Strawberry notch sequences from Heterokontae

Emiliana huxleyi:
 >1

MEDDGDVEITGGSGVNALRDMPHPRHDCVVHKWPQGPPAQNKDACKQFCAKCFCFVCDIEASRCEHWDQHCLADGSVEWLKKRQQRQRTEEARRKGAQAGYVPRPADEMRRSFAEAANEENRQQDMSQDEEAAAQVREQAAVEDEDAEDMFTATYEPFHFKRGQPHPDPVVETTSLSFAEPPPIKYDLNLPDGIFEPRDELDNPAGGALSNLQLETVAYACQRHESIMANGCRAGFFLGDGVGLGKGRQLAGVIVENWLCGRKRHLWVSVSADLMEDAKRDLKDIGFSHIEVKNITKLDYGKLDKKGPKGIREGVVFATYSALVSSQRGGKTRAAQIAEWLGGAQAEGCILFDESHKAKNLAPEKNEKGKPTTKKSSKMALTCQKLQADCPRSRVVYCSATGASSLQNMAYMERLGLWGAHTAFPDFNAFDKAIGGGGVGAMELIALDLKRRGMYLCRQLSFSAASFDTKMVDLTPRQEKMYDEAAAFWSELLCAFNYAVHEAFGPPPRGGAASSRATRREVLNLKEVKGPPNPTTGKPKPHPSSRVIGHYWGCHQRFFRSLCMAMKVPELVKMAKGALADNKCVVVGLQTTGEARLNDAVKSGEDLEEFAGMKECVRFLLKKFPTGDYTNQHPESDLDDGDESDDDDLTREVAGATSRVNAGKVARAAVKRSGRLANGGRGSDEEGSDDEDDDLDGFIVRDGQEEESEDEDYEATDDEEGDGEQVRLPAACKKMPAGQLRQLLRAAKMNDQQCTGRAKLVEQLKQVERQARSSGGQRVADLLAKAGLGGSKRPSPDSAQASGRPKRRLQRGAEKKSYIELSSEEEEEEEEDVEMGEAETGDYFVGKELSIEQEGGGRRVATVVAHYPSTGHHRVRYADGGGGAEDRVLLKEVKWDYHRKQAAPGASGARRAVQDSDSEALPEAARARDLLEAACSGASENAPPQRSSKGKARKSAGKARRVAADDSDASWSGGSGDEDEEEVARPTNRASRSKSPLPAPTKSAAKPKPKRRKSYGSDDDLLSESEEEEEDLSWAQHSNPAEIKMLQRLKKQLVRKLNALKMPDNPLDKLIEELGGAESVAELTGRKGRLVRDEEGRTVYQKRNANEVDSDTGRMVAMERINLAEKKAFMDGRKLVAIISEAASRCIQQCGRTHRSNQIHGPEYQLFMTACGGERRFASTVAKRLQQLGAITKGDRRAADASDLSMFDVDTKWGKKAYDELIELLSNPLFSSTRPPPPYVRRALGLKANDELHARWKEYLDDAEEAVASVGINTDDKGSVKGFLNRLLGMCVKMQNKVFDHFMAILEEKVRVAKQNGEFDDGVVDIRGESVKVAANFPREMKKDPISGVPLLHFKLDVDRGLSFKRAMEMLDEKAKSNETGKLYPREGFYVSKRPLIGREKEGPNGVKALAFLIQRPMSAFAVPSTYIHTYGIHRPNTGLGATDSFESFTEGITPRFSKLTPEAAKDKWEALYRDGLRMCSHGPNCKHGSRCTVGKRVQQQHLICGAVIPFWAVIKEHLEYQKKGGRDGSLQMVKVMRIVRVRCVGADGREQRLVGVEISDKGVAKLDAALNNQPAPQDVKPDVKPDLHQLGRGGASSSSSHGGGASSSDVKPDVRGLRVGAHVMVHGLATDAGKKLNGKRGKIERWDAAMQPSGRWIVRIDGQQGTNALQAKNLGAL
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MIPAQPPPPSDGDAAADPDAAAEARRQQLDEANLGVVSEELFVSFEAAAETPGLPHPADVAEPASLAATPPPQCTYPLLDALPSNLVSSGALSSLQLQFVGLACQRHLTVMPTDPPTRAGFFLGDGAGVGKGRQLAAVILDSLARGRPRHIWFSSSADLRNDAIRDLTDLGCHCPAGVLFSTYATLARGSSRLSQLVAWCGGLAFDGCLLFDECHKAKNWTGKEETSSKVAAAVRELQRALPLARVVYCSATGASDSGLSLACTTTCLCAEFELKEAPLSAEQASAFDAAAAFWSQQLLPALEAAAERTGAQAGATVRAFWGAHQRFFRQLCVGFKVPALVAEVRAALGSGSCVVVGLQSTGEAALERVGDSASGELYSLCAEMLRSFIAHNFPTTRHADKELAKSLAKAEAAAARAIEAHAAARAAAARPEASRSATARAEAAEAVRGAAAMAAAAAAAVQRLRAEAAADAEAAGQADPECEVAKARLLQAAAELELPPAALDLLIDECGGAAAVAEMTGRKARVALNVTERNAFMDGKKLVAVISDAASTGISLHADARSANQRRRVHITLELAWSADKAVQQLGRSHRANQTSAPRYVLLCTDVGGEARFGSSVARKLEAMGALTKGDRRAEIGSLDTLDVDTAPSSLDTFNLDTAWGRKALKALLAAAYAGDSSVLPHLAADSAAIEQLFDLFAAALREVVSAAKRDGRYDAGVADISAGARLLEPEALIWRDPITGARAHAATVEVDRGVSFADALSKLRSWRAAAAAAKRNTDGGDAAADSREGGGAEEGGGVEAGEEEACVEEAGEEAAPAAARSGDVEDGEEEEGEGEGEEEGGGIFRSRRPQYGEHLLLLALPKAREPHMAVLTRPNTGLSLYEEAWTDLHRKYARVLPPSAAEADWTAAYNGACNERIGGRLTRIQLITGSTLPMLPVLEEVAKKHSANLTARDRAVGAVRVILDGRRLLGVRFARSCMADLKEELLKWNLARGATHRKVETEPAAPVDPKALARALRPPATITSFFAARPASQAAAPAGTGTGGKQPAGGRGGAGAGGKKRSVLDMMKGSSSSSSAAASSALAAVPKATKAPKASGGLDVRSFFTSKSADSGPRSPATRPSSEEPIDLTSPGGD
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METSLALLRYEPTTPCLDATLTVAESSRGGDKQTGHVNVVCDIEASRCEHWDQHCLADGSVEWLKKRQQRQRTEEARRKGAQAANEENRQQDMSQDEEAAAQVREQAAVEDEDAEDMFTATYEPFHFKRGQPHPDPVVETTSLSFAEPPPIKYDLNLPDGIFEPRDELDNPAGGALSNLQLETVAYACQRHESIMANGCRAGFFLGDGVGLGKGRQLAGVIVENWLCGRKRHLWVSVSADLMEDAKRDLKDIGFSHIEVKNITKLDYGKLDKKGPKGIREGVVFATYSALVSSQRGGKTRAAQIAEWLGGAQAEGCILFDESHKAKNLAPEKNEKGKPTTKKSSKMALTCQKLQADCPRSRVVYCSATGASSLQNMAYMERLGLWGAHTAFPDFNAFDKAIGGGGVGAMELIALDLKRRGMYLCRQLSFSAASFDTKMVDLTPRQEKMYDEAAAFWSELLCAFNYAVHEAFGPPPRGGAASSRATRREVLNLKEVKGPPNPTTGKPKPHPSSRVIGHYWGCHQRFFRSLCMAMKVPELVKMAKGALADNKCVVVGLQTTGEARLNDAVKSGEDLEEFAGMKECVRFLLKKFPTGDYTNQHPESDLDDGDESDDDDLTREVAGATSRVNAGKVARAAVKRSGRLANGGRGSDEEGSDDEDDDLDGFIVRDGQEEESEDEDYEATDDEEGDGEQVRLPAACKKMPAGQLRQLLRAAKMNDQQCTGRAKLVEQLKQVERQARSSGGQRVADLLAKAGLGGSKRPSPDSAQASGRPKRRLQRGAEKKSYIELSSEEEEEEEEDVEMGEAETGDYFVGKELSIEQEGGGRRVATVVAHYPSTGHHRVRYADGGGGAEDRVLLKEVKWDYHRKQAAPGASGARRAVQDSDSEALPEAARARDLLEAACSGASENAPPQRSSKGKARKSAGKARRVAADDSDASWSGGSGDEDEEEVARPTNRASRSKSPLPAPTKSAAKPKPKRRKSYGSDDDLLSESEEEEEDLSWAQHSNPAEIKMLQRLKKQLVRKLNALKMPDNPLDKLIEELGGAESVAELTGRKGRLVRDEEGRTVYQKRNANEVDSDTGRMVAMERINLAEKKAFMDGRKLVAIISEAASRCIQQCGRTHRSNQIHGPEYQLFMTACGGERRFASTVAKRLQQLGAITKGDRRAADASDLSMFDVDTKWGKKAYDELIELLSNPLFSSTRPPPPYVRRALGLKANDELHARWKEYLDDAEEAVASVGINTDDKGSVKGFLNRLLGMCVKMQNKVFDHFMAILEEKVRVAKQNGEFDDGVVDIRGESVKVAANFPREMKKDPISGVPLLHFKLDVDRGLSFKRAMEMLDEKAKSNETGKLYPREGFYVSKRPLIGREKEGPNGVKALAFLIQRPMSAFAVPSTYIHTYGIHRPNTGLGATDSFESFTEGITPRFSKLTPEAAKDKWEALYRDGLRMCSHGPNCKHGSRCTVGKRVQQQHLICGAVIPFWAVIKEHLEYQKKGGRDGSLQMVKVMRIVRVRCVGADGREQRLVGVEISDKGVAKLDAALNNQPAPQDVKPDVKPDLHQLGRGGASSSSSHGGGASSSDVKPDVRGLRVGAHVMVHGLATDAGKKLNGKRGKIERWDAAMQPSGRWIVRIDGQQGTNALQAKNLGAL
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MDTTGTSAVWALRDMPHPRHDCVVHKWPQGPPAQNKDACKQFCAKCFCFVCDIEASRCEHWDQHCLADGSVEWLKKRQQRQRTEEARRKGAQAANEENRQQDMSQDEEAAAQVREQAAVEDEDAEDMFTATYEPFHFKRGQPHPDPVVETTSLSFAEPPPIKYDLNLPDGIFEPRDELDNPAGGALSNLQLETVAYACQRHESIMANGCRAGFFLGDGVGLGKGRQLAGVIVENWLCGRKRHLWVSVSADLMEDAKRDLKDIGFSHIEVKNITKLDYGKLDKKGPKGIREGVVFATYSALVSSQRGGKTRAAQIAEWLGGAQAEGCILFDESHKAKNLAPEKNEKGKPTTKKSSKMALTCQKLQADCPRSRVVYCSATGASSLQNMAYMERLGLWGAHTAFPDFNAFDKAIGGGGVGAMELIALDLKRRGMYLCRQLSFSAASFDTKMVDLTPRQEKMYDEAAAFWSELLCAFNYAEAAEKESCLQRQFSFWAASFDTKMVLNLKEVKGPPNPTTGKPKPHPSSRVIGHYWGCHQRFFRSLCMAMKVPELVKMAKGALADNKCVVVGLQTTGEARLNDAVKSGEDLEEFAGMKECVRFLLKKFPTGDYTNQHPESDLDDGDESDDDDLTREVAGATSRVNAGKKMPAGQLRQLLRAAKMNDQQCTGRAKLVEQLKQTGDYFVGKELSIEQEGGGRRVATVVAHYPSTGHHRVRYADGGGGAEDRVLLKEDLLEAACSGASENAPPQRSSKGKARKSAGKARRVAADDSDASWSGGSGDEDEEEVARPTNRASRSKSPLPAPTKSAAKPKPKRRKSYGSDDDLLSESEEEEEDLSWAQHSNPAEIKMLQRLKKQLVRKLNALKMPDNPLDKLIEELGGAESVAELTGRKGRLVRDEEGRTVYQKRNANEVDSDTGRMVAMERINLAEKKAFMDGRKLVAIISEAASSGISLQADRRCIQQCGRTHRSNQIHGPEYQLFMTACGGERRFASTVAKRLQQLGAITKGDRRAADASDLSMFDVDTKWGKKAYDELIELLSNPLFSSTRPPPPYVRRALGLKANDELHARWKEYLDDAEEAVASVGINTDDKGSVKGFLNRLLGMCVKMQNKVFDHFMAILEEKVRVAKQNGEFDDGVVDIRGESVKVAANFPREMKKDPISGVPLLHFKLDVDRGLSFKRAMEMLDEKAKSNETGKLYPREGFYVSKRPLIGREKEGPNGVKALAFLIQRPMSAFAVPSTYIHTYGIHRPNTGLGATDSFESFTEGITPRFSKLTPEAAKDKWEALYRDGLRMCSHGPNCKHGSRCTVGKRVQQQHLICGAVIPFWAVIKEHLEYQKKGGRDGSLQMVKVMRIVRVRCVGADGREQRLVGVEISDKGVAKLDAALNNQPAPQDVKPDVKPDLHQLGRGGASSSSSHGGGASSSDVKPDVRGLRVGAHVMVHGLATDAGKKLNGKRGKIERWDAAMQPSGRWIVRIDGQQGTNALQAKNLGAL
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MTSPHKSKPTYAAREETALEAAVNREWNAAQRLLSVLATAESVETHVPELHGAIFCGHLVADLDSVAGAIGAAALYGGVPARASEVNSETEFALATWGIDLSRIRPVEQLLEEQGDSARVCLVDFQQTTQLHPAIQPSKIVGVIDHHALQSSTIVTQRPIFVDIRPWGSMSTIIAHSFVAPVHVAFAVVETTDAAGMLARVPELELSSKGKPVDAFFLAVVDIVELETHPLSSETLKLAGKESARSLYRLAAGQVSRKADFVPPLTDAVAQGWSPKLLQPNRSEFDLAALAEQSEDATAPSGKAGAQKSVLDPLERCARGDSRFAVAEEIDGINRAQGVHHDDVTVQNLSTHLLQSQGATGGANHGSNLTNARFVNAFLGEADFGEALAPGGDFTGAEATKADFIKADLRGASFRSANCVDANFGGASIAGTDFLGAELRKAVLEPRHQHERAAGSSRGFDAGSLASMLQKQQHHAPSVHHLAQQSHQSHQLAAVARAEQQAQYEQLQQRRAQAQAQARAQQAQQAQQAQLQMRRQLQLQQQQQQSRHGAPSAYGGRPGSGGMPQQQQQQPKPQPTPQQLLAYAERVMGPGNLGLPPEKFMKNMEALRQMSLPQLYENAKALKVKLDQHKMMQRQQVLQQQQQQLMMQRQQAQQQVMQQHALQQQKAKEAAAEARCPSHPTSEYATDFKFSRFYAEPLATSGPALLLDDMSTAVYPLHKLPYGPLDPADYGDGVMFCTYQSLIAQNKHSERRIDQLVTWAAASASGDPARFEGCICFDEAHRAKNLALDRGGKGTKTGEMVLGIQKQLPQARVLYVSATAAAEVKDLGYMSRLGLWGRGTPFPDFSTFAAKIERAGVGAMELLAMDMKARGMFVSRMLAFTGCSFEVRECTLDQQNERLYDEAVELWDDMLTALEKCVDMCGSDGAHPLRLYWGAHQSFFKQLLNSIKARNAIDETEEALRQATISPHISRISPHISLTEEALGRERKGKCVVIGLLSTGEAKANEAAERENRAGRELDSEVSTPQEIARSLIEQHLPTTRAEGAPRDGGGLTNGFELLEQPAVPEAVQIRDKLLRRLDAIDMPSNALDLVIGHFGVEHVAEMTGRKMRFVKDGAGGTRWEARAQNGVSQDQINIAEKDAFMGGTKRVAIISDAASSGISLHADPRFANTRQRLHITLELAWSADKMLQQFGRTHRSNQITAPHYVLLVSNVGGEKRFASSVARRLEMLGAITRGDRRGGHGAAADLVQYNLDTVHGHTALALMFDAVAEKSEAAALWERALRMLQCHRQGVPTLLGLAVVAVAQKKQAQGNRDVARLPQGLQKYVLKLREWASQRQSGSSRQRPQERNVLKRMRVLNANLATQTDADRHNINKFLNRLLGLPVQTQNALFEYYTSVFKWVVVTAKAGRLEPPCPFPLMDGEPAPAHAQATGRLEPSIETISGESVSLATEPEVLHKEPNSSALTVHYTLSVDSGLSLASANGALTEALKSRAVKSTQQGGATGFWQQTRSQRLILALEMSSGGEAAAPTRRSDIAPRAGQRLFRVLRPTLHTSTKPQYIRHKDLRARYRPAEFVFANEDEYGPGTIVDEDDDNAVLEVAAEQARAADSLAAAMKSNDTARLRESLVAARAASVDAALLASGDARLAWLVAAEDDDQFDDDDLMNMLE
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MADLDDDVEFTGSTGTNPLRDMPHMRHDCLVHPWPRPATAQSCAECCAKCFCYVCDAPASECKLWDEHCLADGSAEWVRKRAQAKRKREAAQRAQAAGRQVDSAEAVRQRFAAAADTDDGGAPQPAPDGADAGRPTRDEAEVEDEESEETFATYAPCHFARCRAGFFLGDGVGLGKGRQLAGVIAENWLCGRKRHLWVSVSADLMEDAKRDLKDIGFSHIKVFNITKLPRGRLAAMRRGGNGVPHDWSADCVVFSTYSALIAKDRSKQTRAEQLVAWLGSAQAEGCILFDESHKAKNLAPEKGKKCSQTAADCPSARVVYCSATGASSLQNMGYMQRLGLWGAATPFADFRAFTKALGQHGKKGEAPVGELTAACGDARVARGERAVSRTVGAMELVALDLKRRGMYLSRQLSFSAASFDKAMAARFWADMLACFNYALHDVLRVKNDFPDRPKDAKHPSWAVISSFWGCHQRFFRSLCMAMKVPELVKKAKEALAANKCVVVGLQSTGEARLTDAVKSGEDLEEFAGMKECVRFLLKRFPTGGHVHEPAPTAGEWCDYMNMHPESEGEDEDEDEEDVMAEVAEGAARAADSAADAARRMRRKRQGGVGDSDEEEEEDDDLDGFIVRDGDGEESEESGSGSESGSEACGAEEGGGGGEGTSRRGRLPAAVRKQLKAMDAAQLRKLLQAANVADHQCFERGQLIERLKEHERAAAHQGGASLRVAALLVKAGFGDKGKRAAPETGGARAAAPQRRRLSTSSLPRYDAGDSEGEEGEDGGGGSPMDLDATDGEHGLVGRQISLRGEGGARRRATVESYDSRTQLHGVRYADTSAADQVDLASGADWSFLRTQRPPGTNPERGADSDSEDLLEQALRGGGKSAGKPGVKSGGGKPGARRAAAGGVRRASAGDESESSDPEWRGSDDESDGEDGEDGSGSEADFIRERAVAARPPAPSASRSAAPSASKPASSSATKAAPPPVRRPPAGSDDEAAAEDLSWAQHGNVADIKRLQRLRRQLFRKLRSLRMPSNPLDNIIHELGGPDAVAELTGRKGRLVRDEEGRTVYKRRNVDLGCSMERINLAEKQAFMDGRKLVAIISEAASSGISLQADRRVPNTRKRLHITLELPCASSSAAALTARTKSTRRFASTVAKRLQQLGAITKGDRRGADGQQENLSAFDVDTEYGQAALTDLIEVFENPIHNASIVPPGHIRRAIGLRATHELQQKWSEYIDEAEEAMASAGIFGMENLSVRRFLNRLLGMPVRMQNTIFQHYTAILDENVKAAKAAGRYDDGVVDIRGESVSVKSGSPRTISTDRQSGVPLSHYALGVDRGLSFERASEMLRAKAEGNEAGALLEGEGFYISRNFKFGNGCKGVTLLLRERVSVFAASNWIPTFKIYRPNQGALPGTLALLAPPSTPPARASPDAAGLCGRTFLREHLNSNLPLSSNGARGPWTRLHDATRDKCTHGHKCRDLQCFVGKRMQTEHLVCGAVLPFWSTIQQRVLSKTVRTSGGGFQLVQQMRVVRVRCQRADGTETRLVGSPLPGYQRRSIHMTHGGAARVQAIEMDIRGADDADGKPDLKPDLKPDLHSLGRGKQAGKGKGPAAPRQPSHGRCQECGAAHDGGYGSGRFCSQPCRSRHNGRPISSAAPPAPGVPRFGSSRPSSSSASSSSSGRGGRPSSSSSSAASSASAPSSSSAPARVKLGARVVLHGLCSAAGAALNGLYGTEVARVSFDSRGGPPFLLVRHAAASVRSIGALTRPRGTERDSRAGISCSMLRIRASDPATSSPMWISRSVGAKAALAVASITAALTFFPPRRSSVRLAAPTQSSSRVSPLLLTASEDRIHMRESAVRQREAELREALASPSGYGAGTHGGCGEPLWDDSVTAAVEVERCRADSPYLWQLAEPSQYSAALERVLARPGGPAMLCGAGGEDGLFGAFTVSVPAAGGSGQTVTVSRDLLDSANELAFLESRLGCSSWPLGTAVVDLGAGYGRLEHRAAAALPHLRLLATDAVPLSLALCEAYLAARGVPCSRAKVVLPAALPAEAAAAQPRLAVAVHSLQEMPLAAVRWWLEALAAARVRHLFVATNTAALEPPTATLRLATDAGEDLLAALEEAGFRLARAEPKYSPGSGGGGGGGDAPATVPAFGDCTYCLFELAGPLPAQLTPAQLLPARPPAGSASVVNLASRADRRRWVEASCATALRELGVEAGAGRDPPEIRPATSARDPPEICPRQLSEGDLSTLLLPLAQVRLVDACSPEDVRISGEGGGGGDGSSAWRPFAGWALGAAQLERLCDAWEAMGMPRPADAELRTYHGRAPLAGAPGKRAVSAREATGHDYVLFLEDDASVAGASGEVPSAADNRRGWARAWGTLQRQASLLAARGVAWDLLYLGRHRLACDSAAEGEALVELPLQSAAMPVDELLPALYAPHPRADVAAWAREALRGTDPFAAFAARDDLVHQLESLSDDGKGNWPGLPSWAQLARRVSRGLRAAVDEPTLWRGLVRASGGSRDQPRRLSAVRTLHRGGRAAVEDEVDLAAAAAAEPGRQLGRGQGGKEASGKQQQQQQQQQQATASDPIDLSRLLSGRRQLPPEAPRRRASPAWLREPRLLRGTPPVRSLERWALEGLLAAFAPHSFAVADQGAASAPLVRMSLLDFVAYARLQAGAAPALCVGGGAGACGAVVGCPLEAGQRGGEEANGAEEGPGKGRWADGEPLVLFERELPSELLADVAVPDAFAQDLLAEAAEAVAAQRESRGEGCGGGDGGGTEAAPLEVGVDLLNEREWLVVSPSRSGTRWHTDPYETSLLHGRKLWCLLPPSAALPPGVAIGASSTAAAGASLDAPAASEWFRQRLAPQDSPGDTSGTRHDVSPLWIDQRPGDVVFVPRGWWHTTLALDTCVAFTQNMVLPADARATLQALDAEMFQARAAGALRRAASALMLSVARWPRLMEATPSSQPRITVPAPSVKEKGARSRELSKTSSDLASRPV
>7

MPARLGTEPMINAQPPPPPPAPPSDGDAAADPDAAAEARRQQLDEANLGVVSEELFVSFEAAAETPGLPHPADVAEPASLAATPPPQCTYPLLDALPSNLVSSGALSSLQLQFVGLACQRHLTVMPTDPPTRAGFFLGDGAGVGKGRQLAAVILDSLARGRPRHIWFSSSADLRNDAIRDLTDLGCHCPAGVLFSTYATLARGSSRLSQLVAWCGGPAFDGCLLFDECHKAKNWTGKEETSSKVAAAVRELQRALPLARVVYCSATGASDSGLSLACTTTCLCAEFELKEAPLSAEQASAFDAAAAFWSQQLLPALEAAAERTGAQAGATVRAFWGAHQRFFRQLCVGFKVPALVAEVRAALGSGSCVVVGLQSTGEAALERVGDSASGELYSLCAEMLRSFIAHNFPTTRHADKELAKSLAKAEAAAARAIEAHAAARAAAARPEASRSATARAEAAEAVRGAAAMAAAAAAAVQRLRAEAAADAEAAGQADPECEVAKARLLQAAAELELPPAALDLLIDECGGAAAVAEMTGRKARVALNVTERNAFMDGKKLVAVISDAASTGISLHADARSANQRRRVHITLELAWSADKAVQQLGRSHRANQTSAPRYVLLCTDVGGEARFGSSVARKLEAMGALTKGDRRAEIGSLDTLDVDTAPSSLDTFNLDTAWGRKALKALLAAAYAGDSSVLPHLAADSAAIESARAGLDAAQKGSEKELEVRRFLNRMLGLPLAQQRQRFHLSAAPRCGGGVLIGVVVESAHAATVEVDRGVSFADALSKLRSWRAAAAAAKRNTDGGDAAADSREGGGAEEGGGVEAGEEEACVEEAGEEAAPAAARSGDVEDGEEEEGEGEGEEEGGGIFRSRRPQYGEHLLLLALPKAREPHMAVLTRPNTGLSLYEEAWTDLHRKYARVLPPSAAEADWTAAYNGACNERIGGRLTRIQLITGSTLPMLPVLEEVAKKHSANLTARDRAVGAVRVILDGRRLLGVRFARSCMADLKEELLKWNLARGATHRKVETEPAAPVDPKALARALRPPATITSFFAARPASQAAAPAGTGTGGKQPAGGRGGAGAGGKKRSVLDMMKGSSSSSSAAASSALAAVPKATKAPKASGGLDVRSFFTSKSADSGPRSPATRPSSEEPIDLTSPGGD
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MSRLGLWGRGTPFPDFSTFAAKIERAGVGAMELLAMDMKARGMFVSRMLAFTGCSFEVRECTLDQQNERLYDEAVELWDDMLTALEKCVDMCGSDGAHPLRLYWGAHQSFFKQLLNSIKARNAIDETEEALRQGKCVVIGLLSTGEAKANEAAERENRAGRELDSEVSTPQEIARSLIEQHLPTTRAEGAPRDGGGLTNGFELLEQPAVPEAVQIRDKLLRRLDAIDMPSNALDLVIGHFGVEHVAEMTGRKMRFVKDGAGGTRWEARAQNGVSQDQINIAEKDAFMGGTKRVAIISDAASSGISLHADPRFANTRQRLHITLELAWSADKMLQQFGRTHRSNQITAPHYVLLVSNVGGEKRFASSVARRLEMLGAITRGDRRGGHGAAADLVQYNLDTVHGHTALALMFDAVAEKSEAAALWERALRMLQCHRQGVPTLLGLAVVAVAQKKQAQGNRDVARLPQGLQKYVLKLREWASQRQSGSSR
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MSLPQLYENAKALKARCPSHPTSEYATDFKFSRFYAEPLATSGPALLLDDMSTAGRYRSIWVSLSTALYYDAKRDFRDLGRADINVYPLHKLPYGPLDPADYGDGVMFCTYQSLIAQNKHSERRIDQLVTWAAASASGDPARFEGCICFDEAHRAKNLALDRGGKGTKTGEMVLGIQKQLPQARVLYVSATAAAEVKDLGYMSRLGLWGRGTPFPDFSTFAAKIERAGVGAMELLAMDMKARGMFVSRMLAFTGCSFEVRECTLDQQNERLYDEAVELWDDMLTALEKCAKANEAAERENRAGRELDSEPAVPEAVQIRDKLLRRLDAIDMPSNALDLVIGHFGET
Aureococcus anophaegefferens:

>1

MEEEIEQVEFQTYVPHKLLKSMPDAKEHPDKVVENATLAAVESPDIDVENAEIKISKKVVEQGLLSGLQLETVVYAAMRHEKTLANGSRAGFALWDGAGMGKGRQLAGIIHNNWRCGRKKHVWVSISADLVEDARRDLKDVNEPKIEVRALNDWKASKKPTLKEGVLFVTYSLLISKDSDGKRRLDQLAKWCGKDFDGCLFFDEAHRAKNLYPTAGVNGQLPKRPTKTGQAVKDIQARLPRARVVYASATAATEPNHVGYCCRLGLWRREAGDDDDELDDAPTGQTAPFESFLDFLAAVRGANATAMMEATAMALKKEGALLSRSLSFADCSFELIDGVMEASSEQIFDNAAELWSELHRAITFLSETEQLRSDFKGVDSDSDDDMEGPTKEAKLWSAFWGAHQRFFKELCVATKVPAVVQQTKLALAAGKCVVIGLLGTGEARATAARAEFGDEFDDFVSAPLATLLGFIKRAFSLPAKMEGTLERRAPLGKSAAKRADRAADNVELGKTRVRLVCGGRTRVGVLTEWDAPFYTVEFLKGSPRFDKITKSRAAGSIEYDDDYSGDDGSGDEKPKKRAPPEGEPAAAKKTRLADGSAKAPRAKPAPRKAKGLLDDSSSDDDAPAPRKRPPAREKRGLLDDSDDDDVEAPPTRATRAKPVVSYAEPSLKKKLRRPKAEDASSASDRASATSSGRASPASSEASPAPEAVVVDDDDDAMSDGTEGYVTSADFVKPEPRAAPAKPTRAAPAAAAAAPAAAERGSAALPLDISSDDDDDAAPAPFRGPCSAEKPLDLTGDDDVAPHGGGWTCREAACGAQNDALRNFCSRCSAYKPSDPTEVVEVYEPAAWQRRSYQRKPQKSDLQAKAAKAKEGKPALAKAPAKVGALDNVDFELNLELRRTFEDAAHALRLPNSVLDRLIHELGGSDKVAEMTGRQGGLVRDGDKVRHEVRRVSEGARNKANLYEREQFNSGKKLVAIISEAASAGISLHADKRVPARFRNTRRRVHVTMELPWSADKAIQQLGRSHRSNQASAPEYKFLISSVGGERRFASAVAKRLMTLGAVTQGDRRATVGAAGLGMTQFNYDSPEGSRALLDMFRVLAGVQTPPFALPAVPQREAAREKDRIMDLIDGGVKEQKDGGIHVSLSFLEDDDGGEQDGAEEAEEEEDDDVVMTAAPAQLAHKRHDCALHPFGKLGAYRRACARCYCAVCDVPVAECRKWSDHCRATDKGPDADLWKKKRDALRDIDLPVAARFWFDRLGMDVDGWAKLDKPGARTSHVARFLNRLLGMPLGQQNLLFELFARLTEDVIEKRREEGALDEGIRTLKGASVKVAARADVGGGVERVEVHVDRGCDFEAARAELDEAASFADALKRREAAQRKDWGVVNDLKSAISRDAFRNSFYLARDKQAKLKREPAFKQVLLAVRVASYSPGDTERLRVVRPATGARQMTYKELKRNYAPISTADAEKHWRAEHRDGDRGCIHKNCAIVGCDFGKRTQSVHAITGDSLLDVMCRAVEAKKRAGVEGRLDVVRVCESGAPAEAASTVAIKLPRGSHEVIIDQLQAEADDAPEDDDDEDAVFG
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