLRAKLNDACANSYCQIPFNLKIRANELDVLKKIVFGYRKPLDNIKDNVGKM
EDYIKKNKTTIANINELIEGSKKTIDONKNADNEEGKKKLYQAQYNLFIYNKQLQEAH
NLISVLEKRIDTLKKNENIKKLLEDIDKIKTDAENPTTGSKPNPLPENKKKEVEGHEE
KIKETAKTIKENIDSLETDPLELEYYLREKNKKVDVTPKSQDPTKSVQIPKVPYPNGI
VYPLPLTDIHNSLAADNDKNSYGDLMNPDTKEKINEKITTDNKERKIFINNIKKQIDL
EEKNINHTKEQNKKLLEDYEKSKKDYEELLEKFYEMKENNNEFDKDVVDKIFSARYTYN
VEKQRYNNKESSSNNSVYNVOQKLKKALSYLEDYSLRKGISEKDEFNHYYTLKTGLEADT
KKLTEEIKSSENKILEKNFKGLTHSANASLEVSDIVKLOQVOKVLLIKKIEDLRKIELF
LKNAQLKDSTHVPNIYKPONKPEPYYLIVLKKEVDKLKEFIPKVKDMLKKEQAVLSST
TOPLVAASETTEDGGHSTHTLSQSGETEVTEETEVTEETVGHTTTVTITLPPKEESAP
KEVKVVENSIEHKSNDNSQALTKTVYLKKLDEFLTKSYICHKYILVSNSSMDOQKLLEV
YNLTPEEENELKSCDPLDLLENIQNNIPAMYSLYDSMNIDLQHLFFELYQKEMIYYLH
KLKEENHIKKLLEEQKQITGTSSTSSPGNTTVNTAQSATHSNSQNQQSNASSTNTONG
VAVSSGPAVVEESHDPLTVLSISNDLKGIVSLLNLGNKTKVPNPLTISTTEMEKEFYEN
ILKNNDTYEFNDDIKQFVKSNSKVITGLTETQKNALNDEIKKLKDTLOLSEFDLYNKYKL
KLDRLENKKKELGODKMQIKKLTLLKEQLESKLNSLNNPHNVLONFSVEFEFNKKKEAET
AETENTLENTKILLKHYKGLVKYYNGESSPLKTLSEVSIQTEDNYANLEKFRALSKID
GKLNDNLHLGKKKLSFLSSGLHHLTITELKEVIKNKNYTGNSPSENNKKVNEALKSYEN
FLPEAKVTTVVTPPQPDVTPSPLSVRVSGSSGSTKEETQIPTSGSLLTELQQVVQLON
YDEEDDSLVVLPIFGESEDNDEYLDQVVTGEAISVTMDNILSGFENEYDVIYLKPLAG
VYRSLKKQIEKNIITENLNLNDILNSRLKKRKYFLDVLESDLMQFKHISSNEYIIEDS
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FKLLNSEQKNTLLKSYKYIKESVENDIKFAQEGISYYEKVLAKYKDDLESTKKVIKEE
KEKFPSSPPTTPPSPAKTDEQKKESKFLPFLTNIETLYNNLVNKIDDYLINLKAKIND
CNVEKDEAHVKITKLSDLKAIDDKIDLEFKNTNDFEATIKKLINDDTKKDMLGKLLSTGL
VONEFPNTITISKLIEGKFQDMLNISQHQCVKKQCPENSGCFRHLDEREECKCLLNYKQE
GDKCVENPNPTCNENNGGCDADATCTEEDSGSSRKKITCECTKPDSYPLEFDGIFCSSS
NFLGISFLLILMLILYSFTI

>MSP1 PLAFK
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFHKEKMILNEEET
TTKGASAQSGTSGTSGTSGPSGPSGTSPSSRSNTLPRSNTSSGASPPADASDSDAKSY
ADLKHRVRNYLLTIKELKYPQLFDLTNHMLTLCDNIHGFKYLIDGYEEINELLYKLNF
YFDLLRAKLNDVCANDYCQIPEFNLKIRANELDVLKKLVFGYRKPLDNIKDNVGKMEDY
IKKNKKTIENINELIEESKKTIDKNKNATKEEEKKKLYQAQYDLSTIYNKQLEEAHNLT
SVLEKRIDTLKKNENIKELLDKINEIKNPPPANSGNTPNTLLDKNKKIEEHEKE IKE I
AKTIKFNIDSLEFTDPLELEYYLREKNKNIDISAKVETKESTEPNEYPNGVTYPLSYND
INNALNELNSEGDLINPFDYTKEPSKNIYTDNERKKFINEIKEKIKIEKKKIESDKKS
YEDRSKSLNDITKEYEKLLNEIYDSKENNNIDLTNFEKMMGKRYSYKVEKLTHHNTFA
SYENSKHNLEKLTKALKYMEDYSLRNIVVEKELKYYKNLISKIENEIETLVENIKKDE
EQLFEKKITKDENKPDEKILEVSDIVKVQVOKVLLMNKIDELKKTQLILKNVELKHNT
HVPNSYKQENKQEPYYLIVLKKEIDKLKVFMPKVESLINEEKKNIKTEGQSDNSEPST
EGEITGQATTKPGQQAGSALEGDSVQAQAQEQKQAQPPVPVPVPEAKAQVPTPPAPVN
NKTENVSKLDYLEKLYEFLNTSYICHKYILVSHSTMNEKILKQYKITKEEESKLSSCD
PLDLLENIQNNIPVMYSMEDSLNNSLSQLFMETIYEKEMVCNLYKLKDNDKIKNLLEEA
KKVSTSVKTLSSSSMQOPLSLTPODKPEVSANDDTSHSTNLNNSLKLFENILSTLGKNKN
IYQELIGOKSSENFYEKILKDSDTFYNESFTNFVKSKADDINSLNDESKRKKLEEDIN
KLKKTLOQLSFDLYNKYKLKLERLEFDKKKTVGKYKMOQIKKLTLLKEQLESKLNSLNNPK
HVLONFSVFEFNKKKEAETAETENTLENTKILLKHYKGLVKYYNGESSPLKTLSEESTQ
TEDNYASLENFKVLSKLEGKLKDNLNLEKKKLSYLSSGLHHLTAELKEVIKNKNYTGN
SPSENNTDVNNALESYKKFLPEGTDVATVVSESGSDTLEQSQPKKPASTHVGAESNT I
TTSONVDDEVDDVIIVPIFGESEEDYDDLGQVVTGEAVTPSVIDNILSKIENEYEVLY
LKPLAGVYRSLKKQLENNVMTENVNVKDILNSRENKRENFKNVLESDLIPYKDLTSSN
YVVKDPYKFLNKEKRDKFLSSYNYIKDSIDTDINFANDVLGYYKILSEKYKSDLDSIK
KYINDKQGENEKYLPFLNNIETLYKTVNDKIDLEVIHLEAKVLNYTYEKSNVEVKIKE
LNYLKTIQODKLADFKKNNNEFVGIADLSTDYNHNNLLTKEFLSTGMVFENLAKTVLSNLL
DGNLQGMLNISQHQCVKKQCPONSGCFRHLDEREECKCLLNYKQEGDKCVENPNPTCN
ENNGGCDADAKCTEEDSGSNGKKITCECTKPDSYPLEFDGIFCSSSNFLGISFLLTILML
ILYSFI

>MSP1 PLAFM
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLNEGTS
GTAVTTSTPGSSGSVTSGGSVASVASVASGGSGGSVASGGSGNSRRTNPSDNSSDSNT
KTYADLKHRVONYLFTIKELKYPELFDLTNHMLTLSKNVDGFKYLIDGYEEINELLYK
ILNFYYDLLRAKLNDACANSYCQIPFNLKIRANELDVLKKIVFGYRKPLDNIKDNVGKM
EDYIKKNKTTIANINELIEGSKKTIDONKNADNEEGKKKLYQAQYNLFIYNKQLQEAH
NLTISVLEKRIDTLKKNENIKKLLEDIDKIKTDAENPTTGSKPNPLPENKKKEVEGHEE
KIKETAKTIKENIDSLETDPLELEYYLREKNKKVDVTPKSQDPTKSVQIPKVPYPNGI
VYPLPLTDIHNSLAADNDKNSYGDLMNPDTKEKINEKITTDNKERKIFINNIKKQIDL
EEKNINHTKEQNKKLLEDYEKSKKDYEELLEKFYEMKENNNEFDKDVVDKIFSARYTYN
VEKQRYNNKEFSSSNNSVYNVOQKLKKALSYLEDYSLRKGISEKDENHYYTLKTGLEADT
KKLTEEIKSSENKILEKNFKGLTHSANASLEVSDIVKLOQVOKVLLIKKIEDLRKIELF
LKNAQLKDSTHVPNIYKPONKPEPYYLIVLKKEVDKLKEFIPKVKDMLKKEQAVLSST
TOPLVAASETTEDGGHSTHTLSQSGETEVTEETEVTEETVGHTTTVTITLPPKEESAP
KEVKVVENSIEHKSNDNSQALTKTVYLKKLDEFLTKSYICHKYILVSNSSMDOQKLLEV
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YNLTPEEENELKSCDPLDLLENIQNNIPAMYSLYDSMNNDLQHLFFELYQKEMIYYLH
KLKEENHIKKLLEEQKQITGTSSTSSPGNTTVNTAQSATHSNSQNQQOSNASSTNTONG
VAVSSGPAVVEESHDPLTVLSISNDLKGIVSLLNLGNKTKVPNPLTISTTEMEKEFYEN
ILKNNDTYEFNDDIKQFVKSNSKVITGLTETQKNALNDEIKKLKDTLOLSEFDLYNKYKL
KLDRLENKKKELGODKMQIKKLTLLKEQLESKLNSLNNPHNVLONFSVFEFNKKKEAET
AETENTLENTKILLKHYKGLVKYYNGESSPLKTLSEVSIQTEDNYANLEKFRALSKID
GKLNDNLHLGKKKLSFLSSGLHHLTITELKEVIKNKNYTGNSPSENNKKVNEALKSYEN
FLPEAKVTTVVTPPQPDVTPSPLSVRVSGSSGSTKEETQIPTSGSLLTELQQVVQLON
YDEEDDSLVVLPIFGESEDNDEYLDQVVTGEAISVTMDNILSGFENEYDVIYLKPLAG
VYRSLKKQIEKNIITENLNLNDILNSRLKKRKYFLDVLESDLMQFKHISSNEYIIEDS
FKLLNSEQKNTLLKSYKYIKESVENDIKFAQEGISYYEKVLAKYKDDLESTKKVIKEE
KEKFPSSPPTTPPSPAKTDEQKKESKFLPFLTNIETLYNNLVNKIDDYLINLKAKIND
CNVEKDEAHVKITKLSDLKAIDDKIDLEFKNTNDFEATIKKLINDDTKKDMLGKLLSTGL
VONEFPNTITISKLIEGKFQDMLNISQHQCVKKQCPENSGCFRHLDEREECKCLLNYKQE
GDKCVENPNPTCNENNGGCDADATCTEEDSGSSRKKITCECTKPDSYPLEFDGIFCSSS
NFLGISFLLILMLILYSFTI

>MSP1 PLAFN
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLNEEET
TTKGASAQSGASAQSGASAQSGASAQSGTSGPSGPSGTSPSSRSNTLPRSNTSSGASP
PADASDSDAKSYADLKHRVRNYLFTIKQLKYPESLDLPNHMLTLCDNIHGFKYLIDGY
EEINELLYKLNFYFSLLRAKLNDVCANDYCQIPFNLKIRANELDVLKKLVFGYRKPLD
NIKDNVGKMEDYIKKNKTTIANINELTIEGSKKTIDONKNADNEEGKKKT

>MSP1 PLAFP
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYGLFHKEKMILNEEET
TTKGASAQSGTSGTSGTSGTSGTSGTSGTSAQSGTSGTSAQSGTSGTSAQSGTSGTSG
TSGTSPSSRSNTLPRSNTSSGASPPADASDSDAKSYADLKHRVRNYLEFTIKELKYPEL
FDLTNHMLTLCDNIHGFKYLIDGYEEINELLYKLNEFYFDLLRAKLNDVCANDYCQTIPF
NLKIRANELDVLKKLVFGYRKPLDNIKDNVGKMEDY IKKNKTTIANINELIEGSKKTI
DONKNADNEEGKKKLYQAQYDLSTIYNKQLEEAHNLTI SVLEKRIDTLKKNENIKELLDK
INEIKNPPPANSGNTPNTLLDKNKKIEEHEEKIKEIAKTIKFNIDSLEFTDPLELEYYL
REKNKKVDVTPKSQDPTKSVQIPKVPYPNGIVYPLPLTDIHNSLAADNDKNSYGDLMN
PDTKEKINEKITITDNKERKIFINNIKKQIDLEEKKINHTKEQNKKLLEDYEKSKKDYE
ELLEKFYEMKENNNEFDKDVVDKIFSARYTYNVEKQRYNNKESSSNNSVYNVQKLKKAL
SYLEDYSLRKGISEKDEFNHYYTLKTGLEADIKKLTEEIKSSENKILEKNFKGLTHSAN
ASLEVYDIVKLQVQKVLLIKKIEDLRKIELFLKNAQLKDSIHVPNIYKPONKPEPYYL
IVLKKEVDKLKEFIPKVKDMLKKEQAVLSSITQPLVAASETTEDGGHSTHTLSQSGET
EVITEETEETEETVGHTTTVTITLPPKEVKVVENSIEHKSNDNSQALTKTVYLKKLDEF
LTKSYICHKYILVSNSSMDOQKLLEVYNLTPEEENELKSCDPLDLLENIQNNIPAMY ST
YDSMNNDLQHLFFELYQKEMIYYLHKLKEENHIKKLLEEQKQITGTSSTSSPGNTTVN
TAQSATHSNSONQOSNASSTNTONGVAVSSGPAVVEESHDPLTVLSISNDLKGIVSLL
NLGNKTKVPNPLTISTTEMEKFYENILKNNDTYFNDDIKQFVKSNSKVITGLTETQKN
ALNDETKKLKDTLQLSFDLYNKYKLKLDRLENKKKELGQDKMOIKKLTLLKEQLESKL
NSLNNPHNVLONFSVFEFNKKKEAEIAETENTLENTKILLKHYKGLVKYYNGESSPLKT
LSEVSIQTEDNYANLEKFRVLSKIDGKLNDNLHLGKKKLSFLSSGLHQLITELKEVIK
NKNYTGNSPSENNKKVNEALKSYENFLPEAKVTTVVTPPQPDVTPSPLSVRVSGSSGS
TKEETQIPTSGSLLTELQQVVQLONYDEEDDSLVVLPIFGESEDNDEYLDQVVTGEAT
SVTMDNILSGFENEYDVIYLKPLAGVYRSLKKQIEKNIFTENLNLNDILNSRLKKRKY
FLDVLESDLMQFKHISSNEYTITEDSFKLLNSEQKNTLLKSYKYIKESVENDIKFAQEG
ISYYEKVLAKYKDDLESIKKVIKEEKEKFPSSPPTTPPSPAKTDEQKKESKEFLPFLTN
IETLYNNLVNKIDDYLINLKAKINDCNVEKDEAHVKITKLSDLKAIDDKIDLEFKNHND
FDATIKKLINDDTKKDMLGKLLSTGLVONFPNTITISKLIEGKFODMLNISQHQCVKKQC
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PENSGCFRHLDEREECKCLLNYKQEGDKCVENPNPTCNENNGGCDADAKCTEEDSGSN
GKKITCECTKPDSYPLEFDGIFCSSSNFLGISFLLILMLILYSFEFI

>MSP1 PLAFW
MKITFFLCSFLEFIINTQCVTHESYQELVKKLEALEDAVLTGYSLFQKEKMVLNEGTS
GTAVTTSTPGSKGSVASGGSGGSVASGGSVASGGSVASGGSVASGGSGNSRRTNPSDN
SSDSDAKSYADLKHRVRNYLLTIKELKYPQLFDLTNHMLTLCDNIHGFKYLIDGYEET
NELLYKLNEFYFDLLRAKLNDVCANDYCQIPEFNLKIRANELDVLKKLVFGYRKPLDNIK
DNVGKMEDYIKKNKKTIENINELTEESKKTIDKNKNATKEEEKKKLYQAQYDLSIYNK
QLEEAHNLISVLEKRIDTLKKNENIKELLDKINEIKNPPPANSGNTPNTLLDKNKKIE
EHEKEIKETIAKTIKENIDSLEFTDPLELEYYLREKNKNIDISAKVETKESTEPNEYPNG
VTYPLSYNDINNALNELNSFGDLINPFDYTKEPSKNIYTDNERKKFINEIKEKIKIEK
KKIESDKKSYEDRSKSLNDITKEYEKLLNETYDSKENNNIDLTNFEKMMGKRYSYKVE
KLTHENTFASYENSKHNLEKLTKALKYMEDYSLRNIVVEKELKYYKNLTISKTIENEIET
LVENIKKDEEQLFEKKITKDENKPDEKILEVSDIVKVQVQKVLLMNKIDELKKTQLTT
KNVELKHNIHVPNSYKQENKQEPYYLIVLKKE IDKLKVFMPKVESLINEEKKNIKTEG
QSDNSEPSTEGEITGQATTKPGQQAGSALEGDSVQAQAQEQKQAQPPVPVPVPEAKAQ
VPTPPAPVNNKTENVSKLDYLEKLYEFLNTSYICHKYILVSHSTMNEKILKQYKITKE
EESKLSSCDPLDLLENIQNNIPVMYSMEDSLNNSLSQLFMEIYEKEMVCNLYKLKDND
KIKNLLEEAKKVSTSVKTLSSSSMQPLSLTPODKPEVSANDDTSHSTNLNNSLKLFEN
ILSLGKNKNIYQELIGOKSSENFYEKILKDSDTFYNESFTNFVKSKADDINSLNDESK
RKKLEEDINKLKKTLOQLSFDLYNKYKLKLERLEFDKKKTVGKYKMQTKKLTLLKEQLES
KLNSLNNPKHVLONFSVFEFNKKKEAEIAETENTLENTKILLKHYKGLVKYYNGESSPL
KTLSEESTIQTEDNYASLENFKVLSKLEGKLKDNLNLEKKKLSYLSSGLHHLTAELKEV
IKNKNYTGNSPSENNTDVNNALESYKKFLPEGTDVATVVSESGSDTLEQSQPKKPAST
HVGAESNTITTSQONVDDEVDDVIIVPIFGESEEDYDDLGQVVTGEAVTPSVIDNILSK
IENEYEVLYLKPLAGVYRSLKKQLENNVMTENVNVKDILNSRENKRENFKNVLESDLT
PYKDLTSSNYVVKDPYKFLNKEKRDKFLSSYNYIKDSIDTDINFANDVLGYYKILSEK
YKSDLDSTKKYINDKQGENEKYLPFLNNIETLYKTVNDKIDLEFVIHLEAKVLNYTYEK
SNVEVKIKELNYLKTIQDKLADFKKNNNEFVGIADLSTDYNHNNLLTKFLSTGMVFEENL
AKTVLSNLLDGNLQGMLNISQHQCVKKQCPONSGCFRHLDEREECKCLLNYKQEGDKC
VENPNPTCNENNGGCDADAKCTEEDSGSNGKKITCECTKPDSYPLFDGIFCSSSNEFLG
ISFLLILMLILYSFI

>MYOA PLAF7
MAVTNEETIKTASKIVRRVSNVEAFDKSGSVFKGYQIWTDISPTIENDPNIMEVKCVVQ
QGSKKEKLTVVQIDPPGTGTPYDIDPTHAWNCNSQVDPMSEFGDIGLLNHTNIPCVLDF
LKHRYLKNQIYTTAVPLIVAINPYKDLGNTTNEWIRRYRDTADHTKLPPHVEFTCAREA
LSNLHGVNKSQTIIVSGESGAGKTEATKQIMRYFASSKSGNMDLRIQTAIMAANPVLE
AFGNAKTIRNNNSSREGREFMQLVISHEGGIRYGSVVAFLLEKSRIITQDDNERSYHIF
YOFLKGANSTMKSKFGLKGVTEYKLLNPNSTEVSGVDDVKDFEEVIESLKNMELSESD
IEVIFSIVAGILTLGNVRLIEKQEAGLSDAAAIMDEDMGVENKACELMYLDPELTKRE
ILIKVTVAGGTKIEGRWNKNDAEVLKSSLCKAMYEKLFLWIIRHLNSRIEPEGGFKTF
MGMLDIFGFEVEFKNNSLEQLFINITNEMLOKNEFVDIVFERESKLYKDEGISTAELKYT
SNKEVINVLCEKGKSVLSYLEDQCLAPGGTDEKFVSSCATNLKENNKETPAKVASNKN
FITQHTIGPIQYCAESFLLKNKDVLRGDLVEVIKDSPNPIVQOQLFEGQVIEKGKIAKG
SLIGSQFLNQLTSLMNLINSTEPHFIRCIKPNENKKPLEWCEPKILIQLHALSTILEAL
VLROLGYSYRRTFEEFLYQYKEFVDIAAAEDSSVENQNKCVNILKLSGLSESMYKIGKS
MVEFLKQEGAKILTKIQREKLVEWENCVSVIEAATILKHKYKQKVNKNIPSLLRVQAHIR
KKMVAQ

>MYOA PLAFB
MAVTNEETIKTASKIVRRVSNVEAFDKSGSVFKGYQIWTDISPTIENDPNIMEVKCVVQ
QGSKKEKLTVVQIDPPGTGTPYDIDPTHAWNCNSQVDPMSEFGDIGLLNHTNIPCVLDF



127

LKHRYLKNQIYTTAVPLIVAINPYKDLGNTTNEWIRRYRDTADHTKLPPHVFTCAREA
LSNLHGVNKSQTIIVSGESGAGKTEATKQIMRYFASSKSGNMDLRIQTAIMAANPVLE
AFGNAKTIRNNNSSRFGRFMQLVISHEGGIRYGSVVAFLLEKSRIITQDDNERSYHIF
YOFLKGANSTMKSKFGLKGVTEYKLLNPNSTEVSGVDDVKDFEEVIESLKNMELSESD
IEVIFSIVAGILTLGNVRLIEKQEAGLSDAAAIMDEDMGVFNKACELMYLDPELIKRE
ILIKVTVAGGTKIEGRWNKNDAEVLKSSLCKAMYEKLFLWIIRHLNSRIEPEGGFKTF
MGMLDIFGFEVFKNNSLEQLFINITNEMLQKNFVDIVFERESKLYKDEGISTAELKYT
SNKEVINVLCEKGKSVLSYLEDQCLAPGGTDEKFVSSCATNLKENNKFTPAKVASNKN
FIIQHTIGPIQYCAESFLLKNKDVLRGDLVEVIKDSPNPIVQQLFEGQVIEKGKIAKG
SLIGSQFLNQLTSLMNLINSTEPHFIRCIKPNENKKPLEWCEPKILIQLHALSILEAL
VLRQLGYSYRRTFEEFLYQYKFVDIAAAEDSSVENQNKCVNILKLSGLSESMYKIGKS
MVFLKQEGAKILTKIQREKLVEWENCVSVIEAATILKHKYKQKVNKNIPSLLRVQAHIR
KKMVAQ

>NMT_PLAF7
MNDDKKDFVGRDLYQLIRNAKDKIKIDYKFWYTQPVPKINDEFDENVNEPFISDNKVE
DVRKEEYKLPSGYAWCVCDITKENDRSDIYNLLTDNYVEDDDNVFREFNYSSEFLLWAL
SSPNYVKNWHIGVKYESTNKLVGFISAIPIDMCVNKNIIKMAEVNFLCVHKSLRSKRL
APVLIKEITRRINLESIWQAIYTAGVYLPKPISTARYFHRSINVKKLIEIGFSCLNTR
LTMSRATIKLYRIDDTLNIKNLRLMKKKDIDGLQKLLNEHLKQYNLHAIFSKEDVAHWF
TPIDQVIYTYVNEENGEIKDLISFYSLPSKVLGNNKYNILNAAFSFYNITTTTTFKNL
IQDAICLAKRNNFDVEFNALEVMDNY SVFQDLKFGEGDGSLKYYLYNWKCASCHPSKIG
IVLL

>OAT_ PLAF7
MDFVKELKSSQDYMNNELTYGAHNYDPIPVVLKRGKGVFVYDIEDRRYYDFLSAYSSV
NQGHCHPDILNAMINQAKKLTICSRAFFSDSLGVCERYLTNLFGYDKVLMMNTGAEAS
ETAYKLCRKWGYEVKKIPENSAKI IVCNNNFSGRTLGCVSASTDKKCKNNFGPFVPNFE
LKVPYDDLEALEKELQDPNVCAFIVEPVQGEAGVIVPSDSYFPGVASLCKKYNVLEVA
DEVQTGLGRTGKLLCTHHYGVKPDVILLGKALSGGHYPISAILANDDVMLVLKPGEHG
STYGGNPLAAAICVEALKVLINEKLCENADKLGAPFLONLKEQLKDSKVVREVRGKGL
LCAIEFKNDLVNVWDICLKFKENGLITRSVHDKTVRLTPPLCITKEQLDECTEI IVKT
VKFFDDNL

>OAT_ PLAFD
MDFVKELKSSQDYMNNELTYGAHNYDPIPVVLKRGKGVFVYDIEDRRYYDFLSAYSSV
NQGHCHPDILNAMINQAKKLTICSRAFFSDSLGVCERYLTNLFGYDKVLMMNTGAEAS
ETAYKLCRKWGYEVKKIPENSAKI IVCNNNFSGRTLGCVSASTDKKCKNNFGPFVPNE
LKVPYDDLEALEKELQDPNVCAFIVEPVQGEAGVIVPSDSYFPGVASLCKKYNVLEVA
DEVQTGLGRTGKLLCTHHYGVKPDVILLGKALSGGHYPISAILANDDVMLVLKPGEHG
STYGGNPLAAAICVEALKVLINEKLCENADKLGAPFLONLKEQLKDSKVVREVRGKGL
LCAIEFKNDLVNVWDICLKFKENGLITRSVHDKTVRLTPPLCITKEQLDECTEI IVKT
VKFFDDNL

>ORA_PLAFN
KKVLSFSHSLNTYEGTGVPEKIYNEEKNNGKFRLLGLYGNNSTNWLITDCACMISGVT
TLVMHSKFSIDIIIDILNNTKLEWLCLDLDLVEGLLCRKNELPYLKKLIILDNLTKRS
EMKIENEEKSNGSRKSSNKQKYNESDKREDISLCALECDKEKIEKINSLKEKAKTLGL
SIIVFDNMTENKIANVTVONEDPNFIASIVYTSGTSGKPKGVMLSNRNLYNGVIPPCD
CNIIKKYPLTTHLSYLPVSHIYERVIFFIALFLGVKINIWSRDIKFLNTDICNSKAET
ILGVPKVFNRMYATIMTKINNLSRCKKWIAKQAINLRKGKNNGNFSKVVEGITNISRK
IKDKINPNMDVILNGGGKLSPEVAEGLSVLLNVKYYQGYGLTESTGPIFLQDVDDCNT
ESMGVAVSPSTRYKVRTWEIYKATDT I PKGELLIKSDSMFSGYFLEKESTEHAFTNDG
YFKTGDIVQINDNGSLTFLDRSKGLVKLSQGEYIETEMINNLYSQIPFVNFCVAYGDD
SMDGPLGIISVDKHKLFTFLKNDNMLKTTGVDEKNFSEKLIDETLNDPIYVDYVKGKM
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MEIYKKTNLNRYNVINDIYLTSKPWDTTNYLTPTLKIRRFNVFKDFSFFIDEVKKKYE
EKLSGSSTGSMNNGKSGSKSDIKGGSKDDIKSGSKDDIKSGSKADIKSGSKDDIKSGS
KDHIK

>0S25 PLAFO
MNKLYSLFLFLFIQLSIKYNNAKVTVDTVCKRGFLIQMSGHLECKCENDLVLVNEETC
EEKVLKCDEKTVNKPCGDFSKCIKIDGNPVSYACKCNLGYDMVNNVCIPNECKNVTCG
NGKCILDTSNPVKTGVCSCNIGKVPNVQDONKCSKDGETKCSLKCLKENETCKAVDGT
YKCDCKDGFIIDNESSICTAFSAYNILNLSIMFILFSVCFFIM

>PCNA_PLAF7
MLEAKLNNASILKKLFECIKDLVNDANVDADESGLKLQALDGNHVSLVSLHLLDSGES
HYRCDRERVLGVNIASLNKVFKLCGANESVVISSKDDEDNLNFVFENNKEDKVTNFSL
KLMSIELDSLNIPDCEEGFDAEVELSSKELTNIFRNLSEFSDTVFIEIDSNCIKFTTK
GIVGDAEVALKPRDSTSEDDIGVTIKSKKKIKQSFAIKYLNLFSKSNILADVVVLGLS
DSRPIEFKYEIKDTSPDSDTLKIGFVKFFLAPKMDDDMDNKD

>PCNA PLAFK
MLEAKLNNASILKKLFECIKDLVNDANVDADESGLKLQALDGNHVSLVSLHLLDSGES
HYRCDRERVLGVNIASLNKVFKLCGANESVVISSKDDEDNLNFVFENNKEDKVTNFSL
KLMSIELDSLNIPDCEEGFDAEVELSSKELTNIFRNLSEFSDTVFIEIDSNCIKFTTK
GIVGDAEVALKPRDSTSEDDIGVTIKSKKKIKQSFAIKYLNLFSKSNILADVVVLGLS
DSRPIEFKYEIKDTSPDSDTLKIGFVKFFLAPKMDDDMDNKD

>PCY1 PLAFK
MDSSNYFHDCKTMLSEHNESIESSNNDINGKQKEHIKKGNSENQDVDPDTNPDAVPDD
DDDDDDNSNDESEYESSQMDSEKNKGS IKNSKNVVIYADGVYDMLHLGHMKQLEQAKK
LFENTTLIVGVTSDNETKLFKGQVVQTLEERTETLKHIRWVDEI ISPCPWVVTPEFLE
KYKIDYVAHDDIPYANNQKKKKKKKSKGKSFSFDEENEDI YAWLKRAGKFKATORTEG
VSTTDLIVRILKNYEDYIERSLQRGIHPNELNIGVTKAQSIKMKKNLIRWGEKVTDEL
TKVTLTDKPLGTDFDQGVENLQVKFKELFKIWKNASNKLITDFTRKLEATSYLTSIQON
IIDYEIENDDYASSNFDDETSS

>PEBP PLAFA
MTIPTISELKKDRIIPHVFPNDKIDLNVDLFISFKAGKEVNHGNVLDIAGTGSVPRNI
KFSEEPPDGYCFVLFMVDPDYPSRLRPDGKEY IHWVVSGIKTKELIKGTQKNCVTILP
YVGPSIKKGTGLHRISFIISLIKEEDKDNITGLPHYKGEKYITRVKFNNYESVHNIAQ
INNMKIVGYNWCQIEG

>PF12 PLAFA
MIKLSKKYCLGISFVLYILLSVCEGHKNLTCDFNDVYKLEFHPNQQTSVTKLCNVTPN
VLEKVTIKCGSDKLNYNLYPPTCFEEVYASRNMMHLKKIKEFVIGSSMFMRRSLTPNK
INEVSFRIPPNMMPEKPIYCFCENKKTITINGSNGNPSSKKDIINRGIVEIIIPSLNE
KVKGCDFTTSESTIFSKGYSINEISNKSSNNQQODIVCTVKAHANDLIGFKCPSNYSVE
PHDCFVSAFNLSGKNENLENKLKLTNIIMDHYNNTFYSRLPSLISDNWKFFCVCSKDN
EKKLVFTVEASISSSNTKLASRYNTYQDYISNSSFLTLSSYCAFITFIITSFLSFIL
>PF2L_PLAFP
MILKKEKKRIYILNNNIKNLNLKENVDVLNKRHKKNIIFQTDIYICSTYKGNKNIKKK
SRTIIFIIKVNV

>PGK_PLAF7

MLGNKLSISDLKDIKNKKVLVRVDFNVPIENGI IKDTNRITATLPTINHLKKEGASKI
ILISHCGRPDGLRNEKYTLKPVAETLKGLLGEEVLFLNDCVGKEVEDKINAAKENSVI
LLENLRFHIEEEGKGVDANGNKVKANKEDVEKFONDLTKLADVFINDAFGTAHRAHSS
MVGVKLNVKASGFLMKKELEYFSKALENPQRPLLAILGGAKVSDKIQLIKNLLDKVDR
MIIGGGMAYTFKKVLNNMKIGTSLFDEAGSKIVGE IMEKAKAKNVQIFLPVDFKIADN
FDNNANTKFVTDEEGI PDNWMGLDAGPKSIENYKDVILTSKTVIWNGPQGVFEMPNEA
KGSIECLNLVVEVTKKGAITIVGGGDTASLVEQQNKKNE I SHVSTGGGASLELLEGKE
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LPGVLALSNK

>PLM1 PLAF7
MALSIKEDEFSSAFAKNESAVNSSTENNNMKTWKIQKRFOQILYVFFFLLITGALFYYLT
DNVLFPKNKKINEIMNTSKHVIIGFSTENSHDRIMKTVKQHRLKNY IKESLKFFKTGL
TOKPHLGNAGDSVTLNDVANVMYYGEAQIGDNKQKFAFIFDTGSANLWVPSAQCNTIG
CKTKNLYDSNKSKTYEKDGTKVEMNYVSGTVSGFFSKDIVTIANLSFPYKFIEVTDTN
GFEPAYTLGQFDGIVGLGWKDLSIGSVDPVVVELKNONKIEQAVETFYLPEFDDKHKGY
LTIGGIEDRFYEGOLTYEKLNHDLYWQVDLDLHEFGNLTVEKATAIVDSGTSSITAPTE
FINKFFEGLDVVKIPFLPLYITTCNNPKLPTLEFRSATNVYTLEPEYYLOQIFDFGIS
LCMVSITPVDLNKNTFILGDPFMRKYFTVEFDYDNHTVGFALAKKKL

>PLM1 PLAFA
MALSIKEDEFSSAFAKNESAVNSSTENNNMKTWKIQKRFOQILYVFFFLLITGALFYYLT
DNVLFPKNKKINEIMNTSKHVIIGFSTENSHDRIMKTVKQHRLKNY IKESLKFFKTGL
TOKPHLGNAGDSVTLNDVANVMYYGEAQIGDNKQKFAFIFDTGSANLWVPSAQCNTIG
CKTKNLYDSNKSKTYEKDGTKVEMNYVSGTVSGFFSKDIVTIANLSFPYKFIEVTDTN
GFEPAYTLGQFDGIVGLGWKDLSIGSVDPVVVELKNONKIEQAVETFYLPFDDKHKGY
LTIGGIEDRFYEGOLTYEKLNHDLYWQVDLDLHFGNLTVEKATAIVDSGTSSITAPTE
FINKFFEGLDVVKIPFLPLYITTCNNPKLPTLEFRSATNVYTLEPEYYLOQIFDFGIS
LCMVSITPVDLNKNTFILGDPFMRKYFTVEFDYDNHTVGFALAKKKL

>PLMZ2 PLAFA
MDITVREHDFKHGFIKSNSTEDGLNIDNSKNKKKIQKGFQILYVLLFCSVMCGLEYYV
YENVWLORDNEMNEILKNSEHLTIGFKVENAHDRILKTIKTHKLKNY IKESVNFLNSG
LTKTNYLGSSNDNIELVDFONIMEFYGDAEVGDNQOQPFTFILDTGSANLWVPSVKCTTA
GCLTKHLYDSSKSRTYEKDGTKVEMNYVSGTVSGFEFSKDLVTVGNLSLPYKFIEVIDT
NGFEPTYTASTEFDGILGLGWKDLSIGSVDPIVVELKNONKIENALFTFYLPVHDKHTG
FLTIGGIEERFYEGPLTYEKLNHDLYWQITLDAHVGNIMLEKANCIVDSGTSAITVPT
DFLNKMLONLDVIKVPFLPFYVTLCNNSKLPTFEFTSENGKYTLEPEYYLOQHTEDVGP
GLCMLNIIGLDFPVPTFILGDPFMRKYFTVEFDYDNHSVGIALAKKNL

>PRI1 PLAF7
MKMEIVGDIKDSIVNENDLIFYYRSLCPINDLYNWLNYKNDIKGKYTKLNDPHFEFSKR
EFSFTCKKSDOQGKEEIYIRWLSESNPEEFKNKLLSDLVPIKFDIGAIYNEFPVSQKDQK
GDIFLPVQKELIFDIDMNDYDDIRTCCTDKKVCKLCWKFLTVAIVLLDTALREDFESFE
HILWVYSGRRGIHCWVADESCRYYTTDARAALADYLNILSGSDTKKKKVSIWGKDKYP
MFERAFDICYKYFDVLMEEQDFFKKGSPHVQKLIDYLPYASGKVTDPLKAMKLNELKE
YINNNNENSREIFEKEFSSIYNFLTPSNYFKRKNVSGNINMPSEFVKEIVFHFTYPRLDIT
NVSKEINHLLKSPFCIHNSTGRVCVPLDIKNINNENPOQSVPTLKLLREQFDDPKNSHT
EAENRTSLKPYIDYFRRHFTENILLSCVEKKKRLNENSKYVDYNNT

>PRI1 PLAFK
MKMEIVGDIKDSIVNENDLIFYYRSLCPINDLYNWLNYKNDIKGKYTKLNDPHFEFSKR
EFSFTCKKSDOQGKEEIYIRWLSESNPEEFKNKLLSDLVPIKFDIGAIYNEFPVSQKDQK
GDIFLPVQKELIFDIDMNDYDDIRTCCTDKKVCKLCWKFLTVAIVLLDTALREDFESFE
HILWVYSGRRGIHCWVADESCRYYTTDARAALADYLNILSGSDTKKKKVSIWGKDKYP
MFERAFDICYKYFDVLMEEQDFFKKGSPHVQKLIDYLPYASGKVTDPLKAMKLNELKE
YINNNNENSREIFEKEFSSIYNFLTPSNYFKRKNVSGNINMPSEFVKEIVFHFTYPRLDIT
NVSKEINHLLKSPFCIHNSTGRVCVPLDIKNINNENPOQSVPTLKLLREQFDDPKNSHT
EAENRTSLKPYIDYFRRHFTENILLSCVEKKKRLNENSKYVDYNNT

>PVA PLAFA
ETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGESKETGE
SKETGESKETGESKETGESKETGESKETGESKETGESKETGESKETRIYEETKYNKIT
SEFRETENVKITEESKDREGNKVSGPYENSENSNVTSESEETKKLAEKEENEGEKLGE
NVNDGASENSEDPKKLTEQEENGTKESSEETKDDKPEENEKKADNKKKKK
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>PYRD PLAF7
MISKLKPQFMFLPKKHILSYCRKDVLNLFEQKFYYTSKRKESNNMKNESLLRLINYNR
YYNKIDSNNYYNGGKILSNDRQYIYSPLCEYKKKINDISSYVSVPFKINIRNLGTSNE
VNNKKDVLDNDYIYENIKKEKSKHKKITFLLEVSLEGLYGFFESYNPEFFLYDIFLKF
CLKYIDGEICHDLFLLLGKYNILPYDTSNDSIYACTNIKHLDFINPFGVAAGEFDKNGV
CIDSILKLGEFSFIEIGTITPRGQTGNAKPRIFRDVESRSIINSCGEFNNMGCDKVTENL
ILFRKRQEEDKLLSKHIVGVSIGKNKDTVNIVDDLKYCINKIGRYADYTAINVSSPNT
PGLRDNQEAGKLKNITILSVKEEIDNLEKNNIMNDESTYNEDNKIVEKKNNENKNNSHM
MKDAKDNFLWENTTKKKPLVEVKLAPDLNQEQKKETIADVLLETNIDGMITISNTTTQIN
DIKSFENKKGGVSGAKLKDISTKEFICEMYNYTNKQIPITASGGIFSGLDALEKIEAGA
SVCOQLYSCLVEFNGMKSAVQIKRELNHLLYQRGYYNLKEATIGRKHSKS

>RAN PLAFA
MDSQEYIPQYKLILVGDGGVGKTTEVKRHLTGEFEKKYIPTLGVEVHPLKFQTNEFGKT
QFNVWDTAGQEKFGGLRDGYYIKSDCATIIMEDVSSRITYKNVPNWYRDITRVCET IPM
VLVGNKVDVKDRQVKSRQIQFHRKRNLOYYDLSARSNYNFEKPFLWLARRLSNQPNLV
FVGEHAKAPEFQIDLNIVREAEKELEQAAAVATIDEEDIEN

>RESA PLAFF
MRPFHAYSWIFSQQYMGTKNVKEKNPTIYSFDDEEKRNENKSFLKVLCSKRGVLPIIG
ILYITLNGNLGYNGSSSSGVQFTDRCSRNLYGETLPVNPYADSENPIVVSQVFGLPFE
KPTFTLESPPDIDHTNILGEFNEKFMTDVNRYRYSNNYEATPHISEFNPLIVDKVLEDY
NEKVDNLGRSGGDITKKMQTLWDE IMDINKRKYDSLKEKLQKTYSQYKVQYDMPKEAY
ESKWTQCIKLIDOQGGENLEERLNSQFKNWYRQKYLNLEEYRRLTVLNQTAWKALSNQT
QYSCRKIMNSDISSFKHINELKSLEHRAAKAAEAEMKKRAQKPKKKKSRRGWLCCGGG
DIETVEPQQEEPVQTVQEQQVNEYGDILPSLRASITNSAINYYDTVKDGVYLDHETSD
ALYTDEDLLEDLEKQKYMDMLDTSEEESVEENEEEHTVDDEHVEEHTADDEHVEEPTV
ADDEHVEEPTVADEHVEEPTVAEEHVEEPTVAEEHVEEPASDVQQTSEAAPTIEIPDT
LYYDILGVGVNADMNEITERYFKLAENYYPYQRSGSTVFHNFRKVNEAYQVLGDIDKK
RWYNKYGYDGIKQVNFMNPSIFYLLSSLEKFKDEFTGTPQIVTLLRFFFEKRLSMNDLE
NKSEHLLKFMEQYQKEREAHVSEYLLNILOPCIAGDSKWNVPITITKLEGLKGSREDIP
ILESLRWIFKHVAKTHLKKSSKSAKKLOQORTOQANKQELANINNNLMSTLKEYLGSSEQ
MNSITYNFENINSNVDNGNQSKNISDLSYTDQKETILEKIVSYIVDISLYDIENTALNA
AEQLLSDNSVDEKTLKKRAQSLKKLSSIMERYAGGKRNDKKSKNFDTKDIVGYIMHGI
STINTEMKNONENVPEHVOHNAEENVEHDAEENVEHDAEENVEHDAEENVEHDAEENV
EHDAEENVEENVEEVEENVEENVEENVEENVEEVEENVEENVEENVEENVEENVEENV
EENVEENVEENVEEYDEENVEEVEENVEENVEENVEENVEENVEEVEENVEENVEENV
EENVEENVEENVEEYDEENVEEHNEEYDE

>RESA PLAFN
EFRYSQYKVQYDMPKEAYESKWTQCIKLIDOQGGENLEERLNSQFKNWYRQKYLNLEEY
RRLTVLNQIAWKALSNQIQYSCRKIMNSDISSFKHINELKSLEHRAAKAAEAEMKKRA
QKPKKKKSRRGWLCCGGGDIETVEPQOQEEPVQTVQEQOQVNEYGDILPTLRASITNSAT
NYYDTVKDGVYLDHETSDALYTDEDLLFDLEKQKYMDMLDTSQEESVEENEEEHTVDD
EHVEEHTADDEHVEEPTVADDEHVEEPTVADEHVEEPTVAEEHVEEPTVAEEHVEEPA
SDVQQTSEAAPTIETIPDTLYYDILGVGVNADMNEITERYFKLAENYYPYQRSGSTVEH
NFRKVNEAYQVLGDIDKKRWYNKYGYDGIKQVNFMNPSIFYLLSSLEKFKDFTGTPQT
VTLLRFFFEKRLSMNDLENKSEHLLKFMEQYQKEREAHVSEYLLNILQPCIAGDSKWN
VPIITKLEGLKGSRFDIPILESLRWIFKHVAKTHLKKSSKSAKKLOOQRTQANKQELAN
INNNLMSTLKEYLGSSEQMNSITYNFENINSNVDNGNQSKNISDLSYTDQKEILEKIV
SYIVDISLYDIENTALNAAEQLLSDNSVDEKTLKKRAQSLKKLSSIMERYAGGKRNDK
KAKKYDTQDVVGYIMHGISTINKEMKNONENVPEHVOHNAEANVEHDAEENVEHDAEE
NAEENVEENVEEVEENVEENVEENVGEKKMRREEKKKRVQEPTIKIDEIQVYDIIKNEK
KKKTEF
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>RESA PLAFP
NSITYNFENINSNVDNGNQSKNISDLSYTDOQKEILEKIVSYIVDISLYDIENTALNAA
EQLLSDNSVDEKTLKKRAQSLKKLSSIMERYAGGKRNDKKAKKYDTQDVVGYIMHGIS
TINKEMKNONENVPEHVQHENAEANVEHDAEENVEHDAEENVEHDAEENAEENVEENVE
EVEENVEENVEENVEENVEENVEENVEENVEEVEENVEENVEENVEENVEENVEENVE
ENVEENVEENVEENVEEYDEENVEEVEENVEENVEENVEENVEENVEENVEENVEENV
EEYDEENVEEHNGT

>RHOA PLAFA
VDILEEKTKDOQDLETELYKYMGPLKEQSKSTSAASTSDELSGSEGPSTESTSTGNQGE
DKTTDNTYKEMEELEEAEGTSNLKKGLEFYKSSLKLDQLDKEKPKKKKSKRKKKRDSS
SDRILLEESKTFTSENEL

>RIR1 PLAF4
MYVLNRKGEEEDISFDQILKRIQRLSYGLHELVDPARVTQGVINGMYSGIKTCELDEL
AAQTCAYMATTHPDEFSILAARITTDNLHKNTSDDVAEVAEALYTYKDVRGRPASLISK
EVYDFILLHKDRLNKEIDYTRDENYDYFGFKTLERSYLLRINNKITERPQHLTLMRVST
GIHIDDIDKALETYHLMSQKYFTHATPTLENSGTPRPOMSSCFLLSMKADSIEGIFET
LKQCALTISKTAGGIGVAVODIRGONSYIRGTNGISNGLVPMLRVENDTARYVDQGGGK
RKGSFAVYIEPWHSDIFEFLDLRKNHGKEELRARDLEYAVWVPDLEMKRVKENKNWT L
MCPNECPGLSETWGEEFEKLYTKYEEENMGKKTVLAQDLWFAILQSQIETGVPYMLYK
DSCNAKSNQKNLGTIKCSNLCCEITEYTSPDEVAVCNLASTALCKFVDLEKKEEFNEFKK
LYETTKIITRNLDKITERNYYPVKEAKTSNTRHRPIGIGVQGLADTFMLLRYPYESDA
AKELNKRIFETMYYAALEMSVELASTHGPYESYQGSPASQGILQFDMWNAKVDNKYWD
WDELKAKIRKHGLRNSLLLAPMPTASTSQILGNNESFEPYTSNIYYRRVLSGEFEFVVN
PHLLKDLFDRGLWDEDMKQQLTIAHENGSIQYISEIPDDLKELYKTVWEIKQKNITIDMAA
DRGIFIDQSQOSLNIYIQKPTFAKLSSMHFYGWEKGLKTGAYYLRTQAATDATIKEFTVDT
HVAKNAVKLKNADGVQITREVSRETISTESTVTONVCPLRRNNDEQCLMCSG

>RIR1 PLAFG
MYVLNRKGEEEDISFDQILKRIQRLSYGLHKLGEYPACVTQGVINGMYSSIKTCELDE
LAAQTCAYMATTHPDEFSILAARITTDNLHKNTSDDVAEVAEALYTYKDGRGRPASLIS
KEVYDFILLHKVRLNKEIDYTTHENYDYFGFKTLERSYLLRINNKITERPQHLLMRVS
IGIHIDDIDKALETYHLMSQKYFTHATPTLENSGTPRPOMSSCFLLSMKADSIEGIFE
TLKQCALISKTAGGIGVAVQODIRGONSYIRGTNGISNGLVPMLRVENDTARYVDQGGG
KRKGSYAVYIEPWHSDIFEFLDLRKNHGKEELRARDLEYAVWVPDLEFMKRVKENKNWT
LMCPNECPGLSETWGEEFEKLYTKYEEENMGKKTVLAQDLWFAILQOSQIETGVPIYLY
KDSCNAKPIKNLGTIKCSNLCCEITIEYTSPDEVAVCNLASTIALCKEFVDLEKKEFNEFKK
LYETTKIITRNLDKITERNYYPVKEAKTSNTRHRPIGIGVQGLADTFMLLRYLYESDA
AKELNKRIYETMYYAALEMSVDWLOSGPYESYQGSPGSQGILQFDMWNAKVDNKYWDW
DELKLKIAKTGLRNLLLLAPMPTASTSQILGNNESFEPYTSNIYYRRVLSGEFFVVNP
HLLKDLFDRGLWDEDMKQQOLTIAHNGSIQYISEIPDDLKELYKTVWEIKQKNIIDMAAD
RGYFIDQSQOSLNIYIQKPTFAKLSSMHFYGWEKGLKTGAYYLRTQAATDAIKFTVDTH
VAKNAVKLKNADGVQITREVSRETIQLNQRYSKCVSEFKSNNDEQCLMCSG

>RIRZ2 PLAF4
MADVINISRIPIFSKQEREFSDLOKGKEINEKILNKESDRFTLYPILYPDVWDEFYKKA
EASFWTAEEIDLSSDLKDFEKLNENEKHFIKHVLAFFAASDGIVLENLASKFLREVQT
TEAKKFYSFQIAVENTHSETYSLLIDNYIKDEKERLNLFHATENTI PAVKNKALWAAKW
INDTNSFAERIVANACVEGILFSGSFCAIFWEFKKONKLHGLTEFSNELISRDEGLHTDF
NCLIYSLLDNKLPEQITQONIVKEAVEVERSFICESLPCDLIGMNSRLMSQYIEFVADR
LLECLGCSKIFHSKNPEFNWMDLISLOGKTNFFEKRVADYQKSGVMAQRKDQVFCLNTE
F

>RIRZ PLAFG
MRRILNKESDREFTLYPILYPDVFPFYKKAEACFWTAEEIDYSSDLKDFEKLNENEKHF
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IKHVLAFFAASDGIVLENLAVSFLREVQITEAKKFYSFQIAVENIHSETYSLLIDNYI
KDEKERLNLFHATENIPAVKNKALWAAKWINDTNSFAERIVANACVEGILFSGSFCAT
FWFKKQNKLHGLTFSNELISRDEGLHTDFNCLIYSLLDNKLPEQMVONIVKEAGGVEV
EKSFICESLPCDLIGMNSRLMSQYIEFVADRLLECLGCSKIFHSKNPFNWMDLISLQG
KTNFFEKRVADYQKSGVMAQRKDHVFCLNTEF

>RK18 PLAF7
MYISFILFSIIFIFLGVIENFIINKRVLYKPNFLLYSEKKNKKKSTPEQVTTRVNKDL
KEKKRKRPRSKILECLLKEKVEKVEKVEKNSDENQCSNVDKE IREGKRVPRLRVRNTN
NHIYASIIDDYKKYVLCSTCSRDATLSKILGTYRRKATNRVINNGRTIKSAWEIGKIT
GKKALSKGIFKVRFDRARHPYAGKVEALAEGARAVGLLL

>RL37A_ PLAF7
MSRRTKKVGLTGKYGTRYGSSLRKQIKKIELMOHAKYLCTFCGKTATKRTCVGIWKCK
KCKRKVCGGAWSLTTPAAVAAKSTI IRLRKQKEEAQKS

>RL44 PLAF7

VNVPKTRKTYCSNKCKKHTMHKVSQYKKGKERLSSLGRRRY DMKQKGFGGQTKPVFKK
KAKTTKKIVLKLECTKCKKKRFQTMKRCKTFEMGADKKKKGGAVY

>RLAO PLAFS

MAKLSKQQKKOMY IEKLSSLIQQYSKILIVHVDNVGSNOMASVRKSLRGKATILMGKN
TRIRTALKKNLQAVPQIEKLLPLVKLNMGFVFCKDDLSEIRNIILDNKSSSHPARLGV
IAPIDVFIPPGPTGMDPSHTSFLESLGISTKIVKGQIEIQEHVHLIKQGEKVTASSAT
LLRKFNMNPSYGVDVRTVYDDGVIYDAKVLDITDEDILEKFSKGVSNVAALSRATGVI
TEASYPHVFVEAFKNIVALIIDSDYTFPLMKILKKWVENPEAFAAVAAPASAAKADEP
KKEEAKKVEEEEEEEEDGFMGFGMED

>RLA2_ PLAFA
MAMKYVAAYLMCVLGGNENPSTKEVKNVLGAVNADVEDEVLNNFIDSLKGKSCHELIT
DGLKKLQNIGGGVAAAPAGAAAVETAEAKKEDKKEEKKEEEEEEEDDLGFSLFG
>RPB1_ PLAFD
MTVDLNIPYSACELKRVKRLELGVLDPEIIKKISVCEIVNVDIYKDGFPREGGLNDIR
MGTIDYRTLCGTCNMNVKYCPGHFGHIELAKPMYHYGFMNVVLNVLRCVCYHCGRLLC
NVNSSKVKYIEKIKVNSLRLRKLAELCLGIRACDHSVEEEGLNINDNSLNNFYNNDLS
NLNMNQOMLLNKSNYTNIFEMVSKEDVDCGCVQPKYSREGPNMY IQFLHSSEEDIDES
KRKLSAEEALEILKKIRKEEMSILGFNSDRCVPASLILTCIPIPPPCARPYVQYGNQR
SEDDLTLKLLDIVKTNIQLKRQTDRGAKSHVLQDLCSLLOFHITTLFDNDIPGMPIAT
TRSKKPIKATRTRLKGKEGRLRGNLMGKRVDFSARTVITGDPNLNIDY IGVPKSVAMT
LTFCETVTPLNYDNLKKLVERGPYEWPGAKY I IRDNGTKYDLRHVRRNSEKELEYGYK
VERHMTDEDY I LENRQPSLHKMS IMGHKAKILPYSTFRLNLSVTSPYNADFDGDEMNL
HLAQSHETRSEIKHLMIVQRQIVSPQGNKPVMGIVODSLLAIRKFTRRDNFLTKEEVM
SLLIWIPYWNHVIPTPAIIKPRALWTGKQIFSMLLOFDDMNIEDDKNDTANNKVGRDV
NTNVNKDSSKMNTSGNYYYGNSTNDNTDDYLEKGNAYSRSGNNHPNSPLSIGDNINVG
NVQQONDMS S PNNNNNNNNNNNSNNNNNNNIGGGINSFKRFNMVK INLMRDSSTSSKDD
NPYCSINDGKVIIKNNELLSGIICKRTVGSSSGSLIHVLWHEMGPDKTKDFLSALQKV
TNNWLEYVGFTVSCSDIIASNKVLGKVREILDKSKSEVSKLVEKAQKGELECQPGKSL
YESFETRVNNELNCAREMAGKVASESLDERNNIFSMVASGSKGSIINISQIISCVGQQ
NVEGKRIPFGFNHRSLPHFIKFDYGPESRGFVSNSYLSGLTPQEVFFHAMGGREGIID
TACKTSETGYIQRRLIKAMEDVMVQYDRTVRNSYGDIIQFLYGEDGMAGEYIEDQIID
LMKLDNKEINKLYKYNFDEEPFGKDYYIGNKNDGSRNTTYIDYNKQNILNQEFEELYK
CKNYLCKEIFPDGDIRQHLPINMNRLIEYAKSQFPCIPFVSNNNSTNNNNNNNNNNN I
SNSRKLMDKGNLSSTHNHKENKKRRKRRRRKNKFDKFKNENNELMSE IKKEYENNDLN
NMMI SKGDQSPFKGMNEFHMGVADNDMGSDLGNNNNYNNDDFVDDDYVDDDDYDDDDY
DDDDYDDDDLDDDENYSDNINIGGNRKYYGNTLKNNYDENSMLNPIDVVHKVNNFLEK
LVIIKQINSNDTLSVEAQNNATILLKAHLRTYLNSKLLTQTHKVSVKGLDWLLOEIEK
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IFYKSLCHPGECVGALAAQSIGEPATOMTLNTFHFAGVGSKNVTLGVPRLKELINIVK
NVKTPSTTIYLDDMVSNDQOQKAKDILTKLEYTTLKQLTSHAQITYDPNTTTTILEEDK
SWVNEFYEFPDEDDTQYSLGEWVLRIQLTNIHVNEKKLTMKEIVYITIYSVESSDELDI
IYTDDNSEDLVLRIRVKYLNGEYNEFMNYDVVDNANEQVDEQEEDEEHLVANDRGNYDE
TKNSTHPHHDYNNNTTNIFKSKVKNNISSDINTKNEDSISINSSNNEQVKNINSSPVS
NNMHNNNNNNNNDSSNINDIKVKNIKKEDGNEGALRGGGDSNTSALEFGNKNSQKEDNT
VNNNNDNNDDDDEEEEEEDFLEGDHNVSPKNTKDGKNKNTNNKSNNNENKNKKSGNNN
SNNSNTYDDGDVDNDNDDDNDDNKSDITIKEDNDVAFMKTSTKNAEEDLELKNKNHIE
HNISREDTEDTFLKKLMEQCLSTLKLRGIENITKVYMREESKITYDSDNGKEVRSSHW
VLDTDGCNLENIFCAPQVDFKKTVSNDIVEIFEVLGIEAVRRALLKELRTVISFEDSSY
VNYRHLSILCDVMTQKGYLMSITRHGINRVDKGPLIKCSFEETVEILLEAAAFAQVDN
LRGITENIM

LGQLCKIG
TGSEFDITIDNQKLNDANONLETIQDLTSAGEFTTPDSLHVITPDGLOSPVAINTINSPL
PFSPTYNANLLSPTAPIDNVNNLLSPQYNLONYGDNVMSPTSKDINNLDTLKLGGKES
PTQSPKSPTSVMHSPEFSPFDHONQOPVDATNLLESPKNNNIMNYNVESPKPNINNNVI
QSPNIYSPNPMLDIFSPKPQINHNIYSPSYSPTSPTYNANNAYYSPTSPKNQNDQMNV
NSQYNVMSPVYSVTSPKYSPTSPKYSPTSPKYSPTSPKYSPTSPKYSPTSPKYSPTSP
KYSPTSPKYSPTSPVAQNIASPNYSPYSITSPKESPTSPAYSISSPVYDKSGVVNAHQ
PMSPAYILQSPVQIKONVODVNMESPTIQQAHVDEAKNDDPFSPMPYNIDEDEMKENM
>RPC1 PLAFA
MMKKKNIDIEELKRLIEESSMKKREVKDIKRNCEIKSTIRFGIMSKEDIIKYSEVKINMN
REMYKNNSGIPYPYGVLDLKLGAHKSNSVCETCNKKLINCSGHFGYIELNYPVFHIGY
YKYITHILYCICKYCSSLLLSKEKIDFYCNLKKKSTDDSFYKKHLEFKRILNNCKKVNK
CYICGNPQGVIKKIIKPSLDOQFMKLKHILKVKENGKMITKEEDLNSLYVLKLFKNINP
YHVKLLNIENPEKLIITALLVPPNTIRPSVIIDEHGTAEDDLTCILSEITQLNNTIYN
QCTNGYQTNQFLGNVEFLOQLOITRFINSDSPAVSQLLATONISKPGRGICQRLKGKEG
RFRCNLSGKRVDEFSSRTVISPDPNISIDEVVIPKIIAMRLTYPETVNKYNIDKLKMLT
KNGCNKWPGANYITKKSKKGTDPYSDISTSYNNNSNNISSIGCSNIEFNVVNNY INNNC
KNVRYNIKDVNNNVLLKDMCDINNMNNDINNNINNIYKNTSETNLCNVNNHNNNNNIY
CNNQTODNEEERKNSQFNKISLKYANKNHVIQNLNIGDVVERHICDGDIVLENRQPSTL
HRMSIMCHKAKIMDFKTFRENECVCSPYNADFDGDEMNLDVPQTEEARAEATLYLMNVK
HNLTTPKNGEVITALTODFLSASYIITNKDTFLDRDTFCLLCSYFSDASLYIELPIPA
ILKPKELWTGKQLISVLIKPNKKENTIINFEIQEREYSNKEFGDLKHLCLNDSYVCFEYK
SELICGSLGKKVLGSSKYGLFYYLTHHNSSHIALKIMNRLSKLTSRYEFSNKGMTIGID
DVRPSQTLTEKKKDLLLKGYEKVNNETTLYNEKKMQIQPGCTLEETLEIKVKSILDDL
RNDAGKTCNQYLHYLNKPLIMENSGAKGALINIAQMIACVGQONVAGQRIQONGEFINRT
LPHFHFHCKDSESRGEFVONSEFYTGLSPTEFFFHTMSGREGLVDTAVKTAETGYMQRRL
MKALEDLSTHYDYSVRSCDKQIVQFIYGDDALNPSYIDNNNTYLDQFDKVEDHIVSIS
SSHLLLSYKNKTIPYLPHVOQHONKTSNMNNIYNNMNNINNNDSNRSITYNNDSNMNNIN
NNDSNMNSTHNNNSNMNNIHNNDSNRSITHNNDSNMNSTHNNDSNMNSITHNNNSNMNN
THNNDSNRSTITHNNDSNMNS IHNNDSNNNNNYKDCTHNPYICNESLIIRNIMNRLIYQ
NIAQEDLFIPLEHDEFLVNKIMESYTDQECNYEDITRSLDLNKNVSYTIHNDQGKHLSL
OMCAEEHTITINNTNNDNTYVEQIEMKELSKNKTKEKQSFKGTIRDMHEDSEEQMNKE T
TKKAKFFIEKKKGKMHECNDDIEYNNTQYDNIQYNNISCNYTIKSQNLENTHHQVNNDL
SFIKNNVILPPKEYHSIFHEFVNDYRNVVETITKNLMDKKKIFLNNSEKNVVQSKYNRMSK
NLKKKIETITNNIYRNEKKKLNRWKTKMDNDDNYWSSDDDSTTAKKITKIKNKEKRKYH
PKEEKENFDRNNYKMITDNNNNDNNNNNNDNNNNDNNNNNNNSNNNNYYYNLHDDVNN
LGVTNYNTNIYPNDCNGIYEKETNNNELTTNSNMCDKNNDFSDEFEFNNINENDLLYDN
KYYRQIFKNVIGEVSVFEYVESYKQHYILFPYEITKWTSFLLEYLTEITPTNIFLHTK
LSKKEKPTHQKNTGKMKIYIEETITKKWLEIKAINIYKYFSFKKSIELIKKKDYEFNYITK
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NYDISHRYITIHDYSFINLKQLYLFIFFNIYKYFKYISTPGDAVGSISAQSIGEPGTQOM
TLKTFHFAGVASMNVTLGVPRIKEIINASNSIQTPILNIPLEVNDNYNFALMMKSKLE
KTTIRDICMYIKEDYTSRGVFLSVKFNEELIQKLFLNINAYNIKDIILKQSHINKIKI
NKIHINVINKYKLHISLKNDEFIFFQMESLKKGLLDLLIYGDKDIKRCIIKKEDIEVT
DNEDEICDDMDEYYNVSQGTELYERKCNSKEENKNATIRVKKEE IDDNLEKEENIIYVS
EKDSVNQLK

SEKKKDIN
DDNNNNDDNNNNNDDDNKINDTIFNDDIDSDRNNLKENGSKLENVGEHI IERLSYKMK
EKNVKKEHIKKEPNLINLDTINLDTLNFDEINVHNINNEKIEFYDEHLNICQGNKKHI
QKKKKKKTVYSILVEGNSLNYVLGLEGVDFKHIISNHVINVFQVLGIEAARITIINET
KKCVEAYSIDIDIRHIMLLADIMAFTGDILGINRFGIQKARQSTLMLASFEETNEHLF
VSSFFKNVDEINNISESIIVGKNIPIGTGAFQLLYDYKLEKETKNLTLLEKAERETAM
NY

>RP0O2J PLAF7
MSVPTLSNKPETVDLLVLAPGEKKVTCTISDKGDCNIFVIKLEDHTIGNLIKIQLCQD
PKVLFAAYRQPHPLONATEITIKPKGYAGVKLLSDNVNNILSQVATLKENFAKKIQKY
KESNSYYEDY

>RPOB_PLAFA
MIYIVNPILVKNNYIISNLYLLLIQEIIYNLRYYILFLNNNINVKFNFIYYKITIILLT
NININSIDTIQONINNLLKIILTLKLNFININKIIKFNILIFILPFIYNNIIILNGLYK
TCIQLFKKNNKIFIIKFKNNNKNIIYVYIYISLGLRIIFKISKLNIDCYFNNFKENFL
ILLLYLNNIYINKNISLFIYNNIINKKILIYNYIKFIYSKYNNINNIISLKLFIIKLN
KFNNIYINLLNILFSIKLNFSYYSDFYINNIYNKKFYSIIDNLLIKSKKYLKIFKYQL
LNINRNIYNNITLLLNNKKYINIILENININPLVQYSDQVNNLSEINQKFKINMITTG
LNSKFILNNDLRELPRNILGYISLINTNEGLTCGLVNYLTTNIFLNLKYLFVIYYKHI
FYNRYNFKLLLNIFNKNFYNISFNNIYLKKNINFNKTTILTINKNTFKICNITQNITY
IPFNYLLSFIENLIPFIHYNDSIRNLMSIKMHTQIVPIIYPNLSNIITNYNFILNKYL
NHLIISYQEGIVIYVSCIKIIIRDLFNRQIIYYLNNYKKINONILLIYKPIVWVGEKV
NIGQILAINSNLLNSEYSLGNNLLVGYGSYLGYEYEDATIIISRKILYNNLYTSLHLNT
YEISLNIINNIPEICSINLSKMYYKNIKHLDKYGIIKEGTYILANNILISKLMFMPFI
FNNKSLINIINFLFGSKLRIFKNKPIISTIHDIGRVIKIEILPNHLYNKTEKNNIYLK
FRIYIGIQKYLOLGDKICNRHGHKGIISYISEINDIPYLNNKIQPDIFISAISIPSRI
NIGQIFEGIYGLNSLYLNTRYIISNNLNKNYYNNYNHIFNYYKYNYNNNFNINSKMSY
NYNKYYLKNPFTGNMINNSICLNNIYYYKLIHMIKDKFRYRFIGLYSELTQQPIKGNT
KQOGGQRFGEMEVWALEAFGASYLFKEFFTYKSDDIKSRKILKNYLFNNYKIKNTFISE
TFKLILKELQSLAINIEAFCIFNDTNNLLENLPINIIY

>RPOC_PLAFA
MITHNNINFIGLKLNILNPKQIIKWSSIFYKNKIIIGEVLIPNTINFENTGLPILNGLF
CEKIFDYMYKWNCNCNKKMYNINNFSFFLYCKFCKNKLI ININRKYKLGFIFLNIPIL
HLWYLTGPLKVASLLLNKNVFYLKFLIYYKYFFSNIKYKQYFYYNKLFSKINLYKKKY
KNITQYLFSHNILYKKLONINLLTELLNNKELLLINNKYYNKKYLYKKINLFNLFILN
NIKPNWIFLDLLPILPAGLRPYFYINNSTYIISTINENYRLIILKNNKLKYWLYLRNN
IFFIFEITEKRLLQQLIDYLLINKLILKNNNTFFNFSKTFQGKYSTIKYKLLGKRVDF
SGRSVITVNPSIIYNNIGLPYYISINLFKPFLINILKYNSKLNIIFKSLLINKNLFII
QKFLNRLLONQFIIINRAPTLHRMNLQSFKPLLTEGYSLKFYPLGCTSFNADFDGDQM
SIFLPLIKTSKFESNINLNFDKNIISPSNNKNLFSNLQYYKLGINTLLILNYNNELNI
FYFNSIEKIYEYYNNNILFIFNLVWIKYINNNNIFYILTSINRIIINLYMYIY
>RS12 PLAF7
MSDVESADNNVVVEEKAVEDNVTAIQKVIKNAHVHDGLKIGIREVIKSIESQEAKVCE
LSDVCSEPAYKKLITTLCAEKNIPLFMVONDSKDLGHWAGLFKLDNEGNARKIIGASS
VAVVDFGEDSAEKDFLLSQNQTVTA
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>RS30 PLAF7
MGKVHGSLARAGKVKNQTPKVPKLDKKKRLTGRAKKRQLYNRRFSDNGGRKKGPNSKA
>5230 PLAF7
MKKIITLKNLFLIILVYIFSEKKDLRCNVIKGNNIKDDEDKRFHLFYYSHNLFKTPET
KEKKNKKECFYKNGGIYNLSKEIRMRKDTSVKIKQRTCPFHKEGSSFEMGSKNITCFEY
PIVGKKERKTLDTIIIKKNVTNDHVVSSDMHSNVQEKNMILIRNIDKENKNDIQNVEE
KIQRDTYENKDYESDDTLIEWFDDNTNEENFLLTFLKRCLMKIFSSPKRKKTVVQKKH
KSNFFINSSLKYIYMYLTPSDSFNLVRRNRNLDEEDMSPRDNFVIDDEEEEEEEEEEE
EEEEEEEEEEEEEEYDDYVYEESGDETEEQLQEEHQEEVGAESSEESFNDEDEDSVEA
RDGDMIRVDEYYEDQDGDTYDSTIKNEDVDEEVGEEVGEEVGEEVGEEVGEEVGEEVG
EEVGEEVGEEEGEEVGEGVGEEVGEEEGEEVGEEEGEYVDEKERQGEIYPFGDEEEKD
EGGESFTYEKSEVDKTDLFKFIEGGEGDDVYKVDGSKVLLDDDTISRVSKKHTARDGE
YGEYGEAVEDGENVIKIIRSVLQSGALPSVGVDELDKIDLSYETTESGDTAVSEDSYD
KYASNNTNKE YVCDFTDQLKPTESGPKVKKCEVKVNEPLIKVKI ICPLKGSVEKLYDN
IEYVPKKSPYVVLTKEETKLKEKLLSKLIYGLLISPTVNEKENNFKEGVIEFTLPPVV
HKATVFYFICDNSKTEDDNKKGNRGIVEVYVEPYGNKINGCAFLDEDEEEEKYGNQIE
EDEHNEKIKMKTFFTQONIYKKNNIYPCYMKLYSGDIGGILFPKNIKSTTCFEEMIPYN
KE IKWNKENKSLGNLVNNSVVYNKEMNAKYFNVQYVHIPTSYKDTLNLFCSIILKEEE
SNLISTSYLVYVSINEELNFSLFDFYESFVPIKKTIQVAQKNVNNKEHDYTCDFTDKL
DKTVPSTANGKKLFICRKHLKEFDTFTLKCNVNKTQYPNIEIFPKTLKDKKEVLKLDL
DIQYQMFSKFFKFNTONAKYLNLYPYYLIFPFNHIGKKELKNNPTYKNHKDVKYFEQS
SVLSPLSSADSLGKLLNFLDTQETVCLTEKIRYLNLSINELGSDNNTFSVTFQVPPYTI
DIKEPFYFMFGCNNNKGEGNIGIVELLISKQEEKIKGCNFHESKLDYFNENISSDTHE
CTLHAYENDIIGFNCLETTHPNEVEVEVEDAEIYLQPENCFNNVYKGLNSVDITTILK
NAQTYNINNKKTPTFLKIPPYNLLEDVEISCQCTIKQVVKKIKVIITKNDTVLLKREV
QSESTLDDKIYKCEHENFINPRVNKTFDENVEYTCNIKIENFFNYIQIFCPAKDLGIY
KNIQMYYDIVKPTRVPQFKKFNNEELHKLIPNSEMLHKTKEMLILYNEEKVDLLHFYV
FLPIYIKDIYEFNIVCDNSKTMWKNQLGGKVIYHITVSKREQKVKGCSFDNEHAHMES
YNKTNVKNCIIDAKPKDLIGFVCPSGTLKLTNCFKDAIVHTNLTNINGILYLKNNLAN
FTYKHQFNYMEIPALMDNDISFKCICVDLKKKKYNVKSPLGPKVLRALYKKLNIKFDN
YVTGTDONKYLMTYMDLHLSHKRNYLKELFHDLGKKKPADTDANPESIIESLSINESN
ESGPFPTGDVDAEHLILEGYDTWESLYDEQLEEVIYNDIESLELKDIEQYVLQVNLKA
PKLMMSAQIHNNRHVCDFSKNNLIVPESLKKKEELGGNPVNIHCYALLKPLDTLYVKC
PTSKDNYEAAKVNISENDNEYELQVISLIEKRFHNFETLESKKPGNGDVVVHNGVVDT
GPVLDNSTFEKYFKNIKIKPDKFFEKVINEYDDTEEEKDLESILPGAIVSPMKVLKKK
DPFTSYAAFVVPPIVPKDLHFKVECNNTEYKDENQYISGYNGITHIDISNSNRKINGC
DFSTNNSSILTSSVKLVNGETKNCEININNNEVFGIICDNETNLDPEKCFHEIYSKDN
KTVKKFREVIPNIDIFSLHNSNKKKVAYAKVPLDY INKLLFSCSCKTSHTNTIGTMKV
TLNKDEKEE

EDFKTAQG
IKHNNVHLCNFFDNPELTFDNNKIVLCKIDAELFSEVIIQLPIFGTKNVEEGVQNEEY
KKFSLKPSLVFDDNNNDIKVIGKEKNEVSISLALKGVYGNRIFTFDKNGKKGEGISFF
IPPIKQDTDLKFIINETIDNSNIKQRGLIYIFVRKNVSENSFKLCDFTTGSTSLMELN
SQVKEKKCTVKIKKGDIFGLKCPKGFAIFPQACFSNVLLEYYKSDYEDSEHINYYIHK
DKKYNLKPKDVIELMDENFRELONIQQYTGISNITDVLHFKNFNLGNLPLNFKNHYST
AYAKVPDTFNSIINFSCNCYNPEKHVYGTMOVESDNRNFDNIKKNENVIKNFLLPNIE
KYALLLDDEERQKKIKQQQEEEQQEQILKDQDDRLSRHDDYNKNHTYILYDSNEHICD
YEKNESLISTLPNDTKKIQKSICKINAKALDVVTIKCPHTKNFTPKDYFPNSSLITND
KKIVITFDKKNFVTYIDPTKKTFSLKDIYIQSFYGVSLDHLNQIKKIHEEWDDVHLEY
PPHNVLHNVVLNNHIVNLSSALEGVLFMKSKVTGDETATKKNTTLPTDGVSSILIPPY
VKEDITFHLFCGKSTTKKPNKKNTSLALIHIHISSNRNIITHGCDFLYLENQTNDAISN
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NNNNSYSIFTHNKNTENNLICDISLIPKTVIGIKCPNKKLNPQTCFDEVYYVKQEDVP
SKTITADKYNTFSKDKIGNILKNAISINNPDEKDNTYTYLILPEKFEEELIDTKKVLA
CTCDNKYIIHMKIEKSTMDKIKIDEKKTIGKDICKYDVTTKVATCEIIDTIDSSVLKE
HHTVHYSITLSRWDKLIIKYPTNEKTHFENFFVNPFNLKDKVLYNYNKPINIEHILPG
AITTDIYDTRTKIKQYILRIPPYVHKDIHFSLEFNNSLSLTKQNQNIIYGNVAKIFIH
INQGYKEIHGCDFTGKYSHLFTYSKKPLPNDDDICNVTIGNNTFSGFACLSHFELKPN
NCFSSVYDYNEANKVKKLFDLSTKVELDHIKQONTSGYTLSYIIFNKESTKLKFSCTCS
SNYSNYTIRITFDPNYIIPEPQSRAIIKYVDLQDKNFAKYLRKL

>5230 PLAFO
MKKIITLKNLFLIILVYIFSEKKDLRCNVIKGNNIKDDEDKRFHLFYYSHNLFKTPET
KEKKNKKECFYKNGGIYNLSKEIRMRKDTSVKIKQRTCPFHKEGSSFEMGSKNITCFEY
PIVGKKERKTLDTIIIKKNVTNDHVVSSDMHSNVQEKNMILIRNIDKENKNDIQNVEE
KIQRDTYENKDYESDDTLIEWFDDNTNEENFLLTFLKRCLMKIFSSPKRKKTVVQKKH
KSNFFINSSLKYIYMYLTPSDSFNLVRRNRNLDEEDMSPRDNFVIDDEEEEEEEEEEE
EEEEEEEEEEEEEEYDDYVYEESGDETEEQLQEEHQEEVGAESSEESFNDEDEDSVEA
RDGDMIRVDEYYEDQDGDTYDSTIKNEDVDEEVGEEVGEEVGEEVGEEVGEEVGEEVG
EEVGEEVGEEEGEEVGEGVGEEVGEEEGEEVGEEEGEYVDEKERQGEIYPFGDEEEKD
EGGESFTYEKSEVDKTDLFKFIEGGEGDDVYKVDGSKVLLDDDTISRVSKKHTARDGE
YGEYGEAVEDGENVIKIIRSVLQSGALPSVGVDELDKIDLSYETTESGDTAVSEDSYD
KYASNNTNKE YVCDFTDQLKPTESGPKVKKCEVKVNEPLIKVKI ICPLKGSVEKLYDN
IEYVPKKSPYVVLTKEETKLKEKLLSKLIYGLLISPTVNEKENNFKEGVIEFTLPPVV
HKATVFYFICDNSKTEDDNKKGNRGIVEVYVEPYGNKINGCAFLDEDEEEEKYGNQIE
EDEHNEKIKMKTFFTQONIYKKNNIYPCYMKLYSGDIGGILFPKNIKSTTCFEEMIPYN
KE IKWNKENKSLGNLVNNSVVYNKEMNAKYFNVQYVHIPTSYKDTLNLFCSIILKEEE
SNLISTSYLVYVSINEELNFSLFDFYESFVPIKKTIQVAQKNVNNKEHDYTCDFTDKL
DKTVPSTANGKKLFICRKHLKEFDTFTLKCNVNKTQYPNIEIFPKTLKDKKEVLKLDL
DIQYQMFSKFFKFNTONAKYLNLYPYYLIFPFNHIGKKELKNNPTYKNHKDVKYFEQS
SVLSPLSSADSLGKLLNFLDTQETVCLTEKIRYLNLSINELGSDNNTFSVTFQVPPYTI
DIKEPFYFMFGCNNNKGEGNIGIVELLISKQEEKIKGCNFHESKLDYFNENISSDTHE
CTLHAYENDIIGFNCLETTHPNEVEVEVEDAEIYLQPENCFNNVYKGLNSVDITTILK
NAQTYNINNKKTPTFLKIPPYNLLEDVEISCQCTIKQVVKKIKVIITKNDTVLLKREV
QSESTLDDKIYKCEHENFINPRVNKTFDENVEYTCNIKIENFFNYIQIFCPAKDLGIY
KNIQMYYDIVKPTRVPQFKKFNNEELHKLIPNSEMLHKTKEMLILYNEEKVDLLHFYV
FLPIYIKDIYEFNIVCDNSKTMWKNQLGGKVIYHITVSKREQKVKGCSFDNEHAHMES
YNKTNVKNCIIDAKPKDLIGFVCPSGTLKLTNCFKDAIVHTNLTNINGILYLKNNLAN
FTYKHQFNYMEIPALMDNDISFKCICVDLKKKKYNVKSPLGPKVLRALYKKLNIKFDN
YVTGTDONKYLMTYMDLHLSHKRNYLKELFHDLGKKKPADTDANPESI IESLSINESN
ESGPFPTGDVDAEHLILEGYDTWESLYDEQLEEVIYNDIESLELKDIEQYVLQVNLKA
PKLMMSAQIHNNRHVCDFSKNNLIVPESLKKKEELGGNPVNIHCYALLKPLDTLYVKC
PTSKDNYEAAKVNISENDNEYELQVISLIEKRFHNFETLESKKPGNGDVVVHNGVVDT
GPVLDNSTFEKYFKNIKIKPDKFFEKVINEYDDTEEEKDLESILPGAIVSPMKVLKKK
DPFTSYAAFVVPPIVPKDLHFKVECNNTEYKDENQYISGYNGITHIDISNSNRKINGC
DFSTNNSSILTSSVKLVNGETKNCEININNNEVFGIICDNETNLDPEKCFHEIYSKDN
KTVKKFREVIPNIDIFSLHNSNKKKVAYAKVPLDY INKLLFSCSCKTSHTNTIGTMKV
TLNKDEKEE

EDFKTAQG
IKHNNVHLCNFFDNPELTFDNNKIVLCKIDAELFSEVIIQLPIFGTKNVEEGVQNEEY
KKFSLKPSLVFDDNNNDIKVIGKEKNEVSISLALKGVYGNRIFTFDKNGKKGEGISFF
IPPIKQDTDLKFIINETIDNSNIKQRGLIYIFVRKNVSENSFKLCDFTTGSTSLMELN
SQVKEKKCTVKIKKGDIFGLKCPKGFAIFPQACFSNVLLEYYKSDYEDSEHINYYIHK
DKKYNLKPKDVIELMDENFRELONIQQYTGISNITDVLHFKNFNLGNLPLNFKNHYST
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AYAKVPDTENSIINEFSCNCYNPEKHVYGTMQVESDNRNEFDNIKKNENVIKNFLLPNIE
KYALLLDDEERQKKIKQQOQOEEEQQEQILKDOQDDRLSRHDDYNKNHTYILYDSNEHICD
YEKNESLTISTLPNDTKKIQKSICKINAKALDVVTIKCPHTKNEFTPKDYFPNSSLITND
KKIVITFDKKNEVTYIDPTKKTEFSLKDIYIQSFYGVSLDHLNQIKKIHEEWDDVHLEY
PPHNVLHNVVLNNHIVNLSSALEGVLEFMKSKVTGDETATKKNTTLPTDGVSSILIPPY
VKEDITFHLEFCGKSTTKKPNKKNTSLALTHIHISSNRNITHGCDFLYLENQTNDATSN
NNNNSYSIFTHNKNTENNLICDISLIPKTVIGIKCPNKKLNPQTCFDEVYYVKQEDVP
SKTITADKYNTEFSKDKIGNILKNAISINNPDEKDNTYTYLILPEKFEEELTDTKKVLA
CTCDNKYITHMKIEKSTMDKIKIDEKKTIGKDICKYDVTTKVATCEIIDTIDSSVLKE
HHTVHYSITLSRWDKLITIKYPTNEKTHFENFEFVNPENLKDKVLYNYNKPINIEHILPG
AITTDIYDTRTKIKQYILRIPPYVHKDIHFSLEFNNSLSLTKONONITYGNVAKIFTIH
INQGYKETHGCDFTGKYSHLFTYSKKPLPNDDDICNVTIGNNTEFSGFACLSHFELKPN
NCESSVYDYNEANKVKKLFDLSTKVELDHIKQONTSGYTLSYIIFNKESTKLKESCTCS
SNYSNYTIRITFDPNYITPEPQSRAITKYVDLODKNFAKYLRKL

>SAHH PLAF7
MVENKSKVKDISLAPFGKMQOMETISENEMPGLMRIREEYGKDOQPLKNAKITGCLHMTVE
CALLIETLOQKLGAQIRWCSCNIYSTADYAAAAVSTLENVIVFAWKNETLEEYWWCVES
ALTWGDGDDNGPDMIVDDGGDATLLVHKGVEYEKLYEEKNILPDPEKAKNEEERCEFLT
LLKNSILKNPKKWTNIAKKIIGVSEETTTGVLRLKKMDKONELLFTAINVNDAVTKQK
YDNVYGCRHSLPDGLMRATDFLISGKIVVICGYGDVGKGCASSMKGLGARVYITEIDP
ICAIQAVMEGENVVTLDEIVDKGDFFITCTGNVDVIKLEHLLKMKNNAVVGNIGHEDD
ETQVNELFNYKGIHIENVKPQVDRITLPNGNKITIVLARGRLLNLGCATGHPAFVMSFES
FCNQTFAQLDLWONKDTNKYENKVYLLPKHLDEKVALYHLKKLNASLTELDDNQCQFL
GVNKSGPFKSNEYRY

>SANT PLAF7
MNRILSVTLCLEFFIYLYIYKTYGKVKNTDEGLSNIYGAKYYLRSGLEFNEKNGKGQKYE
DLEEEKEGENDDEEDSNSEESNNDEENELTKGQEGVEQETHGSEDEVSNGREDKVSNG
GEDEVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGGE
DEVSNGREDKVSNGGEDEVSNGREDKVSNGREDKVSNGGEDEVSNGREDKVSNGREDK
VSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGREDEVS
NGREDKVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGREDKVSNGGEDEVSNG
REDKVSNGGEDEVSNGREDKVSNGREDKVSNGREDEVSNGREDKVSNGGEDEVSNGRE
DKVSNGREDKVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGREDKVSNGREDK
VSNGGEDEVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVSNGGEDEVSNGREDKVS
NGGEDEVSNGREDKVSNGREDEVSNGREDKGGAGTDGELSHNSESHTKNKKSKNSTIN
MLIGM

>SANT PLAFF
MNRILSVTEYLEFFIYLYIYETYGKVKNTDKELSDIYGTKYYLRSGFEFNSKKCKGHKYE
DLOAEGEGENDKEEDSNNEEMNIDEENGLIEGQGESEDPAKASQGGLEDPAKASQGGL
EDPAKASQGGLEDPAKASQGGLEDPAKASQGGLEDPAKASQGGLEDPAKASQGGLEDP
AKASQGGLEDPAKASQGGLEDPAKASQGGLEDPAKASQGGLEDPAKASQGGLEDPAKA
SQGGAEGHGKHAPNKENKNKNKESTKNIMNME T

>SANT PLAFN
MNRILSVSEYLFFLYLYIYKTYGKVKNTDOQETSNIYGTNYYLRNGFLNGKNGKGNKYE
DLOEEGEGENDDEEHSNSEESDNDEENEITVGODEAPKSDEAEALKSDEAEALKSDEA
EARKSDEAEALKSDEAEARKSDEAEALKSDEAEATLKSDEAEARKSDEAEALKSDEAEA
LKSDEAEARKSDEAEARKSDEAEARKSDEAEARKSDEAEALKSDEAEARKSDEAEARK
SDEAEALKSDEAEARKSDEAEARKSEAGTEGPKGTGGPGSEAGTEGPKGTGGPGSGGE
HSHNKKKSKKSIMNMLILM

>SANT PLAFP
EFRPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDK
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GPNSDGDKGPNSDGDTEF

>SANT PLAFV
MNRILSVSFYLFFLYLYIYKTYGKVKNTDQEISNIYGTNYYLRNGFLNGKNGKGNKYE
DLQEEGEGENDDEEHSNSEESDNDEENE I IVGQDGSDQEVKVQKEQGGPGSEGPKGTG
GPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPG
SEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEG
PKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSEGPKGTGGPGSESPKG
TGGPGSEGPKGTGGPGSEGPKGTGPKGTGGPGSEAGTEGPKGTGGPGSEAGTEGPKGT
GGPGSGGEHSHNKKKSKKSIMNMLIGV

>SANT PLAFW
MNRILSVSFYLFFLYLYIYKTYGKVKNTDHELSNIYGIKYYLRNGLSDKKNGKGQKYQ
DLEEDENDDEEDSNSEESNNDEENKLIEGQEGPNSDGDKGPNSDGDKGPNSDGDKGPN
SDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSD
GDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGD
KGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKG
PNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPN
SDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSD
GDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGD
KGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKG
PNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPN
SDGDKGPNSDGDKGPNSDGDKGPNSDGDKGPNSDGEHSRSKNDNKKKKSKKN I INMFE T
GM

>SERA_PLAF7
MKSYISLFFILCVIFNKNVIKCTGESQTGNTGGGOAGNTGGDQAGSTGGSPOGSTGAS
PQGSTGASPQGSTGASQPGSSEPSNPVSSGHSVSTVSVSQTSTSSEKQDTIQVKSALL
KDYMGLKVTGPCNENFIMFLVPHIYIDVDTEDTNIELRTTLKKTNNAISFESNSGSLE
KKKYVKLPSNGTTGEQGSSTGTVRGDTEPISDSSSSSSSSSSSSSSSSSSSSSSSSSS
SESLPANGPDSPTVKPPRNLONICETGKNFKLVVYIKENTLILKWKVYGETKDTTENN
KVDVRKYLINEKETPFTNILIHAYKEENGTNLIESKNYAIGSDIPEKCDTLASNCFLS
GNFNIEKCFQCALLVEKENKNDVCYKYLSEDIVSKFKEIKAETEDDDEDDYTEYKLTE
SIDNILVKMFKTNENNDKSELIKLEEVDDSLKLELMNYCSLLKDVDTTGTLDNYGMGN
EMDIFNNLKRLLIYHSEENINTLKNKFRNAAVCLKNVDDWIVNKRGLVLPELNYDLEY
FNEHLYNDKNSPEDKDNKGKGVVHVDT TLEKEDTLSYDNSDNMECNKE Y CNRLKDENN
CISNLQVEDQGNCDTSWIFASKYHLETIRCMKGYEPTKISALYVANCYKGEHKDRCDE
GSSPMEFLQIIEDYGFLPAESNYPYNYVKVGEQCPKVEDHWMNLWDNGKILHNKNEPN
SLDGKGYTAYESERFHDNMDAFVKIIKTEVMNKGSVIAY IKAENVMGYEFSGKKVQNL
CGDDTADHAVNIVGYGNYVNSEGEKKSYWIVRNSWGPYWGDEGYFKVDMYGPTHCHEN
FIHSVVIFNVDLPMNNKTTKKESKIYDYYLKASPEFYHNLYFKNFNVGKKNLFSEKED
NENNKKLGNNYIIFGQDTAGSGQSGKESNTALESAGTSNEVSERVHVYHILKHIKDGK
IRMGMRKY I DTQDVNKKHSCTRSYAFNPENYEKCVNLCNVNWKTCEEKTSPGLCLSKL
DTNNECYFCYV

>SERA_PLAFD
MKSYISLFFILCVIFNKNVIKCTGESQTGNTGGGQAGNTVGDQAGSTGGSPOGSTGAS
QPGSSEPSNPVSSGHSVSTVSVSQTSTSSEKQDTIQVKSALLKDYMGLKVTGPCNENF
IMFLVPHIYIDVDTEDTNIELRTTLKETNNAISFESNSGSLEKKKYVKLPSNGTTGEQ
GSSTGTVRGDTEPISDSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSESLPANG
PDSPTVKPPRNLONICETGKNFKLVVYIKENTLIIKWKVYGETKDTTENNKVDVRKYL
INEKETPFTSILIHAYKEHNGTNLIESKNYALGSDIPEKCDTLASNCFLSGNENIEKC
FQCALLVEKENKNDVCYKYLSEDIVSNFKEIKAETEDDDEDDYTEYKLTESIDNILVK
MFKTNENNDKSELIKLEEVDDSLKLELMNYCSLLKDVDTTGTLDNYGMGNEMDIFNNL
KRLLIYHSEENINTLKNKFRNAAVCLKNVDDWIVNKRGLVLPELNYDLEYFNEHLYND
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KNSPEDKDNKGKGVVHVDTTLEKEDTLSYDNSDNMECNKEYCNRLKDENNCI SNLQVE
DQGNCDTSWIFASKYHLETIRCMKGYEPTKISALYVANCYKGEHKDRCDEGSSPMEFL
QITIEDYGFLPAESNYPYNYVKVGEQCPKVEDHWMNLWDNGK I LHNKNEPNSLDGKGYT
AYESERFHDNMDAFVKIIKTEVMNKGSVIAYIKAENVMGYEFSGKKVONLCGDDTADH
AVNIVGYGNYVNSEGEKKSYWIVRNSWGPYWGDEGYFKVDMYGPTHCHENFIHSVVIF
NVDLPMNNKTTKKESKIYDYYLKASPEFYHNLYFKNFNVGKKNLFSEKEDNENNKKLG
NNYIIFGQDTAGSGQSGKESNTALESAGTSNEVSERVHVYHILKHIKDGKIRMGMRKY
IDTQDVNKKHSCTRSYAFNPENYEKCVNLCNVNWKTCEEKTSPGLCLSKLDTNNECYF
CYV

>SERA PLAFG
MKSYISLFFILCVIFNKNVIKCTGESQTGNTGGGQAGNTVGDQAGSTGGSPOGSTGAS
QPGSSEPSNPVSSGHSVSTVSVSQTSTSSEKQDTIQVKSALLKDYMGLKVTGPCNENF
IMFLVPHIYIDVDTEDTNIELRTTLKETNNAISFESNSGSLEKKKYVKLPSNGTTGEQ
GSSTGTVRGDTEPISDSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSESLPANG
PDSPTVKPPRNLONICETGKNFKLVVYIKENTLIIKWKVYGETKDTTENNKVDVRKYL
INEKETPFTSILIHAYKEHNGTNLIESKNYALGSDIPEKCDTLASNCFLSGNENIEKC
FQCALLVEKENKNDVCYKYLSEDIVSNFKEIKAETEDDDEDDYTEYKLTESIDNILVK
MFKTNENNDKSELIKLEEVDDSLKLELMNYCSLLKDVDTTGTLDNYGMGNEMDIFNNL
KRLLIYHSEENINTLKNKFRNAAVCLKNVDDWIVNKRGLVLPELNYDLEYFNEHLYND
KNSPEDKDNKGKGVVHVDTTLEKEDTLSYDNSDNMECNKEYCNRLKDENNCI SNLQVE
DQGNCDTSWIFASKYHLETIRCMKGYEPTKISALYVANCYKGEHKDRCDEGSSPMEFL
QITIEDYGFLPAESNYPYNYVKVGEQCPKVEDHWMNLWDNGK I LHNKNEPNSLDGKGYT
AYESERFHDNMDAFVKIIKTEVMNKGSVIAYIKAENVMGYEFSGKKVONLCGDDTADH
AVNIVGYGNYVNSEGEKKSYWIVRNSWGPYWGDEGYFKVDMYGPTHCHENFIHSVVIF
NVDLPMNNKTTKKESKIYDYYLKASPEFYHNLYFKNFNVGKKNLFSEKEDNENNKKLG
NNYIIFGQDTAGSGQSGKESNTALESAGTSNEVSERVHVYHILKHIKDGKIRMGMRKY
IDTQDVNKKHSCTRSYAFNPENYEKCVNLCNVNWKTCEEKTSPGLCLSKLDTNNECYF
CYV

>SSSP_PLAFO
MNIRKFIPSLALMLIFFAFANLVLSDANDKAKKPAGKGSPSTLOTPGSSSGASLHAVG
PNQGGLSQGLSGKDSADKMPLETQLAIEEIKSLSNMLDKKTTVNRNLIISTAVTNMIM
LIILSGIVGFKVKKTKNADDDKGDKDKDKDNTDEGDEGDDS

>TBA_PLAFK
MREVISIHVGQAGIQVGNACWELFCLEHGIQPDGOMPSDKASRANDDAFNTFFSETGA
GKHVPRCVFVDLEPTVVDEVRTGTYRQLFHPEQLISGKEDAANNFARGHYTIGKEVID
VCLDRIRKLADNCTGLQGFLMFSAVGGGTGSGFGCLMLERLSVDYGKKSKLNFCCWPS
PQVSTAVVEPYNSVLSTHSLLEHTDVAIMLDNEATIYDICRRNLDIERPTYTNLNRLIA
QVISSLTASLRFDGALNVDVTEFQTNLVPYPRIHFMLSSYAPVVSAEKAYHEQLSVSE
ITNSAFEPANMMAKCDPRHGKYMACCLMYRGDVVPKDVNAAVAT IKTKRT IQFVDWCP
TGFKCGINYQPPTVVPGGDLAKVMRAVCMISNSTAIAEVFSRMDOKFDLMYAKRAFVH
WYVGEGMEEGEFSEAREDLAALEKDYEEVGIESNEAEGEDEGYEADY

>TBB_PLAF7
MREIVHIQAGQCGNQIGAKFWEVISDEHGIDPSGTYCGDSDLQLERVDVEYNEATGGR
YVPRAILMDLEPGTMDSVRAGPFGQLFRPDNFVFGQTGAGNNWAKGHY TEGAELIDAV
LDVVRKEAEGCDCLQGFQITHSLGGGTGSGMGTLLISKIREEYPDRIMETFSVFPSPK
VSDTVVEPYNATLSVHQLVENADEVQVIDNEALYDICFRTLKLTTPTYGDLNHLVSAA
MSGVTCSLRFPGQOLNSDLRKLAVNLIPFPRLHFFMIGFAPLTSRGSQQYRALTVPELT
QOMFDAKNMMCASDPRHGRYLTACAMFRGRMS TKEVDEQMLNVQNKNSSYFVEWI PHN
TKSSVCDIPPKGLKMAVTFVGNSTAIQEMFKRVSDOFTAMFRRKAFLHWY TGEGMDEM
EFTEAESNMNDLVSEYQQYQDATAEEEGEFEEEEGDVEA

>TBB_PLAFA



140

MREIVHIQAGQCGNQIGAKFWEVISDEHGIDPSGTYSGDSDLQLERVDVEFYNEATGGR
YVPRAILMDLEPGTMDSVRAGPFGQLFRPDNFVFGQTGAGNNWAKGHY TEGAELIDAV
LDVLRKEAEGCDCLQGFQITHSLGGGTGSGMGTLLISKIREEYPDRIMETFSVFPSPK
VSDTVVEPYNATLSVHQLVENADEVQVIDNEALYDICFRTLKLTTPTYGDLNHLVSAA
MSGVTCSLRFPGQOLNSDLRKLAVNLIPFPRLHFFMYGFAPLTSRGSQQYRALTVPELT
QOMFDAKNMMCTSDPRHGRYLTACAMFRGRMS TKEVDEQMLNVQNKNSSYFVEWI PHN
TKSSVCDIPPLGLKMAVTFVGNSTAIQEMFKRVSDOFTAMFRRKAFLHWY TGEGMDEM
EFTEAESNMNDLVSEYQQYQDATAEEEGEFEEEEGDVEA

>TBB_PLAFK
MREIVHIQAGQCGNQIGAKFWEVISDEHGIDPSGTYCGDSDLQLERVDVEYNEATGGR
YVPRAILMDLEPGTMDSVRAGPFGQLFRPDNFVFGQTGAGNNWAKGHY TEGAELIDAV
LDVVRKEAEGCDCLQGFQITHSLGGGTGSGMGTLLISKIREEYPDRIMETFSVFPSPK
VSDTVVEPYNATLSVHQLVENADEVQVIDNEALYDICFRTLKLTTPTYGDLNHLVSAA
MSGVTCSLRFPGOLNSDLRKLAVNLIPFPRLHFFMIGFAPLTSRGSQQYRALTVPELT
QOMFDAKNMMCASDPRHGRYLTACAMFRGRMS TKEVDEQMLNVQNKNSSYFVEWI PHN
TKSSVCDIPPKGLKMAVTFVGNSTAIQEMFKRVSDOFTAMFRRKAFLHWY TGEGMDEM
EFTEAESNMNDLVSEYQQYQDATAEEEGEFEEEEGDVEA

>TBG_PLAFO
MPREIITLOCGQCGNQIGVEFWKQLCNEHNIDQEGILKNNNFLNEDRKDIFFYQADDE
HFIPGALLFDLEPRVINSIQTSEYRNLYNPENMFISKEGGGAGNNWGCGYSQGHKVEE
EIIDMIDREVDNSDNLEGFILSHSIAGGTGSGMGSYLLELLNDNYSKKMIQTFSVFPL
LTNESSDVVVQPYNSILTLKRLILSTDSVVVIDNTSLNRIFVERLKLNNPTFQQOTNTI
ISNVMSASTTTLRYPGSMNNDMISLISSLIINPKCHFLITSYTPITIDKHISNVQKTT
VLDVMKRLLHTKNIMVSAPVRRGMYISILNIIRGETDPTQVHKGLORIRDRKLVNFIK
WNPASIQVTLAKQSPHVVSQHKVCGLMMANHTSISTLFERCVTQFDRLYKRRAFLENY
KKESMFSSADGQGNFEEMESSKEITONLIDEYKSAERDDYFTNTY I

>TBP_PLAFA
MNFLEQDQLFLENINQDNVVSAHYTSEYDNNEKEKSDDLKNKLVHKNISLNIHNIISS
ANLCIDINLRLVAVSIRNAEYNPSKINTLIIRLNKPQCTALIFKNGRIMLTGTRTKKD
SIMGCKKIAKIIKIVTKDKVKFCNFKIENIIASANCNIPIRLEVLAHDHKEYCNYEPE
LFAGLVYRYKPTSNLKSVILIFVSGKIIITGCKSVNKLYTVFODIYNVLIQYKN
>TCPH_PLAF7
MSHLMSLPIVLLKEGTDTAQGRSQIIRNINACQIIVDIVKTTLGPRGMDKLIYTERDV
TITNDGATVMNLLNISHPAASILVDIAKSQDDEVGDGTTSVVVVAGELLNEAKGLLND
GIEPNMIIDGFRNACNVAINKLNELSLNFSNKNEEEKRSILLKCAQTALNSKLVSNHK
EFFGELVVNAVYKLGDNLDKSNIGIKKVTGGSCLDTQLIYGVAFKKTFSYAGFEQQPK
KFINPKILLLNVELELKAEKENAEVRIENPNEYNSIVQAEWDI IFKKLNLIKDCGANT
VLSKLPIGDIATQFFADHDIFCAGRVEDADLKRTANATGALVQTSLENLNDDVLGTCG
VFEEVQIGNERYNIFKECLKTKSVTIILRGGAKQFIEEVERSINDAIMIVLRCITNSE
IVPGAGSIEMQOLSKYLRIYSRSICNKEQIVLFSFAKALESIPRHLSHNAGYDSTDILN
KLRKKHSEQTSDIWYGVDCMEGDI INAYDNCIFEVTKIKRNVIYSATEAACLILSIDE
TIKNPSSAAGTQRSPYS

>TCTP_PLAF7

MKVFKDVFTNDEVCSDSYVQQDPFEVPEFRE IAFEVKSNKRIKGNEDYGIADNSEDAV
EGMGADVEHVIDIVDSFQLTSTAFSKKEYSAYIKNYMOKVAKYLEEKKPDRVEIFKTK
AQPFIKHILTNFDDFEFYMGESLDMEAGIIYSYYKGEEITPRFVYISDGLFEEKY
>THIO PLAF7
MVKIVTSQAEFDSIISQNELVIVDFFAEWCGPCKRIAPFYEECSKTYTKMVFIKVDVD
EVSEVTEKENITSMPTFKVYKNGSSVDTLLGANDSALKQLIEKYARA

>TIP_PLAF7
MYNFLSCKKKSIILQVLLIICTYNILLNFVNIFVNNNEKNHKNKYENRIKSFYVEAYN
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WNEFLEKWKSINTNEKLEYKINYNIGLNIDAETIGDFGDYNSDVKTDLILFKYDKDKLLS
TIFIYVESVKENKFIYHTEVSFEGKIMNVTAIDLNFDGALDVLVLEKDNKDSSKSNKY
YVAAFLONDNDQLEEIWNSKKKEQNDESTTDNEEDNIYYTNIHPLICDINNDGLPDIT
GOQOSGGPDGFFREFIWINTRNGFKSFLWKNINIFKYSELDEITNPNSSATIVDINGDCKS
DLVEFTVYNSYEKRIGLETIWLNKITIDGKSFYVKYSQDYLLPPNSLOQVLEGDENGDGSID
LVVPTCVKSSEFCNYCCVSDDKIYFIPNIQKKICDSSWKKPDETKCRPASNLCSESDFE
FOQONLTDDFISVVDTSGLHLSGNADYPYYLSVGDIDDDGYLDLLITLKNDKGQKYVRI
YKNELKIHYEENSLEVRGFYNFYQFVTSPEESVTDVYNAAFFDIFENGVLDILIFGKY
ITSNKKTKYAAVGEFIRNNETDSLFLKSTALNGICVNDCYKEKDKITTKTLGGNAHGPT
FKITVIDVNGVKSSRIGVQKSQOSAHFPLOLPYVLFGLGRTSNYVEEFYVGMPTHEQKY
YNMWVSITPNSHITVIPYPLNNSNKWOQIQLSVNPSKKEFYSILYITLICLSVIGVLIFT
LDRKEKVEDSKEELGFKSHEVIG

>TOP2 PLAFK
MAKNKTIEERYQKKSQIEHTILLRPDTYIGSVEMHTQLLWVWNKEKNRMVOKNITYVPG
LYKTFDEIIVNAADVKAREKEKSENPMTCIKIEINKENKRISVYNDGEGIPVDIHKEM
NIYVPHMIFGELLTSDNYDDAEDRITGGRNGFGAKLTNIFSKEFIVQCGDSSRKKEFK
MTWSDNMSKFSEPHIKNYNGKDYVKVTFKPDLNKEFGMTEMDDDIESLLFKRVYDLAGT
CSVRVYLNGQRLAVKDFKSYVDLYLKDNSNDNKNNKGONDNNNNNNNNNDENANQNND
NLDVSLSNEPADGTPTKNNNNNNNNNDEDE IVKIHEKQHRWEIVVSKSDGSQFQQVSFEF
VNSICTTKGGSHVNYIVEQLLSSLSKKANAKNKGGMEIKSGHIRNHLWVEVNCLIVNP
TEDSQTKETLTTKPVKFGSKCILSDKTINNVLKSPILSNILLWAQAKAQVELKKKMKA
GSSKARERITGIPKLEDANDAGSKYSQECTLILTEGDSAKTSCLAGLSIVGRDKYGVE
PLKGKLLNVRDASFKQLMDNKEIQNIFRIMGLDITDKNKDDIKGLRYGSLMIMTDQDY
DGSHIKGLLINMIHKFWPSLLKHKGFLSEFVTPIVKVQKGSQEYSFFTIAEYEQWKEN
TNLLGWKIKYYKGLGTSTDREFKQYFSDIKNHKIMFLWTGDRDGDSIDMAFSKKRIED
RKLWLONFILGSYVDHKEKDLSYYDEVNKELIYYSRYDTERSTPNIMDGWKPGQRKVL
YGCFKRNLRNECKVAQLVGYIAEHSAYHHHGESSLOQQTITNMAQTEFVGSNNINFLEPC
GOFGSRKEGGKDASAARYTIFTKLASSTRSIFNEYDDPILKYLNEEGOQKIEPQYYIPVI
PTILVNGCEGIGTGYSSEFIPNYNYKDIIDNIKRYINKEPLIPMVPWYKDFKGRIESNG
KTGYETIGIINKIDNDTLEITELPIKKWTQDYKEFLEELLTDEKHQLILDYIDNSSHE
DICFTIKMDPAKLOQKAEEEGLEKVFKLKSTLTTTNMTLEDPNLKLQRYSTELDILKEF
CYQRLKAYENRKSYLISKLEKEKRIISNKTKFILAIVNNELIVNKKKKKVLVEELYRK
GYDPYKDINKIKKEETIFEQELLDAADNPEDNEETITAGITVKDYDYLLSMPIFSLTLEK
VEDLLTQLKEKERELEILRNITVETMWLKDIEKVEEATIEFQRNVELSNREESNKFKVA
RKOGPSSMKKKKKKKKLSSDEESEGGDTSDSSEFLVNTLNIKKNTNKKTTTSSNNVNN
SKKRLRKADDLNSNELDNTLSVSKTEFDDNNNLTDNTPLTNRLNDENNEFSSNNVDNKS
TNKNSRKKKPKIADSTNDNNSELNSSIQINDNVNDDINITISPNKTINVNEEFSSTIKNK
LLELGI

>TPIS PLAF7
MARKYEFVAANWKCNGTLESTKSLTNSENNLDFDPSKLDVVVFPVSVHYDHTRKLLQSK
FSTGIQNVSKFGNGSYTGEVSAETAKDLNIEYVIIGHFERRKYFHETDEDVREKLQAS
LKNNLKAVVCFGESLEQREQNKTIEVITKQVKAFVDLIDNFDNVILAYEPLWATIGTGK
TATPEQAQLVHKEIRKIVKDTCGEKQANQIRILYGGSVNTENCSSLIQQEDIDGEFLVG
NASLKESFVDITIKSAM

>TPIS PLAFA
MARKYEFVAANWKCNGTLESTKSLTNSENNLDFDPSKLDVVVFPVSVHYDHTRKLLQSK
FSTGIQNVSKFGNGSYTGEVSAETAKDLNIEYVIIGHFERRKYFHETDEDVREKLQAS
LKNNLKAVVCFGESLEQREQNKTIEVITKQVKAFVDLIDNFDNVILAYEPLWATIGTGK
TATPEQAQLVHKEIRKIVKDTCGEKQANQIRILYGGSVNTENCSSLIQQEDIDGEFLVG
NASLKESFVDITIKSAM

>TPPC5 PLAF7
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MDKSKSSIEKELNRIKQDVSLSAFSILFSEMVQYCLYKSKRGYRIEDCLHEMGLRVGY
KLNEYLTYKNKVKRSINIINILTFISKHVWKYLFQHSSDLLKSQODSIYEYMICDKNIL
LNKFINVPKDYGNINCAAFAAGIVEGFLCSSEFQADVTAHTIHEGDDNYNTTIFIKEY
PEVVEREKNH

>TPPC5 PLAFA
MDKSKSSIEKELNRIKQDVSLSAFSILFSEMVQYCLYKSKRGYRIEDCLHEMGLRVGY
KLNEYLTYKNKVKRSINIINILTFISKHVWKYLFQHSSDLLKSQODSIYEYMICDKNIL
LNKFINVPKDYGNINCAAFAAGIVEGFLCSSEFQADVTAHTIHEGDDNYNTTIFIKEY
PEVVEREKNH

>TRAP PLAFA
MNHLGNVKYLVIVFLIFFDLEFLVNGRDVONNIVDEIKYSEEVCNDQVDLYLLMDCSGS
IRRHNWVNHAVPLAMKLIQQLNLNDNATHLYVNVEFSNNAKEITRLHSDASKNKEKALT
ITRSLLSTNLPYGRTNLTDALLQVRKHLNDRINRENANQLVVILTDGIPDSIQDSLKE
SRKLSDRGVKIAVFGIGQGINVAFNRFLVGCHPSDGKCNLYADSAWENVKNVIGPEFMK
AVCVEVEKTASCGVWDEWSPCSVTCGKGTRSRKRETILHEGCTSEIQEQCEEERCPPKW
EPLDVPDEPEDDQPRPRGDNSSVQKPEENIIDNNPQEPSPNPEEGKDENPNGEDLDEN
PENPPNPDIPEQKPNIPEDSEKEVPSDVPKNPEDDREENFDI PKKPENKHDNQNNLPN
DKSDRNIPYSPLPPKVLDNERKQSDPQSQODNNGNRHVPNSEDRETRPHGRNNENRSYN
RKYNDTPKHPEREEHEKPDNNKKKGESDNKYKIAGGIAGGLALLACAGLAYKFVVPGA
ATPYAGEPAPFDETLGEEDKDLDEPEQFRLPEENEWN

>TRXR PLAFS
MCKDKNEKKNYEHVNANEKNGYLASEKNELTKNKVEEHTYDYDYVVIGGGPGGMASAK
EAAAHGARVLLEFDYVKPSSQGTKWGIGGTCVNVGCVPKKLMHYAGHMGSIFKLDSKAY
GWKEDNLKHDWKKLVTTVQSHIRSLNEFSYMTGLRSSKVKY INGLAKLKDKNTVSYYLK
GDLSKEETVTGKYILTATGCRPHIPDDVEGAKELSITSDDIFSLKKDPGKTLVVGASY
VALECSGFLNSLGYDVTVAVRSIVLRGEFDQQCAVKVKLYMEEQGVMFKNGILPKKLTK
MDDKILVEFSDKTSELYDTVLYATIGRKGDIDGLNLESLNMNVNKSNNKITADHLSCTN
IPSIFAVGDVAENVPELAPVATIKAGEILARRLFKDSDEIMDYSYIPTSIYTPIEYGAC
GYSEEKAYELYGKSNVEVFLOQEFNNLETSAVHRQKHIRAQKDEYDLDVSSTCLAKLVC
LKNEDNRVIGFHYVGPNAGEVTQGMALALRLKVKKKDFDNCIGIHPTDAESEFMNLEVT
ISSGLSYAAKGGCGGGKCG

>TRXR PLAF7
MCKDKNEKKNYEHVNANEKNGYLASEKNELTKNKVEEHTYDYDYVVIGGGPGGMASAK
EAAAHGARVLLEFDYVKPSSQGTKWGIGGTCVNVGCVPKKLMHYAGHMGSIFKLDSKAY
GWKEDNLKHDWKKLVTTVQSHIRSLNEFSYMTGLRSSKVKY INGLAKLKDKNTVSYYLK
GDLSKEETVTGKYILTIATGCRPHIPDDVEGAKELSITSDDIFSLKKDPGKTLVVGASY
VALECSGFLNSLGYDVTVAVRSIVLRGEFDQQCAVKVKLYMEEQGVMFKNGILPKKLTK
MDDKILVEFSDKTSELYDTVLYATIGRKGDIDGLNLESLNMNVNKSNNKITADHLSCTN
IPSIFAVGDVAENVPELAPVATIKAGEILARRLFKDSDEIMDYSYIPTSIYTPIEYGAC
GYSEEKAYELYGKSNVEVFLOQEFNNLETSAVHRQKHIRAQKDEYDLDVSSTCLAKLVC
LKNEDNRVIGFHYVGPNAGEVTQGMALALRLKVKKKDEFDNCIGIHPTDAESEFMNLEVT
ISSGLSYAAKGGCGGGKCG

>UTP11 PLAF7
MSNFKNITIPKRTYLERGOAKHRLHLGELEKKVDYGKRREIYKKKKKIENVLKEKIMTK
NPDEFHTGMVHSRVTEDNVLVREEKVLKKEVQLKNKRQELKEQTNDLYNKLKKINKRL
SNYQOMNIPLRYVENNSHELYNENEIYTLKAENKKLKKRGDLIQKKYNGLINMKKNLLD
QIRKLDNKYITTYHKVDGYNIVTDKGKTPYRLYQPRLK

>VATA PLAF7
MTKVAVEKEEPGVVYKVAGSLVIAENMSGTRMYELAKVGWNKLVGETITRLEGNYAYIQ
VYEDTSGLSVGDPVIKTGNALSVELGPGILDNIYDGIQRPLERIANVCGDVYIYKGID
MTSLDHDKOQWQEFYADKKLKLNDIVTGGDIFGEFVDENKLFKEHKTIMAPPNAKGRLTYIA
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PDGSYTLKDKIFELEYQGKKYTYGLSHLWPVRDPRPVLEKVTGDTLLLTGQRVLDSLF
PTVQGGTCAIPGAFGCGKTCVSQALSKYSNSEVIIYVGCGERGNEMAEILSDFPELTT
KVDNEDVGIMQORTCLVANTSNMPVAAREASIYTGITLCEYFRDMGYNATMMADS TSRW
AEALREISGRLAEMPADSGYPAYLGARLASFYERAGKVKCIGSPSRIGSITIVGAVSP
PGGDFSDPVTTATMS IVQAFWGLDKKLAQRKHFPSVNWSTSFSKYVRQLEQYFDNFDQ
DFLSLRQKISDILQQESDLNDIVQLVGKDSLSEDQKVVMEVAKI IREDFLOQNAFSDY
DYMCPLQKTVGMMRI ICHFYAQCLRTLQEYDSRERKIGWGS I YNTLRPTINKI THMKF
ENPKNSDEYFKKYFKALEEEITVGLRNLMEK

>VATA PLAFA
MTKVAVEKEEPGVVYKVAGSLVIAENMSGTRMYELAKVGWNKLVGEI IRLEGNYAYIQ
VYEDTSGLSVGDPVIKTGNALSVELGPGILDNIYDGIQRPLERIANVCGDVYIYKGID
MTSLDHDKQWQFYADKKLKLNDIVTGGDIFGFVDENKLFKEHKIMAPPNAKGRLTYIA
PDGSYTLKDKIFELEYQGKKYTYGLSHLWPVRDPRPVLEKVTGDTLLLTGQRVLDSLF
PTVQGGTCAIPGAFGCGKTCVSQALSKYSNSEVIIYVGCGERGNEMAEILSDFPELTT
KVDNEDVGIMQORTCLVANTSNMPVAAREASIYTGITLCEYFRDMGYNATMMADS TSRW
AEALREISGRLAEMPADSGYPAYLGARLASFYERAGKVKCIGSPSRIGSITIVGAVSP
PGGDFSDPVTTATMS IVQAFWGLDKKLAQRKHFPSVNWSTSFSKYVRQLEQYFDNFDQ
DFLSLRQKISDILQQESDLNDIVQLVGKDSLSEDQKVVMEVAKI IREDFLOQNAFSDY
DYMCPLQKTVGMMRI ICHFYAQCLRTLQEYDSRERKIGWGS I YNTLRPTINKITHMKF
ENPKNSDEYFKKYFKALEEEITVGLRNLMEK

>VATB PLAFA
MSKEVVNTKAEASRVNALAAVRNYKVCPRLEYKTISGVQGPLVIIEDVKFPKYSEIVT
THLSDNTTRQGQILEVCGKKAVIQVFEGTSGIDNKNSYVEVSGDILKMPMSDEMLGRV
FNGSGKPIDKGPNILADDYLDINGNPINPQCRVYPKEMIQTGISTIDVMNSIVRGQKI
PLFSAAGLPHNEIGAQICRQASLVQGKDVLDHSDDNFAVVFGAMGVNME TARY FRQDF
EENGKMERVCLFLNLANDPTIERILTPRIALTTAEYLAFEKEMHVEVILTDMSSYADA
LREVSSAREEVPGRRGYPGYMYSDLSTIYERAGRVEGRNGSITQFPILTMPNDDITHP
IPDLTGYITEGQIFVDRNLYNRQIYPPINVLPSLSRLMKSGIGHNMTRIDHPYVSDOL
YSNYATAQDVKAMKAVIGEEALSNDDILYLEFLDKFEKRFITONTYECRDIYQSLDIA
WELLRIFPEDMLKKIKTDILSKYYPRHHAN

>VPS26 PLAF7
MLSTIFGSVCSIDLKIDADDNKKFAFLRKDKKGEKCPIFSDGEDINGTATISLKPGKK
FEHYGIKLELIGQINILNDKANSYDFFSISKDLEPPGFLVESKQFKWKFSAVDKQHES
YFGTNVQLRYFVRLNIIKGYSGNIQKEIDFIVQONLCIPPEINNTIKMEVGIEDCLHIE
FEYDKSKYHLKDVVVGKVYFLLVRIKIKHMELDI IKMETSGVGKNYTTETVTLSKFEI
MDGSPIKSECIPVRLYLSGFDLTPTYKNIQNKFSVKYYINLIIVDEEERRYFKKQEIF
LWRKKMG

>YCAl PLAFA
MVNKEEAQRLKELGNKCFQEGKYEEAVKYFSDAITNDPLDHVLYSNLSGAFASLGREY
EALESANKCISIKKDWPKGY IRKGCAEHGLRQLSNAEKTYLEGLKIDPNNKSLODALS
KVRNENMLENAQLIAHLNNIIENDPQLKSYKEENSNYPHELLNTIKSINSNPMNIRI I
LSTCHPKISEGVEKFFGFKFTGEGNDAEERQRQOREEEERRKKKEEEERKKKEEEEMK
KONRTPEQIQGDEHKLKVMN

>YCA2 PLAFA
EFLEKVQIIKNTNLSNSLCILSIPCTVDIDTVITETINKYDSIIDGILLSGLGYDESN
ETRTNAFKNILNILPNNKLKFIQLSNGNPIEILHAIYHGIDVIEPNFPYYLAKNGKAT
NMNLKMDNLQDGNEYNLQDKNNDNIYDINLLDFKNDVNFIIDLNNPKYVLDHSTITCN
SPRKESKSYIHHLLKCHELTAHVILTYHNLYIYRSFFQEIQLHIKENNFLSYINWFIE
KNELNKKEE

>YDH1 PLAFS
DPYKERIKSDIRQINESQYLKSLAYKYISGEDYTQYLLLNEVLKDDODYCTCTRRTIY
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EESMDNTVEFAKKMYELSA

>YDHZ2 PLAFS
MVLVTCNRALAQGDFCLLALIFCHQTCRTPEKHKASQSSAKLVSINISLITSHHRLRH
PRRROQHHHRNNFAPTNWYWG

>YDH3 PLAFS
POYQFVGAKLFRWWCWRRRGWRRRWWLVIKLMLIETSFALDCEALCESGVRQV



