DNMT
Protein sequences
>Pdum_DNMT1_comp223422_c0_seq1
MPVRIDTSPDLSSEVHSRLEELDQELKEDEITEKGYWKRKYSLLEPYLNKSSLEKLKSLKEELKSEEITEKGYQRNLEKILESTVEGLKSEKSENGHVNGKENGTNGHHENGDNGKETEEESSNDVKVKKEPESESMEVDDSQPGSSSSKNGNGSKSEDSQEEGDSQEETDSQDEGGVKKKKGKRKSKSKGGQENGASSGKKTPGRKSKSDSQPSIMSMFSQATNKRKSEGVSQESAQEEKRIKLEEDVKEEVKEEKADTPAEESADVKKEEKKPALKLDKEPPARCKECRQRLDDPDLKMFSGDPADAVEEFIMLTDPKLSLFTGDEADINDGDERPQNKITMFTVYDNNGHMTSFDNGLLEKNKELFFSGYAKPIYDENPSAEDGIATKKMGPINEWWTAGFDGGEKALVGFSTAFSDYILMQPSEAYAPYFNTVTEKIHLTKIVIEFLSEDQDANYEDLLNKIQTTVPPKGISSFSEDSLLRHAQWIVDQVENYDEAADEDETLLITTPCMRALISLAGVTLGKRRAMRKENQKRIPKVKKPAFCMATVSPLVMSLFEKLFEGQIANKSSAPRRQRCGICEVCQQADCGQCRACLDMIKFGGSGRSKQACIYRRCPNIAVKEAEENAGEEEDTNEEAEKLIMDKKEKLKEAAMKRHNFSMQKVTVEWIGEPIKEKNNRKYYSAVNFNSEEVRKGDFLSVKPADNTSPLYIGKVMYLFENKKGDKMFHAHWFNRGSDTILGEVADDHELFMVDDCQDTQLNFCVDKVKVIHKEPGEDWYMQGGKEPENIIEEDDGKTYYYQKWYDVQMARFEDLPEVPEPENESEKLSFCTACFRVKEKELRETPQLFEEVESEKGSALHYGLLTYEGEEYRVGDCVYLDPESFTFKIKPAPAPKIKPDKKREHDDDTYPELYRKGTNIKGSNEFVPSPFCIGQLKDIFIKRAVSGDLEPEQVCLKVRKFYRPENTHKGIMSAYQADLNILYWSDEETTVNLAQVEGKCMVVYGEMLDVSIEEYFKSGANRFYFTEMYDAENKTFSEPPSEATKMSTSKKGKGKGKGKGKGGKGKGDSGDSQDQKKDLPKLRCLDVFSGCGGLSEGFHQSGIAESHWAIEKEEPAAQAYRLNNPSATVFTEDCNELLRLAMQGEKKNSSGQRLPQKGEVELLCGGPPCQGFSGMNRFNSREYSQFKNSLISTYLSYCDFYRPKFFLLENVRNFVSYKKGMVLKLALGALVRMGYQCTFGVLQAGSYGVPQTRRRAIILAAAPGEKLPFYPEPIHTFSPKGMQLTATIDDVKFESCVKHMHSAPFRTISVRDAMSDLPEIRNGAKNDEISYNGDPQSHFQRAIRGHQYQPILRDHICKDMSSLVHSRMQHIPLAPGSDWRDLPNIEVRLADGTRSKKLLYEHKDHKNGRSPSGNLRGVCSCADGKSACDPLDRQFNTLIPWCLPHTGNRHNNWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYKFFGTILDKHRQVGNAVPPPMSRAIGEEIKKSLQWKQQKGNQKKMETE
>Hsap_NP_001124295.1_dnmt1
MPARTAPARVPTLAVPAISLPDDVRRRLKDLERDSLTEKECVKEKLNLLHEFLQTEIKNQLCDLETKLRKEELSEEGYLAKVKSLLNKDLSLENGAHAYNREVNGRLENGNQARSEARRVGMADANSPPKPLSKPRTPRRSKSDGEAKRSRDPPASASQVTGIRAEPSPSPRITRKSTRQTTITSHFAKGPAKRKPQEESERAKSDESIKEEDKDQDEKRRRVTSRERVARPLPAEEPERAKSGTRTEKEEERDEKEEKRLRSQTKEPTPKQKLKEEPDREARAGVQADEDEDGDEKDEKKHRSQPKDLAAKRRPEEKEPEKVNPQISDEKDEDEKEEKRRKTTPKEPTEKKMARAKTVMNSKTHPPKCIQCGQYLDDPDLKYGQHPPDAVDEPQMLTNEKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLEGGVNGKNLGPINEWWITGFDGGEKALIGFSTSFAEYILMDPSPEYAPIFGLMQEKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCEVCQQPECGKCKACKDMVKFGGSGRSKQACQERRCPNMAMKEADDDEEVDDNIPEMPSPKKMHQGKKKKQNKNRISWVGEAVKTDGKKSYYKKVCIDAETLEVGDCVSVIPDDSSKPLYLARVTALWEDSSNGQMFHAHWFCAGTDTVLGATSDPLELFLVDECEDMQLSYIHSKVKVIYKAPSENWAMEGGMDPESLLEGDDGKTYFYQLWYDQDYARFESPPKTQPTEDNKFKFCVSCARLAEMRQKEIPRVLEQLEDLDSRVLYYSATKNGILYRVGDGVYLPPEAFTFNIKLSSPVKRPRKEPVDEDLYPEHYRKYSDYIKGSNLDAPEPYRIGRIKEIFCPKKSNGRPNETDIKIRVNKFYRPENTHKSTPASYHADINLLYWSDEEAVVDFKAVQGRCTVEYGEDLPECVQVYSMGGPNRFYFLEAYNAKSKSFEDPPNHARSPGNKGKGKGKGKGKPKSQACEPSEPEIEIKLPKLRTLDVFSGCGGLSEGFHQAGISDTLWAIEMWDPAAQAFRLNNPGSTVFTEDCNILLKLVMAGETTNSRGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVVDDKKFVSNITRLSSGPFRTITVRDTMSDLPEVRNGASALEISYNGEPQSWFQRQLRGAQYQPILRDHICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTMARKLRYTHHDRKNGRSSSGALRGVCSCVEAGKACDPAARQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVGNAVPPPLAKAIGLEIKLCMLAKARESASAKIKEEEAAKD
>Mmus_NP_001186360.2
MPARTAPARVPALASPAGSLPDHVRRRLKDLERDGLTEKECVREKLNLLHEFLQTEIKSQLCDLETKLHKEELSEEGYLAKVKSLLNKDLSLENGTHTLTQKANGCPANGSRPTWRAEMADSNRSPRSRPKPRGPRRSKSDSDTLSVETSPSSVATRRTTRQTTITAHFTKGPTKRKPKEESEEGNSAESAAEERDQDKKRRVVDTESGAAAAVEKLEEVTAGTQLGPEEPCEQEDDNRSLRRHTRELSLRRKSKEDPDREARPETHLDEDEDGKKDKRSSRPRSQPRDPAAKRRPKEAEPEQVAPETPEDRDEDEREEKRRKTTRKKLESHTVPVQSRSERKAAQSKSVIPKINSPKCPECGQHLDDPNLKYQQHPEDAVDEPQMLTSEKLSIYDSTSTWFDTYEDSPMHRFTSFSVYCSRGHLCPVDTGLIEKNVELYFSGCAKAIHDENPSMEGGINGKNLGPINQWWLSGFDGGEKVLIGFSTAFAEYILMEPSKEYEPIFGLMQEKIYISKIVVEFLQNNPDAVYEDLINKIETTVPPSTINVNRFTEDSLLRHAQFVVSQVESYDEAKDDDETPIFLSPCMRALIHLAGVSLGQRRATRRVMGATKEKDKAPTKATTTKLVYQIFDTFFSEQIEKYDKEDKENAMKRRRCGVCEVCQQPECGKCKACKDMVKFGGTGRSKQACLKRRCPNLAVKEADDDEEADDDVSEMPSPKKLHQGKKKKQNKDRISWLGQPMKIEENRTYYQKVSIDEEMLEVGDCVSVIPDDSSKPLYLARVTALWEDKNGQMMFHAHWFCAGTDTVLGATSDPLELFLVGECENMQLSYIHSKVKVIYKAPSENWAMEGGTDPETTLPGAEDGKTYFFQLWYNQEYARFESPPKTQPTEDNKHKFCLSCIRLAELRQKEMPKVLEQIEEVDGRVYCSSITKNGVVYRLGDSVYLPPEAFTFNIKVASPVKRPKKDPVNETLYPEHYRKYSDYIKGSNLDAPEPYRIGRIKEIHCGKKKGKVNEADIKLRLYKFYRPENTHRSYNGSYHTDINMLYWSDEEAVVNFSDVQGRCTVEYGEDLLESIQDYSQGGPDRFYFLEAYNSKTKNFEDPPNHARSPGNKGKGKGKGKGKGKHQVSEPKEPEAAIKLPKLRTLDVFSGCGGLSEGFHQAGISETLWAIEMWDPAAQAFRLNNPGTTVFTEDCNVLLKLVMAGEVTNSLGQRLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSFLSYCDYYRPRFFLLENVRNFVSYRRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPLFPEPLHVFAPRACQLSVVVDDKKFVSNITRLSSGPFRTITVRDTMSDLPEIQNGASNSEIPYNGEPLSWFQRQLRGSHYQPILRDHICKDMSPLVAARMRHIPLFPGSDWRDLPNIQVRLGDGVIAHKLQYTFHDVKNGYSSTGALRGVCSCAEGKACDPESRQFSTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDSYRFFGNILDRHRQVGNAVPPPLAKAIGLEIKLCLLSSARESASAAVKAKEEAATKD
>Aque_15723119
MNLNEESYSIGDCVYLSPHTYSFPNVKKTSGTAANKKQKKEEEEFDESEYPEKYRKVSDYVKGSNIDSPSPFQIGQVLEIFSKSLGGKLIDNNKIVHIKLRMYYRPQDTHKGDEATAQYDLNLLYWSDLVTTVVAGDVVCGKCFVKFKEDITEDIDSYFSNKPNHFYFVEAYCADTKEFEDPPVHAMNKGKGKGVSKGKGKGKGPAKGSKESIATTSTDDDKKDEITPDSSFKKLRMLDVFAGCGGLSEGFHQAGVADSCWAVEIDEPAAQAFRLNNSQTTVFTDDCNILLSLVMEGAKTNSRGQLLPQKGDVELLCGGPPCQGFSGMNRFNSREYSQFKNSLVISYLSFCEYYRPRFFLLENVRNFVSFKKSMVLKLTLRCLVKMGYQCTFGVLQAGQYGVPQTRRRAIILAAAPGEKLPHFPNPTHVFSPRACQLTVVVNDIKYEGSIRMDSAPYRTITVRDSMSDLPHIKNGSAVRSMNYNGEPHCHYQRLMRGNQHQPVLYDHICKEMNPLVAARMRFIPIGPGSDWRDLPNKCIRLSDGTTAPKLQYTHHDKKNGRAKNKSLRGVCPCATGQPCDSSYRQYGTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTFRFFGTILDKHRQVGNAVPPPLAKAIGLEIKRSVEKKDK
>Aque_15723118
MLGGEEEEELLFQTSSKKKRVPRIIPQKRSKVEEEKEEVSSAIAPTGEEEREEEEGKEKEAKKAKTSETGSSSNGTSAATNGNNKSHDLRPHDDIPANKTSEAPQSSKPPCTYCKRSSDDPRLKIFIGDPPNANDEFITLADPSLSVLSADQESALDDVPQHKITGFSVYDKNHHLCHFDTGLVEKNVELFFSGWVKPIYDENPDPSDGIPTRQLGPINSWWIAGFDGGEKALVGFSTAYAEYILMDASDDYAEIMASVQEKIYLSKILIEYLEEFPAATYEDLLNKIQTSVPPQSIGCTSFTEDSLLRHAQFIVEQVESYDQYCDEDEDLLLVSPCMRALIKLAGVTLGKRLSSRRPHQPKVKKTKQTKATTTPLVRDIFETFFKNQIDNKSSSAPRRRRCGVCETCQQPDCGKCNACADMIKFGGTGRSKQACVNRRCPYMAVQTAEEEEDNDAADPDLKNVKDLKSPSKKIKKIKTKVEWIGEPDFVEGGKSYYTEVLINNKEKVCLYDVVSVCPEVPDDPLYLTRIMSMYEDSNGKKMFHGWWFHRSTDTVLGETGDPRELFLIDDCEDNPLGAIMDKVEVEYKPPVSNWFMCGGEEVSDDEKEIEEDGKTFFVQKYYDQSLARFEDIPSEYIRYLISDDAHPPTDGFIPQCASCERRNHMKTVHSAVPINKIESEKPKITNYR
>Aque_15708686
MQRQLKYYATPIKNYNYKRKRSDKLKFGGPRSKKQACIHRKCLNLIREAAVKSSQPNKRVQSSDSHAPPSKRPLREDGGSGPMLSSPRPCHILPSSQSKTKDNQPVIQLYSPPAAPQSSQPQCTGPYCNRSSNDLTLKTFIGDAPNANDEFIMFADPSLSVFSAESALDDVPQHRITGFSVYDKNHHLYHFDTGLVEKNVELFFSGWVEPIYDENPDPSDGIPMRQLGPINSWWIAGFDGGEKALVGFSTAYAEYILMDASDDYADIMASVQEKIYLSKILIEYLEEFPAVTYEDLLNKIQTSVPPQSIGCTSFTEDSLLRHAQFIVEQVESYDQYCDEDEDFLLVSPCMRALIKLAGVTLGKRLSSRCPHQPKVKKTKQTKAIFETFFKNQIDNKSSSAPHRRRCGVCETCQQPDCGKCNSCADMVKFGGTGRSKQACVNRRCPYMAVQMAEEEEDNDSADPDLKNVKDLKSPSKKIKKIKTKVEWIGKPIFVKGDKSYYTEVLINNKEKVSETGDPLELFLIDDCEDNPLGAIMNKVEVEEKPPVSNWFMCGGEEVPDGEKEIEEDGKTFFVQKYYDQSLARFEDILSEYIRYLIPDDADPPTDGFIPRCASCERRNHMKTVNDT
>Aque_15725529
MAVKHYRPHQSLLRLTVFVNPDGCNEPSFKRFSYQFAKDDKHATVLHYRGDHKVSQKYTNLKKQTCASVRREVEKQEQSPSVVYKKSICKTVPPEYQTVLCPRNPKQVCNLQAKQRQKLRLSHDALYNLHELCYDLETFVQKIVTHPDLIVICGLNSMLKDINRLLSIADSNLHHLLSYDTTFQLQDFYFPVMPVAFLVHERKLRCCHEEMFRVIAKELPSLVNGSQTIPMVTDDEKAFDTVERYLPKVRHLLCWNHIINGAKLWLRQHGVTSREVPVYVSDIHDLLHQPSASEYVTQLDILKQNWSDFFYSQYMNELDKKIKSMCARWNLEEFGLYNPLSGITNNQSEGFNSVLKRMQEWKEIPIDSAVLSLYHLQAFYWNEWQRGLAGLGGYVFALREYQNLYHIAVDKIHLISAISLEDIGRKCTEENNLQLRVDKNTHLLPEEDDHEEIHVPVNESQITSDENGIGSGDSQMTRARMLLERGSLSHDPKLGTFTVKGSSGKLYVVTLYPKQFCSCPATSLCYHIIAVQLSLGMEISQERKKVNLSQLKRNTRNKAHKKSGRKRPTPGFAIHFHFVVFKKHLEDYDIEPAPDSLAKKKPEQPKDSQEDETGLGTLIPKEDSSEEFSYSAISKEVNGTITHACSPKTAPTTRVGKAKRKRCGTCKNCLSTDCGKCKYCLDKPKFGGSGRLRQSCVNKKYQQMLLSKVCNNERKLQVAPNKTEERSGCSVSSPIDVDEIEEMSDHSGGKCEYVATSPFAPIEVSDFATVYKGQWLNDQVINYTLYFIFNEESTERLASDCLFCVPSYVFTKLMAGQADESLNSLLGVYLKKALNSEISVAERDILSSGYLPIARNYPSEKTIEDHDEDNNNTDSLDELLQKESYQVIQKENLLVPTFFNSCDNPDDNKCDIKKVCVQVVSTIMKTIVVPEILTYLIAKKFDLQISSAFNIIKAQTFSCIK
>Ocar_g8727_t1+g6617_t1
MEQEKGAEEKPPEAESTQEASSDPAITGSSEATVKSTKKRKRAVSGSGAKKKAKDGDSPWVVESATKKQTPSEKCKVCGQYLESPDLRLFSGDPEEALDEFAVLAHEQLSLYTGEEEGIGVDEVPQNKITDFSIYDKHFHLCPFDTGLIDKNKELFISGFVKPIYDDNPLPEGGIPAHALGPIGSWWFAGYDGGERGLLGVTTAAASIQDTLFMKGITYYRSVTVDNQEVSINDFVFVQPVNTHVPLYIAQVQYMWQNKRGEKKFHCIWLTRGTETIIGNTADSGELFFADVCSTNPLSSIRSKVEVTYKEVPERWAELGGMEVAEMHYETAQAEERVGEDEDRILYRSFRLFGETFSVNDCSYMMPDAFKFSVRPASSKKTLKRPTDALLRYDEDLYPEMYRRTSDYIKGSAEGVAEPFRIGQIKDIFTKKSHVRKKEEEEEESEEEEESDKEGNSKVFIKITKFYRPENTHLGITASYIANWNHLYWTDEGKCTVVYRDPMAREEVDWEPNTFFFSESYDPTAKSFXXXXXXXRKGKGKGKAKVVASSVTNDPTVPAPVPTTSESKFRPLRSFDVFXXRLPPKRIGRNSMGRRSRRTGSSVISKK
>Scil_17007_1
MLKGQTRSAPSGSAECTAAQLKAAEADFKDGCLTEKGFVKKKWNLLESHLGPAQKKRLSQLQSDFDGGDLGESSFLTTAKEVLGQAEETVFGGATSSKAAEAETEEAPAKLLPTKRTSDASSPEASPAAKRTRVRSRGRAKSSTSTPTRQSSRRRRVVDNSQSGSSSQDDSTVPEADDSVPPAAEVKEALSPIEEKMDTSDSPVVVEKDSKPQVVDSEVTQADTEKPDADTLKPEAADDSDTRSQASQDEGPARCPDCHQLLDSPTLKTYGGDPDNAVDEFVALADPQLCVFEDDGGQEDINETPSHRLTDFTVYDKQGHVCPFDGGLIERNVELFFSGVVKPIYDDTTDVSVGVLTARLGPIDVWWTAGFDGGDSALIGFSTAYADYYLTAPSKEYEHIMSLMVEKIYMSKLVIEFLEENPHESYEDLVDMIQFSTPPKGCNKFSEDTLLRHAQFVVEQVENYDTPDDAQDSYFVLSPCIRALIRLAGVTLGGKRRGIRRPRAPRAPRPKKEKKIASASMAVTTPLVRNIFDVFFQDQIDGKVATSGRRERCNVCEACRQSDCGKCPPCRTMTKFGGDGKSKQCCVQRRCPYMELKAADEDEDLAERKEQDGEDVSDKAKSKQKRPAKQARSDQSVIKTKVQWVGEPAITKGKKKYYKKVLINDEEICVGDCVALCPENPTDPHYIALVAYMWDNEGSKTFHAVWLSRGSESILGEAADPGEVFLVDQCDDNPLGSILFKCALEHRAPSANWRMEGGEEEAAATSGYGDKKFFYQKWYDLEAARFEDPPADMLALLSKSNARPECVACTRQAAEEQRNEPTPGSEIKSEGSTSFYSSFAFEGDTYSVGSGAYFLPTAFSFKYKAPVKKPALPVKKESVDEELYPEYYRKTWGHIKGSNLESPEPFRIARILQIFSQPDVDTLQVRVQKFYRPENAKLSDAERFAADWNILYSSVEECVVSAADIQGSCSILHSQTLTVPLSDYSARSTDNFYFEKEFDGTTKEIADAPKALPESADKTSEKSGKGTKGRKSRTSSSGADFAAALLAESEPTPFEPLRSLDVFAGCGGLSEGFHQSGIAKTVWAIEKDEAAAEAFKLNNKKSIVFTDDCNELLRLVMSGRTENKSGQPLPQKGEVDLLCGGPPCQGFSGMNRFNSREYSQFKNSLVSSYLSYCDYYRPRFFVLENVRNFVSYKQNMVLKLTLRCLLRMGYQCTFGILQAGSYGVPQTRRRAIIMAAAPGEKLPRYPEPTHVFSPRACQLSVMVDDKKYCSNISRAESAPYHTVTVRDAISDLPAVTSGASKQQITYSAESKSPFQRVMRGDKTEGSVGDHICKDMSALVVARMELIPTTPGADWRDLPNKVIKLNGENIPKLRYTHPDRKNGRSSTGAVRGVCSCANGKACDPADRQFNTLVPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTITNPEPMGKQGRVLHPEQNRVVTVRECARSQGFPDWFRFYGNILDRHRQVGNAVPPPMAAAIGREILRSVRQYSAAAAQPVSPQKK*
>Mlei_ML002234a+ML002229a
MVRNVKQTDLRQMFSAKVEKIQKSNEKTNIRTSAVIADEGQSSLTDIASKNVEDNCLAEGEPASKRQKTEKYNREINESTKRKSPALKPVKCDVCKQLLNSEALKVFKGDESGAVEEFIALASDTLSLFDADSNGESEWTEKPQHRITNFTVYDEYGHMCPFDSGLIEKNVPLYFSGYIKPIYDDSPSLEGGVAGSKLGPIDSWYIAGFDGGEKELIGFTTAYADYLLSQPSDQYSPIFDMLREKTYLSKTVIEILVEDSGMTMEDLLNCIQLVVPPENCSKFTEETLLRHAQFLVEQIESYDHAADEDEDLLITIPAVRGLIELAGVTLGGNQQSRARPERPVVKSKAAGKTKSTDISHATVTPLVQSSFEAIFVDQMQATVSFFLSGFSFYRILKFTPTFTSQSKGRKMAVIRAEENAKDETDEPNLAQSNGLKKKLPEVKTEKKVSSNIDGKLTGDPVSKSGGMPVPEKQNEELFFKFWYDSDRARAKISSTKIRKDNVDDEMFPEYYRKTDYIKGNNDLVPELYRIGRIVSFSTKQEGLDGSVVKVTVKKMYRPENIENCRVESADINLLFYSLDQVKIRADKLSGKCTVKNSEDIEDLSRYTTLSDHFYFTESWNSASKCLEDVPSEGRSSNKGKKKRAGIKSEKETQFRKLRTLDVFAGCGGLSAGFHQAGIAESCWAIEFFSEAAQAYKLNNPQAEVFNEDCNAVLRMAMEGVLTNKLGQKIPQKGEVELLCGGPPCQGFSGMNRFNAREYSMFKNSLISSYLSYCEFYRPRYFLLENVRNFVSYKKNMVLKLCLSSLVNMGYQCTFGVLQAGCYGVAQTRRRAFLLAAAPGEVLPQFPEPRHVFSPKAMSLSVTIDNKQYSQHITRFDSAPLRNITVRDIMSDLPAITNGATKRELAYDCEPDSWFQRQIRGNSEVLTDHICKEMNPLVAIRMRHIPLTPGSDWRDLPNISVTLPDGKKTPKLVYTHNDLKNGPMKGVCSCAEGKKCDPMDKQNMTLIPWCLPHTGNRHNNWAGLYGRVFWDGYFSTTITNPEPMGKQGRVLHPEQHRLVSVRECARSQGFPDTYKFYGNLLDKHRQLGCITRSHAFLAWRNSKNSKRASPVDATAVKSDTVAVKRTIKSPSSNVESDTHKLTTSPKKTLTNKSSSSSASKLPKSSSKSVDLNSQSHSLSILSGKRTGSKSKLSERFYNVECFSNGSSTLGSRHYGSYSSSGHSRLASS
>Nvec_v1g125496
PARCKECRQLIDSPDLCLFAGDPADAVEEFVALVDPRLSLFSGDEEQFDSYEDKPQHKITNFSVYDKNTHLCAFDTGLIEKNVELFISGYVKPIYDENPSPEGGVPTKILGPINEWWTAGFDGGENALIGLTTAYGEYFLMNPSKEYAPFIHTMREKIQLSKIVIEFLLNNPEARYEDLLNKVQVSVPPEGCPSFTEDSLLRHAQFLVEQIENYDSAGDTDELPLIVTPCIRDFIKLAGVTLGKRRTARKIKVKSRAELKKKQAPTKATTTELVRHIFDIFFQNQIDGKNGNAPRRKRCGVCETCQQPNCGKCSACRDMVKFGGTGKSKQCCINRRCPNMMVREADDDEGLEDEEKDDNVRDVLIRILNKSSYKNLEWLGEPAWIEGKKKYYSSVLINKKKVSLGDFVKVCPDDPHIPLYIGCVQYMWESSSGEKLFHARWMTRGAETVLGETADSAELFLCDDCDDNPLGSVLETCEVTYKDPSVDWLQGSAGMEIETSDDEHNDNTFFYHKWYHPEMGRFVDPPPEYQTKVDRTQQKFCESCIRNSAEEKVITPDISLFSRKIVTSFTLNGSEFTVSDCVYLDPEAFSFNVRPKESKPHKREGSVDEDLYPEYYRKSSEYVKGSNQNVPEPLRIGRIKSIYVKSSSGKLKGDGDDVMLTVTKFYRPENTHKGANASHQADLNLLYWTDEEAKVSALSVKGKCMVACGEDIHSSIQEYSSKGDCFYYLEAYNSQTKEFEELPPQARDCSSKGKGKGKGKGKGKGKSSADSGPESCMHDQQKEAHVRKLRSLDVFAGCGGLSEGLHQAGVAESLWAIEKEEPAAQAYRLNNPGCTVFTDDCNTLLKLAMEGEATNSTGQKIPQRGEVELLCGGPPCQGFSGMNRFNTREYSLFKNSLVVSYLSYCDFYRPRFFILENVRNFVSFKKSMVLKLTLRCLLRMGYQCTFGVLQAGCYGVPQTRRRAIIMAAAPGEELPLYPEPTHCFSPRTCQLTVMVDEKKFTSNITRTASAPYRTITVRDAMSDLPEIRNGASAAESSYEGEAISHFQRQIRGNQYQPLLRDHICKEMSALVEARMRHIPLAPGSDWRDLPNKEIRLSDGTYSKKLQYTHHDKKNEKGSSQRLRGVCSCAEGRPCEPADRQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGYFSTTITNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFYGSILDKHRQVGNAVPPPLAAAIGREIKKGLELTQGVRKKEESKMDITS
>Aipt_28556+28558
MVKLSTLPDGIADSLESLEKEFEDELLTKKGYIKKKYLLMKAYIPQYAIESIESLEKKSKNSSIEEESYLNQLDEILNEFQPSKTVQKGQGSSSSCSDHEMRDDSEQHVTNGSNGYAESLQNEDTVQEDKHGEDKNRNGNFEENGDTEEETPLNGSSCETEIKTTTRKKRKEQEKSGKKAKTSPHRQPGIAEIFSKVPCKRKGPGNGDDQESASSSGMSGADVDTAETQQEKKIKLDDNGDEKKGSAEPDSSESKRKKITNSKVQIPPRCNECRQLLNNSELRMFSGDGEDAVEEFIALVDPKLSLFTGEEEQFGSYDDKPQHKLTNFSVYDKNTHLCPFDTGLVEKNVELYVSGYVKPVYDENHVLEGGVPTKNMGPINEWWTAGFDGGEKVLIGFTTAFGEYILMQPSEEYKPFMEAMAEKALLSKIVIELLIENADASYEELLYKVQTAIPSDNCTEFTEESLLRHSQFIVEQVENFDEARDSDELPLLISPCMRDFIKLSGVTLGKKRGARKVKIKTEVKKRGPTKATTTPLVRHIFDIFFKNQIEGKGVSAPRRTRCGICEKCQQPDCGKCKYCRDMVKFGGTGRQKQSCLERRCPYRDIKEAEDNETLEEYDKDSELDNRKGANKVHHKIAQDQKIVKTKVKWIGEPVRETNTRRYYSSALINKEEVTVGDFVQVCPYDPHTPLYIACVSYMWENSKGKKMFHARWMTRASDSVLGESADPRELFLADDCDDNPLGSILRKCTVSIIFMKLFILFQSCFSMVRCSLLCRQIHRSILGFPVYNMGECRGG*MVSAALLHILQLTFSWVVLVLCDVYILVDVTYRDPLKHGNKLTTEEEAANDDQHDENHFFYQKWYNSDMGRFTDPPIEYTVSVERAKTNYCEICTRNDAQEKFDTAFVKGEIEDSGSKTGYKTLAYKGITYNIGDYVYLEDGAFTFNVKQKPLVKPTVKSEGTVDEELYPEYYRKSSDYVKGSNQDVPAPYQIGRIVKILTKNVSGKLKSDEEVFLNVTKLYRXEDTHKGPSAGHQADSNLLYWTDEECSVSVSHLRGKCTVVYGEDIDETVETYTANGPDRFYFFEAYDSKRKEFHELSIEAREQLMSKKGKGKEGKGKGKGKGKMAATVKESDDKSKKEEVKKLKSLDVFAGCGGLSAGLHQAGVAESLWAIEKEVPAAQAFRLNNXDCTVFTDDCNELLKLAMDGKETNSKGQKLPLRGEVELLCGGPPCQGFSGMNRFNTREYSLFKNSLXVSYLSYCDFYRPRFFILENVRNFVSFKRSMVLKLTLRCLLQMGYQCTFGVLQAGSYGVPQTRRRAIIIAAAPGEVLPLYPEPTHCFHPRACQLTVKVDDKVFRSNXTRTSSAPYRTVTVRDAMADLPGIDNGASACEISYDGEAISHFQRQIRDNQYQPMLRDHICKEMSALVAARMRHIPLAPGSDWRDLPNIEVRLPDGFSKKLCYTHHDKKNGKGSNGQLRGVCSCAEGQPCDPADRQFNTLVPWCLPHTGNRHNNWAGLYGRLEWDGYFSTTITNPEPMGKQVATNLCCGIPVD*
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>Lana_XP_013412655.1
MCERVIEFYSGIGGMHLALKESSIKYKVVAAVDINDVANEVYKYNFQDINLLQRSIESISLKELNKFNPTMLLMSPPCQPFTRVGLQKDVEDARTNSFIYLLETLPKLEKLPNYILIENVKGFECSQTRDKMVRTLRECGYNFQEFLLTPLQFGVPNSRMRYYMVAKKKPLTFVFDTCEDKVFEHIPSCAKPFMTHMKPSGPGDHMVCCYCQNPIKKTDILGSSADTQKNGQTGNNLTDFDKINDTEDSTNEEPKAKAPRLDSGTVNSGNSNEDKDSGDITASKRQSCEKCTLSAGVIASNQDYSPQFCQSIDHYLEKQPEEYLEKFLLPEKDLKRFKVMDIVLPSSRKSCCFTKRYGHYMEGAGSVFQMVLEEMNTSILKDDMIPEKAVEYMDDIKKLKLRYFTPREIANLMCFPKEFEFPNKLSRKQCYRVLGNSLNVHVVAVLIKLMTMNVVQKNDS
>Lana_XP_013412300.1
MAWQGSPLELKRMNHLLQQSRASGVYCRWLATLQRSHKISTAATACTPQKDEKDPMEKLQKNPYFEKYKGKIHDLQQNSPEEFESRLEEFKKKGQPKEKKVEPKAKKQPVSAAASKMSQTSKLSQLKMTKEKTLNDIMKVDLLYDKSAQEIKQIWQQHFSKKKNTVFAVIPVKTYEVIHERSSTYPMFLYTLPRGDGYEFYVASFSGHECYFTPLIAYQAHQADSPVCLTLHHYSELGDEKGIVLMHGEYNSDILNAQDAQLLCQQVQIYYGPESTSYHLVETFNEQPDNFTDLISQLEKLTDNNEDGLNPVMGSVAALVTSIMKSSIKYKVVAAVDINDVANEVYKYNFQDINLLQRSIESISLKELNKLSPTMLLMSPPCQPFTRVGLQKDIEDARTNSFIYLLETLPKLEKLPNYILIENVKGFECSQTRDKMVSTLRECGYNFQEFLLTPLQFGVPNSRMRYYMVAKKKPLTFVFDTCEGKKLQKNPYFEKYKGKIHDLQQNSPEEFESRLEEFKKKGQPKEKKVEPKAKKQPVSAAASKMSQTSKLSQLKMTEEKTLNDIMKVDLLYDKSAQEIKQIWQQHFSKKESTVFAVIPVKIYEVIHERSSTYPMFLYTLPRGDGYEFYVASFSGHECYFTPLIAYQAHQADAPVCLTLHHYSELGDEKGIVLMHGEYNRDILNAQDAQLLCQQVQIYYGPESTSYHLVETFNEQPDNFKHTDLISQLEKVLPLR
>Sman_198180.1
MRVLELYSGIGGMHIAFKESTVKHEVVAAVEINGVATDVYKYNFPNTLTLNRVIESFSPDYVCSLNANVWSLCPPCQPFTRLGKRMCEADNRSSSFFHVLDLISILKPAGIILENVKGFEHSEPWRRLIEVLNSCDYEYRQFLLSPLQFGIPNCRLRFYLLARLRSSSWNSNFKMGKSESIDLRPPIDAPMLPGCQCTSCSGVISHIEHTDDNFTEYIQFCRPISEFLLVPSDSSKELYFLDEKCLQRYFRVLDIVRSCDKKTRCFTKGYSKRLEGTGSVFQTSMENEVSFFY
>Smed_15036408 
MKVIEFFSGIGGIKCALNELNIQTDVVAAFDINDLANSVYRYNFTSPCYNKVIESISAEYLISLNADMWTMSPPCQPYTR
NGNMMDLDDPRTVAMKHTLYLISQVRPHYIFFENVKGFESSNGQKMLVSILSESAYSFQEFLLSPLQFGVPNSRLRYYLI
AKLEGKGSLMQDLEAISYKPYFDRKLYQCNCPVCSGRSRSLENDHVNHFERNLEFCDRISAYLEADNLAEPHEGHKLIDE
KVLEKGFSKLDIVTESSNKTCCFIKCYAKKIEGSGSYYQMTSCDEAHQLKQLLLNGDISSLDYAKRLKLRYFSPREIANF
MCFPQSFRFPETVTRAQRYRLLGNSVNVKVVAHVLHWLISA*

>Aaeg_XP_001657555.2
MSATDVTEDPHLPEYQVLELFSGIGGMHFAIERSGKRYKVVSAIDINPVANAIYNHNFGANKASNSNILSLNPDRIQKLGVNVILMSPPCQPFSRNGNFKDVDDRRADPFVHLCDLLDKIPTVQFILLENVKGFERSQACELYKTRLSAAGFRFKEYILSPHDFGVPNTRHRYYCVAKRTEFRNPSDEIVSKPTLQHVGTAKRICDLVEPESEKLNRYLLKDDLLRKRLAIMDICTPDSTNSMCFTKAYTHYAEGTGSVYSPLMRSEFDAIYKQIETTDDDDEKLKLLRSLRVRYFTPAEVAKLMCFPDDFEFPKQTTDKQCYRVLGNSINVLVVSSLFDEMDW
>Dmel_NP_001036355.1
MVFRVLELFSGIGGMHYAFNYAQLDGQIVAALDVNTVANAVYAHNYGSNLVKTRNIQSLSVKEVTKLQANMLLMSPPCQPHTRQGLQRDTEDKRSDALTHLCGLIPECQELEYILMENVKGFESSQARNQFIESLERSGFHWREFILTPTQFNVPNTRYRYYCIARKGADFPFAGGKIWEEMPGAIAQNQGLSQIAEIVEENVSPDFLVPDDVLTKRVLVMDIIHPAQSRSMCFTKGYTHYTEGTGSAYTPLSEDESHRIFELVKEIDTSNQDASKSEKILQQRLDLLHQVRLRYFTPREVARLMSFPENFEFPPETTNRQKYRLLGNSINVKVVGELIKLLTIK
>Dple_DPOGS212925
MVHKILELYSGIGGMHCAWNASELNGEVVTAVDINTVANEVYKHNFPNTPLITKNIQSLSYEDIKKMNVNTILMSPPCQPFTRNGKFLDENDPRTNSFTYLIDLFDELDNIEYILMENVKGFECSTVRNLFINKLKKCNFVYQEFLLCPTSVGVPNSRLRYYCIARKNTLDWSFIRTDEIITKLTKDYGEPHTLEAILETNVPEKYLLTNNFLKRAYLLDICYKHSKRSCCFTKSYTHYVEGTGSVYTDSTPDEVENCIKDAKQYEVGKEEYVDRFQQLKLRFFTPKEVLALMMFPKSYKFPERTTTKQCYRLLGNSVNVKVISELLKILFE
>Tcas_XP_008196999.1
MEILELYSGIGGMHWALKVSGVEGTIKAAVDINPTANSVYKHNFPHINLLNRNVQSLTPQFINKLGVNTILMSPPCQPFTRNGLQEDINDERTKSFIHVLAILPDLKVTRILIENVKGFERSKMRDLLIETLEKCGFNYQEFILTPTQIGIPNTRHRYYCLAKKPPNVFNFKTGVLKTEFPNQQNAPHCFEISKVLEQNELTPYYLTDKVLTNYLETTDIRYSTSRNTCCFTKAYGRYVKGTGSVYSDLPEITPEIFNQLSDHEPGSSAYLKLAHGLKMRFFTPREVGRLMSFPEDFTFPENTSDKQKYMLLGNSINVRVVAELIKLLQ
>Nvit_XP_001602026.3
MRVLELYSGIGGMHYALQESSVTGKIITSIDINTTANKVYRHNFPETANISRNIESVTVEEIAKLHIDCILMSPPCQPFTRIGLKKDSDDNRCLSLLHILQIIPHIESLDYILLENVKGFESSQARNEVILCLEKSGFNYKELILSPCQFGIPNSRHRYYLIAKRKGLKFIFDDASLITSIPEKVLELLPKNRYTSVPLEDGTHSSIKSKGKCFKLKYILESNVVENFLIPGKILLKRGSLLDIRTPESSGSCCFTKAYSHYVEGTGSVFSPSPDFEIKKKFEEINKSSETPEDKMQALLGLKLRYFTPKEVSRLMCFPENFEFPNDLSNKQKYRLLGNSINVHVVSQLIYLLYFENSVSLT
>Apis_XP_001949338.2
MRVIEFFSGIGGMHFALKECNLENFEVVLAVDINTVANAVYRHFFPSTNLRDLNILSLSPEQFDAYHPDILLMSPPCQPFTRNGLVKDINDERTKPLLHIIENIIPKSESLKYILVENVKGFESSLARDKLVNALSQSGFTFKEFLLSPVHFGICNSRLRYYLLAKKKPLDFAISLPNDIITENYWDDKLCSRVQQVSDVLSESDTELEEYLINDKQLLKGGKALDIVTKHSKRSCCFTRSYSSYLCGTGSVYSSLCEENIKEIISNNDDNLEVLKSLKLRFFTPAEVAKFMCFPVSDFPVSKKKAYQLLGNSINVYVVSRLLCLLLP
>Dpul_192688
MEKKQMRILELYSGIGGMHYAAELANVGAEVVFSVDINTSANAVYRHNFKQTNQQARNIESLSAKEINKLRPDIIMMSPPCQPFTRVGLKLDVEDSRCSSFLHLLDILPHLETVSFILMENVVGFETSEMRNAFTKALKNCDFHFREFILSPESIKIPNSRSRYYLVAKKCTDFSFGSENDIMTSFPNSRLCDIEMPVQEKTLDPYLVKDMSDEELARYLLTDKTLFKYWRILDVRQTSDTSSCCFTKAYTHYAEGTGSVLQHDPNEPFHQKFAEFKEDEDIAHLKPLKLRYFTPREVGNLMGFPAEFTFPENTSLKTRYRLLGNSLNVLVVSNLLRILLG
>Smar_SMAR004394
MADIRIHGKMNENTQILRVLELYSGIGGFHYALKDSDLKVEIVAAIDINTNANQVYMHNFPSTPIFQRNIQAINSKHFECFMPDLVWMSPPCQPFTRNGLKKDKMDHRTDSFLNILENLKLIRKKPKFILLENVKGFETSETHDLLTQTLNDCGYELNEYLLCPRQFGIPNSRLRYYMIAKLSEESVIPTRTSVINHTLNHSGEQIRHRNISEFLEDEFSDEFLIPDRILGKYAQAMDIVTSANDHSCCFTKSYGHYATGTGSVLRTNEMIDMEAVFLHEYQHENEKLNALKALQLRYFTPREVANLMGFPKTFGK
>Ptep_aug3.g2887.t1+aug3.g21986.t1
MDVSKCSQHITSCDKQNHCSNYCYRVLELYSGIGGMRYALEASQLLFDVVAAVDMNPVVNEIYRHNFGIKGHYQRNLKSFTVKEIDDMKIDIITMSPPCQPFTRVGLKKDIEDARSDSFLHIMKILVQLQRKPSYIILENVKGFEDSEARNVLIKTLEQCNYRYQEFLLSPIGFGVPNSRLRYYMTAKLESQPITTTDVKIFNIIPHSNYNWKSHCLKCIHSTYNMCSLKHHLEENSPDYFKPYLVPDHVLLKHWTVLDIVDETSNTCCCFTKAYSHYAQGTGSIFVPITDSLKVTEIFKQVACVDDNNSKLELLRNLGLRYFTPKEISNIMCFPDSFNFPSSITLRQKYKSLGNSLNVNYDNENEASEKGYTFEFTNIKGKCYVVFSENLTESVDDYFKGGPHRFYFNEAYDSSTGTFDEPPSIAQRIGRVGKGKGNIKGKKTTSNEKVESKPEEYPVINEKLKTLDVFSGCGGLSEGFHEAGVSDTRWAIEKEEPAAQAFRLNFPECSVFTEDCNLLLRLVMDGQETTYKGQNLPQKGEVELLCGGPPCQGFSGMNRFNSRQYSLFKNSLIVSYLSYCDYYRPRFFLLENVRNFVSFKRSMILKLALSTLVRMGYQCTFAVLQAGQYGVPQTRRRAIILAAAPGEKLPSFPEPQHVFSPRATQLTVVVDDKKYRPNIKWTSSAPYRTVTVGDSMSDLPSIKNGAKAEEISYSGDPVTHFQKK
>Lpol_XP_013779188.1
MVIRVLELFSGIGGMHCSLNATGISFKIEAAVDINTTANQVYMHNFPDTTLLQRNILSLSSKEIDNLKPDLITMSPPCQPFTRQGLKQDCEDVRTQPLLHILQVISDLEYKPYYIFLENVKGFETSRAKEKLVSTLQSCGYKFKEFLLTPTQFGIPNSRLRYYLLAKFRFGTSCVNMTQELTTSLRCEIKKEDMLFFKNSGLDSEIDSSNTAEGVVCRGGNTTDDEKTPLSFYLENKPDLYFQDYLLPDKVLLKFPMILDIVDRRSLQSCCFTKGYGHYVQGTGSVIHAVSHDKFIEVYKTVSLLNKEHPQTVELLKQLKLRYFTPREVANLLHFPSMFSFPSHLKKKQLYQILGNSINVYVVCELLKLLLQ
>Hduj_BV898_04582.p01
MASRDVRQVRRVLELYAGIGGMHFALDEYFKSADEAGEEISIMAVDINPSAKLVYDANFPSAPLRQIDIRALKDAHFDGVWLMTLSPPCQPFSRNGNVLDVEDARCESFLFVLAMLARLTNPPENIIMENVKGFETSEACRQMRDVLRKQGYRFKEYLLSPIHFGIPNSRLRYYLTAWRDPADKSELPKELPPDELSEDSVKTVIDAGTNYSELDLRQFLHHSVEIEHSTPPSLLIPLDILAKYLMVLDIKFPTSTTTNCFTSGYGRYFKGTGSMFCPLPEHVFADLVKEYLAHPDDRSTLAAMKLRYFSPVEVAFLMGFPNCFVIPSVVAPRLAWRLLGNSLNVHVVSLLLKQLLRPTSTITTESVAHFRNKL
>Bmal_CDP98269.1
MIDKQQNASFFCARSGEPLKCLEFFAGIGGFHYALKEIGLHLVIRALDINTVTNAIYKYNFPNTEIQQCNIEKLTTDYYDDYNADIWTLSPPCQPFTRKGLRKDVADHRCNALKKICNALKSMKKPPRYIIVENVCGFEASEAHHLLTDTLINLCYNFEEYIISPTKIGIPNSRPRYYLLAKLANNCIAIPTTSKIIDNWPKDDMAVLRSKVIGEYLCNEANEDNSLVILPEIVQRFGNVMSFVTPYNIHSSCFTKSYYRYVTGTGPILLQFSNNIQDQCISIEQLRDFVLYDNCKNLKYCQIRYFSWREIANLLGFPKTFAKPYEISSKQMYHALGNSITVSGVALLIQHLLKI
>Skow_XP_006813977.1
MGLRVLELYSGIGGMHYAVKESGVSADVVAAVDINTIANEVYQFNFPDCNLMQRSIEGITLKEFMKINADVLLMSPPCQPFTRVGLQADSNDPRTRSFFHLLKTLQSLSHPPNFILVENVKGFETSDTRNNLIETLNVCKYGYQEFLLSPNQFGIPNSRLRYFLLAKRHPYKFNFKLTDQILEELPQKQNLTEMSQDCTQETRPSLVRKSAEKSDGNKFSDCAMDGLSQLLEHCSCISDKVTESCDDDGASSSSSHLLVANSNIDHNDQSIRCVREFLEGDVQDITDYLIPDKILFRFGKVMDIVKPDCRRSCCFTKAYHHYVEGTGSVYQMNTTADTKKAFEKFLKSPSDDDDERISLLKNLQLRYFTPREVANLMCFPPEFSFPESISLKQRYRLLGNSLNVHVVAVLLQKYLLDDCQQKKS
>Spur_XP_011668392.1
MFVMSPPCQPFTRVGLKGDKNDARTNAFFNIMRNLAEMAKKPTYLLVENVKGFDTSETRNFLVETLQKCNYVFQEFLLSPMNIGIPNQRVRYFMLAKQRPLQFKEEHGTQLVQHRVNMPLMPNEIKETSRLVCDNSMVSSQEQTNMELTESRERTGQDESSMVSLNEQSIERKTDEQHLNEKERTDNVKSGSCEDMVSSSEQNEQETGEDDERRKIGDYLQADLSEESMAEYLIPDRILLKYVNVMDIVTVEDTKTRCFTKAYAYYVEGTGSVLRTDLSADMSSAFSSGSCSDDERLERLKALRLRYFSPREVANLHHFPQDFGFPECSTKKQKYRLLGNSLNVTLLAQLISYMVA
>Bflo_XP_002592995.1
MHSENDQTDPLRVVEFYSGVGGMHYAVLESKVPATVVAALDINTTANAVYRHNFPHVNLLQRDITGIKLPEFQSWNADVFMMSPPCQPFTRVGLKGDTADPRTKSFLYILDILRRMAEPPNHILLENVKGFETSETRGNLVTTLDECGYCYQEFLLSPNQFGIPNSRLRYFLLAKRKPLTFVFEHQTEIMKEMPVNSLIGQAPANQDASSSEVPNQSTSQNKQEIPCPYSIFDPEDRDTTNCREISEFLEPHSKEEEESLLLQDKLLDRYWKVLDIVTPSSRRSCCFTKAYGHYVEGTGSVLFSQTDIDAKDIFTKVSKSEDQSERLDLLHQLKMRFFSPREVASLHCLPPEFTFPQATTTKQRYRVLGNSLNAHVVAELFKLLVK
>Cint_XP_002128135.1
MEPELKVLELYSGIGGMHYALLGANLKNCEVVCSVDISPAASLVYKHNFPGTKHWERSIEGFSAKDFDNMGFNTLMMSPPCQPFTRVGLQKDINDPRTRSFIYLMKVLPQLSNPPTYILMENVKGFENSKAHDMFLQVLEQLEYSTAQFLLTPKQFGVPNSRLRYYLLAKRKPLQFPDEVNTPNEVIETMPQALQKCLNSNAGKEQNEKHTIKTLENYLEEAESTLKEHALTEKTLLRYLQVMDIVTPRHQSSTCFTKSYGYYAEGTGSVLNMGGEIKMSNPLHNNLRYFTAREVANIMCFPKDKFHFPENFTRKQKYKLLGNSLNVYVVSCLLKLLITDTKR
>Cmil_XP_007896370.1
MEAAARGEPRPRPGPGPRVLELYSGIGGMHWALRESCIPAEVIAAIDINTVANEVYKHNFPSTHLYPKTIEGMTLDDFNRLDFDMILMSPPCQPFTRIGSQKDVLDPRTKSFLYILDILPRLSKTPKYILLENVKGFETSVARDKLIQTLESCGYNYQEFLLTPTCLGIPNSRLRYFLIAKLQPGAFCFQTVNWILEGFPHHERDDWKQSKLPSSDQTLSTGDHTEKLNNSECGHADNSKCQEMETLIYKLETSGHLERKLKQNNNLSIQMIQDFLEEKLQNPSQYLISPKVLMRYALVLDIVGLTCRRSVCFTKGYGHYAEGTGSVLQTASDVELSTVFQEFETLSENEKLAQLSKLKLRYFTPREIANLHGFPAEFNFPEKISVKQSYRLLGNSLNIHVVAKLIELLVQ
>Locu_XP_006634398.1
MENLKVLELYSGIGGMHYALKESSVPAEVVAAVDVSTTANEVYRHNFPSTPLWAKTIEGVTLSDFNKIGFDMVLMSPPCQPFTRIGLQGDVSDHRTKSFLYFLDILPRLNKLPKYILLENVKGFETSSARNVLVRTLEECKYTYQEFLVSPTCIGIPNARLRYFLIAKAPPNLFSFETTVEIMVDFPSSGSTNVSSYKECSASSEPGHKTGGEQAVVYKLETAKDLERKKSQDSDVSVRRLQDYLEEEPKDLTQYLLPPKTLLRYSMLLDIVKPTCRRSVCFTKGYGYYVEGTGSVLQTCLNTQLEDVFKSLHLLSDEEKLNQLLKLKLRYFTPREIANLLGFPAEFGFPEKITTKKQYRLLGNSLNIHVVSRLIHLMFA
>Drer_NP_001018153.1
MENTERLRVFELYSGIGGMHYALKESLVPAEVVAAVDVNTTANLIYKHNFPTTQLLPKTIEGMTLQDFDRLNFDMILMSPPCQPFTRIGLQGDVADPRTKSFLYILDLLPRLSKRPRFILLENVKGFESSAARDALLQTLRECDYSFQEFLISPTSLGIPNSRLRYFLIAKRAPETFSFPVSTEIIEGFPMSESTDGLSVPYDHPTSSASEREKTIMFKLETEEDLERKRKQNSQESVRRLLDFLQEEEEDMEPYLLPPKTLLRYALVMDIVQPSSRRSVCFTKGYGHYVEGTGSVLQSCMDVDLETVFKNLDQLSEEDKLKQLLRLKLRYFTPREISRLMGFPDHFTFPKHISFKQQYRVLGNSLNVHVVSHLIRLMLSK
>Lcha_XP_005999072.1
MARLRALELYSGIGGMHYALRETCIPAEVVAAIDVNTTANDVYKYNFRDTPLWPKTIEGITLEEFDTLAFDMILMSPPCQPFTRIGLQGDVLDPRTKSFLHILDFLPRLLKLPKYILIENVKGFETSSARDVLIKTLERCAYTYQEFLLSPTCLGIPNSRLRYFLIAKLQPEPFCFQTTNQILEKFPNPHCLDTDGSKPIADFQEQPSLTASEAKPKGPSNLTGRGGRQHHGKEKEAVIFKLETAGEVVKKQEQDNDLCVQMLKDFLEEDVQDLSQYLLPPKSLLRYSLVMDIVKPTCRRSTCFTKGYGHYIEGTGSVLQTALEVEVETAFKSFESLSEEEKLRQLSTLKLRYFTPREIANLQGFPSEFKFLEKITRKQCYRLLGNSLNVHVVAKLITLMCG
>Xtro_NP_001004959.2
MARPLRVLELYSGIGGMHCGLTESGVAAEVVAAVDVNTIANEVYKYNFPYTPLWPKSIEGLSLKELDALSFDMILMSPPCQPFTRIGLQGDISDPRTKSFLYVLDVLPRLKKQPAYILLENVKGFETSEAREALIRTLEKGGYAYQEFLLSPTCLGIPNSRLRYFLIAKLQKEPFAFPTTSKILEEFPSQCPGSKRIIHCSESNPQARVEQKYSSCPLSGTDCDPEKTVLYKLETAVELQRKQTQDNDSSVRMLQDFLEGNVEEMSQYFLPPKSLLRYALILDIVKPTCRRSTCFTKGYGHYVEGTGSVLQTATDVEIDTVYKSLDLLTEEEKLAKLSSLKMRYFTPREISNLHGFPATFGFPEEVTKKQRYRLLGNSLNVHIVSCLISTLLQSP
>Acar_XP_003222002.1
MEPLRVLELYSGIGGMHYALQASNILAEIVAAVDVNTVANEVYTHNFCTTPLWPKTIEGISLKEFNKXILMSPPCQPFTRIGQQRDVSDPRTRSFLYILDILPRLAKLPKYLLLENVKGFETSSARDELIRTLEKCGFIYQEFLLSPTCLGIPNARLRYFLIARLQTEPFPFHVPGKILTDFPNQDQVDSERSRCSTGLMEAGSPLPTRETVSGSDDNDGHSSKRDFLFKLETEEELERKQQQDNDPSLQMLRNFLQGDGEDLSQYLLPPKSLLRYALLLDIVTPSCRRSTCFTKGYGHYIEGTGSVLQTEEDIQLESVFKSFESLSEEEKLMKLSLLKLRYFTPREIANLHGFPPEFGFPDKVTTKQQYRLLGNSLNIQVVAKLISLLVG
>Cpic_XP_005282499.1
MLGENSPVNLGGTGWENCYADCPAEAQICSSACCHSESCISAEVAAAVDVNTVANEVYKHNFPSTPLWAKTIEGITLAELNRLSFDMILMSPPCQPFTRIGLQGDVSDPRTNSFLYILDILPRLQRLPKYILLENVKGFETSSARDKLVETLKKCGFKYQEFLLSPTCLGIPNSRLRYFLIAKLQSELFSFQAPGQILENFPDQEPKASVKHRVAAGLEKESSFMPPKEEYIDPNSGSDCGGGQCSQKEAFVFKLETAKEMEKKRNQDSDLSIQMLKDFLEEDGEEMSQYFLPPKALLRYAFLLDIVTPSCRRSTCFTKGYGHYVEGTGSVLQTAEDVQLESVFKSIEMLSEEEKLMKLSTLKLRYFTPREIANLHGFSPEFGFPDKITMKQRYRLLGNSLNVHVVAKLISLLTR
>Ggal_BAD99025.1
MAALRVLELYSGIGGMHQALKESCICAEVVAAVDVNTLANEVYKHNFPSTPLWAKTIEGITLKEFDRLSFDMILMSPPCQPFTRIGLQGDVSDPRTKSFLYILDILPRLQKCPKYLLLENVKGFESSSARNELLRTLETCGFKYQEFLLSPTCLGIPNSRLRYFLIAKLHQEPFFFHVPGQILTRLPDQNLEELSKDKVVDKTGSXFPSGEKSLDSNTSPDCSSKKGPLPKGAFLFKLETAEQMVRKHRQDNDPSIQMLEDFLEEENEEMSQYFLAPKSLVRYAFLLDIVKPTCRRSTCFTKGYGHYVEGTGSVLQTAVDVELESVFKHIENLTEEEKLMKLSTLKLRYFTPREIANLHGFPPEFGFPDKVSIKQCYRLLGNSLNVRVVAKLISIL >Aaeg_XP_001657555.2
MSATDVTEDPHLPEYQVLELFSGIGGMHFAIERSGKRYKVVSAIDINPVANAIYNHNFGANKASNSNILSLNPDRIQKLGVNVILMSPPCQPFSRNGNFKDVDDRRADPFVHLCDLLDKIPTVQFILLENVKGFERSQACELYKTRLSAAGFRFKEYILSPHDFGVPNTRHRYYCVAKRTEFRNPSDEIVSKPTLQHVGTAKRICDLVEPESEKLNRYLLKDDLLRKRLAIMDICTPDSTNSMCFTKAYTHYAEGTGSVYSPLMRSEFDAIYKQIETTDDDDEKLKLLRSLRVRYFTPAEVAKLMCFPDDFEFPKQTTDKQCYRVLGNSINVLVVSSLFDEMDW
>Acal_XP_005095276.1
MPGSLATSLAAQRIILTDDSLQRLQSIEKDYNEGDITLKGYWKQKCSALESYFTDNVREQMRSLADDLENEEITEKGYYKKLEKVVTDFLKEVENDGSGMINGSASSRQNGHTGDLKSPGPEPSHTNGHTNGTSATNGTGSVNGTSATNGTGSVNGTSATNGTGSVNGTSATNGTGSVNGTSTVMNGSSAAKKLSKFAAGSSQSETMDEKDALKTESNGHTNGNKSMNGHASPKIKEVDTDVKQSSDSPASEEVMEVDSVEENGVDVNCSPPHKKSKQDKSNESFDSPKQEQTPRRSSRRVSKKSDEMQPSITAMFSPKAKVEEKASSKDKKENSAENGEEEEEEQQASKRIKLQDDEGKQEGIVPVLEPSAPKPLPQRCNECLKYMDDPELKMFPGDADDAVEEFIALTDPKLSLFTGEEDFDKIQEDRPQHKITNFSVYDKNTHLCAFDTGLIERNKYLFFSGVLKPIFEENPSLEGGIPCRNMGPINEWFVSGFDGGENALIGFSTAYAEYILMQPSEAYTPFIEQMKVKVHMSKIVIEFLTNNQDSTYEDLLNKIQTTVPPAGLTSFSEDSLLRHAQFVVDQVQSYDEAAADDEPLLIVTPCMRALIKLAGVTLGKRRQLRKDVGRVKAKKEKPKHTMATVTPLVRNIFDSLFQGQIDEESSKTKKQRCGICEVCQQPDCGKCAACRDMVKFGGTGRAKQACKERRCPNMAIKTADEDEEEDTEIDKVSEENAAVVKKHKAAKNAKAKVTWVGAPVKEEGKRKYFATAKVNNVEITAGDNVSITPADPTQPLYMARVQYLFEERGSMQAHVHWYFRGSETVLGEASDPLELFLVDECDDNVLEAVHAKVEVLFKSIPSDWSMLGGIDDPDVDNVVQEDDGKTFFYQKFYDPTLGRFEDLPMYEQCSESSKVDHCVSCYRLEQRRLLEEVAVGEEAESSSKTASYLYYNSVRRDGLEYHVGDCCYINPEGFDFLIKHPAKSGKQLRLKDKNMDEDMYPESYRKTEYVKGSNDGCPEPFRIGRIVQISAKKMSGSKLPDLAEIKIKVNKFYRVENTHKGQQAVYHSELNKLYWSEEEASVHFSQVCGKCTVLYQDNIAGDLDTFFLDSPDRFFFLESYNAESRSFEDPPAKARLMGSKGKGKGKGKGKGKSSKAEPSKEASEEDKVEIHKLRTLDVFAGCGGLSEGFHQAGLAESRWAIEKEEPAAQAFRLNNPGCTVFTDDCNLLLQRVMLGETTDELGQKLPQKGEVELLCGGPPCQGFSGMNRFNSREYSKFKNSLIASYLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLALRCLVRMGYQCTFGVLQAGSYGVAQTRRRAIILAAAPGEKLPVYPEPQHTFAPRAMQLSVMVDDRKFNSNIKNMTSTPYRTITVRDAMSDLPEIKNGAKAEEISYKGDAQTHFQRLIRGHQHQPILRDHVCKEMSPLVAARMTHIPLVPGSDWRDLPNLEIRLSDGSKAKKLLYTHPDKRNGKGSNGQRRGVCACATGRVCDPLDRQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFFGNILDKHRQIGNAVPPPMGRAIGLEIKKCLVWKQKNGPEEEKTGSEVEKAKEEEKTEEKDLPESSQEKEEEEKKPTSNGSGGSEEVEDMESESKQESGSKGADSGTAGAGASSSSALA
>Acal_XP_012941472.1
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MRVIEFFSGIGGMHFALKECNLENFEVVLAVDINTVANAVYRHFFPSTNLRDLNILSLSPEQFDAYHPDILLMSPPCQPFTRNGLVKDINDERTKPLLHIIENIIPKSESLKYILVENVKGFESSLARDKLVNALSQSGFTFKEFLLSPVHFGICNSRLRYYLLAKKKPLDFAISLPNDIITENYWDDKLCSRVQQVSDVLSESDTELEEYLINDKQLLKGGKALDIVTKHSKRSCCFTRSYSSYLCGTGSVYSSLCEENIKEIISNNDDNLEVLKSLKLRFFTPAEVAKFMCFPVSDFPVSKKKAYQLLGNSINVYVVSRLLCLLLP
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MADNQSSDMEVDGNESTTVYSSKARTSELPWLRSSSRAKTSKLPRITSSSNPKPSKLPRLRVLSLFDGIGTGYYALLKLGFDIEVIYASEIDKDALMVTKYHFSDNIKQLGSVTEITTKMLDQIAPINLLFGGSPCSDLSGVNYRKKGLFDPKGTGILFYDYYRIWNYLSVKAARENTPFYWLYENVASMEIKNKDTISKFFECQPIVLDSLHFSPQRRKRYFWSSLPGITMLPHIQKTNYATNAPKLEDYLEKNLDRQANVEIVGTITSKRSCLQDSKSRNPVCQDGQYTGLFITEIEAIFGLPPHFTDVGDLSISSRQKLLGRAWSVQVIIDILDMLSGLFAKK
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>Hrob_116156
MSMFANQASLKENSPVNNKKRKSLNDNVNRNNKISSSSANDNESEASDEKVIDELVEQAEKKMKLDSENKDKSETDITNKELMTTNTTEQLQLINHPKNKFIIERCTECGQILDEQEIVMYPGDSGEAVEEFVALTDSRLSLFTGDEQEIDEADERPQHRLTNFSVYDRMTHLCPFDSGLLEKNVELYFSGYIKPIYDDNPSIEAGGICTRNMGPINQWWTAGFDGGEVPVVGFSTAFAEYILLSPSDAYKPFWDAVSDKTQLSKVVIEFLKESIEKDEQPSYEDLVNRIQVSDRFFLSSNRFTEDSLLQHAQFIIDQLQSYDDTADTEDVLLIIQPCIRTLVKLTGVTLGRKNKSFGNTQQTNRKTRQQQQIAAKTAQKKKDSKATVTPLVREVFDSLFKGQIEGQSSAATKRRRCGVCEACQMPDCGKCRSCMDMIKFGGSGRSKQACLIRRCPYMSIKEAEDDDLLDDNSGEIIKGKKRKMNHNKNSEKTEAVTWIGSPLATKYANGEKIFYLGAYIGEHIVKIGDHVCVRPDDPAVPMYVAQVRSMWQEVVKRNNSYGKAMFHARWLNRGGDTVLGETSDPKELFLVDECQDSPLHFIAYPIKVDYVIQSEMDFFGSGGGASHIPGYQTQSGLGCGDNKGSSDNNDDGKSFFCRLSYDQSKARFEDFSEFDSLDVVKNFLNTCASVNEKSISETPFLDDEVGVDELLTKFNYTTSTFNKNGNGKFLEFMTTITSSLKILNNRVIKYDEDVYPELYRKTEYIKGSNEQVPEPFRIALVVGFFVKTESNSRKVKVEEVNVVVQKFYRPENTNRGLVWFGNPSSHKDLNLLYWSEDRLTVSFRNYTGKCTVTFFDESDLGLQATDVLTRYFNDGSDRFYFTEMYLPDSKSLQDVPSSQIVKELAFYKGGGKGKGKSKNKSSLAKQENVSTDEKKPLRALKCLDVFAGCGGLSEGLHQAGIADTRWAIEKDESASQAFRLNNPSCTVFSDDCNELLSLAISGSEFNSTGQRLPKRGDVELLCGGPPCQGFSGMNRFNQREYSKFKNSLIASYLSYCDYYRPKYFLLENVRNFVSFKRGVVLKLALRCLISMGYQCTFGVLQAGCYGIPQTRRRAIILASAPGYKLPFYPEPMHSFSVRGMQLTVAVDGRRFESCVSRTSGSAPFRTITVRDAMSDLPEVNNGAGHIETGYGGEPVSHFQKMSRRKIGENSYTTLLQDHVCKEMSALVLARMQHIPLAPGSDWRDLPNLEIRLKDGTVTRKLRYTHDDKRVGKTASGNLRGVCSCVETGHCDPAHRQFNTLIPWCLPHTGNRHNHWSGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVTVRECARSQGFPDTYRFYGTVLDRHRQVGNAVPPPMARHIGFEIKKSLQLSLEKKENDKKP
>Hrob_162653
MFTFAGCVIDIIEEIQSSLLGLRKVSINVQKSDQCHKDNLEKNFQSPEKKKFKSSQLAKKSLKKFKCTLKSSLLLCDQESSYDKIFEIGQIVWARLYFCSFWPAVIIDGAMCGQKQASHDNYWVFWFGDHKVSEVTLNNVVDFRTTFDQNYNNKNFKKNYEKGVSEACKLYYSRIGKNADSDKIALNWISLYDTNDEHADNMLKETDLSIPDWIIKILDEYSKQNERIRIANDSDEEDDDVNSNHSNHDCRVKLNKDIDSNTANQETWFNWKSEKGACLSCRANIGAYNHPFLLGKLCITCKNRLIDNIFVFDTDGFNMFCVICGQAGEVFLCDKLGCNKVFCCRCMTDILGKSQVHAIKSGEMWTCFICDPTSHHLIGCNGVVENWKEELNYMFQPNPSILPRTRRRMKVLSLFDGISTGKVVLDQLDVDLEIYYASEIDEDSLLVSKGRHGGGVVHWLGDVTNINSEMLEKIHPIDLLIGGSPCNEFSVANPGRKGLSEDGTGVLFFEFYRILKELQALMTPDRPLFWLFENVSSMQKHCKATMTRFFMCHPATLDAKYFSAQNRSRLFWGNIPNMYCPPQYNKNLAPDLLNESLFPGRRSQVVKLRTVTTKQNSLLQGCRNEMPVSMLDNNEESLLWIPELERVFGFPDHYTDIGDLPRTRRQKLIGQAWSVHKLELVVNLIYIRFCLIQLNKKSECLRKDNHQKQFRMFKKSKNLGEKRKA
>Hrob_89038
MVLKVLELYSGIGGMHFALNESGIKHEVVAAIDINPVCNAVYRHNFPNTKLIEKCLTSIFLKDFNKMSADMILMSPPCQPFTTIGKQKDVHDERTKSFQYFLSILPKFSKLPGYILMENVKGIESSIMRGEFLKVLSQLNYDYQEFILDPTQFGIPNSRRRYYLLAKLQNVNSSLQTRPDITYSLLRQNDNSTTNISQTDDKSVLRPLRDFLEKQLPEYFEKFRLPKKLYKKYWLMDLVSENSKSCCCFTKGYGRYVEKAGSIFQTSPSEVDLFPYKNHESDEQFVAEVDKLGLRFFTPREIANFLCFPSTFEFPANLNIQQQYRVLGNSLNVHVVSMLLKLLCS
>Hsap_NP_001124295.1_dnmt1
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>Hsap_NP_004403.1
MEPLRVLELYSGVGGMHHALRESCIPAQVVAAIDVNTVANEVYKYNFPHTQLLAKTIEGITLEEFDRLSFDMILMSPPCQPFTRIGRQGDMTDSRTNSFLHILDILPRLQKLPKYILLENVKGFEVSSTRDLLIQTIENCGFQYQEFLLSPTSLGIPNSRLRYFLIAKLQSEPLPFQAPGQVLMEFPKIESVHPQKYAMDVENKIQEKNVEPNISFDGSIQCSGKDAILFKLETAEEIHRKNQQDSDLSVKMLKDFLEDDTDVNQYLLPPKSLLRYALLLDIVQPTCRRSVCFTKGYGSYIEGTGSVLQTAEDVQVENIYKSLTNLSQEEQITKLLILKLRYFTPKEIANLLGFPPEFGFPEKITVKQRYRLLGNSLNVHVVAKLIKILYE
>Hsap_NP_072046.2
MPAMPSSGPGDTSSSAAEREEDRKDGEEQEEPRGKEERQEPSTTARKVGRPGRKRKHPPVESGDTPKDPAVISKSPSMAQDSGASELLPNGDLEKRSEPQPEEGSPAGGQKGGAPAEGEGAAETLPEASRAVENGCCTPKEGRGAPAEAGKEQKETNIESMKMEGSRGRLRGGLGWESSLRQRPMPRLTFQAGDPYYISKRKRDEWLARWKREAEKKAKVIAGMNAVEENQGPGESQKVEEASPPAVQQPTDPASPTVATTPEPVGSDAGDKNATKAGDDEPEYEDGRGFGIGELVWGKLRGFSWWPGRIVSWWMTGRSRAAEGTRWVMWFGDGKFSVVCVEKLMPLSSFCSAFHQATYNKQPMYRKAIYEVLQVASSRAGKLFPVCHDSDESDTAKAVEVQNKPMIEWALGGFQPSGPKGLEPPEEEKNPYKEVYTDMWVEPEAAAYAPPPPAKKPRKSTAEKPKVKEIIDERTRERLVYEVRQKCRNIEDICISCGSLNVTLEHPLFVGGMCQNCKNCFLECAYQYDDDGYQSYCTICCGGREVLMCGNNNCCRCFCVECVDLLVGPGAAQAAIKEDPWNCYMCGHKGTYGLLRRREDWPSRLQMFFANNHDQEFDPPKVYPPVPAEKRKPIRVLSLFDGIATGLLVLKDLGIQVDRYIASEVCEDSITVGMVRHQGKIMYVGDVRSVTQKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHDARPKEGDDRPFFWLFENVVAMGVSDKRDISRFLESNPVMIDAKEVSAAHRARYFWGNLPGMNRPLASTVNDKLELQECLEHGRIAKFSKVRTITTRSNSIKQGKDQHFPVFMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACV
>Hsap_NP_787044.1
MKGDTRHLNGEEDAGGREDSILVNGACSDQSSDSPPILEAIRTPEIRGRRSSSRLSKREVSSLLSYTQDLTGDGDGEDGDGSDTPVMPKLFRETRTRSESPAVRTRNNNSVSSRERHRPSPRSTRGRQGRNHVDESPVEFPATRSLRRRATASAGTPWPSPPSSYLTIDLTDDTEDTHGTPQSSSTPYARLAQDSQQGGMESPQVEADSGDGDSSEYQDGKEFGIGDLVWGKIKGFSWWPAMVVSWKATSKRQAMSGMRWVQWFGDGKFSEVSADKLVALGLFSQHFNLATFNKLVSYRKAMYHALEKARVRAGKTFPSSPGDSLEDQLKPMLEWAHGGFKPTGIEGLKPNNTQPENKTRRRTADDSATSDYCPAPKRLKTNCYNNGKDRGDEDQSREQMASDVANNKSSLEDGCLSCGRKNPVSFHPLFEGGLCQTCRDRFLELFYMYDDDGYQSYCTVCCEGRELLLCSNTSCCRCFCVECLEVLVGTGTAAEAKLQEPWSCYMCLPQRCHGVLRRRKDWNVRLQAFFTSDTGLEYEAPKLYPAIPAARRRPIRVLSLFDGIATGYLVLKELGIKVGKYVASEVCEESIAVGTVKHEGNIKYVNDVRNITKKNIEEWGPFDLVIGGSPCNDLSNVNPARKGLYEGTGRLFFEFYHLLNYSRPKEGDDRPFFWMFENVVAMKVGDKRDISRFLECNPVMIDAIKVSAAHRARYFWGNLPGMNRPVIASKNDKLELQDCLEYNRIAKLKKVQTITTKSNSIKQGKNQLFPVVMNGKEDVLWCTELERIFGFPVHYTDVSNMGRGARQKLLGRSWSVPVIRHLFAPLKDYFACE
>Hsap_NP_787063.1
MAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRDLIAYEVKANQRNIEDICICCGSLQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYCSICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLCLPSSRSGLLQRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESGSDPGQLKHVVDVTDTVRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQYARPKPGSPRPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRVWSNIPAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSL
>Lana_g11540.t1
MEVEDLDSKKERKQETSKDLREEIEAPLRKSKKEKKVPINQPTIMSWFEKGVNKRKLSEIKNDSESNDSGSQEEKRIKTEDGGNGSADGDDKDGAKILRCRAEKPEEVKELLNTKACKQTPLKCKECSQLLQDPDLKLFLGDPDDAREEFVTLTDPNLSLFTGEEEEIHSYDERPQHKVTNFSVYDKNTHLCPFDTGMIEKNKELYFSGYVKPIYDENPSIEGGIPTTKMGPINEWWTAGFDGGEHALVGFTTAFADYFLMDPSEAYAPIMNALQEKIFMSKMVIEFLANNQDATYEDLLNKLQVESYDQGADFDENTLLTNSCMRALIKLAGVTLGKRRALRKEVRGAKAVKDKSAHTLAAVTPLVRNIFDSMFDGQIDEKGTAVDIRRQRCGICEVCQQPDCGKCMACRDMTKFGGSGRSKQACQKRRCPNMAVKAADEDDLLEEGNDDTLDTERKAVEPSTPKKKHKLSKKQKSALEWMGKAIKVETKKSYFEAVLINDQKVSCGDFISVSPDDPSEPLYIAKVAYLFEEGGDKMCHAWWFKRATETVLGETADPLEVLQVNECENIQLEFVVSKIQVLFKAPLPDWSMRGGIEEFDSDNVVKEEDGKTFFYQKWYDPELARFEDPPFDSDPKVDSKHKHCASCSRLMELSKKERPKPSDRLSSESDSSSHMYYGTVSRDGVDYKLGDSVYLLPEAFKFNLKAASKKSKQEKKEVDEDVYPEVYRKSSDYIKGSNEFVPEPFRIGTILEIICKKMTCSKIVNEQNVLLKIRKFYRPENTHKGATGSHHTDLNMLYYSNEEVIVDFQLVKGKCMVVFSDDMNISVDEYFSEGPDRFYFSEAYNSETKEFEEPPSKVRRSTAKGKIRRLRSLDVFAGCGGLSEGFHEAGIAECRWAIEKEEPAASAFKLNNPGSTVFTDDCNMLLRLVMDGKTTNATGQKLPLKGDVELLCGGPPCQGFSGMNRFNSREYSMFKNSLIASYLSYCDYYRPRFFLLENVRNFVSFKRSMVLKLALRCLLRMGYQCTFGVLQAGSYGVAQTRRRAIILAAAPGEKLPFYPEPLHVFAPRAMQLSVVVDNRKYQSNISWTTSAPFRTITVRDTMSDLPTIHNGAKGEEISYGGDPLSHFQKMIRGNQYQPILRDHICKEMSPLVYARMKHIPLAPGSDWRELPNIIVRLSDGSHTKKLVYTHRDKKNGHSSTGALRGVCSCAEGGVCDPMDRQFNTIIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFYGNILDRHRQIGNAVPPPMAKAIGLEIKKCIIWKEEHLELSSCFTKEEKEIEPSAVSGIKVDNI
>Lana_XP_013412300.1
MAWQGSPLELKRMNHLLQQSRASGVYCRWLATLQRSHKISTAATACTPQKDEKDPMEKLQKNPYFEKYKGKIHDLQQNSPEEFESRLEEFKKKGQPKEKKVEPKAKKQPVSAAASKMSQTSKLSQLKMTKEKTLNDIMKVDLLYDKSAQEIKQIWQQHFSKKKNTVFAVIPVKTYEVIHERSSTYPMFLYTLPRGDGYEFYVASFSGHECYFTPLIAYQAHQADSPVCLTLHHYSELGDEKGIVLMHGEYNSDILNAQDAQLLCQQVQIYYGPESTSYHLVETFNEQPDNFTDLISQLEKLTDNNEDGLNPVMGSVAALVTSIMKSSIKYKVVAAVDINDVANEVYKYNFQDINLLQRSIESISLKELNKLSPTMLLMSPPCQPFTRVGLQKDIEDARTNSFIYLLETLPKLEKLPNYILIENVKGFECSQTRDKMVSTLRECGYNFQEFLLTPLQFGVPNSRMRYYMVAKKKPLTFVFDTCEGKKLQKNPYFEKYKGKIHDLQQNSPEEFESRLEEFKKKGQPKEKKVEPKAKKQPVSAAASKMSQTSKLSQLKMTEEKTLNDIMKVDLLYDKSAQEIKQIWQQHFSKKESTVFAVIPVKIYEVIHERSSTYPMFLYTLPRGDGYEFYVASFSGHECYFTPLIAYQAHQADAPVCLTLHHYSELGDEKGIVLMHGEYNRDILNAQDAQLLCQQVQIYYGPESTSYHLVETFNEQPDNFKHTDLISQLEKVLPLR
>Lana_XP_013412655.1
MCERVIEFYSGIGGMHLALKESSIKYKVVAAVDINDVANEVYKYNFQDINLLQRSIESISLKELNKFNPTMLLMSPPCQPFTRVGLQKDVEDARTNSFIYLLETLPKLEKLPNYILIENVKGFECSQTRDKMVRTLRECGYNFQEFLLTPLQFGVPNSRMRYYMVAKKKPLTFVFDTCEDKVFEHIPSCAKPFMTHMKPSGPGDHMVCCYCQNPIKKTDILGSSADTQKNGQTGNNLTDFDKINDTEDSTNEEPKAKAPRLDSGTVNSGNSNEDKDSGDITASKRQSCEKCTLSAGVIASNQDYSPQFCQSIDHYLEKQPEEYLEKFLLPEKDLKRFKVMDIVLPSSRKSCCFTKRYGHYMEGAGSVFQMVLEEMNTSILKDDMIPEKAVEYMDDIKKLKLRYFTPREIANLMCFPKEFEFPNKLSRKQCYRVLGNSLNVHVVAVLIKLMTMNVVQKNDS
>Lana_XP_013416790.1
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>Lcha_ENSLACP00000012502
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>Lcha_XP_005999072.1
MARLRALELYSGIGGMHYALRETCIPAEVVAAIDVNTTANDVYKYNFRDTPLWPKTIEGITLEEFDTLAFDMILMSPPCQPFTRIGLQGDVLDPRTKSFLHILDFLPRLLKLPKYILIENVKGFETSSARDVLIKTLERCAYTYQEFLLSPTCLGIPNSRLRYFLIAKLQPEPFCFQTTNQILEKFPNPHCLDTDGSKPIADFQEQPSLTASEAKPKGPSNLTGRGGRQHHGKEKEAVIFKLETAGEVVKKQEQDNDLCVQMLKDFLEEDVQDLSQYLLPPKSLLRYSLVMDIVKPTCRRSTCFTKGYGHYIEGTGSVLQTALEVEVETAFKSFESLSEEEKLRQLSTLKLRYFTPREIANLQGFPSEFKFLEKITRKQCYRLLGNSLNVHVVAKLITLMCG
>Lcha_XP_014343300.1
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>Lcha_XP_014350916.1
MPSSSTSTKIVANGTMTTQGLLNGSLHPAEELTENGKDFSVSVLNGDADVMPALEKKKVNGEATVQDRNLKASPIREGVPWAFSFDEGRQRGGVAGWETSLRQRPPPRTIFQAGLTFQTRKRKEDKKELGGKRAFRQKSSVIVIQDRVNPLKPDEAENAFIDLTEEDSKDSAQSNTTGASGTQEAQNGTVDFVHESQLENAKAETLEYQDSKGFGLGELVWGKIKGFNWWPAIVVTWRAPAKRRATSGMRWLRWFGDGKYSEVSVDKLGPLMSFSQYFNSSALKWNSYKKAVYEALEVASKRAGKEFPEENCESLEQRLKSMMEWALGGFEPMGLEGLKPPENPENGFLKHPFLQEMVPEYNPAFKRQKNTSYKPTKEDSEENPRPSKERLIHEVLENNKCLEDFCMSCGSQNQTTFHPLFEGGLCQSCKDTFLETSYMYDDDGYQSFCTICCGDGELLLCGNMNCCRCFCVYCLETLVGPGASEQAKKLDPWSCYMCLPRKRYGILQRRQDWNLKLQEFFASDKGQEFEAPKIYPAVPAEQKRPIRVLSLFDGIATGYLVLKDLGFNIDLYIASEICEDSIAVGTVRHEGRIKYVHDIKNITRENVREKAPPPKKKTPPQPLMGGLYKGTGRLFFEFYRLLSFAKPEKGENRPFFWLFENVVAMGVSDKRDISRFLECNPVMIDAIEVSAAHRARYFWGNLPGMNRPLTASQTDKLELQDCLEHSRIAKLGKIRTITTRSNSLKQGKDQLLPVLMNGKEDILWCTEMERIFGFPVHYTDVSNMGRGARQKLLGRSWSVPVIRHLFAPLKDYFACE
>Lgig_171288
MHKLTNFSVYDKQTHLCAFDTGLVEKNVHLMFSGVIKPIYDENSSPEGGVSATQMGPINEWWTAGFDGGEKVLVGIGSAYADYILMEPSEAYADIWNALQEKVNMTKVVIEFLSTNFDATYEDLLNKIHTTVPPKGIASFSEDSLLRHAQFVVDQVQSYDEAADFDEELIMTTPCMRALIKLAGVTLGRRKAMGRQLKPTKEKVKPTQSKATTTALVESIFDSMFNGQIDDKTGNGGVKRRRCGVCAVCQQPDCGTCTSCMDMIKFGGSGRSKQACKLRRCPNMALKEAEEDAALEDDADDDKENEVINEKESAHHALIHPHKGKRVVKEIKWVGEEIAIEGRKKYFKAVDIDGVEIAIGDHVAVKPEDSSIPFYIAQVTSMWESSSKEKLFHADWFCRGSDTVLGEASDPLELFLVDDCEDSNLEYVLDKVTIIYKEPAKDWRMLGGIMDPDSDNVIEKDDGKTFFYQKWYNPDYVRFEDPPKKPDVPQNQSHKFCISCNRLEELRKKETPVVGDEVDGSEESSNKVFYGYVQRDGFQYNVGDCCYIDPEAFDFNVKPSNKKINISKRKVDELLYPEAYRKSSDYIKGSNNECPDPFRIGQIVGIFCKNSSKSKIANVAEIRLKIRKFYRPENTHGKCKVVFSENLLMDTTEYFNKVEDGFYFTEMYDSEKREFEEPPSSARMMGGKGKGKGKGKGKGKGKAREEPTEESKEVKFEKLQMLDVFAGCGGLSEGFHQAGIAESKWAIEIVEPAAQAFRLNNPGSTVFSQDCNFLLRRAMDGEKTDELGQHLPQKGQVDLLCGGPPCQGFSGMNRFNSREYSKFKNSLIASYLSFCDFYRPRFFLLENVRNFVSFKRSMVLKLALRCLIRMGYQCTFGILQAGCYGVSQTRRRAIILAAAPGEKLPFYPEPLYTFAPRAMQLSVCIDEKKYTSNITRTTSAPYRTVTVRDCMSDLPEIRNGAKAEEISYKDDPQTHYQKMIRGNQHQPILRDHVCKDMSALVHARMQYIPLAPGSDWRDLPNIEARLSDGTKSNKLKYTHHDKKNGRGVDGELRGVCSCSEGKSCDSEHRQFNTLIPWCLPHTGNRHNHWAGLYGRLAWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRYFGNILDKHRQVGNAVPPPMSKEIGREIKKCLIMKAKEKDAEEKESKMDVEADEKKEEIKEEVKAEGSSS
>Lgig_XP_009052047.1
MAASIELRVLELYSGIGGMNYSLKESGVKYEIIAAIDINTTANQIYQHNFPDHNLMAFGIEKLTLKQYEKWNINTILMSPPCQPFTRVGNKNDVNDIRTQSFLHILQLIHQCKEKPSYILVENVKGFEESEARNKLIEMLTTNHYHYQEFLLTPLQFGISNCRLRYYMIAKLQTVQFLFTPSSKILTSIPNCPEEWLKYLQCSEETDNPVSNKWDQFESCDQNIHQEDIETDYICDKCLKLKYFLESKSDDYFQDYLVEKKDFKWFIVMDIVHPGLKKSMCFTKRYGHYINGAGPILQMSHDLTCDLKTKITTLNSRDFWTEEETKIIEKLKLRYFTPREIANLLCFPSSFSFPDNLSRIQLYRCLGNSLNVHVVSILIRLLVLEKYAS
>Lgig_XP_009055961.1+XP_009055960.1
MSSRRQSTFLSHLQNTRIPVPVKYVNVVKRKTCQYNGPQTDSADSLSSGSTQFIKRKNLNKMNRKKEKHCRKLMHMLHDVQDSIRMTRATTKLMEQPTDTETPSSSSPDRQSNLSNLIRYRYPSHKHLLKRLHRKCKNRYYTMAQLARKLAGSESDDSTDISLDSDDDTGIQITDIQGKQVYSVQNTKAMDNMLPLTINTNQDEGIEFNRIDEPVHDLNAVRIFESSESGSEEDKNTELPLQPHMKMVKNKTNKTSFVIGPMRDDSLRPNPVKRQLFQVLNEQPRKRNKMEKKREPTEQYNALSNTPTSSTGKMKKFHIEVLEDDDDDFIEIESQMGRLVFANLVGLQWWPGIIVKGSMCHLYTENKGCSWIFWFGDHKISLVQQERIIPFAANFIEKSSGKGKMFQKALSEIIKVYGERIGLNACTMSNEQLIEWAQTEIRLIKGSKQSEAETDKKIPDWILGKLEEIGADILKKVEGKPLPKSKRDKMEERSATENAIDAVKEGKCEIKDICIACADSSAAIVCQHPLFKGGVCKKCKVDILETIYALDEDGVMAYCSICGHGGTVFLCDKVGCNRVYCVECIDEMAGSIILTEIEQKKNWQCFMCTEFDIKSHGLIEPNKDWQQRIIQFFETEMVHEMFKTKRPIRVLSLFDGIGTGILVLRELGMNVEEYYASEIDSDAMIVTSVHHGDIVQQIGDITEITEEIISSILPIDLLLGASPCNDLSLANPERKGFNFGGTGILFFDFVRILEIIRKLQDKQRHLFWLFENVASMKLEFKKVISRFLKCPAAMWNSSYFSAQNRSRYFWGNIPGLFSTPSVSSYSHEKVMLDNFLTKKCKRQATVDQLRTVTTRTNSLRLGKDDKGFPIKMDGQDAGIWIPELERVFGFPSHYTDVQNLPSTRRQKLLGKAWSVTVLKNILKPLKQYFQCSAEEGKR
>Locu_ENSLOCP00000009053
LFVKQTKFKLEMPAKTSLSLPEDVKKRLQVLDTDGDGLTDEERVRETLSLVLGYLKADAQNQLNNLESKLKKEELSVEGYLSKVKALLGRELCLENGSSELNGQANGCAENGAHGASDEDCGPRNGQGAEGTVEAREEEGLKSPSTGKPRGGRRSKTEGDTKIYVSLSPGVLRGWIPNCVMYTNPFYNQSSFPTGGVPCDTLVGESGKCWRTLAIRKQGGRRRRNSEPGRMLRQISESFSSSRVTRNSVKQPTILSMFAKSSSQPTSLGLLFNVFSIVESPLPSSSKRKSDEVNGEEVAPVTEEGVTDDEEKAQDEKRLKVESEEKTDTKASVQKNPVPPAKTPPPKCPDCRQYLDDPDLKFFQGDPDDALDEPEMLTDERLSLFDANEDGFESYEDLPQHKITNFSIYDKKGHLCPFDSGLIEKNVELYFSCAVKPIYDDNPCMDGGVPAKKLGPINAWWITGFDGGEKALIGFTTAFADYILMDPSEEYAPIFALMQEKIYMSKIVVEFLQKNPEATYEDLLNKIETTVPPAGLNFNRFTEDTLLRHAQFVVEQVESYDEAGDSDEQPIIVTPCMRDLIKLAGVTLGKRRAARRQAIRHPTKIEKDNKGPTKATTTKLVYQIFDTFFSDQIEQNDKESSAKRRRCGVCEVCQAPDCGKCTACQDMIKFGGSGRSKQACLKRRCPNLAVREAEDDENIDEDDVLPVQTTPKKMSQAKKKKQSKSKLSWVGEPVKTVGKKDYYMKVSVEDEILQVGDCVSVSPDDPSKPLYLARITALWEDNNGKMFHAHWFCRGTDTVLGESSDPLELFLVDECEDMQLSYVKGKVNVMYKAPSNNWFMEGGMDSEIKVIDDDGKSFFYQLWYNPEYARFETPPNVSPAEDCEIMFCDSCTRTKELMEQEIPRVLEPLSEDHDSKVFYGLACLRGEQYRVGDGVYMLPESFSFSVKSASPVKRPHRKDDVDEELYPEYYRKSSDYIKGSNLDAPEPFRVGRIKEIFCLKRSNGKPNETEIKLRLYKFYRPENTHKGPKAGYHTDINMLYWSDEEVTVDCKDVQGRCTVEYGEDLIESVQEYSSAGPDRFYFLEAYNSKTKSFEDPPNHARSASHKGKGKGKGKSSSSTVQEQLDQEPQDLKPHKLRTLDVFSGCGGLSEGFHQAGVAETLWAIEMWDPAAQAFRLNNPGTTVFTEDCNVLLKLVMSGEKTNSLGQKLPQKGDVEMLCGGPPCQGFSGMNRFNSRTYSKFKNSLVVSYLSYCDYYRPKFFLLENVRNFVSFKRSMVLKLTLRCLVRMGYQCTFGVLQAGQYGVAQTRRRAIILAAAPGEKLPKYPEPLHVFAPRACSLSVVVDEKRYVSNITRVNSGIYRTITVRDTMSDLPEVRNGASALEISYNGEPQSWFQRQIRGSQYQPILRDQICKDMSALVAARMRHIPLAPGSDWRDLPNIEVRLSDGTTTKKLRYTHSDKKNGRSSSGALRGVCTCAEGKPCDPADRQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRLFGNILDKHRQVSLVDLQKCF
>Locu_XP_006634398.1
MENLKVLELYSGIGGMHYALKESSVPAEVVAAVDVSTTANEVYRHNFPSTPLWAKTIEGVTLSDFNKIGFDMVLMSPPCQPFTRIGLQGDVSDHRTKSFLYFLDILPRLNKLPKYILLENVKGFETSSARNVLVRTLEECKYTYQEFLVSPTCIGIPNARLRYFLIAKAPPNLFSFETTVEIMVDFPSSGSTNVSSYKECSASSEPGHKTGGEQAVVYKLETAKDLERKKSQDSDVSVRRLQDYLEEEPKDLTQYLLPPKTLLRYSMLLDIVKPTCRRSVCFTKGYGYYVEGTGSVLQTCLNTQLEDVFKSLHLLSDEEKLNQLLKLKLRYFTPREIANLLGFPAEFGFPEKITTKKQYRLLGNSLNIHVVSRLIHLMFA
>Locu_XP_015204065.1
MPSNATATTTTFKSSDFDYDAAANKMSEDQEQDRGKEPGNSVPLRKVGRPGRKRKQLPVNSCETSKEDVGSKCHASVESQSSEQVHNGDVDSHPGDTIAASSKQGRNIPENGVPRESVRRSEELPDQEAQGQGYRKGRPDSSLENGFSTPPDDQDSEKDGEQVPPTPRKKRGRRKLEHPEKHTEEQDESSCETVKTEGTRARLRGGLGWETSLRQRPMQRITFQAGDPYYISKRKRDEWLAKWKMEAEKRAKLVAVMNAMEEPAGNEAQKEEEEVVVNQLPPQQHTDPASPTVATTPEPVSAETVDKSIPKSTDVEPEYEDGRGFGIGELVWGKLRGFSWWPGRIVSWWMTGRSRAAEGTRWVMWFGDGKFSVVCVEKLMPLSSFSNAFHQPTYNKQPMYKKAIYEVLQVASSRAGKIFPTCPDTDETDTSKSVDLQNKQMIEWAMGGFQPTGPKGLEPPEEERNPYKEVYTEMWVEPEAAAYTPPPPAKKPRKSTAEKPKIKEIIDERTRERLVYEVRQKCRNIEDICISCGSLNVSLEHPLFLGGMCQNCKNCFLECAYQYDDDGYQSYCTICCGGREVLMCGNNNCCRCFCVECVDLLVGPGAAQAAIKEDPWNCYMCGTKGIYGLLKRREDWPSRLQHFFANNHDQDFDPPKLYPPVSAEKRKPIRVLSLFDGIATGLLVLKDLGIQVERYIASEVCEDSITVGIVRHQGRIMYVGDVRNVTRKHIQEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLHEARPKEGDDRPFFWLFENVVAMGVSDKRDISRFLECNPVMIDAKEVSAAHRARYFWGNLPGMNRLVRERPLAAMTNDKLDLQDCLEHGRTAKFSKVRTITTRSNSIKQGKDQHFPVYMNEKEDILWCTEMERVFGFPVHYTDVSNMSRLARQRLLGRSWSVPVIRHLFAPLKEYFACL
>Locu_XP_015220486.1
MKQAREKILGPEMPSNKYSSTIMASDKMTATAAVNSDVAMDGLSEKDSGLELTNGHLGSSPLTASEPPSPLSPKQNGGSISPEINMDKPSSCKKRLRKNSELEDESAWDSSYSEEKSRGVAGWETSLRQRPPPRTIFQAGLSPHGKPRSRDSSLKPKQDESSSLNQNGGSPSGLQAHLPEAPSLELMEQDSKDSAQSSSTSTSQETASSSTESGCQPEYKDNKGFGIGELVWGKIKGFSWWPGIVVTWRATGKRQASPGMRWLQWFGDGKFSEVSADKLDSFMAFPKYFNQASYNKLASYRRAIFQALEMASTRSGKTFPLCENDSPEDQVKPMLDWANGGFQPKGLEGLKPSENTVTGSLNHHVLEVSLPEYFPPAKKQKPCKPKLGSEEDYSREQMVHEVLKNNRSIEEFCLSCGKTRAATFHPLFEGGLCQTCKDVYLEISYMYDDDGYQSYCTVCCGGREVLLCGNANCCRCFCVDCLDILVGAGAAESAKVLDPWRCYMCQPPQQYGVLKRRGDWSVKLQEFFVNDNGQEFESPRTYPAVPAEQRRPIRVLSLFDGIATGYLVLKDLGFKVDQYIASEVCEDSISVGVVRHEGKIQYVHDVRNITRKNIEEWGPFDLVIGGSPCNDLSIVNPARKGLYEGTGRLFFEFYRLLSFAKPKEGEDRPFFWMFENVVAMGVNDKRDISRFLECNPVMIDAIEVSAAHRARYFWGNLPGMNRPLCASGMDKLELQDCLEHGRLAKFGKVRTITTRSNSIKQGKDQHFPVIMNGKEDILWCTELERIFGFPVHYTDVSNMGRVARQKLLGRSWSVPVIRHLFAPLKDYFACE
>Locu_XP_015220711.1
MLGKMAVNVRLTSDAGDKYDRVELLAWLNDSLQTKFTKVEQICSGAAYCQLMDWLFPGSMDLNKIKFQAQEELEFIHNYNLLQKSFRKTGVTKVIPVDELVKGAFQINFQFLKWFKKFFDANFYGQIYNALTAREGQIVLPVTEKPVSPPNTKSPNSFTHAGGKEKVDCDFDEELHDPKTKRITFLTHWQETFSWVRQSKLGDIYAYCEVCDLNITIHHRGQVDLKRHQNSKRHCENLKKRKCLTNKTKDNEDVCGGDSTTCGVATLKFIKKYCTSLKSFTKVRDGSRVSNCRARYILGLKHPKDIASICSQTPYCIYLHRNVDVGDGEQADVVLVGFFDEKAGQNRIRLLDVVRPKTETVASVSSCLVETLQKSGLPVLNLSGFHTDCPPEEGAAVLSRLKEMNPNVICVGSLSHLASLACRAGVAASSKDVSQLISNIHSHYSSCSTANDNLKELFANIEPYQADLPTSTQCLAFTNIVKKISDIWPDLISYFQSCDHKSEKVKLICGQLGDHQLRATFLFLSHALEPLCAFQSKLEKQNGDLAKLLKEASGLLRSYAASLLLPEAVVKLLKGHDSKVLENEKNYLPGTELNVGAEVEEYLTKNQQGLGTVWGDFFKDVSLFYASVTAQIMQNLPLNDTLLRNISILLNPSCKLKITGKVVADLATHLGLCKRPEETTQLIDEFLEYQLLENDEAQVLPPSPLQHWSAVLKTALSGTNEQMSIFRKLILTLLSLPYPSMEATKAFSQAFENGDVSLLDETVTENELDDTRDSDLTAGNEDVILVEDGHLSPETTKHPKHCNSSADVIDLTQMKPCAVLLKKINCTSVDNKNEVFIEDDIVWSSSCQEETTRGICGWESSLRQKPPVRKIFQVGANSLENVKKEDNSGSTQTNSGAPGVKRGNHTSTPNKPPKKSYPYQDGKGFSVGELVWGKVKGFSWWPGLVVGWKSKQIPTAMRKVEWFGDGMFSEIYTERLLPFSAFSKCFCNSSFATLPAYKDAIFQSLEMVSERSKKTFASCKTESKDEKLKPMLEWAFGGFKPKGPDGFKPPVTDNLAAKAALLDTPVPEYQPPTKKQKYVYKNKGGNEQEYSRVQMVREVLQKGKNIEDFCLSCGTPQTEIFHPLFEGSLCLKCKDNFTETLYRYDEDGYQSYCTVCCAGLEVILCGNASCCRCFCLDCLDILVGPGTFDKLKEVDPWSCYMCLPSQRYGVLKRREDWSIRVQEFFVNNSAMEFEPHRVYPSIPANQRRPIRVLSLFDGIATGYLVLKDLGFKVERYIASEICEDSIAVGMIKHEGRIEHVHDVRTITKKHIAEWGPFDLLIGGSPCNDLSIVNPARKGLFEGTGRLFFEYYRLLNILKPKEGDNRPFFWLFENVVAMGVRDKTDICRFLECNPVLIDAVKVSPAHRARYFWGNLPGMNRPLASSQSDKLDLQDCLEHGRQAKFSKVRTITTRPNSIKQGKSEILPVVMNGKEDNLWCTELERIFGFPRHYTDVNNMGRGSRQKVLGRSWSVPVIRHLFAPLKDYFACE
>Lpol_XP_013775600.1
MSPDKTRKKLPKDKLLGLVGAFNDNYIDLGGKFFKRGVLEALQEMAVRAGVDVAEGDSVKLLSWAKHGFRTESRRTNPWAPSVENPIPENVRRRLDRIKTQYLEALLLLESQTSLQPRFSRFAQLENSGSALKKVRERKLSIQDVCVACDSSSEDIVTQHPLIEGGLCQQCKDDIIETMFAYGDDGTNAYCVICGQAGELIICDNTDCNKCYCTGCIDVLISPGTHKKVLAADPWFCFICTEYDPERNGLIQPKLDWQQNVLKLFQPEKSIQLSPSSDDYREKKPIRVLSLFDGIGTGRYVLDQLGIEVEAYYASEMDHDAINISIVQHKCNVTHLGQIEEISDAEVAKLCPVDLVIGGSPCIDPSLVSSGRKGLYDATGTGRLFFDFFRLLKAVQLANKERHVFWLYENVTSIPQEYKSIITRFLQCEPALIDSKYFSPQNQARYFWGNIPGMYAVEEYWSGGEVDNPLQPHFHMLRQAVKLNSSLSSNLNQEIETVSSNTMCNNLPSESKDSLTPGNTSDDKDALRVTDIEQVFGFPKHYTDTGNIPLGRRQQLLAKAWSVPIMKHIFMPLRNFFKTFSLPFVPQLSPASTTDILPDSSSSLTTCTNNCVRP
>Lpol_XP_013778629.1
MHHSGDHKRDLEKVQEEGEKGEEENSEEPLDLTGWKSQENKDGLLEEENTGDGKKMSCCYFGLEDEKDPEDISLACLSPISKHSKQNRKRKKKRKNKSKISFEYKKKKKMRPKAKSKSNECELHFSSESADLRNELVPEDLSLYSKSSGTHSCMSEESDSPSEQVTGAIRDLSLNEHSESPQFSVGNAAKNKCHEESTSDDTRSSLVEQEIKAPVKETFDFLTEQKNFNPNEQRLGQRIEEGDQSIISSLGQKVEAKYTEDSTSSSQLEKTEDSEDQLVPFEISPRSTCKISNNYLVKSSTIRHGSNEREECLRPRPSQSLVMTRKRRIAPSLLEGIIGYKQAKLNMHTITAKTSTSRRMGPINKPSYRNHSSKKSSTCSSSSSSQITVALDIFNPEDRELMSDSSNKEMDQDSAQKLLDASVGEIIWAKLGSTRWWPAIVIWGTDCGQPPAHPGQTWVFWFGDHKISELPRDKLVDFVEEFSSKFSDFAGKMFKRGVVEAIREVAVHAEVEFVEGDSAGMLNWAKNGFRTESSKPNPYAPDIATPISENVSKHLNRIKTQYLQALQSFGSQNSLQPRFSRLEQLENKDSALKKVREGKFRIQDVCIACDSTLVEISTQHPLIEGGLCKQCKNETVETMFAYGEDGTNAYCVICGQAGELLICDNNDCNRCYCTGCIDVLVSPGAHKKVLSTSPWLCYMCHDYDPEINGLIRCKEEWQQNVMQLFQPEKHVHLPPSPEDYKEKRPIRVLSLFDGIGTGKFVLDQLGINVDAYYASEIDQDAINVSIVQHKLSINQLGRIEDVTDAEVAKLCPIDLVIGGSPCNDLSLVNPARKGLYDPQGTGKLFFDFFRVLKAVQLANKGRHVFWLYENVASMPQEYKSTITRFLQCDPAMIDSKYFSPQNRARYFWGNIPGMYAVFGFPRHYTDAGNIPLGRRQQLLGKAWSVPVIKHLFTPLKNFFKLVPSSLSSPTTISTIVTPIATTGENGKRICDVEA
>Lpol_XP_013779188.1
MVIRVLELFSGIGGMHCSLNATGISFKIEAAVDINTTANQVYMHNFPDTTLLQRNILSLSSKEIDNLKPDLITMSPPCQPFTRQGLKQDCEDVRTQPLLHILQVISDLEYKPYYIFLENVKGFETSRAKEKLVSTLQSCGYKFKEFLLTPTQFGIPNSRLRYYLLAKFRFGTSCVNMTQELTTSLRCEIKKEDMLFFKNSGLDSEIDSSNTAEGVVCRGGNTTDDEKTPLSFYLENKPDLYFQDYLLPDKVLLKFPMILDIVDRRSLQSCCFTKGYGHYVQGTGSVIHAVSHDKFIEVYKTVSLLNKEHPQTVELLKQLKLRYFTPREVANLLHFPSMFSFPSHLKKKQLYQILGNSINVYVVCELLKLLLQ
>Lpol_XP_013780573_1
MPGLRSVLANGPINDRSELSTEEEIRVIKRLEDLKQKLEDEDVTLKGYWKEVCHVCSDLLPQSTKDQVKITESRFKQKLITEEQYANEVKDLVACIIEKAVEGVNLVNEKNVIEDSEQSEKSDGLKNMHETLESDYENAAGSNEDNMDKDENVARSSESEEVQSEKEAENLDNQGDNTTSSYSASKKEQLTIKDAFSNISKKRRHEDVESKNISNSMVDRNSKRKKSEDSQEERTTNKEVKPPAQPPLKCKECGQLLDNTDLVMFTGDPENSVEEFIMLTDPHLSLFTGEENEDNMEDISERPQHKITQFSVYDRNTHLCPFDSGLIEKNKELYFSGFVKPIYEEDPSSQAFADYILMEPSESYKPFMDAMKEKIHISKTVTEFLVNNPEATYEDLLNRIQTTVPPQGLTSFTEESLLRHAQFVVDQIQSYDSAAADDEFLIIASPCMRALIKLAGVTLGKRRALRRAEREIKVKRPSFSLATTTPLVHAVFEHFFQEQLQKDNNNKGATVRRKRCGVCEACQQPDCGKCIACKDMLKFGGSSRSKQACSKRRCPNMAVQEAEDDDAQNEEMEDDMDRKAKETSVKTMKKHQTKKQKTVITWVDKPHQIENGNKYYKAVECGDSVSVAPEDPSTPVYIARVVYMWESPSGAKMFHAHWFCRGSDTVLGETSDPQELYVVDECEDSQLDFVICKCEVMHKPVSENWGTQGGFHNEENEGLAHDEEKKKFFYQKWYEPQICRFEDPPDLTIPNSKDVRQLCISCKRMTRLRELEIAQVGEILEDREKKIFYKAVSWNTRDFRVGDCVYLLPEAFSFPHKSKTQGSKMISKKDVDEEMYPEYYRKTDYVKGSNLDVPEPFCIGKINSIFKHNNQLGKSNSIKLIVTKFYRPENIHILKTASYMQDLNLLFWSDEEVEVDFSLLQGKCYVVYSGNLTQSIHDFTLTGPDRFYFNEAYNSKTKTFEEPPSIAMSMGGQGKGKGKGKGKGKGKNKPDLEIFPEVVMETYPAVSQKLRTLDVFAGCGGLSEGFHQAGLVDTLWAIEKEDPAAQAFRLNFPDCTVFSDDCNVLLKMVMEGQTCNEKGQRLPQKGEVELLCGGPPCQGFSGMNRFNSRQYSLFKNSLIVSYLSYCDYYRPKYFLLENVRNFVSFKRSMVLKLTLHCLLQMGYQCTFGVLQAGNYGVPQTRRRAIILAAAPGEKLPYYPEPTHTFAPRACQLSVMVDDKKFLSNAKWTTSAPYRTITVRDAMFDLPEIKNGAKAEEIPYNGEPLSHFQKLMRGKHCSPVLRDHICKEMSSLVEARIRNIPLAPGSDWRDLPNLVLRLSDGSYTRKLRYTHHCKKNGRNSFGGLRGVCSCAERKACDPMDRQDNTLIPWCLPHTGNRHNHWAGLYGRLEWKGFFSTTVTNPEPMGKQGRVVHPEQHRVVSVRECARSQGFPDHYRFFGNILDRHRQIGNAVPPPLAKAIGLEILKCVAYEAEKTPRMHVEFEKSKHVSESTSKEHV
>Lpol_XP_013786105.1
MNKDSFNSEDRELLSDISNQELDQDTTNKLLDASVGEIIWAKLGSTRWWPAIVIWGADCGQPPARPGQTWVFWFGDHKISELPRDKLVDFVDDFSSKFTDFAGKMFKTGVVEAIREVAVRAEVEFVESDSAGMLSWAKNGFHTESQKPNPYTPDAGSPIPENVRKHLNRIKTQYLQALQSLGSQNSLQPRFSRMEQLENKDSALKKVREGIIRIQDVCIACDSTSVEIATQHPLIEGGLCKQCKDETVETMFAYGDDGTNAFFELQAYCVICGQAGELLICDNNDCNRCYCTGCIDVLVAPGAHKKVLNTSPWLCYMCRDYDPEINGLIRCKDEWQQNVMQLFQPEKHVQLPPSPDDYKEKRPIRVLSLFDGIGTGKFVLDQLGIEVDAYYASEIDQDAINVCIVQHKLSVTHLGRIEDVTDAEVAKLCPIDFVIGGSPCNDLSLVNPARKGLYDPTGTGKLFLFFRVLKAVQLANKGRHVFWLYENVASMPQEYKATITRFLQCDPAMIDSKYFSPQNRARYFWGNIPGMYAPLQHHLLHQTISLDSVITPHLNRKAIVEKIRTVTTRSNSLRQGKKCLLPVTMNGESDVLWVTELEQVFGFPRHYTDAGNIPLGRRQQLLGKAWSVPVIKHLFMPLKNFFKLVPSSSSSSPATSSPTVTTTATTVSAVVMPTSS
>Mbre_MONBRDRAFT_1464
VYQANHPDTLIKNRNIQAVPIRQLEKLAADLWLMSPPCQPYSRQGHQRGLEDARSDSFRYLLDALTQMKNPPSVILVENVVGFESSQGREELVATLNTLQYRFQEFWLSPDQFGVPNSRLRYFLLAIRGDRFRAEPSATAADAAFGNSSTLMYHLPGALQFEPGLPTSEFGTFDDAYRVAVEQSQVSDYSYPQQVCIAEACAIGSKKKKNNAGCLTSHPPRMGILSSTHLARHLPGSGRLLLRWGRLLDIVRPEERRSLCFTKGYSHKVEGTGSVFQVCICVAIPMAFEQLDVPSPGAGWPAVEALELRYFTPQEMLRLHGFPTDFVIPSSVTDRQARKAIGNSLCVTIVAHLLDL
>Mlei_ML002234a+ML002229a
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MKIKTEPLSPSKSDLPAISDEETEEKVKKQEEGVDNGNCSSESSDKRTTVKVAQSSRKSKKETGQQPSISSFFTKMQNKRKLEEDENSNSNGQSKKSKSNGKVEDDDKRKVEKDENSNGQSKKSKSSDKVSNGQKSSLLPMRCPDCRQHLDGPDLKLYPGDPDEAQEEFIMLTAPILSLHTEGDYDTVDVNERVQHRITNFSVYDKHTHLVPFDQGLIEKNVELFISGYVKPIFVEDPSDTHGGVLARNLGPINEWYVSGFDGGSKALIGLGTDFAEYILLNPSELYAPYMNAVQEKIYLSKCVIECLIENNEASYEDLLNKLENTVPPQGISTFSEDSLLRHAQFIVDQIESYDSAANEYDPILIVSPAIRALIELSGITLGKQHRIKIPTQGRIAKAKKPVHTLATTTPLVHSIFEMFFTGQLEDDKKNSAPRRKRCGVCEACQLPDCGKCNFCRDMVKFGGSGRGKQACALRRCPNMAVQEANEDDILTDNLEDEMDKKATSTVNGTSSRKGTSVTSKFDVSWIGKSSFEAESRKYYFEAKINDFTLKLGDFVFVTPSEPSTPMFIGKVLSMFETPSGKKKCHAMWFERGTDTVLGETSDPHEIFGTSECGDIGLATIRNKCNVIFKAPAPNWHELGGTEDSLFDTVELVDESSFFYQKWYDADTCRFEDPPLYHNSMPSCDENKTICFGCIKYENAEELATVSFIQYDEDKDTKYYKSGRWLGQTIQVGDCVYINPDVFSFPKKKVVKTENTESEKEVDETVYPEAYRKSDYVKGSNLDVPEPFKIGFITKLFQKKRGDPKVTVKAFYRPENTSRSESLNHSADFNLLFWSDEEYTFEFTNIKGKCYVVFSENLTESVDDYFKGGPHRFYFNEAYDSSTGTFDEPPSIAQRIGRVGKGKGNIKGKKTTSNEKVESKPEEYPVINEKLKTLDVFSGCGGLSEGFHEAGVSDTRWAIEKEEPAAQAFRLNFPECSVFTEDCNLLLRLVMDGQETTYKGQNLPQKGEVELLCGGPPCQGFSGMNRFNSRQYSLFKNSLIVSYLSYCDYYRPRFFLLENVRNFVSFKRSMILKLALSTLVRMGYQCTFAVLQAGQYGVPQTRRRAIILAAAPGEKLPSFPEPQHVFSPRATQLTVVVDDKKYRPNIKWTSSAPYRTVTVGDSMSDLPSIKNGAKAEEISYSGDPVTHFQKKLRGQTYQPVLRDHICKEMNPLVEARMRHIPTVPGADWRDLPNISVRLSDGSNTKILNYTHQDIKNGKSSTGALRGVCACASGKACDPMDRQFGTLIPWCLPHTGNRHNNWSGLYGRLEWDGFFSTTITNPEPMGKQGRVLHPNENRVVSVRECARSQGFPDSYRFFGTILDRHRQIGNAVPPPLAAAIGLEIKKCLAYKESIKQSSDCE
>Ptep_XP_021002349.1
MSSTKRKNNESLLSQQAISATTIPIGCVVWVVSESSGDKEWWPAITLRFTDCYQKPPEEDHTWIFWFADYKISKVSVQDIIEFTAGYTDLIGRVINETHLKALNEALQILAQRSNLDYQNSEELTNWAKSDFEGIIRESNDLPDMVLKKLERKDLGKEFSDDNKSEGNSGVPIFEKIENGLIDIEKMCIACRKEDAEVKHPFFKGGLCIACKENWMQTIFAIGDDGV
>Ptep_XP_021003330.1
MLLMNYRFFLMDVSKCSQHITSCDKQNHCSNYCYRVLELYSGIGGMRYALEASQLLFDVVAAVDMNPVVNEIYRHNFGIKGHYQRNLKSFTVKEIDDMKIDIITMSPPCQPFTRVGLKKDIEDARSDSFLHIMKILVQLQRKPSYIILENVKGFEDSEARNVLIKTLEQCNYRYQEFLLSPIGFGVPNSRLRYYMTAKLESQPITTTDVKIFNIIPHSNYNWKSHCLKCIHSTYNMCSLKHHLEENSPDYFKPYLVPDHVLLKHWTVLDIVDETSNTCCCFTKAYSHYAQGTGSIFVPITDSLKVTEIFKQVACVDDNNSKLELLRNLGLRYFTPKEISNIMCFPDSFNFPSSITLRQKYKSLGNSLNVFVVTCLIQSLLKDEIFSKNCDNENEATEKE
>Scil_006106_1
MQQSTAAPDVAKLQAAGCGQEPKHVPLVVSHVATSSPPPPVLASWDAAAPGASATTPATTEVAVSEKVAATIVPDECVTPAAADGCNEKPGWSWEERAAQLAVVDSSGEIHTGKPPPTPLSDQLSDHSPEVESCLLLAEVAERIRTGRAVQVTESKRHDLLPGHNSRSISCQVPNRPPDSFSPYGEAAAAGTAAQFGRHAEAAEHCELGSLPTRPVRIRKAPRTYISEMEKMDDGPGASKRRKRAIAESDAGGGGTVMNVEQPCSHAQVLLDSSYQKNADNGAPSVSAGAGHTSHSSPSSSTTTSTSTTASPVGCKGKAATDRRRSQASGLSHAAETQAQAIYSSNGVSQAELANSAGWGGNSSSNVDSDLQALHGRLTRSRLSKTRVDCEATASNDSANHGKPGADSSDDEDHGSSSTDRNAQTGGTPKKSTANPTGSERPRPHKRKWRNQYGSSEDATSDIGQARSASSTPALSTMDVTPVAANERPDIDLGIGDFVWGKMRGFDWWPGSIVSAGRANQVSTTPGHTWVCWFGDNQFSQILLTRIRPLTDFRQYLLRRKPKSLYRRAIIECADSAALRANKQFPSEWPGTATVSTEDQSVLDNFCDTPRQRHVLHWALGEFVPEGLDGLRPSELDINNAKRSASGQTLPSSPDGPLSPPYSTSPIGSSPLPSTPRSSTAASRSLSNSVMVTPRQPQQMVQSDTRGSSGQQLERFALLRQGKVSLSNCCLCCGASGECVQQEHPLFAGGICDACVPAFIECAYCFDEDGSQTYCCICADGKEVYLCDSPGCARSYCPLCIEKLCGADIHRHINKLDSWMCFMCDDQPSDQLEVRDDWHARLLTLMSSEDSGLYQLEPTPPPPAPEDRQAIRVLGLFDGIATGMIVLNELGIEVAAYTSSEIDADAVRVSRRHHTNIVHVGAVEEITSQRLKEWGPFDLVIGGSPCNDLSMANPARRGIFEGTGRLFFDFFRLLQLAKPAPSEQRPFFWLFENVVSMRAVDKATISRFLECNPSVVDAKDVSPAHRPRYFWGNLPGMMRGIVPWPGDVLSLQDCVEPNCGRRAKFEKLRTITTKTNSIRQTKQNLFPVSVERRGINGSLEGEDGDMLWCTEMERIFGFPAHYTDVGNMGRVARQRLLGRAWSTPVIRHLLAPLRDYFKTTGKQLPVQQK
>Scil_17007_1
MLKGQTRSAPSGSAECTAAQLKAAEADFKDGCLTEKGFVKKKWNLLESHLGPAQKKRLSQLQSDFDGGDLGESSFLTTAKEVLGQAEETVFGGATSSKAAEAETEEAPAKLLPTKRTSDASSPEASPAAKRTRVRSRGRAKSSTSTPTRQSSRRRRVVDNSQSGSSSQDDSTVPEADDSVPPAAEVKEALSPIEEKMDTSDSPVVVEKDSKPQVVDSEVTQADTEKPDADTLKPEAADDSDTRSQASQDEGPARCPDCHQLLDSPTLKTYGGDPDNAVDEFVALADPQLCVFEDDGGQEDINETPSHRLTDFTVYDKQGHVCPFDGGLIERNVELFFSGVVKPIYDDTTDVSVGVLTARLGPIDVWWTAGFDGGDSALIGFSTAYADYYLTAPSKEYEHIMSLMVEKIYMSKLVIEFLEENPHESYEDLVDMIQFSTPPKGCNKFSEDTLLRHAQFVVEQVENYDTPDDAQDSYFVLSPCIRALIRLAGVTLGGKRRGIRRPRAPRAPRPKKEKKIASASMAVTTPLVRNIFDVFFQDQIDGKVATSGRRERCNVCEACRQSDCGKCPPCRTMTKFGGDGKSKQCCVQRRCPYMELKAADEDEDLAERKEQDGEDVSDKAKSKQKRPAKQARSDQSVIKTKVQWVGEPAITKGKKKYYKKVLINDEEICVGDCVALCPENPTDPHYIALVAYMWDNEGSKTFHAVWLSRGSESILGEAADPGEVFLVDQCDDNPLGSILFKCALEHRAPSANWRMEGGEEEAAATSGYGDKKFFYQKWYDLEAARFEDPPADMLALLSKSNARPECVACTRQAAEEQRNEPTPGSEIKSEGSTSFYSSFAFEGDTYSVGSGAYFLPTAFSFKYKAPVKKPALPVKKESVDEELYPEYYRKTWGHIKGSNLESPEPFRIARILQIFSQPDVDTLQVRVQKFYRPENAKLSDAERFAADWNILYSSVEECVVSAADIQGSCSILHSQTLTVPLSDYSARSTDNFYFEKEFDGTTKEIADAPKALPESADKTSEKSGKGTKGRKSRTSSSGADFAAALLAESEPTPFEPLRSLDVFAGCGGLSEGFHQSGIAKTVWAIEKDEAAAEAFKLNNKKSIVFTDDCNELLRLVMSGRTENKSGQPLPQKGEVDLLCGGPPCQGFSGMNRFNSREYSQFKNSLVSSYLSYCDYYRPRFFVLENVRNFVSYKQNMVLKLTLRCLLRMGYQCTFGILQAGSYGVPQTRRRAIIMAAAPGEKLPRYPEPTHVFSPRACQLSVMVDDKKYCSNISRAESAPYHTVTVRDAISDLPAVTSGASKQQITYSAESKSPFQRVMRGDKTEGSVGDHICKDMSALVVARMELIPTTPGADWRDLPNKVIKLNGENIPKLRYTHPDRKNGRSSTGAVRGVCSCANGKACDPADRQFNTLVPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTITNPEPMGKQGRVLHPEQNRVVTVRECARSQGFPDWFRFYGNILDRHRQVGNAVPPPMAAAIGREILRSVRQYSAAAAQPVSPQKK
>Scil_scpid45473
MAGNGDQADVLRVLEFYSGVGGMHFAAKASGYATTVVSAFDINTLANSVYQHNFCKTPVSSRNIESLSAEELDAFKADAFLMSPPCQPYTRQGLQAGSTDPRSQSFLALLDALPKLKHPPRFLLIENVKGFDTSETRDETIRILESCAYNVEEYLLSPIQCGVPNSRLRYYLLASRNVTSDSSNSCDAPSRAASPPVHTIRSELPPLRSVPMTSPLLREAWLSTAGNGAAQSGGDPGASHTPPAISTATAATTSSIPTPVSTKADCARRGTLQDGSTAACASPSSPDEPDAKRPCQAEQSCSRGAAMKNTATSGSASSWCECGSQFAPEAPVLARVRSVQDFLEHGMAEGEIKKLLLPDSTLSQYRKVLDVVSPSCNHSCCFTKNYGRYLRGTGSVLNCAQPVSVSPVDSNSTSPRPHQAEENLRYFSPQEVSNLMCFPASFAFPDEVTTKQRYRCLGNSLNVLVVAWLLQYLFDGSLVAA
>Skow-DNMT1-prot-modelPK
MPSKVDDSIPEEVRGRLAKLQKDYEAGSVKDKNFAEQKSELLLEFLPETLQKSLTTLKEDLKDECLTEKGYCKKVLSLLSQYLTDLPAVSTKNGLSESSQSESDSGCQSQTDQSTDQPDGDISFETPECTSQSDMSSKETSQPDEASSQLTADETSQSDMETDQPDGKANGQSMKRNKGRPKGPQLKKKKSPARGKTSDTSDVDDTSPQSSKKSKIKKDSKQPNIALMFAKTPSKRKTSEQSDEAEGGFNCAGVKSEHQHEKRMKIGDGSETFDDDEDEKKFKKDLRPKTENDEISAVAPPVRCTECRQLLDDPDLKTFPGDPDDSVDEFIMLTDPRLSLFTGDEEDVTGYEDRPQHKLTNFSVYDKNTHLCAFDIGLIEKNKELFFSGHVKPIYDENPSIEGGIATKAMGPINEWWTAGFDGGENSLIGFSTAFAEYILMTPSECYAPIYNSMKEKIHMSKIVIEYLQNNQFSTYEDLMNKIQVSVPPANCSTFTEDTLLRHAQFLVEQVESYDEAGDDDEFSLLTTICVRDLIKLSGVTLGIRRAARKAIKKVTKKDVPKHTKATTTVTVRNIFESFFRDELDNEKTELPTRRQRCGRCEVRCVQRLVMKKFGGSGRSKQACQERRCPNMAIKEVEDDECEDLERNDDENQKKPTKKITTPIKKGNRKTKMKWIGKPIAEENKKKYYRSVRINDEEISIGDAVSVSPQDPTKPVLLAFVTYMWEDGNKDQMFHAKWYCRGVDTVLGEMADPLEVFAVDECEDTALEYVMGKSKIMYKAPPENWSMLGGEEVENFITDDDGNTFYYQKWYDPDCARFEDIPVTQRPDDMPSHRYCDSCQRMEQIRKNETPHVSEKLEEDKQNPKVVYYSVLSKGGLDYRVGDSCYLLPGSFYFNVKPAPPPSKVSRKENVDEEVYPEYYRKTSEYVKGSNIECPEPFRIGRIIKIFTKKSPNKLVEEIKLKVVKFYRPENTHKGVTASYTSDLNLLYWSDEEAEIAAYDIQGKCTVMFEEELNESVQEYTRKGRDRFYFLEAYCSKSKEFEEPPSRARTIKGKGKGKGKGKSSTPVIEVKQVAAVKDNFQYRKLRSLDVFAGCGGLSEGFHQSGVAESTWAIEKEEPAAQAFRLNNPGCTVFTDDCNTLLRLVMDGETTNSVGQKLPQKGQVELLCGGPPCQGFSGMNRFNSREYSKFKNSLVVSYLSYCDYYRPKFFLLENVRNFVSFKKSMVLKLTMRSLLSMGYQCTFGVVQAGLYGVAQTRRRAIILAAAPGEKLPFYPEPAHVFSPRACPLSVTIDEKKYESNMARVWSAPYRTITVRDALSDLPEIRNGYNKLEMSYDREAQNGYQKAIRGSQHQPILRDHICKEMSALVEGRMRHIPLAPGSDWRDLPNIAVRLSDGNTCKKLRYLHPDKKNGKGPNGQLRGVCACAMNKPCDPTDRQFNTLIPWCLPHTGNRHNNWAGLYGRVEWDGYFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFYGTILDKHRQVGNAVPPPLAKHLGLEIKKCAEVSQRHQQTLEDKK
>Skow_XP_006813977.1
MGLRVLELYSGIGGMHYAVKESGVSADVVAAVDINTIANEVYQFNFPDCNLMQRSIEGITLKEFMKINADVLLMSPPCQPFTRVGLQADSNDPRTRSFFHLLKTLQSLSHPPNFILVENVKGFETSDTRNNLIETLNVCKYGYQEFLLSPNQFGIPNSRLRYFLLAKRHPYKFNFKLTDQILEELPQKQNLTEMSQDCTQETRPSLVRKSAEKSDGNKFSDCAMDGLSQLLEHCSCISDKVTESCDDDGASSSSSHLLVANSNIDHNDQSIRCVREFLEGDVQDITDYLIPDKILFRFGKVMDIVKPDCRRSCCFTKAYHHYVEGTGSVYQMNTTADTKKAFEKFLKSPSDDDDERISLLKNLQLRYFTPREVANLMCFPPEFSFPESISLKQRYRLLGNSLNVHVVAVLLQKYLLDDCQQKKS
>Skow_XP_006815704.1
DNVIMTGGKYDHSIRRVVHGLREKPSKVEKFQSPETKKKKKGKGKHEEKQKHGLHRKECIAAVKIESNGQKNSVAATEESQNHSMNEMRFCIGTLVWGKIKGFPWWPAVVISHIEVEKPPPQLIDQRWVRWYGDLKHSLVSLDKLQPFHEFKPYYNDVIFKQQQSYRKGVYQALTMAAKRAERPVVTPDIAPTSDVTPLKTPRGMPIEMVTLCLDLVNWAMEGFLPNGPGAIVPSKAEKMRKVVHGKKTLRDYCIACGDDDVITEHPLFEGEVCDECRQSILETAFLYDDDGYQSFCCICGEGRELVLCSNDGCFHCYCLDCLDCLVGRGATRKVRHNVDNGLLKCRKDWSQRLHQFFSSDDNNSEQFESFPVYCPLPIEERKPMRVLSLFDGIATGGTGCLFFDFYRVMRDLQVENANRPLFWMFENVASMRYEDKIDISRFLK
>Skow_XP_006824674.1
CNPVLVDAKDVSAAHRARYFWGNLPGMNRPSLATESNNSLNLQSCLEPHCNRQALFNKVRTVTSKANSIKQCKEQILPVKMGTKSDALWCTEMERLFGFPEHYTDVGNMSRTARQKLLGQAWSVPVARHLLAPLKEYFACDMYKYANYCT
>Sman_198180.1
MRVLELYSGIGGMHIAFKESTVKHEVVAAVEINGVATDVYKYNFPNTLTLNRVIESFSPDYVCSLNANVWSLCPPCQPFTRLGKRMCEADNRSSSFFHVLDLISILKPAGIILENVKGFEHSEPWRRLIEVLNSCDYEYRQFLLSPLQFGIPNCRLRFYLLARLRSSSWNSNFKMGKSESIDLRPPIDAPMLPGCQCTSCSGVISHIEHTDDNFTEYIQFCRPISEFLLVPSDSSKELYFLDEKCLQRYFRVLDIVRSCDKKTRCFTKGYSKRLEGTGSVFQTSMENEVSFFY
>Smar_10448
MSSKYETRSKRPRPSVEKWEKFRKKRHEKKVIDEARKSNEIQKCKYCSQMLEDVSSAPSFNSAIDEKNCELIINPSLTKIKSFKVNNFSVYDQMFHMIQLDWGLMEKEEVVTFISGYVKLVCCDDEYDDSEIGQAVENIGPLTEWWITYDEKDAQIGVTTELGYYYLMTPSADYRVYFYPLKEKSFLVHIIINFLEDNEDITYKELIRKIEAATPPQDYEDDIEVTEEAVRLHAEFILEQIASYDESADDVDKLSRTDCIQHLIVLSGKIIPEKKRMQSTSRSTSTNVQPKQTMQQKKFQDKRMKKKTQKECNTKLVNRIFDSIFQDYVCCLEDVNNRENSDFECEIDEIEQFEHDFYEKELKINYFDDFSSTKLEVSFNNVIECRNEVSLFENFKIHGEVFKSISISLGEDNQHSARQNRKQGSASDTILGKAASENEYFLSNYCQTIGFKSIKCKSDIVFKPQLSNWKSIGGEDLEEKSINNAGRRFYYSKFHDQKTCRFEDIPEAFNNLDADSCPICEIKNRETQGTISLPRYTLNEEIELNLKLYNSVKWNNIEYKIKDSVFLLSSAFGFDAVPRSLPTRENFREVDEDKYPEYYRKAKSKESLSTCEPYRIGEIVAIYTLRKEVGVRIRKFYRPENTHLGKQATYAADFNLLYMSNEETNVNISAIVSKCKVTYCRTPSKIELTYDQQHFYYNQTYDARSEELTRSETHDEEVDEEPAETLPLATLDLFCGCGGLSEGLVQSGAAKSCWAVDEDLVAAASFKKNHPDCVVYGYSCSTYLSMLMDPDCELNLPAKGEVEFLCGGPPCQGFTGLNKFKDRLCAKLKNSLITTQLSICDWLRPRFFLMENVQNFIRCNDSMVLKSTLRCLIAIGYQCTFGLLQAGNYGVPQRRRRVFILAAAPGEKLPQFPLPTHVFNSHSTNSITIDGIQMIPRHNWPTLAPYRNVTVRDTLSDLPDIEDTEPNESQEYNAHIQSHYQKILRKNNNTGLIRDHFYKRMNAITTERILRIPRTHGADWRDLPNIEIKLSDGTWTKKLEYNHDDVRNGRSRNGSRRGICRCAEGGRKSGVNCNIYRQKGTLIPWFLVHTANDNNQWNGALGRLCLDDVFPIALTKLTISGKIGRVIHPEENRILSVRECARVQGFPDSYIFCGDIHDRHKQIGNAVPPLLARAIGSEIRKCI
>Smar_10552
MPRPKPKKAAGKKTNEPKKPTQRALRDSTVKKTNISRGEPDEPITVESKKHKMSESEANHEIIPNKRRKYEKYAKKSTENTEDIAYNHVPDVEKENLNGDKKDVTKMTTNSKPQIIRCTECSQIVDEKIGIFPGDSDDAVDEVTALFNPILALEGREMDDYVSSSLPDYKITQFTVYDVNTHICTFDTGLIEKNRKLYISGVIKPVYDDDPSPEGGVLAKTIGPISEWWVAGYDGGNDVLVGVSTELACYYLMTPSEIYASYMKSIMRKTFLAKLVIEFLNSDETGTYEDLINKIQATPIKGCESFTEESLLHYAQFIVEQVDSYDQAADADENLLNNTECMKALINLSGVSREEKKYIRARIRNVQKKPKDTKATTTPLVRELFELMFKDQIETAPKSTLRRKRCGVCEACQRPDCGACNNCKDMIKFGGKGTAKQVCKHRVCKNLGYVENGDVSDEEEVDENVDVNVKPKREFTIPKQKPKVSWVGEKIDFYSKKKTFYKSVKINSETYNVGDHVLVYPNSPEVPMFTAKIMYMFEDNFTKKKIFHAHWFCRCTDTILGETSSDNEVFLVDECENSLLDIIMSKCEIVYRPPPTSWAYLGGEDVAELMESYGEKKFFYKLFYHRRTARFEDPPKEYIEVDDSEDKKCDFCPCCNRLHTFRNLEKLHLGNILSETSKTIFYESVKWHNVEYSVGSQVFISPDAFKFKAKIRVVPDKNVIEEVDEERYPEYYRKTKDRGENIDLQEPFKIGYVEKIYCAASKNGLVNSSDVKLVVKKFYRPENTHRGIDASLYADFNLLYWSDEEAVVDLTVVQGKCHVTYCTDIARCESLWGAAEHHFHFSEAYNVESKMFEDPPNKAKLLGSRGKGKGKGKGKKTEDIQQDSSPKLLYFKRLKAMDIFAGCGGLSEGFHQAGICDTLWAVECDEMAAQAFRLNNPDCTVLNQDCNDLLRMVIEGQTKNNQGQTLPQKGDIELLCGGPPCQGFSGMNRFTAGQCSQFKNSLIVSYLSFCDFYRPKFFLLENVRNFVSYKQNMILKLTLSCLVRMGYQCTFGVLQAGNYGVPQSRRRAFILAAAPGEKLPNFPEPRHVFKHSSCLVTVDENKYVTNVNWMDSAPYRRITVRDSLSDLPAIENGAKTEELSYTPENQSHYQKILRRNNVTRVIHDHVCKEMRPLVAARIRFIPCQPFADWRDLPNIEMTLSDGSRTRKLEYGFEDGKNGRSSTGALRGVCRCAEAKVFKKCDPLHRHPQDSTIIPWCLPHTSNRHNNWSGLYGRLDLDEHFKTTVTNPEPMGKQGKVLHPDQHRVISVRECARSQGFPDAYQFHGNVLDRHKQVGNAVPPPLAREIGLEIRKCLKYVEPNGESDKNEPTQILTDSLAKPGSSKF
>Smar_15548
MVKIKKSKMREVEVLLDRNEVENYLKNIGTNHTNANTFELKELSIVLEDCLSIKRKLPGLCNILNKKGKYEDVQQNETKNSLASRCPNCLQFLDDNLVSLTVREDAVYETDILSDPNLNVDIGHGAVCYDETSKPEYKMVDFAVYDDEMHLCPFDSGLIQNGHVLYLSGCAKPIFSDDPSSEGGVYVSSIGPITEWWSWGYDGGSAVVIGISSEFADYYLVEPSASYAPFMESTKIKVYLSKLVIEFLEGNENGTYADLINKIQVHTPPEGYSNFTEENLIHHAQFIADHLLSYDQVADADENSLCQTKCMKTLIRLAGVTIRDRREITTSSPKTKNSRGLQKVVRLQPTESKATTTPLVRKVFETIFRDQIASEGRLSSKLVKCRGCKKSDCRSCKNGKKNNSRAQTSDSEVSDSDSEVSHSDIESASEVKTTKFTQLKEFDRSSIQVTWIGNKILTIGNKMFYNSAKVNGELIKVGDSVIVNPENPKSQLLLGKVMYMWEDLKNRGKSFHCHWFCHGSDTVLGSTAKKNLLFLIDECENVRLSDIKSKCTAVYKPPPSDWALLGGTEIENDRDEDDDCYFYSKWYQRSCARFEDPPNIYTDKGTNLKCNYCPCCEVEESARKKKMVEIGDEMDSDSQYTYYNSVSWNDVEYGVGDHLFLSPGSFKFKAKPYAPSKINWPVTEVDEEMYPEYYRKSKIAGKGHIQEPFCVGHVETIYCRSTGLSQLVEPKDVKIRIKKMYRPENTHEGVSASFHSDFNLLYWSNEEAVVDFSDVAGKCNVTYCEDESNDQFYENSNEHNFYFNKVYDAHSKTFEEPSSKLRRLGDRYKRINKDETGRPLRALDVFAGAGGLSEGLHQSKMCETLWAIEFVEVAAEAFQLNNPKCNVYNEDCNVLLKMIMEGKTVNAKGQTLPKKGDVEFLCGGPPCQGFSGMNRFTTGQYSQFKNSLIASYLSYCDYYRPKYFLLENVRNFLCFKENMVLKLSLQCLIEMGYQCTFGVLQAGNYGVPQSRSRAFILAAAPGEKLPSFPEPLHVFKSENKCSVVVNDFKYTINTQWIKSAPYRYVTVRDSLSDLPPIKNGAKIEKLPYCPKEQSHFQKLMRRNSKKDKIYDHICKEMKPLVVARMELIPCEPGSDWRDLPNTNFVLSDGNVTNTLIYRYNDAKHGRSKKGDLRGVCQCVEAKVFKKCDPLYRQPQDNTIIPWCLPHTANRHNNWAGLYGRLELDAHFKTTITNPEPMGKQGKVLHPTQHRVISVRECARSQGFPDSYKFCGSVLDRHKQQSDRYSHQQSCHLTTHHLSLDKQPWLWLQH
>Smar_7615
SKNTENKRTINEVYDDQDYETIYKLKTCSVVLKDCLSSSKKKRSNQSVGEDGFYSPEKWKNTHDRQDKSFATSSANRVRVPSRCSHCAQFLTDNIISLEEDINAIDEETALQSPTLIIDGEDQDKYCKLTNFTVHDKLNHVCPFDTGLIEKGKQLFVVGNIKPICDENSDDFNGIRASLGPIIQWWVSGFDGGKKVLVGISTKFAHYYLTKPSEIYEPTMKVVMEKTYLTKLVVEFLENKEDPTYESLLDYLENVDSLEGHEKLNEDKLLYYAPFVTEQIETYDSVADDDESALIETECMKQLMEIAGIIIDGKSGAACNIRKTFKGAPKSKVALKPTTTPIVQRVFANEEIEDEHEDAEIINSSPCTRRTEKLRLKTRCKWIGCSIRCNGKLYYNSAEINGTKFSCGDCALVQTEGNSNSSTHPARIISMWEDVFSNLKLFHVQWFAFGADTVLGDIANEYELFILDQCENLPLKHIKCKCEIEFKSTPVNWSWLGGEDINVVQSPKYFYRKFYQPVSGRFEDPPLEYTDYSEKKYIGHCGCCDRLKASAQQKMVQFGPKLSEFDGENDYQFIKWKNEEFKVGDFVLIQPDAFEFNRKQCQKVKIKKIEKVDEKIYPEFYRKAVPKDIEIPDPYKIGFIIRIYCSVLAANNTQCRTHPSAIQVQVQKLYRPENTHLGIAASYHSDLNELYWSEEGAIVNLTQVRGRCFVNYCEDISNSHLYWDAGPNYFYFHEAYDAENRLFHQPPMSICESLSKLVYSDINKIVTPLRTMDVFAGVGGLSKGLHQAGVSETRWAIELDQFAATAFKMNNPAPELYEDNCNEILQLMIDGKRTNSKGQILPVKGDVEFLCGGPPCQGFSGLNRNRNSISSRNNNSLVSTFLSFCDFLRPRFFLLENIPNFIRFQNNSYVRKSFKSLLDMGYQLAFGLLNAASFGVPQKRKRLIVKIFYYCCSARGGIAAFSGTFVC
>Smar_SMAR004394
MADIRIHGKMNENTQILRVLELYSGIGGFHYALKDSDLKVEIVAAIDINTNANQVYMHNFPSTPIFQRNIQAINSKHFECFMPDLVWMSPPCQPFTRNGLKKDKMDHRTDSFLNILENLKLIRKKPKFILLENVKGFETSETHDLLTQTLNDCGYELNEYLLCPRQFGIPNSRLRYYMIAKLSEESVIPTRTSVINHTLNHSGEQIRHRNISEFLEDEFSDEFLIPDRILGKYAQAMDIVTSANDHSCCFTKSYGHYATGTGSVLRTNEMIDMEAVFLHEYQHENEKLNALKALQLRYFTPREVANLMGFPKTFGK
>Smar_SMAR006764
MPLTERVQGSDNMEDDNNQADEEEDSEDYEFDASVPAALEKKIEVDDVWEGEPSNNTDEEDCNFLGFRSRTTTKVNGTDGDIVAPKKRAKAALVRRVRRRRRGRTVTKSLRVAGNSEKAKIIKPKKKHQLSCVSPKRGQNGWEDSLRPRPAQAQHYQKPDEFLEKLQPLPMTKKEICVEELVRDDIDEGMIDETNESSLLELGDLGGKKRGLRGMKRNRKRRGLLMNGDTQQEDAEQSELLLRAQANRSNSRKQVPNGVVVPKSVAVVPKPEGSEQDSETEPRYVSDASVGEVVWAKLGSTRWWPAILIWGSDCGQQPAHAGNTWIFWFGDHKISEIPRDRLADFTVNYNRYYSGGGSKAFHCGVIEAIRECAARAKVDISDSDSNALLEWAEKGFISESKSEGVFLPDPNNSIPANIRKHVNKIKEVNLLYFQGVDTKGHQVAPARTPRNDCLDNKDSGLRKVKEGLIKIEKVCIACDSDRVPITSQHPLFVGGLCKQCKDDIIETMYAFGEDGTNAYCVICGNAGELLICDNNDCNRVYCTGCIEIMVSPEACKKVLETSPWLCYLCTEYNPESNGLIIKKDDWQQNITQLFQPEKHVQIPNIEDYKEKRPMRVLSLFDGIGTGRYVLDSLGIDIEIYYSSEIDLDAVNVATVQHYNKVVQLGNVEELTDAEIAKLCPIDLVIGGSPCNDLSLVNPARKGLYDPTGTGKLFFDFFRILKAVQLANMGRHVFWLYENVASMPQEYKVTISRFLQVPPTTIVSSSSSCDPALLDSKYFSPQNRARYFWGNIPGMYTPLQPHMLQKNITLDNVLTPNLNRKAVVSALNDLRVG
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---------MPVRIDTSPDLSSEVHSRLEELDQELKEITEKGYWKRKYSLLEPYLNKSSLEKLKSLKEELKSEEITEKGYQRNLEKILESTVSEKSENGHVNGKEN-NGHHENGDNGKETEEEESMEVDDSQPGSSSSKNGNGSKSEDSQEEKKKGKRKSKSKGGQESSGKKTPGRKSKSDSQPSIMSMFSQATNKR----KSEGVSQESAQEEKRIKLEED-VKEEVKEEKADTPAEESADVK----------------------------KEEKKPALKLDKEPPARCKECRQRLDDPDLKMFSGDPADAVEEFIMLTDPKLSLFTGDEADINDGDERPQNKITMFTVYDNNGHMTSFDNGLLEKNKELFFSGYAKPIYDENPSAE-DGIATKKMGPINEWWTAGFDGGEKALVGFSTAFSDYILMQPSEAYAPYFNTVTEKIHLTKIVIEFLSE----DQ--DANYEDLLNKIQTTVPPKG--IS-SF-SEDSLLRHAQWIVDQVENYDEAA-DEDETLL-ITTPCMRALISLAGVTL--------GKRRAM-R-----KENQKRIPKVKK--PAFCM------ATVSPLVMSLFEKLFEGQI-----A------NKSSAPRRQRCGICEVC-QQADCGQCRACLDMIKFGGSGRSKQACIYRRCPNIAVKEAEENAGEEEDTNEEAEKLIMDKKEKLKEANFSMQ-KVTVEWIGEPIKEK---NNRKYYSAVNFNSEE-VRKGDFLSVKPAD-NTSP-LYIGKVMYLFEN--KK----GDKMFHAHWFNRGSDTILGEVA-DDHELFMVDD-CQDTQLNFCVDKVK--VIHKEPGE-DWYMQG--------GK-EP--ENIIEE-DDGKTYYYQKW-YDVQMARFEDLPEVPEPENESEKLSFCTACFRVKEKELRETPQLFEEVEK----GSALHYGLLTYEGEEYRVGDCVYLDPESFTFKIK-PAPAPK-IKPDKK--R--------EHDDDTYPELYRK-GTN-IKGSNEFV-PSPFCIGQLKDIFIKRAV----SGDLEP-EQ-------VCLKVRKFYRPENTHKGIMSAYQADLNILYWSDEETTVNLAQVEGKCMVVYGEM-L-DVS-IEEYFKSGANRFYFTEMYDAENKTF---SEPPSEATKMSTSKKGKGKGKGKGKGDSGDKLRCLDVFSGCGGLSEGFHQSGI-AESHWAIEKEEPAAQAYRLNNPS-ATVFTEDCNELLRLAMQGEKKNSSGQRLPQKEVELLCGGPPCQGFSGMNRFNSREY------SQFKNSLISTYLSY--CDFYRPKFFLLENVRNFVSYKKGMVLKLALGALVRMGYQCTFGVLQAGSYGVPQTRRRAIILAAAPGEKLPFYPEPIH--TFSPKGMQLTATIDDVKFESCV-KHMHSAPFRTISVRDAMSDLPEIRNGAKNDEISYNGDPQSHFQRAIRGHQYQPILRDHICKDMSSLVHSRMQHIPLAPGSDWRDL-PNIEVRLADGTRSKKLLYEHKDHKNGRSPSGNLRGVCSCADKSACDPLDRQFNTLIPWCLPHTGNRHNNWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYKFFGT--ILDKHRQVGNAVPPPMSRAIGEEIKKSLQQK
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>Aipt_28556+28558
------------MVKL-STLPDGIADSLESLEKEFEDLTKKGYIKKKYLLMKAYIPQYAIESIESLEKKSKNSSIEEESYLNQLDEILNEFQVQKGQGSSSSCSDH-DDSEQHVTNGSNGYAESLQNEDTVQEDKHGEDKNRNGNFEENGDTTTTRKKRKEQEKSGK---------KTSPHRQPGIAEIFSKVPCKRKGPGSSSGMSGADVDTAETQQEKKIKLDDNGDEKKGSAEPDSSESKR-----------------------KKITNSKVQI---------PPRCNECRQLLNNSELRMFSGDGEDAVEEFIALVDPKLSLFTGEEEQFGSYDDKPQHKLTNFSVYDKNTHLCPFDTGLVEKNVELYVSGYVKPVYDENHVLE-GGVPTKNMGPINEWWTAGFDGGEKVLIGFTTAFGEYILMQPSEEYKPFMEAMAEKALLSKIVIELLIE----NA--DASYEELLYKVQTAIPSDN--CT-EF-TEESLLRHSQFIVEQVENFDEAR-DSDELPL-LISPCMRDFIKLSGVTL--------GKKRGA-R-----KVKIKTE---VKK-RGPTK------ATTTPLVRHIFDIFFKNQI-----EG-----KGVSAPRRTRCGICEKC-QQPDCGKCKYCRDMVKFGGTGRQKQSCLERRCPYRDIKEAEDNETLEEYDKDSELDNRKGANKVHHKIK--IV-KTKVKWIGEPVRET---NTRRYYSSALINKEE-VTVGDFVQVCPYD-PHTP-LYIACVSYMWEN--SK----GKKMFHARWMTRASDSVLGESA-DPRELFLADD-CDDNPLGSILRKCTVDVTYRDP----LKHGN--------KLTTEEEAANDDQ-HDENHFFYQKW-YNSDMGRFTD-PPTVSV-ERAKT-NYCEICTRNDAQEKFDTAFVKGEIE---DSGSKTGYKTLAYKGITYNIGDYVYLEDGAFTFNVK-QKPLVK--PTVKS--EG-------TVDEELYPEYYRKSSDY-VKGSNQDV-PAPYQIGRIVKILTKNVS----GKLKSD-EE-------VFLNVTKLYR-EDTHKGPSAGHQADSNLLYWTDEECSVSVSHLRGKCTVVYGED-I-DET-VETYTANGPDRFYFFEAYDSKRKEF---HELSIEAREQLMSKKGKGKGKGKGKGKMAAKLKSLDVFAGCGGLSAGLHQAGV-AESLWAIEKEVPAAQAFRLNN-D-CTVFTDDCNELLKLAMDGKETNSKGQKLPLREVELLCGGPPCQGFSGMNRFNTREY------SLFKNSL-VSYLSY--CDFYRPRFFILENVRNFVSFKRSMVLKLTLRCLLQMGYQCTFGVLQAGSYGVPQTRRRAIIIAAAPGEVLPLYPEPTH--CFHPRACQLTVKVDDKVFRSN--TRTSSAPYRTVTVRDAMADLPGIDNGASACEISYDGEAISHFQRQIRDNQYQPMLRDHICKEMSALVAARMRHIPLAPGSDWRDL-PNIEVRLPDG-FSKKLCYTHHDKKNGKGSNGQLRGVCSCAEGQPCDPADRQFNTLVPWCLPHTGNRHNNWAGLYGRLEWDGYFSTTITNPEPMGKQ-----------VATNLCC---GIPVD---------------------------------------
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------------MVQLKDDFPPAISERLSELEDEYNDITEKGYVRKKCKLMKPLLANFQQERIQEIEDDLKAGKFSEEQFISHLKELLTEIGNGCGAKPLPPVCNKMNASDIPYTQASDCHEMEEANDSEGEPSSQSEPGLRQSSCNNSNEPVSLTDLKKSTSPTNKQEGNKIKVNKKESKKQPGIKEMFAKNALKRKKTEGQAELSSENSEASNYSQDGK-RQKTSGDDCDEEESSGDSGIER-----------------------QSLRESTVGIRSEEKRAQPPAKCKECKQLLNSPDLRLFPGDSNDAVEEFVALTDPRLSLFSGEEEQCDSYSDTPQHKITNFSIYDKNTHLCPFDSGLIEKNVELFFSGYLKPIYDENPSPE-GGVPTKNIGPINEWWVAGFDGGENALIGFTTAFAEYILMQASEDYMPFMNIMREKIAMSKIVVEFMQS----NP--EARYEDLLNKVETSVPPAN--CS-TF-TEDTLLRHAQFLVEQVESYDQAA-DDDELPL-LISPCMRDLIKLAGVTL--------GKRRAA-R-----GVKVRTE---KKQ-ARPSK------ATTTPLVRQIFDIFFKDQI-----DG-----KEIGAIRRKRCGVCEVC-QLPDCGKCKSCKDMVKFGGTGKKKQCCEERRCPNMAVKEADEDDDIGEDIEDAE--NVTLNKRITKKKKKTKS-KSKVQWIGDPE-VH---GKQNYYTSVLIDKEE-ICVGDFVMFRPDENSHLA-LYIACVRYMWEE--PN----GDKMFHCRWFSRGSETILGETS-DPREVFLLDK-CDDNLLGCIKQKCT--VTYNKPDA-DWFMKG--------GLDEPEGDVSMEE-NDGNTFFFQKW-YDPDHGRFTD-PPLHVV-NSEDNFRYCESCVRQSAEENLETLSLGEPLEVDSKPSSKSYYKSCSKGGNRYKSGDCVFLEPDAFSFNVK-PKE-SK--KGFKK--DD-------MVDEEKYPEYYRKPLEY-VKGSNYDV-PESFKIGRIINIFTKSSP----GKLSKD-LD-------IMLTVGKFYRPENTHKGSSFAYQADLNLLYWSKEEATVPFDAVLGSCTVTCGED-L-NCS-IAEYTAKAINNFYFLEAYNSETKDF---EEPPLEARNAAL--KGKGKGKGKGKARSACKLRCLDVFAGCGGLSEGLHQAGT-AESLWAVEKEEPAAHAFSLNNPG-CTVFTDDCNLLLKLVMDGEKKNSRGQTLPQKEVELLCGGPPCQGFSGMNRFSSRDY------SQFKNSLVVSYLSY--CDYYRPRFFILENVRNFVSFKRSMVLKLTLRCLIKMGYQCTFGVLQAGCYGVPQTRRRAIIMAAAPGEVLPLYPEPTH--CFSPRAIQLTVMVDDKKFESNI-TRLSSAPFRTITVRDSMSDLPEIRNGASNAEISYSGDSISHFQRQVRGSQYQPVLRDHICKEMNPLVAVRMRYIPLAPGSDWRDL-PNIEVQLPDGTKTKKLAYTHHDKKNGRSSEGQLRGVCSCAEDKPCDPADRQFNTLVPWCLPHTGNRHNHWAGLYGRLEWDGYFSTTITNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFYGS--ILDKHRQVGNAVPPPLAAAIGREIKKSLATQ
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----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PARCKECRQLIDSPDLCLFAGDPADAVEEFVALVDPRLSLFSGDEEQFDSYEDKPQHKITNFSVYDKNTHLCAFDTGLIEKNVELFISGYVKPIYDENPSPE-GGVPTKILGPINEWWTAGFDGGENALIGLTTAYGEYFLMNPSKEYAPFIHTMREKIQLSKIVIEFLLN----NP--EARYEDLLNKVQVSVPPEG--CP-SF-TEDSLLRHAQFLVEQIENYDSAG-DTDELPL-IVTPCIRDFIKLAGVTL--------GKRRTA-R-----KIKVKSRAELKKK-QAPTK------ATTTELVRHIFDIFFQNQI-----DG-----KNGNAPRRKRCGVCETC-QQPNCGKCSACRDMVKFGGTGKSKQCCINRRCPNMMVREADDDEGLEDEEKDDN--VRDVLIRILNK----SS-YKNLEWLGEPAWIE---GKKKYYSSVLINKKK-VSLGDFVKVCPDD-PHIP-LYIGCVQYMWES--SS----GEKLFHARWMTRGAETVLGETA-DSAELFLCDD-CDDNPLGSVLETCE--VTYKDPSV-DWLQ----------GSAGMEIETSDDE-HNDNTFFYHKW-YHPEMGRFVD-PPQTKV-DRTQQ-KFCESCIRNSAEEKV--------ITPDISLFSRKIVTSFTLNGSEFTVSDCVYLDPEAFSFNVR-PKE-SK--P-HKR--EG-------SVDEDLYPEYYRKSSEY-VKGSNQNV-PEPLRIGRIKSIYVKSSS----GKLKGDGDD-------VMLTVTKFYRPENTHKGANASHQADLNLLYWTDEEAKVSALSVKGKCMVACGED-I-HSS-IQEYSSKG-DCFYYLEAYNSQTKEF---EELPPQARDCSSKGKGKGKGKGKGKGKSSAKLRSLDVFAGCGGLSEGLHQAGV-AESLWAIEKEEPAAQAYRLNNPG-CTVFTDDCNTLLKLAMEGEATNSTGQKIPQREVELLCGGPPCQGFSGMNRFNTREY------SLFKNSLVVSYLSY--CDFYRPRFFILENVRNFVSFKKSMVLKLTLRCLLRMGYQCTFGVLQAGCYGVPQTRRRAIIMAAAPGEELPLYPEPTH--CFSPRTCQLTVMVDEKKFTSNI-TRTASAPYRTITVRDAMSDLPEIRNGASAAESSYEGEAISHFQRQIRGNQYQPLLRDHICKEMSALVEARMRHIPLAPGSDWRDL-PNKEIRLSDGTYSKKLQYTHHDKKNEKGSSQRLRGVCSCAEGRPCEPADRQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGYFSTTITNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFYGS--ILDKHRQVGNAVPPPLAAAIGREIKKGLLTQ
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-----MKIKTEPLSPSKSDLPA---------------ISDEETEEKVKKQEEGVDNGNCSSESSDKRTTV-------------------------------------------------------------------------------------------------KVAQSSRKSKKETGQQPSISSFFTKMQNKRKLEEDENSNSNGQSKKSKSNGKVED-----DDKRKVEKDENSNGQSK-------------------------KSKSSDKVSNGQKSSLLPMRCPDCRQHLDGPDLKLYPGDPDEAQEEFIMLTAPILSLHTEGDYDTVDVNERVQHRITNFSVYDKHTHLVPFDQGLIEKNVELFISGYVKPIFVEDPSDTHGGVLARNLGPINEWYVSGFDGGSKALIGLGTDFAEYILLNPSELYAPYMNAVQEKIYLSKCVIECLIE----NN--EASYEDLLNKLENTVPPQGI--S-TF-SEDSLLRHAQFIVDQIESYDSAA-NEYDPIL-IVSPAIRALIELSGITL--------GKQHRI-K-----IPTQGRIAKAKK--PVHTL------ATTTPLVHSIFEMFFTGQL-----EDD----KKNSAPRRKRCGVCEAC-QLPDCGKCNFCRDMVKFGGSGRGKQACALRRCPNMAVQEANEDDILTDNLEDEMDKKATSTVNGTSSRTSVTS-KFDVSWIGKSSFEA---ESRKYYFEAKINDFT-LKLGDFVFVTPSE-PSTP-MFIGKVLSMFET--PS----GKKKCHAMWFERGTDTVLGETS-DPHEIFGTSE-CGDIGLATIRNKCN--VIFKAPAP-NWHELG--------GTEDS--LFDTVELVDESSFFYQKW-YDADTCRFED-PPNSMP-SCDENKTICFGCIKYENAEELATVSFIQY-DE---DKDTKYYKSGRWLGQTIQVGDCVYINPDVFSFPKK-KVVKTE--NTESE--K--------EVDETVYPEAYRK-SDY-VKGSNLDV-PEPFKIGFITKLFQKKR------------GD-------PKVTVKAFYRPENTSRSESLNHSADFNLLFWSDEEYTFEFTNIKGKCYVVFSEN-L-TES-VDDYFKGGPHRFYFNEAYDSSTGTF---DEPPSIAQRIGRVGKGKGNIKGK---KTTSKLKTLDVFSGCGGLSEGFHEAGV-SDTRWAIEKEEPAAQAFRLNFPE-CSVFTEDCNLLLRLVMDGQETTYKGQNLPQKEVELLCGGPPCQGFSGMNRFNSRQY------SLFKNSLIVSYLSY--CDYYRPRFFLLENVRNFVSFKRSMILKLALSTLVRMGYQCTFAVLQAGQYGVPQTRRRAIILAAAPGEKLPSFPEPQH--VFSPRATQLTVVVDDKKYRPNI-KWTSSAPYRTVTVGDSMSDLPSIKNGAKAEEISYSGDPVTHFQKKLRGQTYQPVLRDHICKEMNPLVEARMRHIPTVPGADWRDL-PNISVRLSDGSNTKILNYTHQDIKNGKSSTGALRGVCACASGKACDPMDRQFGTLIPWCLPHTGNRHNNWSGLYGRLEWDGFFSTTITNPEPMGKQGRVLHPNENRVVSVRECARSQGFPDSYRFFGT--ILDRHRQIGNAVPPPLAAAIGLEIKKCLYKE
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-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MVVTAVKVAPLKCKECRQLIDDPDLKLYPGDSSEAVEEFIALTDPKLQLFTGDEEDVNAADERPQHKITNFTVYDKNMHVCPFDCGLIEKNTELYFSGSLKPIYDENPSPE-DGILTTKLGPINEWYTAGFDGGESALIGFTTAFAEYILMTPSDLYAPTMTVVQEKIYLSKIVIEFLSD----DT--EATYEDLLNKISTTVPPQGMT-S-GF-TEDSLLRHAQWIVDQVESYDNAG-EDEDILL-IATPCMRALIKLAGVTL--------GKRRVI-S-----RQGKSRVLKKQK--PTFTM------ATTTSLVKSIFDSIFQDQI-----E------DKLAKVKAQRCGICEVC-QAPDCGTCKNCKDMVKFGGSGRSKQACQQRRCPNMAVKDADDNDALD---DVDKENVMKPEKQPKGEAKFKKQ-KSQLEWEGEPVLKK---SKKTFYASARLNGEI-LSVGDYVSVKPDD-PSTP-VYIAQIKYFYED--SD----GTMMFHAQWYSRGSDTVLGEAS-DPKELFVVDE-CQNTQLAFCVEAVK--VHYLTPAD-NWQMIG--------GD-DR--GMNLDDQEEGCAFFFQKWLYDEDLARFED-VPIVEN-VEKD-VTFCSSCVRLAEKKKKESPLLGEKISK----SSRCSFSSVNYWGESYSVGDCVYVDPEAYGFHIK-PVNHKK--SKHEK-----------PCDDELYPEAYRK-GDY-VKGSNLQN-PDPFRIAKIQEIYV----------KSGV-ST-------AVLYAQYLCRPENTHKGSHGTSHTDLNMLYWSDEDGKAALSQIWGKCQVVHWDD-L-QVP-LEDYFAAGDDRFYFSEMYNTNTKEF---EEPPSECRSQVSKGKGKGKGKGKGKGKSSERLRGLDVFAGCGGLSEGFHQAGI-AESCWAIEKEEPAAQSFRLNNPG-ATVFTDDCNLLLKAVMEGQTVNDVGQKLPQKEVELLCGGPPCQGFSGMNRFNSREY------SMFKNSLIASYLSY--CDYYRPKFFLLENVRNFVSFKRSMVLKLALRCLLRMGYQCTFGVLQAGNYGVPQTRRRAIILAAAPGEKLPFYPEPLH--VFAPRGMQLSVQVGDKRYNSCV-QRMSSAPFRTISVRDAMSDLPEVKNGAKAEKISYSVEAQSHFQRMIRGHQHQPVCRDHICKDFNPLVHARMQHIPLYPGADWRDL-PNIEVRLSDGSKCKKLCYTHRDKKNGRSPSGALRGVCQCADSGSCDAMDRQFNTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFFGN--IQDRHRQVGNAVPPPMAKAIGSEIKKCVEEG
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---------MPSKTLCDRVIPTNVRNRVQELEGDLNDITEKGYIKKKSKMLFEHMSSDMQTTLKGLEDELKDEELTEKGYVNKVKSILAKFLPISNGDIQQENSSKKNGSSSISSNGSGDPCKANGHSNGSHVRASDQEGNGSSQSEERM--ETDTPTSGKGDSKKKKKKGSPGGSEGGKGSKRKVLGDSDREEEEKKGREDENETKMENGDDGKKEEEEEEPSGPGGKRIKKEEEEEEKANDE---------------PMSPSRDLRQRSNNETSIAVKAVTKQPPVRCKECRQPLDDPDLKLFPGDPDDAREEYITLTDPRLSLLTGDEEDTMSYDERLQFKITNFSVYDKSTHLCAFDSGLIEKNKELYFSGYVKPIYDENSSIE-GGIPTKRMGPINEWFTTGFDGGEKALIGFSTAFAEYIVMSPSEEYKPFWTAVQEKIYMSKILIEFLQS----TQ--DAVYEDLLSQIQTTVPPEG--CN-RF-TEDTLLRHAQFVVEQVESYDEAA-DLDEVLL-ITMPCMRDLIKLAGVTL--------GKRRATRK-----AAAVKKDKK-----PVFTM------ATVTPLVSHIFDAIFKDQI-----ADEMKAAANE---RKKRCGVCEVC-QAPDCGKCTACKGMIKFGGSGKAKQACKERRCPNMAVQEADENDFDEMD-DSNKNGKMDDKKAKRGRKKK-KK-RAKVTWIGEPEEVT---KDRAFYKAAMIDDQK-IENGDCVQIHPDD-PTKP-LFIARVIYMWQD--SD----GEMMFHAQWFVYGSETVLGEAS-DPLELFPIDE-CQDTYLASVNDNCS--VIYKAPSP-DWSMLG--------GIDDPETDHVIKE-DDGKTFFYQKW-YDPDLARFEDYELLSRP-DDVPAHRFCSCCLKMERIQEKESPRPGAKLQE---DSSRITYSSCHFKGNEFQIGDGVYLLPEAFSFNIK-QKVVTK--KPISK--K--------DVDEDLYPENYRKHSEY-VKGSNLEC-PEPFRIGKIVAIYTTK----------SN-SK-------VKLQVNKLYRPENTHKGRTAAYQADLNVLYWSEEEAIVELSDVQGQCSVVCAED-L-NVS-VDEYSAGGPHKFYFREAYDSKRKCF---EDPPSKSRSNRMKGKGKGKGKGKAKGKT--KLKCLDVFAGCGGLSEGFHQAGI-CESSWAIEKEEPAAQAFRLNNPG-STVFSDDCNELLRLVMQGDKTSRTGQKLPQKDVELLCGGPPCQGFSGMNRFNSREY------SKFKNSLISSYLSY--CDYYRPRFFLLENVRNFVSYKKNMVLKLALRCLIRMGYQCTFGILQAGQYGVPQTRRRAIILAAAPGEKLPFYPEPLH--VFSPRACSLSVMIGDKKIQSNN-QWCLSAPYRTISVRDSMSDLPTISNGAQKLEISYDGEPQSDFQKKIRGNQYQPILRDHMCKDMSALVAARMKHIPLAPGSDWRDL-PNIPVPLKDGTTCRKLRYTHRDTKSGKLSTGALKGVCSCAEGEACDPSDRQFSTLIPWCLPHTGNRHNHWAGLYGRLEWDGFFSTTVTNPEPMGKQGRVLHPEQHRVVSVRECARSQGFPDTYRFFGS--ILDKHRQVGNAVPPPMAAAIGMEIKQCLA--
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---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME---------------------------------------------------------------------------------------------------PLRVLELYSGIGGMHHALRESHIPAHVVAAIDVNTVANEVYKHNFPH-------------THLLSKTIEGISLEDFDKLSFNMILMSPPCQPFTRIGLQGDMTD------PRTTSFLYILDILP--RLQKLPKYILLENVKGF---EVSSTRGLLIQTIEACGFQYQEFLLSPSSLGIPNSRLRYFLIAKLQSEPFPFQAEFPKIVTVEPQ--KYAVVEESQPRVQRTGPRICAESSSTQSS----------GKDTILFKLETVEERDRKHQQDSD-----QMLK-------DFLEDGDEYLLPPKLLLRYALL-LDIVKPTSRRSMCFTKGYGSYIEGTGSVLQAAEDAQIENIYSDLPEE------------------------------------------------KIAKLSMLKLRYFTPKEIANLQGFPPEFGFPEKTTVKQRYRLLGNSLNVHVVAKLLTVLCEGFSCH
>Btau_NP_861528.1
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME---------------------------------------------------------------------------------------------------PLRALELYSGIGGMHQALRESCIPAQVVAAVDVNTVANEVYKYNFPH-------------TQLLAKTIEGITLEEFDRLSFNMILMSPPCQPFTRIGLQGDVTD------PRTNSFLHILDILP--RLQKLPKYILLENVKGF---EMSSTRDLLIQTIENCGFQYQEFLLSPTSLGIPNSRLRYFLIAKLQPEPFPFAPFPKTESEHPPK---YAINAEKKTEEKKTGPKICFDSSTQCSG-----------KEAILFKLETAGEIDRKHQQDSDLK---DFLE----------DDIDSFFLPPKSLLRYALL-LDIVKPTSRRSMCFTKGYGRYIEGTGSVLQTTEDVQIENIYSSLQEE------------------------------------------------KIMRLSMLQLRFFTPKEIANLLGFPPEFGFPEMTTVKQRYRLLGNSLNVHVVAKLIKILCD-----
>Hsap_NP_004403.1
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME---------------------------------------------------------------------------------------------------PLRVLELYSGVGGMHHALRESCIPAQVVAAIDVNTVANEVYKYNFPH-------------TQLLAKTIEGITLEEFDRLSFDMILMSPPCQPFTRIGRQGDMTD------SRTNSFLHILDILP--RLQKLPKYILLENVKGF---EVSSTRDLLIQTIENCGFQYQEFLLSPTSLGIPNSRLRYFLIAKLQSEPLPFQAEFPKIESVHPQ--KYAMDVENKIQEKNVEPNISFD-----------GSIQCSGKDAILFKLETAEEIHRKNQQDSD-----KMLKDFLED------DTDQYLLPPKSLLRYALL-LDIVQPTCRRSVCFTKGYGSYIEGTGSVLQTAEDVQVENIYSNLQEE------------------------------------------------QITKLLILKLRYFTPKEIANLLGFPPEFGFPEKITVKQRYRLLGNSLNVHVVAKLIKILYE-----
>Acar_P_003222002.1
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ME---------------------------------------------------------------------------------------------------PLRVLELYSGIGGMHYALQASNILAEIVAAVDVNTVANEVYTHNFCT-------------TPLWPKTIEGISLKEFNKI-----LMSPPCQPFTRIGQQRDVSD------PRTRSFLYILDILP--RLAKLPKYLLLENVKGF---ETSSARDELIRTLEKCGF-YQEFLLSPTCLGIPNARLRYFLIARLQTEPFPF--VPGKILTDFPN----QDQVDSERSRCSTGLMEAGSPLPT---RETVSGSDDNDGHSSKRDFLFKLETEEELERKQQSL---QMLR-----NFLQGDGEDQYLLPPKSLLRYALL-LDIVTPSCRRSTCFTKGYGHYIEGTGSVLQTEEDIQLESVFSSLEEE------------------------------------------------KLMKLSLLKLRYFTPREIANLHGFPPEFGFPDKVTTKQQYRLLGNSLNIQVVAKLISLLVG-----
>Cpic_P_005282499.1
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MLGE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NSPVNLG------------------------------------------------------------------------------------------------------------------------------------------------------GTGWENCYADCPSSACCHSESCISAEVAAAVDVNTVANEVYKHNFPS-------------TPLWAKTIEGITLAELNRLSFDMILMSPPCQPFTRIGLQGDVSD------PRTNSFLYILDILP--RLQRLPKYILLENVKGF---ETSSARDKLVETLKKCGF-YQEFLLSPTCLGIPNSRLRYFLIAKLQSELFSFAPFPDQEPKASVKHRVAAGLEKESSFMPPKEEYIDPNS------GSDCGGGQCSQKEAFVFKLETAKEMEKKRNQDSD-----QMLK-----DFLEEDGEEQYFLPPKALLRYAFL-LDIVTPSCRRSTCFTKGYGHYVEGTGSVLQTAEDVQLESVFSMLEEE------------------------------------------------KLMKLSTLKLRYFTPREIANLHGFSPEFGFPDKITMKQRYRLLGNSLNVHVVAKLISLLTR-----
>Ggal_BAD99025.1
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MA---------------------------------------------------------------------------------------------------ALRVLELYSGIGGMHQALKESCICAEVVAAVDVNTLANEVYKHNFPS-------------TPLWAKTIEGITLKEFDRLSFDMILMSPPCQPFTRIGLQGDVSD------PRTKSFLYILDILP--RLQKCPKYLLLENVKGF---ESSSARNELLRTLETCGF-YQEFLLSPTCLGIPNSRLRYFLIAKLHQEPF-FFHVPGQILTRLPD-QNLEELSKDKVVDKTGSFPSGEKSLDSNTSPDCSSKKGPLPKGAFLFKLETAEQMVRKHRQDND-----QMLE-----DFLEEENEEQYFLAPKSLVRYAFL-LDIVKPTCRRSTCFTKGYGHYVEGTGSVLQTAVDVELESVFHNLEEEK------------------------------------------------LMKLSTLKLRYFTPREIANLHGFPPEFGFPDKVSIKQCYRLLGNSLNVRVVAKLISILLG-----
Phyml phylogenetic tree
(Hsap_NP_787063.1:0.39519830,Btau_P_010822784.1:0.58486703,(Mmus_NP_001271126.1:1.03604910,((((Bflo_DNMT3_model_PK:1.29023723,(((((Nvit_P_008204446.1:2.08915121,(Pbac_3469897:3.97486390,(Ptep_aug3.g9131.t1:2.34037210,Apis_XP_029348651.1:4.50227187)0.196000:0.37046546)0.894000:0.50936559)0.838000:0.21717039,(((Lana_P_013416790.1:1.23106536,(Lgig_P_009055961.1+P_009055960.1:1.30021273,Obim_P_014770812.1:1.14552943)0.000000:0.24918590)0.304000:0.14801735,((Hrob_162653:1.54165043,(Ctel_188129:0.94456254,Pdum_DNMT3_prot:2.85685767)0.833000:0.46521156)0.922000:0.24186018,(Cgig_P_011435619.1:1.40459757,Ptep_XP_015906236.1:1.14146277)0.836000:0.26029690)0.920000:0.23066834)0.471000:0.13026096,((Lpol_P_013786105.1:0.12858759,(Lpol_P_013775600.1:0.86458632,Lpol_P_013778629.1:0.37255629)0.000000:0.15144109)1.000000:0.33764875,(Caqu_CAQU001464:1.70716330,Smar_SMAR006764:0.54430896)0.690000:0.21506362)1.000000:0.72982095)0.883000:0.11663177)0.910000:0.20341907,(Hazt_HAZT003192:3.81087131,(Dpul_320126:1.70644393,(Apis_XP_016662566.1:1.89148218,(Acas_ELR21928.1:3.29655056,((Ptep_XP_021002349.1:11.25378001,(Cgig_EKC23761:0.22889588,((Lgig_171288:0.30715900,(Obim_22034501m:0.33422965,(Acal_P_005095276.1:0.16127715,Bgla_5185:0.23043872)1.000000:0.17897814)0.389000:0.04319440)0.910000:0.02749018,(((Ctel_160905:0.33000902,(Hrob_116156:0.64452611,Pdum_DNMT1_comp223422_c0_seq1:0.28075164)0.000000:0.05407400)0.945000:0.06158801,Lana_g11540.t1:0.36917037)0.348000:0.02190713,(((((Pbac_AFV53350.1:0.40169560,Mlei_ML002234a+ML002229a:0.40978919)1.000000:0.43525304,((Aque_XP_019859084.1:0.25289574,Aque_XP_019849850.1:0.05459374)1.000000:0.41777651,(Scil_17007_1:0.54494949,Ocar_m.109426:0.58946401)0.871000:0.05698972)0.000000:0.02971038)0.936000:0.05687820,(Hmag_XP_012557244.1:0.52104604,(Adig_4714:0.24493006,(Nvec_v1g125496:0.18971936,Aipt_28556+28558:0.28116368)0.997000:0.07440067)0.996000:0.06879731)0.976000:0.06831592)0.974000:0.06904154,(((Hazt_HAZT006446:0.64205160,(((Nvit_NV14091:1.10392133,(Nvit_NV17734:0.46035564,Nvit_NV11649:0.20854986)0.987000:0.11459161)0.998000:0.19208008,((Dple_EHJ76342:0.70104515,Apis_ACYPI073296:0.85762296)0.398000:0.11766192,(Ctel_222429:1.71047647,Tcas_TC013587:0.88032743)0.998000:0.30687395)0.376000:0.05310553)0.999000:0.10700478,(Caqu_CAQU007561+CAQU009352:0.51189378,(Dpul_EFX80183.1:0.07783517,Dpul_117816:4.29736406)0.937000:0.51993011)0.801000:0.07962124)0.417000:0.02751907)0.687000:0.05673213,((Smar_10552:0.37578983,Smar_15548:0.69128653)0.751000:0.12295480,(Smar_10448:1.28879210,Smar_7615:1.07710402)0.797000:0.18002341)1.000000:0.27270449)0.744000:0.04456333,(Lpol_P_013780573_1:0.32791820,Ptep_XP_021000750.1:0.45242993)0.917000:0.08018650)0.967000:0.05778399)0.827000:0.04026677,((Bflo_204680:0.28907719,(Cint_P_002122948.2:0.56668839,(Pmar_GENSCAN00000023487+GENSCAN00000022101:0.35900818,(Cmil_AFO94067.1:0.14597515,((Lcha_ENSLACP00000012502:0.16797818,(Locu_ENSLOCP00000009053:0.07732005,Drer_ENSDARP00000013243:0.12096977)1.000000:0.07696674)0.000000:0.01044517,(tro_ENSETP00000047703_3:0.12365166,((Mmus_NP_001186360.2:0.14949041,(Btau_P_015327477.1:0.05867206,Hsap_NP_001124295.1_dnmt1:0.03704511)0.996000:0.04000038)1.000000:0.11826653,((Ggal_NP_996835.1:0.02363019,Tgut_ENSTGUP00000014140:0.38053278)0.986000:0.03519964,(Cpic_ENSACAP00000004041_1:0.04805580,Acar_P_003226840.1:0.08428375)0.904000:0.01492177)1.000000:0.04250632)0.987000:0.02991089)0.995000:0.03319013)0.975000:0.03322914)0.959000:0.03726775)1.000000:0.13294207)0.522000:0.03777699)0.309000:0.03752619,(Skow-DNMT1-prot-modelPK:0.34843591,Spur_P_780273.1:0.30368578)0.956000:0.04843322)0.993000:0.04585408)1.000000:0.06214790)0.960000:0.03852767)0.924000:0.13537702)0.909000:1.38468260)0.000000:0.73268518,(((Ptep_XP_021003330.1:1.70610211,(Lpol_P_013779188.1:1.59668528,((Sman_198180.1:2.31465883,(Aque_XP_003389338.2:1.47875029,((Scil_scpid45473:1.48019807,(Hmag_XP_002166687.2:1.69463996,Smed_15036408:1.80591413)0.871000:0.29687996)0.847000:0.18550854,(Mlei_ML074813a:1.93688729,(Sros_PTSG_11488:2.70584403,(Sros_PTSG_05624:1.56478754,Mbre_MONBRDRAFT_1464:1.53582283)0.824000:0.55049443)0.889000:0.28818476)0.875000:0.29180990)0.000000:0.07378281)0.201000:0.09244219)0.847000:0.14988344,(Hazt_P_018026278.1:2.72723978,(Smar_SMAR004394:1.11028513,(Avag_GSADVT00036986001:1.49875678,(Hduj_BV898_04582.p01:2.07704560,Bmal_CDP98269.1:1.95443150)0.000000:0.21776960)0.074000:0.15026779)0.362000:0.22037819)0.853000:0.24228901)0.788000:0.13251706)0.000000:0.11210227)0.826000:0.12588688,((((Dpul_192688:1.07497481,Caqu_C89379_a_6_0_l_1455:1.96746963)0.568000:0.40779984,((Tcas_P_008196999.1:1.30289506,(Dple_DPOGS212925:1.40864438,(Aaeg_P_001657555.2:1.57794583,Dmel_NP_001036355.1:1.18737278)0.247000:0.27073398)0.889000:0.37606703)0.273000:0.19865069,(Apis_XP_001949338.2:1.32375225,Nvit_P_001602026.3:0.99991053)0.530000:0.22271735)0.953000:0.31797996)0.922000:0.22002378,((Ocar_m.89599:1.18903334,(Aipt_Q54JH6:1.13580262,(Nvec_132811:1.13924855,Adig_DNMT2_modelPK:0.86655377)0.000000:0.09477467)0.977000:0.42500791)0.947000:0.30889514,(Tadh_49657:1.26069602,(Bflo_P_002592995.1:0.93612515,Spur_P_011668392.1:1.61859380)0.144000:0.05838635)0.853000:0.17418894)0.825000:0.09370981)0.370000:0.05091280,(Skow_P_006813977.1:1.14046892,(Cint_P_002128135.1:1.61270749,(((tro_NP_001004959.2:0.61183954,((Btau_NP_861528.1:0.21996752,(Hsap_NP_004403.1:0.17078345,Mmus_NP_034197.3:0.30698843)0.583000:0.09581699)1.000000:0.40617794,(Cpic_P_005282499.1:0.55835298,(Acar_P_003222002.1:0.64199655,Ggal_BAD99025.1:0.43453029)0.619000:0.09756956)0.000000:0.05919423)0.922000:0.14401835)0.489000:0.06521208,(Cmil_P_007896370.1:0.74141745,Lcha_P_005999072.1:0.45169823)0.897000:0.13786833)0.892000:0.16560216,(Locu_P_006634398.1:0.73642664,Drer_NP_001018153.1:0.58970941)0.889000:0.18148558)1.000000:0.61906149)0.438000:0.15807768)0.953000:0.20399697)0.340000:0.11652520)0.854000:0.29390411,((Hrob_89038:1.52127874,(Lana_P_013412300.1:2.76225984,Lana_P_013412655.1:0.40371398)0.992000:0.70278741)0.168000:0.24786571,((Obim_P_014773951.1:1.50028064,(Cgig_P_011450725.1:1.07217605,(Lgig_P_009052047.1:1.23546510,(Acal_P_012941472.1:1.07217671,Bgla_P_013095826.1:0.91510236)0.927000:0.31899778)0.769000:0.15551670)0.937000:0.30284202)0.942000:0.28916542,(Ctel_108989:1.18584991,Pdum_DNMT2:0.96384292)0.962000:0.32846685)0.810000:0.14822093)0.813000:0.20288613)1.000000:2.68906759)0.995000:1.15250318)0.928000:0.64833979)0.000000:0.14021451)0.000000:0.25602875)0.723000:0.05144096)0.998000:0.43160397,(Cint_P_009861613.1:1.19495839,Cint_P_018670748.1:1.77584622)0.387000:0.22000610)0.948000:0.24186396,((Skow_P_006815704.1:1.28580566,(Spur_P_787412.3:1.21839678,Skow_P_006824674.1:0.54307111)0.694000:0.20664298)0.856000:0.15003833,(((Ocar_m.104173:0.94203489,Mlei_ML35881a:1.61901811)0.908000:0.22957644,(Aque_XP_003386062.1:0.86210392,Scil_006106_1:1.37631487)0.880000:0.20198346)0.603000:0.13564689,(Hmag_XP_012561137.1:1.39631129,(Adig_v1.01094:0.62667404,(Nvec_127267:0.36945503,Aipt_O88508:1.82416005)0.946000:0.27761096)0.469000:0.18907735)0.958000:0.23266374)0.997000:0.29184057)0.606000:0.10190446)0.978000:0.23606765)0.999000:0.37671422,((Pmar_ENSPMAT00000007628:0.50060877,Pmar_ENSPMAT00000008525:0.53414763)0.923000:0.08779998,(Drer_P_005160915.1:0.43332685,(Cmil_P_007898625.1:0.41670011,((Locu_P_015204065.1:0.16493612,Drer_NP_001315096.1:0.40347783)0.894000:0.08919026,((tro_P_004919670.1:0.17881067,Lcha_P_014343300.1:0.31006087)0.223000:0.05214098,((Mmus_NP_001258682.1:0.01966738,(Btau_NP_001193431.1:0.01417803,Hsap_NP_072046.2:0.02125156)0.959000:0.01812353)1.000000:0.17660761,(Acar_P_016853309.1:0.11252240,(Cpic_P_005284191.1:0.08684760,Ggal_NP_001020003.1:0.03805818)0.991000:0.09661885)0.953000:0.06201263)0.983000:0.05867219)0.964000:0.07303039)0.422000:0.05630939)0.894000:0.09424921)0.999000:0.25051417)0.981000:0.18797961)0.213000:0.08238237,(((Locu_P_015220486.1:0.20816652,Drer_AAI24099.1:0.31395605)1.000000:0.21061340,(Cmil_P_007883119.1:0.42141476,(Lcha_P_014350916.1:0.55238385,((Mmus_NP_001258674.1:0.24214370,(Hsap_NP_787044.1:0.06030939,Btau_NP_861529.2:0.08532806)0.949000:0.08731352)1.000000:0.35452405,(Acar_NP_001280056.1:0.50597741,(Cpic_P_005304927.1:0.13296918,(Ggal_P_015151885.1:0.11854061,Tgut_P_002196308.1:0.29804775)1.000000:0.20342644)0.880000:0.06161517)0.801000:0.08022443)1.000000:0.22341520)0.882000:0.08743890)0.390000:0.04808417)0.872000:0.06043991,((Drer_P_005162096.1:0.26349840,Drer_NP_571461.1:0.12917893)1.000000:0.76888861,(Drer_P_005167049.1:0.69121504,Locu_P_015220711.1:0.69007959)0.776000:0.15173639)1.000000:0.51992255)0.908000:0.17515353)1.000000:2.00236853,(Acar_P_008105653.1:0.92031813,Cpic_P_008169122.1:0.35266989)0.991000:0.55581984)0.000000:0.23625740)0.995000:0.50353046);



TET
Protein sequences
>Aaeg_XP_021699256.1
MTSMMSASTAEETADHSLPSFASFSAELEPSWDYYDRQERSNGSTNGGDVISSQTSNSSYTRPWEMDSKDHRAAAITNGSGGGGFEPFPKLPSFQSQFHGYNDTAMVTPEPSLPQVTAVPVPISPSSASPGTGGSLTQLTQLTPTPLPPLQGGLTPIGSSGFHTLSAVNPRPYPLVPAPIQARDISAINQQYIDERHIQLYQPISSFQPQTIPTVTVLKNEVVDFDLSSLKNGTIHHSNFQSSMLESNVFVQNGASNPTSVLHHHQHHHHQQQPQAQHHQHHQTVHQLHQPQHNLVTPSIQEHHITNNSKLTSSTPGLDSSTGAIGGGIGGGLGGGGQSAQISRIADNRKKERRKIRAPSLESSAESEGSAMEIGESGNPGQVAAISSTANFKSPMHTMSMDTDDGGMPGEKQTKKKRKRCGECVGCSRKDNCGDCAPCRNDKSHQICKTRRCEKLTEKKILYGPDGQLLKPESKRGRGKGRSAKAKQQQEANAASGGEGAAATPNGGATTDANGAVVTYDANGQPVREGKRGRGRGRGGGTGRGRKSLNLGATPKNLPQNASAASPAPASLPHPSPNTTTGAVAAATGTSNVVQSSQLVTVSGAQTGVNATLLASNNASQPLQQQQQQLAQQSQLQQQQQTPQQQQVPTVGIIKAETMKDQPQQPMAPMAFYPTWQADPSQGWQNQFIQQIPQNTPAITPLNSLEFQPQGYAAYQPNSYVQTAGIGFDPNYGRTYAAPPTVQRYEFQTNQITPINQVSLQSVSFAPTVTYAGQVSTGPAVVSHNPHDQFNLQLNKQTSGNDMPGYPRVNSVPPRSLNCNGYSGQDYGGQTTTQASSATTNVTNANGTSTSTGANSGTGSSSSMHPPAQVPQSPNRQTQQQPPRPNSNQQLYAQQSPNPYSSNGNNSNLQQSPNHNNGANTANNNNVYAQQTHSGMHTPSPMQTPDNHQSPSHMNGGQQQSQGDWVGWNQQQQQQSPDMFNQSDRVNLNSRLKTMIMNKNDPKDGVGGLQPTGQHMSHLGVQAQGPAQQQTGHFLSYSHHLRDSLTPTSLAAGGSNPASGQSPAPMMGGGTGSGSNSTSNDGTIGDGGGLINSISNIVDPNWKQSSKSPGLGGIESNGTNRAEHEHHTLLSDLHHGSKHQGFEQKQQLIDKNNTDPGGGGLHHDTGGGHDIKHKLHSSKSSSSSSSSSKSKSSSHKNSDKHSKSKNNHHLDMNQPIDSNKSSSNLNSYSSSSFMNDQHSSSSSSPSPYPNLNQTYPAINHSSSSSNQSSLGLGGYPSHPLDNKLDDKTPLNRFRHDNLNSGFNPHLPHQQSPHGIHSGAFHHPQTATSGSSSSSSYNLMNVKKEPGLLDDGQPIKSDGYEKNYQNFIRYGEYNDSSQPPQSQLPQHGSSSLSGTTKSEYNSYYSPYGTYPGYQNYPNYHNQNFNSPSGSSALPPTPEVTTPLPAITTPVAHQTNFEQQIPAHTYPIPKNSGIPQPDVPIKLEAEDNSYLTNTSVPPMSEPSPVNNLPAAIPNSTPSAQAAPEPEAPPPTQPTPTPTTGKSKKSEKKEKANKDSSSGDSETKPEGGSSKSSKKKESKGSKKEQEAAAIKQAEDEKLEKAHKPEAPDCDCFTSSDTKAPSEPGSYYTHLGAASSLEELRRETETRVGLSGKQLRIEKVVYTGKEGKSSQGCPIAKWVIRRVDPEEKLLFIVKRRQGHRCKAAFIVICIVVWDGIPTQEADSVYRMLSVKLNKYGLPTVRRCATNENRTCACQGLDPETCGVSYSFGCSWSMYYNGCKYARSKTVRKFRLSVKNEEAEIEERMNILATMLSPLYVTVAPQAFQNQVQYEREAPDCRLGLKPGKPFSGVTCCLDFCAHTHRDLHNMQDGCTVQVTLLKPLPPGVKADDEQLHILPLYTMDTTDEFDSEEGQKKKAETGAVQVLEKFATEVRVRSTPLQPCRRHGKKRGNGKDEKSKDDSNNEESVPETPPPPPPPTKKESKSKSKKGSSNSSNNSNSGNGSNSSQSSSGSGSPKGQSSNSNSSKASGETSANGNNSATNATKATTPQGPATGNNGSNSAFTPPNAITSPNNGGNSTLVDMASMIDNFTDAQLQSNQISSTVLDSPYSYDYNTGQYIDNRQYYNNWPTDYYGNRTDPNKMLGRNEEIPDTTTRPGSNSSNSAFSPSIPDPTKTPTPIHLDDYSTTKLNQQQSQNTYHTLQQPEQGFVKPKPPDYNPGYGYHPNTPMGYGYHSPYTPYDPYQNYNYGYPPQSYHPTYHNMYSATQTQLPGTGPAPPPPPTAVIPAPPPPSNWNLYPPHPHHQTHIPPSTPSQLHTPHQPHLNPKQHDIPPAMQQAPQPPAPPPPPKETLGEVTETNENVDCFEDSQMGGVAIALPHGSVVIECAKLEMHSTTALKKPNRLNPTRMTLIFYQHRNLNRPKHGIAEWAEKMRLKKLGLATNDPIDDKDMLLMQEDDIKSEPLDDLHHMRHMGDEHDMMDVEYSGV
>Acal_XP_012934815.1
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MHISQCDVNLVDKTIPPIPTARMSSPDKPGEHVKKRRTRCGQCGPCQIKNDCGQCKHCLNKAVLKQSCIYRKCLYLRCKPSPGSDFLRAKSGSNAREQSEYGQHEYMSPQSSSEYLARQSSSDDSQNIESPGTPRQVDYPVPPSPIYRVEPPSLPQQQQQQQQQHMQQPQSPAYPQTPNSTATSPTWSGQYNNNNNAYLAGGMPDFSRVAYDPNFIRHSPGYAVPSFVWDWQVENFRANFNLGNQAPHNTRDKVRNFLFNKPPGVNPQDFNTGTAAFQVPRVRDPLIGGNLAPEPFPAQGFVFNRANGLHTPNSGYVTAERGGPMEQPHVTQEECLISVDDTPIQAFVQSDGFNTIEITTLTEPDMLGFGSAPDFHPDAKGEVLENGYGCYHQVQNKISSNIILRQDLGEEGEIQINLPPTGITIQDITLDDELSKFAANTADIFKVSDTLYSQISMDSNAHLRSGHKTEPPWDPQVPPYNSYPQVGTPWPSNPLTDPWKQNSTLITDPWSSSQADSQSWASKSNENNHGNKTVAPNVDLRNVMAHVAERDLASKTSLPSSQYSFNHLSEQLRQSSRPVHQVPGEATEKLCSDCENCRQGDSDRCVKRHVVHWKKASEEFVPGQQQPPEKKVRQAHKCPEHLPGMNGHSVELTSSFPLQRAEPPQLLSEMWPHFIAKNIEFKLQQQLGDGGKEHIKLQSGFPTGIHENQIAIFPRDANRNREQLHEAFKNGDDKNINHVNSFSQHLHGNKKGCTENQNLSGKGVHSKDLVREIVQKRIESRTPPRAQMNSVSPVIDKEGAPNTSYMNKIEATRPSVVTEGVKEGTFHQAQTQRETLYNNWINPLNSFHPGTPKDSRNSFTGNNAVPGIDGLKASIENGPGHLSQMASLPGFSGRENSHQVEPLSIRANPGDSANTNFSGNSKDQFMSDHIQPASTSTPHCDTTTQQADNTKGNNVLTTSGPQALSSSVPPMPVQPNAFIPQKVLQPADLVNGVQGSAGDQTGHLTTDAVADTLEEHDELFERLKLNQPIKVPECGCLGPEGVKEKDEGPYYTHLGAGSTVQAVRELMERRFGMGGKAVRIEKVVYTGKEGKSSRGCPVAKWILRRSGPEEKVLTVIRHRAGHHCDTAVIVINIVLWEGIPSPHADDLYNYLRSTVTDNGFETERRCGTNEERTCACQGWDDDRRGASFSFGCSWSMYYNGCKFARSKVVRKFKLKCPDHESNMETRMQHLADHVGPLYKQMAPDAYNNQVQFENQALECRLGNNPGRPFSGVTACVDFCAHAHKDVHNMNNGSTVVVTLTKHRGFEKPDDEQLHVLPLYKLDAVGEDGTFDETRRKIASGALEVLTKYPMETRVRAVPLTPCKKRSKDRKSKDSPGRRKLSPVRVKSPAHLNQSSPLAQKVVDKVKAKRKPKKLEMNKGSNWEGYSDSNAKIFKKEMVPQQYQKEQDRQLAEWQAQMGLRPMYPNVMMQQTAMMGGEIPQVHPQWGFPMMPMHPHVQQGFPMGGNMMNYGGFPHWPAGLPSMDNIHKDQANQQNKNKLGHSIDQLLQAGNNPNLHPHLLQQQQQQQQQQQQQQQQQQQYLERQQHLVEQQQHHQGHHQINNMQQTNNLINKLKQENIQASRSVPTSPLHSNIKHEIPSPCHLAMQQQQKQGWPQGTFPQYRQENAQQTVKQEPMNGNRPDYPLSQLGQHAETQHIASHPGSQTPAGGNSSGQQVTVGTHVTGQQMAAGTHGTGQQMAAGTHGNGQQMAAGGCGTGQQIAAGAHVTGQQMAAGDHGKEQPKAPGTSHQMAAGLSPLDLLTMAVEIQSRDLENKRGHPEVNNRLVNQNFPKGAIQGDIKSEIPQQCSLRSSLPQEISNKAIYDQSQNTAAAPLAQGSSNCNMQQQPVADHHLANANNYIPSANNTAIQNTIFDTNNKNQHDNNQYLSGQPPTLPSVPVDNTPKDFEYHSDNEEVFHDEEVGGVAIALSHGSILFECAKRELHATTALKNPNRHHPTRISLVFYQHKAMNNRYHGLYEYERKLEMWKERRMKKRLEAGQPEPTDNEKAEALLGIQGKRKKKSAEEEKKLKFKPPVYRYMWPAPLKMSSTATTDTVVTRWIKPQTMVTGPYQKWV
>Lcha_XP_005990017.1
MPCRAKSSKRSIKANPGRGKKKNAQLEKNTPTNSRKTKEKHSLVKAPGSGKSKKLKQNQKRNGTKDSQGRTPSSLGNKSLPGSEGGMSKALFVIGSASIKSSEKTESFLSVNQQSVSSPCHTKSLRSKSLSQSLPQTPKDAAPRKSVSLRSGLRGSKTEAARSPLQGENSPQRAPEPVVEENLTENEGKLLKTDECRPNVSSKASDEEESQKGNSVVTNEVLPNATECSVMQASNMCNPETSPDWTPEWDSNLISDHNTGEHMLVCGISGPDPGSVQDPEIIAGVSDHESVDLSAQNPKSCISGSGTFLETESKITLDSQEEFKVSETEMESVPAVSSDLNKETCATGVDTSLEGSTKACDSAVASLVLSSVSPLKSSEQAHVYASQETVVSDTSCSSFSSSGSEMGFAGSACAAEVTKDTTQDPGGYASDSALDSVPNSGNSTCASEDLKHASSFGSTVSTCKTGQGFRSWDLNLVQTQGQALNCKPGPADLIATSCGSPGSGSTKKKRRRCGACEPCLRKINCGECSCCRNRKTGHQICKLRKCNMLKQKPISSSTEVTNKDKVKPETEKKEKELKADLEKKAFNGSKSEHMEEGIPNGAETHSLKLNITPPLENGLHNQEETMTVLGETKWVDKGHQDFSIHLNGDINRTVAETKNLKVTGEDNKVSFFHDSVEPQKLFAQTFMNGFKPEVDPLTDSAVPLKKVKLEESTDSFKSNQDESSSTHLTNTDNLDAVNTLTTVCYAPSEKQKSHNVVVNSTDCSHQGLQHPDYSYLHNNAENLTQQSNSICFSKKDTGSEESAINVPKSDGCISSLLFQPSLLSFMKNRNLSIEQAIAIEALTQLSATPLENPSETKASDSQVITSSLLQSGSTQNEVQVICSQQSEQQPESQWSLLQHQLPSQPVPSGSLTNTSTSWENSPETSNVCLQDQFPMNTTALQVLLHACSSAALVSDHVNSHHTVENSASKSPNHLHFLQQRINDSVETSQSEPSNSNTTLDLNSSAVFSKRVRNKDEVDVAAQLAQLALIIESSQYCQNGPQHKQPINTTETNLASEETKQTYSQEQNVLQEKTDLLKKPSYQTLSAGKQKPSPQKKAKSTPLKQSFKKKPQVAFQELSNQKKKPQYKLQNIWIQQLNKFSQFLQQDLKSTKIKKLPKTKVQKVLPRKKPHLFLPQTQIQFHKYLPKPTQENIKDLQPELDKPDCLSPNHLKSKTDFPEHSRLQGSIVTNTIPLQPLEANMAVNGSDQNEIPSPGPVLVSEADRTSKRPGENQNASSELTSKCNLSHPVEQVENEMPKEPLEKTSNPQYYENAQMNIPNTVHNGDSTIGQCNAQQNHTVHLSEPLSTNSFETPSSCTTRDPRHVKVETSGAITILSTSNLGAEDTHSEMEPDFTGEGTPTKNTLNSFLESPMKYLDTPTKNLIDTPSKKGQSDFPICDCVEQIIEKDEGPYYTHLGAGPSVAAVREIMESRYGEKGKAIRIEVVIYTGKEGKSSQGCPIAKWEEKLDSNLQNLATDVAPVYEKLAPDAFHNQVEQEHVAPDCRLGLKEGRPFSGVTACIDFCAHAHKDTHNMHNGSTVVCTLTKEDNRSVGAIPEDEQLHVLPLYKISQTDEFGDEAGQEAKIKNGAIQVLSAFPREVRLLAEPVKSSKKKKQDSKRVAADKQNNPDKKQSTPTKSKDGLLNAQSNSPQQLGNRTSSLQKLTAMKMESQEHQNAFKYAGPTSVGSYSLLGNYTPSSSYNLCSVYPFPSIPQPGTPTVSNFQQNFSVPYGYIGYNGNQHYVSSYMKYSNFNMSVNGYTGTLFEDTKSNVQHSFSNSSSADQNHIDSLNRMFENQVVKEQKIPNQLPNSQFSQLSNACNSLEKIFANSKATNVNTNKPNGFHKLHLQKRCLESHQGYVQGSDSNSYKMQSSEIPAPMGNGTLPEEVWSDSEHNFLDEDIGGVAVAPSHGSILIECARRELHATTPIKKPNRNHPTRISLVFYQHKSLNEPKHGLALWEAKMAERAKEREEEAERLGYESGVTKSGNKKGKQAASDNRDELQKDNELIKIPTRKSLTATRDRVITVSSYALTQVTGPYNRWV
>Lcha_XP_006005276.1
MEQDRASHVEGKRLSPLLRPQQIGHLAEKLQNGSPLPETVQAQVNGDIKWFHFKGSYGINHVKGNQENHASPDPVQNNIDYPKYIQNGGIKRTSSESSLLGLQQSKKNKQNEELNGLDSELLEKNNELHLPSLCNKKESVALEEEETVLSDLLKPSSFNFDSLESPNLQNRNQHKLGKNNFSYHNGDLLLHFKNKKVPIPNGATVPTSSMDNMHGDLLEKTLSQYYPDRVSIAMQKNTSHKHAINSQAFGELSHGTTHSSHTSGLTNSPQTSTSTLPQVPAAMAIDIHSSQNSRTSAVTGGCSYQFQECHQQQNHEQQVCNLQKLPVENNLHLQSSLGQVPNENILITSQSSLQKQNSTECFSNQPEANNVFFKKNSNFNEGSVVSTLESPRTLHIGVRDRLTPYQNINSEALSRAVASETSSNQTMPQSPSIVAQPENHQHKLSHPHEFQKQNLTENYGVNSTNAALELSPEEMKESSNQLMQALQASVSNELQQHYEQFQMQTQHQPLDEKQLQSHEKPRQSPFKSEANDLLQQSPHSHKQGWIELSSSRPQGDHSKTWKNTVLKSLLQLQQHQNEQIQCQKQEYIDSPNVSNGFQLQNFNQDQLCLLYKNELAHGQQQSRAEQQVQFQKHSPQVQHPKPEPQLQPYMQQHKAQQSHSQAGPTQHSQHAFTQQLQQQHLSQNTQETQQALQSQFVHQPLDKQLQETQLQQSQTQQQPQKSHQQALLQAINSIKLPQNLKQTQGNFELQCDGKSFNQLKLEEFVRLEKQYKMSNQFSSHTPQLQQEELHNPYNKNSPYKETSETTAMTSYNNMHFASEKTESTMNHELHTFNKQELQHMQYHPHSSAPKPQVQQDIQNLEQQKTSHMALIQGKQQLQQAPVLGGLNFKNSSPQATQMQQQRLVAASQQPPPVQQESQVSNQQTPLQNQKDFQKHAALRWHLLQKQEHQTYQQKVNSFNNLLQFIKSEESSQLQTSMPQQCALQKNKIWKTLKQESQKLSCENLQQKSIIEAMEQQLKQFQVSSLFEHQAFALKSPKNVKVETSGPVTILSTNIAGKDSSVSAPKSIPSFERTPTKKQSGSTLSSFLESPSNLFNTPIKNLLDTPVKTQYDFPPCGCVEQFSEKDEGPYYTHLGSGPTVAAVREMMENRFGQKGKAIRIEKVVYTGKEGKSSQGCPIAKWVIRRSSEEEKLLCLVRERASHSCETAVIIVLILIWEGIPISLADKLYAELTDTLRKYGAHTNRRCALNEERTCACQGLDPEACGASFSFGCSWSMYYNGCKFARSKAPRKFKLLGDDPKEEEKLESNMQHLATLIAPTYKKLAPDAYSNQIEYEHRASDCRLGLKEGRPFSGVTACLDFCAHSHRDLHNIQNGSTLVCTLTREDNREIGKIAEDEQLHVLPLYKISPTDEFGSTEAQEEMKRKGAIQVLNAFPRKVRMLAEPVKTCRQKKLEAKKAAAAAAAAVDKLSNHENGPSKGEKDKSTRQKQAISENGPQNKQIPDPSVAAGYIGTPGVQQHSLSSNHQLNPMNCYPSSPHPASPYLRFSNPTSLYQSPSYSTNSCPGSSNPLTTYPNSVHLGSPYLNSSNPVNPYTGPLTQTNPYSGYQCNGNIAMDNYSPYVSSFPSHSQHIDMYHYQSQDPLNKLGLPPIQTFYQQPLGSGQGYGPKYINYGNHNVQVSGYSNCSMRPNTLQMGSYPAYGTNHQVEAHFMEAASRSASSLSHPSLDFASLSKSNQYHPSQNPYVVQEHQSASGLFSNVPNTSHLQNQEADLNLLTINGISRMLPSLNHNRATLAQGGMAGAMGNNIQGNVSQLPIQNHEDAQEPAEVWSDSEHNFLDPEIGGVAVAPAHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKMAEKAREKEEESEKHGSDYVPNKSHNKKAKREPSESQDTSEPPYLRFVKSLAQRTMSITTNTSVTTSPYAFTRVTGPYNRYI
>Lcha_XP_006006552.2
MDPSWTWQKDRCFLLSAVLVVLSRLPRAPYALPSSHFFICELARVDFKHTGSGGNSFDGPKTGQMEEGPINHVEESRLRLESEPSVVNGARERDETSALMEESDWLGRRRVVQEQNENPNWENTPVLQQTTATHNASLEDARNLAAFSAVVEAVSSYKTPASEPQPPQTMQLYKKFELEMSRSPALDSSLPLPESSSGTEDLSTLRNALTLARQGKKPPNCDCDGPECPDYLEWLEKKIRSAAGKEQKRIPHQPTKMNSQPLVNGAFPNQVPAVEETQTLNSFDALPYSQSVLSIAKEKNISLQTAIAIEALTQLSSTFPQPLADVSATQNGTLQVELFRSKDQMVNSFPFDPNGAHALQMPTTNQALQRQSPQAYTAQNVLQGPQAQRQMALEYHKKPGQGESQYIPASNVSQNSSRQVPTSGSVSQQADVQTQWSDTIKANNPLWMFNSSQIPPAANDPMAELQQLLDNASNNYMKPVFKTPDMIPSKEKAMRSKQGQPVKPSSVEEGARYYGTTCRQQLSQPTEQTGLQQTTQKALQQHLHHKRNLFQEQGQTQASQPMQPNWWTPASPLLPPRETEKQPVKEKKKKLQSPLLKSQMQNTPQKLVKKQVHIRKSKQKDCQAKFLPLRQISLAEYHLLEKLKNSKEMQLPPLQTPRPDLSDNAIGQPSPLLPAPHSTPQHLPQTQLTSHQALSTQEAFSLNTPCPQENQTMQPNMLISSQPVPSSLPLPLATDTPSSLEVEGQTGRLQAVDSASVQNKLCAFQDKFEELIREFEAKFGGSPSPQHSQFPAQSNIGPQEEITSQQSQFGASMEQGCSLESEIQASHSQNAAPPADSVSQEIPKEDEPSLSARSPKQIKIESSGAVTVLSTTCFHSEDTQSTDGPSEEGTPIKNECPLTPTLSGFLESPLKYLDTPTKTLLDTPSKRAQAEFPTCDCVEQILEKDEGPYYTHLGSGPTVASIRELMEERYGEKGKAIRIEKVIYTGKEGKSSQGCPIAKWVIRRSSEEEKLLCLVRHRAGHHCQNAVIVILLLAWEGIPRSLGDKLYEELTETLTKYGNPTSRRCGLNDDRTCACQGKDLDTCGASFSFGCSWSMYFNGCKYARSKIPRKFRLIGENHKEEESLRDRFQHLATQVAPVYKSLAPQAYQNQVVNEHIAPDCRLGLKEGRPFSGVTACMDFCAHAHKDQHNLYNGCTVVCTLTKEDNRTIGKIPEDEQLHVLPLYKISTVDEFGNEESQNEKIKSGAIQVLTAFPREVRKLPEPAKSCRQRKMDAKKAASEKKRSQKEKLVTPEKIKQEAIEMQTLQPNQGIALASGIPQQAVNPSLKVQPQDLFNAYKYKGNAVVESYSVLGNCRPSDPYSMNSVYSYHSYYAQPSLPSINGFHSNFTLPSYGYYSFSNSHMFSSQLLNYGSTDPRTGGWMSSHNFEKKPNLSALDSLNSSYRSKSEFSEQASHAAPKVTHQLPTLQGSREFANNKPSHLPHRPSQITMETKPCSQTVNFLGRVIKQEPEGSFPYLDSVHGSALSTRNGNCSSAATLPASSQTCEQERLWHSHKMNGTLPSSERTVPGASWNVFGSNESTKLSNMNVQEACSSFKVNLNASRLSNAHVQETQWNSFTNGSQAAQHTGNLQGKPWSTYKLSKTPSPLPGSANGNLGAPSWNLASMNLTAAIKTNSELQDKLWHSVKINESRTPTPNAGLHDKSWNSFGVSGSMGSGVIGEGKQFGLLNLVKTNSVLPGLGHQEAHWDPYSFDDSMESPPTENVKEEEEEVWSDSEHNFLDENIGGVAVAPAHGSILIECARRELHATTPLMKPNRCHPTRISLVFYQHKNLNQPNHGLALWEAKMRLLAERARARQEEAERLGLQPDIKPFGKKRKWGGAPAAEPEHKEKKDIIPIRQALALTTNSVITVSSYAYTKVTGPYSHWI
>Lgig_XP_009054683.1+XP_009060167.1
MDSDEDTKDGIIVHPDDPVPWFPSQEEDQSLESDHPDKPARLKRRKRCGQCGPCQIRTNCGECSNCLRRSVLKQSCIYRKCIYLRKPVSGSSKTPPRRANGTYFMSSSCDDDLDSSYELMSPPRIDINGFSVGETANGDDTEILIEDYTPTPSIIIGGFDDDPQDSQPSSPIRISMYPESLSQSSSISTETRMTTPPHPMDCEDDASCVNPRQFNALKAIKEAESSSARTETPENMPNVTSVKDVFKTTCEPYSLDVVQNGMKTISEQDAMESVHGTSTENSSYIQSAFEKDQLLLKSCLRQRPTRLSESYSVISQQLSRETPVNSDVNSDVNSEVNTQLKPNNQTDTVSGADSNENITGSVRLPVLQPAQVPQQHLPNHPSSESQTHHEQTAFHNFHVHKPQSISATYDEAHRQFFSPPNVTVTGHGGFASPNSTHESSGSQNHKGPPTSYGSHDYDQYSGGAHPAWYPGISIHPHAYPQFNMPRGMYPPHYAYDPMVFPIHPTQNPFHRFGSHPINPVILPRMVPPRFYPYRRHPGEHQYHSNSPASDPDFSKHPDFRKSSSSVSRPNSGNGQTYDLTSVREEIEQYKKHSVFRLRANSLEKPGSPIEKTGERRLNRVPTPEVASESDVSEMGRNSELSSIPKNRNNALRQLLSHTSTMHGESHGNSVVDDDLQNEMRKIQHNSCNVGIIDELRMPSLVRGDAINIESSSPNSSNSSESVSFSPLLVENCLKNQSSIVFCSEQAPKSVKIQGNVCIKQDLGDEGIVMLEFQGYKVDLVQCVLDDDILKLSNNPQELKEYITKSQSINKTISNPTELPVQSYRTMTEPAVPNPVQFPIKNNQTVTEALNLNRENFPPCEVEDTSKGVLALVDICSSLDRQPPQLQKLGEIVAEKSENPTPPASESNNKETEGWKQSYLKIFSIRQQGTENTKHLANSKKNQVVPAAKSILNCSSTSDCRSEKWTNFIRYQNISVTPIVEAGHENINKSDNSQISDQNIFNSNLSSVESSETEEAKTLNSESGSNPLKRTLGEIECQNSDSKRLKAENNLQKENGNEKMSVKSNTIVRNLTKFVENTIVSYTNEEAPVIVSQCDSILMSEDYQTEKVSARLMCNENKIVSSDQEHEFLSEKTIVELKKKILNRNSMFCRTGAVGKALRIEKVQYSGKEGKSSQGCPIAKWIIRRSGLDEKFLCIVKRRKGHFCDKTYIVINLVAWEGVPADTADELYNHLTSSLTKNGFETERRCGTNEKKTCACQGIDLVKRGASFSFGCSWSMYFNGCKYARSREVRKFKLKDTSKEEELDSRLQSLASIVGPLYETMAPDAHRNQCELKGGKECRLGSTEKKPFSGVTACVDFCAHAHKDLHNMNNGSTVVTRMRSTPLTPKKKGRKANKDHQKSFHDPDVGGIAIALCHGSVLFEVAKRELHATTALKNPNRYQPTRISLVFYQHKNLNFPKHGAAEWEKKLEKLRIEKLEKGENKRKESFENEVIPPELRMKKKKKENDEEEVDFATTSAAQYRYMWEAPAVRSPALTTDSIITRWIDPQPMVTGPYQRWVLPSC
>Locu_XP_015200603.1
MHHQVKKVVMRKSRGNNPEEGPPHSQDIYDFSLEGDEPKIFLRGGGGTVSPLVEYIRAEHQHYAAFPALTAGLGLFAGTPESPGTADSSSQKKKRKRCGVCIPCLRRENCGSCTNCFNRKTGHQICKLRKCIELKKKKGSWSSLSTLEEESQQKLEQTRPKQQSHESKQRDLQLNCDSNTNELQQLQVGFKDNNKAQTRTPALAAETGSRVGSVDGPRRGQMEVGSSDHGEENGLNLGLVNGASRQPSEEEEGRDGQEEVNSTLAFTEGAQQAWTEEAKKMVPPHLLREHQQNPANGCWDNQEAHPDLPCTTDSTATTTSTFAGATHNDVDMEDARNLVAFSTTPVSMLPPYSTAGIGMAELQTMHLYEKFNQEMNTGGVSRGKTEAKGGSVGTGHGCTEDLNTLQMALKLAKHGTKPPNCNCDGPECPDYLEWLEKKIKLATGDEQQCSAPNTSPQPQPLNRASQCPLPLSASTPVPPDTVNAEDQAVHPEAPLPYSPSVLSIAKEKNISLQTAIAIEALTQLSSTVPQTVVPPGESSSANHLFYQNHHNHYHRYPNHGNGFQSSGGPISSSLTTCGSRDQSSTPAPPSSISPMNADLSSQQSIQYPTSSNHGNSHLLPHQAQFFTSSSALQGNQSRGHHKIQPQDDSPLHHPANSSTASAVTNSQQSQHHRASPHPSVSPFAHSGPSSQPLPGNTQVQWQSSCEKPRKPVNNWMMLNSQQPSFPGCDPMSELQQLLGDTSGKYIGKSSNKIPEMLQQQHPQLHNEQVKDKGASVARIKQEPFSEGDFPGKFYGMANGQQSRHPMSPGSAIHHKTQVALQQHLNHKRSLFQDQSDQTSALPSSFQDLRKWWPHPGGDLSIKQELKEIKKKKTSQTSQYLKQQQALLGLQPQMPQLTKPKQIIIKKPKQKASIPPFLPQFQITVQKPRKLEESPTTTPAVSTVARQEGLRHILPEDPFLVNSYLDHHAVVGHLAESNTQESILNSASASTTTPTSTALGLAVQAFGQSVSLQSGSVNNSQLSSCIPESTSTPPAPTSQPSLSSDGLSLNSEGRTAQASSGLNIPEEPLNSTSLSASGISSSAPDGLNSIDDKFEELIRQFEAELEDRVAVPSQTQTQIQTKAQAPVTIRAPVQEPQPNSNSNSGQAIDSEDSSGLASANGALQMPNVLGLPGEEMLVKMEVDGEKSTTLGVVPANPLVQEDRGEVGAPPQGIGCPSVPQPLQEALLQQQQHRVLEDPFTIPFSSPHSPVKKIKVESSGGITVLSTTACFSTEDETPTKNEPPLTPSLSGFLESPLRYLDTPTKSLLDTPAKDAQSEFPMCDCVEQIIEKDEGPYYTHLGSGPNVASIRELMESRYGEKGEAIRIEKVIYTGKEGKSSQGCPIAKWVIRRASEAEKLLCLVRKRAGHHCAHAVVIILILAWEGVPRELGDKLYHEISETLTKYGNPTSRRCGLNDDRTCACQGKDPETCGASFSFGCSWSMYFNGCKYARSKTPRKFRLQGDNPKEEENLRDHFQDLATKVAPLYKRLAPQAYSNQTATEKSAPDCRLGLKEGRPFSGVTACMDFCAHAHKDQHNLYNGCTVVCTLTKEDNRTVGQIPEDEQLHVLPLYKVSLTDEFGSEERQRQKIESGAIQVLTNFRREVRKLPEPAKSCRQRKLEAKKAASEKKKGQKQLETPEKIMKTELSHMGPPTQQHCNKGIPKQEVKPTIKMEPKENFKSYNGNSNGVLESYSVLGNCRPSDPYSMNSVYSYPSYYARNGLPATSPNGFHPNLPVPYSLYNYPPNHIFPPQFLNYDGHSGSWPKATIYEKKPDVQTLQASLGKSSFPDYPEQSQGVTPSKTGYPLHSLVPASPEFAQPLVPPHRNHQAPEGARRSFPSPLTKMIKQEPIDSPQYTDCGGAAGGDANPPARDDITHGSIQGPSPGPQHEQWPGYKMNGNLGSESWDSNRKVSTPHDGRKSWASSPSSFAPSPAETRNVLEKPHQHQQQQQWSSFSGATTPLPSPSPSPSPSLPLTPSPAPSCSPHVPNTSWGTFGSPGEGCCPSPNPQGKSWNSNGYNANLKRATPVGGFPDKLWCKDGEGRGSTPLGLQEKAWKSCGGSAAASTLTPTPVPTPEGRLYPDAFQASDITNNKMFWDPYGLEGEEKMEQQSQVKEEEEVWSDSEHNFLDPNIGGVAVAPAHGSILIECARRELHATTPLKKPNRCHPTRISLVFYQHKNLNQPCHGLALWEAKMKLLAERARQRQEEAARLGLPQEDIKAYGKKRKWGAAGSNSSAASGNSASGQSQSKDKKEGIHTRHAPTPHTNSLVTVSPYAHTQLTGPYSRWV
>Locu_XP_015201203.1
MEKERASHVADERLIFTQSSNVHQSENLITKLHNGNQLQEVPPQQTNGDSNWNHFKPNMGINQMKMYQENCSSPPVKQELLEQSQHIKNGGIKHAFSESSLLELCQSKKPRMDSEINGQGSQIAKNNVISSWSKNESAEMERKLGSFPEPLKPSECRDVPQCPDTQKELNLNKENCNYSNGDIFSLSRDKKVPISNGAMVTSSSMEDMPDYLLEQTLSQYNPAHVSITSQNNESQDNAIKSPAESNLEEQARNSPSHVSGLPISPQIPVSVQLDTISPEIHTKSIYSPRFGTDGYSGAFQGKHQKQPQQESYSLQDVPGKDEQHLQSQEGQVPSIVLPARPDGSLQDQIHVECFSDNVETSDTYVKSNKDFSQEPYLSRMEPKFPLEEGETDRLIHFNDKAMERTLKSKESETRQQELLFESQKHFDHPTAGGTSQSPAPELINIHHVSANSPQPQPSYKPQQDQKALRHLLAHQAPSSNLEHKRAFKEEAGEMLQQTNSYAETTWIDLNSSQPPQQGDLSRLWKDFNLRQQQQMSNQSQEKILDSDNMQGFQIQGFSHSSMQQQQKQLSDVYKPNVEQDQAQRTDTAEWQQMNSNTPPGVQQVEPQMQPNKLQHQSSQSSLSQQQVQHPFQPKMLQEGECNSTQEIKQKYLSNFLQQQQQQPPQDRTEEHQVLNTLQQHPSQDTSSIGTGQPKDSWKLEEFIRLEKGLKSSDCKSQPPQVQQQTATLSPSTNTPGFLDSSSPSAQPQQNDSSHFTYGKTNNTVMHRHCKFSNAMEIQQSQYCPNPAAPKQYVEQQRIREQSNHRNVSQLPPPSTQRQPQQGALNQHILGLMTAQMYPKTESQDSCAQAQQGQNQNHPGDLQKHAILRMHLLQKQEKQAYQQNLEDFRHLLQSIKKENHPMSEPPVPQTARDLTNSAVNNMIKQEYSQMDCDQSRQKSIIATMEHQLKQYHPSPLFERKSLVIKSPKQVKVETSGPVTILSTNADLGNGDIGAASLKKKDCTPTKKTEANLNSFIESPMKLLDTPIKNLLDTPFKTQYEFPSCHCVEQLCEKDEGPYYTHLGAAPNVAGIREIMEKRFGQTGKAIRIEKVVYTGKEGKSTQGCPIAKWVIRRSGVEEKLLVLVRERAGHSCSTATIVVLILIWEGISPTLADRLYSELSQTLKKHGALTNRRCALNEERTCACQGWDSETSGASFSFGCSWSMYYNGCKFARSKVPRKFKLLGDDPKEFGFTQEERLEQNLQNLATLMAPAYKKMAPEAYGNQVEYEHRALDCRLGLKEGRPFSGVTACLDFCAHAHRDLHNMQSGSTLVCTLTKEDNREIGKIPEDEQLHVLPLYKISSTDEFGSEEAQREKMKTCAIQVLSSFRRQVRMLPEPAKTCRQKKMEARKAAANKPSNPETPNSKTERNLQARVKQSTFESNGQNMSMSGSHPGQSHIGSSHLGPQQNSLSSHQQKNNLNHHPNSLHPHSFQRFPNPTDQFPSTSQPANLYQESTTPTNPYPTSLRAADSYLNASTPMNSYPASLNPSNLHTAYQCNGSMPVDNCNPYFASDPKHIDLYRHQTPETMSKIGLSQLYSQQQYNPHQHYGLNYSPQYGDHNIQVNGYGNCNMRPNVHSMGPYPSFGPNAGTEAQFFEAISRPPSTRPNLDYAAVNKGNQYNRYPNPYLVQNSSVFSSVHDSFHMQHKTEVNLHGPNGIARVLPTLGNECPNLSQLGYGLTNGNFQGNLSEPEPGAQNPKESNEDVWSDSEHNFLDPDIGGVAVAPSHGSILIECAKRELHATTPLKHPDRNHPTRISLVFYQHKSMNEAKHGWALWEAKMAEKAREKEEESEKQGSDNGPIRSGSKKIKREHSEVLDQSEPPYKRFIQTLTQRTVSCTTNSIVNTSPYAFTKVTGPYNRYI
>Locu_XP_015202470.1 
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-------------------------------------------------------------------------------------------------------------------------------------------------------------MEEGISNQDEEHGLEQSTRPFPGHRLHTEEEVT----------------------TAERDECTEGQIQSLHVNGDICKTFTA---------------------------------------------------------ELDNLTKNEDVDFSIIDSDSSPKAQTLFAH---PFSNVAKHI--INSLNESSLPLKKFDLGESLDLVTNK------------TEYFCNSTHPLNNTIKLNNDLSTLVSVVSY-----------------------------------------------------AQSESGRSLSVEKESTSCNCEG--LDC-PDYQNVVDESAKTMCEE--------------------------------------GRTASPFLRKDTCVENGALHKSSTLYEYSP---------------------------------------------------------SILSMVKKKNISIQQAIAIEALTQLS------TPPQILAEVSKPTIEIRERFVSSSPSVCEQKCFSSSMEANEPHQQQQLQQQNEQQQKSNGTLPPESRLTQLSPL--------CQPNSIDNPESEHEPRETHPSKPNISP-LEILLEAISYPG-------------------------ISVNHTEMVNSAHLEEKKV-----------NGNCQFFPNLSSD-LPNNINYSTLTTQSLEFSDRENCDVENGKVSKCLITGVRN--------------KAEEEAAAQLTQLAAIIESQQYCQNWLKHKECKDVLHDDVHQKG-----------------WPKQKKMFLQHQQRVPVLPKQLTLA----LQRKNKAPSHKHNQTPQATSRMQPYKQRQQKQP------------------------------------------------------KQGHQLTQQPNQATSFRQQEQQCLGHLHQQNQNLEKFRKYSDVQCQQQIQDA---------------------------------------------------------------------------------------------------------------------------------------------------------------NLNQEIHQQIQPESSEMQSYSNPPQMSQEKGEVMQSVSQEKQCFPTDSLPSNSFRTHSPHSPSMSSSQCTAKETDTPKWTCAETVLPCSCPNEVNSYNQSILTKVKSL--KQSKSNSDNISE--LQAQYNCISQVRPSGETTHREDVLENPN---KQDAEKGQVDLEGDLPLNRPSTQQGQSNLRATDQQSASVSIEAQIAPTIHQSSSSSEG---------------------------------------------------------------------------------------------------------------------------LSVFTSKSPRCIKVETSGCVTVLSTSNLNTEDNQSGS---------FGQTTPTKSNASQATTLNSFLESPM--KFLDTPTKKLLDTPSKKGQSEFPMCDCVEQ--IIEKDEGPYYTHLGAGPNVAAVREMIEDRYGEKGKAIRIEVVIYTGKEGKSSQGCPIAKWVIRRSNEEEKLLCLVRQRAGHRCQTAVIVILILAWEGIPRTLADKLYQELTQTLRKYGSPTNRRCALNEDRTCACQGLDPERSGASFSFGCSWSMYYNGCKFARSKYPRKFKLLTDDIKEEEMLESYLQELASDVAPVYQKLAPEAYGNQIMNENIASNCRLGLKSGRPFSGVTACIDFCAHSHKDQHNMRNGSTVVCTLTKEDNRTVNSIPEDEQLHVLPLYKISHADEYGNEDIQEEKMKNGAIQVLSSFPREVRILAEPVKSARKKKLEAKRAAL----------DKQEKKHSTSGKLKEGAADKHCSAIHQCSAG----------CKMETASSSMKTRPQDHYNSFKYTGHTGVGNY-SPLGGFTSPA---------PYNLGGVYPY-------STLIPRPNLPT------------LPSFQHSFSVP----------YGYLGY-PGNQHFL--------------------SPFTKYNNVEMMINGFSGSALDDKKADI------------------PQLLPNMNFSVQQGRTDS---LDQIYKNATQFTQQRKP---QAIKEQTSHSQLPGSCDNMSLSLETKTTDTSKP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NGLVKLQLGGNFREFQQSFT------------------------------------QDESLIPPKAENNEEPTPMKPVQEVWSDSEHNFLDEDIGGVAVAPSHGSVLIECARHELHATTPVKKPNRHHPTRISLVFYQHKNLHEPKHGLALWEAKLTKMAERAKEKEKEEVNHEHN--------LTKPNKKFKRAV-----------PQPPEL---LQEDNELVRVPTRKALSTPRDSVITVSSYALTQ----VTGPYSRWI
>Lcha_XP_006005276.1
---------MEQDRASHVEGKRLSPLLRPQ-----QIGHLAEKLQNGSPLPETVQAQVNGDIK--------WFHFKGSYGINHVKGNQENHASPDPVQNNIDYPKYI------QNGGIKRTSSESSLLGLQQSKKNKQNEELNGLD--------SELLEKNNELHLPSLCNKKESVALEEEETVLSDLL-----------------------KPSSFNFDSLESP-NLQNRNQHKLGKNNFSYH---------NGDLLLHFKNKKVPIPNGATV----------------------PTSSMDNMHGDLLEKTLSQYYPDRVSIAMQKNTSHKHAINSQ--AFGELSHGTTHSSHTSGLTNSPQTST------------STLPQVPAAMAIDIH----SSQNSRTSAVT-------------------------------------------------GGCSYQFQECHQQQNHEQQVCNLQKL------PVENNLHLQSSLGQVPNE-NILITSQSSLQKQN-STECFSNQPEANNVFFKK---NSNFNEGSVVSTLESP----------------------------------------------------------------------------------RTLHIGVRDRLTPYQ------NINSEALSRAVASETSSNQTMPQSPSIVAQPENHQHKLSHPHEFQKQNLTENYGVNSTNAALELSPEEMKESSNQLMQALQASVSN-ELQQHYEQFQMQTQHQPLDEKQKSEANDLLQQSPHSHKQGWIELSSSR-------------PQGDHSKTWKNTVLKSLLQLQQHQNEQIQKQEYIDSPNVSN--GFQLQNFNQ-----DQLCLLYKNELAHGQQQSRAEQQVQFQ-------------KHSPQVQHPKPEPQLQPYMQQHKAQQSHSQAGPTQHSQHAFTQQ---------LQQQHLSQNTQETQQALQSQFVHQPLDKQLQETQLQQSQTQQQPQKSHQQALLQAINSIKLPQNLKQTQG------------------------------------------------------NFELQCDGKSFNQLKLEEFVRLEKQYKMSNQFSSHTPQLQQEELHNPYNKNSPYKE----------------------------------------------------------------------------------------------------------------------------------------------------TSETTAM----TSYNNMHFASEKTESTMNHELHTFNK-QELQHMQYHPHSSAPKPQVQQDIQNLEQQKTSHMALIQGKQQLQQAPVLGGLNFKNSSPQATQMQQQRLVAASQQPPPVQQESQVSNQQTPLQNQKDFQKHAALRWHLLQKQEHQTYQQKVN--SFNNLLQFIKSEESSQLQTSMPQQCALQKNKIW-KTLKQESQKLSCENLQQKSIIEAMEQQLKQFQ-------------------------------------------------------------------------------------------------------------VSSLFEHQAFALKSPKNVKVETSGPVTILSTN-IAGKDSSVSAP----KSIPSFERTPTKK--QSGSTLSSFLESPS--NLFNTPIKNLLDTPVKTQY-DFPPCGCVEQ--FSEKDEGPYYTHLGSGPTVAAVREMMENRFGQKGKAIRIEKVVYTGKEGKSSQGCPIAKWVIRRSSEEEKLLCLVRERASHSCETAVIIVLILIWEGIPISLADKLYAELTDTLRKYGAHTNRRCALNEERTCACQGLDPEACGASFSFGCSWSMYYNGCKFARSKAPRKFKLLGDDPKEEEKLESNMQHLATLIAPTYKKLAPDAYSNQIEYEHRASDCRLGLKEGRPFSGVTACLDFCAHSHRDLHNIQNGSTLVCTLTREDNREIGKIAEDEQLHVLPLYKISPTDEFGSTEAQEEMKRKGAIQVLNAFPRKVRMLAEPVKTCRQKKLEAKKAAADKLSNHENGPSKGEKDKS--TRQKQAISENGPQNKQIPDPSV---------AAGYIGTPGVQQ-----HSLSSNHQLNPMNCYPSSPHPASPYLRFSNPTSLYQSPSYSTNSC------PGSSNPLTTYPN---------SVHLGSPYLNSSNP---------VNPYTGPLTQTNPYS---------------------GYQCNGNIAMDNYSPYVSSFPSHSQHIDMYHYQSQDPLNKLGLPPIQTFYQQPLGSGQGYGPKYINYGNHNVQVSGYSNCSMRPNTLQMGSYPAYGTNHQVEAHFMEAASRSASSLSHP------SLDFASLSK---SNQYHPSQNP-YVVQEHQSASGLFSNVPNTSHLQNQEADL------------------------------------------------------------------------------------------------------------------------------NLLTINGISRMLPSLNHNRATLAQGGM--------------------------NVSQLPIQNHED----------QEPAEVWSDSEHNFLDPEIGGVAVAPAHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AEKAREKEEESEKHGSDYVP-----NKSHNKKAKREP-----------SESQDT--SEPPYLRFVKSLAQRTMSITTNTSVTTSPYAFTR----VTGPYNRYI
>Btau_XP_010826379.1
LLDGPEASLMEQDRTNHVEGNRLSPFLIPSPSPICQTEPLARKLQNGSPLTERPYLEVNGDSK--------WPSLKSYYGIPHMKGSQKSRVSPDFIQEGRGYSRCL------QNGGIKRTVSEPSLSGLHQNKKLKPDQKANGERKSFGESREGNPDKGSSQPNVSDVSGRRESVSSVAQENEVKDFT-----------------------SFPTHNCGGSENP-ELQILNKQE--GKSANYH---------NKNIVLLLKNKAVLMPNGATV----------------------SASSMENTHGELLEKTLSQYYPDCVSIAVQKTTSHIHAINSQ--ATNELSCEVTHPAHTSGQINFPQTSN------------SELPPEPAAAATESC---EADGASKPAATL-------------------------------------------------GACPFQKPE----Q--QNSAFEIRPS------LAENS-NIQATAKLGSGE-EFCLGPSGNLQSPSGSSERYLKQNEMNGACFKQ---SSVFTKDSFSATTT-PPPSQLLLSPPPPLP----------------------------------------------------------QVPQLPSQGNGTLNDGVLEELHHYP------NQSDPTLLREVKIEGQHEAPPPQSPTPSAHVSNPSLMLPVRPQNN--CVNKNDSRTPGTMTIPLGSEKTRQLSEHLKPNPPILRSGGDPQDHCQHLMGHKQQEILKSQDKEQTRDLMLPTQCYLKPGWIELKAPH------------YRQAESHLKCNETTLRSILQYQSNPSNQMTSKQYTGNSNTPG--GLPGQAYIQKIMQPEQRPPRYQVEMNQGQSQGTVDQHLQFQ-------------NPSLQAHFSKVEPSPDTHRQPLCAPRWHFQQRPDPQTEKLMPPT---------LR-QHLNQQTSETEPFSNSHLLQHKPHKQAAQTQL--PQNSHLSQNQQQQQKLQLKNKEQMPQTFSHLQG------------------------------------------------------NSDEPREGTFFSQVKVEECFPGEDQYSKSSEFQTHNPQMGLEQVQNINSINSPYGQ----------------------------------------------------------------------------------------------------------------------------------------------------ILKSNANKVQISGSNHIQLVPDNKEQTVNSELFAGNKTPNVHHMQYFPNNVTPKQDILHRCFQQQEQKPQQASVL--------QGY-KSRNQDVSGQQAAQLAQQRYLMQNQANAFPVPDQTGTHVQTP--PQKDIQKHAALRWRLLQKQEQQQTQL-QAESCHSQMQRPIKVEPGSKPHACMRPLSAQPENKMWKKIPKQEIPPPSCDSVQQRSILETMEQHLKQFQ-------------------------------------------------------------------------------------------------------------VKSLFDHKALNLKSQKQVKVEMSGPVTVLTRQ-TTAAELESHTPVLEQQATPSSEKTPTKR--TAGSVLNNFLESPS--KLLDTPIKNLLDTPVKTQY-DFPSCRCVEQ--IIEKDEGPFYTHLGAGPNVAAIREIMEERFGQKGKAIRIERVIYTGKEGKSSQGCPIAKWVVRRSCSEEKLLCLVRERAGHTCEAAVIVILILVWEGIPVSLADKLYSELTETLRKYGMLTNRRCALNEERTCACQGLDPDTCGASFSFGCSWSMYYNGCKFARSKIPRKFKLLGDDPKEEEKLESHLQNLSTLMAPTYKKLAPDAYNNQIEYEHRAPECRLGLKEGRPFSGVTACLDFCAHAHRDLQNMQNGSTLVCTLTREDNREIGGKPEDEQLHVLPLYKVSDVDEFGSVEAQEEKKRNGAIQVLSSFRRKVRMLAEPVKTGRQRKLEAKKAAAEKLSSLETSTNKSEKEKSAASRLKQ--TENASQAKQLAELLQ---------PPGPVMQLPQQPQQQPPQQQPHHPQSESVSSY-SSSGSTNLYMRRPNAMSPYPGSSHTSDIY-------GGANPVNLYST---------SSQAAGSYLNSSNP---------MSPYPGLLNQSNQYP---------------------SYQCNGNISVDNCSQYLGSYSPQSQPMDLYRYPNQDPLSKLNLPPIHTLYQPRFGNSQSFTSKYLGYGNQNMQGDAFSSCTIRPNVHHVGTFPPYST-HEMDGHFIGATSRLPPNLSTS------NIDY----K---NGEHH---PASHLIHNYSAAANVFNSSLHALHLQNKENDM------------------------------------------------------------------------------------------------------------------------------LSHTANGLSKVLPGLNHERTPPVQEGL----------------------------HKVHEAGSQEKQP-------EDNDEVWSDSEQSFLDPDIGGVAVAPTHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AERAREKEE--EKCGPDYVS-----QKTHGKKVKREP-----------TEPHEP--SEPTYLRFIKSLAERTMSVTTDSTVTTSPYAFTR----VTGPYNRYI
>Hsap_TET2
---------MEQDRTNHVEGNRLSPFLIPSP-PICQTEPLATKLQNGSPLPERAHPEVNGDTK--------WHSFKSYYGIPCMKGSQNSRVSPDFTQESRGYSKCL------QNGGIKRTVSEPSLSGLLQIKKLKQDQKANGERRNFGVSQERNPGE-SSQPNVSDLSDKKESVSSVAQENAVKDFT-----------------------SFSTHNCSGPENP-ELQILNEQE--GKSANYH---------DKNIV-LLKNKAVLMPNGATV----------------------SASSVEHTHGELLEKTLSQYYPDCVSIAVQKTTSHINAINSQ--ATNELSCEITHPSHTSGQINSAQTSN------------SELPPKPAAVVSEACDADDADNASKLAAML-------------------------------------------------NTCSFQKPE-QLQQ--QKSVFEICPS------PAEN--NIQGTTKLASGE-EFCSGSSSNLQAPGGSSERYLKQNEMNGAYFKQ---SSVFTKDSFSATTTPPPPSQLLLSPPPPLP----------------------------------------------------------QVPQLPSEGKSTLNGGVLEEHHHYP------NQSNTTLLREVKIEGKPEAPPSQSPNPSTHVCSPSPMLSERPQNN--CVNRNDIQTAGTMTVPLCSEKTRPMSEHLKHNPPIFGSSGELQDNCQQLMRNKEQEILKGRDKEQTRDLVPPTQHYLKPGWIELKAPR------------FHQAESHLKRNEASLPSILQYQPNLSNQMTSKQYTGNSNMPG--GLPRQAYTQKTTQLEHKSQMYQVEMNQGQSQGTVDQHLQFQ-------------KPSHQVHFSKTDHLPKAHVQSLCGTRFHFQQRADSQTEKLMSPV---------LK-QHLNQQASETEPFSNSHLLQHKPHKQAAQTQP--SQSSHLPQNQQQQQKLQIKNKEEILQTFPHPQS------------------------------------------------------NNDQQREGSFFGQTKVEECFHGENQYSKSSEFETHNVQMGLEEVQNINRRNSPYSQ----------------------------------------------------------------------------------------------------------------------------------------------------TMKSSACKIQVSCSNNTHLVSENKEQTTHPELFAGNKTQNLHHMQYFPNNVIPKQDLLHRCFQEQEQKSQQASVL--------QGY-KNRNQDMSGQQAAQLAQQRYLIHNHANVFPVPDQGGSHTQTP--PQKDTQKHAALRWHLLQKQEQQQTQQPQTESCHSQMHRPIKVEPGCKPHACMH--TAPPENKTWKKVTKQENPPASCDNVQQKSIIETMEQHLKQFH-------------------------------------------------------------------------------------------------------------AKSLFDHKALTLKSQKQVKVEMSGPVTVLTRQ-TTAAELDSHTPALEQQTT-SSEKTPTKR--TAASVLNNFIESPS--KLLDTPIKNLLDTPVKTQY-DFPSCRCVEQ--IIEKDEGPFYTHLGAGPNVAAIREIMEERFGQKGKAIRIERVIYTGKEGKSSQGCPIAKWVVRRSSSEEKLLCLVRERAGHTCEAAVIVILILVWEGIPLSLADKLYSELTETLRKYGTLTNRRCALNEERTCACQGLDPETCGASFSFGCSWSMYYNGCKFARSKIPRKFKLLGDDPKEEEKLESHLQNLSTLMAPTYKKLAPDAYNNQIEYEHRAPECRLGLKEGRPFSGVTACLDFCAHAHRDLHNMQNGSTLVCTLTREDNREFGGKPEDEQLHVLPLYKVSDVDEFGSVEAQEEKKRSGAIQVLSSFRRKVRMLAEPVKTCRQRKLEAKKAAAEKLSSLENSSNKNEKEKSAPSRTKQ--TENASQAKQLAELLR---------LSGPVMQQSQQPQQRPQQQQPHHPQTESVNSY-SASGSTNPYMRRPNPVSPYPNSSHTSDIY-------GSTSPMNFYST---------SSQAAGSYLNSSNP---------MNPYPGLLNQNTQYP---------------------SYQCNGNLSVDNCSPYLGSYSPQSQPMDLYRYPSQDPLSKLSLPPIHTLYQPRFGNSQSFTSKYLGYGNQNMQGDGFSSCTIRPNVHHVGKLPPYPT-HEMDGHFMGATSRLPPNLSNP------NMDY----K---NGEHH---SPSHIIHNYSAAPGMFNSSLHALHLQNKENDM------------------------------------------------------------------------------------------------------------------------------LSHTANGLSKMLPALNHDRTACVQGGL----------------------------HKLSDANGQEKQPLALVQGVEDNDEVWSDSEQSFLDPDIGGVAVAPTHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AEKAREKEEECEKYGPDYVP-----QKSHGKKVKREP-----------AEPHET--SEPTYLRFIKSLAERTMSVTTDSTVTTSPYAFTR----VTGPYNRYI
>Acar_XP_008117412.2
--------------MNH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FKEEKD--GE--------------------------------------------------------------QQLQGE-----------------------------------------------------------------------------------------------------------------------------------------------------------------IAT--QIPDFCQQTL------SLQQG-LQQGAQASSGNETDPVLSVTSGVR----------------------------------------------------------------------------------------------------------------------------------------------------EQYPNEM------------TPGISQ----------------------------------QYPNELQIKLEPHIQDTQLLGSHKDL-QHFQHLYGQMNQENLADNEKDTVKNQFQQSRSHLQSSWTGMTSPH------------FHPNESPQKSNEVLLRTMLQFQSNSSEQTHPEQYSENPDRSK--GHTEQACYQNITQCEQIPALYKNEVTQLPPHLTANQQMHFQ-------------KHSP-PQPTKMNTMLKSHEQQQNAKHFHFEARAEHHNEESLEAQ---------LKPQHLNPPPQENEQFLRSHILQQML--QTQPVQL--PQNPQITMS-SQQQALQMKNRD-LPQTFSHSHS------------------------------------------------------SQEQQLEGTSFSQFKLEE-FETANNNFKSSEFPMQNPQTRLDHGSGINNHAF----------------------------------------------------------------------------------------------------------------------------------------------------------KVNTI-EKHSYPNNMHLIPEKREKLMNTELFAENMTHDLQHMQYYSNSMTPKQDT-SQCFQDQKPQSPLGSAPQRP-FQQTQEY-PNFTSNMCSQQATQI-QPSYLPYSQQTVSNAIDQRECQITSQ--PHRDFQKHAALRWHILNKQEQQLNQNKSDTCHIMGHNKPIKPEAGSKLNACLPQLAGQLENKTWKKTIKQEVQNFSCENMQQRSIIETMEQQLRQIQ-------------------------------------------------------------------------------------------------------------VKTPFDHKSLTIKSPKHIKVESAGPITILSRN-YNAAEF--HASSLDQQAVHSNEKTPTKR--TAGTAFNHFLESPS--KLFDTPVKNLLDTPVKTQY-DFPSCSCVEQ--IIEKDEGPFYTHLGAGPNVAAIRQIMEERYEQKGKAIRIERIVYTGKEGKSAQGCPIAKWVIRRGSTEEKLLCLVRERAGHSCETAVIVVLILVWEGIPQSLADKLYSDLSETLRKYGTLTNRRCALNEERTCACQGLDTESCGASFSFGCSWSMYYNGCKFARSKIPRKFKLLGDDPKEEEKLETSLQTLSTLMAPTYKKLAPDAYNNQIEYEHRAPECRLGLKEGRPFSGVTACLDFCAHAHRDLHNMQNGSTLVCTLTREDNREIGQTPEDEQLHVLPLYKISNIDEFGSTEGQEEKKRNGSIQVLSCFRRKVRMLAEPVKTCRQKKLEARKAASEKLAAMENGSSKHDKEKAATARSKQANTEQSGHAKQLADLLR---------LSGPAI-SQQQLYQHPYHALPAKSQTNHINAY-SASGSTNLYMGLPNPANPYSNSSHAPESY-------RGSNPMNIYPT---------SSQPTGAYLNSSSL---------VNPYSVHLGQNSQYP---------------------HYQCNGNLPMDNCSSYYSSYSSQPQHMDLFRYQSQDSLSKLSLPPIHTLYQHRFGNSQNFGPRYLNYGNQNVQVDAFNSCTIRPNVQHAGSFPPYST-HEAEDPFMDIASRLKSSLNNP------GMDY--INK---NSD--HLYPPPHLTHDYQSTAGMFSGPPHSLHLQNKDSQ----------------------------------------------------------------------------------------------------------------------------------TTNGLSNMLPDLNPNRTAS-QEGV----------------------------NKTEVLN--Q----------EDPDDVWSDNEQSFLDPDIGGVAVAPSHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AEKAREKEEDCERYGPDYVP-----QKVHGKKVKREP-----------VELNEN--LEPTYMRFIRSLAQRTMSLTTNSTVTTSPYAFTR----VTGPYNRYI
>Cpic_XP_005287931.1
---------MEQDRTNHVDGNRLSPFLIPQPSPVCQVEPLSVKLQNGSPLTERTHAEVNGDHK--------WLLFKNSYGIPHVKGNPNNRTSPDLLQEKRVYSKYM------QNGGIKRTFSEPSLYGLHQNKKIKQD-EVNGEK--------DEPGENNEKPTVSNSCNEKESVSFTGQENAASDFI-----------------------QSSRYNCDGSENPEDLQIQNEQE--RENINCH---------NKNIVLLLKNKAVPMPNGATV----------------------SASSMENMHGELLEKTLSQYYPDHVSIAMQKNTSHINAINSQ--ATNELSYETTHSSHTSGQIISPQTSN------------SELPQVPAVVATEVY---NMEDSSKPPVLP-------------------------------------------------GSYSLQKSELQLQQ--QNPDYDTQQL------PIGNG-SVHGNMGRAPNQ-GPSLSSSSNLQAHNNSLEGVSEQAEKNGALFKKMVHNSMSNKDSFTPPSA---------SAPPPAP----------------------------------------------------------ET-------NSSLSIAVTEEHHPYD------NTNVETLSIEVKNEGQQEELISKSPDLAQQQPNSQQK----PEVSQQGGSESDLPAAMMTSIQQCTEEIKPTSEPHIQDLQVAGNNGELQQHYQQPLGQKEHEIPPEKGKDQAK---QQPQHYPKPGWIELISTH------------FHHRDSPQKPSEALLRSILQFQPNPKEQMHSNQYTGNPEALK--EPSGQSQSQKIIQQEQMPQLYKSEAAQLQAHPIAEQQLQFQ-------------KHSPQPQLTKMNSLVKSYVQQHHTQPLHFQARQEQQTEQPLGAL---------LKQQYLNPQTTENEQFLHSNILQQMLQKQAQQTQL--SRSPQLTPNHHQQQALQRKSKE-LSQTFSHSQS------------------------------------------------------DSEQQIDGASYSQPKREECFQTENKYIKPTEFP-HNPQLGLEQEQSSNSKTSLYNQ----------------------------------------------------------------------------------------------------------------------------------------------------ILKTNTN-LQH--PGRMHLVSEKKENTINAELFGVNKMQDLQHMQYYLNSMTPKQEV-HHCFQEQEQQTQQASVIQRP-LQQPEGCGRNLKQDMSSHQATPI-QQRYLLHSQQT--LPQDQRGCHLQAE--PHKDFQNHAALRWHLLQKQEQQIHQQPKPEICPSVMRKPIKVEAGSKSNICMHLSTGQLENKTWKKTIKQENQHFSCENMQQKSIIETMEQQLKQIQ-------------------------------------------------------------------------------------------------------------VKSLFDHKALTIKSPKHVKVETAGPITILSRN-SIAAEFDSHTTALDQQAIPSAEKTPTKR--TAGSVLNNFLESPS--KLLDTPVKNLLDTPVKTQY-DFPSCSCVEQ--IIEKDEGPFYTHLGAGPNVAAIREIMEERFGQKGKAIRIERVIYTGKEGKSSQGCPIAKWVVRRSSDEEKLLCLVRERAGHTCETAVIVILILVWEGISLSLADKLYSELTDTLRKYGTLTNRRCALNEERTCACQGLDPETCGASFSFGCSWSMYYNGCKFARSKIPRKFKLLGDDPKEEEKLESNLQNLSTLMAPTYKKLAPDAYNNQIEYEHRAPECRLGLKEGRPFSGVTACLDFCAHAHRDLHNMQNGSTLVCTLTREDNREIGQMPEDEQLHVLPLYKVSDVDEFGSTDGQEQKKKNGSIQVLSSFRRKVRMLAEPVKTCRQKKLEAKKAAAEKLSSLETSSSKTEKDKSAAARHKQASSEAAGHAKQLADLLR---------LSGPAV---LQQQQHQQRTLANSPQSNPVNSY-SGAGPANLYTRLPNPANAHPSSSYTSDLY-------GGSNPINLYRT---------SSQPSGSYLNSSNP---------MNPYSGSLSQNNQYP---------------------PYQCNGNMPMDNCPSYLSSYPSQPQHLDLYRYQSQDPLSKLSLPPIHTLYQHRLGNNQSFGSKYLNYGNQNMQVDPFNNCTNRPNVHHAGSFSPYST-LETDSHFMDVASRLKSNFSNP------SVDYTSMNK---NGE-HPLHPPSHLAHDYHSASSIFSGPPHSLHLQNKDSEM------------------------------------------------------------------------------------------------------------------------------TPHTANGLSNMLPGLNHDRTTP-QHGL----------------------------NKTDSLNPEK----------EEPDDVWSDSEHSFLDADIGGVAVAPSHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AEKAREKEEECEKYGPDYVP-----QKSYGKKSKREP-----------TESHEP--SEPTYVRFVKSLAQRTMSVTTNSTVTTSPYAFTR----VTGPYNRYI
>Ggal_XP_015131709.1
LVDGPGAGQMEQDRTIHVDGNRLSPFLISQPSHICQADPSAVKLQNGSPATERPEVEVNGNHK--------RLFNKSNYREPHAKGSPNHRISPDLLQEKKACSIYM------QNGGIKRTFSEPSLFGLQQSKKVKQDKEVNGEK--------AEPEDNYETPSISNCYSEKKSE--MGQENEALELM-----------------------PSTRYNSGGSEDPRELLIQDEQE--GENINCH---------NRDIVLLLKNKAVPMPNGATV----------------------SASSMDSMHGELLEKTLSQYYPEHVSIAMQKNTSHINAITSQ--ATNELSHETTHSSHTSGQITSPQTSN------------SELPQVPAVVVTEVY---GADDSSKPPVLP-------------------------------------------------GSCSLQKPELQLQQ--QIPGYDTHRL------PLGNS-AVHGSVGQVPNQ-DLSLSSSSNLQAQNAASERFSEQAEKNGAFFTQ---NSMFHKDSST----------------PPAP----------------------------------------------------------EM-------NSALSVMVREGCHSYD------NRCNETLPGEIKNEGQHQGPMPESPGLSQQQLHPQQRLPQQVQTSQHKVSHSDPRAAAAASIQQHPEEMPPPSEPPLQNLHACGSDGELPQLCQRFPGQREPEIPPDKEKDQVKESVQQPQRYSKPAWIELVSTP------------FRQGELPHKPNEALLRSILQYQANTSKAAYMKQYAGSPDALK--GPSGQPQSQKIMQQEQIPLQYKSESSQMQQHPTADLQLLFQ-------------KHSPQPQLTKMDSLLKSRVQQHPPQQLHFQQQLEQQTEQPLGAP---------LKQQHLNPQPGESEQFLHSHILQQMLQKQTQQTQM--LCSPQLTPN--QQQALQMKSKE-PPQTIPHSQS------------------------------------------------------NAEQQPDRTSFSQPKADECFQTGNKYMKPTAFPLHSPQQGLEQVQSMNNKTPLYSQ------------------------------------------------------------------------------------------------------------------------------------------------------KTSTG-LQHPCPNNVHLMSEKTENAANLEHFGANKARDLQHVQYFSNNLPPKQDV-NHCFQEQEQQTQQASVIQLP-----QGYGGSLSQDPPCQQAAPM-PQRYLPHSQQTPAHSQDQRGCHLQSQ--APKDFHKHAALRWHLLQKQEQQAYQQPKTETGAGAARKPIKIEAGAKSNFCMRLSAGQLENKMWKKTIKQENQHFGCENTQQKSIIETMEQQLKQIQ-------------------------------------------------------------------------------------------------------------VKSLFDHKTFTVKSPKHVKVETAGPITILSRN-TSAAEFDTHTPILEQQANVSAEKTPTKR--TAGTVLNNFLDSPS--KLLDTPVKNLLDTPAKTQY-DFPSCSCVEQ--IIEKDEGPFYTHLGAGPNVAAIREIMEERFGQKGKAIRIERVVYTGKEGKSSQGCPIAKWVVRRSSQEEKLLCLVRERAGHTCETAVIVILILVWEGIPTSLADKLYSELTDTLRKYGTLTNRRCALNEERTCACQGLDPETCGASFSFGCSWSMYYNGCKFARSKIPRKFKLMGDDPKEEEKLESHLQNLSTLMAPTYKKLAPDAYNNQIEYEHRAPECRLGLKEGRPFSGVTACLDFCAHAHRDLHNMQNGSTLVCTLTREDNREIGQTPEDEQLHVLPLYKVSDVDEFGSTEGQEEKKRNGSIQVLTSFRRKVRMLAEPVKTCRQRKLEAKKAAAEKLSSLENGSSKAERDKSAAARNKQGNSEAAGHAKQLADLLR---------LSGPAT---QQQQQHPQRTLPNNPQSNAINTY-SGSGSANLYVRLPNPASAYPSSSYTSDPY-------GGSGAMNLYTT---------SSQPAGSYLNSSSP---------MNPYSGSLSQNNQYP---------------------PYQCNGNIQMDNCPSYLGSYPSQHQHMDLYNCQSQDPMSKLSLPPIQTLYQHRFGNNQSFGPKYLNYGNQNMQVDSFSNCTIRPNVHHVGSFSSYST-HEADGHFMEVASRLKSNLSNP------SMDYASMSK---TTEHHHVQPPPHLARDYHSASSMFSGPPNSLHLQNKDSEM------------------------------------------------------------------------------------------------------------------------------ISHAVNGLSNTIPGQNHDRTTP-QGGL----------------------------DKTDVLNPEK----------EDPDEVWSDSEQSFLDPEIGGVAVAPSHGSILIECAKRELHATTPLKNPNRNHPTRISLVFYQHKSMNEPKHGLALWEAKM---AEKAREKEEECEKYGPDYVP-----QKSYGKKAKREP-----------AEPHEP--SEPTYLRFIKSLAQRTLSVTTDSTVTTSPYAFTR----VTGPYNRYI
>Tgut_XP_002193886.1
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>Hsap_TET3
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDSG------------------------PVYHGDSRQLS-------ASGVP--VNGAREP---------AGPSLL---------GTGGPW--------------------------RVDQKP----DWEAAPGP-----AHT---ARLEDAHDL--VAFSAVAE-AVSSYGALSTR--------------------LYETFNREMSRE-AGNNSRGPRPGPEGC---------------------------------------------SAGSEDLDTLQTALALARHGMKPPNCNCDG--PEC-PDYLEWLEGKIKSVVM-EGGEE------RPRL----PG---PL---------PPGEAGLPAPSTR-PLLS-SEVPQ-ISPQEGLPLSQS------------------------------------------------------ALSIAKEKNISLQTAIAIEALTQLSSALPQPSHSTPQASCPL-P-------EALSPPA---PFRSP-QSYLRAP-----------------------------SWPVVP----P----EEHSSF-----APDSSA------FPPATPRTEFPE----AWGTD-TPP---ATPRSSWPMPRPSPDPMAELEQLLG--------------SAS-DYIQSVFK--RPEALP--TKPKVKVEA----PSSSPAPAPSPVLQREAPTPS---------------SE-------PDTHQKAQTALQQHLHH--KRSLFLEQVHDTS------FPAPSEPSAPGWWPPPSSPVPRLP--DRPPKEKKKK----LPTPAGGPVGTEKAAPGIKPSV-----RKPIQI------------------------------------------------------KKSRPREAQPLFPPVR-QIVLEGLRSPASQEVQAHP---PAPLPASQGS-----AV-----------------------------------------------------------------------------------------------------------------------------------------------------------PLPPEPSLALF-----------APSPSRDSLLPPTQEMRSPSPMTAL--------------------------QPGST-GP-----------------------------PADDKLEELIRQ--FEAEFGDSF---------------------------------------------------GLPGPPSVPIQDP---ENQQTCLP------------------------------------------------------------------------------------------------------------------------------APESPFATRSPKQIKIESSGAVTVLSTTCFHSE--EGGQ-----------EATPTKAENPLTPTLSGFLESPL--KYLDTPTKSLLDTPAKRAQAEFPTCDCVEQ--IVEKDEGPYYTHLGSGPTVASIRELMEERYGEKGKAIRIEKVIYTGKEGKSSRGCPIAKWVIRRHTLEEKLLCLVRHRAGHHCQNAVIVILILAWEGIPRSLGDTLYQELTDTLRKYGNPTSRRCGLNDDRTCACQGKDPNTCGASFSFGCSWSMYFNGCKYARSKTPRKFRLAGDNPKEEEVLRKSFQDLATEVAPLYKRLAPQAYQNQVTNEEIAIDCRLGLKEGRPFAGVTACMDFCAHAHKDQHNLYNGCTVVCTLTKEDNRCVGKIPEDEQLHVLPLYKMANTDEFGSEENQNAKVGSGAIQVLTAFPREVRRLPEPAKSCRQRQLEARKAAA------EKKKIQKEKLSTPEK-IKQEALELAGITSDPGLS------LKGG-LSQQGLKPSLKVEPQNHFSSFKYSGNAVVESY-SVLGNCRPSD---------PYSMNSVYSY------HSY-YAQPSLTS---------V--NGF-HSKYALP---------SFSYYGFPSSNPVFPSQFLGPGAWGHSGS----S-GSFEKKPDLHALHNSLSPAYGGAEFAELPSQAVPTDAHHPTPHHQQPAYPGPKEYLL--PKAPL---LHSVSRDPSPFAQSSNCY-NRSIKQEP-VDPLTQAEPVPRDAGKMGKTPL-----------SEVSQNG---GPSH--LWGQYSGGP--SMSPKRTNGVGGSWGVFSSGESP----AIVPDKLSSFGA---SCL----AP-SHFTDGQW-GLFPGEGQQAASHSGGRLRGKPWSPCKFGNSTSALAG---PSLTEKPWA-LGAGDFNSALKGS---PGFQDKLWNPMKGEEGRIPAAGASQLDRAWQ-SFGLPLGSSE-------KLFGALKSEEKLWDPFS---------L-EEGPAEEPPSKGAVKEEKGGEEEEELWSDSEHNFLDENIGGVAVAPAHGSILIECARRELHATTPLKKPNRCHPTRISLVFYQHKNLNQPNHGLALWEAKMKQLAERARARQEEAARLGLGQQE-----AKLYGKKRKWG--G---------TVVAEP--QQKEKKGV--VPTRQALAVPTDSAVTVSSYAYTK----VTGPYSRWI
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>Ggal_XP_015152954.1
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>Tgut_XP_002188340.2
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Phyml phylogenetic tree
(Btau_XP_015316519.1:0.13779043,Hsap_TET1:0.08901432,(Mmus_NP_001240786.1:0.59052348,((Acar_XP_016850778.1+XP_0168507:1.40625756,(Cpic_XP_005297359.1:0.11228791,(Ggal_XP_015134218.1:0.06191491,Tgut_XP_002190919.2:0.09494418)1.000000:0.10170459)0.959000:0.13178639)0.995000:0.20940528,(Lcha_XP_005990017.1:0.86388852,((Drer_XP_005156766.1:1.77798871,Locu_XP_015202470.1:0.66773526)0.990000:0.27082851,(Cint_XP_007897316.1:0.97498264,(Pmar_21338.1:1.16164720,((Mley_ML048213a:6.56562376,((Cmil_XP_007910136.1:0.84036176,((Lcha_XP_006006552.2:0.40641544,(Xtro_NP_001090656.1:0.47449637,((Mmus_NP_001334242.1:0.05504719,(Btau_XP_005212537.2+XP_0153208:0.06495859,Hsap_TET3:0.02858578)0.955000:0.01951203)1.000000:0.34683576,(Cpic_XP_005286563.1:0.13240152,(Acar_XP_008120025.1:0.41540142,(Ggal_XP_015152954.1:0.13489148,Tgut_XP_002188340.2:0.09158085)1.000000:0.16859522)0.930000:0.06034559)0.418000:0.05671273)0.903000:0.06860525)0.981000:0.07012165)0.966000:0.11975504,(Drer_NP_001314874.1:0.64729038,Locu_XP_015200603.1:0.32388031)1.000000:0.31516884)0.608000:0.11851283)1.000000:0.45853085,(((Bflo_XP_002585985.1+XP_0025859:1.32373272,(((((Lana_XP_013413522.1+XP_0134102:1.54366851,(Pdum_Tet:1.35988251,(Ctel_102094gw1.399.55.1+86523g:1.03767710,Hrob_66924:1.77831588)0.000000:0.35127487)0.992000:0.61567278)0.500000:0.19584746,((Cgig_XP_019920805.1+XP_0114190:1.39545705,Lgig_XP_009054683.1+XP_0090601:2.01145633)0.959000:0.39598671,(Bgla_XP_013079909.1:1.46277231,Acal_XP_012934815.1:1.23497568)1.000000:1.26433235)0.908000:0.25433263)0.951000:0.20459130,((Obim_XP_014773358.1+XP_0147728:2.17049213,(Dpul_200491:1.54740659,((Caqu_CAQU007952-PA:3.13797579,(Caqu_CAQU005664+005665:2.37687576,((Aaeg_XP_021699256.1:0.34165688,Dmel_NP_001261344.1:0.49039314)1.000000:0.69582092,((Dple_DPOGS210058+210059:0.63527807,Tcas_XP_008193024.1:0.68964133)0.817000:0.12118826,(Apis_XP_008183448.2+XP_0081834:0.72002074,Nvit_XP_001599461.2:0.50896225)1.000000:0.23008942)0.389000:0.18898682)0.996000:0.47148175)0.865000:0.15738762)0.856000:0.17603271,(Hazt_004697:9.99000000,Smar_014123:0.74311739)0.754000:0.76166824)0.100000:0.13941199)0.706000:0.26984888)1.000000:1.09076037,(Ptep_aug3.g1486.t1+Ptep_g1487.:2.27495336,(Lpol_XP_013774512.1:1.67429661,Lpol_XP_013773587.1:1.46986839)1.000000:1.02621747)0.883000:0.30283500)0.966000:0.41921540)0.995000:0.31757997,(Scow_XP_006816863.1+ALR88664.1:1.60039528,Spur_XP_011679237.1:1.72990937)0.984000:0.42774960)0.365000:0.07462214,Cint_XP_002125458.3:2.58296061)0.676000:0.05717287)0.779000:0.07779289,(Hmag_2.230652:5.47998515,((Adig_v1.05459:0.75908949,(Nvec_22996_gw.54.36.1:1.12182947,Aipt_20303:0.60049578)0.658000:0.30079483)1.000000:1.36737508,(Tadh_52488:3.43871347,(Oscar_g6783.t1:5.09949403,(Aque_Aqu2.1.38691_001:2.42314777,(Scil_002338_2:2.81236317,Scil_004435_7:4.06058290)0.991000:2.02333718)0.755000:0.59347645)0.711000:0.31903608)0.944000:0.51287333)0.733000:0.37914570)0.958000:0.57091099)0.746000:0.11841909,Hazt_004696:9.99000000)0.000000:0.22838404)0.000000:0.00035993)0.523000:0.15193005,(Cmil_XP_007890120.1:0.74762458,((Lcha_XP_006005276.1:0.29942825,(Xtro_XP_002934823.2:0.98624753,((Acar_XP_008117412.2:0.27360765,(Cpic_XP_005287931.1:0.08108173,(Ggal_XP_015131709.1:0.05152394,Tgut_XP_002193886.1:0.05677970)1.000000:0.08262418)0.541000:0.01673410)0.994000:0.04609034,((Btau_XP_010826379.1:0.08003159,Hsap_TET2:0.04986464)0.909000:0.03468791,(Mmus_NP_001333665.1:0.33236983,Pbac_3470607:4.44927573)0.977000:0.35607029)1.000000:0.16393762)0.960000:0.08726868)0.637000:0.09707065)1.000000:0.44216715,(Drer_XP_005159960.1:0.91892441,Locu_XP_015201203.1:0.79176289)0.981000:0.25041321)0.998000:0.30950629)1.000000:0.72429129)0.515000:0.12094014)0.757000:0.07655232)0.997000:0.27679182)0.924000:0.12495917)1.000000:0.37019629)1.000000:0.74517952)1.000000:0.20401169);


UHRF
Protein sequences
>Acal_5101094
MWIQVRLISGAKTVRIDNLSKLTKVEDLRTRLVEPFETETCRQRLFFRGKQMEDGHSLFDYDVGLNDLIQLLVRKDVSADSQKSDSETKDSVEDASASCEKPASDDGSISDKENKEPDEAELQASTSQVVLGDCRNIYKVDDIIDARDVTMGAWFEAKIVKVEEGYHEKIRERLENSSFNPLKSHIAAEKTSKDNCAQSTDEPMEFGGSSDKVVTDTLSPSGNASSSNSSSEVPKFPHQGVPDGFSYHICFEKYPEDVLMVLSTEIRPRARTLLPFSDVQIGQHIMANYNYEEPDTRGFWYDCCVTDKKDTRTVKELVATVYIGADLTPLHDCRLLFIKELFGIEVPGTQLTEEDIAADPKNDVEKRENKPECDKCNDNPRRKCKHCGCLMCGDKKDPEKTILCDECNQAYHLYCLNPPLETVPEEDEWYCPQCKNDETSIVRIGEKLKASKKKSKMASANSTSNRDWGKGMACVGRSKMCTIVSSNHYGAIPGVEVGTMWKFRVQVSEAGVHRPHVAGIHGREEDGAFSIVLSGGYEDDADDGEEFFYTGSGGRDLSGNKRTAEQSCDQTLTRMNKALAKNCNAPVDGKKGGEAKDWRGGKPVRVVRNCKGRKHSKFAPEEGNRYDGIYKVIKYWPEKGKSGFLVWRYLLRRDDPSPAPWTKAGQKKIEELGLEMQYPEGYLESQKEKEKEKEKEKEEDTPGKKKGRKRKSEVAAPTPDSDVKKQKTTKYSISDEVKKLIEDDKVNKKLWDEALQCMSGGSKVFHDKVEEVFLCICCQDIVCKPLTLNCSHNICKGCLQRSFKAEVYSCPACRAELDKGMSMTINKTLGDVLNKLFPGYESGR
>Acar_3216614
MWIQVRTIDGAQTHTIDDLSRLTKIESLREKIQESFRVSPERQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSESDAPTISLTNKDGKPSPCNVSNCKNKVTQGINSGSSNLPSTSARSFLIDPGIGRYKINELVDARDETIGSWFEAHIENVTQVPKGHKNGKAQGKSGSNYKRTNGNISQEHSRENINHLDNAPSTSYSDYMDNGEDTIYHIKYDEYPESGIVEMAVRNLRPRARTILKWNELCVGDVVMVNYNVDSPEERGFWFDAEITSLREISRTNKEVHAKIMLGGPEDAINDCKLLFIEEIYKIEKPGAYPLTFADGQFRRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIPEDEDWYCPSCKNDSDEVVKAGEKLKQSKKKAKMPSACTDSQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGATWKFRVQVSEAGVHRPHVGGIHGRSSDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKNWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDAEPAPWTTEGTERSKKLGLSLQYPEGYLEAMASKEKKDKIKKQPMKQEPTEESNGNQKRPIDDEGLEEPANTAKAMKMEDGEKVEAFDLTQQQQWLIQEDSPNQKVWDEVLVSLKEGPNFLKKVEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRHDLGKGYTMIPNKILQTLLDQFFPGYSKGR
>Acar_3228561
MWIQVRTMDGKETHRVDSLSKLTKVEDLRQKIFETFNVAPDRQRLFYRGKQMEDGHSLFDYSVGLNDIVQLLVRQSPALQPAAGKEKDSELSDTDSGCGPSESDKSSNNGEGSVEMEGHPGVAAPLDLVDPGFGFYKINELVDARDTSMGAWFEAIVVNVTQKGEAASKVTESDEETDMPEVIPDEDIVYHVKYEDYPENGVIQLSSKNVRARARSTLQWEELSPGDVVMLNYNPDDPKERGFWYDAEILQKRESRTYKELYAKIVLGDGGDVLNDCRITLVDEIYKIEEPGNAVPLTIASPMKRQSGPVCKHCKDNPSKTCRMCACYICGGKQDPEKQLMCDECDMAFHIYCLNPPLSRIPDDEDWYCPECRNDASEVVLAGEKLKESKKKAKMASANSSSQRDWGKGMACVGRTRECTIVPSNHYGPIPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKEGSEAKDWRAGKPVRVVRNAKGGRHSKYAPKEGNRYDGIYKDCLDRSFRAEVYSCPACRYDLGKNYSMQVNEPLQSLLGQFFPGYGNGR
>Adig_10219
MWIQVRTMDGKKSLQVDGLSKLTKIEELRNKLENAFDVSPNMQRLFFRGKQLEDGHTLFDYNVGLNEIVQLMIRTVPPSDDNNNKEKQTKKDCKRADQEEASSPSAQVNGHCTNGLEQASENDQNTPCTSEEKTVKSLYRKGEMIDAKEPTLGAWFEARVVNTSVADENDPSSILYHVVFDGYEEDDINKLPESSIRPIARTALTWDQISVGQVVMANYNPDDPDERGYWYDVKITKKYDGLTRNTRELYARLLLGTNTDDTVAQECRLKFIDKEIFVIESPPDPNSAEALSYPNEKNSPAKRQVKADCNVCKDNPNKLCKHCACHKCGGKENPGDQLLCDECDMAYHIYCLVPPLKAIPDDDEWYCPQCKNDTSEVIHAGEKLRESKKKQKMASSNSTANRDWGKSTCKELWCSFEX
>Aipt_24276
MWISVRTFDGKVEKLIDSLSKLTKIEDLKERVREVFEVDEKSNMRLFFRGKQLENEHTLFDYSINVNEKVQLMIQPVKPSTPKKETISNDTPKSDEADSERAATGEEMNSTDAPENSTNSSGESSTSKSHIKALYRVGAKVDAKDLNMGAWFEAEVVDVSLQDETDSTSVLYHVKFDEYEENEISQLTSKDVRPRARTRIQWDQLEVGQVVMANYCPDDPKDRGFWYDMEITRKHSKQITAGGAESRSGSGRSLYGKLLLGSTEGCDQPVAQECKLMFIDEIFKIEPPPDFDKDGQPVTSNGVDDPVKRQNKPDCRFCKDDKTKKCKHCACHECGGKENPDKQLLCDECDLAYHIYCLDPPLEKIPEDDDWYCPLCKNDTSEIIQAGEKLRGSKKKAKMVSANSSSNRDWGKGMACVGRTKICTIVPPNHFGPIPGVPVGSLWKFRVQVSESGIHRPHVSGIHGRDSEGSYSIVLAGGYEDDVDNGEDFIFTGSGGRDLSGNKRTAEQSCDQQLTKMNRALARNCAAPLDDKNGGEAKDWKEGRPVRVVRSCKLAKHSKYAPEEGNRYDGIYKVVKYWPEKGKSGFKVWRYLFRRDDETPAPWTKEGKKLIESLGIKMVYPEGFLEAQAKKEEEKADKLKGKGKRKREKDTSRGSPLSKSPSKKIKVHAITAETKTLINTDAENTKIWKDLVDDNTLNYQKFHQKVEETFSCICCQELVFEPITTTCLHNVCKGCLQRSXKAEIFXXPACRQDLGKNYKLDVNKALSNILNKLFPGYSKGR
>Apis_3272
MYVQVRMMDTGVSVTIPTSRTTVLKEFKKLVEEKFNIKPENQRLFFAGKQLEDQYRLFDYSINVNDVIQLMVRAAVAESNSPKKSKVTINSIKETSTPCSSSTTSSTLNEDNSEESKYFKVGDYVDVKDYTYGSWFISKLIKIKKDSCAVNKPNDPKSPVENDGLVYVAEILRCPEEPPIEVQLQEIRPHAFDILPFEKLKTNDRVLMNYNVDYPQERGYWYDVLVKEIKTNRRGRDVIGDVSVGLDNAVLKNCHLMFLDDIYIVKPYQLLSERTPEDDKIIQTEPAVMRAAALYCIKCKDNLNKSCKECGCRVCGGKDNEDKQLMCDECNHPYHMECLTPPLKEMPRDDWYCPSCKNDENEIVKAGEKLKVSKKKTPESMSTSKRDWGKGMACVGRTKKCNIVPSNHFGPIPGVEVGTTWLFRVQVSEAGIHRPPVGGIHGRDNQGAFSIVLSGGYEDDVDNGDEFLYTGSGGRDLSGNKRTALQSCDQELTRYNRALALNCNAKIDSEKGATAVDWKKGKPVRVVRNYKLCKHSKYAPDLGNRYDGLYKVIKYYPETGISGFTVWRFVLRRDDPTPAPWTAQGKKRIAQLGLKLIYPENYIPAVTNDTKSKLPGSKRKRTLQDADIEDNEQCKNNDPKRNSSEREVADNPEKKSKICYELEKEAETLITADVANTKYWEDCKEYLEKGKKAFLDRVEEMFSCICCQEIVFEPITTECSHNICKGCLRRSFNADVFQCPSCRAELGKSYPMNVNVKLAKTLLFLFPGYNLDR
>Apis_7975
MFTKLENEYSLFDYSININDCIQLTIMPVPEETSVETIEEEPTYILSKNLKKKKSIRSSTSDTNNTDNTNNTNNTDTKNTVVKQDNLDDISEESKYFKLGDYVDIRDFEYGVWYMGKIVKIKKDDSSQIEPTSSSDNLEDDGLIYFVEDIGCPTNPPTKAKLKEIRPYSTDILPFDQLKINDKVLMNYNQDYPKERGYWFDVVVKQIIVNRRIREVVGNVTIGSNKAVLDNCNLKFVDDIFKIKPYKLVAERSKDEDTIMQTKPSTERATALSCIRCKDNKSKPCKYCACHICGGKEDEDKQVLCDECDDSFHIGCLTPPLTEVPDVDYWYCPTCKVDDNEIVKAGGKLKDSKKKTLASTSTRDWGKGMACVGRTKKCNIVPPNHFGPIPGVEVGTTWLFRVQVSESGIHRPPVGGIHGRDNQGAFSIVLSGGYEDDIDNGEEFMYTGSGGRDLSGNKRTALQSCDQELTRNNRALALNCNADINDKEGATAVDWKKGKPVRVVRNYKLRKHSEYAPEVGNRYDGLYKVTKYYPETGISGFVVWRFVLKRDDPIPAPWTAKGKKRIVQLGLEMIAFLDRIEETFMCICCQDIVFEPITLECAHNICKGCLKRSFRSEVYQCPACRAELGKTYSMKINITLANTLLYFFPGYNAGR
>Aque_15724427
MWIQVRSMDGRKCVRLDDLSKLTKIEALRERLVDHFDAEAERQRLFYRGKQLVDGQSLFDYDVGLNDIIQIYISPPQTKTETTPTDQPTNGADSPNDDAMETDSGVCGSGSDPEENCIDDDTTLYKVGEKIDAKDLRMGAWFEGVVVKITRTNRTSSSSEDASDDIQYHVKYDDYEDDYPVILSANNIRPRARSRMQWDQLSVGQIVMVNYNPDHPTQRGYWYDAEITRKVCDTKKLYVKLCLGVESDVQQECRIKFIDEIFSIERKESPNELTGEGEARMKKPDCDYCKDNPSRKCHHCACSVCGGKNDPEKQLLCDECDNAFHLSCLDPPLDEIPESDEWYCSECKTDTSEVIGAGEKMRLTKKKANMISKKGNTTRDWGKGMACVGRTKVCTIVPSNHFGPIPGIPVGTLWKFRVQVSESGVHRPHIAGIHGRESEGSYSIVLSGGYDDDKDDGDEFVYSGSGGRDLSGNKRTAKQSMDQKLTAMNRALAKNCNAPINDKTGAEAKDWKKGKPVRVVRNHKGRKTSQYCPKEGNRYDGIYKIVKYWPQRNDENFLVWKYLLRRDDPSPAPWTSEGKKNAKKLGLTLQYPEGYLESRASGSGSQEQSSEDERSTPSKRGRKRKSDGKGSSSPAEKLKQPRYDLNQTQKKLIKRDTANSKLWKEIVDSTGSAGLLEKIQDSFTCIVCQELVYKPVTTPCGHNICKTCLQRSFKAQVFTCPSCRHQLGGQYELETNDDLQSVLLEIFPGYDGGR
>Bflo_2600554
MWIQVRTMDGKRQVQIDGLSKLTKIEELRGRVEELFDDSPPDRQRLFYRGKQLEDGHTLFDYSVGLNEIIQLLVRPAATNQSGGSSVATETASDKEEPMEELEPSTPSDTPMTNGDVDSDTGLSDPSTSGQVEQIKGLYAVGDLVDARDLRIGAWFEATILKITQASETDDVSSDNKDNSQGTEGLVYHVKFEDYEDEIAQLRSVDIRPRARTVVPFDDVQEGMLVMANYNPDEPKERGYWYDIEVTAKKSKRTNKELFGRILLGGDSIEDCRVIFTEEIFKIEKAGECPNVNINQVNGDDMDDLRRKKTPECMQCLDDPNKKCKHCNCHVCGGKEDPDKQLLCDECDSAFHMYCLTPPMEVLPDDDEWYCPLCRNDTSEIVRVGEKLKESKKKSKMASAKGTSTRDWGKGMACVGRTKVCNLVPPNHFGPIPGVPVGTMWKFRVQASEAGVHRPHVSGIHGRETEGAYSIVLSGGYEDDKDDGEEFLYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARNCAAALDTKKGADSKERWQEGKPVRVLRNCKGRKHSTYAPEEGNRYDGIYKIVKYWPAKGKSGFLVWRYKLRRDDPEAAPWTKEGQKTVKKLGLTMQYPDGYLEAQAAKEKEKEGGTPAKGKGKRKRGSDGRNEGTPQKKKGGALREVSAEVQKMLKEDEKNKKLWDEALKAAKGGDSFLPKVEETFLCICCQELVFQPVSTECGHNVCKACLQRSFRAEVYCCPACRHDLGKGYSMATNKPLQAILNLLFPGYSAGR
>Bgla_009472
MEDGHTLFDYDVGLNDLIQILVRKNLDLSLNDDKTVEEQKTNNEIVTDDSSHSDKENSEVGDIIDAINVTMGAWFEAKIVKVEHGMDSEIQERLAECRKELSRTDENDNSSAEKSQLPEVPSDGFTYHIFFEKYPDDIEKVLSSEIRPRARTLIRFQDVQVGQLIMANYNLEEPETRGYWYDCIVTGKKDTRTMKELYATNCNCLSGENKPECDKCNDNASKKCKHCGCVHCGDKKDPDKTILCDECNQAFHLYCLKPPLESVPDEEEWYCPECKNDDTAIVKTGEKLKVNKKKAKMASASSTSNRDWGKGMACVGRSKMCTIVSSNHYGPIPGVEVGTLWKFRVQVSEAGVHRPHVAGIHGREEDGAYSIVLSGGYEDDADDGEEFYYTGSGGRDLSGNKRTAEQSCDQLLTRMNKALAKNCNAPLDNKKGAEAKDWKGGKPVRVVRNCKGRKHSEYAPEEGNRYDGIYKYPEGYLESLKEKNEDEAPKKKSKKRKLEDDTEDKESSPEPDTKKQKVVKYNIETSIKKKIADDVINKKLWVEALTFVKSGSKVFHDKVEELFRCICCQDIVCKPITLHCSHNICKSCLQRSFKAEVFSCPACRAELDKSMSLSANKTLTEILNSLFPGYEVGR
>Btau_27737
QLENGYTLFDYDVGLNDIIQLLVRPDPDLPSTSKQTDTQAKPYSNSPPKVKKTPRVGPSSQPSTSTRDFLIDPGIGLYKVNELVDARDVALGAWFEARIHSVTRASDGHSRGKTPLKNGSSCKRTNGNVNHNSKENTKKLDNVPSTSNSDSVAADEDVIYHIEYDEYPESGTVEINVKDLRPRARTTLRWNELNVGDVVMVNYNVESPSNRGFWFDAEITTLKTISRTKKELRVTVFLGGSEGKLNDCQIRFINEIFKIEKPGAHPLSLADGKFLRKNDPECDSCGGDPNKKCRSCSCHVCGGKQEPNMQVLCDECNMAYHIYCLNPPLDKVPEEEYWYCPSCKTDSSEVVKAGERLKMSKKKAKMPSASTESRRDWGRGMACVGRTRECTIVPSNHYGPIPGVPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPVGYPSDKEGKKTKGQSKKARGTSKRPSADDDCPSASKVLKPSDSAEAVEAFQLTPQQQHLIREDHQNQKLWDEVLASLVEGPNFLKKLEQSFMCVCCQELVYQPVTTDCLHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNAVLQTLLDLFFPGYSKGR
>Btau_42353
MWIQVRTMDGKVAHTVDSLSRLTKVEELRKKIQELFHVEPGLQRLFYRGKQMEDGHTLFDYDVRLNDTIQLLVRQSLVLPVPVPSSSGGSKERDSELSDTDSGCGLAQSESDKSSNSGEAANEPEGKADEDECDETELGLYKVGEYVDARDTNMGAWFEAKVIRVTRKAPAHDQPSSSSSKPEDDIIYHVTYDDYPENGVVQMTSQNVRARARHTIKWEDLQVGQVVMVNYNPDLPKDRGFWYDAEILRKRETRTARELHANVRIGGDSLNDCRIVFVDEVFKIERPGEGNPMVENPMRRKSGPSCKHCKDDERKLCRMCACHVCGGKQDPDKQLMCDECDMAFHIYCLRPPLSSVPPEEEWYCPDCRIDSSEVVQAGEKLKESKKKAKMASATSSSQRDWGKGMACVGRTKECTIVPSNHFGPIPGIPVGTMWRFRVQVSESGVHRPHVAGIHGRSNHGAYSLVLAGGYEDDVDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNTNRALALNCFAPINDLKGAEAKDWRSGKPVRVVRNVKGRKHSKYAPIEGNRYDGIYKVVRYWPEKGKSGFLVWRFLLRRDDVEPGPWTKEGKDRIKKLGLTMQYPEGYLEALARKEKENSKQAALDKEEEDGEEGFTSPRKGKRKSKSAGGDGSSRGTPKKTKVEPYSLTTQQSSLIKEDKSNMKLWTEILKSLKDGPKFLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFKAQVFSCPACRYDLGRSYAMTVNQPLQAVLSQLFPGYGSGR
>Caqu_CAQU004559
MESTPEVKSANLENLEESEVFVGGDSDNDESDEKKVEAAKMNGEDKKVEAAKMNEDKKTDAVKVNGEESKDKKTDTVKVNGEESKDNPQAPKMNGSVEDKPKEDSKSRRTSGDSDHHPEANGFVLTLTQEPISLPLDGILMSASCETSIISVTSSMDYEMETNTKMLSSMTDSCAEELQASIVSSKCGSESDVSRSTEAIVEKDKPDGKRTGARAKSASRSSSMARCKELAKPKPDRCKERKSSGKSDQSDVTPPDRAPNLRRRRVREGKDTGDSSSQDSRGSDRFQLSRSVSVRDRVSPDSAPDSRPNALDKYGTLPRRKKTNGDQRGSREPSITRASLLRFWKTKEDLDSKERQFWFGFAKDSRLVKTATSLLSRGGGLGRCMPPMPPRGKERTLICAEAGVQTVLTSDDVQQALGKGADTNEAPLGEQVVLGWRSVRSEQAVQTEGGDVSRLELQLRQLQEEHRKLQEDHRKLQEDHRKLQEEGEPYQKQLEKVNATLEEERAEKAEVQKELERTAQRVVAMLESMEGVERGSELDKSTSTQKTMFQQLQESESEAHELQDFMQAEKNMMAEALKEAENEINSLKEKLAQKESDLKQQQAQCHHLVRISEQRRHEYLTLQSRVAGMQGRAHDLLLQQGAEASSVAISLSDLSARLDTLVQQLLTAYAISQKEIDTPSVVVPIEPEKSQLSPDTDILKIPSPKKGASLVTAVLHALNNAASSPFSRASKTSLDSHSPDLKTNGNISEVTHVSNGHSSEEHTDPSISPASTAPVRLIGSESLQNLSDAIQRRRGLGDDPLLPEQPSPESREVEMTLPVEEEPPPFGDAGGFTLQDQVAELDRSVTKLLRILQIIQLENDSIIDEIHSEKLQLMQQIQDLRAQLKSPAPSSDGSVQNGHEEKESEGDKVSLQKEMAQLHEKLDIKDRQLEDLRSSLSKGRRVYNNGWTWTASEVQRLNDVISNVLETLQGIPSVVANCPALAKLQHELQNINTSLPSVDQPCNSNSNGVQEGSVVGARECLPPTQGKMYVKVRTIDGKETAHLVVSKLTTIEELRGLVKEKLNVESDMQRLFFKGKQLEDGYKLFDYGVNLNDVIQVMIRQKIEQREEKAEENHEKMKTDNGEVEEDGSSGSDKENQARNSKVDCRDPCFGAWFEGVVVRIKKNPKGEILPQRQGLNKDLKDGCIYITKFDAYGEYNYHLLLPDVRPRPHRMATLEELNPGSLILANYNVVNPEERGFWYECQVTSVTNTRTNKELVVTAHAGSDNVAMEGCKIKSWKEVLWVEPTLKRSEGSSIEAPAVSRRPSAPRCNACRDIPGRKCRKCGCKICQGKQDAAKQLLCDECDDPYHIYCLNPPLEEIPDDDEWFCPECKNDAGEIVSAGAKLKESKRRQKMASSTTTSSRNWGTGFACAGRTKVCTIIPPHHFGPIPGVEVGQSWKFRLQASEAGVHRPHVAGMHGTEKDGAYSIVLAGGYEDDADDGDEFTYTGSGGRDLSGNKRTADQSCDQKLTRTNKALALNCNAKLNIKDGAEASNWEGGKPVRVIRNYKFKKHSKYAPDDGNRYDGIYKVVKYWPEEGKSGFLVWRYLLRRDDPHPAPWTKEGKKRINELGLKMIYPDGYLEALGQKGNKGSDSSDEPSPKGKGRGKRTRSSTRASVEETQSPSPKKVKSLTYELEEEIITLTEKDTANIKLWDGCKAAAGEGKQKFLEKVEETFTCICCQEVVCKPVTTTCKHNICRTCLRRSFKAEVFTCPCCRFELGKAYKIEVNEALSKALLNLFPGYDAGR
>Cgig_EKC40754
MWIQVRSFDGKKSLRVDNLSKLTKIEELRSRLVDEFEAPVEKQRLFYRGKQLEDGHTLFDYSVGLNDLVQLMVRAAPLGENKVQQNQIEDEDKKPNDGYSSSGEESTCSDKENKDKENKLPSTPVKESISRPESSTKDEHPNSTYKLGDIIDARDTSVGAWFEAKIVKISKDDKNERKTDGEKMETDDDGQSDHDGYIYSVVFDGYDDSEPEKLECKDIRPRARKVLSLGDITEGQKVMANYNVDDPDLRGFWYDCIIKGKRNTRTIKELTATVFIGPDLMPLDDCKLLFVNEIFDIEKPGTQVNEFDEAFDASASPVKRTNKPDCDFCKDNPKKKCKHCACCVCGGKHDPDKQILCDECDQAYHLQCLDPPLDNLPTDDEWYCPSCKNDENEIVKAGEKLKESKKKSKMASSTNQTSRDWGRGMACVGRQRVCNVVPPNHFGPIPGVEVGTLWKFRVQVSEAGVHRPHVAGIHGRDGEGAYSIVLSGGYEDDKDNGDEFYYTGSGGRDLSGNKRTAEQSCDQKLTRMNRALAKNCNEPINEKGAEAKDWRGGKPLRVVRNCKGRKHSDYAPEEGNRYDGIYKVVKYWPEKGKSGFLVWRYLMRRDDPTPAPWTKAGGKRIKELGLTMQYPDGYLEAQAKKEEENEEKEKTTKKGKRKRKDSDSSPSGTPEKKQKVAAYKVGAEQKKRITQDSVNKKLWDEALEHTSEGGQKFLQKVEELFTCICCQEIVFKPVTTECSHNVCKSCITRSFKADVYCCPLCRTDLGKDYKMPVNSTLQDILKQFFPGYESGRL
>Cint_1071846
MWIRVRTMDGKRSEQVDGLSKLTKIEDLRELIMEKFSVEPSLQRLFFRGKQLEDGYSLFDYDVGLNALVQLLERKVIKEVETQQENETPASPSDTDSGIETAENVQEVVEDTPSTSCEGLYKINALIDAQDTDVGAWFEAKVVNVTKGKTDGLDYHIKFDDYGDDGVKVVGEKLIRPRARKLLEWNEIEVTSKVMANYNMDHPKERGFWYDCVVLDKKNKRKKNELTVQLLLGENRTLEPCNITFVEEVFVIETVGSESGPLSADTAVTRKTEKEADCGHCRDNPDKDCKECGCHVCGEKRAFDKTLLCDECNLPFHTFCLNPPLDNLPEEDDWYCPLCCQDRSKVVKAGEKLKENKKKNKMKSMTSDTQRDWGKGMACVGRSKICTIVPSNHFGAIPGVPVGSLWKFRVQVSESGIHRPHVSGIHGKENEGAYSIVLAGGYEDDEDNGDEFTYTGSGGRDLSGNKRTAEQSCDQVLTKNNMAIARTCDVKADAKNGAEAKDWKKSRPIRVVRNYKGAKHSDYAPEEGNRYDGLYKVVKYWPEKGKSGFIVWRYLFRRDDKEPAPWTKAGKKRSKELGITIKYPEGYLEAQAQKLANEEAAGPKKKGKRSLSNDDASTPKSTPKKIKINEFEVSQELMKMIKTDKLNSKLWSEGLKSRKEGQTKFYQIIQDLFMCVCCQDVVHQPITTPCKHNLCKTCLQRSFKADIYSCPVCREDLEKENIEINIPLQKVLLKLFPGYTSGR
>Cmil_AFO94884
MWIQVRTIDGKQTRCIDDLSRLTKIEGLRVKIQESFSVDPDCQRLFYRGKQLEDGHTLFDYNVGLNDIIQLLIRQPSTSTAKKKENEIELSDSDSGCGSSQSECDKTSSGENNKKNRPTTSTRSFLIDPGFGLYKINELVDARDLVIGAWFEAHVVNVTRSTKGQKSVTLKNDANGNERTGANAQCTKDPSDQEQSQHCSGITSNNSDSTPSTSNVAPTNNDIVYHIKYDDYPENGIVEMHAENVRPRARTILKWDQLQMGQVVMVNYNLEIPEERGFWFDAEVSAMKETSRTNKEIFVKILLGGPLDIIGDCKIQFLDEIYKIEEPGTDPITLAEGQFKRKSGPECKYCKADPDAECRFCACRLCGGKQDPAMQLLCDECNMAYHIYCLNPPLNKIPEDEDWYCPSCKNDTSEVVRAGEKLKESKKKAKMPSASTVSQRDWGKGMACVGRTKECTIVPSNHYGPIPGTPVGTMWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGNEFTYTGSGGRDLSGNKRIGEQSYDQALTNMNRALALNCDAPLNDEIGAEARDWRAGKPVRVVRSSKGRKVSKYAPEEGNRYDGIYKVVKYWPEIGKSGFLVWRYLLRRDDVEPSPWTPEGKDRTKKLGLKIQYPEGYLEAMANKEKKGKKPDARTTKVDNRSRTTPKRQQGNNAENATEPVAVTPPPVKSMKLAQDDAEGEKYQLTSQQQWLIREDCLNKKLWDEALASLMEGPKFLRRLEQIFMCICCQELVFQPITTECQHNVCRSCLQRSFRAQVYTCPACRHELGKDYNMVPNKVLQSILDQFFPGYSKGR
>Cpic_17852
MWIQVRTMDGKETHRVDSLSKLTKVEELRLRIHEVFGEGVEPDRQRLFYRGKQMEDGHSLFDYNVGLNDIVQLLVRQSPAMLPTVNKEKDSELSDTDSGCGSGQSESDKNSNNGEGTIELECQPSTVAQADWVDPGFGLYKINEFVDARDMNMGAWFEAQIVNVTRKEKAANESSDSDTESELQSTAAEEDILYHVKYEDYPENGVVELSSKDVRTRARTVLKWHQLEVGEVVMVNYNPDEPKERGFWYDAEILRKRETRMNKEMYAKILLGDAGDSLNDCRIIFVDEIYKIEEPGSVSPASTSPLKRQSGPVCKHCKDNPNKTCRMCACHVCGGKQDPDKQLMCDECDMAFHIYCLNPPLSSIPDDEDWYCPECRNDASEVVLAGEKLKESKKKAKMASANSSSQRDWGKGMACVGRTRECTIVPSNHYGPIPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKDGAEAKDWRAGKPVRVVRNVKGGKHSKYAPREGNR
>Cpic_4249
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIQESFRVSPERQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRTESDAPTTSLPNKDGEVNPCAIANCKNKVKRTTGSGSPNQPSTSARSFLIDPGIGLYKINELVDARDVSIGAWFEAHIENVTRATKGHKNGKAQAKSGNTYRRTNGNLSQGYPENGIVEMRANNLRPRARTILKWSELNVGDMVMVNYNVETPEERGFWFDAEITSLREISRTNKEVHAKILLGGPEDTINDCKILFIEEMYKIEKPGAYPLTFGDGDFKRKSGPECKHCRADPDTECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIPEDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSASTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKNWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDVEPAPWTSEGIERSKKLGLNVQYPEGYLEAMASKEKKDKVKKQTVKQEPTRQSNGNQKRSIDNGIYFSVGIEEPKNTSKTMRMGDGGKGEAFQLTQQQQWLIREDCLNQKLWDEVLASLKEGPNFLKKLEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRYDLGKGYTMVPNKILQTLLDQFFPGYSKGR
>Ctel_ELU05907
MWIQVRSMDGKRQTRLDGLSKLTKIEDLREKLVEHFEAEPARQMLFYRGKLMVDGHSLFDYNVGLNEIIQIMVRPAPPKASTSQPATTNGATEAATTTSDEEDSLSDKENKEPVIPVEKSKKKENGEDDEEVGSLYKKGDIIDGRDPSLGAWFEAKIKGIAKKEKEMETDENENKKDADDDGFLYSIVFGGYEEDKPLIVSSVHLRPRAHRKLGLDKIKIGDKLMVNYNIDDPDTRGYWYDGTVTAKENKRCSKSVTATIYIGKDLIPVKDCKLKFHNELFAIETAGSQVNENDPQAKEMDAAKRENKPECDHCKDNPRRKCVHCSCCKCGKKEDPELQLMCDDCDSAYHTYCLNPPLDALPEEDEWYCPDCKVDSSEVVRAGEKLKASSKKAKMASATSKSSRDWGKGMACAGRTKQCQIVPPNHFGPLPGIHVGSMWKFRVQVSEVGIHRPHVAGIHGREEEGAYSIVLSGGYEDDVDDGEQFTYTGSGGRDLSGNKRTAEQSCDQVLTRMNKALAKNCSAPIDSKKGGDSGKDWRKGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKVVKYWPEKGQSGFIVWRYLLKRDDTNPAPWTKEGKKLAEELGLKLQFPDGYLEGLKAKEALSSQDSSENETSSKGKGKGRKRKRIVSEDEEEEGASPAKKIIKAGYEIPKKVEKQILDDKANGKIWKEVLEFTKDGSQTFLAKVEENFACICCQDLAFMPVTTECGHNFCKTCLQRSFKAEVYSCPACREDLGKDYKMAANKTLRDILNTLVPGYENGR
>Dple_EHJ74056
MHVRVRMFGKPDTIVVVESKLTKLQQFRRIIKEKFDVEPKLQRLFYGGKLLEDGYTFHDYNIKLNDVIQLIAVPQTVESEDEKKSLDNQEQVKESDFEEKTIVYTDVTSTVYAVGDLVDVKDREQGAWLEGKIVRIVLDPKVNYENEQNKEDLNSSLDNKNDLENKPPSNISEQSNTQKIGIAKYFTKQTNGKRLSKDFKVKTVKVTAENVLYKVQLDDDEEDSELFCKLKEIRPRARHEIDVKDLMPGQKVMINHNTDEPLEKGYWYDFKVDEIKKLRTSYEIVGTLYLGPDSVPQNDTKVKIHDKIFTIEEPVPLEKRTEDYLKSIQETPAARSKPLNCLKCRDNEEEPCKECGCYLCAQKNDPDKIILCDECHNGYHMVCLKPPLTVLPDDDWYCPSCKRDPNDVIAPGASKQAKKSNTSKTNRDWGRGMACVGKTKTCPMPLNHFGPIPGIEVGMCWRFRIQLSESGVHRPPVSGIHGRDIEGAYSIVLSGGYEDDVDNGYEFTYTGSGGRNLSGNKRTAEQSCDQTLTRENKALARNCAVDKVSEDGGDAGDDWRRGKPVRVVRSCKMMKHFPKYAPQEGIRYDGIYKVVKYYPERGLSGYIVWKYLLRRDDPSPAPWETGAKKYNIVYPDGYLEAEAEKKALKEKATNSKKSSKRVKRNESSSSETDSSPVVKKRKVQKTPQNGKVRKKQSLSDSSESSSEIEKSTSKDTNPKKENRKSVIPSIFTKSPKNKKVKAEEPLSGEEKESVMADTLNSKLWGDCLDVCEKQGKKEFIEHVTQVFLCIICQDVAVNPVTTPCSHNFCIGCLKLAFKSSDSQGCPCCRQSLAKMEVQVNEQLKKALQTILKGYDAGKK
>Dpul_307368
MYIKVKTMDGKESVMLTVSKMSLIEEIRRLVKDKLNVEPACQRLFFRGKQMEDGYRLIDYGININDVVQLMIRAAPVPNPKVIKEATEDQSVTDEANDKEKKDTNKTGDESLTDVVCEYYEVQDLIDAKDPFTSSWVEAKIVRITKNKDDNQLEYHVLFQGHEREIPLPRTFKQIRPRAEELCSNQDLKVGKMLLVNYNMEENKERGLWYDGKLTKVDLQSRTKRKITVTLIMGEENETEVNDCSIFFVKEIMKIEEVKKRDEQTAEETRLLKKGPSNKRESAPYCHHCNDNPRRKCKFCGCHECGSKENPDKQIMCDECDLPYHLYCLKPPLSCMPDESEEWYCPKCKTDSSQIVKAGEKLKESKKKAKAPSNLNKNTTRDWGRGMACAGRAKECTIVPSNHFGPIPGVDVGTTWRFRFQASEAGVHRPPVGGIHGREKEGAYSIVLSGGYEDDLDNGDSFYYTGSGGRDLTGNKRTAEQSCNQTLTRMNLALAINCNAEVNETDGAEAKDWRKGKPVRVLRKGHADEKSLAKGPSKGKGKAAKHASSYGPEIGVRYDGIYKIVKYWPEKGKSGFIVWRYFLQRDDSTSPVWTEEGKKRIQQLGLDQVIYPEGHLEALEAKEQEKEKNGGKRKSVVELLQNKENSTAKKAKKSGYQLEPEIAELIEKDVLNRKLWDECKESLDDTKQKFVSKVEERFLCICCQEIVFKPITTVCTHNICLPCLQGSFKAKVFTCPSCRHELGKNMAMEPNEDLCRALNAIFPGYESGR
>Drer_107010
MWIQIRTIDGKETRTVEDLSRLTKIESLRVKIRDIFNVKPEQQRLFYRGKQMEDGQTLFDYNVGLNDIVQLLIRSQTDPPDSPALNNGEGVVCTAAPPTTSTPVSDTPTGTPTAEVVSPATVENSNGNESKSCSPASDSQPSTSSRTFLIDPGIGVFKVNELVDCRDVSIGAWFEAVIEKVSPASKAQKNKDSAAPRVGRPRKNTNGKLDTEAQTSTNTHTHTDSSTAADRLTTDSSTDRVSYHIRYEDYPENGVVEMSVSDVRPRARTLLRFDQLSVGDVVMVNHNLELPEERGFWYDAEITALNAVSRTNKEIRVNILLGYNTHTYSTHTHICTTA
>Drer_18915
MWIQVRTMDGKETHRVDSLSKLTKVDELRVKIAELFNVEPERQRLFYRGKQMEDGHTIFDYNVGLNDIVQLLVRQAVAATVLPKDKEAELSDSDSGCGSAQSESDKGSTHGESDVQSAGASGQTDTADLIDPGFGFYKINEFVDARDLNMGAWFEAQIVKVTKTPAEDGGAEDIVYHVKYEDYPENGVVQLRGKDVRPRARTVYQWHQLEPGMIVMVNYNPDDPKERGYWYDAEIQRKRETRTQREVFGKILLGDAGDSLNDCRIMFVTEIYKIEEPGSAEGPGASSDSPLKRSNGPECKVCKDDPKKNCRVCNCHVCGIKQDPDKQLLCDECDMAFHTYCLNPPLTTIPDDEDWYCPDCRNDASEVVLAGEKLKESKKKAKMASASSSSQRDWGKGMACVGRTKQCTIVPSNHYGPVPGVPVGTLWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDDGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCNAAVNDKEGAEAKDWKAGKPVRVVRSSKGRKHSKYSPEDGNRYDGIYKVVKYWPEKGKSGFLVWRYLLKRNDEESAPWTRDGKERIKKLGLTMQYPEGYLEAVAAKEKEKENKNEDDIEETPTKGKRKRKSQSMEEKSSPTKGTPKKMKVEAYKLSKEQKALIKDDELNKKLWDEAMESLSLGPRFVNKVEEVFLCICCQEVVYQPITTECQHNVCRECLQRSFKAKVYTCPACRHDLGKNYQMAVNKPLQAILTQLFPGYSSGRC
>Ggal_3643050
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIQETFRVSPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSESEAPASASMTDQDGEVNPCAISNCKNKVKKTSSGSPSQPSTSSRSFLIDPGIGLYKINELVDARDVSIGAWFEAHIENVTRATKGHKNGKAQGKSSNTYKRTNGSLNQDHSRENANNLDSTPSTSYSDCMDTEEVIYHIKYDEYPESGIVEMDINNLRPRARTILKWSELKVGDVVMVNYNVETPEERGFWFDAEITSLREISRTNKEVHAKILLGGPEDTINDCKILFIEEMYKIEKPGAYPLTFGDGDFKRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIPEDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSASTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKNWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDVEPAPWTSEGMERTKKLGLSVQYPEGYLEAMASKEKKDKVKKQTVKQEPTSQSNGNQKRTIDDGIEEPTNTPKAMRMGDGGKGEAFQLTQEQQWLIREDCMNQKLWDEVLASLKEGPNFLKKLEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRYDLGKSYTMVPNKILQTLLDQFFPGYSKGR
>Ggal_418269
MGLRSHWEGGGGDGGDSPSRCARCEQRLLVSDSCRELAAPVTTGHGAGGATLILGAMEDGHSLFDYSVGLNDIVQLLVRQSPAVLPAVSKEKDSELSDTDSGCGSGQSESDKSSHNGEGAMDLEGQSSTAAQADWADPGFGLYKIHDLVDARDMNMGAWFEAQVVNVTRRKAANESCAVADQQTTIPEEDVIYHVKYEDYPENGVVELSSNDVRSRARTILKWHQLEVGQVVMVNYNPDEPTERGFWYDAEILQKRETKLIREINAKILLGEAGDSLNDCRIIFVDDIYKIEEPGSVCPISARPLKRQSGPVCKACKDNPNKTCRICACHICGGKQDPDKQLMCDECDMAFHIYCLNPPLSSIPDDEDWYCPECRNDASEVVLAGEKLKESKKKQKMASANSSSRRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKNGAEAKDWRAGKPVRVVRNVKGGKHSKYAPVEGNRYDGIYKVVKYWPETGKSGFLVWRYLLRRDDEEPAPWTKEGKDRMKKLGLTMQYPEGYLEAVANKDKENNGDDEFDTPGKGKRKRKSAGAEEKVVSSPAGTPKKTKVEPYKLTTQQKSLIRSDEANEKLWNEVLDALKDGPKFLNKVEEAFLCICCQEVVFRPVTTVCQHNVCKDCLDRSFKADVYSCPACRYDLGKNYTMQVNETLQTILTQLFPGYGNGR
>Hazt_007959
MNILTFNLKSVATSPPSTIFSPRFCPSCKNDETEIVRAGEKLKQSNKRAKMPSQNSNSSRDWGKGFACVGRSKECTIVPSDHFGHIPGVEVGSQWLYRIQASEAGVHRPPVSGIHGRADAGAYSVVLAGGYEDDEDNGEEFTYTGAGGRDLSGNKRTAQQSCDQTLNKTNRALALNCNCKISEKGGDAGDDWRKGKPLRVLRSYKGSKHSQYAPTEGIRYDGLYKVCRYWQEAGKSGFKVWRYLIRRDDPTPAPWTPEGKDRIAKLGLVMQYPADHPGLSSASKRKLNESQEDGDVGDASRKKARLVSYDIADDVKAAIAADTSNQKLWAACQEAAKQGHQNFVDEVQSQFSCICCQELLLLPVTTDCLHNVCKACLLRSFKAEVFVCPACRKDLGQSYKAVVNKDLSAALCLIFPGYRGTSPH
>Hmag_002163856
MWIQVRTMDGKKSFQLDGLSKLTKIEDLRLKMKDQLEVPPSKQRLFFAGKQLEDGHTLFDYNIGLNSLIQVMIRIDTPDETPSGFTKLEENLCLNNDSVKLEEKKSTFNTSNLRWKVSELIDGKDVTMGAWFEGKIEKISFDENNEVLYHVTFDGYDENELVPLSEINIRPRARTKVPFEELQPGMIVMANYNFDSPKERGFWYDVTVTKK
>Hrob_12700
MWIQVRSMDGRKLVRIDGLSKLTKIEQLREKLVKHFDAPVDRQKLFCRGKMMVDGHTLFDYNIALNEVVLILVRPIIIEDKDSKSNSDEVNDNVIEYNNNENNNVENGKIITSEDNDEAGSSKEQLTVENNINKNIYKVGDVLDVRDGTLGAWFEGGIVKVVSRACKNNNKNNINVVNNNIKNIDLNTEESKINDDDSRDLTMVASRDLRPRSYRKISLTNLKINEKVMVNYNYDEPASRGYWYDAVITKIKDTKSSKDVYATVYIGKDLVPMENCKLPFVNEIFMIESPGSQRNSMIDGEQAANIPNRQVKPECDHCKDDPARKCKHCSCCICGGKEEPEKQLMCDECDSAYHLFCLKPPLMAIPDDDEWYCPGCKLDTSQVVRAGEKLKESSKKTKMASSQSTSNRDWGKGMACQGRSKMCTIVPSNHFGPVPGVEVGSLWKFRVQVSESGIHRPHVAGIHGREGEGAYSIVLAGGYEDDLDEGNEFTYTGSGGRDLSGNKRTAGQSCDQVLTRMNKALARNCNAPINNKDGAEAKNWKSGKPVRVVRSCKGRKHSQYAPEDGNRYDGVYKVVKYWPEKGKSGFLVWKYLLRRDDPDPAPWTQKGADRSKVLGLVMQYPDGWEEAKKDSNRSKGEDDDNDDDGGDDDDDDKKNDNGKSKKDEKKIIKKRNNKHDDSENAQSYSPNDELTEAINDDVSNDKLWKDVMLAAKNGKKSFLEKVESTFTCICCQDLLHQPITTACQHNFCKDCLTRSFEAGVKTCAICRADLAAIKFSTNANLTRALHLLFPGYGSAR
>Hrob_16328
MWIQVRSMDGKKLVRIDGLSKLTKIENLREKLVKHFDAPVERQKLFCRGKMMVDGHTLFDYNIALNEVILILVRPILEEDEKDPTSESTTDGANNNNENNNLNNNKINTDNDNDDDGSTQLNKEQLTVENKKNNLYKVGDVLDIRDVTLGAWFEGDLVKVVPRTRRINNNNSNNNDISNSNDSSKDIGLDDKESKVSGMKEDKMKKKDETNHGSKRDDDDDDDKNDGDDDDGYEYHVRYIGDDDSSDLTIVTSKDLRPRSYRKISLIDLKVSEKVMVNYNYDEPADRGYWYDAVITEIKNTKSSKDVYATIYIGKDLVPMENCRLPFMNEIFVIESPGSQRNSMIDGEVAGNIPNRPVKPECDHCRDDPARKCKHCSCCVCGSKKEPEKQLMCDECNSAYHIYCLKPPLLSVPDDDEWYCPGCKLDTSQVVRAGEKLKESSKKTKMASSQSSSNRDWGKGMACQGRSKMCTIVPSNHFGPVPGVEVGSLWKFRVQVSESGVHRPHVAGIHGRENEGAYSIVLAGGYEDDLDDGYEFTYTGSGGRDLSGNKRTAGQSCDQVLTRMNKALAKNCDAPINSKEGAEANNWKAGKPVRVVRNSKGRKHSQYAPEDGNRYDGIYKVVKYWPEKGKSGFLVWKYLLRRDDPEPAPWTQEGADRSKMLGLVMQYPDGWEEPKKDSSQSKGKDDDDDDDDDDIENSSSGNSKNSKRKMIKKMMAKKKKKKRNLDDGGDDDDNDDAGDSDDVCDADDDDGGDDGNSLDLGSSNKRKKTKLDLDCARDDKENVQAVVSYSPDDELLKAIDDDVINDKLWKDALSAARNGKKSFLEKVESTFTCICCQDIVYRPITTTCQHNFCKDCLTRSFEAGVKTCAICRADLAAMKFFTNPNLTRALDLLFPGYGSAR
>Hsap_UHRF1
MWIQVRTMDGRQTHTVDSLSRLTKVEELRRKIQELFHVEPGLQRLFYRGKQMEDGHTLFDYEVRLNDTIQLLVRQSLVLPHSTKERDSELSDTDSGCCLGQSESDKSSTHGEAAAETDSRPADEDMWDETELGLYKVNEYVDARDTNMGAWFEAQVVRVTRKAPSRDEPCSSTSRPALEEDVIYHVKYDDYPENGVVQMNSRDVRARARTIIKWQDLEVGQVVMLNYNPDNPKERGFWYDAEISRKRETRTARELYANVVLGDDSLNDCRIIFVDEVFKIERPGEGSPMVDNPMRRKSGPSCKHCKDDVNRLCRVCACHLCGGRQDPDKQLMCDECDMAFHIYCLDPPLSSVPSEDEWYCPECRNDASEVVLAGERLRESKKKAKMASATSSSQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWRFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDHGNFFTYTGSGGRDLSGNKRTAEQSCDQKLTNTNRALALNCFAPINDQEGAEAKDWRSGKPVRVVRNVKGGKNSKYAPAEGNRYDGIYKVVKYWPEKGKSGFLVWRYLLRRDDDEPGPWTKEGKDRIKKLGLTMQYPEGYLEALANREREKENSKREEEEQQEGGFASPRTGKGKWKRKSAGGGPSRAGSPRRTSKKTKVEPYSLTAQQSSLIREDKSNAKLWNEVLASLKDRPASGSPFQLFLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFRAQVFSCPACRYDLGRSYAMQVNQPLQTVLNQLFPGYGNGR
>Hsap_UHRF2
MWIQVRTIDGSKTCTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDPDHLPGTSTQIEAKPCSNSPPKVKKAPRVGPSNQPSTSARARLIDPGFGIYKVNELVDARDVGLGAWFEAHIHSVTRASDGQSRGKTPLKNGSSCKRTNGNIKHKSKENTNKLDSVPSTSNSDCVAADEDVIYHIQYDEYPESGTLEMNVKDLRPRARTILKWNELNVGDVVMVNYNVESPGQRGFWFDAEITTLKTISRTKKELRVKIFLGGSEGTLNDCKIISVDEIFKIERPGAHPLSFADGKFLRRNDPECDLCGGDPEKKCHSCSCRVCGGKHEPNMQLLCDECNVAYHIYCLNPPLDKVPEEEYWYCPSCKTDSSEVVKAGERLKMSKKKAKMPSASTESRRDWGRGMACVGRTRECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAGYPSDKEGKKPKGQSKKQPSGTTKRPISDDDCPSASKVYKASDSAEAIEAFQLTPQQQHLIREDCQNQKLWDEVLSHLVEGPNFLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNEILQTLLDLFFPGYSKGR
>Lana_3815_
MWIQVRSMDGKTCHRIDGLSKLTKIEDLRSKLVDPFDAPAERQRLFYRGKQLEDGHTLFDYDVHLNDIVQLMVRMAAPPCEKEVTKDTEEVNSEDDSNSSNKENEPENMQTSEPSTSQHTTSSTDSGFEDMHSTYKVGDIIDARDNTMGAWFEGKIVKITRYVDEDSSDNESVKSVEKNNNMKEENPTISPTNEEKEQSEDLKVDETLVKNEATAEVTGNNNNIEETMEVDDPQDKEITCDNVTDPNPLGMSTSDQHQTSEKDQEDNTSNNVKDTNDAGNSDPEEGALTSVQGEYQKEQNGSLSIGNSNTSESSKDLISKVELEKIPDDDFIYHVQYEGYEEEEDIAKVRSSSIRPRARNTISLKDIQVNDRVMVNFNYDEPKARGYWYDAIITGKRDTRTIKELYATVFLGADLMALEDCKILFIDEVFAIEKPGSQINTSDPGSAAATPTKRQNKPECDHCLDNPRRKCKHCACHGCGGKNDPDKQIMCDECDMAFHLACLDPPLEAVPDVEEWYCPLCKNDESEVVKAGEKLKQSKKKSKMASANSTAQRDWGRGMACVGRSKICNIVPPNHFGPIPGIEVGTTWKFRVQVSEAGVHRPHVAGIHGRDVEGAYSIVLSGGYEDDEDNGDTFYYTGSGGRDLSGNKRTAEQSCDQTLTRTNRALAKNCNAPLNDKQGGEASDWKAGKPVRVVRNCKGRKHSKYAPEEGNRYDGLYKVVKYWPEKGKSGFIVWRYLFRRDDPTPAPWTKAGKKRIEELGLTIQYPQGYLESQREKEQQNAEAENKKGKGKRKREESESPKSTPEKKQKVAAYKFDPEVANLVKEDVENKKLWKEAKEHAKEGVQKFLAKVEELFLCICCQEIAYKPVTTKCHHNVCKSCLSRSFKAEVYSCPMCRTELGKEYSMAVNKTLSKILNALFPGYENGR
>Lcha_16084
MWIQVRTMDGKETHRIDSLSKLTKVEELRQKIHEVFGVDPERQRLFYRGKQMENEHTLFDYSVGLNEIVQLLVRQAPSVSNPGRKEKDAELSDTDSGCGSGQSDSDKNSNNGEGGMELDGQVGTSAQSDLVDPGFGLYKVKIIGSQASILAYWSKPQLHACTIVACFGSEYPFCLDEEISCKLRSLLKIVYHHCETMRNIPEIYPTPKPQMGTFLQDCQTVNIEFGSSYPENGVVKLHGKDVRPRARTILQWHQLEVGQVVMVNYNPDEPKERGFWYDAEVLRKRETRTVKEIYSKILLGDAGDSLTDCKISFVDEIYKIETLGSAGPAGSESPLKRQNGPECKHCKDNPKKNCRMCACHICGGKQDPEKQLLCDECDMAFHTYCLNPPLTAIPNDEDWYCPDCRNDTSEVVLAGEKLKESKKKAKMASANSSSQRDWGKGMACVGRTKECTIVPSNHYGPVPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAFSLVLAGGYEDDVDNGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKQGAEAKNWKAGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKVVKYWPEKGKSGFLVWRYLLKRDDEEAAPWTKEGEKRIKKLGLTMQYPEGYLEAVANKEKEKENKNDEEFEMASKGKRKRKSKTEDEVDSSLSPKGSPKKLKVEAYKLTPEQKTLIKEDEQNKKLWSSAMDALKEGPKFLNIVEETFLCICCQEVVFRPITTECQHNVCKDCLERSFKAEVYTCPACRHDLGKNYSMSINKPLQALLNQFFPGYGNGR
>Lcha_4496
MALSAYGKKKKKEEVSIFKGSPEDVINDCKLLFPEEIYKIEKPGAYPLTFADGEFKRKSGPECKHCKADPDKECRFCSCSVCGGKQDAHMQLLCDECNMAYHIYCLDPPLSKIPEDEDWYCPSCKNDASEVVKAGEKLKQSKKKAKMPSASTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVFKRQLLYYQHTSSESLIFLMRLGPKKKPQTSTHLERALALNCDAPLNDKDGAESKSWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDVEPAPWTTEGLERSKKLGLAVQYPEGYLEAMANKEKKDRSKKQVPKLKPDNQSNVVLSVEKEEPAKPLKIMKMKEGDGKEGEAFQLTPQQQWLIREDCLNKKLWDEALSSLMEGPNFLRKVEQTFMCVCCQELVYQPVTTECLHNVCKACLHRSFRAEVYSCPACRHDLGKDYTMVPNKILQSLLDQFFPGYSKGR
>Lgig_009052828
MWIQVRSIDGKKTVRVDSLSKLTKVEDLREKLVEPFEADVDCQKLFFRGKILVDGHSLFDYDVGLNDLVQIMVRKPVIMETNNNNTDDLESSDKENQKPESPVKMEENDIEEEEVDTEGSAFKVGDIIDARDISNGAWFEAKITKVSKDKSPAEKDGEQNEEENDGFVYHVQYEGYEETEQLKMNNIRPRCKNLIKFNDLKVGQKVVANYNCEDPAERGFWYDCVITDKKENKSKGILATVFAGVDLTPLEDCKILFPNEIFTIEKAGSQINEKDIDLNDATSTPTMRKNKIDCNKCKDNPRVKCKECACSVCGGKQEPEKQILCDECNKAYHLFCMDPPLTKVPEEDEWYCSDCKNDVTEVVRAGERLKQSKKKSKMASATSKSSRDWGKGMACVGRTTMCTIVPPNHFGPIPGIEVGMLWKFRVQVSEAGVHRPHVAGIHGREDEGAYSIVLSGGYEDDHDDGDKFTYTGSGGRDLSGNKRTAEQSCDQLLTRMNKALAKNCNAPINAKDGAEAKDWKGGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKMVKYWPEKGKSGFIVWRYLLKRDDENPAPWTKEGKKKIKSLGLEIKYPEGYLETLKEKEREKEEKSEKGKKRKRSDVEDSPEKSPKKTKKVQAEAYKLPKDVKKFVDEDEQNKKLWEETFPSMGDGKPKFLQKVEDVFTCICCQEIVFKPVTLDCSHNVCKLCLSRSFKAQVYSCPACRHDLGEKYSMKVNENLSKALSALYPGYEAGRT
>Locu_111
MWIQVRTMDGKVTHRIDSLSKLTKVDELRLRIASVFNVEPERQRLFYRGKQMEDGHTIFDYNVGLNDIVQLLVRQNLAPGTPKEKEAELSDSDSGCGSAQSESDKSSNHGETAVEGESQPGTSAQPDLIDPGFGFYKINEFVDARDLNMGAWFEAQIVNVTKEDRSSSESRENKSDSKTTEEEIVYHVRYEDYPENGVVKLSGKDVRPRARTVYQWHQLEVGMVVMVNYNPDEPKERGYWYDAQIQKKRETRTAREICAKILLGDAGDSLNDCKILFVNEIYKIEEPGSVDGAGLESPLKRSNGPECKHCKDNPQKSCRMCNCHVCGVKQDPDKQLLCDECDMAFHTYCLNPPLTSIPEDEDWYCPDCRNDVSEVVLAGEKLKESKKKSKMASANSSSQRDWGKGMACVGRTKQCTIVPSNHYGPVPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDDGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCNAAVNDKDGAEAKDWKAGKPVRVVRSSKGRKHSKYCPEDGNRYDGIYKVVKYWPEKGKSGFLVWRYLLKRNDDEPAPWTREGKERIKKLGLTMQYPEGYLEAIAAKEKEKENKNDEEAVTDTPSKGKRKRKSQGAEEKSSPAKHSPKKMKVEPYKLTKEQKALIKEDELNKKLWDEAMGSLKEGPRFLNKVEEVFLCICCQEVVYQPVTTECQHNVCRECLQRSFKAEVYTCPACRHDLGKNYSMSVNKPLQAILNQFFPGYSSGR
>Locu_12298
MWIQVRTIDGKETRTIEDLSRLTKIECLRLKIQEIFNVNPEQQRLFYRGKQMEDGQTLFDYNVGLNDIVQLLIRSQTDPPDAQGKKKEKDVTGCSSGTLTSNNNGNKSLSPQLDNQPSTSARTFLIDPGIGVYKINELVDCRDVSIGAWFEASIENVTRATKGQNGKATGKSGKMSKRTNGKLDQNHSSHGSNGNSNGNSAFNLDTAPSTSYMDCLNSEEDVTYHIKYDDYPENGVVEMCANDVRPRARTLLKWDHLRVGMVVMVNYNIEIPEERGFWFDAEITSLKEISRSNKEVKVKILLGGPDDVISDCKLLIVEEIYKIEKPGAPPLTSADGQFKRKSGPECKHCKADPEAECRFCSCCVCGGKQDAHMQLLCDECNMAFHIYCLNPPLSKIPEDEDWYCPTCKNDTSEVVKAGEKLKASKKKAKMPSAHTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGSYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLNDKDGAESRNWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDSEPAPWTPEGAERIKKLGLSVQYPEGYLEAMANKSKKDRGKRNSGKQDKPEKAEKKEKGKEEKKEPETCPQSNGSQKRPQETETQDHETPAKVGKLAEKGEAFQLSAQQQWLIREDCLNRKLWDEALNCIMEGPNFLRKVEQIFMCVCCQELVYQPITTECLHNVCKTCLQRSFRAEVYTCPACRHDLGKDYIMVLNKILQSLLDQFFPGYSKGR
>Lpol_013786184
MWIQVRSMDGHISVRVDELSKLTKIEDLRKRIEGKFSAPPERQRLFYRGKQLEDGHTLFDYDVGLNDIIQIFVRPVHSDQPIKKSLKSHKEEVEETSSSDESTGSNKENKLETEYQESGKVEDGTSAKENNRLEPSLSKYYQVGSLVDAKDVNLGAWFEGKIVNIYRNKSETSNKGHNPIVNLTEKTDSEIDSVSNTCTLEVKNFDPAQNHGIILNDCLNPVHERNNEEASSENRDREFDDLVYEVKIENYEEDEPLKLRLEQIRPRARTVVRFDEIEEGEVYMVNYSIEEPEERGYWYDCLITKMKNARTIKQLYGTIYSYDFITQTTIYTNNIFNTNLRSLVAAVMESGSKGPPDSAPLDNCKIVFMDEVYKIEEKKEIDFNNEEDQKVTSLESPAKRQVKPDCSQCKDVASRKCRFCSCHICGGKDEPAKQVMCDECDMSYHIWCLTPSLDDVPDVEEWYCPECKNDETEVVRAGEKLKESKKKAKMASANSASSRDWGKGMACVGRTRECTLVPPNHFGSVPGIEVGKMWKFRVQTLKLGRLIRILKDHESVVNLEKFRALALNCAAVLNAKTGAEARNWKEGKPVRVLRSYKGKKYSEYCPEDGIRYDGLYKVVKYWSEKGKSGFLVWRYLLRRDDPAPAPWTKAGKKRIKELGLIMEYPEGYLEALAAKVKPEPEDGKKGKGKRSRGDSGCDSSTLKKKKSAVYQIPGDINKLIKKDKLNQKLWNECTAVVKEGQQVFFKRVEELFLCICCQEVVFNPVTTECSHNICKSCLQRSFRAEVYSCPACRSSLGKRYSLEINKSLGEVLQLIFPGYEAGRL
>Lpol_13789872
MWIQVRSMDGRKSARVDELSKLTKIEDLRKKIEDKFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNDIIQILVRPILNEQPISSLPKTLKEEVEGISSSDESTGSNKENKLDTEHQESSVATRSANRLEPSLSKHFQVGCLVDAKDINLGAWFEAKILNICKADNVCEVETDNNDEKVSNSNKKLVERTDNETECVNNLSVKEKGSNLEQNGSSEHNSGLNAVYQRKTLSSLGIEDQNSSDGLVYEVMFEDYEEEEPFKLKLSEIRPRARTIMKFDNIKVGETYMVNYNIEDPDERGYWYDCLISKKKNTRTVKEIYGTIYMGSDLAPLDNCKILFTDEVFKIEETKEIELNSERSDTSASLESPAKRQVKPDCSHCKDIASRKCRFCNCHICGGKDEPGKQIMCDECDMSYHIWCLTPPLPDIPDIEEWYCPECKNDETEVVRAGEKLKKSKKKAKMASASSASNRDWGKGMACVGRTKECTLVPPNHFGSIPGIEVGMMWKFRVQGSEAGVHRPHVAGIHGRENEGSYSIVLAGGYEDDADNGEEFFYTGSGGRDLSGNKRTAEQSCDQTLTRMNKALALNCAAPLNAKTGAEAKNWKEGKPVRVVRSSKGKKHSEYCPEDGIRYDGLYK
>Mlei_43438
MWINVRTFCGTKSERFDGLSKLTTIDILRQKIQEKFDVPSSEQKLFYRGKLLVDQHTLFDYNVQINDTIQLMIVKKPVESESEVETDTKSTEPVCEDCTGLYGIGEEVDVLDPGTCAWFEGVVRRCYKETRHTDTQLYYTVQLDGYEECDNMDVKPEEIRPRSFYVYPLSELKPELNCMVNYNLDSPSERGFWYDAQISSVVKKKGKYSVSAKIMLGAVPAEVVLPFPDDVFRVESRENSVVIDTVSNNIAKRKSAPQCAHCQDNKRKKCKYCACSVCGNKDNPGQILLCDECDCAFHLYCLDPPLESVPSEEDWYCSNCKNDATEIVQAGEGLKTKKKSRAPASNSNRDWGKGMACQGRSKICTIVPQDHVGPVPGIPVGSMWKYRLQVSEVGVHRPHVAGIHGRENDGAYSIVLSGGYEDDKDFGEEFKYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARCCAAPLDIKKGAEADDWKKGRQIRVVRNCKLAKHSKYAPKEGNRYDGIYKLVKYWPEKGQSGFLVWRYLLRRDDPAPAPWTKEGQEMTEKLGLKLIFPEGYLDDKENKPDNKKKRKRNSGVLEESSPNKKSNNDLSAELKKLIKSDTANRKQWDDLLSDPSNWHDKVTEQFSCIICTDLVHEPVTTPCSHNMCHKCISRSFKAEVFTCPNCRYDLGKTYSIKVNKNLQSVLLDIFPGYDSGR
>Mmus_UHRF1
MWIQVRTMDGKETHTVNSLSRLTKVQELRKKIEEVFHVEPQLQRLFYRGKQMEDGHTLFDYDVRLNDTIQLLVRQSLALPLSTKERDSELSDSDSGYGVGHSESDKSSTHGEGAAEADDKTVWEDTDLGLYKVNEYVDVRDNIFGAWFEAQVVQVQKRALSEDEPCSSSAVKTSEDDIMYHVKYDDYPEHGVDIVKAKNVRARARTVIPWENLEVGQVVMANYNVDYPRKRGFWYDVEICRKRQTRTARELYGNIRLLNDSQLNNCRIMFVDEVLMIELPKERRPLIASPSQPPPALRNTGKSGPSCRFCKDDENKPCRKCACHVCGGREAPEKQLLCDECDMAFHLYCLKPPLTSVPPEPEWYCPSCRTDSSEVVQAGEKLKESKKKAKMASATSSSRRDWGKGMACVGRTTECTIVPANHFGPIPGVPVGTMWRFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDNGNYFTYTGSGGRDLSGNKRTAGQSSDQKLTNNNRALALNCHSPINEKGAEAEDWRQGKPVRVVRNMKGGKHSKYAPAEGNRYDGIYKVVKYWPERGKSGFLVWRYLLRRDDTEPEPWTREGKDRTRQLGLTMQYPEGYLEALANKEKSRKRPAKALEQGPSSSKTGKSKQKSTGPTLSSPRASKKSKLEPYTLSEQQANLIKEDKGNAKLWDDVLTSLQDGPYQIFLSKVKEAFQCICCQELVFRPVTTVCQHNVCKDCLDRSFRAQVFSCPACRFELDHSSPTRVNQPLQTILNQLFPGYGSGR
>Mmus_UHRF2
MWIQVRTIDGSQTRTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDSSLPSTSKQNDAQVKPSSHNPPKVKKTARGGSSSQPSTSARTCLIDPGFGLYKVNELVDARDVGLGAWFEAHIHSVTRASDGHSRGKTPLKNGSSYKRTNGNVNHNSKENTNKLDNVPSTSNSDSVAADEDVIYHIEYDEYPESGILEMNVKDLRPRARTILKWNELNVGDVVMVNYNVENPGKRGFWYDAEITTLKTISRTKKEVRVKVFLGGSEGTLNDCRVMSVDEIFKIEKPGAHPISFADGKFLRKNDPECDLCGGDPDKTCHMCSCHKCGEKRDPNMQLLCDECNMAYHIYCLSPPLDKVPEEEYWYCPSCKTDSSEVVKAGERLKLSKKKAKMPSASTESRRDWGRGMACVGRTKECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAGYPSEKEGKKTKGQSKKQGSEATKRPASDDECPGDSKVLKASDSTDAVEAFQLTPQQQRLIREDCQNQKLWDEVLASLVEGPNFLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYVMVLNETLQTLLDLFFPGYSKGR
>Nvec_226911
MWIQVRTFDGKQEQQINNLSKQTKIEDLKERIAEAFLVDTTQERLFFRGKQLEDGHTLFDYNVGLNEIVQLMIKAPPPTNDNNNNDDRKSNNEESEALVNGSVENGHSSMDEDSVENNSSKDKSVIKSIYKKGEFIDAKDPSMGAWFEAEIVDISLKDESDPESVLYHVKYDGYEEDEINKLPGRDIRPRARKRLQWDQLSVGQVVMANYCPDEPKERGFWYDVQITKKHSKQITQGGAESRSGSGRELHAKLILSNEEDSHAPVAQECRLIFLDEIFKIEAPPAYDENGERIQSSNDGPSVKRQNKPDCRFCKDDKMKKCKQCACHQCGGKEDPDKQLLCDECDMAYHIYCLDPPLESIPDDEDWYCPLCKTDASEVVQAGEKLKASKKKSKMASANSTSNRDWGKGMACVGRSKVCSIVPPNHFGPIPGVPVGSAWKFRVQASESGIHRPHVSGIHGRDSEGAYSIVLAGGYEDDLDSGEEFIYTGSGGRDLSGNKRTAEQSCDQKLTKMNRALARNCAAPLNDKEGAEAEDWKKGKPVRVIRSSKLRKHSEYAPEDGNRYDGIYKVVKYWPAKGKSGFIVWRYLFKRDDESPAPWTKEGKKNIESLGLTMVYPEGFLEAQAKKQEESAENGKNKGKGKRKRDEEVPSPSKSPVKKKKASQILSDEQKGLIAEDKENVKLWEELLTDTTLDYTAFHQKVEELFACVCCQDLVLYPVTTKCLHNICKGCLQRSFKAEVFTCPYCRTDLGKTYKLSVNSALDAILNDLFPGYSKGR
>Nvit_NV12147
MYVQVVTIDGKKKTVLNVSKLTKIAALKADIEEEFGIKKAKQGLFFRGKHLEDDCTLYDYSININNVIQVLIMLFSIYVMIMSDKDIAAEKKGKKQVEEKPNEEKKEKENEEEEVDAESQYYKVGDAVDCTDNALGAWFEAVIVKIFTKSEKLFYKVRWDLPETKNDEPFNIEEKFIRPRAWKVLNFNDLDIGQKVMVNYNLEDPKEIGNWYDFTISKIKNTKSAKELIGTIHIGDSTRSVDDCTINTKLDILEIEKPILLSERDDELISKRVPKTRRRIPVKCTKCHDNPKKRCKECSCRVCGKKNDPHLTLLCDECDDAYHLACLNPPLTELPTDDDWYCPHCKVNTNEIVKVGEKVQNKKKHSNVVGTNRDWGKGMACVGRTKICTIVPLSHRGPIPGIEVGTMWKFRFQVSEAGVHRPHVAGIHGRAEDGAYSIALSGGYEDDVDNGEEFFYTGSGGRDLSGNKRTAKQSSDQQLTLMNRALAVNCNAKINEKDGAEATDWKAGSPIRVVRNFKLAKHSKYAPEDGNRYDGIYKVVKYWPEKGQSGFRVWRYLLRRDDPTPAPWTKAGKARIAQLGLEMIYPEGYQEAQEKKAGIKKRKSDDEDDPAVADEFVSAKKKRKVSFKLSSEMKNLIKKDLPNTKLWNQCNEFLSEGKQAYFEKISTEFACIVCQDLVIKPITTPCGHNICITCLKRSFAASSYACPMCRAALDKNYEMNVNETLSSILLLMFPGYDKTR
>Obim_22021185
MWIQVRTFDGKKTVKVKGLSKLTKVEELRESIKDKFDAEPSQQQLFYRGKLLVNGHTLFDYNVGLNDLIQLMIRQKIPVAPVQKDEPKPIEYESEENSNSSDKENKMPESCLPAAKASTSGQLSGETEDISDSIYKIGDIIDGRDPTMGAWFEAKIVKIIPKLCTNARKGSDSTATPLQEVVNSDNKNECSRDRIEGCANDIGRTDTENILDTRISNEECNASTGLSHENADKNKQIHSNSTDSKLSEKGTIVDENANHCDSLPVMDTQTDSKLSDVQWKEKLLKDVPKTNDGFIYSIVFDGYEEDEPVELDSNQIRPRARHIIKFKDITVGQKVMANYNYDSPEQRGYWYDCIVSSKRDTRTIKELYGTAFIGVDLTPLENCHLLFRDEIFAIESAGMQMNESHLLTNPEASPAKRLNKPECDYCNDNPRRKCRHCACSVCGGKNNPERQILCDECDMAYHIDCLKPPLEKIPDEDEWYCPECKVDDGTVVKAGERLKESKKRAKMPSAKNTSTRDWGKGMACVGRQKECTLVPPDHFGVIPGVPVGTTWKFRVQVSEAGIHRPHVAGIHGREDVGAFSIVLSGGYEDDVDNGDDFTYTGSGGRDLSGNKRTAEQSCDQTLTRYNKALARNCNAPLDDKKGTEAKDWRAGKPVRVVRSCKGRKHSKYAPLEGNRYDGIYKIVKYWPAKGKSGFLVWRYLLRRDDTQAAPWTNSGKRRIKELGLSMQYPDGYLEAQNHKEEKDKKKKRNSSGESTEASSKKKQKVAAYKVDPAVSKLCKEDRANSKLWNEAMQSTKEGATVFFSKVEELFICVCCQELVFNPITTDCCHNVCKSCLQRSFKAEIYTCPSCRAELGKGYSMNINKTLSKILSQLYPGYGAGRSMCSEYEKLRLKNLADNRRVLAELGIRHSLEKFQVVHKPIKRKAQWTPKASKRSSVPSTTDEGSISVGAVRRSCRLRGEKPSENNFIELLDEDKPSPAKRIPQFRENTFGSIEGVEVGTWWQSRVECSYAGIHRPTVAGIHGSETEGAYSIALSGGYEDDLDFGECFTYTGAGGRDLRGTKTNPKNLRTAPQSKDQTLTRGNLALSRNCELGRPVRVIRGYKSQSDFAPEEGYRYDGLYTVEKYWYTIGLSGFGVWKFALRRCPNQAPPPWTMKNQDTFSDKANEESDADSGVDLLDSDTASQHSNSSSSSNKDNGLDLVKKDNCDGDSPAEENDSDEDGVGKCNEMTDNDINGEDSSV
>Ocar_9742
MWVKVRYVNGKGDRDYIIGQLSRITKICQLKAKLKDKFNAQPEDQRLFFGGKQLNDRNTLFDYRIGRNDLIQLVIRQKDEVKPEISSPSPKKDLSESKHQGINGDIPDDVAALPSLPALEEEEEGNCRSVDVDSTLYKIGDWLEARNASTGAWYDSRVIRITKEIPLEDGPSSFEKASDDDGMENYFYHVQYHKFDSTGIFKVTSKHLRPKCKTVLQWSQLSPGQRVMANYNPDQPKELGDWYEVEITRKVEDGEYKELYCQLILSENEGMTEECQLAALSCIYKIEATPDTSEVEYDGSCGPSQRVPDCPHCRDDPDESCRYCGCDKCGDKHFPDKLLLCDECDDAYHIWCLVPELKEVPDGDEWFCPQCRNDSSKVVNPGQSVQTRNLRKPSTSSRDWGRGMACVGREKICKIVPPNHFGAVPGVPVGTQWKFRLQASECGVHRPHVAGIHGRDAEGAFSIVLAGGYEDDVDEGEKFTYTGSGGRDLSGNKRTASQSCDQRLTKTNKALALNCDAKIDEKGAKAKNWKDGKPVRVIRSYKLGKNCKYAPKEGIRYDGTYKVVKYWPEKGKAGFLVWRYLLQRDDESPAPWTEEGKKLTKKLGLKIQYPDGYLEAQKNKASEKKTKDEEKKRGKKRKGSDRKEGEDEEKKSGKKRKGSDRKEGEDETSEANEAKRPLHELTDQQMKLIKADKLNKKQWDGLLSISSGELLEQIQEQLTCVCCQDIVYEPVTTECKHNICKECLKRSFMAGVYNCPVCRRALQALFPSYGVGV
>Pbac_3468037
MWISVRTFTGDRTERFDGLSKQTKIKVIRSKISERWDVPAARTRLFYRGKQLVDKHTLFEYGVGVNDILQLMISPAVTEEKTGTTKTTEEKSGKTKEEKRGKIGEKSGKTESGSVETDIDGIYLLGEEVDVCETETGAWFEGVVKRCFTSQTSPTEPLYTVALDGYEEGDNLTVTKFDIRPRAQHIIPKCDLVSGVKCMVNHNFDDPGVRGFWYDAVVTMVTKNNDVTADVTSGTGVVSTKLSFLDDIYQIESRESRPEKKLKTPAVAKRQSAPQ
>Pdum_uhrf
MWIQVRSMDGKKSVRIDNLSKLTKIEDLREILVEHFEAEPKCQRLFYRGKQLVDDHTLFDYNVGLNEIVQILIQKPPPKVETTKTEEKDEKENVDSDKENEEPKNAPQPSSTSEDCKDSTYKVGDIIDLRDDTMGAWFEASIIKVSKSTTTGSASKEKTESSSVLRESTPDVNQNQVEKEKESNDVEMKDESENENSKSENSSSENPKWSCPWEKYSIKDDGCTYHMVWEGEDESEESLTVKSNCIRPRARQKIKFDKIKEGDEVMVNFNYDEPDQRGYWYDAVVTGKKSTRTIKELICTVFIGQDLVPMENCKIQFSDEIFALEKPGDQFNMHDPENSDKSPVKRTNKPECDHCLDNPRRKCKFCACYNCAKKENPDKTLLCDECDMPYHIYCLKPPMESVPDIDEWYCPECKNDDTEVVKAGEKLKESKKKAKMASATNKTNRDWGKGMACVGRTKTCSIVPSNHFGPIPGVEVGTMWKFRVQASEAGVHRPHVAGIAGRSEEGAYSIVLSGGYEDDVDEGDHFMYTGSGGRDLSGNKRTADQSCDQTLTRYNMALARNCHAKLNPKDGATAEDWKKGKPVRVVRNCKGRKHSEYAPEEGNRYDGIYKLLKYYPEKGKSGFIVWRYEFQRDDPTPAPWTKAGKKRMEELGLEMQYPEGYLEAQAEKEKEKEKGTPGKGTPKGEKGKRKRKVIESDDEEEEDKEKEEDVENNNNNKSAKKPKVSYKVPTESADLIKKDDKNRKLWDEAMEATCEGAQKFLAKVEELFACICCQDIVFKPVTTDCAHNICKSCLSRSFKAEVYSCPTCRAELGENYKMPINTTLEKVLLKMFPGYENGR*
>Pmar_4180
MWIQVRTMDGKQTHRLDNLSKLTKIEELRARIHEVFCVEPDQQRLFYRGKQMENGHSLFDYSVGLNEIVQLLVRQTSSTAATESAVTIVAPSNQPAKYGRDGGELSDTDSGCGSSQGDSDKNSNSGEPPLDAEPAIPGTSTQAVLNPGFGTYKINEMVDVRDSNTGAWFEAEVVNVTRGAGEARSSTCDDVFYHVKYDDYPEYGVVRVCEGPYIRPRARTLVPWQDLTIGDVVMVNFNPDEPSERGFWYDAQIQRKRETRTLRELLALVIIGDGAEALTDCKIRFVDEVYKIEEPGKTSEITSNSPVKRQTGPECKVCKDDPNKDCRHCACHICGGKQDPDKQLLCDECNMAFHIYCLNPPLRHIPKDDEDWYCPGCKIDDGEVVRAGEMLKESKKKAKMPSATSNCARDWGKGMACVGRTKECTIVPSNHHGPIPGVPVGSLWKFRVQVSESGVHRPHVAGIHGRSTDGSYSLVLAGGYEDDVDRGTEFTYTGSGGRDLSGNKRTAEQSCDQKLAKMNRALALNCKAALNDKVGAEAKDWRAGKPVRVVRSAKGRKHSKFAPEEGNRYDGIYKVVKYWPEKGKSGFLVWRYLLRRDDEEPAPWTKDGKERCKMLGLSMQYPEGYLEAKANKEHANNDESDEEEELSPPPTPVPTRGTSKRKRSLKSDVETPTKSPKVTPKKAKVEAYKLSSEQRKLIKEDSQNKKMWDEAMESLSEGTKFLSKLEELCLCICCQELVWQPVTTECHHNVCKSCLQRSFKAQVYTCPACRHELGKSNSMAINQKLQTLLNQLFPGYGSGR
>Ptep_839
MWIKVCSMDGKVSHRVHGLSKLTKIEELRPLLLEDGHSLFDYDVGINDTIQIFVRQLLVDSQEKSAIIEDTNKENHDAEKAQYQNSLEEQVLSKYYEVGDLVDAKDIKQHGSWFEAKIVQIKPQKQVSQCVPECQSTLCQHKINENKFDDGLAYTVVFDDYEDSEGPQDLKLGFLRPRARHLIDYDNIKVGDLVMINYNIDSPTERGYWFDCKVTALKQTKHKKEIIGTLLIGAQETELENCKILFTDEVYAVENNTLLSEQSGKQNEEPVVKEPKCSRCKDNPARKCRECSCRLCGGKDSPEKQLVCDECGFCFHLWCMDPPLTEIPEEEDWYCPDCKNDETEVVRAGEKLKASKKKSKMPSANSSTSRDWGKGMACVGRTKECTIVPPNHFGPIPGVEVGSMWKFRVQVTSFFLLYNNLVSESGVHRPPVAGIHGRDKEGAYSIDEGEEFKYTGSGGRDLSGNKRCAEQSCDQTLTRMNKALALNCNAKLNKDGAEAEDWKGGKPVRVVRNCKGSKHSKYAPTEGNRYDGIYKIVKYWQEKGKSGYLVWRYLLRRDDPIPAPWTKAGKKRSLELGLEMQEFLKKVESCFSCICCQEVVYNPITTVCSHNICKSCMGRSFKAEVYSCPMCRHDLEKNILKDKNETLQKILSSLFPGYEAGR
>Scil_13655
LSHFRSCLCGSRLNALLSSFHRLHSLQDLTLLALRLDRTMWIQVRLMDGSKSARFDGLSKLTKIEQLREKIAEEFEVETERQRLFYRGKQLEDGHTLFDYSVGLNEIIQLMIRKVLPVATLASPSNGDSSTSDEVKDEPMDAAGEEAKEEEIEGAMFKVGDQVDARDLRCGAWFEAKIQRVTRGNGQSTASQGETSSDSSSTTESAATANGGDSADIFYHVHFDGYDDHEVAALSLDNVRPKAARSVDIANLKVGERYMVNYNSDTPKDRGEWYDAEVISKDAAAKRVVVRLLLGNGVEGEEVQLVHLDIFQIEKNGESANGDGDKRNNAPDCRWCKDVPTRKCKHCACAECGGKDAPDKQILCDECDSAFHLWCLNPPLEELPEEEEWYCPDCKNDENEVIKAGEKMRVSKKKSKMASNQGSCTRDWGKGMACVGRTKVCTIVPPNHFGSIPGVPVGSLWRFRVQVSEAGVHRPHVSGIAGRSEEGAFSLVLAGGYEDDKDDGVEFFYTGSGGRDLSGNKREAKQSSDQQLTLMNKALAKNCDATVNDKSGGSAKDWKKGRPVRVVRSAKGKKHSKYAPDEGCRYDGLYKIVKYWPEKGAAGFKVWRYLLRRDDPSPAPWTTEGKKNIKKLGLTLQYPEGYLESQAQKEQEKEAKKKRKRSEAAAGDDEEKSATPAKKKKKVAESAAAATKTTTPSKTSPSKTSGPVYHLEKEERDLIKKDATNKKLWDGLLKGKEEDLLKRVEEAFMCICCQDLVYMPVTTVCKHSVCKSCLQRSFKAEVYCCPACRGDLDRKMSLAVNGELSTVLTSLFPGYGAGR*
>Skow_2740994
MWIQVRSMDGKKSIQVDGLSKLTKVEELRTKLENPFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNEIVQIMVRQCLPLQASLPVNSANCNGYISDSSDVAMETGEAIGSDTAGPSSSHDENEENETGSIYRVGDIVDCLDIGSGAWFEAELKIITPKNSNAAKNEACEPNQETKDQTNISKDIVATNTNSSDCVDGHCDIKSLSYDKKVTERTSDEENEEPNADKKTTKADGKVKPVRNEVKPEVETEEEPDDGFIYSVTWEGYEGTNDVCSRHIRPRARTIIEWDDLKEGMTVMANYNPDVPQERGYWYDVIITNKRDTRNNKDIFGTVCLGQKGNMLHDCRILFIDEIYKIEKAGEASSNPKDFMLNEEGSPVKRQTQPECNRCKDNPRRKCKYCACHVCGGKNDPNKQLMCDECDMAYHLACLDPPLDSLPDVEEWYCPICKNDDTEVVKAGEKLKSSKKKSKMASATSTTNRDWGKGMACVGRTKVCTIVPSNHFGEIPGIHVGQLWKFRVQVSEAGVHRPHVAGIHGREHHGAYSIVLSGGYEDDQDDGDCFTYTGSGGRDLSGNKRTAEQSCDQRLTKMNMALALNCNAPAKEQGNEAKDWKSGKPVRVIRNCKGRKHSKYSPEEGNRYDGIYKVVKYWPETGKSGFLVWRYLLRRDDANPAPWTAAGKKKIKELGLKLVYPEGYLEAQKNKEEQENKGSSPNKKATKGKKRKLEESPIKTPSKKASTDSISGATKKLIVVDKVNKKLWDEAVAQVKGGKKFVEAVEEIFQCVCCQEVALDPVTTPCQHNICKSCLQRSFQAKVYNCPACRNDLEKGCTISINKELQTALRKIFPGYENGR
>Smar_628
MWINVRSIDGRLDIKLNDLSRLCSIKELKHKLVKPFQANSDRLQLFYSGKQLVDGHTLHDYSVKLNDVIQVRIKPEMVPEKADSTSGYESSASTVELVGDDDTIEIEQNCITNIREEECSESCFYKVGDLIDAKEDSSGSWYEAKIVKIIKVTTLDEGFHSTLESDDENLQQHSHRTANGPIGQTFALDMDKHYAYYIIYEGFEDDPPSKIKFQNVRPRSYKLIKPNDVKVGDVIMVNYNIDDPKERGFWYDVCMTKVEMHKRRVKEIVATILIGCSNTPVENCSILHFDDMFKIETPVELIERTQEMEKRMQSKPPPKRKSKPSCTHCQDNPQKKCRECACAKCGLKTNPEKQILCDECNVAYHIWCLPIPLTEIPSEDWYCAGCKVDTDEVVKAGENLKMSRKKAKMPSSIGTCNRDWGKGMACMPRSYHCTMFPKDHFGAISNVNVGSMWKFRAQVAECGIHRPSVGGIHGRAEDGAYSIVLSGGYEDDLDNGEEFMYTGSGGRDLSGNKRTSGQSFDQKLNRSNLALARNCDAKVNKVDGAVAKNWRDGKPVRVVRNYKSAKHSKYSPVEGNRYDGLYKVVKYWPETGQSGHLVWRYLLRRDDEDPAPWTEEGKLLAESRGLKMLFPPGYTEEVKSKVTKASKRKLDTSDVEANKKSKISKVLVVPSDLLKQIKSDKLNKKLWDDCLTVVDLGLAEFRQKVEDIFICICCQDVVCKPVTTVCAHNFCKDCLRRSFKAEVYTCPACREDITNIKSTLPLNISLRKILQTLFPEYENGR
>Spur_791602
MVILILLPVRLLPVQLVDGHTLFDYRINLNDTIQLMMRAAPVDEEDEAEAEDTEVTEVEGKDGDKESEGKAESGFGSETSDSENVDAATKDGTKTVEASTSQLRGLFKVGDVVDGIDMSMGAWFDADILVDGHTLFDYRINLNDTIQLMMRAAPVDEEDEAEDEAEDEAAEVTEVEGKDGDKESEGKAESGFGSETSDSENVDAATKDSTKTVEASTSQLRGLFKVGDVVDGIDMSMGAWFEADIVKITEKEEEEEEENEETNNNNESETKAKDEKALDQVQDKPEKMDQNENEPALPKDSENEKNVLNVDAGTPMDTECNDPASQRTCGSDESILKEGGSGVIQIAGKHDSHWTRHDGLIYHVKYEGYDEEGIAKISSRSIRPRARTMIDYEDVNVGDIVMVNYNCDEPKQRGYWYDMVVKNKKETRSYKELAGDILLGPSGDVLKDCKVRLTEEIFKTEKVGESTCDAATLEAEGTPVKRTTTPNCAHCKDNPRRKCKHCACHMCGNKEDDDKTLLCDECDMPFHIYCLDPPMESIPDVDEWYCPLCKNDASEVVMAGQKLKASKKKSKMASATSTSQRDWGKGMACQGRSKVCTIVPPNHFGAVPGIHVGQLWRFRVQVSEAGVHRPHVAGIHGREIEGAYSIVLAGGYEDDLDNGDEFYYTGSGGRDLSGNKRTAEQSHDQKLAKMNMALARNCNAPTDKVKGNEAKDWKAGKPVRVVRNAKGRKHSKYAPEDGNRYDGIYKIVKYWPEKGKSGFLVWRYLIRRDDPSPAPWSKAGKKKIKELGLEIEYPDGYLEVMAAKEAAKEKEKEKEKRGLSEDDEEEEEEGKKSKKGKGKKRQREEPQKPTPKKPKFELSKETRKMIDEDEQNKSQWKSIIEECNSGKKFITAVEDEFTCICCQEVVYQPISTPCSHNLCKSCIQRSFKAEIFSCPHCRYDLGKGYSLSYNKNLQAILLDVFPGYDAGR
>Tcas_TC001240
MHVRIRELSSTSKDNDLILVVSKTTSIKKLQAMIQNKLKTEINRQKLYYRGKQLIEGHTIADYDIKLNDVIQLLVKVDTEQEKTEKETTKETKKTESDIKAKSRYYEIGDKIDVIDSDHGAWFEAKILGIFKPKETENADEKDLTFRIKMDRNGNTAAFDVTFSEIRPRAYYTYHKSELTPGVIVLANYNIEEPTSRGYWYDFEIKEITKKGIKGALLVGTELARLENCTTQFVDELLRIENPKLLNERLETKPKEIPLRKLPLYCTKCRDNPAKNCKDCGCHICSKKENAGTLIMCDECDSAFHLTCLKPPLPAVPPDEWYCPECKNDDSEIVKAGEKLKTSLKKMKKPGYKRSNQLWGKGMACVGRTSECTIVPKDHYGPIPGVEVGTCWKFRVQVSEAGIHRPHVAGIHGRETDGAYSLVLSGGYEDDVDNGEEFYYTGSGGRDLSGNKRVSGQSCDQKLTRMNKALALNCNVKFNDKTGGEATDWREGKPVRVVRNYKLGKHSKYAPVDGNRYDGIYKVVRYFPQKGKSGFVVWRYLLRRDDTVPAPWAPGGREFEMIYPPGYQEAVIQGKDNKKKRKREHDDSPNNLKEKKAKIEPYKLTPDVEKMIRDDHQNEKLWAECLELSREGKLKFLSTVKESFICVCCQEIVFEPITLACKHNVCKGCLKRSFAAEIYVCPCCRFELGETYVMTVNDNLGEVLRSLFPGYKSGR
>Tgut_5109
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIEETFRVSPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSDSEAPTTASVADQDGEVNPCTVSNCKNKVKKTSSGSPSQPSTSSRSFLIDPGIGLYKINELVDARDINIGAWFEAHIENVTRATKGHKNGKAQGKSGNTYKRTNGNLNQDHSRANVNNLDSTPSTSYSDCMDTDEEAIYHIKYDEYPENGIIEMDTVNLRPRARTILKWSELKVGDVVMVNYNVETPEERGFWFDAEITSLREISRTNKEVHAKILLGGPEDTINDCKILFIEEMYKIEKPGAYPLTFGDGDFKRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIPEDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSASTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKNWRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDVEPAPWTSEGMERSKKLGLSVQYPEGYLEAMASKEKKDKVKKQTVKQEPTSQKEPTNTPKAMRMGDGGKGEAFQLTQEQQWLIREDCMNQKLWDEVLVSLKEGP
>Tgut_801
MWIQVRTMDGSQTHRVDSLSKLTKVEGLRLRIHEVFGVEPHRQRLFYRGKQMEDGHSLFDYSVGLNHIVQLLVRQSPAVLPAGSKEKDSELSDTDSGCGSGPSESDKSSHNGEAALELEGQPSTASQPDWSDPCFGLYKINDLVDARDTDMGAWFEATVVNVTRKKPTSESAESCTDPDQPTAVPEKDVIYHVKYDDYPENGVVQMSSANVRARARTILKWHQLEVGQVVMVNYNPDEPKERGFWYDAEILQKREKMTMELNARYTWEAGDSLNDCTIILVDEIYKIEEPGTASPISAGTPKRQSGPVCKACKDNPNKTCRVCACHICGGKQDPDKQLMCDECDMAFHIYCLNPPLSRIPDDEDWYCPECRNDASEVVLAGEKLKESKKKQKMASANSSSRRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKHGAEAKDWRAGKPVRVVRNVKGGKHSKYAPLEGNRYDGIYKVVKYWPETGKSGFLVWRYLLRRDDEEPAPWTKEGKDRMKKLGLTMQYPEGYLEAVANKDKEKEN
>Xtro_1255
MWIQVRTIDGTETQTIDDLSRLTKIESLRLKIQESFNVTPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSQSDGSSSSTKKKDGDGRAHSNATNKSKVNATSTPSTSARAFLIDPGIGIYKINELVDARDVSIGAWFEAHVENVTQKKAQKNGKAYLKGGHSYRETNGNLEHSRENSHAVDTNPSTSYNDILDEDENVIYHIKYDDYPENGLVEMDLSNLRPRARTLLKWSDLKTGDKVMVNYNVETPEERGFWFDAEITELKEMSRTNKEVFAKIFLGGSVDVINDCKINFADEIYKIEKPGAYPLSSGDGEFKRKSGPECKHCKADPDTECRFCSCYMCGGKQDAHMQLLCDECNMAYHIYCLNPPLEKIPEDEDWYCPSCKNDATEVVKAGEKLKQSKKKAKMPSASTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGATWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAALNDKDGAESKNWRAGKPVRVVRSSKGRRISKYAPEDGNRYDGIYKVVKYWPEIGKCGFLVWRYLLRRDDAEPAPWTPEGTERSKNLGLILQFPEGYLEAMANKEKKDKVKKQPPRSETSSPVNQNLHNSSSTATQQQPSSPEPATSPVRQASQKLNSSESNGNQKRAVEDKDKEIKPPAKSMKLSDDSKGEAFQLTEQQQWLIGEDTLNQKLWDEVLASIKEGPKFLKNVEQSFMCVCCQELVYQPVTTACLHNVCKSCLQRSFRAEVYTCPACRYDLGKSYNMVPNKVLQTLLDQFFPGYSKGR
>Xtro_48273
MWIQVRTMDGRDTRRIDSLSKLTKVEDLRARIQQIFGVALESQRLFYRGKQMENGHTLFDYSVGLNDIVQLLVRQIPDSVPTKDKECGISDADSGCGSGQGESDKNSSCGEGATDVDGQPAGINSENVGPSLYKKNDLVDARDLNMGAWFEAQIVSVSKRVNPDGMSAEILDTSAASDDIIYHVKYEDYPENGVVQLTYKDVRLRARTTLPWHDLKVGQVVMVNYNPDEPKERGYWYDAEILRKRETRTIKEIYVKVLLGDAGDSLNDCRIRFVDEIYKIEEPGSAYITTESPQKRQNGPECKHCKDNPKRACRMCACYVCGGKQDPEKQLLCDECDMAFHIYCLKPPLSAIPQDEDWYCPDCRNDASEVVLAGEKLKESKKKAKMASASSSSQRDWGKGMACVGRSRECTIVPSNHYGPIPGVPVGTLWKFRVQVSESGVHRPHVAGIHGRSNDGSYSLVLAGGYEDDVDNGSEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKEGAVAKDWRAGKPVRVVRNTKGKKHSKYAPEDGNRYDGIYKVVKYWPEKGKSGFLVWRYLLRRDDEEPAPWSKEGKERIKKLGLVMQYPDGYLESLASKEREKENKTEDELSESPSKGKRKRNSGSGLSDAKSTPKKTKVESYKLSLDQKTLIKQDDLNAKLWREVMSFLKEGPGKGQHMEMFLSKVEETFLCICCQEVVYEPITTECHHNICKGCLDRSFKALVHNCPACRHDLGKNYSLNVNKPLQAILSQLFPGYERGR
Multiple alignment
>Pbac_3468037
MWISVRTFTGDRTERFDGLSKQTKIKVIRSKISERWDVPAARTRLFYRGKQLVDKHTLFEYGVGVNDILQLMISPAVTEEK------TGTTKTTEEKSGKTKEEKRGKIGEKSGKTESGSVETDID-----------------GIYLLGEEVDVCETETGAWFEGVVKRCFTSQTS--------------------------------------------------------PTEPLYTVALDGYEEGDNLTV-TKFDIRPRAQHIIPKCDLVSGVKCMVNHNFDDPGVRGFWYDAVVTMVTK--------------NNDVTADVTSGTG-------VVSTKLSFLDDIYQIE------------------------SRESRPE---------------------------------------------------------------------------------KKLKTPAV---------------------------------------------------------------------------------------------------------------------------------------------------------AKRQS--APQ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Dple_EHJ74056
MHVRVRMF-GKPDTIVVVESKLTKLQQFRRIIKEKFDVEPKLQRLFYGGKLLEDGYTFHDYNIKLNDVIQLIAVPQTVESE---------------EKKSLDNQEQVKESDFEEKTIVYTDVTS-------------------TVYAVGDLVDVKDREQGAWLEGKIVRIVLDPKVNYENEQNKEDLNSSLDNKNDLENKPPSNIS----------NTQKIGIAKYFTVKVTAENVLYKVQLDDDEEDSELFC-KLKEIRPRARHEIDVKDLMPGQKVMINHNTDEPLEKGYWYDFKVDEIKK-----------LRTSYEIVGTLYLGPDSVP----QNDTKVKIHDKIFTIEEPVPLEKRTED-YLKSIQETPA--ARSKPLNCLKCRDNEEEPCKECGCYLCAQKNDPDKIILCDECHNGYHMVCLKPPLTVLP--DDDWYCPSCKRDPNDVIAPGASKQAKKSN-------TSKTNRDWGRGMACVGKTKTCPM-PLNHFGPIPGIEVGMCWRFRIQLSESGVHRPPVSGIHGRDIEGAYSIVLSGGYEDDVDNGYEFTYTGSGGRNLSGNKRTAEQSCDQTLTRENKALARNCAVDKVSEDGGDAGDDWRRGKPVRVVRSCKMKHFPKYAPQEGIRYDGIYKVVKYYPERGLS-GYIVWKYLLRRDDPSPAPWETGAKKYN------IVYPDGYLEAEAEKKALKEKATNSKKSSKRVKRNESSSSKTPQNGKVRKKQESSSEIEKSTSKDTNPKKEKKVKAEEPLSGEEKESVMADTLNSKLWGDCLDVCEKQGK------KEFIEHVTQVFLCIICQDVAVNPVTTPCSHNFCIGCLKLAFKSDSQGCPCCRQSLAK-MEVQVNEQLKKALQTILKGYDAGK
>Ocar_9742
MWVKVRYVNGDRDYIIGQLSRITKICQLKAKLKDKFNAQPEDQRLFFGGKQLNDRNTLFDYRIGRNDLIQLVIRQKDEVKP---------------EISSPSPKKDLSESKHQGINGDIPDDVAALPEEEEEGNCRSVDVDS-TLYKIGDWLEARNASTGAWYDSRVIRITKEIPLEDGPS-----------------------------------SFEKASDDDG------MENYFYHVQYHKFDSTGIFKV-TSKHLRPKCKTVLQWSQLSPGQRVMANYNPDQPKELGDWYEVEITRKVE-----------DGEYKELYCQLILSENEGM----TEECQLAALSCIYKIEATP-----DTSEVEYDGSCGPS----QRVPDCPHCRDDPDESCRYCGCDKCGDKHFPDKLLLCDECDDAYHIWCLVPELKEVP-DGDEWFCPQCRNDSSKVVNPGQSVQTRNLRK------PSTSSRDWGRGMACVGREKICKIVPPNHFGAVPGVPVGTQWKFRLQASECGVHRPHVAGIHGRDAEGAFSIVLAGGYEDDVDEGEKFTYTGSGGRDLSGNKRTASQSCDQRLTKTNKALALNCDAKIDEK-GAKAKN-WKDGKPVRVIRSYKLGKNCKYAPKEGIRYDGTYKVVKYWPEKGKA-GFLVWRYLLQRDDESPAPWTEEGKKLTKKLGLKIQYPDGYLEAQKNKASE-------KKTKDEEKKRGK---KRKGSDRKEGEDKKRKGSDRKEGEDETSEANEAKRPLHELTDQQMKLIKADKLNKKQWDGLL--SISSGE--------LLEQIQEQLTCVCCQDIVYEPVTTECKHNICKECLKRSFMAGVYNCPVCRRALQA----------------LFPSYGVGV
>Nvit_NV12147
MYVQVVTIDGKKKTVL-NVSKLTKIAALKADIEEEFGIKKAKQGLFFRGKHLEDDCTLYDYSININNVIQVLIMLFSIYVM------IMSDKDIAA-EKKGKKQVEEKPNEEKKEKENEEEEVDAES----------------QYYKVGDAVDCTDNALGAWFEAVIVKIFTK-----------------------------------------------------------SEKLFYKVRWDETKNDEPFNI-EEKFIRPRAWKVLNFNDLDIGQKVMVNYNLEDPKEIGNWYDFTISKIKN-----------TKSAKELIGTIHIGDSTRS----VDDCTINTKLDILEIEKPI--LLSERDDELISKRVPKT--RRRIPVKCTKCHDNPKKRCKECSCRVCGKKNDPHLTLLCDECDDAYHLACLNPPLTELP-TDDDWYCPHCKVNTNEIVKVGEKVQNKKKHSNVVGT-----NRDWGKGMACVGRTKICTIVPLSHRGPIPGIEVGTMWKFRFQVSEAGVHRPHVAGIHGRAEDGAYSIALSGGYEDDVDNGEEFFYTGSGGRDLSGNKRTAKQSSDQQLTLMNRALAVNCNAKINEKDGAEATD-WKAGSPIRVVRNFKLAKHSKYAPEDGNRYDGIYKVVKYWPEKGQS-GFRVWRYLLRRDDPTPAPWTKAGKARIAQLGLEMIYPEGYQEAQE---------------------------KKAGIKKRKSDD----EDDPAVADEFVSAKKKRKVSFKL-SSEMKNLIKKDLPNTKLWNQCNE-FLSEGK------QAYFEKISTEFACIVCQDLVIKPITTPCGHNICITCLKRSFAASSYACPMCRAALDKNYEMNVNETLSSILLLMFPGYDKTR
>Apis_3272
MYVQVRMMDTGVSVTIPTSRTTV-LKEFKKLVEEKFNIKPENQRLFFAGKQLEDQYRLFDYSINVNDVIQLMVRAAVAESN--------------SPKKSKVTINSIKETSTPCSSSTTSSTLNEDNEES-------------KYFKVGDYVDVKDYTYGSWFISKLIKIKKDSCAVNK-------------------------------------PNDPKSPVE-------NDGLVYVAEILRCPEEPPIEV-QLQEIRPHAFDILPFEKLKTNDRVLMNYNVDYPQERGYWYDVLVKEIKT-----------NRRGRDVIGDVSVGLDNAV----LKNCHLMFLDDIYIVKPYQLLSERTPEDDKIIQTEPAV--MRAAALYCIKCKDNLNKSCKECGCRVCGGKDNEDKQLMCDECNHPYHMECLTPPLKEMP-RDD-WYCPSCKNDENEIVKAGEKLKVSKKKTPES---MSTSKRDWGKGMACVGRTKKCNIVPSNHFGPIPGVEVGTTWLFRVQVSEAGIHRPPVGGIHGRDNQGAFSIVLSGGYEDDVDNGDEFLYTGSGGRDLSGNKRTALQSCDQELTRYNRALALNCNAKIDSEKGATAVD-WKKGKPVRVVRNYKLCKHSKYAPDLGNRYDGLYKVIKYYPETGIS-GFTVWRFVLRRDDPTPAPWTAQGKKRIAQLGLKLIYPENYIPAVTNDTKS----------------------KRKRTLQDADIENNDPKRNSSEREVADNPEKKSKICYEL-EKEAETLITADVANTKYWEDCKE-YLEKGK------KAFLDRVEEMFSCICCQEIVFEPITTECSHNICKGCLRRSFNADVFQCPSCRAELGKSYPMNVNVKLAKTLLFLFPGYNLDR
>Apis_7975
MFT-----------------------------------------------KLENEYSLFDYSININDCIQLTIMPVPEETSVETYILSKNLKKKKSIRSSTSDTNNTDNTNNTNNTDTKNTVVKQDNEES-------------KYFKLGDYVDIRDFEYGVWYMGKIVKIKKDDSSQIE-------------------------------------PTSSSDNLE-------DDGLIYFVEDIGCPTNPPTKA-KLKEIRPYSTDILPFDQLKINDKVLMNYNQDYPKERGYWFDVVVKQIIV-----------NRRIREVVGNVTIGSNKAV----LDNCNLKFVDDIFKIKPYKLVAERSKDEDTIMQTKPST--ERATALSCIRCKDNKSKPCKYCACHICGGKEDEDKQVLCDECDDSFHIGCLTPPLTEVP-DVDYWYCPTCKVDDNEIVKAGGKLKDSKKKTLA-----STSTRDWGKGMACVGRTKKCNIVPPNHFGPIPGVEVGTTWLFRVQVSESGIHRPPVGGIHGRDNQGAFSIVLSGGYEDDIDNGEEFMYTGSGGRDLSGNKRTALQSCDQELTRNNRALALNCNADINDKEGATAVD-WKKGKPVRVVRNYKLRKHSEYAPEVGNRYDGLYKVTKYYPETGIS-GFVVWRFVLKRDDPIPAPWTAKGKKRIVQLGLEMI------------------------------------------------------------------------------------------------------------------AFLDRIEETFMCICCQDIVFEPITLECAHNICKGCLKRSFRSEVYQCPACRAELGKTYSMKINITLANTLLYFFPGYNAGR
>Smar_628
MWINVRSIDGRLDIKLNDLSRLCSIKELKHKLVKPFQANSDRLQLFYSGKQLVDGHTLHDYSVKLNDVIQVRIKPEMVPEK-----------------ADSTSGYESSASTVELVGDDDTIEIEQNC----ITNIREEECSESCFYKVGDLIDAKEDSSGSWYEAKIVKIIKVTTLDEGFHSTLESDDENLQQHSH--------------------RTANGPIGQTF-----DKHYAYYIIYEGFEDDPPSKI-KFQNVRPRSYKLIKPNDVKVGDVIMVNYNIDDPKERGFWYDVCMTKVEMH----------KRRVKEIVATILIGCSNTP----VENCSILHFDDMFKIETPVELIERTQEMEKRMQSKPPP--KRKSKPSCTHCQDNPQKKCRECACAKCGLKTNPEKQILCDECNVAYHIWCLPIPLTEIP--SEDWYCAGCKVDTDEVVKAGENLKMSRKKAKMPSS-IGTCNRDWGKGMACMPRSYHCTMFPKDHFGAISNVNVGSMWKFRAQVAECGIHRPSVGGIHGRAEDGAYSIVLSGGYEDDLDNGEEFMYTGSGGRDLSGNKRTSGQSFDQKLNRSNLALARNCDAKVNKVDGAVAKN-WRDGKPVRVVRNYKSAKHSKYSPVEGNRYDGLYKVVKYWPETGQS-GHLVWRYLLRRDDEDPAPWTEEGKLLAESRGLKMLFPPGYTEEVKSKVTK-------------------------------------ASKRKLDTSDVEANKKSKISKVLVVPSDLLKQIKSDKLNKKLWDDCLT-VVDLGL------AEFRQKVEDIFICICCQDVVCKPVTTVCAHNFCKDCLRRSFKAEVYTCPACREDITNKSTLPLNISLRKILQTLFPEYENGR
>Tcas_TC001240
MHVRIRELSSKDNDLILVVSKTTSIKKLQAMIQNKLKTEINRQKLYYRGKQLIEGHTIADYDIKLNDVIQLLVKVDTEQEK------TEKETTKET-------------KKTESDIKAKS-----------------------RYYEIGDKIDVIDSDHGAWFEAKILGIFKPKETENAD----------------------------------------------------EKDLTFRIKMDRNGNTAAFDV-TFSEIRPRAYYTYHKSELTPGVIVLANYNIEEPTSRGYWYDFEIK---------------EITKKGIKGALLVGTELAR----LENCTTQFVDELLRIENPKLLNERLETKPKEIP-------LRKLPLYCTKCRDNPAKNCKDCGCHICSKKENAGTLIMCDECDSAFHLTCLKPPLPAVP--PDEWYCPECKNDDSEIVKAGEKLKTSLKKMKKPG--YKRSNQLWGKGMACVGRTSECTIVPKDHYGPIPGVEVGTCWKFRVQVSEAGIHRPHVAGIHGRETDGAYSLVLSGGYEDDVDNGEEFYYTGSGGRDLSGNKRVSGQSCDQKLTRMNKALALNCNVKFNDKTGGEATD-WREGKPVRVVRNYKLGKHSKYAPVDGNRYDGIYKVVRYFPQKGKS-GFVVWRYLLRRDDTVPAPWAPGGREFE------MIYPPGYQEAVIQGKDN--------------------------KKKRKREH--------DDSPNNLKEKKAKIEPYKL-TPDVEKMIRDDHQNEKLWAECLE-LSREGK------LKFLSTVKESFICVCCQEIVFEPITLACKHNVCKGCLKRSFAAEIYVCPCCRFELGETYVMTVNDNLGEVLRSLFPGYKSGR
>Mlei_43438
MWINVRTFCGTKSERFDGLSKLTTIDILRQKIQEKFDVPSSEQKLFYRGKLLVDQHTLFDYNVQINDTIQLMIVKKPVESE----------------------------SEVETDTKSTEPVCEDCT----------------GLYGIGEEVDVLDPGTCAWFEGVVRRCYKETRHT-------------------------------------------------------DTQLYYTVQLDGYEECDNMDV-KPEEIRPRSFYVYPLSELKPELNCMVNYNLDSPSERGFWYDAQISSVVK-----------KKGKYSVSAKIMLGAV-------PAEVVLPFPDDVFRVESREN--------SVVIDTVSNNIAKRKSAPQCAHCQDNKRKKCKYCACSVCGNKDNPGQILLCDECDCAFHLYCLDPPLESVP-SEEDWYCSNCKNDATEIVQAGEGLK-TKKKSRAP---ASNSNRDWGKGMACQGRSKICTIVPQDHVGPVPGIPVGSMWKYRLQVSEVGVHRPHVAGIHGRENDGAYSIVLSGGYEDDKDFGEEFKYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARCCAAPLDIKKGAEADD-WKKGRQIRVVRNCKLAKHSKYAPKEGNRYDGIYKLVKYWPEKGQS-GFLVWRYLLRRDDPAPAPWTKEGQEMTEKLGLKLIFPEGYLDDKENKPDN------------------------KKKRKRNSGV----------LEESSPNKKSNNDL----SAELKKLIKSDTANRKQWDDLLS-DPSN----------WHDKVTEQFSCIICTDLVHEPVTTPCSHNMCHKCISRSFKAEVFTCPNCRYDLGKTYSIKVNKNLQSVLLDIFPGYDSGR
>Dpul_307368
MYIKVKTMDGKESVML-TVSKMSLIEEIRRLVKDKLNVEPACQRLFFRGKQMEDGYRLIDYGININDVVQLMIRAAPVPNP---------KVIKEATEDQSVTDEANDKEKKDTNKTGDESLTDVVC----------------EYYEVQDLIDAKDPFTSSWVEAKIVRITKNKD---------------------------------------------------------DNQLEYHVLFQGHEREIPLPR-TFKQIRPRAEELCSNQDLKVGKMLLVNYNMEENKERGLWYDGKLTKVDLQ----------SRTKRKITVTLIMGEENETE---VNDCSIFFVKEIMKIEEVKKRDEQTAEETRLLKKGPSN--KRESAPYCHHCNDNPRRKCKFCGCHECGSKENPDKQIMCDECDLPYHLYCLKPPLSCMPDESEEWYCPKCKTDSSQIVKAGEKLKESKKKAKAPSNLNKNTTRDWGRGMACAGRAKECTIVPSNHFGPIPGVDVGTTWRFRFQASEAGVHRPPVGGIHGREKEGAYSIVLSGGYEDDLDNGDSFYYTGSGGRDLTGNKRTAEQSCNQTLTRMNLALAINCNAEVNETDGAEAKD-WRKGKPVRVLRKGHAKHASSYGPEIGVRYDGIYKIVKYWPEKGKS-GFIVWRYFLQRDDSTSPVWTEEGKKRIQQLGLDVIYPEGHLEALEAKEQE----------------------KEKNGGKRKSVV------ELLQNKENSTAKKAKKSGYQL-EPEIAELIEKDVLNRKLWDECKE-SLDDTK------QKFVSKVEERFLCICCQEIVFKPITTVCTHNICLPCLQGSFKAKVFTCPSCRHELGKNMAMEPNEDLCRALNAIFPGYESGR
>Hmag_002163856
MWIQVRTMDGKKSFQLDGLSKLTKIEDLRLKMKDQLEVPPSKQRLFFAGKQLEDGHTLFDYNIGLNSLIQVMIRIDTPDET------PSGFTKLEENLCLNNDSVKLEEKKSTFNTSN-------------------------LRWKVSELIDGKDVTMGAWFEGKIEKISFDE----------------------------------------------------------NNEVLYHVTFDGYDENELVPL-SEINIRPRARTKVPFEELQPGMIVMANYNFDSPKERGFWYDVTVTKK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hazt_007959
-----------------------------------------------------------------MNILTFNLKSVATSPP---------------------------------------------------------------------------------------------------------------------------------------------------------STIFS------------------------------------------------------------------------------------------------------------------------------------------PR---------------------------------------------------------------FCPSCKNDETEIVRAGEKLKQSNKRAKMPSQ-NSNSSRDWGKGFACVGRSKECTIVPSDHFGHIPGVEVGSQWLYRIQASEAGVHRPPVSGIHGRADAGAYSVVLAGGYEDDEDNGEEFTYTGAGGRDLSGNKRTAQQSCDQTLNKTNRALALNCNCKISEKGGDAGDD-WRKGKPLRVLRSYKGSKHSQYAPTEGIRYDGLYKVCRYWQEAGKS-GFKVWRYLIRRDDPTPAPWTPEGKDRIAKLGLVMQYPADHPGLSSASKRK------------------------------------LNESQEDGDVGDASRKKARLVSYDI-ADDVKAAIAADTSNQKLWAACQE-AAKQGH------QNFVDEVQSQFSCICCQELLLLPVTTDCLHNVCKACLLRSFKAEVFVCPACRKDLGQSYKAVVNKDLSAALCLIFPGYRGTS
>Adig_10219
MWIQVRTMDGKKSLQVDGLSKLTKIEELRNKLENAFDVSPNMQRLFFRGKQLEDGHTLFDYNVGLNEIVQLMIRTVPPSDD------NNNKEKQTKKDCKRADQEEASSPSAQVNGHCTNGLEQAS-ENDQNTPCTSEEKTVKSLYRKGEMIDAKEPTLGAWFEARVVNTSVAD------------------------------------------END-------------PSSILYHVVFDGYEEDDINKL-PESSIRPIARTALTWDQISVGQVVMANYNPDDPDERGYWYDVKITKKYDGL---------TRNTRELYARLLLGTNTDDTV--AQECRLKFIDEIFVIESPPDPNSAEAL-SYPNEKNSPA--KRQVKADCNVCKDNPNKLCKHCACHKCGGKENPGDQLLCDECDMAYHIYCLVPPLKAIP-DDDEWYCPQCKNDTSEVIHAGEKLRESKKKQKMASS-NSTANRDWGK--------------------------------------------------------------------------------------------------------------------------STCKELW---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CSFEX---------------------------
>Ptep_839
MWIKVCSMDGKVSHRVHGLSKLTKIEELRPLL-------------------LEDGHSLFDYDVGINDTIQIFVRQLLVDSQ------EKSAIIEDTNKENHDAEKAQYQ-------------------------NSLEEQVLSKYYEVGDLVDAKDIKQGSWFEAKIVQIKPQKQVSQCVP-----------------------------------ECQSTLCQHKI-----DDGLAYTVVFDDYEDSEGPQDLKLGFLRPRARHLIDYDNIKVGDLVMINYNIDSPTERGYWFDCKVTALKQ-----------TKHKKEIIGTLLIGAQETE----LENCKILFTDEVYAVENNT-----LLSEQSGKQNEEPV----VKEPKCSRCKDNPARKCRECSCRLCGGKDSPEKQLVCDECGFCFHLWCMDPPLTEIP-EEEDWYCPDCKNDETEVVRAGEKLKASKKKSKMPSA-NSSTSRDWGKGMACVGRTKECTIVPPNHFGPIPGVEVGSMWKFRVQVSESGVHRPPVAGIHGRDKEGAYSI----------DEGEEFKYTGSGGRDLSGNKRCAEQSCDQTLTRMNKALALNCNAKLN-KDGAEAED-WKGGKPVRVVRNCKGSKHSKYAPTEGNRYDGIYKIVKYWQEKGKS-GYLVWRYLLRRDDPIPAPWTKAGKKRSLELGLEMQ------------------------------------------------------------------------------------------------------------------EFLKKVESCFSCICCQEVVYNPITTVCSHNICKSCMGRSFKAEVYSCPMCRHDLEKNILKDKNETLQKILSSLFPGYEAGR
>Lpol_13789872
MWIQVRSMDGRKSARVDELSKLTKIEDLRKKIEDKFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNDIIQILVRPILNEQP--ISSLPKTLKEEVEGISSSDESTGSNKENKLDTEHQES--------SVATRSANRLEPSLSKHFQVGCLVDAKDINLGAWFEAKILNICKADNVCEVETDNNDEKVSNSNKKLVERTDN---------------ETECVNNLSVKSGLNASDGLVYEVMFEDYEEEEPFKL-KLSEIRPRARTIMKFDNIKVGETYMVNYNIEDPDERGYWYDCLISKKKN-----------TRTVKEIYGTIYMGS----DLAPLDNCKILFTDEVFKIEETKEIELNSERSDTSASLESPA--KRQVKPDCSHCKDIASRKCRFCNCHICGGKDEPGKQIMCDECDMSYHIWCLTPPLPDIP-DIEEWYCPECKNDETEVVRAGEKLKKSKKKAKMASA-SSASNRDWGKGMACVGRTKECTLVPPNHFGSIPGIEVGMMWKFRVQGSEAGVHRPHVAGIHGRENEGSYSIVLAGGYEDDADNGEEFFYTGSGGRDLSGNKRTAEQSCDQTLTRMNKALALNCAAPLNAKTGAEAKN-WKEGKPVRVVRSSKGKKHSEYCPEDGIRYDGLYK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lpol_013786184
MWIQVRSMDGHISVRVDELSKLTKIEDLRKRIEGKFSAPPERQRLFYRGKQLEDGHTLFDYDVGLNDIIQIFVRPVHSDQP--IKKSLKSHKEEVEETSSSDESTGSNKENKLETEYQESGKVE---DGTSAKENNRLEPSLSKYYQVGSLVDAKDVNLGAWFEGKIVNIYRNKS-------ETSNKGHNPIVNLTEKTDS---------------EIDSVSNTCTLDCLNPFDDLVYEVKIENYEEDEPLKL-RLEQIRPRARTVVRFDEIEEGEVYMVNYSIEEPEERGYWYDCLITKMKN-----------ARTIKQLYGTIYSGSKGPPDSAPLDNCKIVFMDEVYKIEEKKEIDFNNEEDQKVTSLESPA--KRQVKPDCSQCKDVASRKCRFCSCHICGGKDEPAKQVMCDECDMSYHIWCLTPSLDDVP-DVEEWYCPECKNDETEVVRAGEKLKESKKKAKMASA-NSASSRDWGKGMACVGRTRECTLVPPNHFGSVPGIEVGKMWKFRVQTLKLG------------------RLIRILKDHESVVNLEKF-----------------------------RALALNCAAVLNAKTGAEARN-WKEGKPVRVLRSYKGKKYSEYCPEDGIRYDGLYKVVKYWSEKGKS-GFLVWRYLLRRDDPAPAPWTKAGKKRIKELGLIMEYPEGYLEALAAKVKP----------------------EPEDGKKGKGKR-----SRGDSGCDSSTLKKKKSAVYQI-PGDINKLIKKDKLNQKLWNECTA-VVKEGQ------QVFFKRVEELFLCICCQEVVFNPVTTECSHNICKSCLQRSFRAEVYSCPACRSSLGKRYSLEINKSLGEVLQLIFPGYEAGR
>Aque_15724427
---------------------------------------------------------------------------------------------------------------------------------------------------------------MQW-----------------------------------------------------------------------------------------------------------DQLSVGQIVMVNYNPDHPTQRGYWYDAEITRK-------------VCDTKKLYVKLCLGVESDV----QQECRIKFIDEIFSIERKE---------SPNELTGEGE--ARMKKPDCDYCKDNPSRKCHHCACSVCGGKNDPEKQLLCDECDNAFHLSCLDPPLDEIP-ESDEWYCSECKTDTSE-------------------------------GMACVGRTKVCTIVPSNHFGPIPGIPVGTLWKFRVQVSESGVHRPHIAGIHGRESEGSYSIVLSGGYDDDKDDGDEFVYSGSGGRDLSGNKRTAKQSMDQKLTAMNRALAKNCNAPINDKTGAEAKD-WKKGKPVRVVRNHKGRKTSQYCPKEGNRYDGIYKIVKYWPQRNDE-NFLVWKYLLRRDDPSPAPWTSEGKKNAKKLGLTLQYPEGYLESRASGSGSQEQ------------SSED---ERSTPSKRGRK------RKSDGKGSSSPAEKLKQPRYDL-NQTQKKLIKRDTANSKLWKEIVD-STGSAG--------LLEKIQDSFTCIVCQELVYKPVTTPCGHNICKTCLQRSFKAQVFTCPSCRHQLGGQYELETNDDLQSVLLEIFPGYDGGR
>Scil_13655
MWIQVRLMDGSKSARFDGLSKLTKIEQLREKIAEEFEVETERQRLFYRGKQLEDGHTLFDYSVGLNEIIQLMIRKVLPVAT------LASPSNGDSSTSDEVKDEPMDAAGEEAKEEEIEG----------------------AMFKVGDQVDARDLRCGAWFEAKIQRVTRGNGQSTASQGETSSDSSSTTESAATANGGD------------------------------SADIFYHVHFDGYDDHEVAAL-SLDNVRPKAARSVDIANLKVGERYMVNYNSDTPKDRGEWYDAEVISK-------------DAAAKRVVVRLLLGNGVE-----GEEVQLVHLD-IFQIEKNG---------ESAN--GDGD--KRNNAPDCRWCKDVPTRKCKHCACAECGGKDAPDKQILCDECDSAFHLWCLNPPLEELP-EEEEWYCPDCKNDENEVIKAGEKMRVSKKKSKMASN-QGSCTRDWGKGMACVGRTKVCTIVPPNHFGSIPGVPVGSLWRFRVQVSEAGVHRPHVSGIAGRSEEGAFSLVLAGGYEDDKDDGVEFFYTGSGGRDLSGNKREAKQSSDQQLTLMNKALAKNCDATVNDKSGGSAKD-WKKGRPVRVVRSAKGKKHSKYAPDEGCRYDGLYKIVKYWPEKGAA-GFKVWRYLLRRDDPSPAPWTTEGKKNIKKLGLTLQYPEGYLESQAQKEQEKEAKKKRKRSEAAAGDDEE---KSATPAKKKKKVSAAAATKTTTPSKTSPS-KTSGPVYHL-EKEERDLIKKDATNKKLWDGLLK-GK-EED--------LLKRVEEAFMCICCQDLVYMPVTTVCKHSVCKSCLQRSFKAEVYCCPACRGDLDRKMSLAVNGELSTVLTSLFPGYGAGR
>Cint_1071846
MWIRVRTMDGKRSEQVDGLSKLTKIEDLRELIMEKFSVEPSLQRLFFRGKQLEDGYSLFDYDVGLNALVQLLERKVIKEVE------TQQENETPASPSDTDSGIETAENVQEVVEDTPSTSCE-------------------GLYKINALIDAQDTDVGAWFEAKVVNVTKGK----------------------------------------------------------TDGLDYHIKFDDYGDDGVKVV-GEKLIRPRARKLLEWNEIEVTSKVMANYNMDHPKERGFWYDCVVLDKKN-----------KRKKNELTVQLLLGENRT-----LEPCNITFVEEVFVIETVG-----SESGPLSADTAVTR--KTEKEADCGHCRDNPDKDCKECGCHVCGEKRAFDKTLLCDECNLPFHTFCLNPPLDNLP-EEDDWYCPLCCQDRSKVVKAGEKLKENKKKNKMKSM-TSDTQRDWGKGMACVGRSKICTIVPSNHFGAIPGVPVGSLWKFRVQVSESGIHRPHVSGIHGKENEGAYSIVLAGGYEDDEDNGDEFTYTGSGGRDLSGNKRTAEQSCDQVLTKNNMAIARTCDVKADAKNGAEAKD-WKKSRPIRVVRNYKGAKHSDYAPEEGNRYDGLYKVVKYWPEKGKS-GFIVWRYLFRRDDKEPAPWTKAGKKRSKELGITIKYPEGYLEAQAQKLAN----------------------EEAAGPKKKGKR--SLSNDDASTPKSTPKKIK-INEFEV-SQELMKMIKTDKLNSKLWSEGLK-SRKEGQ------TKFYQIIQDLFMCVCCQDVVHQPITTPCKHNLCKTCLQRSFKADIYSCPVCREDLEKE-NIEINIPLQKVLLKLFPGYTSGR
>Ctel_ELU05907
MWIQVRSMDGKRQTRLDGLSKLTKIEDLREKLVEHFEAEPARQMLFYRGKLMVDGHSLFDYNVGLNEIIQIMVRPAPPKAS------TSQPATTNG--ATEAATTTSDEEDSLSDKENKEPVIPVE-KSKKKENGEDDEEVG-SLYKKGDIIDGRDPSLGAWFEAKIKGIAKKEKEMETDE-----------------------------------NENKKDAD--------DDGFLYSIVFGGYEEDKPLIV-SSVHLRPRAHRKLGLDKIKIGDKLMVNYNIDDPDTRGYWYDGTVTAKEN-----------KRCSKSVTATIYIGKDLIP----VKDCKLKFHNELFAIETAGS-QVNEND-PQAKEMDAA---KRENKPECDHCKDNPRRKCVHCSCCKCGKKEDPELQLMCDDCDSAYHTYCLNPPLDALP-EEDEWYCPDCKVDSSEVVRAGEKLKASSKKAKMASA-TSKSSRDWGKGMACAGRTKQCQIVPPNHFGPLPGIHVGSMWKFRVQVSEVGIHRPHVAGIHGREEEGAYSIVLSGGYEDDVDDGEQFTYTGSGGRDLSGNKRTAEQSCDQVLTRMNKALAKNCSAPIDSKKGGDSGKDWRKGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKVVKYWPEKGQS-GFIVWRYLLKRDDTNPAPWTKEGKKLAEELGLKLQFPDGYLEGLKAKEAL-------SSQDSSENETSS---KGKGKGRKRKRI----VSEDEEEEGASPAKKIIKAGYEI-PKKVEKQILDDKANGKIWKEVLE-FTKDGS------QTFLAKVEENFACICCQDLAFMPVTTECGHNFCKTCLQRSFKAEVYSCPACREDLGKDYKMAANKTLRDILNTLVPGYENGR
>Hrob_12700
MWIQVRSMDGRKLVRIDGLSKLTKIEQLREKLVKHFDAPVDRQKLFCRGKMMVDGHTLFDYNIALNEVVLILVRPI-----------IIEDKDSKSNSDEVNDNVIEYNNNENNNVENGKIITSEDNS---KEQLTVENNINKNIYKVGDVLDVRDGTLGAWFEGGIVKVVSRACK----NNNKNNINVVNNNIKNIDL-----------------NTEESKIN--------------------DDDSRDLTMVASRDLRPRSYRKISLTNLKINEKVMVNYNYDEPASRGYWYDAVITKIKD-----------TKSSKDVYATVYIGKDLVP----MENCKLPFVNEIFMIESPG-----SQRNSMIDGEQAANIPNRQVKPECDHCKDDPARKCKHCSCCICGGKEEPEKQLMCDECDSAYHLFCLKPPLMAIP-DDDEWYCPGCKLDTSQVVRAGEKLKESSKKTKMASS-QSTSNRDWGKGMACQGRSKMCTIVPSNHFGPVPGVEVGSLWKFRVQVSESGIHRPHVAGIHGREGEGAYSIVLAGGYEDDLDEGNEFTYTGSGGRDLSGNKRTAGQSCDQVLTRMNKALARNCNAPINNKDGAEAKN-WKSGKPVRVVRSCKGRKHSQYAPEDGNRYDGVYKVVKYWPEKGKS-GFLVWKYLLRRDDPDPAPWTQKGADRSKVLGLVMQYPDGWEEAKKDSNRS--------KGEDDDND---DDDDDDKKNDNGK--DEKKIIKKRNNKHDDSENAQ---SYSP-NDELTEAINDDVSNDKLWKDVML-AAKNGK------KSFLEKVESTFTCICCQDLLHQPITTACQHNFCKDCLTRSFEAGVKTCAICRADLA-AIKFSTNANLTRALHLLFPGYGSAR
>Hrob_16328
MWIQVRSMDGKKLVRIDGLSKLTKIENLREKLVKHFDAPVERQKLFCRGKMMVDGHTLFDYNIALNEVILILVRP------------ILEEDEKDPTSESTTDGA--NNNNENNNLNNNKINTDNDNTQLNKEQLTVENKKN-NLYKVGDVLDIRDVTLGAWFEGDLVKVVPRTRRINNNNSNNNDISNSNDSSKDIGL-----------------DDKESKVSGMKDDDDDDDGYEYHVRYIGDDDSSDLTIVTSKDLRPRSYRKISLIDLKVSEKVMVNYNYDEPADRGYWYDAVITEIKN-----------TKSSKDVYATIYIGKDLVP----MENCRLPFMNEIFVIESPG-----SQRNSMIDGEVAGNIPNRPVKPECDHCRDDPARKCKHCSCCVCGSKKEPEKQLMCDECNSAYHIYCLKPPLLSVP-DDDEWYCPGCKLDTSQVVRAGEKLKESSKKTKMASS-QSSSNRDWGKGMACQGRSKMCTIVPSNHFGPVPGVEVGSLWKFRVQVSESGVHRPHVAGIHGRENEGAYSIVLAGGYEDDLDDGYEFTYTGSGGRDLSGNKRTAGQSCDQVLTRMNKALAKNCDAPINSKEGAEANN-WKAGKPVRVVRNSKGRKHSQYAPEDGNRYDGIYKVVKYWPEKGKS-GFLVWKYLLRRDDPEPAPWTQEGADRSKMLGLVMQYPDGWEEPKKDSSQS--------KGKDDDDDDDDDDDDDDDGGDDGNSLKRKKTKLDLDCARDDKENVQAVVSYSP-DDELLKAIDDDVINDKLWKDALS-AARNGK------KSFLEKVESTFTCICCQDIVYRPITTTCQHNFCKDCLTRSFEAGVKTCAICRADLA-AMKFFTNPNLTRALDLLFPGYGSAR
>Skow_2740994
MWIQVRSMDGKKSIQVDGLSKLTKVEELRTKLENPFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNEIVQIMVRQCLPLQA---------------SLPVNSANCNGYISDSSDVAMETGEAIGSDTGPSSSHDENEENETG-SIYRVGDIVDCLDIGSGAWFEAELKIITPKNSNAAKNEACEPNQETKDQTNISKDIVATNTNS----KSLSYDEENEEPNADKKPEVETDDGFIYSVTWEGYEGTNDV---CSRHIRPRARTIIEWDDLKEGMTVMANYNPDVPQERGYWYDVIITNKRD-----------TRNNKDIFGTVCLGQKGNM----LHDCRILFIDEIYKIEKAGE-ASSNPKDFMLNEEGSPV--KRQTQPECNRCKDNPRRKCKYCACHVCGGKNDPNKQLMCDECDMAYHLACLDPPLDSLP-DVEEWYCPICKNDDTEVVKAGEKLKSSKKKSKMASA-TSTTNRDWGKGMACVGRTKVCTIVPSNHFGEIPGIHVGQLWKFRVQVSEAGVHRPHVAGIHGREHHGAYSIVLSGGYEDDQDDGDCFTYTGSGGRDLSGNKRTAEQSCDQRLTKMNMALALNCNAPAKEQ-GNEAKD-WKSGKPVRVIRNCKGRKHSKYSPEEGNRYDGIYKVVKYWPETGKS-GFLVWRYLLRRDDANPAPWTAAGKKKIKELGLKLVYPEGYLEAQKNKEEQ--------------------ENKGSSPNKKATK---GKKRKLEESPIKTPSKKASTDSI---SGATKKLIVVDKVNKKLWDEAVA-QVKGGK-------KFVEAVEEIFQCVCCQEVALDPVTTPCQHNICKSCLQRSFQAKVYNCPACRNDLEKGCTISINKELQTALRKIFPGYENGR
>Aipt_24276
MWISVRTFDGKVEKLIDSLSKLTKIEDLKERVREVFEVDEKSNRLFFRGKQLENEHTLFDYSINVNEKVQLMIQPVKPSTP------KKETISNDTPKSDEADSERAATGEEMNSTDAPENSTNSSG-----ESSTSKSHIK-ALYRVGAKVDAKDLNMGAWFEAEVVDVSLQD------------------------------------------ETD-------------STSVLYHVKFDEYEENEISQL-TSKDVRPRARTRIQWDQLEVGQVVMANYCPDDPKDRGFWYDMEITRKHSKQITAGGAESRSGSGRSLYGKLLLGSTEGCDQPVAQECKLMFIDEIFKIEPPPD-FDKDGQPVTSNGVDDPV--KRQNKPDCRFCKDDKTKKCKHCACHECGGKENPDKQLLCDECDLAYHIYCLDPPLEKIP-EDDDWYCPLCKNDTSEIIQAGEKLRGSKKKAKMVSA-NSSSNRDWGKGMACVGRTKICTIVPPNHFGPIPGVPVGSLWKFRVQVSESGIHRPHVSGIHGRDSEGSYSIVLAGGYEDDVDNGEDFIFTGSGGRDLSGNKRTAEQSCDQQLTKMNRALARNCAAPLDDKNGGEAKD-WKEGRPVRVVRSCKLAKHSKYAPEEGNRYDGIYKVVKYWPEKGKS-GFKVWRYLFRRDDETPAPWTKEGKKLIESLGIKMVYPEGFLEAQAKKEEE-------------------KADKLKGKGKRKREK------DTSRGSPLSKSPSKKIKVHAI-TAETKTLINTDAENTKIWKDLVD-DNTLNY------QKFHQKVEETFSCICCQELVFEPITTTCLHNVCKGCLQRSXKAEIFXXPACRQDLGKNYKLDVNKALSNILNKLFPGYSKGR
>Nvec_226911
MWIQVRTFDGKQEQQINNLSKQTKIEDLKERIAEAFLVDTTQERLFFRGKQLEDGHTLFDYNVGLNEIVQLMI---KAPPP------TNDNNNNDDRKSNNEESEALVNG-SVENGHSSMDEDSVEN-----NSSKDKSVIK-SIYKKGEFIDAKDPSMGAWFEAEIVDISLKD------------------------------------------ESD-------------PESVLYHVKYDGYEEDEINKL-PGRDIRPRARKRLQWDQLSVGQVVMANYCPDEPKERGFWYDVQITKKHSKQITQGGAESRSGSGRELHAKLILSNEEDSHAPVAQECRLIFLDEIFKIEAPPA-YDENGERIQSSNDGPSV--KRQNKPDCRFCKDDKMKKCKQCACHQCGGKEDPDKQLLCDECDMAYHIYCLDPPLESIP-DDEDWYCPLCKTDASEVVQAGEKLKASKKKSKMASA-NSTSNRDWGKGMACVGRSKVCSIVPPNHFGPIPGVPVGSAWKFRVQASESGIHRPHVSGIHGRDSEGAYSIVLAGGYEDDLDSGEEFIYTGSGGRDLSGNKRTAEQSCDQKLTKMNRALARNCAAPLNDKEGAEAED-WKKGKPVRVIRSSKLRKHSEYAPEDGNRYDGIYKVVKYWPAKGKS-GFIVWRYLFKRDDESPAPWTKEGKKNIESLGLTMVYPEGFLEAQAKKQEE-------------------SAENGKNKGKGKRKR------DEEVPSP-SKSPVKKKKASQILSDEQKGLIAEDKENVKLWEELLT-DTTLDY------TAFHQKVEELFACVCCQDLVLYPVTTKCLHNICKGCLQRSFKAEVFTCPYCRTDLGKTYKLSVNSALDAILNDLFPGYSKGR
>Bflo_2600554
MWIQVRTMDGKRQVQIDGLSKLTKIEELRGRVEELFDSPPDRQRLFYRGKQLEDGHTLFDYSVGLNEIIQLLVRPAATNQS------GGSSVATET-ASDKEEPMEELEPSTPSDTPMTNGDVDSDTGLSDPSTSGQVEQIK-GLYAVGDLVDARDLRIGAWFEATILKITQAS------------------------------------------ETDDVSSDNK-DNSQGTEGLVYHVKFEDY-EDEIAQL-RSVDIRPRARTVVPFDDVQEGMLVMANYNPDEPKERGYWYDIEVTAKKS-----------KRTNKELFGRILLG--GDS----IEDCRVIFTEEIFKIEKAGE-CPNVNINQVNGDDMDDL--RRKKTPECMQCLDDPNKKCKHCNCHVCGGKEDPDKQLLCDECDSAFHMYCLTPPMEVLP-DDDEWYCPLCRNDTSEIVRVGEKLKESKKKSKMASA-KGTSTRDWGKGMACVGRTKVCNLVPPNHFGPIPGVPVGTMWKFRVQASEAGVHRPHVSGIHGRETEGAYSIVLSGGYEDDKDDGEEFLYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARNCAAALDTKKGADSKERWQEGKPVRVLRNCKGRKHSTYAPEEGNRYDGIYKIVKYWPAKGKS-GFLVWRYKLRRDDPEAAPWTKEGQKTVKKLGLTMQYPDGYLEAQAAKEKE-------------------TPAKGKGKRKRGSDG----------RNEGTPQKKKGGALREV-SAEVQKMLKEDEKNKKLWDEALK-AAKGGD-------SFLPKVEETFLCICCQELVFQPVSTECGHNVCKACLQRSFRAEVYCCPACRHDLGKGYSMATNKPLQAILNLLFPGYSAGR
>Bgla_009472
---------------------------------------------------MEDGHTLFDYDVGLNDLIQILVRKNLDLSL------NDDKTVEEQKTN--------NEIVTDDSSHSDKENSE-----------------------VGDIIDAINVTMGAWFEAKIVKVEHGMDSEIQERLAECR----------KELSR----------------TDE-------SSAEKSDGFTYHIFFEKYPDDIEKVL--SSEIRPRARTLIRFQDVQVGQLIMANYNLEEPETRGYWYDCIVTGKKD-----------TRTMKELYAT---------------NCNCL---------------------------------SGENKPECDKCNDNASKKCKHCGCVHCGDKKDPDKTILCDECNQAFHLYCLKPPLESVP-DEEEWYCPECKNDDTAIVKTGEKLKVNKKKAKMASA-SSTSNRDWGKGMACVGRSKMCTIVSSNHYGPIPGVEVGTLWKFRVQVSEAGVHRPHVAGIHGREEDGAYSIVLSGGYEDDADDGEEFYYTGSGGRDLSGNKRTAEQSCDQLLTRMNKALAKNCNAPLDNKKGAEAKD-WKGGKPVRVVRNCKGRKHSEYAPEEGNRYDGIYK-----------------------------------------------YPEGYLESLKEKNED-------------------PKKK----SKKRKLE--DDTEDKESSPEPDTKKQK-VVKYNI-ETSIKKKIADDVINKKLWVEALT-FVKSGS------KVFHDKVEELFRCICCQDIVCKPITLHCSHNICKSCLQRSFKAEVFSCPACRAELDKSMSLSANKTLTEILNSLFPGYEVGR
>Acal_5101094
MWIQVRLISGAKTVRIDNLSKLTKVEDLRTRLVEPFETETCRQRLFFRGKQMEDGHSLFDYDVGLNDLIQLLVRK--DVSA------DSQKSDSETKDSVEDASASCEKPASDDGSISDKENKEPDEELQASTSQVVLGDCR-NIYKVDDIIDARDVTMGAWFEAKIVKVEEGYHEKIRERLENSSFNPLKSHIAAEKTSKDNCAQ----------STDEPMEFGGSSSNSSPDGFSYHICFEKYPEDVLMVL--STEIRPRARTLLPFSDVQIGQHIMANYNYEEPDTRGFWYDCCVTDKKD-----------TRTVKELVATVYIGADLTP----LHDCRLLFIKELFGIEVPGT-QLTEED-IAADPKNDVE--KRENKPECDKCNDNPRRKCKHCGCLMCGDKKDPEKTILCDECNQAYHLYCLNPPLETVP-EEDEWYCPQCKNDETSIVRIGEKLKASKKKSKMASA-NSTSNRDWGKGMACVGRSKMCTIVSSNHYGAIPGVEVGTMWKFRVQVSEAGVHRPHVAGIHGREEDGAFSIVLSGGYEDDADDGEEFFYTGSGGRDLSGNKRTAEQSCDQTLTRMNKALAKNCNAPVDGKKGGEAKD-WRGGKPVRVVRNCKGRKHSKFAPEEGNRYDGIYKVIKYWPEKGKS-GFLVWRYLLRRDDPSPAPWTKAGQKKIEELGLEMQYPEGYLESQKEKEKE-------------------KEKEEDTPGKKKGRK--RKSEVAAPTPDSDVKKQK-TTKYSI-SDEVKKLIEDDKVNKKLWDEALQ-CMSGGS------KVFHDKVEEVFLCICCQDIVCKPLTLNCSHNICKGCLQRSFKAEVYSCPACRAELDKGMSMTINKTLGDVLNKLFPGYESGR
>Pdum_uhrf
MWIQVRSMDGKKSVRIDNLSKLTKIEDLREILVEHFEAEPKCQRLFYRGKQLVDDHTLFDYNVGLNEIVQILIQKPPPKVE------TTKTEEKDE------------KENVDSDKENEEP------KNAPQPSSTSEDCKD-STYKVGDIIDLRDDTMGAWFEASIIKVSKSTTTGSASKEKTESSSVLRESTPDVNQNQVEKEK----------ESNDVEMKDESENENSDDGCTYHMVWEGEDESEESLTVKSNCIRPRARQKIKFDKIKEGDEVMVNFNYDEPDQRGYWYDAVVTGKKS-----------TRTIKELICTVFIGQDLVP----MENCKIQFSDEIFALEKPGD-QFNMHD-PENSD-KSPV--KRTNKPECDHCLDNPRRKCKFCACYNCAKKENPDKTLLCDECDMPYHIYCLKPPMESVP-DIDEWYCPECKNDDTEVVKAGEKLKESKKKAKMASA-TNKTNRDWGKGMACVGRTKTCSIVPSNHFGPIPGVEVGTMWKFRVQASEAGVHRPHVAGIAGRSEEGAYSIVLSGGYEDDVDEGDHFMYTGSGGRDLSGNKRTADQSCDQTLTRYNMALARNCHAKLNPKDGATAED-WKKGKPVRVVRNCKGRKHSEYAPEEGNRYDGIYKLLKYYPEKGKS-GFIVWRYEFQRDDPTPAPWTKAGKKRMEELGLEMQYPEGYLEAQAEKEKE----------KEKGTPGKGTPKGEKGKRKRKVIEEDKEKEEDVENNNNNKSAKKPKVSYKV-PTESADLIKKDDKNRKLWDEAME-ATCEGA------QKFLAKVEELFACICCQDIVFKPVTTDCAHNICKSCLSRSFKAEVYSCPTCRAELGENYKMPINTTLEKVLLKMFPGYENGR
>Spur_791602
RLLPVQLVDGSETSDSENVDAATKVEASTSQLRGLFKVGDVVDGIWFDADILVDGHTLFDYRINLNDTIQLMMRAAPVDEEDE----EDEAEDEAAEVTEVEGKDGDKESEGKAESGFGSETSDSENKDSTKTVEASTSQLR-GLFKVGDVVDGIDMSMGAWFEADIVKITEKEEEEEEENEETNNNNESETKAKDEKALDQVQDKPEKMEKNVLNECNDPASQRTCGSDESHDGLIYHVKYEGYDEEGIAKI-SSRSIRPRARTMIDYEDVNVGDIVMVNYNCDEPKQRGYWYDMVVKNKKE-----------TRSYKELAGDILLGPSGDV----LKDCKVRLTEEIFKTEKVGE-STCDAA-TLEAE-GTPV--KRTTTPNCAHCKDNPRRKCKHCACHMCGNKEDDDKTLLCDECDMPFHIYCLDPPMESIP-DVDEWYCPLCKNDASEVVMAGQKLKASKKKSKMASA-TSTSQRDWGKGMACQGRSKVCTIVPPNHFGAVPGIHVGQLWRFRVQVSEAGVHRPHVAGIHGREIEGAYSIVLAGGYEDDLDNGDEFYYTGSGGRDLSGNKRTAEQSHDQKLAKMNMALARNCNAPTDKVKGNEAKD-WKAGKPVRVVRNAKGRKHSKYAPEDGNRYDGIYKIVKYWPEKGKS-GFLVWRYLIRRDDPSPAPWSKAGKKKIKELGLEIEYPDGYLEVMAAKEAA---KEKEKEKEKRGLSEDDEEEEEEGKKSKKGK---GKKRQREEPQKPTPKKPK----FEL-SKETRKMIDEDEQNKSQWKSIIE-ECNSGK-------KFITAVEDEFTCICCQEVVYQPISTPCSHNLCKSCIQRSFKAEIFSCPHCRYDLGKGYSLSYNKNLQAILLDVFPGYDAGR
>Lana_3815_
MWIQVRSMDGKTCHRIDGLSKLTKIEDLRSKLVDPFDAPAERQRLFYRGKQLEDGHTLFDYDVHLNDIVQLMVRMAAPPCE------KEVTKDTEE---VNSEDDSNSSNKEN-EPENMQTSEPSTSQHTTSSTDSGFEDMH-STYKVGDIIDARDNTMGAWFEGKIVKITRYVDEDSSDNESVKSVEKNNNMKEENPTISPTNEECDNVTSEKDQDTNDAGNSDPEGSLSIDDDFIYHVQYEGYEEEEDIAKVRSSSIRPRARNTISLKDIQVNDRVMVNFNYDEPKARGYWYDAIITGKRD-----------TRTIKELYATVFLGADLMA----LEDCKILFIDEVFAIEKPGS-QINTSD-PG-SAAATPT--KRQNKPECDHCLDNPRRKCKHCACHGCGGKNDPDKQIMCDECDMAFHLACLDPPLEAVP-DVEEWYCPLCKNDESEVVKAGEKLKQSKKKSKMASA-NSTAQRDWGRGMACVGRSKICNIVPPNHFGPIPGIEVGTTWKFRVQVSEAGVHRPHVAGIHGRDVEGAYSIVLSGGYEDDEDNGDTFYYTGSGGRDLSGNKRTAEQSCDQTLTRTNRALAKNCNAPLNDKQGGEASD-WKAGKPVRVVRNCKGRKHSKYAPEEGNRYDGLYKVVKYWPEKGKS-GFIVWRYLFRRDDPTPAPWTKAGKKRIEELGLTIQYPQGYLESQREKEQQ-------------------EAENKKGKGKRKREE-------SE-SPKSTPEKKQKVAAYKF-DPEVANLVKEDVENKKLWKEAKE-HAKEGV------QKFLAKVEELFLCICCQEIAYKPVTTKCHHNVCKSCLSRSFKAEVYSCPMCRTELGKEYSMAVNKTLSKILNALFPGYENGR
>Cgig_EKC40754
MWIQVRSFDGKKSLRVDNLSKLTKIEELRSRLVDEFEAPVEKQRLFYRGKQLEDGHTLFDYSVGLNDLVQLMVR-AAPLGE------NKVQQNQIEDGYSSSGEESTCSDKENKDKENKLPSTPVKESISRPESSTKDEHPN-STYKLGDIIDARDTSVGAWFEAKIVKISK----------------------------------GEKM------ETDDDGQSD-------HDGYIYSVVFDGYDDSEP-EKLECKDIRPRARKVLSLGDITEGQKVMANYNVDDPDLRGFWYDCIIKGKRN-----------TRTIKELTATVFIGPDLMP----LDDCKLLFVNEIFDIEKPGT-QVNEFD-EAFDASASPV--KRTNKPDCDFCKDNPKKKCKHCACCVCGGKHDPDKQILCDECDQAYHLQCLDPPLDNLP-TDDEWYCPSCKNDENEIVKAGEKLKESKKKSKMASS-TNQTSRDWGRGMACVGRQRVCNVVPPNHFGPIPGVEVGTLWKFRVQVSEAGVHRPHVAGIHGRDGEGAYSIVLSGGYEDDKDNGDEFYYTGSGGRDLSGNKRTAEQSCDQKLTRMNRALAKNCNEPINEK-GAEAKD-WRGGKPLRVVRNCKGRKHSDYAPEEGNRYDGIYKVVKYWPEKGKS-GFLVWRYLMRRDDPTPAPWTKAGGKRIKELGLTMQYPDGYLEAQAKKEEE-------------------EKEKTTKKGKRKRKD-------SDSSPSGTPEKKQKVAAYKV-GAEQKKRITQDSVNKKLWDEALE-HTSEGG------QKFLQKVEELFTCICCQEIVFKPVTTECSHNVCKSCITRSFKADVYCCPLCRTDLGKDYKMPVNSTLQDILKQFFPGYESGR
>Lgig_009052828
MWIQVRSIDGKKTVRVDSLSKLTKVEDLREKLVEPFEADVDCQKLFFRGKILVDGHSLFDYDVGLNDLVQIMVRKPVIMET-------NNNNTDDLESSDKENQKPESPVKMEENDIEEEE----------------VDTEG-SAFKVGDIIDARDISNGAWFEAKITKVSKDKSPAEKDG-----------------------------------EQNEE----------ENDGFVYHVQYEGYEETEQLKM---NNIRPRCKNLIKFNDLKVGQKVVANYNCEDPAERGFWYDCVITDKKE------------NKSKGILATVFAGVDLTP----LEDCKILFPNEIFTIEKAGS-QINEKDIDLNDATSTPT--MRKNKIDCNKCKDNPRVKCKECACSVCGGKQEPEKQILCDECNKAYHLFCMDPPLTKVP-EEDEWYCSDCKNDVTEVVRAGERLKQSKKKSKMASA-TSKSSRDWGKGMACVGRTTMCTIVPPNHFGPIPGIEVGMLWKFRVQVSEAGVHRPHVAGIHGREDEGAYSIVLSGGYEDDHDDGDKFTYTGSGGRDLSGNKRTAEQSCDQLLTRMNKALAKNCNAPINAKDGAEAKD-WKGGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKMVKYWPEKGKS-GFIVWRYLLKRDDENPAPWTKEGKKKIKSLGLEIKYPEGYLETLKEKERE-------------------KEEKSEKGKKRKRS---DVEDSPEKSPKKTKKVQ--AEAYKL-PKDVKKFVDEDEQNKKLWEETFP-SMGDGK------PKFLQKVEDVFTCICCQEIVFKPVTLDCSHNVCKLCLSRSFKAQVYSCPACRHDLGEKYSMKVNENLSKALSALYPGYEAGR
>Obim_22021185
MWIQVRTFDGKKTVKVKGLSKLTKVEELRESIKDKFDAEPSQQQLFYRGKLLVNGHTLFDYNVGLNDLIQLMIRQKIPVAP---------VQKDEPKPIEYESEENSN-SSDKENKMPESCLPAAKASTSGQLSGETEDISD-SIYKIGDIIDGRDPTMGAWFEAKIVKIIPKLCTNARKGSDSTATPLQEVVNSDNKNECSRDRINSTDSKLSEKHCDSLPVMDTQDVPKTNDGFIYSIVFDGYEEDEPVEL-DSNQIRPRARHIIKFKDITVGQKVMANYNYDSPEQRGYWYDCIVSSKRD-----------TRTIKELYGTAFIGVDLTP----LENCHLLFRDEIFAIESAGM-QMNESH-LLTNPEASPA--KRLNKPECDYCNDNPRRKCRHCACSVCGGKNNPERQILCDECDMAYHIDCLKPPLEKIP-DEDEWYCPECKVDDGTVVKAGERLKESKKRAKMPSA-KNTSTRDWGKGMACVGRQKECTLVPPDHFGVIPGVPVGTTWKFRVQVSEAGIHRPHVAGIHGREDVGAFSIVLSGGYEDDVDNGDDFTYTGSGGRDLSGNKRTAEQSCDQTLTRYNKALARNCNAPLDDKKGTEAKD-WRAGKPVRVVRSCKGRKHSKYAPLEGNRYDGIYKIVKYWPAKGKS-GFLVWRYLLRRDDTQAAPWTNSGKRRIKELGLSMQYPDGYLEAQNHKEEK------------------------DKKKKRNSSG---------ESTEASSKKKQKVAAYKV-DPAVSKLCKEDRANSKLWNEAMQ-STKEGA------TVFFSKVEELFICVCCQELVFNPITTDCCHNVCKSCLQRSFKAEIYTCPSCRAELGKGYSMNINKTLSKILSQLYPGYGAGR
>Drer_107010
MWIQIRTIDGKETRTVEDLSRLTKIESLRVKIRDIFNVKPEQQRLFYRGKQMEDGQTLFDYNVGLNDIVQLLIRSQTDPPDSPGVVCTAAPPTTSTPVSDTPTGTPTAEVENSNGNESKSCSPASDSQPSTSSRTFLIDPGI-GVFKVNELVDCRDVSIGAWFEAVIEKVSPAS---KAQK-----NKDSAAPRVGRPRKNTNGKLDTEAQTSTNTHTDSSTAADRLTTDSSTDRVSYHIRYEDYPENGVVEM-SVSDVRPRARTLLRFDQLSVGDVVMVNHNLELPEERGFWYDAEITALNAV----------SRTNKEIRVNILLG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YNTHTYSTHTHICTTA----------------------------------------------
>Caqu_CAQU004559
MYVKVRTIDGKETAHL-VVSKLTTIEELRGLVKEKLNVESDMQRLFFKGKQLEDGYKLFDYGVNLNDVIQVMIRQK--------------IEQREEKAEENHEKMKTDNGEVEEDGSSGSDKEN---------------------QARNSKVDCRDPCFGAWFEGVVVRIKKNP------------------------------------------KGEILPQRQGLNK-DLKDGCIYITKFDAYGEYNYHLL--LPDVRPRPHRMATLEELNPGSLILANYNVVNPEERGFWYECQVTSVTN-----------TRTNKELVVTAHAGSDNVA----MEGCKIKSWKEVLWVE-PT-----LKR-SEGSSIEAPAVSRRPSAPRCNACRDIPGRKCRKCGCKICQGKQDAAKQLLCDECDDPYHIYCLNPPLEEIP-DDDEWFCPECKNDAGEIVSAGAKLKESKRRQKMASS-TTTSSRNWGTGFACAGRTKVCTIIPPHHFGPIPGVEVGQSWKFRLQASEAGVHRPHVAGMHGTEKDGAYSIVLAGGYEDDADDGDEFTYTGSGGRDLSGNKRTADQSCDQKLTRTNKALALNCNAKLNIKDGAEASN-WEGGKPVRVIRNYKFKKHSKYAPDDGNRYDGIYKVVKYWPEEGKS-GFLVWRYLLRRDDPHPAPWTKEGKKRINELGLKMIYPDGYLEALGQKGNK---------GSDSSDEPSP---KGKGRGKRTRS---STRASVEETQSPSPKKVK-SLTYEL-EEEIITLTEKDTANIKLWDGCKA-AAGEGK------QKFLEKVEETFTCICCQEVVCKPVTTTCKHNICRTCLRRSFKAEVFTCPCCRFELGKAYKIEVNEALSKALLNLFPGYDAGR
>Btau_27737
--------------------------------------------------QLENGYTLFDYDVGLNDIIQLLVRPDPD-LP------S-TSKQTDTQAKPYS----NSPPKVKKTPRVGPS--S---QPSTSTRDFLIDPGI-GLYKVNELVDARDVALGAWFEARIHSVTRAS---DGHS------RGKTPLKNGSSCKRTNGNVNHN-SKENTKKLDNVPSTSNSDSVAADEDVIYHIEYDEYPESGTVEI-NVKDLRPRARTTLRWNELNVGDVVMVNYNVESPSNRGFWFDAEITTLKTI----------SRTKKELRVTVFLGGSEGK----LNDCQIRFINEIFKIEKPG------AH-PLSLA-DGKF--LRKNDPECDSCGGDPNKKCRSCSCHVCGGKQEPNMQVLCDECNMAYHIYCLNPPLDKVP-EEEYWYCPSCKTDSSEVVKAGERLKMSKKKAKMPSA-STESRRDWGRGMACVGRTRECTIVPSNHYGPIPGVPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRN-WRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPVGYPSDKEGKKTK-------GQSKK-A----------RGTSKRPSAD--DDCPSASKVLKPSDS-AEAVEAFQL-TPQQQHLIREDHQNQKLWDEVLA-SLVEGPN-------FLKKLEQSFMCVCCQELVYQPVTTDCLHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNAVLQTLLDLFFPGYSKGR
>Mmus_UHRF2
MWIQVRTIDGSQTRTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDSS-LP------S-TSKQNDAQVKPSS----HNPPKVKKTARGGSS--S---QPSTSARTCLIDPGF-GLYKVNELVDARDVGLGAWFEAHIHSVTRAS---DGHS------RGKTPLKNGSSYKRTNGNVNHN-SKENTNKLDNVPSTSNSDSVAADEDVIYHIEYDEYPESGILEM-NVKDLRPRARTILKWNELNVGDVVMVNYNVENPGKRGFWYDAEITTLKTI----------SRTKKEVRVKVFLGGSEGT----LNDCRVMSVDEIFKIEKPG------AH-PISFA-DGKF--LRKNDPECDLCGGDPDKTCHMCSCHKCGEKRDPNMQLLCDECNMAYHIYCLSPPLDKVP-EEEYWYCPSCKTDSSEVVKAGERLKLSKKKAKMPSA-STESRRDWGRGMACVGRTKECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRN-WRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAGYPSEKEGKKTK-------GQSKKQG----------SEATKRPASD--DECPGDSKVLKASDS-TDAVEAFQL-TPQQQRLIREDCQNQKLWDEVLA-SLVEGPN-------FLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYVMVLNETLQTLLDLFFPGYSKGR
>Hsap_UHRF2
MWIQVRTIDGSKTCTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDPDHLP------G-TSTQIEA--KPCS----NSPPKVKKAPRVGPS--N---QPSTSARARLIDPGF-GIYKVNELVDARDVGLGAWFEAHIHSVTRAS---DGQS------RGKTPLKNGSSCKRTNGNIKHK-SKENTNKLDSVPSTSNSDCVAADEDVIYHIQYDEYPESGTLEM-NVKDLRPRARTILKWNELNVGDVVMVNYNVESPGQRGFWFDAEITTLKTI----------SRTKKELRVKIFLGGSEGT----LNDCKIISVDEIFKIERPG------AH-PLSFA-DGKF--LRRNDPECDLCGGDPEKKCHSCSCRVCGGKHEPNMQLLCDECNVAYHIYCLNPPLDKVP-EEEYWYCPSCKTDSSEVVKAGERLKMSKKKAKMPSA-STESRRDWGRGMACVGRTRECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRN-WRAGKPVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAGYPSDKEGKKPK-------GQSKKQP----------SGTTKRPISD--DDCPSASKVYKASDS-AEAIEAFQL-TPQQQHLIREDCQNQKLWDEVLS-HLVEGPN-------FLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNEILQTLLDLFFPGYSKGR
>Cmil_AFO94884
MWIQVRTIDGKQTRCIDDLSRLTKIEGLRVKIQESFSVDPDCQRLFYRGKQLEDGHTLFDYNVGLNDIIQLLIRQPSTSTA--------KKKENEIELSDSDSGCGSSQSECDKTSSGENNKKN---RPTTSTRSFLIDPGF-GLYKINELVDARDLVIGAWFEAHVVNVTRST---KGQKSVTLKNDANGNERTGANAQCTKDPSDQEQSQHCSGNSDSTPSTS--NVAPTNNDIVYHIKYDDYPENGIVEM-HAENVRPRARTILKWDQLQMGQVVMVNYNLEIPEERGFWFDAEVSAMKET----------SRTNKEIFVKILLGGPLDI----IGDCKIQFLDEIYKIEEPG------TD-PITLA-EGQF--KRKSGPECKYCKADPDAECRFCACRLCGGKQDPAMQLLCDECNMAYHIYCLNPPLNKIP-EDEDWYCPSCKNDTSEVVRAGEKLKESKKKAKMPSA-STVSQRDWGKGMACVGRTKECTIVPSNHYGPIPGTPVGTMWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGNEFTYTGSGGRDLSGNKRIGEQSYDQALTNMNRALALNCDAPLNDEIGAEARD-WRAGKPVRVVRSSKGRKVSKYAPEEGNRYDGIYKVVKYWPEIGKS-GFLVWRYLLRRDDVEPSPWTPEGKDRTKKLGLKIQYPEGYLEAMANKEKK---------GKKPDARTTKTPKRQQGNNAENATEPVAVTPPPVKSMKLAQDDAE-GEKYQL-TSQQQWLIREDCLNKKLWDEALA-SLMEGPK-------FLRRLEQIFMCICCQELVFQPITTECQHNVCRSCLQRSFRAQVYTCPACRHELGKDYNMVPNKVLQSILDQFFPGYSKGR
>Lcha_4496
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MALSAY----------GKKKKKEEVSIFKGSPEDV----INDCKLLFPEEIYKIEKPG------AY-PLTFA-DGEF--KRKSGPECKHCKADPDKECRFCSCSVCGGKQDAHMQLLCDECNMAYHIYCLDPPLSKIP-EDEDWYCPSCKNDASEVVKAGEKLKQSKKKAKMPSA-STESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVFKRQLLYYQHTSSESLIFLMRLGPKKKPQTSTHLERALALNCDAPLNDKDGAESKS-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDVEPAPWTTEGLERSKKLGLAVQYPEGYLEAMANKEKK-------DRSKKQVPKLKP---DNQSNVVLSVEK--EEPAKPLKIMKMKEGDGKEGEAFQL-TPQQQWLIREDCLNKKLWDEALS-SLMEGPN-------FLRKVEQTFMCVCCQELVYQPVTTECLHNVCKACLHRSFRAEVYSCPACRHDLGKDYTMVPNKILQSLLDQFFPGYSKGR
>Locu_12298
MWIQVRTIDGKETRTIEDLSRLTKIECLRLKIQEIFNVNPEQQRLFYRGKQMEDGQTLFDYNVGLNDIVQLLIRSQTDPPD------A-QGKKKEKDVTGCSSGTLTSNNNGNKSLSPQLD--N---QPSTSARTFLIDPGI-GVYKINELVDCRDVSIGAWFEASIENVTRAT---KGQ-------NGKATGKSGKMSKRTNGKLDQNHSSHGSNNLDTAPSTSYMDCLNSEEDVTYHIKYDDYPENGVVEM-CANDVRPRARTLLKWDHLRVGMVVMVNYNIEIPEERGFWFDAEITSLKEI----------SRSNKEVKVKILLGGPDDV----ISDCKLLIVEEIYKIEKPG------AP-PLTSA-DGQF--KRKSGPECKHCKADPEAECRFCSCCVCGGKQDAHMQLLCDECNMAFHIYCLNPPLSKIP-EDEDWYCPTCKNDTSEVVKAGEKLKASKKKAKMPSA-HTESQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGSYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLNDKDGAESRN-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDSEPAPWTPEGAERIKKLGLSVQYPEGYLEAMANKSKK-------DRGKRNSGKQDKTCPQSNGSQKRPQETETQDHETPAKVGKLAEK----GEAFQL-SAQQQWLIREDCLNRKLWDEALN-CIMEGPN-------FLRKVEQIFMCVCCQELVYQPITTECLHNVCKTCLQRSFRAEVYTCPACRHDLGKDYIMVLNKILQSLLDQFFPGYSKGR
>Xtro_1255
MWIQVRTIDGTETQTIDDLSRLTKIESLRLKIQESFNVTPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSQSDGSS------S-STKKKDGDGRAHSNA--TNKSKVNATS-----------TPSTSARAFLIDPGI-GIYKINELVDARDVSIGAWFEAHVENVTQ-K---KAQK------NGKAYLKGGHSYRETNGNL--EHSRENSHAVDTNPSTSYNDILDEDENVIYHIKYDDYPENGLVEM-DLSNLRPRARTLLKWSDLKTGDKVMVNYNVETPEERGFWFDAEITELKEM----------SRTNKEVFAKIFLGGSVDV----INDCKINFADEIYKIEKPG------AY-PLSSG-DGEF--KRKSGPECKHCKADPDTECRFCSCYMCGGKQDAHMQLLCDECNMAYHIYCLNPPLEKIP-EDEDWYCPSCKNDATEVVKAGEKLKQSKKKAKMPSA-STESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGATWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAALNDKDGAESKN-WRAGKPVRVVRSSKGRRISKYAPEDGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDAEPAPWTPEGTERSKNLGLILQFPEGYLEAMANKEKK-------DKVKKQPPRSETNSSESNGNQKRAVEDKDKEIKPPAKSMKLSDD-SK-GEAFQL-TEQQQWLIGEDTLNQKLWDEVLA-SIKEGPK-------FLKNVEQSFMCVCCQELVYQPVTTACLHNVCKSCLQRSFRAEVYTCPACRYDLGKSYNMVPNKVLQTLLDQFFPGYSKGR
>Acar_3216614
MWIQVRTIDGAQTHTIDDLSRLTKIESLREKIQESFRVSPERQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSESDAPT------I-SLTNKDGKPSPCNVS--NCKNKVTQGINSGSS--N---LPSTSARSFLIDPGI-GRYKINELVDARDETIGSWFEAHIENVTQVP---KGHK------NGKAQGKSGSNYKRTNGNISQEHSRENINHLDNAPSTSYSDYMDNGEDTIYHIKYDEYPESGIVEM-AVRNLRPRARTILKWNELCVGDVVMVNYNVDSPEERGFWFDAEITSLREI----------SRTNKEVHAKIMLGGPEDA----INDCKLLFIEEIYKIEKPG------AY-PLTFA-DGQF--RRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIP-EDEDWYCPSCKNDSDEVVKAGEKLKQSKKKAKMPSA-CTDSQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGATWKFRVQVSEAGVHRPHVGGIHGRSSDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKN-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDAEPAPWTTEGTERSKKLGLSLQYPEGYLEAMASKEKK-------DKIKKQPMKQEP-TEESNGNQKRPIDDGLEEPANTAKAMKMEDG-EK-VEAFDL-TQQQQWLIQEDSPNQKVWDEVLV-SLKEGPN-------FLKKVEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRHDLGKGYTMIPNKILQTLLDQFFPGYSKGR
>Cpic_4249
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIQESFRVSPERQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRTESDAPT------T-SLPNKDGEVNPCAIA--NCKNKVKRTTGSGSP--N---QPSTSARSFLIDPGI-GLYKINELVDARDVSIGAWFEAHIENVTRAT---KGHK------NGKAQAKSGNTYRRTNGNLSQG-----------------------------------YPENGIVEM-RANNLRPRARTILKWSELNVGDMVMVNYNVETPEERGFWFDAEITSLREI----------SRTNKEVHAKILLGGPEDT----INDCKILFIEEMYKIEKPG------AY-PLTFG-DGDF--KRKSGPECKHCRADPDTECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIP-EDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSA-STESQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKN-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDVEPAPWTSEGIERSKKLGLNVQYPEGYLEAMASKEKK-------DKVKKQTVKQEP-TRQSNGNQKRSIDNGIEEPKNTSKTMRMGDG-GK-GEAFQL-TQQQQWLIREDCLNQKLWDEVLA-SLKEGPN-------FLKKLEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRYDLGKGYTMVPNKILQTLLDQFFPGYSKGR
>Ggal_3643050
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIQETFRVSPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSESEAPA------SASMTDQDGEVNPCAIS--NCKNKVKKTS-SGSP--S---QPSTSSRSFLIDPGI-GLYKINELVDARDVSIGAWFEAHIENVTRAT---KGHK------NGKAQGKSSNTYKRTNGSLNQDHSRENANNLDSTPSTSYSDCMDT-EEVIYHIKYDEYPESGIVEM-DINNLRPRARTILKWSELKVGDVVMVNYNVETPEERGFWFDAEITSLREI----------SRTNKEVHAKILLGGPEDT----INDCKILFIEEMYKIEKPG------AY-PLTFG-DGDF--KRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIP-EDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSA-STESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKN-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDVEPAPWTSEGMERTKKLGLSVQYPEGYLEAMASKEKK-------DKVKKQTVKQEP-TSQSNGNQKRTIDDGIEEPTNTPKAMRMGDG-GK-GEAFQL-TQEQQWLIREDCMNQKLWDEVLA-SLKEGPN-------FLKKLEQSFMCVCCQELVYQPVTTECLHNVCKSCLQRSFRAEVFTCPACRYDLGKSYTMVPNKILQTLLDQFFPGYSKGR
>Tgut_5109
MWIQVRTIDGTETQTIDDLSRLTKIECLREKIEETFRVSPDRQRLFYRGKQLEDGHTLFDYNVGLNDIVQLLIRSDSEAPT------TASVADQDGEVNPCTVS--NCKNKVKKTS-SGSP--S---QPSTSSRSFLIDPGI-GLYKINELVDARDINIGAWFEAHIENVTRAT---KGHK------NGKAQGKSGNTYKRTNGNLNQDHSRANVNNLDSTPSTSYSDCMDTDEEAIYHIKYDEYPENGIIEM-DTVNLRPRARTILKWSELKVGDVVMVNYNVETPEERGFWFDAEITSLREI----------SRTNKEVHAKILLGGPEDT----INDCKILFIEEMYKIEKPG------AY-PLTFG-DGDF--KRKSGPECKHCRADPDKECRFCSCYLCGGKQDAHMQLLCDECNMAYHIYCLNPPLSKIP-EDEDWYCPSCKNDSNEVVKAGEKLKQSKKKAKMPSA-STESQRDWGKGMACVGRTKECTIVPSNHYGPIPGVPVGTTWKFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFEDEVDRGDEFTYTGSGGRDLSGNKRIGEHSFDQTLTHMNRALALNCDAPLDDKNGAESKN-WRAGKPVRVVRSSKGRRISKYAPEEGNRYDGIYKVVKYWPEIGKC-GFLVWRYLLRRDDVEPAPWTSEGMERSKKLGLSVQYPEGYLEAMASKEKK-------DKVKKQTVKQEP-TSQ-------------KEPTNTPKAMRMGDG-GK-GEAFQL-TQEQQWLIREDCMNQKLWDEVLV-SLKEGP----------------------------------------------------------------------------------------
>Pmar_4180
MWIQVRTMDGKQTHRLDNLSKLTKIEELRARIHEVFCVEPDQQRLFYRGKQMENGHSLFDYSVGLNEIVQLLVRQTSSTAATEAVTIVA-PSNQPAELSDTDSGCGSSQGDSDKNSNSGEPPLDAEPAIPGTSTQAVLNPGF-GTYKINEMVDVRDSNTGAWFEAEVVNVTRGA---GEAR-----------------------------------SS-------------TCDDVFYHVKYDDYPEYGVVRVCEGPYIRPRARTLVPWQDLTIGDVVMVNFNPDEPSERGFWYDAQIQRKRE-----------TRTLRELLALVIIGDGAEA----LTDCKIRFVDEVYKIEEPG-----KTS-EITS--NSPV--KRQTGPECKVCKDDPNKDCRHCACHICGGKQDPDKQLLCDECNMAFHIYCLNPPLRHIPKDDEDWYCPGCKIDDGEVVRAGEMLKESKKKAKMPSA-TSNCARDWGKGMACVGRTKECTIVPSNHHGPIPGVPVGSLWKFRVQVSESGVHRPHVAGIHGRSTDGSYSLVLAGGYEDDVDRGTEFTYTGSGGRDLSGNKRTAEQSCDQKLAKMNRALALNCKAALNDKVGAEAKD-WRAGKPVRVVRSAKGRKHSKFAPEEGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLRRDDEEPAPWTKDGKERCKMLGLSMQYPEGYLEAKANKEHA--NNDESDEEEELSPPPTPVPTRGTSKRKRSLK---SDVETPTKSPKVTPKKAK-VEAYKL-SSEQRKLIKEDSQNKKMWDEAME-SLSEGTK-------FLSKLEELCLCICCQELVWQPVTTECHHNVCKSCLQRSFKAQVYTCPACRHELGKSNSMAINQKLQTLLNQLFPGYGSGR
>Mmus_UHRF1
MWIQVRTMDGKETHTVNSLSRLTKVQELRKKIEEVFHVEPQLQRLFYRGKQMEDGHTLFDYDVRLNDTIQLLVRQS-LALP------LS-TKERDSELSDSDSGYGVGHSESDKSSTHGEGAAEAD------DKTVWEDTDL-GLYKVNEYVDVRDNIFGAWFEAQVVQVQKRAL--SEDE-----------------------------------PCSSSAVKT------SEDDIMYHVKYDDYPEHGVDIV-KAKNVRARARTVIPWENLEVGQVVMANYNVDYPRKRGFWYDVEICRKRQ-----------TRTARELYGNIRLLN-DSQ----LNNCRIMFVDEVLMIELPK-----ERR-PLIASPSQPP--PAKSGPSCRFCKDDENKPCRKCACHVCGGREAPEKQLLCDECDMAFHLYCLKPPLTSVP-PEPEWYCPSCRTDSSEVVQAGEKLKESKKKAKMASA-TSSSRRDWGKGMACVGRTTECTIVPANHFGPIPGVPVGTMWRFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDNGNYFTYTGSGGRDLSGNKRTAGQSSDQKLTNNNRALALNCHSPINEK-GAEAED-WRQGKPVRVVRNMKGGKHSKYAPAEGNRYDGIYKVVKYWPERGKS-GFLVWRYLLRRDDTEPEPWTREGKDRTRQLGLTMQYPEGYLEALANKEKS-------------RKRPAKALEQGPSSSKTGKSK--QKSTGPTLSSPRASKKSK-LEPYTL-SEQQANLIKEDKGNAKLWDDVLT-SLQDGP-----YQIFLSKVKEAFQCICCQELVFRPVTTVCQHNVCKDCLDRSFRAQVFSCPACRFELDHSSPTRVNQPLQTILNQLFPGYGSGR
>Xtro_48273
MWIQVRTMDGRDTRRIDSLSKLTKVEDLRARIQQIFGVALESQRLFYRGKQMENGHTLFDYSVGLNDIVQLLVRQIPDSVP---------TKDKECGISDADSGCGSGQGESDKNSSCGEGATDVDGQPAGINSENV---GP-SLYKKNDLVDARDLNMGAWFEAQIVSVSKRVNPDGMSA-----------------------------------EILDTSA--------ASDDIIYHVKYEDYPENGVVQL-TYKDVRLRARTTLPWHDLKVGQVVMVNYNPDEPKERGYWYDAEILRKRE-----------TRTIKEIYVKVLLGDAGDS----LNDCRIRFVDEIYKIEEPG-----SAY-ITT---ESPQ--KRQNGPECKHCKDNPKRACRMCACYVCGGKQDPEKQLLCDECDMAFHIYCLKPPLSAIP-QDEDWYCPDCRNDASEVVLAGEKLKESKKKAKMASA-SSSSQRDWGKGMACVGRSRECTIVPSNHYGPIPGVPVGTLWKFRVQVSESGVHRPHVAGIHGRSNDGSYSLVLAGGYEDDVDNGSEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKEGAVAKD-WRAGKPVRVVRNTKGKKHSKYAPEDGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLRRDDEEPAPWSKEGKERIKKLGLVMQYPDGYLESLASKERE-------KEN-----KTEDELSESPSKGKRKRNS--GSG---LSDAKSTPKKTK-VESYKL-SLDQKTLIKQDDLNAKLWREVMS-FLKEGPGKGQHMEMFLSKVEETFLCICCQEVVYEPITTECHHNICKGCLDRSFKALVHNCPACRHDLGKNYSLNVNKPLQAILSQLFPGYERGR
>Hsap_UHRF1
MWIQVRTMDGRQTHTVDSLSRLTKVEELRRKIQELFHVEPGLQRLFYRGKQMEDGHTLFDYEVRLNDTIQLLVRQS-LVLP------HS-TKERDSELSDTDSGCCLGQSESDKSSTHGEAAAETDSRP--ADEDMWDETEL-GLYKVNEYVDARDTNMGAWFEAQVVRVTRKAP--SRDE-----------------------------------PCSSTSRPA------LEEDVIYHVKYDDYPENGVVQM-NSRDVRARARTIIKWQDLEVGQVVMLNYNPDNPKERGFWYDAEISRKRE-----------TRTARELYANVVLG--DDS----LNDCRIIFVDEVFKIERPG-----EGS-PMV---DNPM--RRKSGPSCKHCKDDVNRLCRVCACHLCGGRQDPDKQLMCDECDMAFHIYCLDPPLSSVP-SEDEWYCPECRNDASEVVLAGERLRESKKKAKMASA-TSSSQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWRFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDHGNFFTYTGSGGRDLSGNKRTAEQSCDQKLTNTNRALALNCFAPINDQEGAEAKD-WRSGKPVRVVRNVKGGKNSKYAPAEGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLRRDDDEPGPWTKEGKDRIKKLGLTMQYPEGYLEALANRERE--KENSKREEEEQQEGGFASPRTGKGKWKRKSA---GGGPSRAGSPRRTSKKTK-VEPYSL-TAQQSSLIREDKSNAKLWNEVLA-SLKDRPASGSPFQLFLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFRAQVFSCPACRYDLGRSYAMQVNQPLQTVLNQLFPGYGNGR
>Btau_42353
MWIQVRTMDGKVAHTVDSLSRLTKVEELRKKIQELFHVEPGLQRLFYRGKQMEDGHTLFDYDVRLNDTIQLLVRQS-LVLPVPPSSSGG-SKERDSELSDTDSGCGLAQSESDKSSNSGEAANEPEGK---ADEDECDETEL-GLYKVGEYVDARDTNMGAWFEAKVIRVTRKAP--AHDQ-----------------------------------PSSSSSKP--------EDDIIYHVTYDDYPENGVVQM-TSQNVRARARHTIKWEDLQVGQVVMVNYNPDLPKDRGFWYDAEILRKRE-----------TRTARELHANVRIG--GDS----LNDCRIVFVDEVFKIERPG-----EGN-PMV---ENPM--RRKSGPSCKHCKDDERKLCRMCACHVCGGKQDPDKQLMCDECDMAFHIYCLRPPLSSVP-PEEEWYCPDCRIDSSEVVQAGEKLKESKKKAKMASA-TSSSQRDWGKGMACVGRTKECTIVPSNHFGPIPGIPVGTMWRFRVQVSESGVHRPHVAGIHGRSNHGAYSLVLAGGYEDDVDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNTNRALALNCFAPINDLKGAEAKD-WRSGKPVRVVRNVKGRKHSKYAPIEGNRYDGIYKVVRYWPEKGKS-GFLVWRFLLRRDDVEPGPWTKEGKDRIKKLGLTMQYPEGYLEALARKEKENSKQAALDKEEEDGEEGFTSPR--KGKRKSKSA---GGD----GSSRGTPKKTK-VEPYSL-TTQQSSLIKEDKSNMKLWTEILK-SLKDGPK-------FLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFKAQVFSCPACRYDLGRSYAMTVNQPLQAVLSQLFPGYGSGR
>Locu_111
MWIQVRTMDGKVTHRIDSLSKLTKVDELRLRIASVFNVEPERQRLFYRGKQMEDGHTIFDYNVGLNDIVQLLVRQ--NLAP------GT-PKEKEAELSDSDSGCGSAQSESDKSSNHGETAVEGESQPGTSAQPDLIDPGF-GFYKINEFVDARDLNMGAWFEAQIVNVTKED---RSSS-----------------------------------ESRENKSDSKT----TEEEIVYHVRYEDYPENGVVKL-SGKDVRPRARTVYQWHQLEVGMVVMVNYNPDEPKERGYWYDAQIQKKRE-----------TRTAREICAKILLGDAGDS----LNDCKILFVNEIYKIEEPG-----SVD-GAGL--ESPL--KRSNGPECKHCKDNPQKSCRMCNCHVCGVKQDPDKQLLCDECDMAFHTYCLNPPLTSIP-EDEDWYCPDCRNDVSEVVLAGEKLKESKKKSKMASA-NSSSQRDWGKGMACVGRTKQCTIVPSNHYGPVPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDDGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCNAAVNDKDGAEAKD-WKAGKPVRVVRSSKGRKHSKYCPEDGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLKRNDDEPAPWTREGKERIKKLGLTMQYPEGYLEAIAAKEKE-------KEN----KNDEEAVTDTPSKGKRKRKS--QGAEEKSSPAKHSPKKMK-VEPYKL-TKEQKALIKEDELNKKLWDEAMG-SLKEGPR-------FLNKVEEVFLCICCQEVVYQPVTTECQHNVCRECLQRSFKAEVYTCPACRHDLGKNYSMSVNKPLQAILNQFFPGYSSGR
>Drer_18915
MWIQVRTMDGKETHRVDSLSKLTKVDELRVKIAELFNVEPERQRLFYRGKQMEDGHTIFDYNVGLNDIVQLLVRQ--AVAA------TVLPKDKEAELSDSDSGCGSAQSESDKGSTHGESDVQSAGASGQTDTADLIDPGF-GFYKINEFVDARDLNMGAWFEAQIVKVTKTP---AEDG-----------------------------------GA---------------EDIVYHVKYEDYPENGVVQL-RGKDVRPRARTVYQWHQLEPGMIVMVNYNPDDPKERGYWYDAEIQRKRE-----------TRTQREVFGKILLGDAGDS----LNDCRIMFVTEIYKIEEPG-----SAE-GPGASSDSPL--KRSNGPECKVCKDDPKKNCRVCNCHVCGIKQDPDKQLLCDECDMAFHTYCLNPPLTTIP-DDEDWYCPDCRNDASEVVLAGEKLKESKKKAKMASA-SSSSQRDWGKGMACVGRTKQCTIVPSNHYGPVPGVPVGTLWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDDGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCNAAVNDKEGAEAKD-WKAGKPVRVVRSSKGRKHSKYSPEDGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLKRNDEESAPWTRDGKERIKKLGLTMQYPEGYLEAVAAKEKE-------KEN----KNEDD-IEETPTKGKRKRKS--QSMEEKSSPTKGTPKKMK-VEAYKL-SKEQKALIKDDELNKKLWDEAME-SLSLGPR-------FVNKVEEVFLCICCQEVVYQPITTECQHNVCRECLQRSFKAKVYTCPACRHDLGKNYQMAVNKPLQAILTQLFPGYSSGR
>Lcha_16084
MWIQVRTMDGKETHRIDSLSKLTKVEELRQKIHEVFGVDPERQRLFYRGKQMENEHTLFDYSVGLNEIVQLLVRQAPSVSN------PG-RKEKDAELSDTDSGCGSGQSDSDKNSNNGEGGMELDGQVGTSAQSDLVDPGF-GLYKV-KIIGSQASILAYWSKPQLHACTIVACFGSEYP-----------------------------------FCLDEEISCKLRSLL---KIVYHIEFSSYPENGVVKL-HGKDVRPRARTILQWHQLEVGQVVMVNYNPDEPKERGFWYDAEVLRKRE-----------TRTVKEIYSKILLGDAGDS----LTDCKISFVDEIYKIETLG-----SAG-PAGS--ESPL--KRQNGPECKHCKDNPKKNCRMCACHICGGKQDPEKQLLCDECDMAFHTYCLNPPLTAIP-NDEDWYCPDCRNDTSEVVLAGEKLKESKKKAKMASA-NSSSQRDWGKGMACVGRTKECTIVPSNHYGPVPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAFSLVLAGGYEDDVDNGNEFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKQGAEAKN-WKAGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKVVKYWPEKGKS-GFLVWRYLLKRDDEEAAPWTKEGEKRIKKLGLTMQYPEGYLEAVANKEKE-------KEN----KNDEEFEMASKGKRKRKSKT--EDEVDSSLSPKGSPKKLK-VEAYKL-TPEQKTLIKEDEQNKKLWSSAMD-ALKEGPK-------FLNIVEETFLCICCQEVVFRPITTECQHNVCKDCLERSFKAEVYTCPACRHDLGKNYSMSINKPLQALLNQFFPGYGNGR
>Acar_3228561
MWIQVRTMDGKETHRVDSLSKLTKVEDLRQKIFETFNVAPDRQRLFYRGKQMEDGHSLFDYSVGLNDIVQLLVRQSPALQP------AA-GKEKDSELSDTDSGC--GPSESDKSSNNGEGSVEMEGHPGVAAPLDLVDPGF-GFYKINELVDARDTSMGAWFEAIVVNVTQKG---EAAS-----------------------------------KVTESDEETDMPEVIPDEDIVYHVKYEDYPENGVIQL-SSKNVRARARSTLQWEELSPGDVVMLNYNPDDPKERGFWYDAEILQKRE-----------SRTYKELYAKIVLGDGGDV----LNDCRITLVDEIYKIEEPG-----NAV-PLTI--ASPM--KRQSGPVCKHCKDNPSKTCRMCACYICGGKQDPEKQLMCDECDMAFHIYCLNPPLSRIP-DDEDWYCPECRNDASEVVLAGEKLKESKKKAKMASA-NSSSQRDWGKGMACVGRTRECTIVPSNHYGPIPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKEGSEAKD-WRAGKPVRVVRNAKGGRHSKYAPKEGNRYDGIYK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DCLDRSFRAEVYSCPACRYDLGKNYSMQVNEPLQSLLGQFFPGYGNGR
>Tgut_801
MWIQVRTMDGSQTHRVDSLSKLTKVEGLRLRIHEVFGVEPHRQRLFYRGKQMEDGHSLFDYSVGLNHIVQLLVRQSPAVLP------AG-SKEKDSELSDTDSGCGSGPSESDKSSHNGEAALELEGQPSTASQPDWSDPCF-GLYKINDLVDARDTDMGAWFEATVVNVTRKKPTSESAE-----------------------------------SCTDPDQPTAV----PEKDVIYHVKYDDYPENGVVQM-SSANVRARARTILKWHQLEVGQVVMVNYNPDEPKERGFWYDAEILQKRE------------KMTMELNARYTW-EAGDS----LNDCTIILVDEIYKIEEPG-----TAS-PIS---AGTP--KRQSGPVCKACKDNPNKTCRVCACHICGGKQDPDKQLMCDECDMAFHIYCLNPPLSRIP-DDEDWYCPECRNDASEVVLAGEKLKESKKKQKMASA-NSSSRRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKHGAEAKD-WRAGKPVRVVRNVKGGKHSKYAPLEGNRYDGIYKVVKYWPETGKS-GFLVWRYLLRRDDEEPAPWTKEGKDRMKKLGLTMQYPEGYLEAVANKDKE-------KEN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cpic_17852
MWIQVRTMDGKETHRVDSLSKLTKVEELRLRIHEVFGVEPDRQRLFYRGKQMEDGHSLFDYNVGLNDIVQLLVRQSPAMLP------TV-NKEKDSELSDTDSGCGSGQSESDKNSNNGEGTIELECQPSTVAQADWVDPGF-GLYKINEFVDARDMNMGAWFEAQIVNVTRKE---KAAN-----------------------------------ESSDSDTESELQSTAAEEDILYHVKYEDYPENGVVEL-SSKDVRTRARTVLKWHQLEVGEVVMVNYNPDEPKERGFWYDAEILRKRE-----------TRMNKEMYAKILLGDAGDS----LNDCRIIFVDEIYKIEEPG-----SVS-PAS---TSPL--KRQSGPVCKHCKDNPNKTCRMCACHVCGGKQDPDKQLMCDECDMAFHIYCLNPPLSSIP-DDEDWYCPECRNDASEVVLAGEKLKESKKKAKMASA-NSSSQRDWGKGMACVGRTRECTIVPSNHYGPIPGVPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKDGAEAKD-WRAGKPVRVVRNVKGGKHSKYAPREGNR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ggal_418269
HWEGGGGDGGDSPSRCARCEQRLLVSDSCRELAAPVTTGHGAGGATLILGAMEDGHSLFDYSVGLNDIVQLLVRQSPAVLP------AV-SKEKDSELSDTDSGCGSGQSESDKSSHNGEGAMDLEGQSSTAAQADWADPGF-GLYKIHDLVDARDMNMGAWFEAQVVNVTRRK---AANE-----------------------------------SCAVADQQTTI----PEEDVIYHVKYEDYPENGVVEL-SSNDVRSRARTILKWHQLEVGQVVMVNYNPDEPTERGFWYDAEILQKRE-----------TKLIREINAKILLGEAGDS----LNDCRIIFVDDIYKIEEPG-----SVC-PIS---ARPL--KRQSGPVCKACKDNPNKTCRICACHICGGKQDPDKQLMCDECDMAFHIYCLNPPLSSIP-DDEDWYCPECRNDASEVVLAGEKLKESKKKQKMASA-NSSSRRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWKFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDIDHGNSFTYTGSGGRDLSGNKRTAEQSCDQKLTNMNRALALNCSAPINDKNGAEAKD-WRAGKPVRVVRNVKGGKHSKYAPVEGNRYDGIYKVVKYWPETGKS-GFLVWRYLLRRDDEEPAPWTKEGKDRMKKLGLTMQYPEGYLEAVANKDKE-------NNG----DDEFDTP--GKGKRKRKSA---GAEEKVVSSPAGTPKKTK-VEPYKL-TTQQKSLIRSDEANEKLWNEVLD-ALKDGPK-------FLNKVEEAFLCICCQEVVFRPVTTVCQHNVCKDCLDRSFKADVYSCPACRYDLGKNYTMQVNETLQTILTQLFPGYGNGR
Phyml phylogenetic tree
(Hrob_12700:0.09713201,Hrob_16328:0.15330238,(Ctel_ELU05907:0.50540231,(Pdum_uhrf:0.46026651,(((Lana_3815_:0.29264081,Cgig_EKC40754:0.34072731)0.994000:0.13466455,(((Hazt_007959:1.41735095,(Lpol_13789872:0.10502103,Lpol_013786184:0.26240474)0.972000:0.25449105)0.648000:0.14410645,(Ptep_839:0.68629321,(Smar_628:1.23079538,(((Dple_EHJ74056:1.29972176,(Apis_3272:0.37533231,Apis_7975:0.31545326)1.000000:0.63241798)0.741000:0.08352074,(Tcas_TC001240:1.12556100,Nvit_NV12147:0.96580073)0.820000:0.07731035)0.914000:0.09604351,(Caqu_CAQU004559:0.83811027,Dpul_307368:0.89631057)0.524000:0.11112154)0.975000:0.12509618)0.243000:0.02541731)0.133000:0.06558133)0.986000:0.11113942,((Skow_2740994:0.54385811,Spur_791602:0.74043693)0.902000:0.10530285,(Bflo_2600554:0.52581797,((((Pbac_3468037:0.74717796,Mlei_43438:0.48990008)0.999000:0.64786768,(Scil_13655:0.66982647,Aque_15724427:0.64594413)0.573000:0.11610194)0.860000:0.11843207,((Adig_10219:0.46685043,(Aipt_24276:0.29462631,Nvec_226911:0.24094638)0.994000:0.20235697)0.857000:0.10057319,(Hmag_002163856:0.62010466,Ocar_9742:1.24140183)0.727000:0.08546535)0.943000:0.09150819)0.692000:0.07209586,(Cint_1071846:0.92002257,(((Lcha_16084:0.20190429,(Locu_111:0.06353385,Drer_18915:0.11398188)1.000000:0.11169306)0.146000:0.02499623,(Xtro_48273:0.27437483,(Cpic_17852:0.04716581,(Acar_3228561:0.16181820,((Btau_42353:0.11055228,(Hsap_UHRF1:0.06113123,Mmus_UHRF1:0.35351123)0.464000:0.02794663)1.000000:0.21976478,(Tgut_801:0.07279941,Ggal_418269:0.16064764)0.978000:0.03956338)0.885000:0.02612368)0.919000:0.03798664)0.999000:0.07634384)0.578000:0.02241355)0.983000:0.06921324,(Pmar_4180:0.33917505,(Cmil_AFO94884:0.15899316,((Drer_107010:0.37017440,Locu_12298:0.06796657)0.971000:0.07699302,(Lcha_4496:0.26127448,(Xtro_1255:0.15010074,((Mmus_UHRF2:0.04378956,(Btau_27737:0.05943634,Hsap_UHRF2:0.04386474)0.611000:0.02222838)1.000000:0.34491746,(Acar_3216614:0.09686679,(Cpic_4249:0.02970085,(Ggal_3643050:0.00985155,Tgut_5109:0.02164679)0.961000:0.01929991)0.942000:0.02368494)0.163000:0.01947016)0.934000:0.03757582)0.838000:0.04148945)0.888000:0.03968316)1.000000:0.14930990)1.000000:0.31358251)0.894000:0.05293798)0.998000:0.16427627)0.854000:0.08533715)0.351000:0.03823095)0.872000:0.05515466)0.981000:0.08626639)0.977000:0.08752237)0.405000:0.02448812,(Obim_22021185:0.51845213,(Lgig_009052828:0.50442650,(Bgla_009472:0.26853881,Acal_5101094:0.18690777)1.000000:0.34930608)0.932000:0.09635607)0.184000:0.04162127)0.864000:0.09071549)0.978000:0.16097109)1.000000:0.67102145);


MBD
Protein sequences
>Aaeg_21710250.1
MNVSIERKRSDCAALPKGWQREEVLRKSGLSAGKVDVYYYSPTGKKIESKPQLARALGDTIDLSTFDYQAGRVVPSATHMMLQHNALKRKLNTTPIGVGSSSSSAIVAGPTGPSLPPPVPIYNQLPAAGRSHHHHHNQQQQQYDYSRGMRADTSLIPPIRQTASIFKQPVTVVRSQDGDSKVKRELQHGSQVKPKQLFWEKRLENLRANNTFNEEIGTLELPKRLKSVGPGVDEATVLQSLATALHHNTHPVTGQTASKTSLNTNAGVFLNPDQPLMHVATVTEDDIKRQEERVQFARLRLQEALRA
>Acal_5091733.1
MDSTESKSTVAVELVPDAELSAPSNLSALSDLNETETFANDDSPGSDQDQAENDKTNDDSLGPGEEATSDSADRSQTSEVPVTEEDADEQTAEESEAVTQDVSEQEEAAESSAVTEGCADVSAESGTLPQAVEPPEEEVTGAEAGSSVAPKRQRKATAKVLEMEEVKMHPVVTPGPAKRGRKPKGKAVPKTPEPAKQAEQSASPVVDSPATPRTKTRELPNGWSMKAVQRLTGASAGKYDIYYFSPENVKCRSRTDVTNYAVKYKADLDMELFEFSMSKLQQKGLVDTDDVVLARKKSSSVPQKAEKAQALKVKPESGVKKAKGRLNNKSLFKNAKLSIAEGEGHVQAKSKGLFSKKKPVEVEDSPQKLQKLVIRMPFGSSSKGKMTKKESSQICSYFAPDEMAAEAEMVTEEIPMEDEQFTKLVGKATKRKGTSPIKGVPVKGQPGKKKKMGRPKKNANDSTENISQDTTANTSLLGSSLDASAMDTTADTSVVDPFAFPDDDDDVPEPSSMLMSSIKSSAPVQKKKVGRKPKKRGRKPKQSPAAQVEAPSESNDAEEPATDEVIPAPEIVADEAAPMVVEEEQPAAPEETPMVSPPPVVAVDTPVVKKKRGRPPKRKPETTPVPTEQETPESTLQQTADSSQLETPPAENESAEVTPKKSGVEELSWEDYQKQLGGEKEEQKPDTSPHLDDEYDDRKSLPDEDTENSISDFLALQSYIKAPKFLTADYMLSDAINMKSKYFKKSNTDNLAPLKLRRDDKWVPPRSPFCLVQESLFHDPWKLLIATIFLNKTTGRQAIPTLWKFLNRWPTPECVHSDDLEEMACLLFPIGLNYTRSKTIIRFSEEFLTKRWTYPIELHGIGKYGNDSYRIFCVNEWKQVEPTDHKLNDYHQWLSANQKQLGLS
>Acal_5103642.1
MALPPGWKREEVVRQSGLSAGKTDVYYITPEGKKIRSKPQLARILGETFDLSAFDFRTGRTVYSACRKSKRQKGSSYDFARGVRHDASLVLPIRQTASIFKQPVTVVRNGPKCKSKTDLKHGTQDQPKQVFWEKRLRGLRACDSSEEVIPTMDLPRQMQGIGPDLTSENVLQSISAALHVSSGPVVGQGASKQVIMKNPGINMDTQQPHVHQVVVSSDDVHRQEQRVQLARRKLQDLMGTLE
>Acar_3216703.2
MTEGWIDCPSLGPGWKRRQVLRKNGTRPGQSDTYYMSPRGEKIRSRVELTKLLGCSRDLTDFHFKKGIFVDPCTEPPATPPPPPSIARQRHQGVKKKSKKCLPSLAVAAPPAKKPPDLEVFEEPPGQEPLDQKPLKSEPELPVEAPTDITTEKQEFPEPAPEPAPQPVSVPEPAPQPQEPQNNPLLLAPENLEDGAVQETNLEESIAYCASCQGQFPGVMLPSQRRCRWLCPDCRAQRRDFNREQRYYKGLECGMCQACKITEDCGSCVICLRRQKPGMKRQWKCLKRRCLNRKKRISPKKVGYNSKKLTTEAVSTKDASTPVRRQQKKATSATDGPFRKVQQVRKQRHKKLLATEPPSESTDGPSLKAQLVSGCRRQKRSPITKWKSSMELDKGDIPIVKHRKISLGAVKERKKVGRPRKHPADILKSSVHASKSRRSRKCGKCEACQLRTDCGRCDFCCDKPKFGGQNMKRQKCRWRQCLEFAMKRLLPEEWSSPEAVGPAAAGWKVRRRRRRIAFGGHSHKPAGIKQVGQRGMKGRGQKHRAKASFQPEEASSTSELTHPPKSYSMEKVRQKQQGQHQQEEQVLPLRLKNDPEAGGFTVTQAPTKGHPALPRCIKEEPCQPSPPVQLVVKESDTRLPAVNLLIATSPKIKQEHVEPGGDRQPSNDSPVSAGLPQFKRPQGTQVTEVVVLDDEDDDEVEQLQQIRPPVIMEIYSLGGMQPLAQLDNVLREFLSELNEIPLPAHWEALPPLGPNLRLVQRSKHSTMSAAIIYIRPGLYFQVVVGNLPVPPEHELYASHPARLTTVDEVVELICDLEAYRLCSGWPAGWHAGERSEACDVLVYSGCCPQCRLNPWPSGSSAC
>Acar_8102122.1
MGSGTQWQPRRAGPGSPGFLSGSVSPLPFPPSRGFFAAKKMAAAAPSGDEERLEEKSEDQDLQGLKDKSSKLKKVKKERKEEKQHEHAHPSPEPAEAGKAEMLEGAGTAPAVPEASASPKQRRSVIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTTLDPNDFDFTVTGRGSPSRREQKPPKKPKAPKTSSTGRGRGRPKGSGSAKPRGAASEGVQVKRVIEKSSGKLLVKMPLQSSIAAAKAEGTGGATTSGQVMVIKRPGRKRKSDSDPQAVPKKRGRKPGSGVAAVVVEAKKKVVKEPVVQAVRETVLPIKKRKTRETVSIEIAKPTPPPPSNTGEWSSKGQRTAAKSPGRRSKESSPKGRGGNAVPTSAPSSSPGKKDQLHTPHQPLSEPQGSPTAQSPESPKDSKSLPAEPQDLSSSKSCKEEKAPESDGCPKEPPKTQSGGAAVPYKHERKDTVSSSAALARPTNRDEAVDTRTPVSERVS
>Acar_8113313.2
MPPVLLRLLLLLFLTARRGLYDPEVPSADDTDSEAQLRKQQQQQEKEEEEEAPGLLLPLLLLLCPPPGRVRGWRRRRSRRGGRGGRRRREGEGEGEGEEEGERRVVLDSRPDGLPGLQPCAAPSRPCPAPLLPPAAPGGLAAAPLRPRPRLWPRPRRGWRSGARGWTAPALPPGWKKEEVIRKSGLSAGKSDVYYFSPTGKKFRSKPQLARYLGNTVDLSSFDFRTGKMMPSKLQKNKQRLRNDSLNQNKGKPDLNTTLPIRQTASIFKQPVTKVTNHPNNKVKSDPQRVIEQPRQLFWEKRLQGLSASDVSEQIIKSMELPKGLQGVGPGSNDNTLLSAVASALHTSSAPITGQLSAAVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADILSRDADSGDLDEVEMDNGEEA
>Acar_8115200.1
MPGEEATQLVTLSDISNEHVTEDINKEKREATAHLDPKKEETKTIQGKEDEPAVSLSACLCHKGVPEGWERIVKQRQAGKTAGKYDIYFVSPQGKKLRSKHALLDYFKKNRETGLKLEDFDFTTSVQNNKQRTKESSIVLGRLKEERRVTRSQILDIGLQSNEGEELQNEIVAFQTNAGDLENISTSLQTETVADDNSKDCCFKSKENVKIKKARKSSENRYLEDGPNKRLRASSHKKQGVGKLPKTRRKKAAYIPCLKDEIPLSQPELEPHVQPVASLLEHKSSADHFNCNVGPRGVVTVAPNENLSGLEMQRNLMLPGNQGVKIALSMEVSQTCDETCFTSIKENHIRRRKTSPYFSSKLTKIAPSPPRRKAFKKWTPPRSPFNLVQETLFHDPWKLLIATIFLNKTSASYFSLGKMAIPVLWEFFKKYPSPSVARTADWKGMSELLKPLGLYELRAKTIIRFSDEFLVKRWKYPIELHGIGKYGNDSYRIFCVNEWKEVQPKDHKLNIYHAWLQQNYEKLKLNDSK
>Acar_8123160.2
MAKAAGGPKWGPRSPSMGPSGKKFRSKPQLARYLGSSMDLSTFDFRTGKMLMSKVNKNRQRMRYDCASQAKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKTDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEEIAKDGEAPLAKVGGPEDGEEDEEEEEEEEEEEEDGGSSTRRQQGQGSRSPFLSGSDRSNHEVEEEEEEGEVSGSEAQSESSEEGSESD
>Adig_15756739.1
MSKAASVMLSCDCGIAGWKKIVTQRQSGKSKGRYDVYIVNPSGRRFRSLVELRRFMSAEHRDFSFKNVDFKVPKRSSDSESAGGREMQSDCSVSELTQEQAKDELTNLKKKQEESTSPYFSRTKRRLQSQKGQSGTTKRRRKGSCNDLSKREVKRRKFSSQGEGRGSRKTLRKMVRNGCNLKHSKSSMRRKYEKLMIKGCKQTENCVSNANHLKLKSDDCSFDNFTSGYFRQNNELNHLSKPGTVFNWIPPKSPFNLIQESLFHDPWKLLVATIFLNRTSGAKAIPVLWEFFKKFPTPEVTRGADWKEIAG
>Adig_15773644.1
MDEKPIRMECPSLPSGWQREIVMRKSGLSAGRSDVYYYSPDGKKIRSKPQLEKHLPDLDLGNFDFRSGTYCRRSKRKQGEKEQSYGRDLNGGIIPAPVRQSNKSLSKQSVTFYPTMVPAPATSKDKRRKLDSANAKNEKDKPKQLFWQKRLQGISVCSVDETALKCFRLPAQIKSVGPGINQKGLIHSLVTNLYNNASVKGQDRSAASLEKHPEVWLNAEQPVCAPFAITDSDIKKQEEKVATLRRQLSEALAEYEHLKRDPPMK
>Aipt_22297
MSNFDSTEGLPPGWRKVVSERKSGKTKGRLDVCMISPDGRRYFSKKDLQRQLESSNSPLKIEFDFSKTIKKLEKNSDAPEEKKLKSKIEPKDELENGKEVESPPKMESPVATVSASTEKVSRSGRKIRPSFKLSPDLFFKSVERHCSEKLVIRKDWRKSIDGVNRFIAKTGAPPGWEKVLHKRLHGKFKGKCDVYMISPQGIVLRSRPEIKFIAANGLDLSISDFDMTADHSTGKTIDNTNSSLKVKKKRFNRQSKHLAKNRPHTSTRRKRVNEKDEKHLARKSVNKSTTDATKKREQTSPKQSTDGYRTRKRRLVSASKPSINVAKKKCHSFLKNGIQNQCKDSSIGQKTDKSTKHKAKSLNQRVDGVPEGWTKLLSERQSGLLKGRCDVYVFSPDGVKIRSRPELKAYLEKTKSNLSVCDFDMSRKTSHSASKSLQEQSVKRKHSSSSCTSLTEKQKARTRSSLEETAEQITPTTSRSNGNTSITESPNCVKSLYESPMSDQYFSVNESLNVSSRSKQCNLEAEPEEKHVDRENGEQDGGDTESERKVTDKATNSKNNGKDTKNQPKVSPYFSDSGSSPNPPKIGDKDTDKKKWTPPKSPYHLVQETLFHDPWKLLISSIFLNKTQGEKAIPVLWEFFRRYPNADVTRCANPKPIA
>Aipt_25436
MDEKPVRSECTSLPKGWLREIVVRKGGLSARSDVYYYSPDGKKCRSKPQLEKELGGMDLTDFDFRSGTFCRKSRRRTNQQHYSRDLNGTILPAPVRQSTKSFSKQPVSYYPITEEPSPAKKRKMENAIKNTKIDKDRPKQLFWEKRLQGITPIDAGDGRKLDSFNFSKGFKLVGPGMNEKGLLHALMAKIHSKTPIKGQHTSVVALEKHEIWINVDQPPCTPFSISEGDIKAQEEKVSRLRRRLAEALADYDQVKLKLLSMQGQSKTQSAE
>Apis_1156167.1
MPRLKKRSLETKARISRMKRAEKRREQILILKTQAEEMEILCRGIRSEGALVPPIRQTASIFKQPVTVHKNQEGKVKADFKHGRQEKPRQVFWEKRLEGIRASEKDGYELGTRWTGLLRPAGPHVSDDTLLQSVATALHVCAMPVTGQPPMRSHYDKEIVYRIPDQPLVQEVSVTVEDIKSQEERVIAARKRLQEIMVKIK
>Apis_XP_003244914.1
MEADHEILHSIDKTSKLKCLSSHSEKNVRKTKYCKRPGLVYKNLIKNQNAIQTSHYFESTCSGQWIPPRSPYALIQEDLFHNPWQLLIATIFLTKVTAKLAIPKIHTFLLKWPTPEDVTKADPQQLLSSVENLGLENTRVKTIKRFTADFLLKNWKYPIELYGIGKYGNDSYRLFCVNEWRKVQPDDILLSKYKDWLTLNEKQLGI
>Aque_3386267.1
MSTLRRSERLVKLRSLLEYESITKKKDAQLAGKIKHSSSTCPSKSSETKSRKSKYFSAKVVAAKSTKLRASKRQPTNQKRSTYFKEKDKQVVQSPHNHKHLEYPHYAPPRSPYGLIQEELWQDPWKLLIATIFLNRTTGKAAIPILWKFFDCYSTPEEATAANWKDIASMIEPLGLHIKRAKMIIRFSGEYLSNDWVYPIELHGIGKYGNDSYRIFCTEEWKEVRPNDHMLNKYYEWLCQLNDYHPEDWEP
>Aque_3389039.1
MNGDNVQKVDHKPKGLPSGWRREIVVRKNGMSAGKTDVYYYSPCGKKFRSKPQIARFLGDHADLTCFDFSRAGSLGDGTRRRARDRNPQGTVKRFDPRHIVPQSVRPLSLNPLRPSGPVRRTCGVIKLPIMLLSPPAGNTELRDTILGQSNNGSGSVGGDSKGHTLNVVVQSLWERRLNTLNPNDHVTGKELSRLDPDPIPPPGYGPSDGLVSSSRIPLLLPSGLQPQSPVLPSLLSSVQRPQSHPVSNNNKVTSGTRLLQIHQDQQQHQVKSHPNNIPARITGGGNVLPMTVTDSDVKLQEQRVLLLRQQLMAAQSSL
>Aspe_22979
CTISTRLAPTTVIMDPKPNFRKCIRAEKRQHRAGSPDCSARVTSHYFDHSTKSARSTHQVSTTLSNKNSGGGTFGQTAQWTPPKSPHRLIEEVLFHDPHKLLVATILLNKQRAIRSLPVLHTLLSRWPTASALSTADPAELAPILRPLGLQHQRAARLVAMSRAFCACDGRVHDAKTLPGIGQYGADAFTIFCTPQWDIDPSDKALAAYVGWLRQRRRFSLTRLRRNRESSWAFKR
>Avag_44627001
MHESTGRTSNSSSSLLLSSNANRSLNIHPPKLTRTLQQDNATKKLKIGHTNGIKPTVDGNSVVRNSKGDQSLRCPLRQTLPIFKQPVTHYPLERDEVKAQVINPNNPTASANGGKPSEKTKPRQLFWEKRFQNIRPIDIDEKPFEHVKLPEPIKSVGLNMSPETVVISLATSLHLYCNSRALFGQNKQFQKNPTIYIQRDQPLIDYVNITDEHIRAQEAKVNELRKRIQQTMCKNEI
>Avag_49677001
MHDSTDRHANSSLSSSSMTLASPNRLLITHQAKLSRSSQQQQQNPSKKLKVHHTNGVRSTSQENNVTIRSSKNDTSLRCPLRQTLPIFKQPVTYYPTQRDEVKSQLTNTSNQNTTSNSTVGKPSEKTKPRQLFWEKRFQNIRPTDIDGQPFEHFKLPEQIKGVNLDMSPETIIISLATSLHLYSSSRALFGQNKQFQKNPTIYVQRDQPLIEHVTITDEHIRAQEEKVNELRRRIQQSMRSNMKMEV
>Bflo_2585728.1
MRNKVQIITPLRNVTYLEPANEANCGLVLKFDPIVPEQVWRKVEGYQQSCDYLNKTFCHNLLILDRQHIASGTTTSQADMASETPLPKGWTKKVVLRQSGASAGKTDTYFYSPEGKKFRSRTEIAKYCKDKGLKIDTDSFTFGGKVTSSAKKAAKDTPRGRGRPPRAAAAKKEKEQKASGKLVVKMQFSTPKKRSKSSGSSSKEPAAKKARGRGRPPKAKQEVKVKFPMGPKAAQSPKKGAKSKTPAKKERKAPAVKKPAKPAKEKKAKPAAKKAARAPPKTKSPAKDPPTTAPKPLKKRKAPEETEAASPSKKAKKPEPEATAGSPAKPQTGESSQPTEADVVVLADDLPKQSGKVADKSEETYEPEIISISEGASGDDREMSPPREGMSPEEMMPSESEEDEDGGFVIVDVKDCEEEPEVVAEVPVAAQPSEPPRSGNIETLVFRPLNTPEKSQEAPTPPQQAAGPATAGPVQQENAAVITPPPEPAREASNSESRGSSESGSTTYLPEIIECQAPATGQAQTLLPPANTVGRLPLSRTQSWGSNIPEPSVSPLPRSISPLTDRSDNEPVSAFEPVFPQAPGAVTTTRVLGDRSGNIFERLAPPPADGSVSASAASEEYRRSAFQPVVPPSLGRQATNHCTIPPPTGGGSAFQPVLPSAPGATTNGEGAGARGREVAPVTNSDSREPEVSPYFSGDAGNLPPLKEKFAANKWTPPRSPFNLVQEHLFHDPWKLLVATIFLNRTTVLQGEKAIPLMWEFFRRWPSPEVTRDADWKPICELLQPLGLYEKRAKTLIRFSDEFLTKDWAYPDELYGIGKYGNDSYRIFCVNEWRQVMPSDHKLNDYHNWLLENHKELGI
>Bflo_2609851.1
MERRRMDCPALPKGWKREEVTRKSGLSAGKSDVYYYSPSGKKFRSKPQLARYLGDTFDLSCFDFRTGKMLSSKVNKNKKVATRALDSNKKYDASLVLPIRQTASIFKQPVTHVRSKANKGSETRNDPKSANQEQPKQMGPKSGTTPKSARPPPAISDSSKSETAEKGSSDPISHISQLFWEKRLQGMNACDIAEEVIKNMELPKSLEGLGPGWNDETLLQSIASSLHLSNNPITGQTTAPSTVEKNPAVWLNTDQPLMKPLVVSDEDIRKQEERVRQARKRLEEAIAGKYLHTNKTAE
>Bgla_1298225.1+13077001.1
MALPPGWKREEVVRQSGLSAGKTDVYYFTPDGKKIRSKPQLARILGETFDLSAFDFRTGRTVYSACRKSKRQKGSSYDFARGVRHDASLVLPIRQTASIFKQPVTVVRNRTESKSKAELKHGIQEQPKQIFWEKRLQGLRACDSSEEVIPTMELPKQVQSVGPELSTENVLQSISAALHINTGPVVGQGATKQVIMKNPSINMDTQQPHIQQLMVSSDDIHRQEQRVQLARRRLQDLIQSLEMSTRSTDKVSLKSPVRHFADIFDVVPAHSQCVSPILSTQFDRSEANDTPVKLRRISKIFSHAAAKVRQEGRKLRKVISAIKEPDCRKRMNATDNDKQTINNARNPCLLPRSPFFLVHELLYHNPWQLLVATILLENTTAHQKVVPVIWKILNHWPTPELASQADLNQVAHFIFPIGHNYQKAEAIINFSNDYLTKKWTYPIELKGIGPYGNDSYRIFCMNEWLQVEPSDKKLKRYCHWLKSNSERFGLMPIK
>Bgla_13061306.1
MDTTDSTEADTKEGESTVLSPSEGAANKDSCSENDQNLSSNSPKGEYSVEKDVEADLNDALPEVTSEGLGDAEYTSDQVVRDADISEKGHSEDASEHVDRCAFHATSTENVEPEENDAQVHSTVDEVENVKSEGAEAGEIDSEIAEESDTVVISLADNVGIEQEVSEGNEVVETSLVDNSVSEPEDSDALEISLADNSTNETPVPEDTIETLAEESADEKEENSSEESRLISSKAGEINIAKNNVATESMDSLVENSGDEDNPLDNEDDQDNVILDLEDEKSISDTSSIPENYNDDLGERMKEVEEGETSKSKSEEDEPVDEDQKEKEMQDELKAIEESTVEENEESSQPEEKSPESRNLDATSGEKLLTADASEAQDAQGGAAVEQSSENVGSEIIDQVPSNTEPNIVEVKFNKRQRKITSKMRELKESLSNETTQVASKPKRARRSAAPPEENVPSQAQAETPQIKPDVASATETTEAPGPVEKPILEPENTEMPESDTTNQTPVRTPKAPRKSSLATGGQGHAREISRELDNGWTFKAVQRMSGVSAGKYDIYYYSPTNKKVRSKTELMHFLKEQDIQVDLELFEFSITKLKEKGLLGSVDEYNVPTKQKHAENKPIKAKPGGVTKAKTGLLNNKSLFKNAKLSLTEGKDQVKPKSKGLFSKKNAASDDKPGTDKGQQPLQKLVIKMPFGSGFGKVKMTKKESSQICSYFAPSGDEDDVPEALPTSDSETQNVEESEKFTGIVEKKRKQLPLWLKTSKKRGRKPKARPELVSPLSLNTDASSMEESALETSMEENALPSSALDSTEGNESQNEIDSPPVKRKRGRPKKSASAVEISVLSGKEESKDNDTVSQPAQESSPKKKGRKPKTLVSCVTELSATSDESKELSKTDSSNDKTKLLVEEGEDVTALNTKSDSTDTLSQNPQKAIPKKKGRKPKTHVNTASESTASQDESGGLLNTESENVLTQPKSTDSIVVDSRAQNEPPETNSLNPEVSQLLTPSNETTMAAFPEVPITDTPLTDSKRKRGRPPKKKISNVGDATPTNALSISKDSVNLDIDAQSSPRVNGHPTKSTVDKESTQKNGKGTKRKLEETPDSMSITEPTPLTLENDIALPTSKTPREEMSWSDYQEELQKDSDTPNSKDRMVRKSLPFEDEEYSLTEFLSVQNGIKCRDSIEITAEMILDSSSNALKSKYFKKKGTLSKPKLRRDEKWIPPRSPFCLVQESLFHDPWKLLVATIFLNKTTDEFLTKKWTYPIELHGIGKYGNDSYRIFCINEWKE
>Bmal_1896671.1
MGRTKGSEAGNLSVTKRGMKNGKDRGVAVIAKSGFDGPLNAPWRKTVSIFKQPVTLVHTTSRETKNPTNEQLRRVCASSNLKNKVDKPRQLYWAKSLENLCAMVPVCNADRITIDDNEHISHKLDLAGKMEPALGIIGTDGSAASLCSALHGFGASVITGQTATKKQLESSPSFSTNVDQPFIQAMSVSEQDIQQQERRVLDMRKRLQEARKHFHM
>Btau_DAA16829.1
MESPSLRDCGAAPSVVDRERLVPDRLCDLREEDVALGSERVGEDEKQMVMKSSSECNLPLQEPFASAQSGGNAMTECRKSVPCGWERVVKQRLSGKTAGKYDVHFISPQGQKFRSRVSLVNYLHQSGETSLKPEDFDFSVCPERSIKSECKGRNTAALTFQLQHQSNSSNRNLRTRSMRKKDVFPLPSACLELQDSGELPNLKEDEGVHDIASRKVSKSKRKVTVLKEIQTKKTKPGCRKSLPDPVQSNRESQSEPVAQESHLEGTCCISDARASEQALSVTTEEERLGKKKSSCLGPNGEQIPSGIVSKLCSAKEVEPNNKCEDPLLESEEIRTKVEAAERKEHLHMDISEGGSETDDSSQTQKNPTSAKVSQEDTVPRTQIEKRKTSLYFSSKYNKEALSPPRRKAFKKWTPPRSPFNLVQETLFHDPWKLLIATIFLNRTSGKMAIPVLWQFLEKYPSAEAARTADWRDVSEFLKPLGLYDLRAKTIIKFSDEYLTKQWKYPIELHGIGKYGNDSYRIFCVNEWKQVHPEDHKLNKYHDWLWENHEKLSLS
>Btau_NP_001193481.1
MVAGMLGLREEKSEEQDLQGLKDKPLKFKKVKKDKKEDKEGKHEPLQPAAHHSAEPAEAGKAETSEGSGSAPAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRGSPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKAAASEGVQVKRVLEKSPGKLLVKMPFQAAPGSKAEGGGATTSAQVMVIKRPGRKRKAEADPQAIPKKRGRKPGSVVAAATAEAKKKAVKESSIRSVQETVLPIKKRKTRETVSIEVKEVVKPLLVSTLGEKSGKGLKTCKSPGRKSKESSPKGRSGSASSPPKKEHHHHHHHVEPPKAPAPLLLPPPPPPPEPQSSEDPASPPEPQDLSSSVCKEEKMPRAGSLESDGCPKEPAKTQPALATAAPATEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS
>Btau_XP_005224310.1
MAEDWLDCPALGPGWKRREVFRKSGATCGRSDTYYQSPTGDRIRSKVELTRYLGPACDLTLFDFKQGVLCYPSPKAQSLAITSRKRKKPSKPAKARKCQVGPQKSEVRKEAPRDDTKADTDTVPASLPAPGCCENCGISFSGDGTRRQRLKTLCKDCRAQRIAFNREQRMFKRVGCGECTACQVKEDCGACSTCLLQLPHDVASGLFCKCERRRCLRIVERSRGCGVCRGCQTREDCGRCRVCLRPPRPGLRRQWKCVQRRCLRHLAHRLRRHHQRCQRRPPLAVAPPAGKHGRRRGGCDSKVVPRRRPPRAQSPPPPPPPQPPESPELHPRALAPSPPAEFIYYCVDEDELQPYTNRRQNRKCGTCAACLRRMDCGHCDFCCDKPKFGGSNQKRQKCRWRQCLQFAMKRLLPSVWAGSEDGASPPPAHPRRKRPGSTRRPHLGQTLKPPLATPAAQPDRAQTPVKEEAGSGFVLPPPGTDLVFLREGASSPVQVPGPAPASTETRLQEAQCPGLSWVVALPQVKQEKADAQEDWTPGTAILTSPVLLPGCPSKAVDPGLPAVKQEPPDPEEDKDDNKADSTSDLPPEEEAGGAGTPVITEIFSLGGTRLRDTAVWLPRSKDLKKPGGRKQ
>Btau_XP_024840333.1
MRAHPGGGRCCPEQEEGESAAGGSGAGGGSAIEQGGPGCALAPSPVSGARREGARGGGRGRGRWKPAGRGGGGGGVCGRGRGRGRGRGRGRGRGRGRGRPPSGGGGLGGDGGGGGGGGGGGGGGGGAPRREPVPFPSGSAGPGPRGPRAAESGKRMDCPALPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNTVDLSSFDFRTGKMMPSKLQKNKQRLRNDPLNQNKGKPDLNTTLPIRQTASIFKQPVTKVTNHPSNKVKSDPQRMNEQPRQLFWEKRLQGLSASDVTEQIIKTMELPKGLQGVGPGSNDETLLSAVASALHTSSAPITGQVSAAVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADILSRAADAEAVDLEVDSGDDA
>Btau_XP_024850379.1
MERKRWECPALPQGWEREEVPRRSGLSAGHRDVFYYSPSGKKFRSKPQLARYLGGSMDLSTFDFRTGKMLMSKVNKGRQRVRYDSPSQVKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVEQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTTPITGQLSAAVEKNPGVWLNTAQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEELARDGEAPLDRVGADDEEDEDEEEEEPDQDPEMEHV
>Caqu_1123
MEPKKRGRKRKVVASQVDSEDPAPSPAKIRKVAEGGAAKKRLQQRIVQQRIRRRRLNYCIRNVSPIKLKIKTAMLAEEDKSSSEELEEEMEQEEGKSKKPGGRSHYFKKVAGESEVEPPKSLNKDVWVPPKSPFHLVQEKLYDNPWKLLVATMFLNRTAGKEAIPILWKFFEQWPTPESVVEANWVDIAALMAPLGLNEKRAKTMKRFSDEFLTKKWKYPNELFGIGKYGNDSYRMFCVNEWRQVHPDDVMLSIYHSWLATNCIYMGI
>Caqu_7773
MSIVAAQSCPQSEEDMSVEKKRFECGALPKGWQREEVIRKTGLSAGKIDVYYYSPSGKKFRSKPQLSRYLGETIDLSTFDFRTGKINALLLRKNRKQRGTQFDYSRGVRTDASLVPPIRQTASIFKQPVTVHKTQVESKVKTDFKHGPQERPKQLFWEKRLEGLKACDISGEELVSMDLPRTLRGVGPNISEDTVLQSVATALHITALPITGQTGSRTALEKNPGVYLNPEQPLVQAMNVVEDDIRKQEEKVTVVRKKLEEALRLQQA
>Cgig_11447845.1
MEDDEATDELFVAMQPSTQYKETKENTHNDEEGCEEYDDTGDEFGTAEDDDDREIIDEFEEESATEETTERVLDNSDSADNNSNIVPNKLMYPEADPEQSNSSADPDTSQSSDQASDNVRYLRKRRQLETFSLPLNDSLQDDVDLIKRSLGSDHKNMSGDKDSTTSDVMEIKPAPQPIRVDHTYDVSPMLLDKQLPKGWTRKVVQRLSGKSAGKYDVYIYSPSGRKLRSKTDLARYLEEEGITELTADDFDFTVRGKHQSVAQPSKRKITEDVGSEIKRKRGRPSKVSKEIRESKSPLKAGTTSKKRQLTQSTEKTASRKSIVSQSKEKNDSPKKGKTITQRLVIKMAFTTGESHPKSRKRKSKNLKSVKRKVKSDKDRQQDVSVVNKKNSDTLSKEIVGGEKREERYMTPKKNPRFREAVEEDKDGVKSHGANVFDLFDGEGHMVIGMEANLNMDKDDSIVNGAQNGNQFKESDLSHSSAAVLDDSKSQSRLKRRSSSNIDYALLSGKNRRISFERRTSARGSGSEISSVNQTSNRSDRVSGLDSPDYKSEAAELSEQKVLSTNNSAFRTHENVNTVDDDSEKDRSVELLKCPPKDVIKECPPSPSPTPHQPSSHPAQSDKKCTQSTSPEVETSASTEQREIQVEADDNALDIEEDEEYVPAPAEVVHSPYFQGGRYMPRPELHRDVKWTPPKSPFHLIQESLYHDPWKLLVATIFLNRTTGKAAIPILWKFLNRWPNPDTARKGDWQAMARLLAPLGLHEKRAKIIIRFSDEFLTKDWKYPIELHGIGKYGNDSYRIFCVNEWRQVTPTDHKLNDYHKWLSENWETLGLQ
>Cgig_11453189.1
MEKRRLDCVGLPPGWKREEVVRKSGLSAGKTDVYYISPDGKKIRSKPQLARQLGEQFDLSAFDFRSGRINHSQLRKSKRPQGPYDFTRGMRHDSSLVLPIRQTASIFKQPVTVIHRQESKTKSELKHGPQDPPKQLFWEKRLQGIQACDSQEEVIKALDLPRNVQGVGPELTTENILQSISAALHISSSPVVGQGNNRATVAKNPGVNIDVYQPHIQQVIVSEDDIRRQEVKVIEARRKLQDAIKGIM
>Cint_2132141.1
MNQAKKKVAVLGLPHGWIREECVRQNGLSRGKCDVYYISPTGKKVRSKPELIRVLGSSVDLTCFDYRLGRFMSEKVKSSRRQKQYDKSGRLDLDTSLPARQTASIFKQSVTKVCNHKVNPMKSEQARGNSKAPQQLFKEKRLTGLSASDIAETVIETLELPKALQAIGPCPTAEELLRRIAIQLHDGNHTIVGQNSTSVLKDPCVLLNTQQPLCKSFMVTEEDIRKQENRVIVARERLEQALKRDDELQRQELLLLA
>Cmil_7888677.1
MEFPPGNVEDEHCLQRDLAKEDGLKSESPDQENTNFALTEDGPVNQTLDFKAPLHHHPELPEGWKTIVKERKTGKSAGKHDVYIVSPQGKRFRSSKELANYFQQSTGDEITTNCAISGQGKTRKASRTAANQAAAPAQVPTQEMGDTLQKPETETISQTVKRRRCARVSSTSNKKSEKGAGMQDFGKLRKKCRREPSSNTRQKKSLLTEKEETLPLQGKHSFKAEKTASTKRSKKDKEERREQLLKEELSGTPHTPELQMIEDAKQAVLETSEFNRDSAQISQKDASTALSLPEVTISGKKSESTPSVLCLETDLFKSEPNSEDSDNRILVCHSDGNAFTSLKTQENHHPRAKLDRRKTSPYFSKKYSKGAPSPPWQKAFNKWTPPRSPFDLVQETLFHDPWKLLIATMFLNKTSGKKAIPMLWEFLEQYPCAEVARAADWKEIAELMKPLGLNELRAKAIVKFSDQFLNKSWKYPIELHGIGKYGNDSYRIFCIKEWKEVQPQDHKLNKYWAWLWENHEKLGLTRPKDITSATLIPPPSTPSTLPDPTPTPPSPLGS
>Cmil_7908373.1
MERKRFECPALPSGWKREEVTRKSGLSAGKSDVYYYSPSGKKFRSKPQLARYLGNSMDLSSFDFRTGKMLISKLNKNRQRLRFDSANQVKGKPDLNTSLPVRQTASIFKQPVTKVTNHPNNKVKMDPQKAVEQPRQLFWEKKLTGLNAFDIAEEIIKTMDLPKGLQGVGPGCTDETLLSAIASALHTSSNPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDDDIRKQEELVQQVRKKLEEALMADMLAQSDESEGEVDATQDKEDEEEEEEEDDDDV
>Cmil_7908872.1
MKSSCVFGDGSTLRHARGSLPHVYVSQENYHPRAKLDRRKTTPYFSKKYSKGAPSPPWWKAFSKWTLPRSPFNLVLETLFHDPWKLLIATMFLNKTSGKKVWMFLEQYACAEVARAADWKEIAELMKPLGLNELRAKAIVKFPDEFLNKPWKLIVLRGILKYGNDSYRIFCSKEWKEVQPQDHKLNKYRAWLWANHEKEAWSDATKGHYFGHPHTPTIPTRPRSPFRS
>Cmil_7909886.1
NVICFVVVLLGSEEKSEENEQSGQKEKLLRLKKYKKKEERDEGKHRDTQPAAADTQPAPPEPADGNKAETAEHEGAMADTPSTPKPRRSLIRDRGPLYEDPTLPQGWARKLKQRKSGRSAGKYDVYIINPQGKAFRSKVELIAHFEKVGDTTLDPNDFDFTVTGRGSPSRREKKPPKKTKAPKSPGTGRGRGRPKGSGKDKATQKGGSSRRLSDKSAAKLLVKMPFTAPLLPGPGEVAASSGQQHPKVQRKGGPGRKRKSEAEPRAVPKKRGRKPGGGGGSGGGGGPAPAVKKKAAKESSSCSSSSLAKPEEVAVLPIKKRNLGEESSPLKKRKSTRMFEGDSSGSVPALGVSETKENPPLNSHLRRLHHHRRRRNSSQQQQQQQQQPQAETATGAGAGDKSGKGLKGGKSVVAPPKGREASPKGRAAKKESHQLQPQPQPQPQPQPQPQPQPQPTVQEAESSRDRSSPSEPKDLSTRGCAGEERAPRSRPEALPPGAREAPKTAEAPERGKLRGEGDPRGLISSVSRPAREEAGDTRAAVSERVS
>Cpic_5283883.1
MERKRWECSALPQGWKREEVTRKSGLSAGKSDVYYYSPSGKKFRSKPQLARYLGSSMDLSTFDFRTGKMLMSKMNKNRQRMRYDCSNQAKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEEIARDGEAPSEKEGGDEEGEEEEEEQDHDQEMENV
>Cpic_5288517.1
MAAPEVRGQEEGSDKSDMQIGKKTKEEGKELVTETREYFGLQIEGTETIAENTLQCKEDVAAVLEVASRCPKNIPDGWKKITKQRQSGKTAGKYDVYFISPQGAKLRSKRALVAYFSKNGETVLKPEDFDFTAPVQSKTRSRAKGFGAEAVGPRLQNKECNSKAQDLSVQSSKEELKVLELQTSNEQLENISIHLQGRGDLVIKDIKPKDCCKKAKEKGAVGRRAQIKKARKGSEKRNPDHSQNKRQRKASCNNQEAEGSQIKKIRQKKNVCVSDRGRIDNQNLNPTDTGKANTLSEDEIMTSGSQSEMQLGPVTALSETESRTMELLGYAEKSSDDAAATKSDKNIAERAGSGAFAKEKDWVHSGNQDFKPGPETDISISQPCDKKSFTSVKILQEDYVPRTQVERRKTSPYFSSKYSKEAPSPPRRKAFRKWTPPRSPFNLVQETLFHDPWKLLIATIFLNKTSGKMAIPVLWEFLEKYPSPDVARTADWKEMSELLKPLGLYELRAKTIIKFSDEYLTKQWRYPIELHGIGKYGNDSYRIFCVNEWKEVHPQDHKLNTYQAWLWENHEKMSLN
>Cpic_5312034.1+5315344.1
MSEGWVDCPTLGPGWKRREAYRRSGATCGRTDTYYQGPNGEKFRSKIELTRFLGPSQDLTNFDFKNGVLRDPPPKGAGTPPPAPLALRPVQVKKAQKRRLSLSEPDPPNSPEQPPPKQQPVKLEPPEQPPPEQRPPPLPERRPRKRPAALLEAQESAQDAVVACCASCQNYFPGVTLPSQRRCRWLCPDCRAQRRDFNREQRFFKVRPGLGLGGPWLRRLKALPLLQRVGCGACQACQIPEDCGICTVCAVRAKNPELRIGRKCLLRRCLKIVKKGFGCGVCQGCQATEDCGSCYICLRRLKPGLKRQWKCLKRRCLKKKVGVGGG
>Cpic_8164256.1
MERRGRMDCPALPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNTVDLSSFDFRTGKMMPSKLQKNKQRLRNDSLNQNKGKPDLNTTLPIRQTASIFKQPVTKVTNHPSNKVRSDPQRVTEQPRQLFWEKRLQGLSASDVSEQIIKSMELPKGLQGVGPGNNDETLLSAVASALHTSSAPITGQLSAAVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADILSRAADTTKDMDVELDNGDDA
>Cpic_XP_023969568.1
MAAAPSGDEERLEEKCEDQNLQGLKDKSPKAKKMKKEKQREAEPAEAGKAETSEGAGAAPAAPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRGSPSRREQRPPKKAKAQKGPGTGRGRGRPKGSGSARPKAAASEGVQVKRVIEKSSGKLLVKMPFQPGPPGGAGGAGGSATTSAAPGAAGRRPGRKRKSESDPQTLPKKRGRKPGAAAGPVGPVVAEAKKKVVKEPSFQAVQETVLPIKKRKTREAVALEVAPPPPERSPKGPRPGRRSKESSPKGRGGNAAPASPSPSRKESQPPPPPHQPPPEPLARPPASPKDSVSPPEAQDLSSKGQPESDGCPKEPPKTQPPAVLYKHRGEGERKDAVSTSSSAPPPAALPRPSSRDEAVDTRTPVSERVS
>Ctel_102919
KWTPPKSPFNLYKNRFLTIRGSFSWPRYFSTKPPVRDAALPVLWTFFDLWPSAEATKTANWEEISELLQPLGLHVSRAHTLIRFSEEYLNVNWTYPIELHGIGKYGNDSYRIFCLGEWKQVAPSDHKLNDYHRWLWKNYRSLGLD
>Ctel_180602+148837
MNATERRRLDIPGLPPGWRREENVRKSGLSAGKTDVYYISPDGTRVRSKPQLCRMVGDAVDLNSFDFRTGKILQSSIRKSKRMRGSSYDFARGLSNCFFCSTVFFCSSVGCKLQVFFLLMRHDANLVLPIRQTASIFKQPVTVIRNRPESITRSDLKHGPQEQPKQLFWEKRLEGLHACDTNEERFKSLDLPHNIQGAGPNLSTENLLQSIAAALHVSSQPITGQNATKSVLMKNPSASINTEQPLIQAVTVTDIDIKRQESRVQDARKRLEQAMSTLY
>Dmel_1262421.1
MQMNPSVTIERKRVDCSVLPKGWQRDEVRKSGSSANNNASSNNNSSATASSNNNNNKVDVFYYSSPTGKRAEGKPQDIAIPDFQPGKMPHCALPSPSISLYRCSAMPLPIASGGGNGATSGSAANALKRKFARSQGGNAAGAAGAAPPAATASSAATATAASASPSTANRQQQQIELSRALRTDVSLVPPIRQTASIFKQPVTVIRNHKQDPAKAKNEPKHGTREKPKQLFWEKRLERLRACHDSGEELDDISLPKTIRTVGPNVNEQTVLQSVATALHMLNAGVHGQSSTKADLTKNAMAFMNPEQPLMHAVIISEDDIRKQEDRVGVARRKLQDALKT
>Dple_202505
MNISIEKKKSDCDALPKGWQREEVVRKTGLSAGKVDVYYYSPTGKKCRSKSELVRYLGDSVNLSYFDYQQGQLNTMLLCKVKKQARAQYEYNRGFRSDASLVPPIRQTASIFKQPVTVYKTQESKVKTDLKQGTQEKPKQLFWEKRLEGLTACDANGVIGTTSLPKYIKPLGPYTSDATTIQSLATALHVSSQPITGQTGSKQTIMENPGVFLNPEQPLIAAVTITKDDLRRQEERVERARLRLQEALATA
>Dple_206884
MNLENDLSLSQLTIEEPDPLNIPPFFNLTPRLMPESPHYIIEEEFSLNPWAMLVATIFLTKTSGKTARPYIKSFFTDYPTPYQVLDETPSSLERFFENLGLKKRGNMIWKLSYQFVSGKWRRASDLCGIGKYGEDAYRIFCLGHTDVNPDDRYLKLYLDWLQCHTEFIKDRSVTDSENLLQDPVLKYYRITLKSNV
>Dpul_210238
MSKMAKVDRKRFECNALPKGWTREEVIRKAGLSAGTKDIFYYSPNGKKFRSKPQLVRYLGDTVDLTTFDYKTGKINAILLRKNRKKAQPDLARGFRNDLSVIPPIRQTASIFKQPVTIVKSQECKVRHELKHGRQEKPRQLFWEKRLENLKFLNFETKENSRLPPSIKPVGPYVTSDTALQSLVSSLHTVIQGVSITGQTGSKSALEKNAGVFLNPEQPLVQGLVISESDIRKQEERVLSARVKLQEALRSL
>Dpul_61640+202508
MFTESPLFDDPSLPTGWHRKVVQRQTGATAGQWDVYVYNPEGKKFRSRNELRTHFNQIGSTMNSEDFDFSVKGKGMTVLEPHAILGSAKKVTLKRKLDEHTVRTPVVARPKVAASKKLIKNYKTAILDKVETETEAIPVEGNNKTSAYFSVPFDVLPKSKDPRLPIEWEPPQSPYNFIQEYLFRDPWQLLVATIFLNKTNGKAATPLIWEFLKRWTTAEVARQADWKEIADLMNPLGLHELRAKRIVRMSEDYLKGDWVKPSDLYGISKYGSDSYRIFCLGEWKEVRPTDIMLKIYQDWLFTNWKALKLTEKCSG
>Drer_17213054.1
MPHTRHSRRRDAEKYKHTHLTPDQHPEADTHPHLTPDQHLEADTHSHLTPDQHLEADTHSHLTPDQHPEADTHTHLTPDQPPDTHTHLTPDQHPEADTHSHLTPDQPPDDCAGEEMRQKHSGCASPAGNSESRLKRTVEKRKTSPYFSRRSEAVRRPRRKVFRKWTPPRSPFRLVQETLFHDPWRLLVATIFLNKTNARVALPVLWEFLECYPSAAVTRVSDWRPLSVLLQPLGLSQLRAKTLIRFSDEYISKSWQYPIELHGIGKYGNDSYRIFCVDEWREVTPDDHKLNDYHAWLWKNHKQLGI
>Drer_39876.1
MDTEEVAAEAPAETATEEKDATSEENKESTTSTDIQDHVTDKNQEEDAAAKEDEEAVIDKEAEEAVIQKKDEEAVVQKEGEEAIIQKEGEETIAEKEGEETVTEKEGEDAVTEKEGEEAETEKEGEDAVTEKDGEDAVTEKEGKDAVTEKEGEDAVTEKEGKDAVTEKEGEDAVTEKEGEEAETENKGEEAVLEKQDESSKDVDNPSCDWLEPLEEDCEDVDSQSVDGEVESVAGSEFSGSVVLKSTGDRGGRGAGRARRKTQFEADEGWEDWPALGKGWKRKEVFRRSGTSEGRSDTYYISPRGRKVRSRVELTKHIGHSVDLTNFDFKSGQFLGEGARRKPRVRRKMESPLAQPETSLTLSVRSDSADVQRPASSAGFATAQKKSLHSTQNPPYATTASNLSTFVSPGTNKSSLSATTQPVVDLTEDAANPTPPVVSVASEKPVNGASGGPRRLFGVCIRCNKTYSYEEGQTLCKDCRIENRALASRKPYKKWVPCGRCWACQTTVDCGKCVSCRNGRLRHRLNIHSRKVVKCRKRKCLHPVRRERGFKDSEGQFSNMESSMSTEPSVSEDYDESQSSYLQYSDSEDLSVFFEGNDGDNGLDEMGVPKVRRRSCGKCKGCVRRTDCGTCDFCMDKPKFGGRNKKRQKCRLRQCTREAMKHLLPMDEAELLAQGWLPRRRPRYTYGRGTPGSKKMWGFEMSDDMPEQYMQKNSAHLMNQDRFLHPSYNGKMKAYSYTDVPNSHMVNNMPLYNPHKVETMSPHVRTGQAEMIKENGLQSISNRSFVARRPDVPPTTQFDSTGNPGSKTERNRSQDEQSEGESFPSITQIFSVAGSDHAVQGMDVNHELMPLLRSLRSIVLPVLWFCVVVEGPRLQPLQCSKRSTMADTVIYIEPGFHYHISVQDQPLLPTHKLYDCHPSRLTSAAEIIALIEDLEKHSVCQGSEHKHSSDLVIPERAATCDFLISAEVERCEKCQTLQRA
>Drer_997901.1
MAAAESGEERLRGEDKNEDQEGSKDKTQKHKKSKKERHDVEKLETTVSVPPPPSLFTQRDVGQQAEAGKSEPIDPEVGAALSAPESSASAKQRRSVIRDRGPMYEDPSLPQGWTRKLKQRKSGRSAGKFDVYLINPEGKAFRSKVELMAYFQKVGDTITDPNDFDFTVTGRGSPSRREKRPPKKPKMVKPSGRGRGRPKGSGKVRQATEGVAVKRVIEKSPGKLLVKMPFVAPKTEPGAPLGQAPVAKARRGRKRKSEQDPPSTPKKRGRKPATVSQSTVGTGSAAAYAAAAILTAEAKKKALKESSAKPVQERALPIKKRKTRETLEELEASTTSATETFEKRLTASTVTPTGEEAETGQKPHKHPSRKHKEADPGSSSSGTTASGVAPKSHKKRDQRGQHFKHHHHHHHHHHQHQHLQASTPSTYTPQAHQLSLGHSTHGGLENEPQDLSTSRPKAEHVACREEARTGSSSSRDSQNASKMASMTVTGESKELRDIVPPSAVPRPSREETVESRTPVSEPVS
>Drer_997933.1
MEKKRTDCPALPPGWKKEEVIRKSGLSAGKSDVYYYSPKGKKFRSKPQLSRYLGNTVDLGCFDFRTGKMMPGKMQKSKQRLRNDNLSQSKGKPDLNTALPIRQTASIFKQPVTKVVNHPNNKVKSDLQRATEQPRQLFWEKRLKGLRSWDVSEEVLRTMDLPTGLQSIGPDSSDETLLSAIASALHMSSAPITGQTSSAAEKNPSIWLNTTQPLCKAFSVTDEHIREQELKVQQARRSLEEALMADGLARAAESTV
>Drer_997934.1 
MERKRWECSALPNGWKMEEVTRKSGLSAGKSDVYYFSPTGKKFRSKPQLVRYLGKSMDLSSFDFRTGKMLMSKLNKNRQRIRSDHSQNKGKPDLNTSLPVRQTASIFKQPVTKVTNHPSNKVKTDPQKAVEQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGYSDKTLLSALASALHTSSAPITGQLSAAVEKNPGVWLNTTQPLCKSFMVTDEDIRKQEDLVFNVRKRLEEALMADMLAHIEEAAGDDKKPLSEDSAEEEMDTV
>Ggal_1012403.1
MDKQGRTDCPALPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNAVDLSCFDFRTGKMMPSKLQKNKQRLRNESLHPNKGKPDLNTALPIRQTASIFKQPVTKVTNHPDNKVRSDPQRLADQPRQLFWEKRLRGLSASDVGQEILRAMELPRGLQALGPVPDDVTLLSAVASALHVGSVPVTGQLSSAAEKNPAVWLNSSQPLCRAFVVTDDDIRKQEERVRRVRKKLEEALLAGDPAGSRGQDE
>Ggal_15155432.1
MPKAALPGQRGGARRQAVGCSEHTDAVSVDNCVHSFPAEITGNKRSRVRSPALGINTNPSPSGKKFRSKPQLARYLGSSMDLSTFDFRTGKMLMSKMNKNRQRMRYDCSNQAKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEEIARDGEAPTEKEGGEEEGEDEEEEEEQDHDQEMENV
>Ggal_990024.1
MKLRSQRALTERCRPAGRAAGGGAGGTAAPDGSRAAPRDLPVRDGGEGGARSSQQRHGTAVRCERPSARGGKAERCATKAEAGGRARRSSARSDAGSERGKRRRAARGDREAAGVQNEAPCEEAARVRHGQAVAELRAPPAAAGTQCVPAGQRPEPQPGAAADRLQGRPQSAAGGGERTGAGTAPAVLGEEESSGWKTGEETEPGDPGTRDSAADGDVSWPSDKKSFTAVQAPRGTEESAPRTQVDRRKTSPYFSSKYSKEALSPPRRKAFRKWTPPRSPFNLVQETLFHDPWKLLIATIFLNKTSGKMAIPVLWEFLRKYPSPEVARTADWKEMSELLRPLGLYALRAKTIIKFSDEYLNKQWKYPIELHGIGKYGNDSYRIFCVNEWKEVQPQDHKLNIYHAWLWENHEKLSVD
>Ggal_CAA74577.1
MAAAAAAAAGGEERLEEQADEGVAGLKERPPKAKKGRKERREDPEAEAEAEPSGAEPAEAGKADGSGGTAAAPAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRGSPSRREQRPPKKAKSPKSPGSGRGRGRPKGSGGGGGGGGGGGGGGGGGRVGGGGGGRVRAAAERGGGRLLVKMPFAGGGAPASPPAPPTPLPPSAAHPPPTAPPATHGQGLGGGVKRPGRKRKAEADSRSVPKKRGRKPGGGGGGGGGGGGGGGGGVGGGGGGGVRGGGGRGGFVRAPPP
>Hazt_10192
MATRRAPSSARSPPPMSPTVTSSISPLPPTLNNTTSPMPSLFASPAPTDLTNLTTPTVMSPKQPPPKKRKIVNAQNGAHPNRVQKPKVQPVTPDKVNADVAEPLKNSPYFKTESEALPKLGLKGRSKWVPPRSPFNLIQETLYHDPWKLLVGTIFMNKVSGNEAVGKNLLWEFLERWGSAQAVLKADVTDMAEALRPLGQHQRKAKIIKQFSEEYLRKNWQYPKELHGIGKYGNDSYRIFCINEWKQVRPSDYMLNIYCDWLWENHVTLGIE
>Hazt_4785
MNVQIQRRRYDCSALPKGWKREEVLRKNCLITPGKIDVFYYSPCGKRIRNKPQLVRFLGESVDLSSFDYRTGKINPMLVRKKKCKGTLYDYSRGLRSDSSLVPPIRQTASIFKQPVTVVKTQQHSVVKSDIKHGTQDKPKQVFWEKRLQGLGATCNAKWPVMEELQLPAALRPVGPQVTSQTVLQSLATALHVVSGPITGQTVAAQTLQSNPAVFINPDQPLVEEVHIRDADIISQEALVDKIRTRLERAIRQVANVSH
>Hduj_16196
MSQEMAKAVDQLFGQDPQDEVSGSVNKGVSFVKSRSEAAGFPKGWYREELVKSGVGVVNPGHKIIHYFSPDGRKFRTKAELARFFGVRLDLSNFDFKSGKIHTAYANASLKKNQQQGKVGAALKSGSAGLGPVTLQKFLDPPARQCIYVLHKKVRSIETCSPNVSCKDVKEGTTRGGAPRSLKPKPVQVFWAKRLEGLVAVDADSDLKLTPQLPRGFKASSSVVSDNAAMISLASALYNAGTPGYTGPDESAPVGQQEKIKSHASAYVQPYQPLIATMKVSAVMIEEQELQVQRLRQDLAKMLSRQQKERG
>Hmag_2.218351
MRLNFHLFYTSMVKVWVTKNFLKKSNFVFGVVAQPNVNKNLRKIAHVFIHVKLSNLLQNVYSKSILHLVLVNTGLRGVHNTVRYTPTFSPFNLIQERLYMKPWQLLIATIFLNKTSATVALPLFWQFVSRFPTPNDVNENNFEEISALMKPLGLNYRRAKNIIQFSFEFLHKDWKYPRELYGIGKYGDDSYRMFCLGQFDNVHPTDNKLNLYKVWLKEHISKILP
>Hmag_2.224475
MDKIRTSCSNLPTGWVKEVVIRKSGASAGKSDVYYYSGLVRQEKPLSRSILAENEAKKKRADILSQQFAKPRQLFWHLRLQNLFPINEKTMELCKQAELNNFVKEILPGSNNQSLLNSLAYNFLNCNKIVGQQASLSALRKHPTALCNADQPFTTPISISDDMIQLQRKRVESARKKLAEAQDLLRALEEEDEDIDDMEE
>Hnan_168844
SVVERSAHALMEGAGAPPSLRAGRPGKQPAHPPPHSCRPPSNRRTQSRYFKSVTKQKVSTGTRALALGTEASTSAPPSCYGAVLWTPPKSPLNLIEEALFHDPHKLLVATILLNKQKGVRSAPILHHVFSRWPTSHDLATADPTDLAELLRPLGLQNQRAARIIDMSRVFTALDGSITDPVSQLPGIGQYGADAFRMFCTPKWYIQPSDKVLAAYVRWLRQRRRFRRARRRT
>Hrob_185546
MSLPNGWRREEIVRKNGLSSGKIDVYYYSPDGRKFRSKTQLAKAFRDKIDLSNFDYKTGKLGLGSSTSYHKKTASRHDANVTMPIRQTASIFKQPVTVIKNHTDSKTRTDLKQGTQEQPRQIFWEKRLQGLLASDTTGEQMSSFQLPNSIQSLTPELVGTENLLHSIAAALHLGNQPITGQSMSSVLIQKNPCANINADQPLIQNVVINDIDIQKQEARVLEARKRLQRAMNAVILSSA
>Hrob_194902
MDSTNLAEKLRKNMWKYQDMLSTPIEGVKLKKSKYFNNQRKKERILINHRDPLWHPPRSPFNLVQEQLYMDPWKVLIATIFLHRTSGKSAIPYLWKFFEKYDCPGKVISAAATSSRTPSLSKLSSQASTSSPQPPTTTSSSSSQPSSSLSSQMSSQSTSSPSSHQPSQNQICMKNHDDDDDDDDDGEREYNNNNDDKNDDDDDVNGKGVDNDEVYTDISNLMKPLGLSRKRAQIIKKFSYEYQTKEWKDPSELYGVGKYGSDSYNIFCVNRWKKVEPNDHKLNKYHDWLYENQLALGLFDDDDDDDGRD
>Hsap_1268382.1
MERKRWECPALPQGWEREEVPRRSGLSAGHRDVFYYSPSGKKFRSKPQLARYLGGSMDLSTFDFRTGKMLMSKMNKSRQRVRYDSSNQVKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTTQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEELARDGEAPLDKACAEDDDEEDEEEEEEEPDPDPEMEHV
>Hsap_3916.1
MGTTGLESLSLGDRGAAPTVTSSERLVPDPPNDLRKEDVAMELERVGEDEEQMMIKRSSECNPLLQEPIASAQFGATAGTECRKSVPCGWERVVKQRLFGKTAGRFDVYFISPQGLKFRSKSSLANYLHKNGETSLKPEDFDFTVLSKRGIKSRYKDCSMAALTSHLQNQSNNSNWNLRTRSKCKKDVFMPPSSSSELQESRGLSNFTSTHLLLKEDEGVDDVNFRKVRKPKGKVTILKGIPIKKTKKGCRKSCSGFVQSDSKRESVCNKADAESEPVAQKSQLDRTVCISDAGACGETLSVTSEENSLVKKKERSLSSGSNFCSEQKTSGIINKFCSAKDSEHNEKYEDTFLESEEIGTKVEVVERKEHLHTDILKRGSEMDNNCSPTRKDFTGEKIFQEDTIPRTQIERRKTSLYFSSKYNKEALSPPRRKAFKKWTPPRSPFNLVQETLFHDPWKLLIATIFLNRTSGKMAIPVLWKFLEKYPSAEVARTADWRDVSELLKPLGLYDLRAKTIVKFSDEYLTKQWKYPIELHGIGKYGNDSYRIFCVNEWKQVHPEDHKLNKYHDWLWENHEKLSLS
>Hsap_3918.1
MRAHPGGGRCCPEQEEGESAAGGSGAGGDSAIEQGGQGSALAPSPVSGVRREGARGGGRGRGRWKQAGRGGGVCGRGRGRGRGRGRGRGRGRGRGRPPSGGSGLGGDGGGCGGGGSGGGGAPRREPVPFPSGSAGPGPRGPRATESGKRMDCPALPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNTVDLSSFDFRTGKMMPSKLQKNKQRLRNDPLNQNKGKPDLNTTLPIRQTASIFKQPVTKVTNHPSNKVKSDPQRMNEQPRQLFWEKRLQGLSASDVTEQIIKTMELPKGLQGVGPGSNDETLLSAVASALHTSSAPITGQVSAAVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADILSRAADTEEMDIEMDSGDEA
>Hsap_4983.1
MVAGMLGLREEKSEDQDLQGLKDKPLKFKKVKKDKKEEKEGKHEPVQPSAHHSAEPAEAGKAETSEGSGSAPAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRGSPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKAATSEGVQVKRVLEKSPGKLLVKMPFQTSPGGKAEGGGATTSTQVMVIKRPGRKRKAEADPQAIPKKRGRKPGSVVAAAAAEAKKKAVKESSIRSVQETVLPIKKRKTRETVSIEVKEVVKPLLVSTLGEKSGKGLKTCKSPGRKSKESSPKGRSSSASSPPKKEHHHHHHHSESPKAPVPLLPPLPPPPPEPESSEDPTSPPEPQDLSSSVCKEEKMPRGGSLESDGCPKEPAKTQPAVATAATAAEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS
>Hsap_56669.2
MAEDWLDCPALGPGWKRREVFRKSGATCGRSDTYYQSPTGDRIRSKVELTRYLGPACDLTLFDFKQGILCYPAPKAHPVAVASKKRKKPSRPAKTRKRQVGPQSGEVRKEAPRDETKADTDTAPASFPAPGCCENCGISFSGDGTQRQRLKTLCKDCRAQRIAFNREQRMFKRVGCGECAACQVTEDCGACSTCLLQLPHDVASGLFCKCERRRCLRIVERSRGCGVCRGCQTQEDCGHCPICLRPPRPGLRRQWKCVQRRCLRGKHARRKGGCDSKMAARRRPGAQPLPPPPPSQSPEPTEPHPRALAPSPPAEFIYYCVDEDELKRLLPSVWSESEDGAGSPPPYRRRKRPSSARRHHLGPTLKPTLATRTAQPDHTQAPTKQEAGGGFVLPPPGTDLVFLREGASSPVQVPGPVAASTEALLQEAQCSGLSWVVALPQVKQEKADTQDEWTPGTAVLTSPVLVPGCPSKAVDPGLPSVKQEPPDPEEDKEENKDDSASKLAPEEEAGGAGTPVITEIFSLGGTRFRDTAVWLPRSKDLKKPGARKQ
>Lana_13380854.1
MSFEKRRSDCTGLPSGWMREEVVRKSGLSAGKTDVYYISPDGRKFRSKPQLARHLGDLYDLTAFDFRTGKIVHSSIRKSRRMKGLRHDSSLVLPIRQTASIFKQPVTVIRTQPQSKSRTDLKHGPQDPPKQLFWEKNLQGIDACDTSENIFKTIELPKNLLGVGPDLSEENLLQSIAAALHLSNEPLLGQGASKSAIDKNPGVNINPGQPLIQKVLISDEDVRRQEHRVRAARKKLQEALEYWGTDGL
>Lana_13386004.1
MAETVARGSVEIMQEQNNTDTQTTLDSPKLSSSTGGSMPGTPVRLDHTYDGLPMENDDTLPPGWKRLVTQRTMGKSAGKFDVYIYSPEGRKFRSKTELQAYLDRNKIDLDSNEFDFTVRGKHNTPQKVTGSKDKKAPKSPSVKKVKTKLVKRLEMKPKKESKINIPKKACNKQKPVYQKLVVKMNFRLPKQRREEKESENGDQDQRIKSNDSATKAAKNIKEKTPKIAKLKKAPKQGTQSQQKVKVIKKTAVKGKSKVKENKKKQTKDKPVSKQKKMNEKDKKDKNPKSKSESKSKKKKDWEKTPKEKKKRETKKKEKVRKLKTKNKLPHRSVSPAVLDHSYSAPPPKLNRSLSQPANPTQKSEHSRKRKLSERSGETFKIPKLSPEALMSGSPNRKTPVVISLPVSPLSMNIKECDIFSKEGSSAKRVTSRQITPDGSLIISLSPRRASSSESPRSPNSSQKTLSLSPTGNTRETLSPTSPRSMLKPLTVSPRSTKEAVSSVRNKETLSPNNKTVSPGSPRPVLTHFTSIGPLSEKPRHSGSVSPKSPRSMLNQFSVKPPINVSPQNARVTVSKISPVSVPLKRLSPEEAVNMGVNQQLKGKPQDSAALPKDKKTQKSKYFQAKGTLPAPKRKKFEKWTPPRSPYNLVQESLFHDPWKLLVATIFLNKTTGKAAIPVLWQFLDKWPSAEAVQHADWEPIAQLLQPLGLHEKRAKTIVKFSEEYLSKDWKYPIELYGIGKYGNDSYRIFCVKEWKQVHPEDHKLNAYHKWLWDNHIELGID
>Lcha_14345027.1
MAAPIEGYFFFSLSPQGTKFRSRTALANYLRKSGETNLKAEDFSFTVPGQTNTQRRSQRLGKNSNKQGSEKQPEANTKVNEETSAFFQERIPELQNFKEALENFLAPCVTKDEGTETKLRKRSVRRCSGSGGLGKRLRKGSAVQLQDKSSPSEEGVKINGKKNKEEKLKNFRGEETEKGKELLIEEAVNRDSDLEIRTDSASGVAVDGDRLKQLEEEQDHLGSSISAERTLQAKAGSDEIGFATDASTPEATLKGANNGLTPSQSYTAVIQQQDVFIKSVVDRRKTSPYFSSKSVKEAPSPPRRKAFNKWTPPRSPFNLVQETLFHNPWKLLIATIFLNKTAGKMAIPVLWEFLEMYPSPEVARGADWKVLSKLLKPLGLYELRAKTIIKFSDEYLTKQWKYPIELYGIGKYGNDSYRIFCINEWREVCPQDHKLNKYHAWLWENHEKLGCLQINNASD
>Lcha_14347182.1
MPTCSGHAACDPGEEKSSEDQGQKDKPLKLKKAKKEKKEEKEEKHEQPSAEQSAEASKAETSEGAGAGAAPAVSEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPKGKAFRSKVELIAYFQKVGDTTLDPNDFDFTVTGRGSPSRREQRPPKKTKAPKVVGTGRGRGRPKGSVKAKIKTTSEGVQVKRVIEKSPGKLLVKMPFSPSVRVEGGVGASEQVVVKKRAGRKRKSETDPQAVPKKRGRKPGSTSAVVEIKKKAIKESSVKPIHETVLPIKKRKTRETVSIPEPKEVTKPELAVVVGEKGGKGQKTAKIIGRKAKEGSPKGRGVMKKEHPPYPEEPKALPVPEPESSKNSKSPQEPQDLSSKGYKEEKMPKSGVTSAVAVAGDSCPKEPCKTQPTEKFKHRVESDRKDIVSSSLPRPSHEEPVDTRTPVTERVS
>Lcha_14351628.1
MSEGWEECPLLGPGWKRREALRRSGASFGKSDTYYMSPSGERFRSKIELVRFVGSTIDLTNFNFKLGILEDPTDRKIRKRYRFSMDRSDLEPQPKRPKLSFSDSFDGVHLNGTVAEDTLTVCCSSCNKWVSGVNFGKHKLSKWNCANCRAERRAFTKEQNFYKRYGCGVCNACLITEDCGYCVICSTKEKSPSEANPNWKCVSRRCLRVVRKRVGCGFCKGCQTTEDCGLCRACLKQKAHPEEEHPGKCLKRVCIKKVKNVHIHSTLPVLQSQTKRKYSRKPGRPRRVPKNTLPVEPVYPSEDFLYYCVNSDFLKYSSRRMSRQCGECEACVRKVDCGSCDFCFDKPKFGGGNRKRQKCRWRQCLRYAMKRLLPVVWTNQQWVDTGVLVTRKYKKNTFARRKVAKVKQAARMARQSGTQPVRMRSRAVPQKTAELEIQEHLPNLLFKEGHLESVPDALVFPMMHHVIEQDVVEVTIGDIHMPAEEMSPNVADSIGQPQAVNGLCVKDERDPNQSLSTEESGLNDISTMTMPQLIKQDGNGEGGDQHTLTWVRNLEETSPSFHLHPIIITLSLLRQVEGSELPLLHMPCLIKEETCAEDVSEQIIPVASVLPSRALCLSLKVTDCLIRNEEEAVDEGTPVITEIFSLGSYQAISKLDRVLQEFLLELNEIPLPALWEVLPPDGPDLKLVQRSSLSSMASTVVHIQPGLFFQVIVQDRLVPPGHELFANHPSHLTTVDDVVELICDLEAYQPCAGYAFASSSPPQQNVHSPACRVLVYKERCENCSAAANETLGRLTF
>Lcha_5992005.1
MERKRWECSALPQGWKREEVTRKSGLSAGKSDVYYYSPSGKKFRSKPQLARYLGNSMDLSTFDFRTGKMLMSKLNKNRQRMRYDSSSQAKGKPDLNTSLPVRQTASIFKQPVTKVTNHPSNKVKTDPQKAVDQPRQLFWEKKLTGLNAFDIAEELVKTMELPKGLQGVGPGCTDETLLSAIASALHTSTTPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVHQVRKRLEEALMADMLAHAEETSRDADPNSEKEEEEEEQEEMDDV
>Lcha_5994716.1
MERKRMDCPSLPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNTVDLSSFDFRTGKMMPSKLQKNKQRLRNDPLNQSKGKPDLNTALPIRQTASIFKQPVTKVTNHPSNKVKSDPQRMNEQPRQLFWEKRLQGLTACDVTEQIIKTMELPKGLQGVGPGNTDETLLSAIASALHTTSTPITGQLSAVVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADVLARAAESTRETDVKSDKGDEAWEKD
>Lgig_9048664.1
MDQKRRDNGLPDGWRREEVVRKSGLSAGKTDVYYYSPDGKKIRSKPQLARALGDAMELSAFDFRTGRVNFNACRKSKGHKGSSFDFARGWHDTSLVLPIRQTASIFKQPVTLIRNRPESKTRSDIKQGGDQPAQPRQLFWEKRLQGLKPCDNSDEVIQSMDLPRNMQGVGPNLSTENILQSISAALHIGTLPVTGQLASKGSILKNPGVNIDSNQPLIQQMLVSDEDIRRQEMNVKIARRNLQDAMIKA
>Lgig_9064974.1
MSVEPSPHLDVAESIPSENTAEDDMLDPVPSVSSSLPPVVGIRSDHTYNSSASYEEIDLGDGWRKRLIQRFGMKTGKKYDVVIYSPEGRKFRTRQELASFCEMNDIDVDLSIFSVKPGDIPGQEDAEEDTEEQLVSEEVPGPAVVDDTSEPTVSNGGDVKSSSKEVKQKRKSVDSAKKTKTKGKESDKILPAESSSGDHTYIASGVSEDEELLPPGWKKRVVQRSGGKTIGRFDIYVYSPDGKKFRSKTEIAAFLDQNNITHITTDDFDYVKIKNKELAKYGFTNFKTSTPSEKKSAKKESVRKDKKQSEKVKVKKVSPTKKVSTPVGGSKLVIKMFSTPSPKLKNVKKNSAGGMKKTFSPFKATKKRKRSVSVEKSLDTLMFQLSLAPSEILAADVNDTIVDYLEDDDDIVHEYVDQNQSLELFDDKSTEGSGLDSSGNATATSIEDRLSDSEIYTSAISRLEKSEMNGDRGISPDSETDISM
>Lgig_XP_009064975.1
MPSPVFKKVLTWTPPKSPFNLIQESLFHDPWKLLIATIFLNKTTGTAAIPLLWKFFNRWPTADSARNGSAEKMSKLMQPLGLHEKRAETIIRFSDEYLTKKWTYPNELHGIGKYGNDSYRIFCVNEWRQVKPTDHKLNDYHDWLCKNEQELGI
>Locu_15220833.1
MAVSPFCHKPWRMDPTRPAPSAAGGECCGPAAAAAEGSAARGRGRNGRKTKEAKRLRLDARARDCERAVWGACRSPVRVRVLGRAREQPAWKLSEQRRGVEQPPPPAARRTGPGEAMERKRWECAALPRGWRREEVTRSPTGKKFRSKPQLARYLGNSMDLSSFDFRTGKMLMSKLTKNRQRLRYDTSSQAKGKPDLNTSLPVRQTASIFKQPVTKVTNHPSNKVKTDPQKAIDQPRQLFWEKKLSGLSAFDIAEELVKTMELPKGLQGVGPGCTDKTLLSAIASALHTSAAPITGQLSVAVEKNPGVWLNTAQPLCKAFMVTDEDIRKQEELVYSVRKKLEEALMADMLAHVEEASGDGELLKEEENEDMEEDEGCWSSESGVPQRLTSTPPQMACYPLTAPDSMNPPHTHTAPPGLPPQPPQPRTGALGRRLSRGRGAAEPEQPGPGASLWSRRPSGVPLRRAGSPRDRRGDEDALPRTSPSAARFLSHTSIL
>Locu_15223663.1
MGVHFWFFFFLNANGHSADLPPVVSREKKHTPRFNFPFNRPTPPAAATMSLASGTGPIRLVHLEVGVKGEEKSEDQDQQGQKDKAPKPKKVKKERRDEERAEAAASGLPSAPGPQGQQPAEAGKAEPSEAVSGAAPESSASPKQRRSIIRDRGPLYDDPSLPQGWTRKLKQRKSGRSAGKYDVYLINPEGKAFRSKVELIAYFQKVGDTTTDPNDFDFTVTGRGSPSRREKKPPKKPKVVKASGRGRGRPKGSGKMRLASEGVAVKRVVEKSPGKLLVKMPFITPKAEAGGPSGQAAVAKKRPGRKRKSDQSSQTVPKKRGRKPMAAAGAAGSPGASAPNPAAAIQTAEAKKKALKESSSKPVQETALPIKKRKTRETVEELEAPPLAAAVGTVTATATATAAGAAAGAGAGAEVGGAVVEEVEKGQKLPKSPGRKHKEGGTGSSGSGSSSPPKSHKKKERQPHKHHHHHHHHHHHHQHSSSPQPPPPSATHAHHHQSQGRAALGGGPGPQDNEPQDLSTPKPCHDEKQQQQAAPRREVTVRADSCPGRETVTKTQAAAVTAEPKGKHRAAGVTVGGGAVEGGEMKDIVPTSAVPRPSREETVESRTPVTERVS
>Locu_6631030.2
MHEFELPRLRMDDLNSRTTVSETATTEAIACEEPSLSDEDQQEKAAPKQSPSPDSCMETCCCLGVPPGWVKMVKQRRSGKTAGKVDVYIISPQGGKFRSRASLHVYLQNNKELCLKGADFDFSVPGKDKQLTKPQRTKKKKALQLSETVLDSTTDTKITAEEEHLSPSSVSEELSGHDAATDGVFSAPCAEKSKSSESESTSCRARAKRRHSLTKLTPAGPQRGQKQRKDPSSRVRKAGAKRAVGKRGNKLTPGSEMEEGQSQRHTGDQKETQGGLLKDKLLRLAQESEVNDVNALTVSGERGENQIANHTGDQKETEKGLLKDKLLRLTQISEADKGAELALSPEGENESGEVVCDQPEASAPGKSALQPVSKNAAETQQAVVGPETESALEDGDSLPPGDSGTFTSVKQQQSSCGIKMLSEKRKTSQYFTGKLAREAPSPPRRKAFKKWTPPRSPFALVQETLFHDPWKLLIATIFLNRTSGKMAIPVLWEFFGRYPSPEVARVSDWKEMAELLKPLGLNELRAKTIVRFSDEYLTKHWKYPIELHGIGKYGNDSYRIFCVNEWKQVDPQDHKLNLYHAWLRENHEHLGI
>Locu_XP_015219022.1
MIMERKRMDCPALPPGWKKEEVIRKSGLSAGKSDVYYYSPTGKKFRSKPQLSRYLGNTVDLGCFDFRTGKMMPSKLQKNKQRLRNDNLSQTKGKPDLNTALPIRQTASIFKQPVTKVVNHPSNKVKSDPQRATEQPRQLFWEKRLKGLRSCDVTEEVLKTMELPKGLQGVGPDTTDETLLSAIASALHTSSSPITGQTCNAVEKNPAVWLNTSQPLCKAFIVTDDDIRKQEERVQQVRKKLEEALMADGLARAAESTQDMSIENKANT
>Lpol_13793089.1
MLTLSSNHSLPVEKKTLQSSYFRTKYQGLTSVPLVLKRWNYKDKWTPPKSPYNLVQESLYHDPWKLLVSTIFLQRTTGRSAIPILWQFFDKYPLAEDACKADWKDLAHILKPLGLHEKRAKIIIRFSKEYLTKEWTYPIELYGIGKYGNDSYRIFCVKEWKKVKPTDHMLNKYQEWLWKNHNIIGLP
>Lpol_XP_013773395.1
MSSNLNENEEVCNGKKVTPKKIEGKNISTNGGESESNREVLTSEKKSSRKPLEISKDENTAPVGSVEETAASEESVVEKDPPKPNKNKKDESSKKGQAMSIEENSDGQEISEPTMPPGWSRKVVQRQSGKSAGKYDVYLFTPDGKKLRSRIELRSYLSKYNIDIDIENLFTLTGKTSKVLAKSVTKRKSSSQKWSSSPKKKKSRSSSVSSARKKTPKLRVKLTSLKKRILSNYVQQESKKEVSEQNLSIKGQSNDSPQKKLAAKKATHSPKVGQTGHKLKKSNEKKSKLKTNKSKGKKK
>Lpol_XP_013777611.1
MECSALPSGWKREEVIRKTGISAGKIDVYYYSPTGKKFHSKPQLARYLGDVVDLSTFDFRTGKINSMLLRKSKRQRGMQFDYSRGIRNDASLVPPIRQTASIFKQPVTVLKSQDSKVRNDFKHGPQEKPRQLFWEKRLEGLQACDRKEESFIHFELPMSMKGVGPDLNEETLLRSISTALHVSNQPVTGQTGFSKSLLEKNPGVYLNPEQPLVQALIVSEDDIRKQEERVQLARKRLQEALNDLEG
>Mlei_3347a
MIRMVEIKIVPSSLLLSLQKPAKKIATVVEEDLTARIIEEYEEVAVDPIEDSENDSKVTSPGKRNRPMRLRAPSLKLIEAAGGAPATKDYCSKMMGKVSVQKDTPPESLPKLVSADDTSPRRHPPPHNVKVSPPDGPKLKMTTTQFQATPTIKDGNTSPWPVLGEGWVKKEVQRRNGLSAGRYDIYYISPDGVKVRSKPELQLLVGNTLDLSNFNFRLGEFLETKHGRPTSKRLKRSGRLPDILVPFGASDQSSNPIPELVFAEEKYTPATMVTKPVNHVTSPPPQPVTSPPPKLVMSSPEDEFKEKLVRCKRCENCVRENCGQCVHCKDMRQFGGTNSRRQSCLLRKCTQAVRVKIAVKGKRPRETPPHPTNKRPRMFGGSQSGESVQPPTDLQQPESRTGIQGEISCSSLQKFINLSLVPQEFKLPADHVLSVKIGEKLHSCPLLWIDDVFHQQTVHHYEKNVRNSTTIPPPTHTWPAIMTNFYNFTFQFTVTLDDVQYQFNVVEKIKVQTNKVSHYVSVYGGYARYATVGSPFYKFLESAELYQYLPDHPKNGNNATARIDETSKNMEDEMSKICSELKNLINSNPKIEDGLRKLLLKYLTDSDLCTFILAVVNSNTVPSEFEAAVVEILRRDLNLPDISNLTDLTGLSLSDQPEVAAVETVAGSSTVDMAAEKTDINETLSSLVPDNSPISEDVRKFILNEPMKVLEMINGLQKNPGSKPLTFETLSKMILKISKSRQDDVVHIKTERIDQTSAVRTITRPPVQTVRPPVVMSGRAHNVQVPRQTVLAYPQPVPRQVQYISQGKHRTPPGYNPRYYTPHLSPQHQQRYGRPPLRRATPNLGAIKHIAAPAIPGPKTGPRMREVRKTAPPTVLVNKGVQVKPAQRTVQQQVSLRPVSRSRAKKNKFVDLGFCPHV
>Mmus_1075448.1
MAAAAATAAAAAAPSGGGGGGEEERLEEKSEDQDLQGLRDKPLKFKKAKKDKKEDKEGKHEPLQPSAHHSAEPAEAGKAETSESSGSAPAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGRSAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRGSPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTGRPKAAASEGVQVKRVLEKSPGKLVVKMPFQASPGGKGEGGGATTSAQVMVIKRPGRKRKAEADPQAIPKKRGRKPGSVVAAAAAEAKKKAVKESSIRSVHETVLPIKKRKTRETVSIEVKEVVKPLLVSTLGEKSGKGLKTCKSPGRKSKESSPKGRSSSASSPPKKEHHHHHHHSESTKAPMPLLPSPPPPEPESSEDPISPPEPQDLSSSICKEEKMPRGGSLESDGCPKEPAKTQPMVATTTTVAEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS
>Mmus_34903.2
MRAHPGGGRCCPEQEEGESAAGGSGAGGDSAIEQGGQGSALAPSPVSGVRREGARGGGRGRGRWKQAARGGGVCGRGRGRGRGRGRGRGRGRGRGRPQSGGSGLGGDGGGGAGGCGGGSGGGVAPRRDPVPFPSGSSGPGPRGPRATESGKRMDCPALPPGWKKEEVIRKSGLSAGKSDVYYFSPSGKKFRSKPQLARYLGNAVDLSSFDFRTGKMMPSKLQKNKQRLRNDPLNQNKGKPDLNTTLPIRQTASIFKQPVTKFTNHPSNKVKSDPQRMNEQPRQLFWEKRLQGLSASDVTEQIIKTMELPKGLQGVGPGSNDETLLSAVASALHTSSAPITGQVSAAVEKNPAVWLNTSQPLCKAFIVTDEDIRKQEERVQQVRKKLEEALMADILSRAADTEEVDIDMDSGDEA
>Mmus_34904.2
MESPNLGDNRVRGESLVPDPPWDRCKEDIAVGLGGVGEDGKDLVISSERSSLLQEPTASTLSSTTATEGHKPVPCGWERVVKQRLSGKTAGKFDVYFISPQGLKFRSKRSLANYLLKNGETFLKPEDFDFTVLPKGSINPGYKHQSLAALTSLQPNETDVSKQNLKTRSKWKTDVLPLPSGTSESPESSGLSNSNSACLLLREHRDIQDVDSEKRRKSKRKVTVLKGTASQKTKQKCRKSLLESTQRNRKRASVVQKVGADRELVPQESQLNRTLCPADACARETVGLAGEEKSPSPGLDLCFIQVTSGTTNKFHSTEAAGEANREQTFLESEEIRSKGDRKGEAHLHTGVLQDGSEMPSCSQAKKHFTSETFQEDSIPRTQVEKRKTSLYFSSKYNKEALSPPRRKSFKKWTPPRSPFNLVQEILFHDPWKLLIATIFLNRTSGKMAIPVLWEFLEKYPSAEVARAADWRDVSELLKPLGLYDLRAKTIIKFSDEYLTKQWRYPIELHGIGKYGNDSYRIFCVNEWKQVHPEDHKLNKYHDWLWENHEKLSLS
>Mmus_38622.2
MAESWQDCPALGPGWKRRESFRKSGASFGRSDIYYQSPTGEKIRSKVELTRYLGPACDLTLFDFRQGTLCHPIPKTHPLAVPSKKKKKPSKPAKTKKQQVGLQRSEVRRETPQGEYKAPTATALASLSVSASASSSASASASSSASASASASSHAPVCCENCGIHFSWDGVKRQRLKTLCKDCRAQRIAFNREQRMFKRVGCGDCAACLVKEDCGVCSTCRLQLPSDVASGLYCKCERRRCLRIMEKSRGCGVCRGCQTQEDCGHCCICLRSPRPGLKRQWRCLQRRCFWGKRDSSKRGSKVASQRHSQAPPLPPHPASQYTEPTELHISDIAPTSPAEFIYYCVDEDEDELKRLLPSAGSGSGEGAGLRPYQTHQTHQKRPASARQLQLSSPLKAPWAVVTAPPGPVRDSRKQQAGRGSVLPQPDTDFVFLQEGTSSAMQMPGTAAACTEVPVQAAQCSAPSWVVALPQVKQETADAPEEWTAVTTFLTSSTLQSGFPSKAADPDLSPVKQEPPGPEEDGEEKKDDVSETTPAEEIGGVGTPVITEIFSLGGTRLRDAEAWLPRLHKLLAVNEKEYFTELQLKEEVL
>Mmus_38623.1
MERKRWECPALPQGWEREEVPRRSGLSAGHRDVFYYSPSGKKFRSKPQLARYLGGSMDLSTFDFRTGKMLMNKMNKSRQRVRYDSSNQVKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVDQPRQLFWEKKLSGLSAFDIAEELVRTMDLPKGLQGVGPGCTDETLLSAIASALHTSTLPITGQLSAAVEKNPGVWLNTAQPLCKAFMVTDDDIRKQEELVQQVRKRLEEALMADMLAHVEELARDGEAPLDKACAEEEEEEEEEEEEPEPERV
>Nvec_125309
MEEKPVRVTCPSLPKGWLREIVLRKSGVSAGRSDVYYYSDSSGMGPTALGQTILPRRSQPNFSRDLNGAIPNSPVRQSTKSFSKQPVSYYPGRQAKKQKVEPIKTKIDKEKPKQLFWEKRIQGLTAVNAEDERKLDAFNLGKTFRVIGPGMDEKALVHALVTNIHTKSSIKGQSMSLVALEKHPEIWINVDQPPCAPFVITDADIKAQEERVSRQRQKLAEAI
>Nvec_39779_95490_90403
QLEVVAENRASVITNEGVPTGWVKIVTQRSKGKTKGTYDVYIVDPDGRKFRSKAELKRFLDKSQSDLTIEDFDFMHHHEHETASLVSLNGEIYILPSMSSFLNSDATKLQPVIEHGKVKIVPFDLIVIDPPWYNKSAKRKRMYSFMSLWQIKALPVPELIAPGGLLAVWVTNKAKYIRFTRSELLPSWGVDVIAEWHWIKVTKTGEYVVGMESAHKKPYETLIIGRLPILPGASIDGGVKQVPEHQVICSVPCLKHSRKPPLGDVFKDFLPRHPHCLEMFARNLTPGWTSWGNQVLKFQHIGHFKWTPPKSPFSLVQETLFHDPWKLLVSSIFLNRTAGTQAIPIMWEFFRRYPDAAEASKADPGPISDLLRPLGLHEKRAKALVQFSAEFLSRDWIYPDTLYGIGKYGSDSYRIFFLGEWKDVKPEDHKLNLYHDWLWKQEREGLL
>Nvit_NP_001164527.1
MNMSVEKKKYSSALPTNWPTREEQPPRKSQSQQQLTSTGKVDVFYYSRGVRNDASLVPPIRQTASIFKQPVTIYKTQEGKVKDIKHGNQEKPKQLFWEKRLEGLRACDPDGYEFDGMDLPKSLRPVGPYITEETLLQSVATALHVSTQPVTGQTGSKSSLEKNPGVFLNPEQPLVQAVSITDEDIKRQEERVASARKKLQEALRSMYA
>Obim_14777552.1
MPLCSGSKTLASQSHLKENGSPSLASFLSKKRKLEKECGPELLKDLHPNKMAKVAAGSDEDNGDADNFKVADAKSCQNSSIKETKSKSKSLKSLQKSKYFQKKDDKMTALAQPRILSQTKWTPPKSPFCLVQESLFHDPWKLLIATIFLNKTTGKAAIPLLWKFFDLYPDADSARKADWQEIARLITPLGLNEKRSKIIIRFSEEYLLKNWKYPDELYGIGKYGKDSYRIFCINEWKQVIPTDHKLNNYYKWLWDNHERLGI
>Obim_14790592.1
MDCVGLPSGWKREEVVRKSGLSAGKTDVYYYSPDGKKIRSKPQLARHLGDVIDLSAFDFRTGRIIHSALRKSKRSKGSSFDFARGMRHDSSLALPIRQTASIFKQPVTVIRTRPESRPKTDLKHGPQEQPKQLFWEKRLRGVQPRDVNDDPFVALELPLNMQALFVGVGPDLTTENILQSIAAALHVSNIPVTGQNSSKSIQKNPGVNMDANQPKMQYMMVSDTDVKRQEYKVVEARKKLQDALVGVS
>Ocar_28110
MRSTRKRCRKKKNAPLGICATSDARFGRQRKRKWKLKGFGKTSPIEEGKKTKRGCLYGKATVSRSRISVISSPYFRASGKTECKERVPRHLCLNYVPPKSPFNLIQEQLFHCPWKLLMATIFLNKTAGRKAIPVLWNFFREYPSPECAQTASLPKVANILHPLGFHRKRAEIIRRFSEEYLIKNWEYPVELYGIGKYGNDSYRIFCCGEWKEVNPTDRKLNEYHTWLTEQQIHS
>Ocar_37949
MSKTETSGSSSPPYLPAGWRRNVVLRKSGISAGRSDVYYYSPEGLRFRSKPQLQHHFGDQLDLTDFDFRTGEILSSNASLRRRRNHGQPQKAVKPTPQNRTAPTRVICGLVRQPVTCVLPQSHDFRKSTPANLTDRFAGQTLKPVPQQRSYEKALKDKKVYDKEVKSDTSNTQSKQAKSAEQPTGHTPTQTITIPSGRQPGSSTASQVMLRQIQQMSGLMQAQAAQSQSLRGARSSGSAMYGGWPGQYQYQGGGGGGVSVRGVAPWHRLLS
>Pdum_MBD1/2/3
MSVEKRRTECHGLPPGWTREEVLRKCGLSAGRSDVYYYSPNGLKIRSKPELVRALGPNFDLSCFDFRSGKILQSAIRKSKRLRGTTYDYARGMRHDANLVLPIRQTASIFKQPVTVVRTRPESKTRTDLKHGPQEQPKQSAVAFQLFWEKRLQGLNACDSSEEAFKTLDLPKSILGAGPELTTESMLQSIAAALHLNTQPLMGQNAPKAALQKNPGAHINTEQPLVQALVISDDDIRKQEMLVQDARKKLEEIMVK
>Pdum_MBD4
MASVQEERGPDSPEETPSENEEIVENEESNADESYEKEEEESMDQGEEDDLNEAEEKDEEAEEAEKAEKDEEQLTSPKPLIIRKPVPKTPTIPKALINGMPEPMLVDDRLPEGWWRQVTQRKEGASAGKYDVYIHSPYKKKFRSQQEIARYAEKNDLELNIKDFDFSVYGNHNQSPKKSSKKKSKKAAKSSSPNKPKKSKTPKGERSASKKKKREMLTISQRLVVKMAFPGLGKKRKPEDFDFLDKEEEKPAKKRAEEEEEEVEENEEVNNADVSQNEENEDSDSEREEEQNEEEEEEVNNNSHESLMSDNEIENTEPGEEASSSHVASPAAKERKNSASAGRKDSVSSTRKSSMSSGSPLARLNKSDYESDASETSSPKAKHRKTDSKGSAASLRRSYSSISTDYEVDEEWPPSSDEEDVETKSSNGDDINSKSSDEDNSKLPIKKRYTKLTECSYTANPHNKDFPRLRLSRDINFVPPRSPFNLVQESLFHDPWKLLVATIFLNRTAGKAALPILWTFLETWPEAEACCDADVNQIAQMLQPLGLHEKRAKILIRMSYEYLHKDWKYPIELYGIGKYGNDSYRIFCVNEWKQVSPTDHKLNDYHRWLWANHRSLGIS
>Pmar_XP_032809109.1
MEKRRSDCPALPPGWKREEVIRKSGLSAGKTDVYYYSPTGKKFRSKPQLSRAVGHVVDLGCFDFRTGRMMPSKVQKNKQKLRNEMLNSSKGKMDLNTSLPIRQTASIFKQPITKVTNHPTNKVKHDPQRIMDVPKQVFWEKRLQGLSASDIAEEVMRAIELPRLLQGVGPNITGDALLSTITSALHHSSGPITGQLSTAVERNPAVWLNTGQPLCKPFVVTEDDVRQQEERVRSVRRRLEEALTADVVARAEEATRGKRQLLEVGALLTGCQKL
>Pmar_XP_032803332.1
MVMCFVPNCRHYSERDSCKFFHFPKTRHEFDKWKKLISRADREPSQHSMVCSCHFPDGKREHGPAVILRSPNTRLLPASDRRLIRGIDPNDPNVKKFRGKPQLARYLGTGADISSFDYRTGKLIPGKLQKNKIRLRNDQIGQGKGKPDLNTSLPIRQTASIFKQPVTKVVNHSSSKVKADPHRAIDQPKQLFWEKRLQGWSASDITEEILKSMDLPKGIQGVGPGWSAETLLSSLASALHTSSSSITGQMSAGVEKNPAIWLNTSQPLCKAFTVTDDDIRKQEERVQSIRKKLEQVLMADILASAEDIVDDESPLPEKMEED
>Pmar_XP_032821181.1
MPSWACGGARVPAPARPPARRAPPGGSGEEAAAGGGGGSRRTASRAASLAIAAKQLGLAKMAATASETKLSEEFVKTDKPKVDKSCHERSNDGKEAAAAAAAAAEREDGAVEREEEEEESDKLFIHEPRGQGEGEGNSVDAVVESVVKGIGIGSSPLKRKRSSRGPPPPLFDDPSLPEGWVRRLKQRKAGRSAGKYDVYIFNPQGKQFRSHAELRSYFGKTGEVVLKPEDFDFTVAGRGSSDGRGNRSPRLPRLPKTASGTLGFGRGRGRGRGRGRGRGRGRGTTLAVLRSIGRGRGSPGRPRNDQQASPLVQSIVVKLPFALAGAAAAATGGSAVSVPVKRKRGRPKLNKDPLLKSVPPPKKARLETVTPAVGKQREDGKPPSSSTEVSSRNVAAAAAAAAAAPAAQEPTVGSSPEAQPQVSQPDLGAPPKVNLKFYKQRSKNNVTEKPKKKEEPKQPKVLSISIKVDDGAQKPAEEGKLKECAATAAKEQPTESAVAVPDSSSSPSQPDQAKAAEAKNAQDGN
>Pmar_XP_032827551.1
MAEEASGGALLSSGEVAGASSASDGSAVATIGGAGANGEPEPPARSGKAEHVPAAPSPQREKRAEESSATKGGLPEQPKPVKSEEARVLAEPNERQEALELSKPKEPSESKERQEAVKSAEPKLTSSKPHEPLPLSKPAELKGLQEPVKLPETKLMSNKPQEGLPLLKPARSEESKVVQEPVKSTDPKVSGEPNKPQEPVALTKSKESVDFKVSHESVKSVESLGSSKPQQPVKPKEDTKSDKSQELVKSAEPKQLVEQKQRQESVKSAEPKDMAVPKTRPESVKFSEHKKEVERKLPQEPMKWVESKKEVEQKQMQPPPMNSTEQKVVELKTRDSLMSAEPKKEVERKNKKEPVKSAEHKDSVEPKTRQEPVKPAEPKKDVERKQQKEPVKSAEYKEAVELKTQQEPVKSAEPKKEVERKQQKEPVKSAENKEVVEPNSRQEPVKLAEPKKEVERKQQKEPVKSAEHKEAVEEPKAAPVELKESEKSREPKLPAKHKETRQAAMKRAEQAAEKSSHTDADVSISGAAEEKVKSEGSGSVTEAKVEANTSESPMPEGWRRLVMQRQAGETAGRYDVYIFSPSGRKFRSRPELALFLKTLGDTAPSADDFDFSSGTGKKAAVAAKIRAASPRGKSVTRRSKSPRASIAENSPSTPRTPKSRASARRKSPTSGTKKGGDTTPPASSLEKVGRPPSRKTAAVTAEVLPARSRRSRSRETSMTPRKRAKPAAPRQSNDGDDEDKQEDEVVPRWHHGKKRAVLSSDEREDERCTPKKRTRGPSAGAKEETTGDETSAEAKKVGSPGIMRASVRPLRTRKTSPYFFRARKADELGAPHRASWRKWTPPRSPFNLVQETLFHDPWKLLVATIFLNKTSGHQAVPLLWKFLERFPSAEVAREADWREVARTIQPLGLHALRSKAIIRFSREFLTKKWRYPIELHGIGKYGNDSYRIFCVNEWKEVKPQDHKLTDYHRWLWENHKSLGLD
>Ptep_10911.t2
MTQRNMPLPTGWRREIRRRKSGKTAGKLDIYFYSPDQKVFRSKRSLQLYLEQTLSPFKITDFDFCLQDEDKNVSILIGNDSQISLTNSDQEAEKEVFRKDIEVSKNSLSLNQNTEVPSTNYETISDVKDELKLKKLGQAIISSTTQGTSGIIKTRTSGKRSPYFRSRKQKLLESVPCFFRTLSKWDPPRSPYNLIQEDLYHDPWKMLVATICLQKTTGKAVKKVISQFFDKFPTPQVLVKSQPSDIISILQPLGLQEKKSKILLRFSEEYLKKQWKYPIELHGIGKYGNDSYRIFCVNEWKQVRKAVKKVISQFFDKFPTPQVLVKSQPSDIISILQPLGLQEKKSKILLRFSEEYLKKQWKYPIELHGIGKYGNDSYRIFCVNEWKQVVPKDHMLEKYHQWLMNQSSES
>Ptep_14919.t1+7512.t1
MSSSTFEVKEPENGSDKLLDLGIDTTCEENGLEVSTHVDGEVPRDHTYNKEPDIEEGKKKEVVNTEEKPEVDTPPVNNDEVETKEDPPVVEEKETSKAAKRGRKRKVEEKENVIDESIIEEVQNITEDPALTESTVESPAKKAKVTSEEKPTKTKKASTPKTPSKDDGIEDTTNLPKGWVRKFVTRKSGKTAGMIDVYIYNPEGMKFRSKPDVAAYLARTKSSLKIDDFDFGKRKSSALTTNSTKSPPKTKSKPAKTKVVKKKPQTPKKSAKLVVAIVAKKKGKSPQKAVKTSKAPAKAEKAKNVKSKGNKKKTTAMALVECPALPKGWKREEIIRKNGLSSGKIDVYYYSPSGKRFRSKPQLARYLGDAVDLSTFDYRTGKINSLLLRKSKRQRGTQFDYNRGIRNDASLVPPIRQTASIFKQPVTVVKSTDGKVRSDFKHGPQDKPKQLFWEKRLQGLKASDMDEEAFNNFELPKNMKGVGPDLTEETLLRSIATALHVSGQPIVGQTNSRVVLDKNPSVYINPEQPLVQAIVVTEEDIKKQEEKVLLARKKLQECLKELCL
>Scil_006236
MSSEVPDGWKTEVIVRKSGKTRGHSDTYFYSPSGKKFRSLRSVRAYLESLQHPATSGQALHGTDGVEQHASVGGTDSTQKNAAYVSALTIHKEPVVQVDASSLPAGSAAFTHGGASDNPALPSCDAVPISDEACCAVGSEVHSLAVSDMTTAAVSDDQDIPCTPPPATQSDNTSSALPSSASSPYFSQSSRARKASGAAVQPQLTCTKTFTLKYVPPRSPYNLIQESLFHDPWKLLVATIFLNKTNGKLAIPRMWEYFKMCSTPQEGCVADRKAVEALLEPLGLSKKRAETLARFSNEFITKTWHYPNELYGIGKYGNDSYRIFCLGEWKQVQPRDHKLNDYHRWLCKQHGYTPDMAL
>Scil_022761 
METKKEFTTMENGWRREVVYRKSGATAGRADVYYHSPCGKRFRSRLQVREFLGEAFNPAEFDFHATHAAGYVPPARTSSSSGGGGGAGKPHRASAQSRAPRHNDSRLARAVKNLQHQRPISRQPQLERNYCGLVRQPVTCLLPQSHDMVLAKCAPASTAQKTTLHLRDSQWMHEQRLHHLHPVDGLTGEAVPVEQLAFHNRPMPQLRALAPNGMPVSGVKTSPAAAVKSPSTTSAGAGSTAMNSPAGRQHVAAGVVKREPNVTSPAAKPVVIKSQTATPPLHSLTPLVKAVAGASPLLSSASPKQGVPVACRTNGPQATISSAAAAAAAALANFTGAHADANAWAGARIGAAPASNSRQMVASVATAHGKTASLPRTDASTSRSADTASISDMDIHIQEERVRQLKEKLLLAAGK
>Skow_6812690.1
MEKRRVDDCSALPKGWKREEVIRKSGLSAGKSDVYYFSPNGKKFRSKPQLARFLGDSFDLSTFDFRTGKISAASIRKSKRLRNVHYDYSKGTRHDATLILPIRQTASIFKQPVSSITNHPISKVRAEGKQDLTDQPKQVITSIYHTTALCNVGCLIIKFFLFCWYICGKNHPVFFFPGLGPGYTNESLLQSLATNLHLSTQPVTGQTATQSAIEKNPGVYLNTDQPLCPRFVVTDADIKKQEDKVVEARKKLEELLSEEIEVDEQENTE
>Skow_6820974.1
MTSYGARNIHYLLRLSKHHTLLDVLDIYAALPHYMPRYSASHSSCLVTRRRKIVSSPYFEGKDLLPSLKKKTKWIPPKSPYNLVQESLFHDPWKLLVATIFLNRTTGKAAIPILWQFFTKWPSAVETINADWKEIANLIHPLGLYDKRAKMLIRFSEEYIHKNWKYPIELYGIGKYGNDSYRIFCVNEWKQVKPEDHMLNKYHDWLWQNYKQLDL
>Skow_XP_006820975.1
MAENMEKKAERSSAAERVPLFCKIAPFTMPSNSLTSIEERCPMLCSPTSPKSPKMISPSHSSPQSPKIMMGLLKCTTAKSFVLPTSLKFKKHNCGDKKEGERKNSPDKANLERQTSEERARICLGDHAYAKSVNFLEVQRQKQEKKMSFEEAIACTKEVIEKQKKKKKIKQDEQNDLITEDGEQNKTKGNKRKKMKREKPETSSDDASAGKEKKKQKPKESGEEGKEKKHKEAGESNKEKKPRKRKKIDCGDENEDVPKVKKKKKELTDEQKEIKKKRKKAKSVEDKAKQNESQATRQSQEISDASTESSPTKSDISNINDSPLLEDTTLPEGWTRKVVQRKSGKSAGKYDVYILSPEGKKYRSRIELAALFMKTNSDLKCSQFDFTIRGIKNTPVRSTQPSPKKLKEITKLSKQKEEKQKKASLKPAQKLFVKINFITPKERRKRAMEMSESKEAMPTMKNKKMIKQTTVDSQIEGKGNQQNKQTIVVTKKQLIFPHLSSLSREDKDELSSSQNASPKKSLKDTRPVKNKDFAWRKDWKGKEKKDVPKKALNDSEPRSPRKHSHDDGSVSPVSPCRNSNEPESRRISSPRKSFFDIDLKSPIKGVPPWRTSESKSPCNKMSPVRHSSDGEARSPSLKEQTESRRRSQDILWSGSGTVDEKSPQNRQRTPDSNDEMKDAGRRKRISEGVFNLKF
>Sman_XP_018645533.1
MQNQSVNQSNNHQTKRSSYANYGKQPQNSMSGQQPHHHQQQVWPSSLPTGWRREECMRPNGLGTGKSDVYYISPQNQIVRNKQEMQTILGDKYDIGLFDWRMGKFAVSNNNINNNANKSKRLEEPTADTSSASSPTAKVPRVDNQCSLPMRRCPFPITNDIKPVIVRSHPECKRTDVKNTNQETPHQLFWEKRLADHVAIDPDTGESFKPISLPKGIQSAGVPGYQPAQLVHSLIHALSSSSSKISPIIGQEQQPSAIEKNPCVVINHLQPMIKTFIVTDDDIRRQEARVKELRKKLEIARKKLHPRYETEREG
>Smar_14354+1788
MQSSFGRPNMADYQTKSQIAVENSSFETEEIRKDVITDTMEEASGIIITPQSSSDGNKDEFINEEMKIDEQEMKIDEQEMKIDEQEMKIDEQEMKIHEQELENVKKRKNEEKSDTETDTLKSDQVPSELPMDIGDGVPMVEDPRLPEGWSRKVVQRQTGKSAGKFDVYIYSPDGKKFRSRFELANYIVKNNLSLDIKQFDFSVRGKAKVDALPSGPRVPRPKKPSVKKPKENTTQKTKKSDLPKKSTQSKQRLLIKLNFQVPKKRCTTTDSSSPALDQPSHSGVASKKTERKTRRVQTTGKEKVSTLAKGESESCRSVFKVEFRLSPSIRTEVLGRSPYFGQAQRVPALRVRKTTMNSFQTNATTCELGMQQNWEVVRSTSLHNQDVCLDNSETEVIYCVNMEARKQQQEALSSSSTSLGTNSLVNEELGKTNSSSTKYTQLVAKLNDFDDHQSEENFTATAANLERLNSTVFRIPDKESTENEEVAIVERNPIFISAFKEHTDTNSRSPQPSDDMSIIRTLVSSMVDYVLKCECGESQWLPLDLMVTLADPEVSAMFSESKPIESKLPTMTINKRKKSCPVRKRSPYFANKNTISALPRPKMVKWTPPKSPYRLIQESLYHDPWKLLIATIFLNKTSAKSAIPIIWQFFEIWPTAKEARTADCKSLSELIKPLGLYEKRAKSIIQFSDEYLTKDWKYPIELHGIGKYGNDSYKIFCINEWKQVKPDDGKLIKYHQWLWQNYERLGLK
>Smar_15035
MMCNTLDCPALPKGWKREEIIRKSGLSAGKIDVFYYSPSGKKFRSKPQLARYLGESVDLSTFDFRTGKINSILLRKSKRQRGTQFDYRNDASLVPPIRQTASIFKQPVTVMKTQESKVKTDFKHGPQEKPKQLFWEKRLQGLRACDINEEELHILELPRNIKAVGPHVTEDTLLQSIATALHISAQPVTGQMGNKSSLEKNPGVFINPEQPLVQALMVSDEDIKKQEDRVHSARRKLETALKTLNTNSIPA
>Smed_15038564 
MSKQSFPSNTNLNSKKANSNATQPTRTSVFNATAVNHQTTSLPPGWKREEILKPTGLYAGKTDIYYTSPTGQKIRSKAEMQKILGGSYDVSNFDWHSGKFVNSRKRPSTNENDSTSCKLMKMIEEYQQCLVRSGPSLFCKDKLPIIETTRPDSRINNDAVGGNDNQEVPKQIFWHKRLADNYAFNPNTNEKVRSVELPKEFQNAGFPGIDNNQLFQSIVSCIYNSTKNNIPVLGQSNHKASIEKNPCLLITANQPLVKQVVITDDIINRQEAKVKELRRKLELVRRTLLPKLSVDEAA
>Spur_11678571.1
MVPMDLPENMDCEERIDTKGLQDCPGLPAGWKREEVIRKSGLSAGKTDVYYYSPCGKKLRSKPQLARFIGDAIDLSAFDFRTGKLLSSGVRKSKRLKNIHFDYSRGTKHDASLVLPIRQTASIFKQPVTLKTNHIKNRTKADPKQDTKETPKQLFWEKRLQGLNACDMTEEILKSMELPDGLISVGPGLTKDNLLQSLASSLHLSSQPILGQVGTQPHLDKNPGVYLNADQPPCLKFMVSEADIRRQEERVKEVRDRLQRVMKGDPEAIQDELDFAEED
>Spur_783908.2
MALKESEAAKIAQDSGSRSSESSDEAIGLCKISPLTSSSFKGKTEPKLEDKNGNKNDDDDDEDDEDELVIDEGKSPPKEHHEDKKEKPEYKRQVSTPLKKRKVSLAEEEPVPTPAPAEDETLDVEEEPTIDPITFGLPTGWTRKITERMSGASAGKFDVYLTSPEGKRLRSMKEVADHLEKTNSTYTSADFIFKPKNLKPSAIPAALRVPTKSETRPAKRSPSKTPTKRPSSAGKKEIAKKAKVEKVKAVKEKKKRSPSKSATLHKQKEKKLRLVRKPPPEKASVKASKQQKFQRLLVKINFQQKGVEDSDLDSEEEEEEDSFDEGSEPEEEEEEMEESPKTTPKKSPRAQKTENASHRVTRSRSARSGTSTANSTTTTSTTRKSPYFGRKKVVLPSPNPSKSSTSSQWTPPRSPYNLVQESLFHDPWKHLVATIFLNRTKGSKAIPVLWQFFQTWDTPEKTRSADWQSIADLIQPLGLHTKRAKMLIQFSDEFLTKDWTYPIELSGIGKYGNDSYRIFCVNEWKEVKPQDHMLNKYHDWLWENHERLGL
>Surc_138570
CGSTLLTCCSHTHNTAMGQRGRRCVRRQKSRFFAEQCACTPCTTVARAPDAGEDDSSKKETSRCLQLGQQAQHAVCGTPRITHGVVQRDCRQNKRKLCGGGSEECDNLAASNGHKQIYRAASDCGECHECSIVEHGCPGSGEPGQRDHVEYIAPGRSRDHKAGACSSPSSTQRQSQFNNGAPTAVSRHFPNRSSTGTVVTNKHRRVSSVAALAGPCERSLTTAFCGAKPAAAPSACPHVLQPYVCRFTAPASPLGLVEEVLFHDEWKLLISTIFLNRTSARVASPILWAFFELYPDAVAASKAPWQPIAKMMQPLGMHNRRAQRIVRFSEEFLCKRWSEPIELFGIGRYGNDAWRLFCSGDWETCQPTDSKLRQYKCWLLAQTHGETDLLSTRVRRQCRARQNACRLTQPALA
>Tadh_5883
PRHIKGPKWIPPKSPYNLIQEKLFDNPWKLLISTLLLHNITEKKAIPLLWKFFGHYPTPEIASNANWKEMAENFSALDMQHDRAKIIIKFSDEYIKKDWCYPCELFGIGKYGNDSYRIFCVNEWKKVFPRDYNLVRYHKWLCQKYK
>Tcas_XP_969537.1
MSITIEKTKYECAALPKRWQREDMLRKTGISVGKVDVMYYSRGVRNDASLVPPIRQTASIFKQPVTVYKTQESKVKSDYKNGNQEKPKQLIWEKRLEGLRACDLDGTEFEAMELPKGLKPVGPNVSEETIIQSVATALHVSTQPVTGQTGPKAALEKNPGVFLDPKQPLVQAVNISDEDIKRQEDRVAFARKKLQEALKS
>Tgut_XP_030112979.1
MERKSAFPLGQASPGRDRTLSHFSPSGKKFRSKPQLARYLGSSMELGTFDFRTGKMLMNKMNKNRQRMRYDCSNQAKGKPDLNTALPVRQTASIFKQPVTKITNHPSNKVKSDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMDLPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVQQVRKRLEEALMADMLAHVEEIARDGEPPSEKEGADEEGEEEEEDEEQDHDQEMENV
>Tgut_XP_030139192.2
WRRRERRAGERGAGPAGPGARVPNTGLEHGSRQRLRAARPGPGSCGGPCPAVRGAPPAAGLTALFFPRSPGGGGAAAEGPGPSPSPGPRAVPRGWQRVSSRRRAGRTAGRTDVYFISPEGKKLRSKRALVEYLQKTGETTLKAADFDFAAPRGSTRPGLRECGTGAARTDLEKEDCQSKVQELHAQNGAEVGIQNIQAGNGHLEDAISTVEGTDLAVVGTNPEESLKTKRKRTDGKTVQTRKCKKGSERRNQGDPKSKRQRRISNTRETECAQNKRVCRQTDARGADSQGVGALGADPAGAGRALSAVPRARLRSAAGSHRELGCLPEQGPCSGGTPAARPEEGSSTLETGKVPGPGDLGEQRAKPEPELDAEPWDRTSSAAATISPEESVPRTQVERRKTSPYFSSKYSKEALSPPRRKALRKWTPPRSPFNLIQETLFHDPWKLLIATIFLNKTSGKMAIPVLWEFLKKYPSPEVARAADWKEMSELLKPLGLYELRAKTIIRFSGEYLSKAWRYPIELHGIGKYGNDSYRIFCVNEWKEVQPQDHKLNVYHTWLWENRERLSID
>Tgut_XP_032601628.1
MGTPPRRMAEGWAECPALGPGWQRREAFRKSGATSGRSDTYYRSPTGQKFRSKIELRRFLGPGHDLSNFDFKSGLERPGPTRPRKSPKWPPPAGPLPEPPKIFKKEEEEEEVEVEVEVGGAETEKAPPSPVQAPPIAIQATPPVHQATPPLVDATPPSAVATPPPEPPHRRTRKRPPLEPTQDGVVALCAGCQSLFPGVSLPPQRRCRWLCPDCRAQRRDFNREQRFYKRVGCGTCQACRIPEDCGICSACARNPPGGPSGPGRTPKCLLRRCLRIVKKGLGCGSCSGCLSTEDCGSCCICLRRLQPGLKRQWRCLRRRCLRPKKARVAKKPQTPRPMTEKWKPLVEREPGDASSARHRKPLTKGKEKKKPGRPPKAPGPRGRGARSRASRRCGACTACRRPADCGRCDFCRDKPKFGGQNLKRQKCRWRQCLRCAMEKQEPLGGAENSPGPTPGPPLRLCPIKEEAGPLPRLEDPRLGLLIASAPRLKGAPLEPSVAPQRPSPGDLGVLIAATPRVKQEQPQPSASLVPVPPQPPPAQLVVLERPFPLPPAPQLWPGSFLEELAEIPLPAHWGVVGADGGPGPCPARGLRLVQRCPRSSMAAAAVLLNPGLAFRVLVARGRPVPPGHEVLARRPPLRSVLDLVELLCDLEAYGPCPGPPGPPARPPAPRCHVLRFNDLIEARGGAWLFFAPPLWLGPAHTHLSPAVASSCRVLLW
>Xtro_1037916.1 
MAAPGLERDESAGPEENLKAQHEKVQLQDSYTGASYHNVDDRNSSPDVIRSLPHGWKRIVKQRQSGKTSGKYDVYFVSPQGTTLRSRISLAKYLNNNKEINLKLEDFDFSVPDQSQKQRTKKETYRGRNEGRDQKEAIENTQYTKETSVKKSTVCRKRIRSHRKASDKGIIEGRPIKRQRKHSSEHLTQRKQKKAIRSRGPKRELEQKKSKNNKVNIQQELKVSVTAPSPSCDNEEAEILSTLSENDHRCSDTADDQAVPCTPELLCDAGIEETNSDSNRDDGDTFTSEKQTDDFITASQVEKRKTSPYFSRKAIKEALAPPKRKAFTKWTPPRSPFHLVQETLFHDPWKLLIATIFLNKTSGKMAIPALWQFLKKYPNPEVARAADWKEMAELLQPLGLYELRAKAIVRFSDEYLTKKWRYPIELHGIGKYGNDSYRIFCVNEWKQVQPQDHKLNFYHTWLWENHKKLGLD
>Xtro_1135563.1
MAAAPSGEERLEEKSEDQDLQGQKDKPPKLRKVKRDKKDEEEKQETFHPSEHQSGEPADEGKADISESAEESLAVPEASASPKQRRSVIRDRGPMYEDPTLPEGWTRKLKQRKSGRSAGKFDVYLINPNGKAFRSKVELIAYFQKVGDTSLDPNDFDFTVTGRGSPSRREQKQPKKSKAPKSSGTGRGRGRPKGSVKVKSPVKSEGVQVKRVIEKSPGKLLVKMPFSGSKEESDATTSEQVLVIKRPGRKRKSDTDPSAAPKKRGRKPGSVSLAAAAAEAAKKKAIKESSIKPLLETVLPIKKRKTRETISVDVKDTVKPELLTPVIEKSIKGQKPAKSPESRSTEGSPKIKTGLPKKELQQHHHHHHHHHHHHHSESKASATSPEPETSKDSIGAPEPQDLSVKIYKEEKLPESDGCAQEPAKTQPADKCRNRAEGERKDIVSSVPRPTREEPVDTRTTVTERVS
>Xtro_12813111.1
MEKRRMECPALPPGWKKEEVIRKSGLSAGKSDVYYYSPNGKKFRSKPQLARYLGNSVDLSSFDFRTGKMMPSKLQKNKQRLRNDPLNQNKSKPDLNTTLPIRQTASIFKQPVTKVTNHPSNKVKSDPQRVIEQPRQLFWEKRLEGLSASDVTEQVIKPMELPKGLQGVGPGNNEQTLLAAIASALHTSSAPITGQLSAAVEKNPSVWLNTSQPLCKAFLVTDEDIRKQEERVQNVRKKLEEALMADIFAREASQNSDLCMDDSDA
>Xtro_12815666.1
MERKRWECSALPQGWKKEEVTRRSGLSAGKSDVYYYSSPSRYNRSLRDRVGYLNTNPSGKKFRSKPQLARYLGNSMDLSTFDFRTGKMLMSKINKNRQRMRYDGLNQSKGKPDLNTALPVRQTASIFKQPVTKVTNHPTNKVKSDPQKAVDQPRQLFWEKKLSGLNAFDIAEELVKTMELPKGLQGVGPGCTDETLLSAIASALHTSTMPITGQLSAAVEKNPGVWLNTSQPLCKAFMVTDEDIRKQEELVQQVRKKLEEALMADMLAHVEEISKDGGAPLDKDIDDEDEDPREPEADDV
>Xtro_2943288.2
MSEGWEEWPLLGPGWKRRIAVRKSGVSCGHTDTYYKSPTGEKIRSRIELAKYFNALGSSVDLTLFDFRNGVIVDKGSPKKKKNSKRKSLPAHGDVKPQPKKPRLSAPLPAPEECEQNGETGKSVVRCHGCGVWFTGVEFGKSKVTKWRCADCRASRRAFNKEQKLHKNTGCGTCEACKVTENCGHCTVCLLRSHNPEFSSSWKCVRRRCLRNLRKGDDCGMCQGCQRDDDCEGCSVCLDKMHKPDADIKERCLLRRCVNKKLTKRSPGYKNNNTKKLHIKKPAPIKLKKKKKKKATDGKGQPLSGRRQNRKCGDCESCLQKDDCGECDFCQDKPKFGGRNLKRQKCRWRQCLRFAMEKNIPAIHRSNNPVILERLKHEAGGGEYETVEGQQNLDPPLAVPQLRETVIKMEQTNGQHRASHVRHIRITGQNSLLYLDRVQSVPVLPAGLFMSDSFLVCWQIMEIFSLGSYHATGDLDRVLLEFMGELNEMPLPAHWEVLAPTGPNLQLVQRSRLSTMADTVIYIQPGLLFHVVVRGHPVPSSHELYNNHPSRLTTVDDVVELICDLEAHRPCPGLSKPRRRSPDCRVLVAGAGRCEECCKVPWPSGSSH
Mutiple alignment
>Hnan_168844
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>Aspe_22979
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>Surc_138570
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>Dple_206884
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------------------------------------------WRRRERRAGERGAGPAGPGARVPNTGLEHGSRQRLRAARPGPGSCGGPCPAVRGAPPAAGLTAL----------------------------FFPRSPGGGGAAAEGPGPSPSPAVPRGWQRVSSRRRAGR-TAGRTDVYFISPEGKKLRSKRALVEYLQKTGETTLKAADFDFARPGLR---ECGTGAARTDLEKEDCQS-KVQELHAQNGAEVGIQNIQAGNGHLEDAISTVEGTDLAVVGTNPEESLKTKRKRTDGKTVQTRKRRNQGDPKSKRQRRISNTRETECAQNKRVCRQTDARGADSQGVGALGADPAGAGRALSAVPRARLRSAAGSHRELGCLPEQGPCSGGT----------WDRTSSAAATISPEESVPRTQVERRKTSPYFSSKYSKEALSPPRRKALRK---WTP-------------PRSPFNLIQETLFHDPWKLLIATIFLNK---------------------------TSGKMAI--PVLWEFLKKYPSPEVARAADWK-------EMSELLKPLGLYELRAKTIIRFSGE--YLSKA---WRYPIEL--HGIGKYGNDSYRIFCVNE-------------WKEVQPQDH------------------KLNVYHTWLWENRER---LSID-------------------------------------------
>Xtro_1037916.1
--------------------------------------------------------MAAPGLERDESAGPEENLKAQHEKVQLQDSYTGASYHNVDDRNSSPDVIR--------------------------------------------------SLPHGWKRIVKQRQSGK-TSGKYDVYFVSPQGTTLRSRISLAKYLNNNKEINLKLEDFDFSYRGRNEGRDQKEAIENTQYTKETSVK-KSTVCRKRIRSHRKASDKGIIEGRPIKRQRKHSSEHLTQRKQKKAIRSRGPKRE----------LEQKKSKNNKVNIQQELKVSVT----APSPSCDNEEAEILSTLSENDHRC------------------------------------------------RDDGDTFTSEKQTDDFITASQVEKRKTSPYFSRKAIKEALAPPKRKAFTK---WTP-------------PRSPFHLVQETLFHDPWKLLIATIFLNK---------------------------TSGKMAI--PALWQFLKKYPNPEVARAADWK-------EMAELLQPLGLYELRAKAIVRFSDE--YLTKK---WRYPIEL--HGIGKYGNDSYRIFCVNE-------------WKQVQPQDH------------------KLNFYHTWLWENHKK---LGLD-------------------------------------------
>Cgig_11447845.1
ENTHNDEEGCEEYDDTGDEFGTAEDDDDREIIDEFEEESATEETTERVLDNSDSADNNSNIVPNKLMYPEADPEQSNSSADPDTSQSSDQASDNVRYLRKRRQLETDLIKRSLGSDHKNMSGDKDSTTSDVMEIKPAPQPIRVDHTYDVSPMLLDKQLPKGWTRKVVQRLSGK-SAGKYDVYIYSPSGRKLRSKTDLARYLEEEGITELTADDFDFTKRGRPSKVSKTTSKKRQLTQSTEKTAMAFTTGEKREERYMTPKKNPRFREAVEEDKDGVKSHGANVFDLFDGEGHMVIGMEANLNMDKDDSAVLDDSKSQSRLKRRSSSNILLSGKNRRISFERRTSARGSGSEISSVNQTSNRSDRVSGLDSPDYKSEAAELSEQKVLSTNNSAFRTH----------QPSSHPAQSDKKCTQSTSPEVETSASTEQREIQVEADDNALDIEEDPAPH---WTP-------------PKSPFHLIQESLYHDPWKLLVATIFLNR---------------------------TTGKAAI--PILWKFLNRWPNPDTARKGDWQ-------AMARLLAPLGLHEKRAKIIIRFSDE--FLTKD---WKYPIEL--HGIGKYGNDSYRIFCVNE-------------WRQVTPTDH------------------KLNDYHKWLSENWET---LGLQ-------------------------------------------
>Obim_14777552.1
---------------------------------------------------------------------------------------------------------------------------------------------------M--------PLCSGSASQSHLKENGS----PSLASFLSKKRKEKECGPELLK---------------DL-HPNKM----------------------------AKVAAGSDEDNGDADNF-----------------------------------------KVADAKSCQNSSIKETKSKS-----KSLKSLQKSKYFQKKDDKMTALAQP------------------------------------------------RILSQTK----------------------------------------------WTP-------------PKSPFCLVQESLFHDPWKLLIATIFLNK---------------------------TTGKAAI--PLLWKFFDLYPDADSARKADWQ-------EIARLITPLGLNEKRSKIIIRFSEE--YLLKN---WKYPDEL--YGIGKYGKDSYRIFCINE-------------WKQVIPTDH------------------KLNNYYKWLWDNHER---LGI--------------------------------------------
>Lgig_XP_009064975.1
--------------------------------------------------------------------------------------------------------------------------------------------------------MPSP----------VFKKVL-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T---WTP-------------PKSPFNLIQESLFHDPWKLLIATIFLNK---------------------------TTGTAAI--PLLWKFFNRWPTADS-------ARNGSAEKMSKLMQPLGLHEKRAETIIRFSDE--YLTKK---WTYPNEL--HGIGKYGNDSYRIFCVNE-------------WRQVKPTDH------------------KLNDYHDWLCKNEQE---LGI--------------------------------------------
>Bgla_13061306.1
NDDLGERMKEVEEGETSKSKSEEDEPVDEDQKEKEMQDELKAIEESTVEENEESSQPEEKSPESRNLDATSGEKLLTADASEAQDAQGGAAVEQSSENVGSEIIDQPQIKPDVASATETTEAPGPVEKPILEPENTEMPESDTTNQTPVRTPKAPRELDNGWTFKAVQRMSGV-SAGKYDIYYYSPTNKKVRSKTELMHFLKE-QDIQVDLELFEFSKPGGVTKAKTKLSLTEGKDQVKPKSKMPFGSGFVEKKRKQLPLWLKTSKKRGRKPKARPELVSPLSLNTDASSMEESALETSMEENALPSSGNESQNEIDSPPVKRKRGRPKKSASAVEISVLSGKEESKDNDTVSQPAQESSPKKKGRKPKTLVSCVTELSATSDESKELSKTDSSND----------NTESENVLTQPKSTDSIVVDSRAQNEPPETNSLNPEVSQLLTPSNEAFPT---DSKR----------KRGRPPTPTNALSISKDSVNLDIDAQSSPR-----------------------VTKRTPDSMSITEPTTLENDIALPTSKTMSWSDYQFEDEEYSLTEFLSVQNGIKCRDSIEITTLSKP--KLRRDLLVWTYPIEL--HGIGKYGNDSYRIFCINE-------------------------------------------------WKE-----------------------------------------------------
>Aipt_22297
VVSERKSGKTKGRLDVCMISPDGRRYFSKKDLQRQLESSNSPLKIEFDFSKTIKKLEKNSDAPEEKKLKSKIEPKDELENGKEVESPPKMESPVATVSASTEKVSR--SGRKIRPSFKLSPDLFFKSVERHCSEKLVIRKDWRKSIDGVNRFIAKTGAPPGWEKVLHKRLHGK-FKGKCDVYMISPQGIVLRSRPEIK--FIAANGLDLSISDFDMTSTGKTIDNTNSSLKVKKKRFNRQSK--HLAKNRTRRKRVNEKDEKHLARKSVNKSTTDATKKREQTSPKQSTDGYRTRKRR----------LVSASKPSINVAKKKCHSFLKNGIQNQCKDSSIGQKTDKSTKHKAKSLNQRVDGVPEGWTKLLSERQSGLLKGRCDVYVFSPDGVKIR----------KTKSNLSVCDFDMSRKTSHSASKSLQEQSVKRKHSSSSCTSLTEKQRSS----LEET----------AEQITPSPNCVKSLYESPMSDQYFSVNEPE-------------------------EKENGEQDGGDTE----SERKVTDKA-----------------TNSKNNGKDTKNQPKVSIGDKD--TDKKK---WTPPKSPYHLVQETLFHDPWKLLISSI-------------FLNKTQGEK---------------AIPVLWEFFRRYADVTRCANPKPIA-------------------------------------------
>Adig_15756739.1
------------------------------------------------------------------------------------------------------------------------------------------------MSKAASVMLSCDCGIAGWKKIVTQRQSGK-SKGRYDVYIVNPSGRRFRSLVELRRF------MSAEHRDFSF-KNVDF----------------------------KVPKRSSDSESAGGREMQSDCSVSELTQEQAKDELTN---------------------LKKKQEESTSPYFSRTKRRLQSQKGQSGTTKRRRKGSCNDLSKREVKRRKFSSQGEGRGSRKTLRKMVRNGCNLKHSKSSMR----------------RKYEKLMIKGCKQTENCVSNANHLKLKSDDCSFDNFTSGYFRQNNESKPN---W-------------IPPKSPFNLIQESLFHDPWKLLVATIFLNR---------------------------TSG------------------------------------------------AKAIPVL---------------WE----------------FFKKFPTPE----------------VTRGAD---------------------------WKEIAG--------------------------------------------------
>Skow_XP_006820975.1
KANLERQTSEERARICLGDHAYAKSVNFLEVQRQKQEKKMSFEEAIACTKEVIEKQKKKKKIKQDEQNDLITEDGEQNKTKGNKRKKMKREKPETSSDDASAGKEKKKAKSVEDKAKQNESQATRQSQEISDASTESSPTKSDISNINDSPLLEDTTLPEGWTRKVVQRKSGK-SAGKYDVYILSPEGKKYRSRIELAALTNS----DLKCSQFDFTIRGIK----------------------NTPVRSTQPSPKKLKEITKLSKQ--------------------------------------------KEEKQKKASLKPAQKLFVKINFITPKERRKRAMEMSESKEAMPTMKNKKMIKQTTVDS-------------------------------------QIEGKGNQQNKQTIVVTKKQLIFPHLSSLSREDKDELSSSQNASPKDTRKDFAWRKD----------WKGKEKKDVPKKALNDSE----------PR-----------------------------------SPR------KHSHDDG--------------SVSPVSPCRNSNEPESRRISSPRKS--FFDID---LKSPIKGVPPWRTSESKSPCNKMGEAR-------------SPSLKEQTE------------------SRRRSQDILWSGSGTVDEKSPQQRTPDSNDEMKDAGRRKRISEGVFNLKF---------------
>Lgig_9064974.1
------------------------------------------------------------------------------MSVEPSPHLDVAESIPSENTAEDDMLDP---------------------VPSVSSSLPPVVGIRSDHTYNSSASYEEIDLGDGWRKRL-IQRFGMKTGKKYDVVIYSPEGRKFRTRQELASF-CEMNDIDVDLSIFSV-KPGDI-----------PGQEDAEEDTKSSSKEVKQKRKSVDSAKKTKTKGKESDKILPAESSSGDHTYIA---------------------SGVSEDEELLPPGWKKRVVQGKTIGRFDIYVYSPDGKKFRSKTEIAAFLDQNNITH------------------------------------------ITTDDFDYVKIKNKELAKYGFTNFKTSTPSEKKSAKKESVRKDKKQ-------SEKVK---------VKKVSPTKKVSTPVGGSKLVIKMFSTPSPK------------------------KNVAGGMKKTFSPFATKKRKRSVSVEK--------------SLDTLMFQLAPSEILAADVNDTIVD--YLEDDDDIYVDQNQS---------LELFDDKSTEG--------------SGLDSSGN-----------------ATATSIEDRLSEIYTSAISRLEK---SEMNGDRGISPDSETDISM---------------------
>Bflo_2585728.1
---------------------------------------------------MRNKVQIITPLRNVTYLEPANEANCGLVLKFDPIVPEQVWRKVEGYQQSCDYLNK------------------------TFCHNLLILDRQHIASGTTTSQADMAPLPKGWTKKVVLRQSGA-SAGKTDTYFYSPEGKKFRSRTEIAKYKGL----KIDTDSFTFGASGKLVVKMQSSSKEPAAKKARGRGRTPAKKERKAPEETEAASPSKKAKKPEPEATAGSPAKPQTGESSQPTEADVVVLADDLPKQSGKVACEEEPEVVAEVPVAAQPSEPPRSGNIETLVFRPLNTPEKSQEAPTPPQQAAGPATAGPVQQENAAVITPPPEPAREASNSESRGSSESGSTTYLPEIIHCTIPPPTGGGSAFQPVLPSAPGATTNGEGAGARGREVAPVTNSDSVSPD---WTP-------------PRSPFNLVQEHLFHDPWKLLVATIFLNR---------------------------LQGEKAI--PLMWEFFRRWPSPEVTRDADWK-------PICELLQPLGLYEKRAKTLIRFSDE--FLTKD---WAYPDEL--YGIGKYGNDSYRIFCVNE-------------WRQVMPSDH------------------KLNDYHNWLLENHKE---LGI--------------------------------------------
>Xtro_2943288.2
---------------------------------------------------------------------------------------------------------------------------------------------------MSEGWEEWPLLGPGWKRRIAVRKSGV-SCGHTDTYYKSPTGEKIRSRIELAKYLGS----SVDLTLFDF-RNGVIVDKGSPKKKKNSKRKSLPAHG-DVKPQPKKPRLSAPLPAPEECEQNGETGKSVVRCHGCGVWFTGVEFGKSKVTK-----------WRCADCRASRRAFNKEQKLHKNTGCGTCEACKVTENCGHCTVCLLRSHNP-EFSSSWKCVRRRCLRNLRKGDDCGMCQGCQRDDDCEGCSVCLD----KMHKPDADIKERCLLRRCVNKKLTKRSPGYKNNNTKKLHIKKPAPI---K---LKKKKKKKATDGKGLSGRRQCGDCESCLQKDDCGECDFCQDKPKFGGRNLKRQKCRWRQCLRFA-----MEAIHRSNN--PV---ILERLKHEAG-------GEYETVEGQQNLDPPLAVPQLRETVIKRITGQNSYLDRVQSVWQIMEIF-SLGSYHATGDLDRVLLPAH-------------WEVLAPTGP------------------NLQLVQRSRLSTMADTVIYIQPRPCPGLSKPRRRSPDCRVLVAGAGRCEECCKVPWPSGSSH---
>Lcha_14351628.1
---------------------------------------------------------------------------------------------------------------------------------------------------MSEGWEECPLLGPGWKRREALRRSGA-SFGKSDTYYMSPSGERFRSKIELVRFVGS----TIDLTNFNF-KLGIL---------------------DPTDRK-IRKRYRFSMDRSDLEPQPKRPKLSFSDSFDGVHLNGTVAEDTLTVCCSSCNKWVSGVNWNCANCRAERRAFTKEQNFYKRYGCGVCNACLITEDCGYCVICSTKEKSPSEANPNWKCVSRRCLRVVRKRVGCGFCKGCQTTEDCGLCRACL-----KQKAHPEEEHPGKCLKRVCIKKVKNVHIHSTLPVLQSQTKRKYSRK--PR---VPKNTLP-------VEPVYPCGECEACVRKVDCGSCDFCFDKPKFGGGNRKRQKCRWRQCLRYAMKRLYKKRRKVAKVKQAA---RMARQSGTQPRAVPQKTPDALVFPMMHHVIEQIGDIHMPAEEMSRDPNQ--SLSTEPQLWVRNLEETSPSFHLHSRALCLSLVLQEFLLELNEIPLPALWEVLPPDGP------------------DLKLVQRSSLSSMASTVVHIQPQPCAGYAFASSSPPQQNVHSPACRVLVYKERCENCSAAANETL
>Acar_3216703.2
---------------------------------------------------------------------------------------------------------------------------------------------------MTEGWIDCPSLGPGWKRRQVLRKNGT-RPGQSDTYYMSPRGEKIRSRVELTKLLGC----SRDLTDFHF-KKGIFVDPCTARQRHQGVKKKSKKCLQKPLKSETTEKQEFPEPAPEPAPQPVSVPEPAPQPQEPQNNPLLLAPENLEDGAVQETNLEESIAWLCPDCRAQRRDFNREQRYYKGLECGMCQACKITEDCGSCVICLRRQKPGMKRQWKCLKRRCLNRKKRISPKKVGYNSKKLTTEAVSTKDASTPVRRQKKATSATDGPFRKVQQVRKQRHKKLLATEPPSESTDGPSLKAQLVSQKRK---WKSSMELDKGDIPIKHPADICGKCEACQLRTDCGRCDFCCDKPKFGGQNMKRQKCRWRQCLEFAMKRLRRRAFGGHSHKPAGAKASFQPEEASST------------SELTHSMEKVQHQQEEQVLPLRGFTVTQACIKEE---PCQPSPPVQLVVKESGTQVTEVVVLREFLSELNEIPLPAHWEALPPLGP------------------NLRLVQRSKHSTMSAGNLPVPPSEACDVLVYSGCCPQCRLNPWPSGSSAC---------------
>Mmus_38622.2
---------------------------------------------------------------------------------------------------------------------------------------------------MAESWQDCPALGPGWKRRESFRKSGA-SFGRSDIYYQSPTGEKIRSKVELTRYLGP----ACDLTLFDF-RQGTL---CHPIPKTHPLAVPSKKKK-KPSKPAKTKKQQVGLQRSEVRRETPQGEYKAPTATALASLSVSASASSSASASASSSASASASATLCKDCRAQRIAFNREQRMFKRVGCGDCAACLVKEDCGVCSTCRLQLPSDVASGLYCKCERRRCLRIMEKSRGCGVCRGCQTQEDCGHCCICLRSPRPSQYTEPTELHISDIAPTSPAEFIYYCVDEDEDELKRLLPSAGSGSGLRP----YQTHQTHQ------KRPASARQLQLSSPLKAPWAVVTAPPGPVR---------------------D---SRGRG------SV-------LPQPDT-----------DFVFLQAMQMPGTAAACTEVPVQDAPEEWTFLTSSPSKDLSPVKQEPPGPEEDGEEKKDDV------------------SETTPAEEIGGVGTPVITEIFSLGGTRLRDAEAWLLHKLLA--------VNEKEYFTELQLKEEVL-------------------------
>Hsap_56669.2
---------------------------------------------------------------------------------------------------------------------------------------------------MAEDWLDCPALGPGWKRREVFRKSGA-TCGRSDTYYQSPTGDRIRSKVELTRYLGP----ACDLTLFDF-KQGIL---CYPAPKAHPVAVASKKRK-KPSRPAKTRKRQVGPQSGEVRKEAPRDETKADTDTAPASFPAPGCCENCGISFSGDGTQRQRLKTLCKDCRAQRIAFNREQRMFKRVGCGECAACQVTEDCGACSTCLLQLPHDVASGLFCKCERRRCLRIVERSRGCGVCRGCQTQEDCGHCPICLRPPRPGLRRQWKCVQRRCLRGKHARRKGGCDSKMAARRRPGAQPLPPPPPSQSPERLLWSESEDGAGSPPPYRRRKRPSSARRHHLGPTLKPTLATRTAQPDHTQ----------------------APAGGGFVLPPPGLVFLREGASSPVQ-------PVAASTEALLQEAQCSGLSWVVALPQVVLVPG--CPSKAPSVKQEPPDP---------EEDKEENKDDS-------------ASKLAPEEEAGGAGTPVITEIFSLGGTRFRDTAVWLSKDLKK---PGAR-------------------------------------------
>Btau_XP_005224310.1
---------------------------------------------------------------------------------------------------------------------------------------------------MAEDWLDCPALGPGWKRREVFRKSGA-TCGRSDTYYQSPTGDRIRSKVELTRYLGP----ACDLTLFDF-KQGVL---CYPSPKAQSLAITSRKRK-KPSKPAKARKCQVGPQKSEVRKEAPRDDTKADTDTVPASLPAPGCCENCGISFSGDGTRRQRLKTLCKDCRAQRIAFNREQRMFKRVGCGECTACQVKEDCGACSTCLLQLPHDVASGLFCKCERRRCLRIVERSRGCGVCRGCQTREDCGR----------RCQRRPPLAVAPPAGKHGRRRGGCDSKVVPRRRPPRAQSPPPPPPPQPPE---LHPRA---------LAPSPPCGTCAACLRRMDCGHCDFCCDKPKFGGSNQKRQKCRWRQCLQFAMKRL-LPGSEDGASPPPA-------HPRRKRSTRRPHL-------LKPPLATPAAQPDRAQTPVKGASSP--VQVPGPAPWVVALPQVKQEKADAQEDWTPGTKADS-------------TSDLPPEEEAGGAGTPVITEIFSLGGTRLRDTAVWLSKDLKK---PGGR-------------------------------------------
>Tgut_XP_032601628.1
--------------------------------------------------------------------------------------------------------------------------------------------MGTPPRRMAEGWAECPALGPGWQRREAFRKSGA-TSGRSDTYYRSPTGQKFRSKIELRRFLGP----GHDLSNFDF-KSGLE---RPGPTRPRKSPKWPPPAG-PLPEPPKIFKKEEEEEEVEVEVEVGGAETEKAPPSPVQAPPIAIQATPPVHQATPPLV------DATPPSAVATPPPEPPHRRTRKRPPLEPTQDGVVALCAGCQSLFPGVSLPPQRRCRWLCPDCRAQRRDFNREQRFYKRVGCGTCQACRIPEDCGICSACLSTEDCGSCCICLRRLQPGLKRQWRCLRRRCLRPKKARVAKKPQTTEK----WKPLVEREPGDASSKPGRPPCGACTACRRPADCGRCDFCRDKPKFGGQNLKRQKCRWRQCLRCAME---KQGAENSPGPTPG--PPLRLCPIKEE------------AGPLPRLEDPASAPRLKGAPLERVKQEQPVLERP---FPLPPAP-QLWPGSFLEELAEIPLPAH-------------WGVVGADGGPGPCPARGLRLVQRCPRSSMAAAAVLLGLAFRVLVARGRPPAPRCHVLRFNDLIEARGGAWLFFAPPLWLGPAHTHLSPAVAS
>Cpic_5312034.1+5315344.1
---------------------------------------------------------------------------------------------------------------------------------------------------MSEGWVDCPTLGPGWKRREAYRRSGA-TCGRTDTYYQGPNGEKFRSKIELTRFLGP----SQDLTNFDF-KNGVL---RDPPPKGAGTPPPAPLAL-RPVQVKKAQKRRLSLSEPDPPNSPEQPPPKQQ--------------------------------PVKLEPPEQPPPEQRPPPLPERRPRKRPAALLEAQ---------------------------------------------------------------ESAQDAVVACCASCQNYFP--------------------GVTLPSQRRCR---WLCPDC--------RAQRRDFKVRPGLGLGGPWLRRLKALPL---------------------------LQRVGCGAC--QA-------CQIPED-----------------GICTVCA--VRAKNPELRIGRK--CLLRR---CLKIVKK---GFGCGVCQGCQATCGSC-------------YICLRRLKP------------------GLKRQWKCLRRCLKKKVGVGGG-------------------------------------------
>Drer_39876.1
AKEDEEAVIDKEAEEAVIQKKDEEAVVQKEGEEAIIQKEGEETIAEKEGEETVTEKEGEDAVTEKEGEEAETEKEGEDAVTEKDGEDAVTEKEGKDAVTEKEGEDAVDSQSVDGEVESVAGSEFSGSVVLKSTGDRGGRGAGRARRKTDEGWEDWPALGKGWKRKEVFRRSGT-SEGRSDTYYISPRGRKVRSRVELTKHIGH----SVDLTNFDF-KSGQFLGEGAPLAQPETSLTLSVRSDATTASNLKSSLSATTQPVVDLTEDAANPTPPVVSVASEKPVNGASGGPRRLFGVCIRCNKTYSYETLCKDCRIENRALASRKPYKPCGRCWACQTTVDCGKCVSCRNGRLRHRLNIHSRKVVKCRKRKCLHPVRRERGFKDSEGQFSNMESSM----------KVRRRSCGKCKGCVRRTDCGTCDFCMDKPKFGGRNKKRQKCRLRRELLPE---WLPR----------RRPRYTDDMPEQYMQKNSAHLMNQDRFLPS------------------------AYSPNSHMVNNMPLPHKVETMSPHVRT--------------GQAEMIKENGLQSISNRSFVGNPGS--KTERNPSIQIFSSDHAVQGMDVNEPGFHYHISVQD--------------QPLLPTHK-----------LYDCHPSRLTSAAEIIIEDLEK-------KHSSDLVIPERAATCDFLISAEVERCEKCQTLQRA--------
>Lpol_XP_013773395.1
--------------------------------MSSNLNENEEVCNGKKVTPKKIEGKNISTNGGESESNREVLTSEKKSSRKPLEISKDENTAPVGSVEETAASEE---------------SVVEKDPPKPNKNKKDESSKKGQAMSIDGQEISEPTMPPGWSRKVVQRQSGK-SAGKYDVYLFTPDGKKLRSRIELRSYLSK-YNIDIDIENLFT-LTGKT-----------------------------------------------------------------------------------------SKVLAKSVTKRKSSSQK-----------------------------------------------------------------------------------------------------------------------------------WSSS----------PKKKKSRSSSVSSARKKTPKLRVKLTSLKK----------------------------------------RILSNYVQQES-----------------KKEVS-----EQNLSIKGQSND--SPQKK---LAAKHSP----------------KVGQ------------TGHKLKKSNE------------------KKSKLKTNKSKGKKK--------------------------------------------------
>Mlei_3347a
IKIVPSSLLLSLQKPAKKIATVVEEDLTARIIEEYEEVAVDPIEDSENDSKVTSPGKRNRPMRLRAPSLKLIEAAGGAPATKDYCSKMMGKVSVQKDTPPESLPKL-VSADDTSPRRHPPPHNVKVSPPDGPKLKMTTTQFQATPTIKDGNTSPWPVLGEGWVKKEVQRRNGL-SAGRYDIYYISPDGVKVRSKPELQLLVGN----TLDLSNFNF-RLGEFLETKHRLPDILVPFGASDQSSPPQPVTSPPPKLVMSSPEDEFKEKLVRCKRCENCVRENCGQCVHCKDMRQFGGTNSRRQSCLLRKKGKRPRETPPHPTNKRPRMFQSGESVQPPTDLQQPESRTGIQGEISCSSLQKFINLSLVPQEFKLPADHVLSVKIGEKLHSCPLLWID----------DVQYQFNVVEKIKVQTNKVSHYVSVYGGYARYATVGSPFYKFLESAYLPNRKLFEAAVVEILRRDLNLTGLSLSDQPEVAAVETVAGSSTVDMAAEK-------------------------TDLSSLVPDNSPIMINGLQKNPGSKPLTFETLSDQTSAVRTITTVRPPAHNVQVPRQTVLAYPQPVPYISQGPGYHLSPQHQQRYGRPPLNLGAIKHIAAPA----IPGPKTGPRMREVRKTAP---------PTVLVNKGVQVKPAQRTVQVSLRP--------VSRSRAKKNKFVDLGFCPHV----------------------
>Hduj_16196
-------------------------------------------------------------------------------------------------------------------------MSQEMAKAVDQLFGQDPQDEVSGSVNKVKSRSEAAGFPKGWYREEVKSGVGVVNPGHKIIHYFSPDGRKFRTKAELARFFGV----RLDLSNFDF-KSGKIHTAYA-----------------------LKKNQQQGKVGAALKSGSAGL-------------------------------------GPVTLQKFLDPPARQCIYVL-HKKVRSIETCSPNVSCK------------------------------------------------------------DVKEGTTRGGAPRSLKPKPV------------------------------QVFWAKR----------LEGLVAVDA-DSDLKLTP--------QLPR---------------------------GFKASS---SV--------VSDNA--------------AMISLASAPGYTGPDESAPVGQQEKIKSHASA---YVQPYQP-----------LIATMKVSA--------------VMIEEQEL------------------QVQRLRQDLAKMLSR-QQKERG-------------------------------------------
>Smed_15038564
------------------------------------------------------------------------------------------------------------------------MSKQSFPSNTNLNSKKANSNATQPTRTSTAVNHQTTSLPPGWKREEILKPTGL-YAGKTDIYYTSPTGQKIRSKAEMQKILGG----SYDVSNFDW-HSGKF----------------------------VNSRKRPSTNENDSTSCK----------------------------------------LMKMIEEYQQCLVRSGPSLF--CKDKLPIIETTRPDS-------------------------------------------------------------RINNDAVGGNDNQ-------------------------------EV--PKQIFWHKR----------LADNYAFNPNTNEKVRSV--------ELPK------------------------EFQNAGF-----PG--------IDNNQ--------------LFQSIVSCIYNSTKNNIPVLGQSNHKASIEKNPCLLITANQP-----------LVKQVVITD--------------DIINRQEA------------------KVKELRRKLRTLLPKLSVDEAA-------------------------------------------
>Sman_XP_018645533.1
------------------------------------------------------------------------------------------------------------------------------------MQNQSVNQSNNHQTKRNYGKQPQNSLPTGWRREECMRPNGL-GTGKSDVYYISPQNQIVRNKQEMQTILGD----KYDIGLFDW-RMGKFAVSNN-----------------------ANKSKRLEEPTADTSSASSPTA------------------------------------KVPRVDNQCSLPMRRCPFPI--TNDIKPVIVRSHPE--------------------------------------------------------------CKRTDVKNTNQ---------------------------------ET--PHQLFWEKR----------LADHVAIDPDTGESFKPI--------SLPK---------------------------GIQSAGV--PG--------YQPAQ--------------LVHSLIHALSSSSSKISPIIGQEQQPSAIEKNPCVVINHLQP-----------MIKTFIVTD--------------DDIRRQEA------------------RVKELRKKLEIARKK--------------------------------------------------
>Bmal_1896671.1
----------------------------------------------------------------------------------------------------------------------------------------------------MGRTKGSE------AGNLSVTKRGM-KNG------------KDRGVAVIAKS---------------------------------------------------------------------------------------------------------------GFDGPLNAPWRKTVSIF-----KQPVTLVHTTS--------------------------------------------------------------RETKNPTNEQLRRVCASSNLKNKV--------------------DK--PRQLYWAKS----------LENLCAVPVCNADRITIDDNEHISHKLD-----------------------------LAGKME---PA-----LGIIGTDG--------------SAASLCSALH--GFGASVITGQTATKKQLESSPSFSTNVDQP-----------FIQAMSVSE--------------QDIQQQER------------------RVLDMRKRLQEARKH---FHM--------------------------------------------
>Aque_3389039.1
------------------------------------------------------------------------------------------------------------------------------------------------MNGDNVQKVDHKGLPSGWRREIVVRKNGM-SAGKTDVYYYSPCGKKFRSKPQIARFLGD----HADLTCFDFSRAGSLGDG-------------------------TRRRARDRNPQGTVKRFDPRHIVPQSVR------------------------------PLSLNPLRPSGPVRRTCGVI-----KLPIMLLSPPAGNTELRDTILGQSNNGSG--------------------------------------------SVGGDSKGHTLNVVVQSL-----------------------------------WERR----------LNTLNPNDHVTGKELSRLDPDPIPPPGY--------------------------GPSSSSRIPLLLPS--GLQPQSPVLPS--------------LLSSVQRPQSHPVSNNNKVTSGTRLL-QIHQD---QQQHSHPNNIPARITGGGNVLPMTVTD--------------SDVKLQEQ------------------RVLLLRQQLMAAQSS--------------------------------------------------
>Avag_49677001
------------------------------------------------------------------------------------------------------------------------------------------------------------------MHDSTDRHANS-SLSSSSMTLASPNRLLITHQAKLSRS-----------------SQQQQ----------------------------QNPSKKLKVHHTNGVRSTSQENNVTI--------------------------------RSSKNDTSLRCPLRQTLPIF-----KQPVTYYPTQRD-------------------------------------------------------------EVKSQLTNTSNQNTTSNSTV------------------------GKTKPRQLFWEKR----------FQNIRPTDIDGQPFEHFKLPEQIKGVNL-----------------------------------------------DMSPET--------------IIISLATSLHLY-SSSRALFGQNK---QFQKNPTIYVQRDQP-----------LIEHVTITD--------------EHIRAQEE------------------KVNELRRRIQQSMRS-NMKMEV-------------------------------------------
>Avag_44627001
----------------------------------------------------------------------------------------------------------------------------------------------------------------------MHESTGRTSNSSSSLLLSSNANRLNIHPPKLTRTLQQ------DNATKKL-KIGHT----------------------------NGIKPTVDGNSVVRNS---------------------------------------------KGDQSLRCPLRQTLPIF-----KQPVTHYPLERDEVKAQVINPNNPTAS----------------------------------------------ANGGKPS-------------------------------------EKTKPRQLFWEKR----------FQNIRPIDIDEKPFEHVK---------LPE------------------------------------PI--KSVGLNMSPET--------------VVISLATSLHLYCNSRALF-GQNKQ---FQKNPTIYIQRDQP-----------LIDYVNITD--------------EHIRAQEA------------------KVNELRKRIQQTMCK---NEI--------------------------------------------
>Hmag_2.224475
---------------------------------------------------------------------------------------------------------------------------------------------------MDKIRTSCSNLPTGWVKEVVIRKSGA-SAGKSDVYYYS--GL-------------------------------------------------------------VRQEKPLSRSILAENE------------------------------------------AKKKRADILSQQFAKPRQLF-----------------------------------------------------------------------------------------------------------------------------------WHLR----------LQNLFPINEKTMELCKQAELNNFVKEIL--------------------------------------PG---------SNNQ-----------------SLLNSLAYNFLNCNKIVGQQASLSALRKHPTALCNADQP-----------FTTPISISD--------------DMIQLQRK------------------RVESARKKLQDLLRADIDDMEE-------------------------------------------
>Adig_15773644.1
-------------------------------------------------------------------------------------------------------------------------------------------------MDEKPIRMECPSLPSGWQREIVMRKSGL-SAGRSDVYYYSPDGKKIRSKPQLEKHLPD-----LDLGNFDF-RSGTYC---------------------------RRSKRKQGEKEQSYGRD--------------------------------------------LNGGIIPAPVRQSNKSL----SKQSVTFYPTMVPAPATSKDK-----------------------------------------------------RRKLDSANAKNEK-------------------------------DK--PKQLFWQKR----------LQGISVCSV-DETALKCF--------RLPA------------------------QIKSVG------PG--------INQKG--------------LIHSLVTNLY----NNASVKGQDRSAASLEKHPEVWLNAEQP-----------VCAPFAITD--------------SDIKKQEE------------------KVATLRRQLSEALAEKRDPPMK-------------------------------------------
>Nvec_125309
-------------------------------------------------------------------------------------------------------------------------------------------------MEEKPVRVTCPSLPKGWLREIVLRKSGV-SAGRSDVYYYSDSSG-----------MGPT-------------ALGQT----------------------------ILPRRS----QPNFSRD--------------------------------------------LNGAIPNSPVRQSTKSF----SKQPVSYYPGRQAK------------------------------------------------------------KQKVEPIKTKIDK-------------------------------EK--PKQLFWEKR----------IQGLTAVNAEDERKLDAF---NLGKTFR-----------------------------VIG------PG--------MDEKA--------------LVHALVTNIH----TKSSIKGQSMSLVALEKHPEIWINVDQP-----------PCAPFVITD--------------ADIKAQEE------------------RVSRQRQKLAEAI----------------------------------------------------
>Aipt_25436
-------------------------------------------------------------------------------------------------------------------------------------------------MDEKPVRSECTSLPKGWLREIVVRKGGL-SA-RSDVYYYSPDGKKCRSKPQLEKELGG-----MDLTDFDF-RSGTF-----------------------------CRKSRRRTNQQHYSRD--------------------------------------------LNGTILPAPVRQSTKSF----SKQPVSYY------------------------------------------------------------------PITEEPSPAKKRKMENAIKNTKIDK-------------------DR--PKQLFWEKR----------LQGITPIDAGDGRKLDSF---NFSKGFK-----------------------------LVG------PG--------MNEKG--------------LLHALMAKIH----SKTPIKGQHTSVVALEKH-EIWINVDQP-----------PCTPFSISE--------------GDIKAQEE------------------KVSRLRRRLAEALADYDQVKLK--LLSMQGQSKTQSAE---------------------------
>Cint_2132141.1
-------------------------------------------------------------------------------------------------------------------------------------------------MNQAKKKVAVLGLPHGWIREECVRQNGL-SRGKCDVYYISPTGKKVRSKPELIRVLGS----SVDLTCFDY-RLGRF----------------------------MSEKVKSSRRQKQYDKS-------------------------------------------GRLDLDTSLPARQTASIF-----KQSVTKVCNHKVN------------------------------------------------------------PMKSEQARGNSKA-------------------------------PQ----QLFKEKR----------LTGLSASDI-AETVIETL--------ELPK------------------------ALQAIG------PC--------PTAEE--------------LLRRIAIQLH---DGNHTIVGQNST--SVLKDPCVLLNTQQP-----------LCKSFMVTE--------------EDIRKQEN------------------RVIVARERLEQALKRQELLLLA-------------------------------------------
>Skow_6812690.1
--------------------------------------------------------------------------------------------------------------------------------------------------MEKRRVDDCSALPKGWKREEVIRKSGL-SAGKSDVYYFSPNGKKFRSKPQLARFLGD----SFDLSTFDF-RTGKISAAS------------------------IRKSKRLRNVHYDYSKG-------------------------------------------TRHDATLILPIRQTASIF-----KQPVSSITNHPIS------------------------------------------------------------KVRAEGKQDLT---------------------------------DQ--PTSIYHTTA----------LCNVG-CLIIKFFLFCWYICGKNHPVFFFP---------------------------GLG------PG--------YTNES--------------LLQSLATNLH---LSTQPVTGQTATQSAIEKNPGVYLNTDQP-----------LCPRFVVTD--------------ADIKKQED------------------KVVEARKKLEELLSEEIEVDEQ-------------------------------------------
>Apis_1156167.1
------------------------------------------------------------------------------------------------------------------------------------------------MPRLKKRSLETK------ARISRMKRAE-----------------KRREQILILKT---------QAEEMEI-----------------------------------------------LCRG-------------------------------------------IRSEGALVPPIRQTASIF-----KQPVTVHKNQEG-------------------------------------------------------------KVKADFKHGRQ---------------------------------EK--PRQVFWEKR----------LEGIRASEKDGYELGTRWTGL-------LR---------------------------PAG------PH--------VSDDT--------------LLQSVATALH---VCAMPVTGQPPMRSHYDKE---YRIPDQP-----------LVQEVSVTV--------------EDIKSQEE------------------RVIAARKRLQEIMVK-----IK-------------------------------------------
>Dmel_1262421.1
-------------------------------------------------------------------------------------------------------------------------------------------MQMNPSVTIERKRVDCSVLPKGWQRDE-VRKSGNSSATKVDVFYYSPTGKRAEGKPQ-------------DIAIPDF-QPGKMPHCALMPLPIASGGGNGATSG-------NALKRKFARSQGGNAAGAAGAAPPAATASSAATATAASASPSTANRQQQQIELS----RALRTDVSLVPPIRQTASIF-----KQPVTVIRNHKQDPA----------------------------------------------------------KAKNEPKHGTR---------------------------------EK--PKQLFWEKR----------LERLRACHDSGEELDDIS---------LPK------------------------TIRTVG------PN--------VNEQT--------------VLQSVATALH---MLNAGVHGQSSTKADLTKNAMAFMNPEQP-----------LMHAVIISE--------------DDIRKQED------------------RVGVARRKLQDALKT--------------------------------------------------
>Hrob_185546
---------------------------------------------------------------------------------------------------------------------------------------------------M--------SLPNGWRREEIVRKNGL-SSGKIDVYYYSPDGRKFRSKTQLAKAFRD----KIDLSNFDY-KTGKL----------------------------------GLGSSTSYHKK-----------------------------------------TASRHDANVTMPIRQTASIF-----KQPVTVIKNHTDS------------------------------------------------------------KTRTDLKQGTQ---------------------------------EQ--PRQIFWEKR----------LQGLLASDTTGEQMSSFQ---------LPN---------------------------SIQSLT---PE-------LVGTEN--------------LLHSIAAALH---LGNQPITGQSMSSVLIQKNPCANINADQP-----------LIQNVVIND--------------IDIQKQEA------------------RVLEARKRLQRAMNA---VILS-------------------------------------------
>Hazt_4785
-----------------------------------------------------------------------------------------------------------------------------------------------MNVQIQRRRYDCSALPKGWKREEVLRKNCLITPGKIDVFYYSPCGKRIRNKPQLVRFLGE----SVDLSSFDY-RTGKINPM-------------------------LVRKKKCKGTLYDYSRG-------------------------------------------LRSDSSLVPPIRQTASIF-----KQPVTVVKTQQHS------------------------------------------------------------VVKSDIKHGTQ---------------------------------DK--PKQVFWEKR----------LQGLGATCNAKWPVMEEL--------QLPA------------------------ALRPVG------PQ--------VTSQT--------------VLQSLATALH---VVSGPITGQTVAAQTLQSNPAVFINPDQP-----------LVEEVHIRD--------------ADIISQEA------------------LVDKIRTRLERAIRQ-VANVSH-------------------------------------------
>Lgig_9048664.1
---------------------------------------------------------------------------------------------------------------------------------------------------MDQKRRDN-GLPDGWRREEVVRKSGL-SAGKTDVYYYSPDGKKIRSKPQLARALGD----AMELSAFDF-RTGRVNFNA------------------------CRKSKGHKGSSFDFARG--------------------------------------------WHDTSLVLPIRQTASIF-----KQPVTLIRNRPES------------------------------------------------------------KTRSDIKQGGDQP-------------------------------AQ--PRQLFWEKR----------LQGLKPCDN-SDEVIQSM--------DLPR------------------------NMQGVG------PN--------LSTEN--------------ILQSISAALH---IGTLPVTGQLASKGSILKNPGVNIDSNQP-----------LIQQMLVSD--------------EDIRRQEM------------------NVKIARRNLQDAMIKA-------------------------------------------------
>Lana_13380854.1
-------------------------------------------------------------------------------------------------------------------------------------------------MSFEKRRSDCTGLPSGWMREEVVRKSGL-SAGKTDVYYISPDGRKFRSKPQLARHLGD----LYDLTAFDF-RTGKIVHSS------------------------IRKSRRMKG---------------------------------------------------LRHDSSLVLPIRQTASIF-----KQPVTVIRTQPQS------------------------------------------------------------KSRTDLKHGPQ---------------------------------DP--PKQLFWEKN----------LQGIDACDT-SENIFKTI--------ELPK------------------------NLLGVG------PD--------LSEEN--------------LLQSIAAALH---LSNEPLLGQGASKSAIDKNPGVNINPGQP-----------LIQKVLISD--------------EDVRRQEH------------------RVRAARKKLQEALEYWGTDGL--------------------------------------------
>Obim_14790592.1
--------------------------------------------------------------------------------------------------------------------------------------------------------MDCVGLPSGWKREEVVRKSGL-SAGKTDVYYYSPDGKKIRSKPQLARHLGD----VIDLSAFDF-RTGRIIHSA------------------------LRKSKRSKGSSFDFARG-------------------------------------------MRHDSSLALPIRQTASIF-----KQPVTVIRTRPES------------------------------------------------------------RPKTDLKHGPQ---------------------------------EQ--PKQLFWEKR----------LRGVQPRDVNDDPFVALELPLNMQALFV-----------------------------GVG------PD--------LTTEN--------------ILQSIAAALH---VSNIPVTGQNSSK-SIQKNPGVNMDANQP-----------KMQYMMVSD--------------TDVKRQEY------------------KVVEARKKLQDALVG-----VS-------------------------------------------
>Cgig_11453189.1
---------------------------------------------------------------------------------------------------------------------------------------------------MEKRRLDCVGLPPGWKREEVVRKSGL-SAGKTDVYYISPDGKKIRSKPQLARQLGE----QFDLSAFDF-RSGRINHS-------------------------QLRKSKRPQGPYDFTRG-------------------------------------------MRHDSSLVLPIRQTASIF-----KQPVTVIHRQES-------------------------------------------------------------KTKSELKHGPQ---------------------------------DP--PKQLFWEKR----------LQGIQACDS-QEEVIKAL--------DLPR------------------------NVQGVG------PE--------LTTEN--------------ILQSISAALH---ISSSPVVGQGNNRATVAKNPGVNIDVYQP-----------HIQQVIVSE--------------DDIRRQEV------------------KVIEARRKLQDAIKG-----IM-------------------------------------------
>Bgla_1298225.1+13077001.1
------------------------------------------------------------------------------------------------------------------------------------------------------------ALPPGWKREEVVRQSGL-SAGKTDVYYFTPDGKKIRSKPQLARILGE----TFDLSAFDF-RTGRT--VYS-----------------------CRKSKRQKGSSYDFARG-------------------------------------------VRHDASLVLPIRQTASIF-----KQPVTVVRNRTESKSKAELKHGIQEQPKQIFWEKRLQGLRACDSSEEVIPTMELPKQVQSVGP----------MVSSDDIHRQEQRVQLARRRLQDLIQSLEMSTRSTDKVSLKSPVDRDTPRKIFKLRKVISAIKEPDCLLPRSPFFLVHELLYHNPWQLLVATILLEN---------------------------TTAHQKVV-PVIWKILNHWPTPEL-------ASQADLNQVAHFIFPIGHNYQKAEAIINFSND--YLTKK---WTYPIEL--KGIGPYGNDSYRIFCMNE-------------WLQVEPSDK------------------KLKRYCHWLKSNSERFGLMPIK-------------------------------------------
>Acal_5103642.1
---------------------------------------------------------------------------------------------------------------------------------------------------M--------ALPPGWKREEVVRQSGL-SAGKTDVYYITPEGKKIRSKPQLARILGE----TFDLSAFDF-RTGRTVYSA------------------------CRKSKRQKGSSYDFARG-------------------------------------------VRHDASLVLPIRQTASIF-----KQPVTVVRNGPKC------------------------------------------------------------KSKTDLKHGTQ---------------------------------DQ--PKQVFWEKR----------LRGLRACDS-SEEVIPTM--------DLPR------------------------QMQGIG------PD--------LTSEN--------------VLQSISAALH---VSSGPVVGQGASKQVIMKNPGINMDTQQP-----------HVHQVVVSS--------------DDVHRQEQ------------------RVQLARRKLQDLMGT-----LE-------------------------------------------
>Pdum_MBD1/2/3
-------------------------------------------------------------------------------------------------------------------------------------------------MSVEKRRTECHGLPPGWTREEVLRKCGL-SAGRSDVYYYSPNGLKIRSKPELVRALGP----NFDLSCFDF-RSGKILQSA------------------------IRKSKRLRGTTYDYARG-------------------------------------------MRHDANLVLPIRQTASIF-----KQPVTVVRTRPES------------------------------------------------------------KTRTDLKHGPQEQPKQSAVAF-----------------------------QLFWEKR----------LQGLNACDS-SEEAFKTL--------DLPK------------------------SILGAG------PE--------LTTES--------------MLQSIAAALH---LNTQPLMGQNAPKAALQKNPGAHINTEQP-----------LVQALVISD--------------DDIRKQEM------------------LVQDARKKLEEIMVK--------------------------------------------------
>Ctel_180602+148837
------------------------------------------------------------------------------------------------------------------------------------------------MNATERRRLDIPGLPPGWRREENVRKSGL-SAGKTDVYYISPDGTRVRSKPQLCRMVGD----AVDLNSFDF-RTGKILQSS------------------------IRKSKRMRGSSYDFARGLSNCFFCSTVFFCSSVGCKLQVFF-----------------LLMRHDANLVLPIRQTASIF-----KQPVTVIRNRPES------------------------------------------------------------ITRSDLKHGPQ---------------------------------EQ--PKQLFWEKR----------LEGLHACDT-NEERFKSL--------DLPH------------------------NIQGAG------PN--------LSTEN--------------LLQSIAAALH---VSSQPITGQNATKSVLMKNPSASINTEQP-----------LIQAVTVTD--------------IDIKRQES------------------RVQDARKRLEQAMST-----LY-------------------------------------------
>Aaeg_21710250.1
-----------------------------------------------------------------------------------------------------------------------------------------------MNVSIERKRSDCAALPKGWQREEVLRKSGL-SAGKVDVYYYSPTGKKIESKPQLARALGD----TIDLSTFDY-QAGRV----------------------VPSATHNALKRKLNTTPIGVGSSSSSAIVAGPTGPSLPPPVPIYNQLPAAGRSHHHHHNQQQQQRGMRADTSLIPPIRQTASIF-----KQPVTVVRSQDGDS-----------------------------------------------------------KVKRELQHGSQ---------------------------------VK--PKQLFWEKR----------LENLRANNTFNEEI---------GTLELPK------------------------RLKSVG------PG--------VDEAT--------------VLQSLATALH---HNTHPVTGQTASKTSLNTNAGVFLNPDQP-----------LMHVATVTE--------------DDIKRQEE------------------RVQFARLRLQEALRA--------------------------------------------------
>Dpul_210238
---------------------------------------------------------------------------------------------------------------------------------------------MSKMAKVDRKRFECNALPKGWTREEVIRKAGL-SAGTKDIFYYSPNGKKFRSKPQLVRYLGD----TVDLTTFDY-KTGKINA--------------------------ILLRKNRKKAQPDLARG-------------------------------------------FRNDLSVIPPIRQTASIF-----KQPVTIVKSQEC-------------------------------------------------------------KVRHELKHGRQ---------------------------------EK--PRQLFWEKR----------LENLKFLNFETKENSRLP----------PS-------------------------IKPVG------PY--------VTSDT--------------ALQSLVSSLH-TVIQGVSITGQTGSKSALEKNAGVFLNPEQP-----------LVQGLVISE--------------SDIRKQEE------------------RVLSARVKLQEALRSL-------------------------------------------------
>Dple_202505
-----------------------------------------------------------------------------------------------------------------------------------------------MNISIEKKKSDCDALPKGWQREEVVRKTGL-SAGKVDVYYYSPTGKKCRSKSELVRYLGD----SVNLSYFDY-QQGQLNTML------------------------LCKVKKQARAQYEYNRG-------------------------------------------FRSDASLVPPIRQTASIF-----KQPVTVYKTQES-------------------------------------------------------------KVKTDLKQGTQ---------------------------------EK--PKQLFWEKR----------LEGLTACDANGVIGTTSL----------PK------------------------YIKPLG------PY--------TSDAT--------------TIQSLATALH---VSSQPITGQTGSKQTIMENPGVFLNPEQP-----------LIAAVTITK--------------DDLRRQEE------------------RVERARLRLQEALATA-------------------------------------------------
>Tcas_XP_969537.1
-----------------------------------------------------------------------------------------------------------------------------------------------MSITIEKTKYECAALPKRWQREDMLRKTGI-SVGKVDVMYYS---------------------------------------------------------------------------------------------------------------------------RGVRNDASLVPPIRQTASIF-----KQPVTVYKTQES-------------------------------------------------------------KVKSDYKNGNQ---------------------------------EK--PKQLIWEKR----------LEGLRACDL-DGTEFEAM--------ELPK------------------------GLKPVG------PN--------VSEET--------------IIQSVATALH---VSTQPVTGQTGPKAALEKNPGVFLDPKQP-----------LVQAVNISD--------------EDIKRQED------------------RVAFARKKLQEALKS--------------------------------------------------
>Nvit_NP_001164527.1
-----------------------------------------------------------------------------------------------------------------------------------------------MNMSVEKKKYSS-ALPTNWTREEPPRKSQLTSTGKVDVFYYS---------------------------------------------------------------------------------------------------------------------------RGVRNDASLVPPIRQTASIF-----KQPVTIYKTQE--------------------------------------------------------------GKVKDIKHGNQ---------------------------------EK--PKQLFWEKR----------LEGLRACDP-DGYEFDGM--------DLPK------------------------SLRPVG------PY--------ITEET--------------LLQSVATALH---VSTQPVTGQTGSKSSLEKNPGVFLNPEQP-----------LVQAVSITD--------------EDIKRQEE------------------RVASARKKLQEALRS----MYA-------------------------------------------
>Caqu_7773
----------------------------------------------------------------------------------------------------------------------------------MSIVAAQSCPQSEEDMSVEKKRFECGALPKGWQREEVIRKTGL-SAGKIDVYYYSPSGKKFRSKPQLSRYLGE----TIDLSTFDF-RTGKINALL------------------------LRKNRKQRGTQFDYSRG-------------------------------------------VRTDASLVPPIRQTASIF-----KQPVTVHKTQVES------------------------------------------------------------KVKTDFKHGPQ---------------------------------ER--PKQLFWEKR----------LEGLKACDISGEELVSM---------DLPR------------------------TLRGVG------PN--------ISEDT--------------VLQSVATALH---ITALPITGQTGSRTALEKNPGVYLNPEQP-----------LVQAMNVVE--------------DDIRKQEE------------------KVTVVRKKLEEALRL----QQA-------------------------------------------
>Smar_15035
---------------------------------------------------------------------------------------------------------------------------------------------------MMCNTLDCPALPKGWKREEIIRKSGL-SAGKIDVFYYSPSGKKFRSKPQLARYLGE----SVDLSTFDF-RTGKINSIL------------------------LRKSKRQRGTQFDY-----------------------------------------------RNDASLVPPIRQTASIF-----KQPVTVMKTQES-------------------------------------------------------------KVKTDFKHGPQ---------------------------------EK--PKQLFWEKR----------LQGLRACDINEEELH---------ILELPR------------------------NIKAVG------PH--------VTEDT--------------LLQSIATALH---ISAQPVTGQMGNKSSLEKNPGVFINPEQP-----------LVQALMVSD--------------EDIKKQED------------------RVHSARRKLETALKTLNTNSIP-------------------------------------------
>Ptep_14919.t1+7512.t1
AKRGRKRKVEEKENVIDESIIEEVQNITEDPALTESTVESPAKKAKVTSEEKPTKTKKASTPKTPSKDDGIEDTTNLPKGWVRKFVTRKSGKTAGMIDVYIYNPEGSAKLVVAIVAKKKGKSPQKAVKTSKAPAKAEKAKNVKSKGNKAMALVECPALPKGWKREEIIRKNGL-SSGKIDVYYYSPSGKRFRSKPQLARYLGD----AVDLSTFDY-RTGKINSLL------------------------LRKSKRQRGTQFDYNRG-------------------------------------------IRNDASLVPPIRQTASIF-----KQPVTVVKSTDG-------------------------------------------------------------KVRSDFKHGPQ---------------------------------DK--PKQLFWEKR----------LQGLKASDM-DEEAFNNF--------ELPK------------------------NMKGVG------PD--------LTEET--------------LLRSIATALH---VSGQPIVGQTNSRVVLDKNPSVYINPEQP-----------LVQAIVVTE--------------EDIKKQEE------------------KVLLARKKLQECLKE---LCL--------------------------------------------
>Lpol_XP_013777611.1
--------------------------------------------------------------------------------------------------------------------------------------------------------MECSALPSGWKREEVIRKTGI-SAGKIDVYYYSPTGKKFHSKPQLARYLGD----VVDLSTFDF-RTGKINSML------------------------LRKSKRQRGMQFDYSRG-------------------------------------------IRNDASLVPPIRQTASIF-----KQPVTVLKSQDS-------------------------------------------------------------KVRNDFKHGPQ---------------------------------EK--PRQLFWEKR----------LEGLQACDRKEESFIHFELPMS------MK---------------------------GVG------PD--------LNEET--------------LLRSISTALHVSNQPVTGQTGFSKS--LLEKNPGVYLNPEQP-----------LVQALIVSE--------------DDIRKQEE------------------RVQLARKRLQEALND---LEG--------------------------------------------
>Spur_11678571.1
---------------------------------------------------------------------------------------------------------------------------------------MVPMDLPENMDCETKGLQDCPGLPAGWKREEVIRKSGL-SAGKTDVYYYSPCGKKLRSKPQLARFIGD----AIDLSAFDF-RTGKLLSSG------------------------VRKSKRLKNIHFDYSRG-------------------------------------------TKHDASLVLPIRQTASIF-----KQPVTLKTNHIKN------------------------------------------------------------RTKADPKQDTK---------------------------------ET--PKQLFWEKR----------LQGLNACDM-TEEILKSM--------ELPD------------------------GLISVG------PG--------LTKDN--------------LLQSLASSLH---LSSQPILGQVGTQPHLDKNPGVYLNADQP-----------PCLKFMVSE--------------ADIRRQEE------------------RVKEVRDRLQRVMKG---------DPEAIQDELDFAEED--------------------------
>Pmar_XP_032803332.1
-------------------------------------------------------------------MVMCFVPNCRHYSERDSCKFFHFPKTRHEFDKWKKLISR-------------------------------------ADREPSQHSMVCSHFPDG-KREHILRSPNLPASDRRLIRGIDPNVKKFRGKPQLARYLGT----GADISSFDY-RTGKL----------------------IPGKL-QKNKIRLRNDQIGQGKG--------------------------------------------KPDLNTSLPIRQTASIF-----KQPVTKVVNHSSS------------------------------------------------------------KVKADPHRAI----------------------------------DQ--PKQLFWEKR----------LQGWSASDI-TEEILKSM--------DLPK------------------------GIQGVG------PG--------WSAET--------------LLSSLASALH---TSSSSITGQMSA--GVEKNPAIWLNTSQP-----------LCKAFTVTD--------------DDIRKQEE------------------RVQSIRKKLEQVLMA---DILA--SAEDIVDDESPLPEKMEED----------------------
>Bflo_2609851.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERRRMDCPALPKGWKREEVTRKSGL-SAGKSDVYYYSPSGKKFRSKPQLARYLGD----TFDLSCFDF-RTGKM----------------------LSSK--VNKNKKVATRALDSNK---------------------------------------------KYDASLVLPIRQTASIF-----KQPVTHVRSKANKGS----------------------------------------------------------ETRNDPKSANQEQPKQMGPKSGTTPKSARPPPAISDSSKSETAEKGSDPSQLFWEKR----------LQGMNACDI-AEEVIKNM---------EPK------------------------SLEGLG------PG-------W-NDET--------------LLQSIASSLH---LSNNPITGQTTAPSTVEKNPAVWLNTDQP-----------LMKPLVVSD--------------EDIRKQEE------------------RVRQARKRLEEAIAGKYLHTNK-------------------------------------------
>Pmar_XP_032809109.1
---------------------------------------------------------------------------------------------------------------------------------------------------MEKRRSDCPALPPGWKREEVIRKSGL-SAGKTDVYYYSPTGKKFRSKPQLSRAVGH----VVDLGCFDF-RTGRM----------------------MPSKV-QKNKQKLRNEMLNSSKG--------------------------------------------KMDLNTSLPIRQTASIF-----KQPITKV--------------TNHPTN----------------------------------------------KVKHDPQ----------------------------------RIMDV--PKQVFWEKR----------LQGLSASDI-AEEVMRAI--------ELPR------------------------LLQGVG------PN--------ITGDA--------------LLSTITSALH---HSSGPITGQLST--AVERNPAVWLNTGQP-----------LCKPFVVTE--------------DDVRQQEE------------------RVRSVRRRLEEALTA---DVVA-RAEEATRGKRQLLEVGALLTGCQKL-----------------
>Locu_15220833.1
----MAVSPFCHKPWRMDPTRPAPSAAGGECCGPAAAAAEGSAARGRGRNGRKTKEAKRLRLDARARDCERAVWGACRSPVRVRVLGRAREQPAWKLSEQRRGVEQ---------------------------PPPPAARRTGPGEAMERKRWECAALPRGWRREEVTRS---------------PTGKKFRSKPQLARYLGN----SMDLSSFDF-RTGKM----------------------LMSKL-TKNRQRLRYDTSSQAKG--------------------------------------------KPDLNTSLPVRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVKTDPQ----------------------------------KAIDQ--PRQLFWEKK----------LSGLSAFDI-AEELVKTM--------ELPK------------------------GLQGVG------PG--------CTDKT--------------LLSAIASALH---TSAAPITGQLSV--AVEKNPGVWLNTAQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVYSVRKKLEEALMA---DMLAMACYPLTAPDSMNPPHTHTAPPGLPPQPPQPRTGALGRRLSRG
>Drer_997934.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECSALPNGWKMEEVTRKSGL-SAGKSDVYYFSPTGKKFRSKPQLVRYLGK----SMDLSSFDF-RTGKM----------------------LMSKL-NKNRQRIRS-DHSQNKG--------------------------------------------KPDLNTSLPVRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVKTDPQ----------------------------------KAVEQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------YSDKT--------------LLSALASALH---TSSAPITGQLSA--AVEKNPGVWLNTTQP-----------LCKSFMVTD--------------EDIRKQED------------------LVFNVRKRLEEALMA---DMLA-HIEEAAGDDKKPLSEDSAEEEMDTV-----------------
>Cmil_7908373.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRFECPALPSGWKREEVTRKSGL-SAGKSDVYYYSPSGKKFRSKPQLARYLGN----SMDLSSFDF-RTGKM----------------------LISKL-NKNRQRLRFDSANQVKG--------------------------------------------KPDLNTSLPVRQTASIF-----KQPVTKV--------------TNHPNN----------------------------------------------KVKMDPQ----------------------------------KAVEQ--PRQLFWEKK----------LTGLNAFDI-AEEIIKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSSNPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------DDIRKQEE------------------LVQQVRKKLEEALMA---DMLA-QSDESEGEVDATQDKEDEEEEEEEDDDDV-------------
>Acar_8123160.2
--------------------------------------------------------------------------------------------------------------------------------------------------------MAKAAGGPKWGPRS------P-SMG--------PSGKKFRSKPQLARYLGS----SMDLSTFDF-RTGKM----------------------LMSKV-NKNRQRMRYDCASQAKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKTDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEEIAKDGEAPLAKVGGPEDGEEDEEEEEEEEEEEEDGGSS
>Xtro_12815666.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECSALPQGWKKEEVTRRSGL-SAGKSDVYYYSPSGKKFRSKPQLARYLGN----SMDLSTFDF-RTGKM----------------------LMSKI-NKNRQRMRYDGLNQSKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKV--------------TNHPTN----------------------------------------------KVKSDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------ELPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKKLEEALMA---DMLA-HVEEISKDGGAPLDKDIDDEDEDPREPEADDV----------
>Lcha_5992005.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECSALPQGWKREEVTRKSGL-SAGKSDVYYYSPSGKKFRSKPQLARYLGN----SMDLSTFDF-RTGKM----------------------LMSKL-NKNRQRMRYDSSSQAKG--------------------------------------------KPDLNTSLPVRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVKTDPQ----------------------------------KAVDQ--PRQLFWEKK----------LTGLNAFDI-AEELVKTM--------ELPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTTPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVHQVRKRLEEALMA---DMLA-HAEETSRDADPNSEKEEEEEEQEEMDDV--------------
>Ggal_15155432.1
---------------------------------------------------------------------------------------------------------------------------------------MPKAALPGQRGGARRQAVGCSSFPAEITGNKRSRVRSP-ALGINT--NPSPSGKKFRSKPQLARYLGS----SMDLSTFDF-RTGKM----------------------LMSKM-NKNRQRMRYDCSNQAKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEEIARDGEAPTEKEGG--EEEGEDEEEEEEQDHDQEMENV
>Mmus_38623.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECPALPQGWEREEVPRRSGL-SAGHRDVFYYSPSGKKFRSKPQLARYLGG----SMDLSTFDF-RTGKM----------------------LMNKM-NKSRQRVRYDSSNQVKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLSAFDI-AEELVRTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTLPITGQLSA--AVEKNPGVWLNTAQP-----------LCKAFMVTD--------------DDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEELARDGEAPLDKACAEEEEEEEEEEEEPEPERV------
>Hsap_1268382.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECPALPQGWEREEVPRRSGL-SAGHRDVFYYSPSGKKFRSKPQLARYLGG----SMDLSTFDF-RTGKM----------------------LMSKM-NKSRQRVRYDSSNQVKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTTQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEELARDGEAPLDKACAEDDDEEDEEEEEEEPDPDPEMEHV
>Btau_XP_024850379.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECPALPQGWEREEVPRRSGL-SAGHRDVFYYSPSGKKFRSKPQLARYLGG----SMDLSTFDF-RTGKM----------------------LMSKV-NKGRQRVRYDSPSQVKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------KAVEQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTTPITGQLSA--AVEKNPGVWLNTAQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEELARDGEAPLDRVGA--DDEEDEDEEEEEPDQDPEMEHV
>Tgut_XP_030112979.1
----------------------------------------------------------------------------------------------------------------------------------------------------MERKS---AFPLGQ----------A-SPGDRTLSHFSPSGKKFRSKPQLARYLGS----SMELGTFDF-RTGKMLMNKM-----------------------NKNRQRMRYDCSNQAKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKITNHPSN------------------------------------------------------------KVKSDPQKAV----------------------------------DQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEEIARDGEPPSEKEGADEEGEEEEEDEEQDHDQEMENV--
>Cpic_5283883.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRWECSALPQGWKREEVTRKSGL-SAGKSDVYYYSPSGKKFRSKPQLARYLGS----SMDLSTFDF-RTGKM----------------------LMSKM-NKNRQRMRYDCSNQAKG--------------------------------------------KPDLNTALPVRQTASIF-----KQPVTKI--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------KAVDQ--PRQLFWEKK----------LSGLNAFDI-AEELVKTM--------DLPK------------------------GLQGVG------PG--------CTDET--------------LLSAIASALH---TSTMPITGQLSA--AVEKNPGVWLNTSQP-----------LCKAFMVTD--------------EDIRKQEE------------------LVQQVRKRLEEALMA---DMLA-HVEEIARDGEAPSEKEGGDEEGEEEEEEQDHDQEMENV----
>Ggal_1012403.1
--------------------------------------------------------------------------------------------------------------------------------------------------MDKQGRTDCPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----AVDLSCFDF-RTGKM----------------------MPSKL-QKNKQRLRNESLHPNKG--------------------------------------------KPDLNTALPIRQTASIF-----KQPVTKV--------------TNHPDN----------------------------------------------KVRSDPQ----------------------------------RLADQ--PRQLFWEKR----------LRGLSASDV-GQEILRAM--------ELPR------------------------GLQALG------PV--------PDDVT--------------LLSAVASALH---VGSVPVTGQLSS--AAEKNPAVWLNSSQP-----------LCRAFVVTD--------------DDIRKQEE------------------RVRRVRKKLEEALLAGDPAGSR-------------------------------------------
>Xtro_12813111.1
---------------------------------------------------------------------------------------------------------------------------------------------------MEKRRMECPALPPGWKKEEVIRKSGL-SAGKSDVYYYSPNGKKFRSKPQLARYLGN----SVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDPLNQNKS--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------RVIEQ--PRQLFWEKR----------LEGLSASDV-TEQVIKPM--------ELPK------------------------GLQGVG------PG--------NNEQT--------------LLAAIASALH---TSSAPITGQLSA--AVEKNPSVWLNTSQP-----------LCKAFLVTD--------------EDIRKQEE------------------RVQNVRKKLEEALMA---DIFA---REASQNSDLCMDDSDA------------------------
>Acar_8113313.2
RRGLYDPEVPSADDTDSEAQLRKQQQQQEKEEEEEAPGLLLPLLLLLCPPPGRVRGWRRRRSRRGGRGGRRRREGEGEGEGEEEGERRVVLDSRPDGLPGLQPCAA---PSRPCPAPLLPPAAPGGLAAAPLRPRPRLWPRPRRGWRSGARGWTAPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPTGKKFRSKPQLARYLGN----TVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDSLNQNKG--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKV--------------TNHPNN----------------------------------------------KVKSDPQ----------------------------------RVIEQ--PRQLFWEKR----------LQGLSASDV-SEQIIKSM--------ELPK------------------------GLQGVG------PG--------SNDNT--------------LLSAVASALH---TSSAPITGQLSA--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DILS-RDADSGDLDEVEMDNGEEA-----------------------
>Lcha_5994716.1
---------------------------------------------------------------------------------------------------------------------------------------------------MERKRMDCPSLPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----TVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDPLNQSKG--------------------------------------------KPDLNTALPIRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVKSDPQRMN----------------------------------EQ--PRQLFWEKR----------LQGLTACDV-TEQIIKTM--------ELPK------------------------GLQGVG------PG--------NTDET--------------LLSAIASALH---TTSTPITGQLSA--VVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DVLA-RAAESTRETDVKSDKGDEAWEKD-------------------
>Cpic_8164256.1
--------------------------------------------------------------------------------------------------------------------------------------------------MERRGRMDCPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----TVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDSLNQNKG--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKV--------------TNHPSN----------------------------------------------KVRSDPQRVT----------------------------------EQ--PRQLFWEKR----------LQGLSASDV-SEQIIKSM--------ELPK------------------------GLQGVG------PG--------NNDET--------------LLSAVASALH---TSSAPITGQLSA--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DILS-RAADTTKDMDVELDNGDDA-----------------------
>Btau_XP_024840333.1
MRAHPGGGRCCPEQEEGESAAGGSGAGGGSAIEQGGPGCALAPSPVSGARREGARGGGRGRGRWKRGGGGGGVCGRGRGRGRGRGRGRGRGRGRGRPPSGGGGLGGDGGGGGGGGGGGGGGGGAPRREPVPFPSGSAGPGPRGPRAAESGKRMDCPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----TVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDPLNQNKG--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKVTNHPSN------------------------------------------------------------KVKSDPQRMN----------------------------------EQ--PRQLFWEKR----------LQGLSASDV-TEQIIKTM--------ELPK------------------------GLQGVG------PG--------SNDET--------------LLSAVASALH---TSSAPITGQVSA--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DILSRAADAEAVDLEVDSGDDA-------------------------
>Hsap_3918.1
MRAHPGGGRCCPEQEEGESAAGGSGAGGDSAIEQGGQGSALAPSPVSGVRREGARGGGRGRGRWKQAGRGGGVCGRGRGRGRGRGRGRGRGRGRGRPPSGGSGLGG---DGGGCGGGGSGGGGAPRREPVPFPSGSAGPGPRGPRATESGKRMDCPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----TVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDPLNQNKG--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKVTNHPSN------------------------------------------------------------KVKSDPQRMN----------------------------------EQ--PRQLFWEKR----------LQGLSASDV-TEQIIKTM--------ELPK------------------------GLQGVG------PG--------SNDET--------------LLSAVASALH---TSSAPITGQVSA--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DILSRAADTEEMDIEMDSGDEA-------------------------
>Mmus_34903.2
MRAHPGGGRCCPEQEEGESAAGGSGAGGDSAIEQGGQGSALAPSPVSGVRREGARGGGRGRGRWKQAARGGGVCGRGRGRGRGRGRGRGRGRGRGRPQSGGSGLGGDGGGGAGGCGGGSGGGVAPRRDPVPFPSGSSGPGPRGPRATESGKRMDCPALPPGWKKEEVIRKSGL-SAGKSDVYYFSPSGKKFRSKPQLARYLGN----AVDLSSFDF-RTGKM----------------------MPSKL-QKNKQRLRNDPLNQNKG--------------------------------------------KPDLNTTLPIRQTASIF-----KQPVTKF--------------TNHPSN----------------------------------------------KVKSDPQ----------------------------------RMNEQ--PRQLFWEKR----------LQGLSASDV-TEQIIKTM--------ELPK------------------------GLQGVG------PG--------SNDET--------------LLSAVASALH---TSSAPITGQVSA--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------EDIRKQEE------------------RVQQVRKKLEEALMA---DILS-RAADTEEVDIDMDSGDEA------------------------
>Locu_XP_015219022.1
-------------------------------------------------------------------------------------------------------------------------------------------------MIMERKRMDCPALPPGWKKEEVIRKSGL-SAGKSDVYYYSPTGKKFRSKPQLSRYLGN----TVDLGCFDF-RTGKM----------------------MPSKL-QKNKQRLRNDNLSQTKG--------------------------------------------KPDLNTALPIRQTASIF-----KQPVTKVVNHPSN------------------------------------------------------------KVKSDPQRAT----------------------------------EQ--PRQLFWEKR----------LKGLRSCDV-TEEVLKTM--------ELPK------------------------GLQGVG------PD--------TTDET--------------LLSAIASALH---TSSSPITGQTCN--AVEKNPAVWLNTSQP-----------LCKAFIVTD--------------DDIRKQEE------------------RVQQVRKKLEEALMA---DGLA-RAAESTQDMSIENKANT-------------------------
>Drer_997933.1
---------------------------------------------------------------------------------------------------------------------------------------------------MEKKRTDCPALPPGWKKEEVIRKSGL-SAGKSDVYYYSPKGKKFRSKPQLSRYLGN----TVDLGCFDF-RTGKM----------------------MPGKM-QKSKQRLRNDNLSQSKG--------------------------------------------KPDLNTALPIRQTASIF-----KQPVTKV--------------VNHPNN----------------------------------------------KVKSDLQRAT----------------------------------EQ--PRQLFWEKR----------LKGLRSWDV-SEEVLRTM--------DLPT------------------------GLQSIG------PD--------SSDET--------------LLSAIASALH---MSSAPITGQTSS--AAEKNPSIWLNTTQP-----------LCKAFSVTD--------------EHIREQEL------------------KVQQARRSLEEALMA---DGLA-RAAESTV-----------------------------------
>Pmar_XP_032821181.1
PPARRAPPGGSGEEAAAGGGGGSRRTASRAASLAIAAKQLGLAKMAATASETKLSEEFVKTDKPKVDKSCHERSNDGKEAAAAAAAAAEREDGAVEREEEEEESDKIHEPRGQGEGEGNSVDAVVESVVKGIGIGSSPLKRKRSSRGPPPPLFDDPSLPEGWVRRLKQRKAGR-SAGKYDVYIFNPQGKQFRSHAELRSYFGKTGEVVLKPEDFDFTVAGRGSSDGR-----------------RSPRLPRLPKTASGTLGFGRGRGRGRGRGRGRGRGRGTTLAVLRSI------------------GRGRGSPGRPRNDQQASPLVQSIVVKLPFALAGAAAAATGGSAVSVPVK-------------------------------------------------RKRGRPKLNKDPLLKSVPP-----------------------PKKAVTPQ---REDG----------KPPSSSTEVSSRNVAAAAAAAAAAPAAQEP---------------------------TVGSSPEAQPQ-------VSQPDL-----------------GAPPKVNLKFYKQRSKNNVTEK--PKKKE-----EPKQP---------KVLSISIKVDD--------------GAQKPAEE-----------------GKLKECAATAEQPTESAVAVPDSPSQPDQAKAAEAKNAQDGN------------------------
>Cmil_7909886.1
---------------------------------NVICFVVVLLGSEEKSEENEQSGQKEKLLRLKKYKKKEERDEGKHRDTQPAAADTQPAPPEPADGNKAETAEH----------------------EGAMADTPSTPKPRRSLIRDRGPLYEDPTLPQGWARKLKQRKSGR-SAGKYDVYIINPQGKAFRSKVELIAHFEKVGDTTLDPNDFDFTVTGRG---------------------SPSRREKKPPKKTKAPKSPGTGRGRGRPKGSGKDK------------------------------ATQKGGSSRRLSDKSAAKLLVKMPFTAPLLPGPGEVAASSGQQHPKVQRKGGPGRKRKSEAEPRAVP-------------------------------KKRGRKPGGGGGSGGGGGPAPAVKKKAAKESSSCSSSSLAKPEERNSSP----LKKRKSTRMFEGD-SSGSVPALGVSETKENPPLNSHLRRLHHPQ------------------------GDKLKGGKSVVAPP--KGREASPKGRA--------AKKESHQLQPQPQPQPQPQPQPQPQPQPTVQEAESSRD---RSSPSEP---------KDLSTRGCAGE------ERAPRSRPEALPPGAR-------------EAPKTAEAPERGKLEGDPRGLISSVSR-PAREEAGDTRAAVSERVS------------------------
>Ggal_CAA74577.1
----------------------------------MAAAAAAAAGGEERLEEQADEGVAGLKERPPKAKKGRKERREDPEAEAEAEPSGAEPAEAGKADGSGGTAAA-----------------------PAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQRPPKKAKSPKSPGSGRGRGRPKGSGGGGGGGGGGGGGGGGGRV---------------GGGGGGRVRAAAERGGGRLL----VKMPFAGG------------------------------------------------------------------GAPASPPA----------------------------------------P------------------PTPLPP------SAAHPP----------PT---------------------------AP-------PA--------THGQG--------------LGGGVKRP-----GRKRKAEADSRS--VPKKR---GRKPGGGGGGGGGGGGGGGGGVGGGGG--------------GGVRGGGG---------------------------RGGFVR---APPP-------------------------------------------
>Xtro_1135563.1
----------------------------------MAAAPSGEERLEEKSEDQDLQGQKDKPPKLRKVKRDKKDEEEKQETFHPSEHQSGEPADEGKADISESAEES-----------------------LAVPEASASPKQRRSVIRDRGPMYEDPTLPEGWTRKLKQRKSGR-SAGKFDVYLINPNGKAFRSKVELIAYFQKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQKQPKKSKAPKSSGTGRGRGRPKGSVKVKSP----------------------------VKSEGVQVKRVIEKSPGKLL----VKMPFSGSKEESDATTSEQVLVIKRPGRKR--------------------------------------------KSDTDPSAAPKKRGRKPGSVSLAAAAAEAAKKKAIKESSIKPLLETVLP------------------IKKRKTRETISVDVKDTVKPELLTPVIEKS---------------------------IKGQKPAKSPE-SRSTEGSPKIKT--------------GLPKELQQHHHHHHHSESKASATSPEPETSKD---SIGAPEP--------QDLSVKIYCAQE-------------PAKTQPADK---------------CRNRAEGERKDIVSSVPR--------PTREEPVDTRTTVTERVS------------------------
>Lcha_14347182.1
----------------------------------MPTCSGHAACDPGEEKSSEDQGQKDKPLKLKKAKKEKKEEKEEKHEQPSAEQSAEASKAETSEGAGAGAAPA-------------------------VSEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPKGKAFRSKVELIAYFQKVGDTTLDPNDFDFTVTGRG---------------------SPSRREQRPPKKTKAPKVVGTGRGRGRPKGSVKAKIK----------------------------TTSEGVQVKRVIEKSPGKLL----VKMPFSPSVRVEGGVGASEQVVVKKRAGRKR-------------------------------------------KSETDPQAVPKKRGRKPGSTSAVVEIKKKAIKESSVKPIHETVL----P----IKKR-----------KTRETVSIPEPKEVTKPELAVVVGEKG-----------------------------GKGQKTAKIIG-RKAKEGSPKGRG--------------VMKKEHPP-YPEEPKALPVP---EP--ESSKN---SKSPQEPQDLSSKGYKEEKMPKSGVTS---------AVAVAGDSCPKEP--------------CKTQPTEKFKHRVESDRKDIVSSSLPRPSHEEPVDTRTPVTERVS------------------------
>Mmus_1075448.1
-------------------MAAAAATAAAAAAPSGGGGGGEEERLEEKSEDQDLQGLRDKPLKFKKAKKDKKEDKEGKHEPLQPSAHHSAEPAEAGKAETSESSGS----------------------APAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTGRPKA---------------------------AASEGVQVKRVLEKSPGKLVVKMPFQASPGGKGEGGGATTSAQVMVIKRPGR----------------------------------------------KRKAEADPQAIPKKRGRKPGSVVAAAAAEAKKKAVKESSIRSVHETVLP----IKKR-----------KTRETVSIEVKEVVKPL---LVSTLGEKS---------------------------GKGLKTCKSPG-RKSKESSPKGRS--------------SSASSPPKHHHSESTKAPMPPPPEP--ESSED---PISPPEP---------QDLSSSICKEEKMPRGGSLESDGCPKEPAKTQP-----------MVATTTTVAEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS------------------------
>Hsap_4983.1
------------------------------------MVAGMLGLREEKSEDQDLQGLKDKPLKFKKVKKDKKEEKEGKHEPVQPSAHHSAEPAEAGKAETSEGSGS----------------------APAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKA---------------------------ATSEGVQVKRVLEKSPGKLLVKMPFQTSPGGKAEGGGATTSTQVMVIKRPGR----------------------------------------------KRKAEADPQAIPKKRGRKPGSVVAAAAAEAKKKAVKESSIRSVQETVLP----IKKR-----------KTRETVSIEVKEVVKPL---LVSTLGEKS---------------------------GKGLKTCKSPG-RKSKESSPKGRS--------------SSASSPPKHHHSESPKAPVPPPPEP--ESSED---PTSPPEP---------QDLSSSVCKEEKMPRGGSLESDGCPKEPAKTQP-----------AVATAATAAEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS------------------------
>Btau_NP_001193481.1
------------------------------------MVAGMLGLREEKSEEQDLQGLKDKPLKFKKVKKDKKEDKEGKHEPLQPAAHHSAEPAEAGKAETSEGSGS----------------------APAVPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQKPPKKPKSPKAPGTGRGRGRPKGSGTTRPKA---------------------------AASEGVQVKRVLEKSPGKLLVKMPFQAAPGSKAEGGGATTSAQVMVIKRPGR----------------------------------------------KRKAEADPQAIPKKRGRKPGSVVAAATAEAKKKAVKESSIRSVQETVLP----IKKR-----------KTRETVSIEVKEVVKPL---LVSTLGEKS---------------------------GKGLKTCKSPG-RKSKESSPKGRS--------------GSASSPPKHHHVEPPKAPAPPPPEP--QSSED---PASPPEP---------QDLSSSVCKEEKMPRAGSLESDGCPKEPAKTQP-----------ALATAAPATEKYKHRGEGERKDIVSSSMPRPNREEPVDSRTPVTERVS------------------------
>Cpic_XP_023969568.1
------------------------------------------------MAAAPSGDEERLEEKCEDQNLQGLKDKSPKAKKMKKEKQREAEPAEAGKAETSEGAGA----------------------APAAPEASASPKQRRSIIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTSLDPNDFDFTVTGRG---------------------SPSRREQRPPKKAKAQKGPGTGRGRGRPKGSGSARPKA---------------------------AASEGVQVKRVIEKSSGKLL----VKMPFQPGPPGGAGGAGGSATTSAAPGAAGRRPGRKR-------------------------------------KSESDPQTLPKKRGRKPGAAAGPVGPVVAEAKKKVVKEPSFQAVQEVLP----IKKRKTRE------AVALEVAPPPPERSPKGPRPGRRSKESSPK---------------------------GRGGNAA--PA-------SPSPSR--------------KESQPPPPPH--QPPPEPLARPPAS----PKD---SVSPPEA--------QDLSSKGQPESD-----------GCPKEPPKTQP------------------PAVLYKHRGEGERKDAVSTSSSPSSRDEAVDTRTPVSERVS------------------------
>Acar_8102122.1
PRRAGPGSPGFLSGSVSPLPFPPSRGFFAAKKMAAAAPSGDEERLEEKSEDQDLQGLKDKSSKLKKVKKERKEEKQHEHAHPSPEPAEAGKAEMLEGAGTAPAVPE----------------------------ASASPKQRRSVIRDRGPMYDDPTLPEGWTRKLKQRKSGR-SAGKYDVYLINPQGKAFRSKVELIAYFEKVGDTTLDPNDFDFTVTGRG---------------------SPSRREQKPPKKPKAPKTSSTGRGRGRPKGSGSAKPRG---------------------------AASEGVQVKRVIEKSSGKLLVKMPLQSSIAAAKAEGTGGATTSGQVMVIKRPGR--------------------------------------------KRKSDSDPQAVPKKRGRKPGSGVAAVVVEAKKKVVKEPVVQAVRETVLP----IKKRKTRETVSIEIAKPTPPSSKGQRTAAKSPGRRSKESS--PK---------------------------GRGGNAV--PT--SAPSSSPGKKD--------------QLHTPHQPLS--EPQGSPTAQSPES--PKDSK----SLPAEPQDLSSSK----SCKEEKAPE--------------SDGCPKEP-----------PKTQSGGAAVPYKHERKDTVSSSAALARP-TNRDEAVDTRTPVSERVS------------------------
>Locu_15223663.1
SREKKHTPRFNFPFNRPTPPAAATMSLASGTGPIRLVHLEVGVKGEEKSEDQDQQGQKDKAPKPKKVKKERRDEERAEAAASGLPSAPGPQGQQPAEAGKAEPSEA---------------------VSGAAPESSASPKQRRSIIRDRGPLYDDPSLPQGWTRKLKQRKSGR-SAGKYDVYLINPEGKAFRSKVELIAYFQKVGDTTTDPNDFDFTVTGRG---------------------SPSRREKKPPKKPKVVKASGRGRGRPKGSGKMR--------------------------------LASEGVAVKRVVEKSPGKLL----VKMPFITPKAEAGGPSGQAAVAKKRPGRKRKSDQSSQTVPKK--------------------------------RGRKPMAAAGAAGSPGASAPNPAAAIQTAEAKKKALKESSSKPVQEALP----IKKRKTRETVEELEAPPLAAVGTVTATATATAAGAAAGAGAGPK------------------------HKESSGSGSSSPPKSHKKKERQPHKHH-------HHHHHHQHSSSPQPPAHHHQSQGRAALGGGPG--PQDNEPQ-DLSTPKP--------QAAPRREVTVRA---------------DSCPGRE------------------TVTKTQAAAPKGKHRMKDIVPTRPSREETVESRTPVTERVS------------------------
>Drer_997901.1
----------------------------------MAAAESGEERLRGEDKNEDQEGSKDKTQKHKKSKKERHDVEKLETTVSVPPPPSLFTQRDVGQQAEAGKSEP---------------IDPEVGAALSAPESSASAKQRRSVIRDRGPMYEDPSLPQGWTRKLKQRKSGR-SAGKFDVYLINPEGKAFRSKVELMAYFQKVGDTITDPNDFDFTVTGRG---------------------SPSRREKRPPKKPKMVKPSGRGRGRPKGSGKVR--------------------------------QATEGVAVKRVIEKSPGKLL----VKMPFVAPKTEPGAPLGQAPVAKARRGRKR--------------------------------------------KSEQDPPSTPKKRGRKPATVSQSTVGTGSAAAYAAAAILTAEAKKPALP----IKKRKT--------RETLEELEASTTSATETFEKRLTASTVTPT---------------------------GEEAETGQKPHGTTASGVAPKSHK-------KRDQRGQHFKHHHHHQHQHLQASTPSTGHSTHG-GLENEPQ-DLSTSRP--------EHVACREEARTG--------------SSSSRDSQ------------------NASKMASMTSKELRDVPPSAVPRPSREETVESRTPVSEPVS------------------------
>Scil_022761
----------------------------------------------------------------------------------------------------------------------------------------------------METKKEFTTMENGWRREVVYRKSGA-TAGRADVYYHSPCGKRFRSRLQVREFLGE----AFNPAEFDF-HATHAAGY-------------------------VPPARTSSSSGGGGGAGKPHRASAQSRAPRHNDSRL----------------------ARAVKNLQHQRPISRQPQLEYCGLVRQPVTCLLPQSHDMV----------------------------------------------------------LAKCAPASTAQKTTLHLRDSQWMHEQRLHHLHPVDGLTGEAVPVEQNRP-----MPQ----------LRALAPNGMPVSGVKTSPAAAVKSPSTTSA---------------------------GAGSTAMNSPAAAGVVKREPNVTS-------AAKPVVIKSQTATPPLHSLTPLVKAVAGASPLLSTISSAAAAWAGAAAP--------ASNSRQMVSISD--------------MDIHIQEE------------------RVRQLKEKLLLAAGK--------------------------------------------------
>Ocar_37949
-----------------------------------------------------------------------------------------------------------------------------------------------MSKTETSGSSSPPYLPAGWRRNVVLRKSGI-SAGRSDVYYYSPEGLRFRSKPQLQHHFGD----QLDLTDFDF-RTGEIL---------------------------SSNASLRRRRNHGQPQK-----------------------------------------AVKPTPQNRTAPTRVICGLV-----RQPVTCVLPQSHDFRKSTPANLTDRFAGQ--------------------------------------------TLKPVPQQRS-------------------------------------------YEKA----------LKDKKVYDKEVKSDTSNTQSKQAKSAEQPT------------------------PTQPSGRQ----PG--------SSTAS--------------QVMQMSGLMQAQAAQSQSLRGARSSGSAMYGG---W--PGQY-----------QYQGGGGGG--------------VSVRGVAP---------------------------WHRLLS--------------------------------------------------
Phyml phylogenetic tree
(Mmus_1075448.1:0.03041217,(Btau_NP_001193481.1:0.03097347,Hsap_4983.1:0.01061302)0.999898:0.02012820,(Cpic_XP_023969568.1:0.50801526,((Acar_8102122.1:0.42140381,(Ggal_CAA74577.1:0.66579443,(Cmil_7909886.1:0.66744216,(Aipt_22297:3.78311843,(Pmar_XP_032821181.1:1.46219204,(((Spur_783908.2:0.85860549,(((Cmil_7888677.1:0.49856329,Cmil_7908872.1:0.67119522)0.999942:0.41410394,(Pmar_XP_032827551.1:0.92355175,(Locu_6631030.2:0.94977717,(Xtro_1037916.1:0.61186540,(Drer_17213054.1:1.33109816,(Lcha_14345027.1:0.64561598,((Mmus_34904.2:0.73657176,(Btau_DAA16829.1:0.35936642,Hsap_3916.1:0.32338120)0.996320:0.12411593)1.000000:0.28737128,((Acar_8115200.1:0.66584953,Cpic_5288517.1:0.42476344)0.995106:0.13775752,(Ggal_990024.1:0.71061107,Tgut_XP_030139192.2:0.63398214)0.996738:0.19938417)0.934454:0.10497963)0.916461:0.11751739)0.871933:0.13215937)0.000000:0.02939312)0.995212:0.14030021)0.923900:0.17399982)0.702393:0.10061271)0.996934:0.17980893,(Adig_15756739.1:1.52768476,Nvec_39779_95490_90403:1.31193736)0.000000:0.22390300)0.961821:0.10669338)0.000000:0.06537833,((((Cgig_11447845.1:0.83630752,Lana_13386004.1:0.83888121)0.999070:0.25773567,((Pdum_MBD4:0.63910789,Obim_14777552.1:0.96177659)0.785972:0.16215908,(Smar_14354+1788:0.82780065,Ctel_102919:0.89029025)0.471386:0.13970777)0.711445:0.15732961)0.971509:0.06802935,((Bgla_13061306.1:1.76836353,(Lgig_XP_009064975.1:0.27837090,Acal_5091733.1:0.84129667)0.745957:0.13723830)0.848335:0.18500650,(((Hmag_2.218351:1.11712248,Surc_138570:1.53337641)0.990294:0.35205898,(Bgla_1298225.1+13077001.1:0.67735301,((Lpol_XP_013777611.1:0.26281228,(Ptep_14919.t1+7512.t1:0.30404838,(((Lana_13380854.1:0.31384033,(((Lgig_9048664.1:0.31261159,Obim_14790592.1:0.29043062)0.992795:0.06628114,(Acal_5103642.1:0.28823738,Cgig_11453189.1:0.34283111)0.998873:0.07143623)1.000000:0.14171727,(Pdum_MBD1/2/3:0.30844912,(Hrob_185546:0.66264508,Ctel_180602+148837:0.27570103)0.505844:0.06224223)0.961052:0.04933263)0.888705:0.06215896)0.999948:0.14071590,((Bflo_2609851.1:0.36393296,((((Pmar_XP_032803332.1:0.66775886,(Cmil_7908373.1:0.07148372,((Xtro_12815666.1:0.10343160,(Cpic_5283883.1:0.00000003,((Tgut_XP_030112979.1:0.09973982,(Acar_8123160.2:0.13958061,Ggal_15155432.1:0.10496652)0.715399:0.03831063)0.999527:0.04848887,(Btau_XP_024850379.1:0.03854129,(Hsap_1268382.1:0.01103600,Mmus_38623.1:0.05326961)0.000000:0.00565713)1.000000:0.10265060)0.985300:0.04328416)0.999029:0.04704974)0.999881:0.06610993,(Lcha_5992005.1:0.00000003,(Locu_15220833.1:0.26323389,Drer_997934.1:0.15700038)0.999989:0.13128057)0.937165:0.04618495)0.999999:0.09984037)1.000000:0.19543014)0.596118:0.03363319,(Lcha_5994716.1:0.03868458,(Xtro_12813111.1:0.14427984,((Mmus_34903.2:0.04231205,(Hsap_3918.1:0.01081358,Btau_XP_024840333.1:0.03559394)0.918647:0.02223945)1.000000:0.19717480,(Acar_8113313.2:0.32927321,(Cpic_8164256.1:0.00000000,Ggal_1012403.1:0.29535224)0.000000:0.00061491)0.999924:0.14673306)0.824714:0.03035923)0.999973:0.05750010)0.999969:0.06791402)0.507529:0.03800433,(Pmar_XP_032809109.1:0.44195449,(Drer_997933.1:0.19856012,Locu_XP_015219022.1:0.01712742)0.999999:0.09256606)0.000000:0.03566168)0.999913:0.16571560,((Mlei_3347a:2.86522290,Cint_2132141.1:0.52509982)0.445672:0.23341256,(Smed_15038564:0.92658060,Sman_XP_018645533.1:0.84635302)1.000000:0.62483264)0.998306:0.23084708)0.996049:0.15158999)1.000000:0.19117573,(Skow_6812690.1:0.61805490,(Spur_11678571.1:0.38603581,((Aque_3389039.1:1.32878238,(Scil_022761:1.65351999,Ocar_37949:1.79764072)0.636875:0.28652543)0.991244:0.46922791,(Hmag_2.224475:1.47916852,(Adig_15773644.1:0.42777645,(Nvec_125309:0.47097990,Aipt_25436:0.28135851)0.999993:0.27233304)0.998866:0.49530419)0.913212:0.28574770)0.999084:0.26873664)0.632802:0.08305868)0.973947:0.10274037)0.999999:0.16931512)1.000000:0.27654218,(Smar_15035:0.18122602,((Caqu_7773:0.16565645,Hduj_16196:2.16667998)0.739682:0.12345497,((Apis_1156167.1:0.74604964,(Bmal_1896671.1:1.64308580,(Avag_49677001:0.28418940,Avag_44627001:0.58792321)1.000000:1.14298631)0.580686:0.25927624)0.987786:0.33580801,(((Dple_202505:0.36372810,(Dpul_210238:0.50050364,(Aaeg_21710250.1:0.32603153,Dmel_1262421.1:0.62008868)0.999989:0.18985321)0.999821:0.10235359)0.662987:0.04821663,(Lgig_9064974.1:2.99029310,Hazt_4785:0.35523517)0.945982:0.31366411)0.639043:0.06571950,(Tcas_XP_969537.1:0.23554638,Nvit_NP_001164527.1:0.21062366)0.999818:0.11882621)0.994214:0.10618977)0.612535:0.03078912)0.999933:0.12033288)0.841938:0.06001921)0.998235:0.11110657)0.831565:0.04167939)1.000000:0.58604172,(Cpic_5312034.1+5315344.1:1.76810768,(Drer_39876.1:1.82503317,((Btau_XP_005224310.1:0.18795235,(Hsap_56669.2:0.24910055,Mmus_38622.2:0.70719523)0.659795:0.10733173)1.000000:0.48068091,(Tgut_XP_032601628.1:1.79032827,(Acar_3216703.2:1.00527294,(Xtro_2943288.2:0.77930211,Lcha_14351628.1:0.85728767)0.981825:0.28257437)0.991421:0.31768418)0.724582:0.11234335)0.980316:0.40996185)0.762887:0.32336083)1.000000:1.04874370)0.999109:0.51702372)0.999703:0.44897553)0.822434:0.10462275,(((Ptep_10911.t2:1.09337261,(Dple_206884:1.77836565,Scil_006236:0.89689500)0.910026:0.36606589)0.681634:0.16171278,(Aque_3386267.1:0.85126745,(Tadh_5883:0.83365122,(Ocar_28110:0.97484725,(Caqu_1123:1.06237124,Apis_XP_003244914.1:1.01946622)0.954645:0.27599749)0.677549:0.13403882)0.531478:0.12710444)0.975499:0.16256003)0.814578:0.09738005,((Lpol_13793089.1:0.50234720,Skow_6820974.1:0.72118669)0.783162:0.25708796,(Hrob_194902:1.65654726,(Hazt_10192:0.96993848,(Hnan_168844:0.54605840,Aspe_22979:1.03915087)1.000000:1.18615355)0.488740:0.16743507)0.692419:0.13442969)0.887455:0.10525651)0.999962:0.18940903)0.633657:0.11035172)0.999360:0.12993065)0.713655:0.11676914,(Dpul_61640+202508:1.08694375,Bflo_2585728.1:0.91430164)0.953068:0.18235682)0.354256:0.01812555)1.000000:0.86616777,(Skow_XP_006820975.1:1.77304927,Lpol_XP_013773395.1:1.95815846)0.689554:0.35756867)0.999984:0.56117193)0.000000:0.13941759)0.927089:0.29582565)0.000000:0.06597709)0.999803:0.19277083)0.983037:0.07906533,(Lcha_14347182.1:0.38951044,(Xtro_1135563.1:0.35198195,(Drer_997901.1:0.43633034,Locu_15223663.1:0.43865503)1.000000:0.33566548)0.989787:0.07802720)0.974368:0.06715462)0.991235:0.09255311)1.000000:0.21172511);


CHD
Protein sequences
>Aaeg_AAEL002230
QQQQQQQPQQPQQQQQQRVSQHYPQAGHSMYPGAPVVQPQSATAQTGYASYAPSMQQHTGRTSQHVYTQHQLDQSAYGQHMSASQVPTSLHQMTTPQQQPPGQLPQHPPQQSHLPIPGQTPQSQQQMHASQMQPVQQQQPQQTQQQPTHGSQPSHTQAHPQQHPGLTSLNSQQSQQQNSLLGNQHPGLVHSQQPTSGGLMHSASALATAMSQSQANQQPAGHHSTSTLGGHQMSHSTLSSVPGYGTNAPQQQSYLPNATKQQPQQHGSSPQYRAPFPQLSPQMSPRPPQMSPHTQMSPRPVMSPAKPPGSVTSQAPQTTLSTTMSPHPHLASSGGNIQSPRPQQSMPATKLTTASASGPVNTLQALEQMVMPPSAAAAALEYSQAAAYRGPPHQQQMQNNPLSPLGPRLPMSPQHHQQWPPMVQRPGSGGINGSAHHGMPQQPPQQQPQQQQQQQQQQLGNQHLPPMHPHAPHLHVSQASHPQPPHAQQISQLNDISSLIPPVSQTMPVIPPTQGPPTGLQYSNLDDKSLVDPSVQQQSQQPQPQQQPPTVHSLHQPHLSQPQQQPQQQQLPSMHQPHQLPPQQQQQQQPQNQPMLTQLQPPSHLLQLQSQSAQQAQSQQHQSHLTTMQPMSVQQQPPQTTPSVPSSHSIAQQLQSPSFNDEMMMSPSGQSQQQQQQQQHQQHPTPQQQSQHIPSATIPSAPTSVASPIAPTITHQPMSVSQAPHLSELQSLPSVTPVSTQSKQQSSHQQQQQQQQLHNSTASSVELPPISTLSVEPTATSVESVPPASNTESQQPSADLSLIDSLTSSNANEAPSSLGAAGSIPESAVSETDSLQQRHSVSEQNSSNEESRDSIVPAPAESNTDESKSSSSLMSGTDFESMNQANNGTANSMLNSDAALDETIRDSQTLGLESVNAEPNEKRDDVYHSDNSNQAPTFDAKKTEISMDSATGPEPITSVVLTELQAPEITTASTTTTSPEQSVPTSTTTPTLPTAALATYPNQTEPMPGEQIISTSTPATTIPTNTTQMPPQMHPQMYGPMGPTAGQPPPMYGMHLPPGGPMMHGTHGPGMHGMMSPDMMNSYPTPYQSHAQERSALQQQLQDLYKLPMADNQDKVMRLQERIAVLQQHETTDGCQGGPQCMMQNHSMYSSAMIDSPQVTSTTGRRGRNPSSKPRKPRLKKAEKLAQEAAAAAAAAASLTPTPVPGQPQPPQQPLVTSGDETSQTQTTVTALPVSEDSVTAGTGLAEVTSESFNETLNETESQDNLSMGDLDTSTDASGKKLKKPRKPREPKEPKEPKKAKEPKEKKEPKKKEPKEPSKAKKKGGKKGTSEGDNSMSMDTNSQDHDQDLSKATSEADENQTLASLMHSQNSTDATSVPDKESKPEEAEEKDDKDDVTDFDDIPVSKIAVKTLLEESEAKEKEQENEDSLGETAGPDDETPKKKKSSKKKEPGSGETKKKSSSSSRSKKPSGGGSSSKSRSRRIRLTVESDGEGDDLVSTPPPSPPPDADIDSSKRRSARNTQRKKYVDDVMLRFSDDESGMISPIPTTRKEKKAEAEKKDADSSGEGPIAGTSSDAAVASTSGAGAEGAEEVSTTDVKPEASAEPKPEEANKPNYVYVNTGDEDSMVVHYVLAVRMGKRELKPDPPPPPPKEKTPEPEQKSEGIEEGETAEKKEGEEGSTAEVKQEGEEESKKESDSDAKAEDSKEGEEKDVKESEESKMEVDEQDDKKGEIDKETEKEVEKTSETKAEEMETEEPEESKKEKTEESVAEEDSAEDDKKASKDKEGAEEPSTGKKEDGKMEVDEDKTDDKVEKTALKKVEDKPEEKKEPPVFIDVEEYFVKYRNFSYLHCEWRTEDELFKGDKRVGNKIKRFLQKQQQQLNIFESLDEEPFNPDFVEVDRVLDVSEHTDDDGKTVKHYLVKWKSLPYEDSTWELEDDVDLPKIDQYYRFNKIPPKSEWKTKKRPHPDQWKALPESPTYKAGNRLRPYQLEGLNWLRYSWYKGNNCILADEMGLGKTIQSLTFVHSVYEYGIRGPFLVIAPLSTIPNWQREFEGWTDMNVIVYHGSATSRQMIQDYEVFYRYENGKYIKDINKFNVLITTFEMIVTDYQDLKPFNFRVCVIDEAHRLKNRNCKLLEGLRQLNLEHRVLLSGTPLQNNVNELFSLLNFLEPSQFSSNDEFLREFGSLKTESEVLKLQALLKPMMLRRLKDDVEKSLAPKEETIVEVELTNIQKKYYRGILEQNFSFLMKGTTSANIPNLMNTMMELRKCCIHPYLLNGAEDQIQYDYRQQHGDDAEAYYKNLIVSSGKMVLIDKLLPKLKANGHRVLIFSQMVRCLDILEDYLIYRKYPFERIDGRIRGNLRQAAIDRYSKPDSDRFVFLLCTKAGGLGINLTAADTVIIYDSDWNPQNDLQAQARCHRIGQQKMVKIYRLLCRNTYEREMFDKASLKLGLDKAILQSMNTAQGGKDNNKQLSKKEIEDLLKKGAYGAVMDDDAGDKFCEEDIDSILLRRTQVITMESEKGSTFSKASFAAAANRSDINIDDPDFWNKWAKKAEIDPLACEKDETEDLVIAEPRKRTQIKRYGHDDGVMDMSDESSGEHGSEGEEGGGGLKTRSKRNRGKDKNKKQQVEKDEYIPRDRDTLAALGFDEVSYGNWARSELFKVEKGLLSHGWARWTEILEQGQFKRGWREQDIEECSRIILLYCLDRYQGDEKIKNFIWELITPSEGGEQREIARNHSGLHNLVPRGRNAKGRKSVNPVPGGTPTLKREGSVTDVNEDGSSNSSGTQKEPKPVKSGTDSGGSNTPTTDPNHWSKDEKYDAENMLDVNYKKHLTRHANKVLLRVRMLYYIKHEVLGDLVTQIQEGANASDLPIRPPPTPDQLPCSWWNPNCCDRSLLVGTYKHGCENYRVMRADPMLCFQSHCGPGDGIVEEATVVKEVDDDANSKQGDNEDDPEDGPSEARSSSAGVDSKDESTAGTATSAAPTPAPLDTNPDLMWPTMQDLNTRLRRVITSYQRNYKKEELKQQQKAKLQAIVPPASSMGGQSSSNPSTPCTTPGPAMSGSLTPQHQQQSQSMQMMGSQQQLGGAGGASTSYAGTSGLSKSQQQQASAGAGGLSLGGSTPTGGMPTAADFSLMLSLGLGLNPADASQLANLDLQKLAMYLKMERREKTEQVMRERERIRLEQIPKKWTRREENEFIRVLTGYGIDLIPNTTVPTPDWSRFKVYAKLDKKSDENLSDFYKVFIAMCKRQAGVKLNDDEKGLEGLVDDVTEDHAKLILDRLELLSKAREIIKHPKLEENIKLCENNLDTPDWWISGKHDRELLRAVLKHGIYRSEQLILADPEFPFYEAAKKYLQNLEIQIQLQNQQLMKMQAAKAEASEKAELAMKLEKGDGSLKIEKVPIKKETENAQDKDREQSEVKPKAEVKVEDEVKKEQEEAGAQSEKPVEACQDLKEDVKEEKSDEKSSQDEDNKIEVDEKAAQDKDSEEKEDGDVDKEEETKSKEEKSEAMEVDAEEKAKDESVTEKDDEAKDEQSEDKKKSEETEAKSDEVDAAEQSVKTEEESPAKKGDDSETAKKSDADRESSPDVIILDEQKADVKPNVLSDEEKCSKQAADLKARFPDLEVFQPLMKLKQLDNSVSKEDFKNMSKFASMIDTSMIVKWFRDFALERRVGHIIYCIEHGEWPVGKSYSAYTGCLGIDLDIPLHETIKRIISVDADTRRSTSSTPDVITITTDHAGAKQISQAAMNAQSAAAAAAALSAVGLGGTGAGAGGTQGLSQSQMAAAAAAAAAAAANVSLSSSKKQRKRHIAIDVETERAKLHALLNNTQSPVAPGSKSQQTSLQSAGGMSLNDYELVDARRNSSAGSSSLQPPPAHQHGSRNPMNYSKPTLIPGTSSTLTPIDLSAGYSLPKVNMADMIKSPMDLSEVQDFSIGKKGKSNDPYGSVSGRGLSSTSISITSAGGGGGSSMQSPSAAVAAAAAAGKGKLNDMLSKLMKKNNVSVPIEEPPLGKEKKRRKLDEIVLGLSAAKEQKTIFGDPTPPGGSFSGSSMKKPQIPPSVSVTPASAPSSVSQQPPQKPFTITVTSVPGTSKGAQGSSSSNSNSGLAALQNMSSMGALSTKDSLNALFAQAAQAEQQAFLKQQQKIIQSLPANSPQRKAYEVMFAEMKQAAELSSKLGQYGSAHDAKVNKWLAEQTAALTEHAMGMDYLSRTSRRSSSTSQSQATTPTSSRSTRNSGSSMQQHHA
>Aaeg_AAEL004716
MSQSKEDKSDSENESSSDSKSESGSSDSESESGSGSSSSGSSDNEDQQQNEQDSSVNTSAQNDNAQDGSKPEQNGTASGEDEEDDNNASANRQNASKSGEEEEEEEDEEEEEEVNSSGAAAAEQINNSGEMNNSKSHSSAQSGGSGSEESGDEDNQSEAQNGSDSDDSGKPSNASQTQEDDDDDGSGSHNSDDEEEQEEEHSSKSSYDDEDYAANRRRNNARKKAAAAQAKRKAASSSQPTKKKKSSNRWKSETSEDSDASEPDSSEDEDDSRSYGARRAAAKKRPAPAPKPKAAAKKKKRAAAYSSDEGSDSGGEASRQGRSRRKTAVSYKEASGDEVTDSEDLLEVDQEAEEAAAAAAAEEEKTETIERIIGQRMGKKGATGAATTTYAVDEGGDPNEGVDENDTDNTEQQYLIKWAGWSYLHCTWESDETLKEQKVKGMKKLENYIKREKDIEYWRKYQAGPEDIDYYECQQELQQDLLKSYYNVERVIAQVEKPEGGGIDYLCKWESLPYADSTWEDASLIVKKWEKKVEEFQDRDNSKRTPSKHCKVIRSRPKFHHLKSQPDYLGEDRGLKLRDYQMDGLNWLVLTWCKENSVILADEMGLGKTIQTICFLYYLFKAQQLYGPFLCVVPLSTMTAWQREFAIWAPEMNVVTYLGDVASREIIRQYEWCFPNQKLKFNAILTTYEILLKDKTFLGSVSWAVLLVDEAHRLKNDDSLLYKALEEFDTNYRLLITGTPLQNSLKELWALLHFIMPNRFDTWESFERLYGNTSNDKSYTKLHKELEPYILRRVKKDVEKSLPAKVEQILRVEMTSLQRQYYRWILTKNFDALRKGTKGSINTFLNIMIELKKCCNHALLTKPEEFENQTNQDEVVVQLLKGSGKLVLLDKLLCRLKETGHRVLIFSQMVRMLDILAEYLQKRHFSFQRLDGSIKGELRKQALDHFNAEGSTDFCFLLSTRAGGLGINLATADTVIIFDSDWNPQNDLQAQARAHRIGQKNQVNIYRLVTARSVEEDIVERAKKKMVLDHLVIQRMDTTGRTVLDKNGGSNSTNPFNKDELSAILKFGAEELFKEDEEGDDELVCDIDEILKRAETRDENPEMPGDELLSAFNVKTFDFDEEKETSAIRNTVKPPTEAEQDGDTKDWDEIIPQNYRERVEAEERNKELSDLYLPPRRKTLQQLNQEEGGGGGKKKRKRHADDDTEDESDGSDDGKTGKKTNARGRPSNKEKIPGFSDNELRRLIKSYKKFPAPLKRLEAIAIDAELQEKPLSELKKAAEMLYDRCVQFMEHSKENEEKEKNSTEEKAKRGPRAAFSIRFGGVSFNVKTLLQCVEELAPLDDFLPQDPEERAKWILNIKTRSANFDVDWNNEDDSRLLRGIYQFGIGSWEAMKMEESLQLSDKILLNETDKKPQAKHLQSRAEYLLKIIRKHIELKKGVGKKPRKQRKPRGEAKAISAEMVHSPLSPGTHKEEAENNEVSATEEKKVSTPSIPKIKKLSESDSHHHEHDTSSNGPKEDHKEPHKEKKERKKKEPKAKETKKEKKKNTGPMHFTANNEPCALNIIGDLDPSVFNECKEKMRPVKKALKTLDNPDQTLPAEEQVSQTRACLLSIGNQINQCLLVYKDPEKIKEWRSNLWYFVSKFTEVDAKKLFKLYKHALKKRGEGDDSHGSNDKKKDHHGHHHHHHGHGHGHHHHAKDGASSAQNSPVKEAKEKSDKASKSISGAPQALQTLGKIKKISKKDNSQNQQSALVVSTPLAEQEKEKPLLSDRRDRKEKKRLHGGTGAPDRGGDDGKDDGSYQSKRKLEDGELDENSKEYKRLHGDGRNNRDRDKKWDDYDRDRGSRGGGMSRGPPGTPQGMRGGMFQDGGGRGGPYPDDRWSSRDRFSDHKRDRYDGYNRHPPSNYHRDHRDRDRGDRSYKDKRSRYPPAPGGYPSNHYGMPPSGYYPPGDNPYRYAAGYDRGGGPPGGGGGGSGGDFMDYRGSGGSGGGGRGDYDRRPPPPTSS
>Aaeg_AAEL013136
MASDEEIDESIAEEEAGVDETGDTSLAAEENSEDETLKSLAQAQDDDDDYEPEDNRSKKSKKGKKRKARSEEKRGRKKKKRKKNDSGDESDVRQSDDGGAAADSDYERPKRSSRDKKKGKEEKKEEKKGGADYNMPSIEEVCSTFDLIDVKIEYTDEDYDNLVTYKNFHQHVRPILQKENPKVPMSKLMMLVAAKWREFTEENPNLQNEETEEREEEEPPPSPEYVPKSSRSRTKTEKRDDDMIYDDDDDDEEELERERSKKKSKSRSSSAKKGKKPKVPTLKIKFGRKKNASSDEDQDGSNGSERDSDAEFEKMLQQSEDKADKEKEKADAEAAAAAENGEPPIRKKAKTKIGNKSKKKGRSKKSRPEGEDGEFEHQDYCEVCQQGGEIILCDTCPKAYHLVCLDPELEDTPEGKWSCPTCEAEGPADEDDDEHQEFCRVCKDGGEMLCCDSCPSAYHTWCLTPPLDDIPDGDWRCPRCSCPPIPYKVAKILTWRWTDKPIDPNEPSTSKATPTRRREYFVKFADMSFWHCDWITELQLDVYHPLMYRFYIRKYDMEEPPKLEEMLDEEDGRYKRLLKIREGDQDESELEEKYYKYGVKPEWLMVHRVINHRTMRDGRTLYFVKWRDLPYDQCTWEEDDDEIPGLKNAVEYYLDLRANCNNEMGNSSSSKKNKKKGRKSRAKELEDDDRISKRYTPPPDKPTTDLKRKFEVQPSYLDDTGMRLHPYQLEGINWLRYSWANDTDTILADEMGLGKTIQTATFLYSLYKEGHCRGPFLVAVPLSTIINWEREFETWAPDLYCITYVGDKDSRAIIREHELSFEEGAVRGGRASKIRASTLKFNVLLTSYEMVSFDAACLGSIEWAALVVDEAHRLKSNQSKFFKTLSNYSINYKLLLTGTPLQNNLEELFHLLNFLNKNKFNDLTTFQAEFADINKEDQVKKLHEMLGPHMLRRLKADVLKNMPTKSEFIVRVELSQMQKKYYKYILTRNFEALNPRGGGGACSLINIMMDLKKCCNHPYLFQAAVEEAPLGPGGSYEIQSLTKAAGKLVLLEKMLKQLKEQGHRVLIFSQMTKMLDILEDFLEGFGYKYERIDGGITGTLRQEAIDRFNAPGAQQFCFLLSTKAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQANKVMIYRFVTRNSVEERVTQVAKRKMMLTHLVVRPGMGGKGANFTKQELDDILRFGTEELFKEDGKDEEAIHYDDKAVAELLDRSNKGVEEKENWANEYLSSFKVASYSTKEDVEEEVDTEIIKQDAENSDPAYWVKLLRHHYEQHQEDLSRTLGKGKRVRKQVNYTDGGVVQADPVKEDSTWQENVSDYNSDYSGNSDDQGDEDDEDGDLNRRSKRRIERNQSERDNRPLPPLLARVGGNIEVLGFNARQRKSFLNAIMRYGMPPQDAFNSQWLVRDLRGKSERNFKAYVSLFMRHLCEPGADNAETFADGVPREGLSRQHVLTRIGVMSLIRKKVQEFEHINGYYSMPELIKRPCEPIKSSPGDASETPKSATTSTSATPATSAAPSPAPTAVDKEDDTSTSAEDKIKKDAPEEKKEDEKKEGSEEKPEEDKKEEKTEEKSESGEAKPEEEVKKDGEASEEKKTEDAEVKSEDSKESVKTEKPKEEDSKSSTPAPTEAKKEEDDDDDVKITSDKKEEDKPIPIDDDDDDVVIVKDDDEDVKKPAAKPEPIEVHKRQFMFNIADGGFTELHTLWINEEKAAVPGREYEIWHRRHDYWLLAGIVTHGYGRWQDIQNDIRFAIINEPFKMDVGKGNFLEIKNKFLARRFKLLEQSLVIEEQLRRAAVLNLSQDASHPAMALNARFAEVECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKSDVSRLPATLARIPPVAQRLQMSERSILSRLAATGNTVQPNPPLAQFPAGFQGTTLPGFAAAAAAAANFANFRPTFSVPGQPTPSYSSGSGSSK
>Acal_XP_005098173.1
MAAQIDQETLQEKYEWSDLELRPYQLEGVNWMLGCHGDGHGCILGDEMGLGKTCQTIAMLSVIKGLENSSKPHLVVCPRTVLENWEQEFRRFSPSLEVLVYFGNKEERAKIALTMQRSQNRSKFGFDVLLTTYEICMKDYLTLMKIPWCVLVVDEGHRLKNVESLLYKTLEEWDVASRILLTGTPVQNNLRELYALLSFVDCSKFKPSRLDRFVEKYSRESQDVSELHLLMKPYFLRRTKSTVLADLPEKSNVVLYHGLSALQKKLYKAIHTKDIEVFESRVGGSQTRLMNILMQLRKCVNHPYLFDGVEPEPFEQGEHLVESSHKLVLIDRLLSSLHQEGHKVLLFSQMARMLDVLQDYLTFRGYTYERLDGSVRGEERFMAVQNFNEKDDTFVFLLSTRAGGQGLNLTSADTVIFVDSDFNPQNDLQAAARAHRIGQDRPVKVIRLIGRNTVEEIILRRAEEKLKLTEKVIEKGAFASASTSRQAFAQNGGQLQEILKFGVDELLTEAKADEPVDFAQILGRSKGGQWVVEKEDQDEKGMDEDEEENNGEKAEAGPSVQTMELDDDGEPAQSMYMFEGTDYSKEPTAADIKAFDELIQAEKEAVVAKATGERNLRRAGTSVGALIALPKRKQSKQLTAEELEEREKKRQEAAENRAKKAEEQARLRAEEKKKKRDALWKANDYVSVNIALEKDMEVDEEEEEQRIVLTLDADEDEDRESAGGTDAGDRRKRLALNYVIGDVTHPVDAQTDVNIIVHCTDDSGYWGHGGLFSALSARTSRPEMQYELAGKMKDLSVGDCHLVAVEDGVDSEDKGDYVALIVAQSRDKRTNKLSGIKLPALSEGLEKVYQVAKAKNASVHLPRIGHDTPGFNWYGTERLLRKQLASRGVPTYIYYFRRQHGQKRKNGTQAGQPSKVKRPDSDGDDDKMAGVSSPSSSSSPLTTSSLSTSAKESLKRGGTNEQLPAMFTGMTVHFHNVSEDKIKGLKRFVIAYDGDISSSVNEATTHLVTDTTDVEELIAVLGDATCCVLTPAWIEDCVSKGKLLPSHTYAVSLS
>Acal_XP_005103677.1
MDVGFPSLPDLSTPLFGSSGSKSKSKDSPVEEDHSKPVGNGHADSMSDSSDSSSHSNSDSDAEDVKNKNNSSSEEETELPKQLQTSDDDEDDDEDDKKSKDSGSDDEDDSKKNDSESDSEDKKDSNSDGQSSNDEDGGEKSSGKSRKENLQRVLFDTDSQDTGDNDASRGGSGRRVTAIRELKDEWDQKPDLYGIRRSGRSRREVVRYNAGNNSGSDSDRKKKRSRRRESEDWKSQEDEDNSEEASSDSEDFRPAKSKRAKPPPRPKRSARAAPKSRGRTKNLSSSESSEDSDSYSRPVPQRKTAQKVRHKYRPTRHKASKKAVSYKEDTDEATDSDDIIEAATPVAEVEEDNRETIEKVLDGRRGRKGATGHKTTLYNVRENRDPNTTPLKEGEKEEFEKHYLIKWKGWSHIHNTWEAEASLREQKVNGMKKFENFLKREEEIRDWKASASPEDCEYYDCQQEMMQDLIESHKTVERIIAHRKENNGNSDYLCKWQGLPYSDCTWEDGDLISKLFQSHIDKYLARNKSQCIPTKLSRVLKARPKFVPLKSQPAHLGGSDNLALRDYQLDGLNWMVHSWCKENSVILADEMGLGKTIQIISFISHMYNQYQLYGPFLLVVPLSTVVAWQREFDKWAPEMNVIIYMGDVGSRSMLREQEWRHPGNKRLKFNALITTYEILLKDKSFLGAESWAFLGVDEAHRLKNDDSLLYRSLEGFDTNHRILITGTPLQNSLKELWSLLHFIMPSKFDSWPDFEAKHSKEEGKGFISLHKQLEPYLLRRVKKDVEKSLPAKTERILRVELSSLQKTYYKAILKREFRTLMKGMRGNVSSYANIMMELKKCANHAHLVVPLEEEPALKERLQTLLKGSGKLLLLDKLLVRLKETGHRVLIFSQMVRMLDIVADYLQCRHFNYQRLDGTIRGDLRKQALDHFNAEGSQDFCFLLSTRAGGLGVNLATADTVIIFDSDWNPQNDLQAQARAHRIGQTKQVSVYRLVTSSTVEEKIVESAKKKMVLDHLVIQRMDTTGRTVLDRGSAPSSSATPFSKDELCAILKFGAEELFKGTENEDEEEQQVDIDDILNRAEEHETEAHGVGDELLSQFKVASFGNLEEEAETSRASFGEEEEKDWEDIIPEDVRQKMEEEERQQQLLDLELGPRNRKTIKQLQVDYDSDKDKKKRKGKKESDSDASDEEDDDDDDDQPKKRGRPKGASKDGIRGFSNAEIRRFVRSYKKFAAPLKRLDAIAEDAELQEKSEAELKRLIEHLKKSCEEAMKDHAQKLLENPSLEGAKKTHKGPSFKINSVSINAQSMLKAEEDLKPLAEAIPDDREQRKKWRLDHQVKKVHWDCFWNIDDDSSLLKGIYEYGMGSYEAIKMDESLGLSDRILPDGELKPQAKHLQTRVDFLLKILKGKDATPTPNVNKIVKARKRNPKSKAEVIDKDDSSSSDEGKEKKPQVVDAPSKKKQPPVEKEIKKENDLSDISDSELDTDDESKPKPKANKAKPKKPKKEVKEEKKEKEKPVKAKSKNKKKLSGPMHFTASSAPKEIGEEEEEEERKNMDPKTFEECKEKMRPMKKVLKQLSEPDESLNEKEQVSFIRSILLKIGDHISSSIEELSDPEKIKFWRDKLWLFVSNFTTLNHKKLRKLYKGACKKRDDDRLKDKKGKDNGTDSRQKNNALKRAHDKSDKEGSSSKKHQSAGRNDRSHHHQPHHKDSHVNSNHKGQHQRGPGSHHSQFRSGVPTKDALTSDLSVSSSGSPGNNWTLASPLSRTEDVSRSRYDSSSHMYNRHPHSHPNPYSSHHESHRTDRADSKDSYYRFNDRQGPGGQHYHRDYRGRNEHRAGYRPDPHRGDHYRPEYGNHYRDQGMSQQQHYSRDRASDDWGTNSHHSYSGDRKRRNNDDFHDWERRQKDPRMDMKTRYPPGQPPPPGDSPSFSHH
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>Btau_XP_024832539.1
MRGPLGTEEELPRLFADDMENEDEMSEEEDGGLEGFDDFFPEEPVSLPKKKKSKKLKENRSKGKRKKKEGSNDELSENEEDLEEKSESEGSDYSPNKKKKKKLKDKKEKKAKRKKKDDEEDDNEDGCLKEPKSSGQLMAEWGLDDVDYLFSEADYHTLTNYKAFSQFLRPLIAKKNPKIPMSKMMTVLGAKWREFSANNPFKGSSAAAAAAAVAAAVETVTIAPPLAISPQQAPQPVPIRKAKTKEGKGPGVRKKIKGSKDVKKKGKGRKVTGLKFRFGGVGSKRKKGSSSEEDEREESDFDSASIHSSSMRSECSAALGKKSKRRRKKKRIDDGDGYETDHQDYCEVCQQGGEIILCDTCPRAYHLVCLDPELEKAPEGKWSCPHCEKEGIQWEPKDDDDDEDEGGCEEEEDDHMEFCRVCKDGGELLCCDACPSSYHLHCLNPPLPEIPNGEWLCPRCTCPPLKGKVQRILHWRWTEPPAPFMVGLPGPDVDPGVPPPKPLEGIPEREFFVKWAGLSYWHCSWVKELQLELYHTVMYRNYQRKNDMDEPPPFDYGSGDEDGKSEKRKNKDPLYAKMEERFYRYGIKPEWMMIHRILNHSFDKKGDVHYLIKWKDLPYDQCTWEIDEIDIPYYDSLKQAYWGHRELMLGEDARLPKRLVKKGKKLKDDKQEKPPDTPIVDPTVKFDKQPWYIDSTGGTLHPYQLEGLNWLRFSWAQGTDTILADEMGLGKTVQTIVFLYSLYKEGHSKGPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDKESRSVIRENEFSFEDNAIRSGKKVFRMKKEVQIKFHVLLTSYELITIDQAILGSIEWACLVVDEAHRLKNNQSKFFRVLNSYKIDYKLLLTGTPLQNNLEELFHLLNFLTPERFNNLEGFLEEFADISKEDQIKKLHDLLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSKGGGNQVSLLNIMMDLKKCCNHPYLFPVAAVEAPVLPNGSYDGSSLVKSSGKLMLLQKMLKKLRDEGHRVLIFSQMTKMLDLLEDFLEYEGYKYERIDGGITGGLRQEAIDRFNAPGAQQFCFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQNKKVMIYRFVTRASVEERITQVAKRKMMLTHLVVRPGLGSKSGSMTKQELDDILKFGTEELFKDDVEGMMSQGQRPATPIPDVQSSKGGALAASAKKKHGSTPPGDNKDVEDSSVIHYDDAAISKLLDRNQDATDDTELQNMNEYLSSFKVAQYVVREEDGVEEVEREIIKQEENVDPDYWEKLLRHHYEQQQEDLARNLGKGKRIRKQVNYNDASQEDQEWQDELSDNQSEYSIGSEDEDEDFEERPEGQSGRRQSRRQLKSDRDKPLPPLLARVGGNIEVLGFNARQRKAFLNAIMRWGMPPQDAFNSHWLVRDLRGKSEKEFRAYVSLFMRHLCEPGADGAETFADGVPREGLSRQHVLTRIGVMSLVRKKVQEFEHVNGKYSTPDLIPEGPEGKKPGEVISSDPNTPVPASPAHLLPGPLGLPDKMEAPLGYMDEKEVGVQKPKKPPEIQALPTALDRVEGEDKQESSDGKERAREERLEEMEKAQPSPEQLLKEEVLPEKEKVLDKLELSLIHSRGDSSDFRPDDTKAEEKEPVETQQNGDKEEDEEGKKEDKIGKFKFMFNIADGGFTELHTLWQNEERAAVSSGKIYDIWHRRHDYWLLAGIVTHGYARWQDIQNDPRYMILNEPFKSEIHKGNYLEMKNKFLARRFKLLEQALVIEEQLRRAAYLNMTQDPNHPAMALNARLAEVECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKADVTRLPSMLSRIPPVAARLQMSERSILSRLTNRAGDPTIQQISSRPRDLALVQRSFPAEPRLPGPLPDPHRREKLPPF
>Btau_XP_024836517.1
MASPLRDEEEEEEEMVVSEEEDEEEEEGDEEEEEVEAADEDYEEDDDEGVLGRGPGHDRGRDRHSPPGCHLFPPPPPPPPPLPPPPPPPPPDKDDIRLLPSALGVKKRKRGPKKQKENKPGKPRKRKKLDSEEEFGSERDEYREKSESGGSEYGTGPGRKRRRKHREKKEKKTKRRKKGEGEGGQKQVEQKSSATLLLTWGLEDVEHVFSEEDYHTLTNYKAFSQFMRPLIAKKNPKIPMSKMMTILGAKWREFSANNPFKGSAAAVAAAAAAAAAAVAEQVSAAVSSATPIAPSGPPTLPPPPAADIQPPPIRRAKTKEGKGPGHKRRSKSPRVPDGRKKLRGKKMAPLKIKLGLLGGKRKKGGSYVLQSDEGPELEAEESDLDSGSVHSASGRPDGPIRTKKLKRGRPGRKKKKVLGCPAVAGEEEIDGYETDHQDYCEVCQQGGEIILCDTCPRAYHLVCLDPELDRAPEGKWSCPHCEKEGVQWEAKEEEEDYEEEGEEEGEKEEEDDHMEYCRVCKDGGELLCCDACISSYHIHCLNPPLPDIPNGEWLCPRCTCPVLKGRVQKILHWRWGEPPVAMPAPQQADGNPDAPPPRPLQGRSEREFFVKWVGLSYWHCSWAKELQLEIFHLVMYRNYQRKNDMDEPPPLDYGSGEDDGKSDKRKVKDPHYAEMEEKYYRFGIKPEWMTVHRIINHSVDKKGNYHYLVKWRDLPYDQSTWEEDEMNIPEYEDHKQSYWRHRELIMGEDPAQPRKYKKKKKELQGDGPPSSPTNDPTVKYETQPRFITATGGTLHMYQLEGLNWLRFSWAQGTDTILADEMGLGKTIQTIVFLYSLYKEGHTKGPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDKDSRAIIRENEFSFEDNAIKGGKKAFKMKREAQVKFHVLLTSYELITIDQAALGSIRWACLVVDEAHRLKNNQSKFFRVLNGYKIDHKLLLTGTPLQNNLEELFHLLNFLTPERFNNLEGFLEEFADISKEDQIKKLHDLLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSRGGGNQVSLLNIMMDLKKCCNHPYLFPVAAMESPKLPSGAYEGGALIKASGKLMLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEDFLDYEGYKYERIDGGITGALRQEAIDRFNAHGAQQFCFLLSTRAGGLGINLATADTVIIFDSDWNPHNDIQAFSRAHRIGQANKVMIYRFVTRASVEERITQVAKRKMMLTHLVVRPGLGSKAGSMSKQELDDILKFGTEELFKDENEGENKEEDSSVIHYDNEAIARLLDRNQDATEDTDVQNMNEYLSSFKVAQYVVREEDKIEEIEREIIKQEENVDPDYWEKLLRHHYEQQQEDLARNLGKGKRVRKQVNYNDAAQEDQDNQSEYSVGSEEEDEDFDERPEGRRQSKRQLRNEKDKPLPPLLARVGGNIEVLGFNTRQRKAFLNAVMRWGMPPQDAFTTQWLVRDLRGKTEKEFKAYVSLFMRHLCEPGADGSETFADGVPREGLSRQQVLTRIGVMSLVKKKVQEFEHINGRWSMPELMPDPSADSKRSSRASSPTKTSPTTPEASAANSPCTSKPATPAPSEKGDGIRTPLEKDEAENQEEKPEKNSRIGEKMETEADTPSPAPSLGERLEPRKMPLEDEVPGVPGEMEPELGYRGDREKSEDVKGDRELRSGPPRDEPRSNGRREEKAEKPRFMFNIADGGFTELHTLWQNEERAAISSGKLNEIWHRRHDYWLLAGIVLHGYARWQDIQNDAQFAIINEPFKTEANKGNFLEMKNKFLARRFKLLEQALVIEEQLRRAAYLNLSQEPAHPAMALHARFAEAECLAESHQHLSKESLAGNKPANAVLHKGKGRGGPARGRAHSAASEPAGGVAERHEGGRDPPASHAVPNTPHRSPPSDVRAQHPQPAGQQGHRDSPHTGLPPGSIRYTSGVRGGLQRRTRRGPGRRRRQLQPDASRVLHHSRHQRPSSAGEEGEGNGGGTGGRRAGSEGAPNRGGDLYRRLTGSQACPSPRSRPRGRPPAQALGPAASPPPSPPLGPPLGKKMSQPGSPSPKTPTPSTPGDTQPNTPAPAPPAEDGIKVEENNLKEEESAEAEKEVKSVPPEAAVECTQPPAPASEEEKVPVEPPEGEEKVEKAEVKERTEEAMETDPKGNADVEKVEEKAAVDLTPIVVEDKEEKKEEEEKKEVMLQNGETPKDLNDEKQKKNIKQRFMFNIADGGFTELHSLWQNEERAATVTKKTYEIWHRRHDYWLLAGIINHGYARWQDIQNDPRYAILNEPFKGEMNRGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNMSEDPSHPSMALNTRFAEVECLAESHQHLSKESMAGNKPANAVLHKVLKQLEELLSDMKADVTRLPATIARIPPVAVRLQMSERNILSRLANRAPEPPPQQVAQQQ
>Btau_XP_024849700.1
MNGHSDEESVRNSSGESSQSDDDSGSASGSGSGSSSGSSSDGSSSQSGSSDSDSGSESGSQSESESDNSRDNKVQAKPPKVDGAEFWKSSPSILAVQRSAMLKKQQQQQQQHQASSNSGSEEDSSSSEDSDDSSSEVKRKKHKDEDWQMSGSGSPSQSGSDSESEEERDKSSCDETESDYEPKNKVKSRKPQNRSKSKNGKKIIGQKKRQIDSSEEEDDDEEEYDNDKRSSRRQATVNVSYKEDEEMKTDSDDLLEVCGEDVPQPEEEEFETIERFMDCRIGRKGATGATTTIYAVEADGDPNAGFEKNKEPGEIQYLIKWKGWSHIHNTWETEETLKQQNVRGMKKLDNYKKKDQETKRWLKNASPEDVEYYNCQQELTDDLHKQYQIVERIIAHSNQKSAAGYPDYYCKWQGLPYSECSWEDGALISKKFQACIDEYFSRNQSKTTPFKDCKVLKQRPRFVALKKQPSYIGGHEGLELRDYQLNGLNWLAHSWCKGNSCILADEMGLGKTIQTISFLNYLFHEHQLYGPFLLVVPLSTLTSWQREIQTWASQMNAVVYLGDINSRNMIRTHEWMHPQTKRLKFNILLTTYEILLKDKAFLGGLNWAFIGVDEAHRLKNDDSLLYKTLIDFKSNHRLLITGTPLQNSLKELWSLLHFIMPEKFSSWEDFEEEHGKGREYGYASLHKELEPFLLRRVKKDVEKSLPAKVEQILRMEMSALQKQYYKWILTRNYKALSKGSKGSTSGFLNIMMELKKCCNHCYLIKPPDNNEFYNKQEALQHLIRSSGKLILLDKLLIRLRERGNRVLIFSQMVRMLDILAEYLKYRQFPFQRLDGSIKGELRKQALDHFNAEGSEDFCFLLSTRAGGLGINLASADTVVIFDSDWNPQNDLQAQARAHRIGQKKQVNIYRLVTKGSVEEDILERAKKKMVLDHLVIQRMDTTGKTVLHTGSAPSSSTPFNKEELSAILKFGAEELFKEPEGEEQEPQEMDIDEILKRAETHENEAGPLTVGDELLSQFKVANFSNMDEDDIELEPERNSKNWEEIIPEDQRRRLEEEERQKELEEIYMLPRMRNCAKQISFNGSEGRRSRSRRYSGSDSDSISERKRPKKRGRPRTIPRENIKGFSDAEIRRFIKSYKKFGGPLERLDAIARDAELVDKSETDLRRLGELVHNGCIKALKDSSSGTERTGGRLGKVKGPTFRISGVQVNAKLVISHEEELIPLHKSIPSDPEERKQYIIPCHTKAAHFDIDWGKEDDSNLLIGIYEYGYGSWEMIKMDPDLSLTHKILPDDPDKKPQAKQLQTRADYLIKLLSRDLAKKEAQRLSGAGGSKRRKARAKKNKAMKSIKVKEEIKSDSSPLPSDKSDEDDDKDEITSVKHPNKKIKTERDSEEKTEPDVCIKKEPEEKREAKEKENKRELKREIKEKEDKKDIKEKDFKEKRENKVKEAIQKEKDIKEEKLSESKSESKERSKKSSVLDAPVHITAGGEPVPIAEESEELDQKTFSICKERMRPVKAALKQLDRPERGLSEREQLEHTRQCLIKIGDHITECLKEYTNPEQIKQWRKNLWIFVSKFTEFDARKLHKLYKHAIKKRQESQQNNDQNSSLNTQVIRNPDVERLKENTNHDDSSRDSYSSDRHLSQYHDHHKDRHQGDSYKKSDSRKRPYSSFSNGKDHRDWDHYKQDSRYYSDREKHRKLDDHRSRDHRSNLEGSLKDRTHSDHRSHSDHRLHSDHRSSSEYTHHKSSRDYRYHSDWQMDHRASSSGPRSPLDQRSPYGSRSPFEHSVEHKSTPEHTWSSRKT
>Btau_XP_024853125.1
MADPIMDLFDDPNLFGLDSLTDDSFNQVTQDPIEEALGLPSSLDSLDQMNQDGGGGDVANSSANDLVPPPEETAPTELPKESTAPAPESLTLHDYTTQPVSQEQPAQPVLQTPTPTSGLLQVSKSQEILSQGNPFMGVSATAVSSSSAGGQPPQSAPKIVILKAPPSSSVTGAHVAQIQAQGITSTAQPLVAGTANGGKVTFTKVLTGTPLRPGVSIVSGNTVLAAKVPGNQATVQRIVQPSRPVKQLVLQPVKGSAPAGNPGATGPPLKPAVTLTSTPTQGESKRITLVLQQPQSGGPQGHRHVVLGSLPGKIVLQGNQLAALTQAKNAQGQPAKVVTIQLQVQQPQQKIQIVPQPPSSQPQPQQPPSTQPVTLSSVQQAQIMGPGQAPGQRLSVPLKVVLQPQAGSSQGASSGLSVVKVLSATEVAALSSPASSAPHTGGKTGIEENRRLEHQKKQEKANRIVAEAIARARARGEQNIPRVLNEDELPSVRPEEEGEKKRRKKSSGERLKEEKPKKSKTSGTSKTKGKSKLNTITPVVGKKRKRNTSSDNSDVEVMPAQSPREDEESSIQKRRSNRQVKRKKYTEDLDIKITDDEEEEEVDVTGPIKTEPILPEPVQEPDGETLPSMQFFVENPSEEDAAIVDKVLSMRIVKKELPSGQYTEAEEFFVKYKNYSYLHCEWATISQLEKDKRIHQKLKRFKTKMAQMRHFFHEDEEPFNPDYVEVDRILDESHSIDKDNGEPVIYYLVKWCSLPYEDSTWELKEDVDEGKIREFKRIQSRHPELKRVNRPQASAWKKLELSHEYKNRNQLREYQLEGVNWLLFNWYNRQNCILADEMGLGKTIQSIAFLQEVYNVGIHGPFLVIAPLSTITNWEREFNTWTEMNTIVYHGSLASRQMIQQYEMYCKDSRGRLIPGAYKFDALITTFEMILSDCPELREIEWRCVIIDEAHRLKNRNCKLLDSLKHMDLEHKVLLTGTPLQNTVEELFSLLHFLEPSQFPSESEFLKDFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSKGAGHTNMPNLLNTMMELRKCCNHPYLINGAEEKILTEFREACHIIPHDFHLQAMVRSAGKLVLIDKLLPKLKAGGHKVLIFSQMVRCLDILEDYLIQRRYLYERIDGRVRGNLRQAAIDRFSKPDSDRFVFLLCTRAGGLGINLTAADTCIIFDSDWNPQNDLQAQARCHRIGQSKAVKVYRLITRNSYEREMFDKASLKLGLDKAVLQSMSGRDGNITGIQQFSKKEIEDLLRKGAYAAIMEEDDEGSKFCEEDIDQILLRRTTTITIESEGKGSTFAKASFVASENRTDISLDDPNFWQKWAKKADLDMDLLNSKNNLVIDTPRVRKQTRHFSTLKDDDLVEFSDLESEDDERPRSRRHDRHHTYGRTDCFRVEKHLLVYGWGRWRDILSHGRFKRRMTERDVETICRAILVYCLLHYRGDENIKGFIWDLISPAENGKTKELQNHSGLSIPVPRGRKGKKVKSQSTFDIHKADWIRKYNPDTLFQDESYKKHLKHQCNKVLLRVRMLYYLRQEVIGDQAEKVLGGAIASEIDIWFPVVDQLEVPTTWWDSEADKSLLIGVFKHGYEKYNTMRADPALCFLEKAGRPDDKAIAAEHRVLDNFSDIVEGVDFDKDCEDPEYKPLQGPPKDQDDEGDPLMMMDEEISVIDGDEAQVTQQPGHLFWPPGSALTARLRRLVTAYQRSYKREQMKIEAAERGDRRRRRCEAAFKLKEIARREKQQRWTRREQTDFYRVVSTFGVEYDPDTMQFHWDRFRTFARLDKKTDESLTKYFHGFVAMCRQVCRLPPAAGDEPPDPNLFIEPITEERASRTLYRIELLRRLREQVLCHPLLEDRLALCQPPGPELPKWWEPIRHDGELLRGAARHGVSQTDCNIMQDPDFSFLAARMNYMQNHQAGAPAPSLSRCSTPLLHQQYTSRTASPLPLRPDAPVEKPPEETAAQVPSLESLTLKLEHEVVARSRPTPQDYDMRVAPSDTTPLVSRSVPPVKLEDEDDSDSELDLSKLSPSSSSSSSSSSSSSSTDESEDEKEEKLTADQSRSKLYDEESLLSLPMSQDGFPNEDGEQMTPELLLLQERQRASEWPKDRVLINRIDLVCQAVLSGKWPSSRRSQEMVTGGILGPGNHLLDSPSLTPGEYGDSPVPTPRSSSAASMAEEEVSAVTTAAAQFTKLRRGMDEKEFTVQIKDEEGLKLTFQKHKLMANGVMGDGHPLFHKKKGNRKKLVELEVECMEEPNHLDVDLETRIPVINKVDGTLLVGEDAPRRAELEMWLQGHPEFAVDPRFLAYMEDRRKQKWQRYKKNNKAELNCLGIEPVQMANSRNGKKGHHAETVLNRVLPGPIAPDSSKKRARRTRPDLSKMMALMQGGGTGSLSLHNTFQHSSSGLQSVSSLGHSSATSASLPFMPFVMGGAASSPHVDSSTMLHHHHHHPHPHHHHHHHPGLRATGYPSSPATTTSATALRLPPLQPEEDEDDEDEDDDDDLSQGYDSSERDFSLIDDPMMPANSDSSEDADD
>Btau_XP_024857593.1
MADPGMMSLFGEDGNIFNEGLEGLGECGYPENPVNPMGQQMPIDQGFASLQPSLHHPSTNQNQSKLTHFDHYNQYEPQKMHLMDQPNRMLSNAPGNGLASPHSQYHTPPVPQVPHGGGGGGGGGGQMGVYPGLQNERHGGQSFVDGGSMWGPRAVQVPEQIRAPYQPPPPPPPPQPQPAPSGPPGQGHPPHLQQLGGYLARGDFSMPQHGQPQPRMGQFPPGQEGLSQGNPFIAGPGPGHLSHGPPQSPGVAPSLRHAVQPFHHHPPTALHGDSVAHSPRFSPNPAPQGAVRPQTLTFSSRSQTVPSPTINNSGQYSRYPYSNLNQGLVNSTGMNQNLGLTNSAPLNQSVPRYPSAVGFPPGSAPGLLHQQPVHPSGSLNQMNAQTMHPSQPQGSYASPPPMSPLKAMSSSAAGTPPPQVRPGSAPMDVGGYPSMPHPQPAHQPPGGALGLGPRSLGPRSLPPARPFLGMSPAPHLRPNGCPGVTLADPQAVQDRLLPGQQHPGPQPAFQQLPSCPPLQPHPGLHHQSSPPHPHHQPWAQLHPSPQSTPQKVPVPQHSPSEPFLEKPVPDMTQVSGPNAQLVKSDDYLPSIEQQPQQKKKKKKNNHIVAEDPSKNFGKDDFPGGVDNQELNRNSLDGSQEEKKKKKRPKAKKDPKEPKEPKEKKEPKEPKTPKAPKIPKEPKEKKVKTATPKPKSSKKSSNKKPDAEASALKKKVNKGKTEGSENSDLDKTPPPSPPPEDDEDPGVQKRRSSRQVKRKRYTEDLEFKISDEEADDADAAGRDSPSTTSQSEPQESVDADGPVVEKIMSSRSVKKQKESGEEVEVEEFYVKYKNFSYLHCQWASIEDLEKDKRIQQKIKRFKAKQGQNKFLSEIEDELFNPDYVEVDRIMDFARSTDDRGEPVTHYLVKWCSLPYEDSTWELRQDIDQAKIEEFEKLMSREPETERVERPPADDWKKSESSREYKNNNKLREYQLEGVNWLLFNWYNMRNCILADEMGLGKTIQSITFLYEIYLKGIHGPFLVIAPLSTIPNWEREFRTWTELNVVVYHGSQASRRTIQLYEMYFKDPQGRVIKGSYKFHAIITTFEMILTDCPELRNIPWRCVVIDEAHRLKNRNCKLLEGLKMMDLEHKVLLTGTPLQNTVEELFSLLHFLEPTRFPSETTFMQEFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSKGGGQANVPNLLNTMMELRKCCNHPYLINGAEEKILEEFKETHNADSPDFQLQAMIQAAGKLVLIDKLLPKLKAGGHRVLIFSQMVRCLDILEDYLIQRRYPYERIDGRVRGNLRQAAIDRFSKPDSDRFVFLLCTRAGGLGINLTAADTCIIFDSDWNPQNDLQAQARCHRIGQSKSVKIYRLITRNSYEREMFDKASLKLGLDKAVLQSMSGRENAPNGVQQLSKKEIEDLLRKGAYGALMDEEDEGSKFCEEDIDQILLRRTHTITIESEGKGSTFAKASFVASGNRTDISLDDPNFWQKWAKKAELDIDALNGRNNLVIDTPRVRKQTRLYSAVKEDELMEFSDLESDSEEKPCTKPRRPPDRSQGYARSECFRVEKNLLVYGWGRWTDILSHGRYKRPLSEQDVETICRTILVYCLNHYRGDENIKSFIWDLITPTADGQTRALVNHSGLSAPVPRGRKGKKVKAQSSHPVVQDADWLAGCNPDALFQEDSYKKHLKHHCNKVLLRVRMLYYLRQEVIGDQAEKILEGADSSEADLWIPEPFHAEVPTDWWDKEADKSLLIGVFKHGYEKYNSMRADPALCFLERVGMPDAKAIAAEQRGTDMLADGGDGGEFDREDEDPEYKPTRTPFKDEIDEFANSPPEDKEEPMEIRAPGKHSEGSTELGQLYWPSTSTLTTRLRRLITAYQRSYKRQQMRQEALMKTDRRRRRPREEVRALEAEREAIISEKRQKWTRREEADFYRVVSTFGVIFDPAKQQFDWNQFRAFARLDKKSDESLEKYFSCFVAMCRRVCRMPAKPDDEPPDLSSAIEPITEERASRTLYRIELLRRIREQVLHHPQLAERLKLCQPSLDLPEWWECGRHDRDLLVGAAKHGVSRTDYHILNDPELSFLDAHKNFAQARGAGGAPALNPLALGFGQTPAATPAAPGQEDKAGAAEAKAREASEKPEGKEEEEAEGSGKDQRQDREAELGAGKSEPRGVEVGVDSGPKSISEKGSEEDEEEKLEDDDKSEESSQPEGAVSRGKNFDEESNASMSTARDETRDGFYMEDGDPSVAQLLHERTFAFSFWPKDRVMINRLDNICEAVLKGKWPVNRRQMFDFQGLIPGYTPPTADSPLQKRSLAELSAVGQASISGSEELTASPQLSKDDALNLSVPRQRRRRRRKIEIEAERAAKRRNLMEMVAQLRGSQVVSENGQEKVVDLSKASREAASSTSNFSSLTSKLILPNVSTPVSDAFKTQMELLQAGLSRTPTRHLLNGSLVDGEPPMKRRRGRRKNVEGLDLLFMSHKRTSLSTEDAEVTKAFEEDIETPPTRNIPSPGHLDPDTRIPVINLEDGTRLVGEEAPKNKDLVEWLKLHPTYTVDMPSYVPKNADVLFSSFQKPKQKRHRCRNPNKLDINTLTGEERVPVVNKRNGKKMGGAMAPPMKDLPRWLEENPEFAVAPDWTDIVKQSGFVPESMFDRLLTGPVVRGEGASRRGRRPKSEIARAAAAAAAVASTSGINPLLVNSLFAGMDLTSLQNLQSLQSLQLAGLMGFPPGLATAAAAGGDAKNPAAVLPLMLPGVAGLPSMFGLGGLLNAPLSAAAGSPAATAGPTDPEDGASRAEEKGGEHEDESKDPEKSTEAAPGPDSANGSVGAATGPAGLPSNPLAFNPFLLSTMAPGLFYPSMFLPPGLGGLTLPGFPALAGLQGAVGAGEDKAPDKAEGAAFQEDEPLEGSDAEESLDKTAESSVLEDEIAQGEELDSLDGGDEIENNENDE
>Caqu_1556
LLTFGKKKKRKHSESDVSDLDVTPPPSPPPDDENAVQKRRSARNTKRKKYVDDIELTISDEEHLPPLAKAELELASLIPMDAEASTSSGGGGTSATSAAGPSTSAGVSTEATPGASGNSGNIPEENPTSWPSVASTSAAAQGTSSNSHAGNNASSSSNVKPNYVYINPSDEDTMIVQQILAMRMGKREVVVESSDDEGEDGKDKSKKKKTDAEESEKKEGEEEGEKKDEEKKPDEEPEGESVPKEESVPTKASVSKEESVSKEESVSKEESVSKEESVPKKASVPKKASVSKDESVPEEEKEEAEVKENGEKEDTKEEPAGKDTEGSGEVKKETQMVEVEEFYVKYRNFSFLHCEWKIEEELYKGDKRITSKVKRFKQKMSNNSNIFEFLEEDPFNPDYVEVDRILDVSEHTDPNSGETTKHYLIKWRALAYEDSTWELEDDVDAMKIRQFEDYRHPPPKDQWKPRKRPKPADWDKMEASPIYKNDNKLREYQLEGLNWLLFSWFNGRSCILADEMGLGKTVQSITFIQAVVNYGFRGPFLVIAPLSTIPNWQREFEGWTDLNVIVYHGTTASRNMLQEYEMYYKDEKGNRIKDLYKFHVLITTFEIVITDCLELREIPWRLCVIDEAHRLKNKNCKLLEGLRLLQLEHRVLLSGTPLQNNVNELFSLLNFLEPNQFPSSDSFLQEFGDLKSEHEVQKLQALLKPMMLRRLKEDVEKSIAPKEETIIEVELTNMQKKYYRAILERNFSFIAKGSTSANVPNLMNTMMELRKCCIHPYLLNGAEEQIQLDYKQQTTGLLAELGDGDEDKDLYYKALINSSGKMVLVDKLLPKLKANGHRVLVFSQMVRCLDILEDYLIYRKYPYERIDGRIRGNLRQAAIDRFCKPDSDRFVFLLCTKAGGLGINLTAADTVIIYDSDWNPQNDLQAQARCHRIGQQKMVKVYRLICRSTYEREMFDRASLKLGLDKAVLQSMNTAQSGKDANGPTKQLSKKEIEDLLKKGAYGAIMDEDNAGDKFCEEDIDLILERRTQVVVLDQEKGSTFSKASFASAGIRSDIDLDDPDFWKKWAKRAEIDIGQIEGKNNLVIHEPRRRTQIKRYGHDDSVVDMSDLESSSDSDDDGSLSRSRGGRRGGKGRLGRRTRSMRNYDEDYTGDDSHVEYGNWSRSECFKVEKGLLTFGWGRWVEALHHGQFRRGWKESDVEDCARVILLFCLKHYKGDDKIKGFIWDLITPTENGESRVHRNHMGLSAPVPRGRKGKKKQKEARIINAHIEVNDWTRDEKYDSETYLDSSYKKHLMRHANKYEHCRVFQFCFSRSEMKRVLLRVRMLYYIKHEIIGDLVPRVAAGISCSDLPIYPPPCDQPPAPWWDAEADKSLLVGTYKHGYECYLVMRLDPSLCFLARCGPPDGAAVLADLKERQARNEDDLDRVDDDDDPLEMASPSLAANVELVKAMQKHHLQQQHQQLQQGGSGMGVDDDEARLYWPSTTDLNTRLRRIITSYQRNYKKEELRLAQRARRLERREKIEQIVRERERHKIEVQQRRWSRREESDFCRAVSTFGVEYDRKFRRYDWTRFRALSRLDRKFDDTFTEFYRAFYAMCKRACGKKLSEEEELVQVSVDPIPEDRARRALERIDLLSKIREESIHHPLLEERLKLAEPSTELPDWWLPGKHDRDLLFGAARHGLGRTDFFIVNDPDLCFREILRRQLAGEPLVDEAETEETDKKETKVKEEVEEEEQEEAEEKLVPKKEKVEVEEEEKDVEKEKAIEEASDTKEEVKEEVVKEEKEEVKEGEEEEGEEKEEDGEKVQPKQEEEKAVMEGEEDKSTNDEAAEKVDSEEVKKEKDEEETKEEGEEKAEEATSLEEESSPLKKEEVKESEEAEADKIKEEDIKKEEATDENVEEKAAVDKSDAEAPKEEEDVPAVKKEEPEATTPKEETKSEEEKPEEKEPEEKKRFPIPEVPHPPFTAAQVEELMTRFPDAETSTSNNQSEALPAYQNPIRWPRDRTLQLRLEQIVHAVEHNEWPQVRQLSQAEQMDSTPHETPDATPIRDTSTPMSDASDAMMGLMHDDLPHSSASSTPTATAQQAHSHPHVAHAHQHSQIHAHQHSHPHTHAALSHLAASSPSSSSLSSAAAAAASMAAAASNNAAAVAAAAAAACAMAGYPVPRRGRRRRIAIDVETERAASAPMDLSGGVNKITDNYGECAKDSTGAVDLQVKSKQKSKLEDTLDKIKKRKMEEPQGKEKKRRKLDEIVLGLSAAKGRSLLSPPLTSSSTVATTSAVNFTSASSSMATLTPLSTVAAMAASLASLNPSSSTANTAAALSLLSSSHHQHPHSSKESAAALAAAAASTLSQLPSSTTISLLSSGGPQGKQQQQQQQAAHASSSPSTSVAAAAAAAAAAAAAAAAAIGPGQSLLKKPEHRFFDLPKSDLSRLAELATPKFDMFSQENKVKNWLAEQANLTLERPPTPDYLDGRRRRRPRVDPSLLDWNKLTGEENVSVINRLTNKKITGTKAPQLKVLAQWLLENPVYDVDPKWAELVKEKGNLPTDLARRISNERKKGPGRPPLLSSPPTSGAAAAAAAVAALQQQQLASTTYGATSTSGVGPSFTSTGLGGLSGLSPSLLASLPLGPLDPKNPLSFLPFGGLHGLGGLGSLGSGSGAGSALGSALGSTLGSLGGLSALSSPLFGNLPGFGLPMSLSSDLVGSSTVTTVASSMDSKSTKEMKKEEKASSSSANSNKKSASSLYSSLGAAAAAGLNSSSLPFLFPNPNLMYHPLGLGGLGPFSMPPSMSAFANLAQSSLLNGLGAAVSTSAATSTTSAAAFTSSSSKDKRHPPCNMDPATSIMLQQRRRHSRSSNIDTTPNNQVQL
>Caqu_8116
LPTEEEENSPESEEVIREDDDDYEPDDGKKKKKGKKRKASEPKKGKKKKKKKKSAESDEESDFGYEDEGGANDSDYGGGGSAKKGRKSRTPKAPPVQAPPPQADNSVVILDSGMPTVEEVCETFGLQDVQIEYTESEYQNLTTYKLFQQHVRPFLQKDNPKVPMSKLMMLVAAKWREFSCTNPYAQQEASLDGSGGGGGGAGEYSGGSSKRGRPSKEKVEEEDDEEELVVGKEEKARKKRGRKKGNSKKGKVPTLKIKLGKRKRHSSDEVSASERDSDAEFEQMLREAEAVSKPEDGDESPPPANSNQSTPSTSGAAAATATAAAAASAASTPATPAAGATPVPAPPRKKAKTKIGNKTKKKKKTKMTSRFPGAENADGYETDHQDYCEVCQQGGEIILCDTCPRAYHLVCLDPELEEAPEGKWSCPHCEGEGVREQEEDEHMEFCRVCKDGGELLCCDSCPSAYHTFCLNPPLTEIPDGDWKCPRCSAKPLPGKVAKILTWRWKGGKPKEDDPPPAEEEGKEGTSAVKKAQPKRMREFFLDVFHPAMYRYYCRKYDMDEPPRFEDLDEEESLRSKKKKKDDKVVPPEDPSKLEERFFKYGIKPEWLIIHRIINHRIMKDNRTMYYVKWRDLPYDLCTWEEEDEDIPELRRAIEHYHDLRIAFNADVAPPKKGKKSKSKRSKTRELQEEEGDRTPRRYTPPPDKPATDLKKKYDHQPDFTDATGMELHEYQLEGLNWLRHSWNQGIDTILADEMGLGKTIQTITFLHSLYKEGHCRGPFLVSAPLSTIINWEREFETWAPDFYVVTYVGDKDSRAVIREHELTFDEGNFFRILNSYHISYKLLLTGTPLQNNLEELFHLLNFLCHDKFNDLSIFQNEFADLSKEEQVKKLHDMLGPHMLRRLKADVLKNMPAKSEFIVRVELSPMQKKYYKYILTRNFEALNARGGGQQVSLLNIMMDLKKCCNHPYLFPAASQEAPCTPNGMYEVGALIKASGKLMLLAKMMRKLKQDGHRVLIFSQMTKMLDILEDFLEGEQYRYERIDGAITGGQRQEAIDRFNAPGASQFVFLLSTRAGGLGINLATADTVVIFDSDWNPHNDIQAFSRAHRIGQSNKVMIYRFVTRNSVEERVTQVAKRKMMLTHLVVRPGMGGRGANFTKQELDDILRFGTEELFKEEEGKEDEAIHYDDSAIYDLLDRTKLGIEQKENWANEYLSSFKVASYLTKEGDEIEEEETEIIKQEAENTDPAYWEKLLRHHYEQQQEDLSRSLGKGKRVRKQVNYNDAVDGRDDTSWQENLSDYNSDFSAPSGTLPAYDYASDDEFDDRSDDDDKEDDDFDEKNDEGSRRSRRRMDRKEERDRPLPPLLARVGGNIEVLGFNARQRKAFLNAIMRYGMPPQDAFNSQWLVRDLRGKSEKNFKAYVSLFMRHLCEPGADNAETFADGVPREGLSRQHVLTRIGVMSLIRKKVQEFEHINGYYSMPELIQKPMNPVQALAGEKEAAVAAAAAAAATATATNATGDKADSKSTNTSASGTPATSAAPSPAPASGKDDKEEEEDNGEKGEKEEKKDEEEATIKKEEKEEGEENKKEVKKEVEVKDEKEKDEEGEKDKEEKEEVKQEVKEEVKEEEKVEKKVEKKEADETEEEEKKEEAETKEEAKDVKTEEKEDKKEEEKSDEKKEEKEEEEKASEEKGEEKEKKKEDKVRDKKAEEKERRNEERRKMLQLDKGKRKFMFNIADGGFTELHTLWQNEEKAAVPGREYEIWHRRHDYWLLAGIVTHGYGRWQDIQNDIRFAIINEPFKMDVGKGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNLAQDPNHPAMALNARFAEVECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKSDVSRLPATLARIPPVAQRLQMSERSILSRLAATTTGVTGTTTTTATQQTSQTVGGNQFPSGFQGSQLPGSLSGANFANFRAQYSVPGQPGSQGQQTSQGAVGGGGGGAGQGVGSRVGGGQSGGKRRERVSQGPAPGKGAIPAAHKYYLTSNRS
>Caqu_9629
MPQRSRDDTRHESGTESDKNSSASESGSASDNGSKSASGSSSGSGSASGSDSDSGSASSSSNNNNKSGSNKSGSASDSCSPKSGKSNADKSDSGKGSAKKGRTTDLKQVKKKSSSGLECWEKNPDIYGIRRSGRPRKEPERLNVAESDSSDRGNKKRTSGRRRDQRKSSSAGYTDSSDESDSASSSSPPPPRAPPSKHPAARHLSRPTLHHRPQRDAGVKKKPPPPDRRKTRRSKYSDSSDESSFDSDGDGRGRAASRRAAAKVSYKEQESEAETGSDDLVEVDWGQQAQQDQGAQAEADNAETIERVMDHRIGKKGATGGTTTIYAVEETGDPNASFDPDANPELAEKQFLIKWKGWSHIHNTWESDTTLQDQKVKGLKKLENYVRKEEELSMWKKNATPEDIDYYECQLELQQELVKSYTSVERIIGEFLKPESQVPDYYVKWENLPYAEATWEDGSLVTGKWGRKIREFKDREESKRTPSKHCRALRYRPKFVPLKSQPEYMGGDQVLVLRDYQLDGLNWLIHSWCKENSVILADEMGLGKTIQTICYLYYLFYQHQLHGPFVLVVPLSTMASWQREFAQWAPELNVVTYLGDIDSRGIIRQHEWCFASSKRLKFNAVLTTYEILLKDKAFLGSLSWSVLVVDEAHRLKNDDSLLYKALMEFETNHRLLITGTPLQNSLKELWSLLHFIMPKKFETWEEFEADHETSAQKGYTKLHRQLEPFILRRVKKDVEKSLPAKVEQILRVEMTSLQRQYYKWILTKNYGALRKGVKGSASTFVNIVMELKKCCNHAFLTKPPEQEIKVPALDQMQLIIHGSGKLVLLDKLLVRLRETGHRVLIFSQMVRMLDILGEYLQLRHFPFQRLDGSIKGDLRKQALDHFNAEGSTDFCFLLSTRAGGLGINLATADTVIIFDSDWNPQNDLQAQARAHRIGQKNQVMIYRLVMKGSVEEDIVERAKRKMVLDHLVIQRMDTTGRTVLDKKGATPSSGAVSGNGSGGNTATPFNKEELTAILRFGAEELFKDEEEGGEEPTCDIDEILRRAETRDEGPGNVGDELLSAFKVASFAAFDEEETVGGGATSGDVPDDETKDWDEIIPENYRKKVEEEERQKEMEDLYLPPRSRKTVQQAANQSESDGDRSSGRGQKRKKKQEGGGSESYSEEGSDDERPKKRGRPRTYPRENIKGFTDVEIRRFVRSYKKFPTPLTRLEQIACDAELQEKPLADLKRLGELLKQRCQEAMTENNQQLKEGEAPPAPNEDSNLSGPATPKKRGRGPSFKLAGVSVNAKTLLACEQELSPLDEVLPADAEERRKWVLDVRVKDTHFDVDWAVEDDSRLLRGIHQYGMGSWEALKMDPSLGLGDKILPQEPDLKPQGKHLQTRAEYLLKVLKKQSDVQRKGAGPLRPRRPRKGRDQPKVLSKAIIENDNMSSDDGPAPIAPAKKKRKGKGEDDENEDDKHKKRRGKKKDTGPMHFTANAEPKALDIMGYLDPSVFYACKEKMRPVKNALKALDNPDQNISEKDQVVHTRECLLQIGNQINECLREYSRDKEKIKEWRSNLWYFVSRFTDFDAKKLYKLYKHAVRKSGEDVKVKKEDGGKEVKKEVKKEVKKEPGEKKKASKRKVAEDGEHQTKRNTHVDNCVKEERVVAGLVGGSAGGTVGGKERLTPNQPPATPPTLTPFMPGKVSSSRHDYQETHNRRHEFSGSPAGRAGRDERWSGSREKQRYEYKRERDGYQQHGYRRRERDNREHHMHDKRGYPPGPPTGFNPYNAMPQFVHGGPAMYSGEGPPPPHRIPPHPHGPPPPHQLQPYPDWRSKDRGDYRREFDRRPPPNSS
>Cele_F26F12_7
MSTEEDPSLVDAEESMEEGSVTQDATEETEEEEEQEQGDEAGPSERKRSSRKKGGKGGKKGSKKSAAAASKVEIPDPYNSTSEEVCAAIGLTDVEFDYDEEEFQGISNLKTFSSIIKPQILEANPGTNVSKMYPMFQVKYKEYQDHMAAQGKPVQKQARGSKTPAVSTPVIPPRSAPTKTRSARRKRRDSDAPDSDQEFEAFIKQQEQLEDDLVKDKEDARIKRAAEREEKKKGALEAARAAKKAKLEKGEEAENNDYCEECKQDGELLLCDTCPRAYHTVCIDENMEEPPEGDWSCAHCIEHGPEVVKEEPAKQNDEFCKICKETENLLLCDSCVCSFHAYCIDPPLTEVPKEETWSCPRCETVKPEHKIEKILCWRWKEIPYPEPLEAGKEASSDDAMLKPPRKMEPRREREFFVKWKYLSYWQCSWVSEMLLEVHFRMLILLYWRKNDSDAPPEFEESVTSRHHSDNDPYKLRERFYQYGIKPEWMQIHRIINHQSYAKSQQDYLVKWKELSYDQATWERDDSNIANYEEAIIKYWQHRESKLNEDIPKNVQKMIAKHREAKGLPPKEDEKKKKKREKIDIRKKYEVQPDYVTETGGKLHPYQLEGLNWLRHCWSNGTDAILADEMGLGKTVQSLTFLYSLMKEGHCKGPFLIAAPLSTIINWEREAEQWCPDFYVVTYVGLRDARVVLREHEFSFVEGAVRSGPKASKMKTTENMKFHVLLTSYETINMDKTILSSIEWGALVVDEAHRLKNNQSLFFKNLNEYTIHYRVLLTGTPLQNNLEELFHLLNFLSKERFNQLEAFTAEFNEISKEDQIEKLHNLLGPHMLRRLKADVLTGMPSKSELIVRVELSAMQKKWYKNILTRNFDALNVKNGGTQMSLMNVLMELKKCCNHPYLFVKAELEAPKEKNGMYEGTALIKNSGKFVLLQKMLRKLKDGGHRVLIFSQMTRMLDIMEDLCEYEGYRYERIDGSIMGQMRQDAIDRYNAPGAQQFIFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRLGQKHKVMIYRFVTKKSVEEKITSVAKKKMLLNHLVVRAGLGGKEGKTMSKTELDDVLRWGTEELFSEDLDAAEGEGSEKKGAAAQEIVWDDAAVDALLDRSNKEETPAGEDGEEKAEWQNEYLSSFKVASYQTKETEGQEEEEEEETEVIKEDEKEPDPDYWEKLLKHHYEQDREIELQKLGKGKRVRKQINYASENMGTDWSKQNQTQDDDDDNESYRGSDNGDGLNSDEDDYDEKKKRRRDEEKMPPLMAKVNGQVEILGFNPRQRKAFYGAVMRWGMPPQDSHQSQWLVRDLRNKSEKVFRAYASLFMRHLCEPGADGHDTFNDGVPREGLNRQHVLGRIGLLSLVRRKVQEFEQYNGQWSMPEIQDEVLAKAANGSAQGSSRSTPKPKEEPKEEPMEKEDATETVNGATSEPATDAESEQNAPVDEPMDTDEAKEPKEEPIETEKPRAARPSFKFNICDGGFTELHSLWANEEKVARNGKEYEIWYRRHDYWLLAGVVVHGYGRFQANFNDIINDPRFSVLNEPFKEVGAEATGSDIKAKFMQRRFKLIEQSLVIEEQLRRAAHANRHLQPDNVGPLAQRFADLENIAESQANIAKESSAGNRNANAVLHKTLVQLDEILSDMKADVSRLPSTFTQLATVTERLNMTERQILSRLTTKDEDAIANRSVLPPPGPFVTPILRQQMDGIQPKFAALYSKFMSENGERMEEDEPVEAEEEEGVKQEPDDETQDSAEAPPVLSAEVNSDDSNDVPSTSAAAAVSSETAADAEPASAEDQAPTDEPEPMET
>Cele_H06O01
MWNQSESSSGSDAEPDEKTDEPVREEENPEGNSTSEDNDEKEKAADSPESSSDQSDDSDDASENSSSSEPDEPAPKKKNNNNRGMDAETRKLLENENYFRRSKRSKRQDDSPSDNSEESQSSEDDWDDRRKPRRTVTKKVVKQTKKAVSVVKRKSVKGNVNYAEKNSDDDIDDDDVLEWDEEPAVPAEGPAILTETVERVIKWRHGVPGATGSATTCYNIADKGDPNDQIPGDKTEQQFFVKWTGWSHLHNTWESENSLALMNAKGLKKVQNYVKKQKEVEMWKRSADKEYIEFFECEQQMAEELCEEYKKVERVVAHQTSRDRAADGSMATEYLIKWSGLPYSDCTWEDEKMVAPEQIKAYYHRIENLKSPNKNSNVLRKRPKFEKFESMPDFLKTDGESTHKLRDYQLEGLNWMVYAWCKGNSSILADEMGLGKTIQSISLLASLFHRYDLAGPYLVVVPLSTMAAWQKEFAQWAPEMNLVVYMGDVVSRDMIRQYEWFVGGTKKMKINAILTTYEILLKDKAFLSSIDWAALLVDEAHRLKNDESLLYKSLTQFRFNHKLLITGTPLQNSLKELWALLHFIMPEKFDCWEEFETAHNESNHKGISALHKKLEPFLLRRVKKDVEKSLPPKTEQILRVDMTAHQKQFYKWILTKNYRELSKGVKGSINGFVNLVMELKKCCNHASLTRQYDHIYDDAQGRLQQLLKSSGKLILLDKLLCRLKDKGHRVLIFSQMVMMLDILQEYLQLRRFPSQRLDGSMRADLRKQALDHYNAPGSTDFAFLLSTRAGGLGINLATADTVIIFDSDWNPQNDLQAMSRAHRIGQTKTVNIYRLVTKGSVEEEIVERAKRKLVLDHLVIQRMDTTGKTVLSKNATASGSVPFDKQELSAILKFGAVELFKEKEGEEQEPEVDIDRILMGAETREAEEEVMKENELLSSFKYANFAIDEEKDIAAATDEWAAIIPEEDRNRILEEERMKELAEMNLAPRQRKQPIPQVVEDDDGDDDEEEDDTGKKKKKKAVGNFTIPEIKRFIKSFRKFSMPLNRLEEIAQDAELEEHSTDEMKKLVESLSEACKKAADEFDSNEKNGDAGAAESEKKDIERKFKFHTCDVNLKQIERSHAELKPLHEILKSEETKTSFKPPANAKLQKGWDVDWSRPDDSALLLGVWKYGYGSWEAIKMDPTLGLADKIFIKDKTKKPQGKNLQVRVDYLLKLMSKDKVKTTEKKERKRKADDVPVGPEKKKRHTNNVPQEGEKKKKEKKEEKNSSSLKDQLALLSIDKSLYGGALEDSSAKPFLECVKLCMPVHKYMKKLKEAQEAKNQADEAKYLTRLGDSFLENLETLIKKKPKTNIRKWYNYLWIFLCKFTLREPGEMADRYRSITSDKHKNHHHHHHHKSKEEKPKEAKDHKERDREKDRERNRGERRMDHGEGTSKDHHREHHKDHHKDHHHREQHKEKNRRH
>Cele_T04D1_4
MDEGDDYVPQMSQMADYTMMGGPPPQQSQQSQQGVPQRYPGQPMNPYEQQQQHHQMMMMQQQHQMQHMAPPPQQVPPQPAQPPPAKKARGKSKKAQAEAAAAAAAAAAAQMDPMASMAAMSNNPMMRQGGYPNQMAMYGGVPPPHYPSSNGPSQQGYRPGPVTNGPPPQGQYPPPPQAPQNYQQMYHQQRAQQQQAGQQQAQGPPGYGPYGYAPQASTGYPPPPSQQSPYAPQAGPPPQMRHQYPPHSQQQAPPGYWDGYQGYGGPPPSQQQQQQGGGPVTAPQSMQMAQQEQWGRVGTNDLMNVIAQVEKSSAECKARIQQLYNMQRSASADAEVQQLQHKLAQFQSDHYRYSQQLQHVQWQQQQQQQQAAAAAAAAAAAASAGGHHQGPPPPTSSQSNQIPSNPNSVPVHVNQPGSQVHITADKTRTLISVYHDGYGGAGSGASSTESKESIVPPEPTPSMQESPVPNAPQVKMEPEKPSPYQQQYNGMENGSGNPYAQQQQQHPMYAQYQQQQQQHAQHQQNMSGYPQQQQQPQHPHQHQQPASVPMQHHPQQHPSQHQTQPNQQQQQHPSGYGIGVSTAPASMEPSQSVDQSAPPSQAQIPATSTPSTSSQQQNAYPEFPDFPSSSGYQEPTVAPEAIPSPSVSDPIMPQSSQNDQELQAISDQQEILEDVPKEEPIIEEDEPKYEYSQETIPVEELKDEVEFKEDQQSTSNLLEDDTGIDNFVKNEEGAEAGYSNGTPLDQVEQNDYENIEKEEPQVSVDPEPVEVEAQQEPADTEEYPIPSVGTIEEPAEEPAEEPVEEPEPMDDSSPVDQSTPVKADDIENFAGVEETFGEEEEVQDEDDDEASSAKSSKDDIKEEEDDDTSTITKDMSEAPSETNDGFTEPSTPATPLMGATSSKKKSYRRPAVVVAKSRKKKSVDDSDDDDFYPQRGRGKKKGGGGKKKADPTDEAGVEGAKSDDEDDEFLMKIDTPAPDPNAMVVEKILNMRMGKVEKKVPETEVAEGSEENGEEKSEEKVKKEPKENGENGESVGNGESSKSKTESETNEIEEEEVEQFLIKWKGRSYVHCEWKTAAELLEIDKRVEAKIKRFKVKKMSSYIEDDEDFNSDFVIVDRVVDLITEDDGQEFVLIKWKSLGYEEVTWEPIEMIPADKVELWRERQVIDPAKIREKQRPEPEEWKKMSTSKVWKNGNSLREYQFEGVDWLLYCYYNAQNCILADEMGLGKTVQTITFLSRIYDYGIHGPFLVVVPLSTIQNWVREFETWTDMNAIVYHGSAYAREVLQQYEVFYDKRHCGAKNWKKNFVKIDALITTFETVVSDVEFLKKIPWRVCVIDEAHRLKNRNCKLLVNGLLAFRMEHRVLLTGTPLQNNIDELFSLLNFLHPQQFDNSATFLEQFGSCQTDDQVQKLQEILKPMMLRRLKEDVEKSLGPKEETIIEVQLSDMQKKFYRAILERNFSHLCKGTSAPSLMNVMMELRKCCNHPFLINGAEEAIMNDFRLAHPDWDEETLAHKALIQASGKVVLIEKLLPKLRKDGHKVLIFSQMVKVLDLLEEFLISMSYPFERIDGNVRGDLRQAAIDRFSKENSDRFVFLLCTRAGGLGINLTAADTVIIFDSDWNPQNDLQAQARCHRIGQKKLVKVYRLITSNTYEREMFDKASLKLGLDKAVLQSTTALKAEGTALSKKDVEELLKKGAYGSIMDEENESSKFNEEDIETILQRRTQTITLEAGQKGSLFAKATFNSSHNKGDDIDIDDPEFWTKWAEKAQVDVEKATATPDGRELIIEEPRKRTKRFEENKDEGDSDGSEESGNRKRGAAEKRKRRRGNDEDGDYSGSYRPDELATSKAEYFKVEKVLAQYGWGRWAEIKKYGELEISEQDIEHMSRTLLLHCIREFRGDDRIRQFVFNLIRPQGIQENQKLGAGSMYNQGWAGLPEFNPPSFALDSAFQRHVHRHANKLMVKIDMLKHLEIHLIGDERALVEDFNVKWTDIKLPEMPTISETFIEGWDSDCDKCFLIGCWRHGLDNFDAIRVDENLCFAEKNLAVWPGQTDFWLRFRRLLTSSQKSVHDPVYNKLNWTKREEQEFIRVVRSYGVKTNIGEGGNEDWTIFKTLSPILEKKTDEDCHEQLMCVLAMCQRAQGSNDLKPIDLKRAMSIDPMPTRKAIKMMNRISLMRKVHTMVQTLSELNLELCETTGMPSGWCMQHDKELMEICDQCGLDQLAANVLNKPAFTKIVRPSETTLLRRLLEIVATIESGKWCGVADVETVNDSDSEDKKDMAAVAAAQAQFLRLQQQQQQQQQAAAVAASSSASRKASRKRPNNDNDAKMRAMQQMLMGQGGSGAAEYASMIALMLMPQMMAASGGQNMTAAQQQALNQMLTMLIAGAVQQQQQAQPSTSKGASSSQSSAQANQAAQAQAAAVALAQVAAAASASTSSADAQAVAQQQQVLEALLAMSMNPAALAALTGTSSSTGTSTPSAPKKSKPAPQKESTSSATAAAAAASAQAAALAAAQQQQQQAQQAQQAAQQAQSAKTQEELLILRLLELAGVGMQELAKLNTMSKDARVPMIHKQTRESLPVSKRPPIRDLTVFVMSNPEWSIDIPLFNEMSGNGTGSGAAPSSKAASSRPTPAATPLAVATPKPSTPKVEKSSATPSAPETPSASATCNIKIGESLQFDDMISVFNRKTGELLAASKWPKATELSAWLDANPDYNVHANSALFAHLSLGGAHSDRIGDATPAVTASVPSTPTPSTSASAANAQLMALALAQQVQQAQQTPSTPTSSKSRSATAAAQAAAAQAAASQQDAITKQQLEMLQMQMMLQQYQQAAALQSMLYGGYGMPTTSTAASSSSTANVASMAAMAAAAQAASTPTTSKQASASTSTPSTSAVASAQTPSTSVPSTSSQAAAAAASSANSGEDINPLLLTALMQNPAILQSMMLSDPSILAALAAAQQQQQQQQPSAKKSKHP
>Cele_T14G8_1
MSDDQHESIDGDETMEEDSMLAEGHEDGEEDVGEDEEEVETEESQGVPTTSEKKKPPPKKKKGGKKSSKKKNNCDYPDPYKSTSAEISAAIGLTDVDVDYEQEEFQSITNLKNFSSLVKPYILKVNPGTNVTKMYPLFQVKYKEFQDHMTAHGKSIQKQQRAKFVPVPVPVTPQEKIIPQKTRSSARRKRRDGSDGEGGGHDSDQEFEALIKQHEKQQDEAEKGKEEARINRAAAKVDKRKAALESARASKRARKEQGVVEENHQENCEVCNQDGELMLCDTCTRAYHVACIDENMEQPPEGDWSCPHCEEHGPDVLIVEEEPAKANMDYCRICKETSNILLCDTCPSSYHAYCIDPPLTEIPEGEWSCPRCIIPEPAQRIEKILSWRWKEISYPEPLECKEGEEASKDDVFLKPPRKMEPRREREFFVKWKYLAYWQCEWLSETLMDVYFTALVRMYWRKVDSENPPIFEESTLSRHHSDHDPYKLRERFYQYGVKPEWMQIHRIINHLSYAKSQQDYLVKWKELSYEHATWERDDTDIANYEDAIIKYWHHRERMLNDEVPRNVQKMIAKQREAKGLGPKEDEVTSRRKKREKIDILKKYEVQPDFISETGGNLHPYQLEGINWLRHCWSNGTDAILADEMGLGKTVQSLTFLYTLMKEGHTKGPFLIAAPLSTIINWEREAELWCPDFYVVTYVGDRESRMVIREHEFSFVDGAVRGGPKVSKIKTLENLKFHVLLTSYECINMDKAILSSIDWAALVVDEAHRLKNNQSTFFKNLREYNIQYRVLLTGTPLQNNLEELFHLLNFLAPDRFNQLESFTAEFSEISKEDQIEKLHNLLGPHMLRRLKADVLTGMPSKQELIVRVELSAMQKKYYKNILTRNFDALNVKNGGTQMSLINIIMELKKCCNHPYLFMKACLEAPKLKNGMYEGSALIKNAGKFVLLQKMLRKLKDGGHRVLIFSQMTMMLDILEDFCDVEGYKYERIDGSITGQQRQDAIDRYNAPGAKQFVFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRLGQKHKVMIYRFVTKGSVEERITSVAKKKMLLTHLVVRAGLGAKDGKSMSKTELDDVLRWGTEELFKEEEAPVEGADGEGTSSKKPNEQEIVWDDAAVDFLLDRNKEEEGQDGEKKEHWTNEYLSSFKVATYNTKEADDADDDEDETEVIKEGTEEQDPNYWEKLLKHHYEQDQETELQKLGKGKRVRRQVNYASENMGQDWSAQNNQQQEEDDGSEYGSDNGELLQTDEDYEERRRRREERSEKLPPLLAKVNGQIEVLGFNPRQRKAFYNAVMRWGMPPQDLTQSSWQVRDLRNKSEKVFKAYSSLFMRHLCEPVVDNSDSFMDGVPREGLNRQAVLSRIGLMSILRKKVQEFEKFNGEWSMPETREKMLATAAQASVSNLPGMIKIKEEPIDIDETPMDVDQSNITKTEELASEVKVEEEPKAPRLPYKFNICDGGYTELHSLWINEEKVARNGKEYEIWHRRHDFWLLAAVAVYGYGRYQINFQDIMNDPKFSIVNEPFKQTGADPATNFADVKNKFLARRFKLLEQSLVIEEQLRRAAHINKQQSPDQVGQLAQHFSELEHTADAHVNIARESNNGNRNANAILHKCLAQLDDLLSDLKTDVARLPATISQVRPVTERLQMSERQILSRLVVAKDPDAAPSKPALPPSGPFITPLFNQNFTTIQPKFPSLFDCNLSPDDEPIDIEGSISAAVAEASRASSIAATKDEPMDTSDKDIPSTSAAAGSSYPRY
>Cgig_EKC30422
MPMHSPQKVQVILQPQGSQAAPQMISQQVPQSVNNLPHAMPAQGMTPMPPVGSQQGNIPSSVVQLQMGGVSQPAPQLIQAPPGTTFPPLQDFGSESNPASAEKPKKNKKAKKQQEKADKIVAEAVARAQAEGREVPKIMTGDIPATVNDVQNAEEEDSKKKKKRVRKPKTPKKEKKEGDVSSGEGTQELESQGESTMDGEKVEKKKAKPKVKAPVKKKKKPPATFLKKKKRKRHDSSESDPELKHAVGETEEMDDDSIQKRRSARNTKRKKYLDDVDLNLSDDDTQDVEPEAFAEQPAAVRVDTIEEDNSSIVDKILGSRMRKADKDISVDGETEEQSTSNEEVEEFFVKYKNFSYLHCEWKTAEELERGDKRIHQKLKRYYMKKTQSQNMFSELDEDELFNPDYTEVHRVLDVSKLSDPNGGDDITHFLVKWKGLPYEEATWELQQDVDPVKVEHFYKFREPPEDAEVKAQGTPDDWVKLEETREYKNGNSLRDYQLEGVNWLMFSWHNHQNCILADEMGLGKTIQSITFLNEVMLYGIKGPFLVVVPLSTLGNWEREFETWTSINAIVYHGSSTSRNMLQSYEMFYKDEKGQRIPNQYKFHALITTYEVIISDCELLSDIEWRVLIIDEAHRLKNAKCKLMEGLRMFDCEHQVLLSGTPLQNNTEELHSLLSFLEPERFKSTQAFLAEFGELKTDSQVEKLKAILKPMMLRRLKEDVEKNLASKEETIVEVELTNIQKKYYRAILERNFTFLSKGTGSSANVPNLLNTMMELRKCCNHPYLIKGAEDKILNENKETKGNDMEAVFKTMVHSSGKMVLLDKLLPKLKQGGHKVLIFSQMIRVLDILEDYLINKQYLFERLDGRICGKLRQEAIDRFSKPESDRFVFLLCTRAGGLGINLTAADTVIIYDSDWNPQNDLQAQARCHRIGQTKEVKVYRLITRNSYEREMFDKASLKLGLDKAVLQSMGSDKNAPQAQMTKKEIEELLRKGAYGALMDDDKAGDEFCEEDIDQILQQRTKVIQIESEGKGSTFAKASFSMSGNRTDIDINDPDFWKKWAKKADVDVEGLKHKNELIIQEPRQRKQTARYGNDDSVMEMSELDSSSNSDDEDEESRKTRSGLKKRGRPGRKRRGSDDDYDADDAEGYGRSDCFKVEKNLLVYGWGRWKDILSHGKFKKMLEEKDVENISRALLIYSLQQYKGDEKIKEFIWDLISPSSDGSLKNHSGLSAPVPRGRKGKNKKKEGKPETSSELVKYNKMKNCDPEVVLRDPGYRKHLHRHANKVLLRVRLLYYLKEEIIGAQAVEKVSQGLTASEIEIPQADPDGDPPTTWWDEEADKSLLIGVYKHGYEKYNMMRQDPALVFLGKCGPPDGAALAAEQNDDDDDDLDESKMKQDDDEDVSMSSIPESSKKTTPASVLPVEKPEGGEGSEEGDKLPFPSSSDLNTRLRRIITSFQRNHKRMLIKNAQRVKRMERQERFEAVLKERETQRMQYQQWSVPDPYGLSLQHRWSRREEQDFYRVISSFGVEFDLVTGRYKWDRFRQLAHLEKKFDDTLTEYFQAFYHMCMRVCKKFKNDDDALPPNNIYVDPITEERASRCLARIDMLNKIRTETLNHPKLDERVKLCQPSYDLPSWWICGQHDRDLLIGAARHGVVRTDYHILFDPNLSFIDVLKTKQATSHSSSPLPTKDKEIKTEDSEEKVVKKEKESKEKVKEEIKEEVVKETVSVKSENDDEKSEKSQKNTEAVKEESKDSKMEVEEPSEKANEEKEKINGESEMEVSEDKSEQAEAKSGETSLNKSLEESPDKTNGKKSPVKEEVEEKAVKMEVEDLSVKKENEDSLIKKESEDSLEKKEDEKVQVKKEEEESIVKKELSELVKEETEPQDLTSIKEKDKGANSDPGVKEEVKGKGADDTEQKVRDIVKDIKRQTTEEMAKSERKKDIKCTYDEEELQKFLARREEMEAEGMTADYFPESQLSSVVNWPKDRVLFHRLEHICYCVEHNEWPFPKRMSYIPMNYDSRSGTPVGSSTPKDDPELSQSDAGDSVYDGVKGDGLKMTFHKRRGQGRKYDFEGSRMQQLMNRSAASSDNESLTETPRSQVPAHLSPRHSPHHYLFSQTPADLLNGAGPELDPELLRRSMMEHALYFGDRRGRRGRKRKAEKMAEIAMAEALSKRNTARAVATVEPESRVPVINLEDGSRLSGDEAPLKRDLDKWLDEHPGYMVDRPPEMYPLEDEELSESGDRRRGRRPKVDPAMLDPMKLTGEENVSVVNRVTGKRITGAKAPPIRYLSEWLEQNPQYDIDPKWTDIVKSKANLPKSLSSRVSTPSSERRRGRPRERDLSSSLLSDNPYSAASLAASMSAFPGLGLMSGFGKMPMGMPFGTLPSLGLANPMLAGFAGLMPGLSPSLAKAMESEARKDKSPGSSKESSKSKSPSSSQTPHPSFPMLYNPLLFNPLLAAQAAGGLNFSLPTSLPSSFASLAQPGLVNGQGDSDLEEGEIKRYSQGEHNEQEIAQDLSVRRKEAHSHHRKRKSYEASHSAVTKSSRDEDQSACLDLSIKSKPRESPKASEVSSRSHSASESPKDSSKTKNKIQGSFKLDKILDTLKDKVNKMEDKPVKKERDKDKESKLNSILMKIAKEKDVDVNTLNTMDTAEASQLKCSEASDLSSERKESESSKEEVDTAEKDEDQS
>Cgig_EKC37026
MAGKISRDEMDDSMDYEEEAGEDESFGDEASSEKKGKKRKKKDSEEKKKRKKSKKAKKYEDDEDYGSGVPDEEEEEFVSSKKKRQKDRGGGSKEKKSPSDQIADELSINNVDIPFDDDDYISLNNYKLFKQHVQPIIQKANPKVAMAKMVTLIGAKWREFAQIVAQRNKDKDDGSPSEREKGDTSRDGATSDKEEEVTDTENRDNDDDTEPHSDPVPEETSKKKRKKSKKTVPAIKIKIGKKKRGRKKAASDDDGVGYDTSDEEFERQLEEASILEEEEKAAAEAAPKKKSKTKKGRGRGGKKKTKLTNKYPTDPDADGYETEHQDYCEVCQQGGEIILCDTCPRAYHLVCFDPELEEPPEGKWSCPHCEGEGIKEQEEDDHMEFCRVCKDGGELLCCDTCPSAYHVHCLNPPMKMIPDGEWHCPRCSCEPLKGRVAKILTWRWTEPIQEEGKMEELDHTHPHLPASTRKLMNRKPLREFFVKWHDLSYWHCSWISELQLDVYHPAMYRAYIRKNDMDEPPPLEDGSSYGGKDYKKQRKKNRRRKDEEEEKEEEDDDSNLEEKFYKYGVRPEWLQINRIINHRQGKNETWYLVKWCDLPYDQSTWEKENLDLPEISKHISQYEALRVLMMGDKRKKGKGGKRSRDGSEIQVKMPPSYPSTDLRKKWEKQPAYIDATGGTLHPYQLEGVNWLRYSWSNGTDTILADEMGLGKTIQTIVFLQSLYQEGHSKGPFLVSAPLSTIINWEREFEFWAPDLYVVTYIGDKDCRSVIREHEFSFEENAIRSGAKASKLKSDCQVKFHVLLTSYELISIDSACLGSVDWAVLVVDEAHRLKNNQSKFFRILSNYKIGYKLLLTGTPLQNNLEELFHLLNFLSPDKFNDLTVFLDEFADIAKEDQVKKLHDMLGPHLLRRLKADVLKGMPSKSEFIVRVELSPMQKKYYKYILTRNFDALNSKGGNQVSLLNIMMDLKKCCNHPYLFPTASNDAPKLPNGMYEGTAMTKACGKLELLSNMMKKLKEKGHRLLIFSQMTKMLDILEDFLEYEGYKYERIDGGITGSMRQDAIDRFNAPDAPQFAFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQANKVMIYRFVTRNSVEERITQVAKKKMMLTHLVVRPGLGNKGGAMSKQELDDILKFGTEELFKDMSERKEEEEARIVYDDEALDKLLDRTQAGQEEREMAMNEYFSSFKVATYAFKEEEEEEPETEVLKQEAEHADPAYWEKLLRHHYEQQQEDMARTLGKGKRIRKQVNYNDGMTGHGDDDTWKNNFSDIDSDFSAATDNDEDDDEYEDSEKNKRGSRQRGSEKDRPLPPLLARVNGQIEVLGFNARQRKAFLNAVMRYGMPPQDAFNSQWLVRDLRNKSEKVFKAYVSLFMRHLCEPGADNAEAFADGVPREGLSRQHVLTRIGIMSLVRKKVQEFEQINGLHSMPYILATKALELMKKEAVSKSPAPKSPAPGTKEEESDSKKSEEGKDKAEDKTDEKENSEEEEKKTEDKEEVKSEEKEEIKKEEVKEEEEEKAEEKKEEEKKEETPAVKEEEPMETEEKKQEVKEEKEEKMETDEKKEPEKEADKEEKEEKSDSETEKKEKQESSEETKDEKESKDENEEKKEEKSDEKKEEKEDKSEDKEEKKTPEEEVKSEVKDEKDKEDEKKDKEDEKKKEEGNQKFMFNIADGGFTELHTLWTNEQRALQPGKEHEVWHRRHDYWLLAGIVTHGYGRWQDIQNDHRFQIINEPFLSEQGKGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNLTQDPNHPAMALNARFAELECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKQDVSRLPATLARIPSVSQRLAMSERSILSRLVNPGQAAAQSTTPATTASASSSSSSSHALPSTTAAFLAQAGLPAGYSAANFSAGFRPQFGLPQSPFGQGPLGFPLIPNMPSQHDISTTISAILSQSGQLLGQSGAMKSSATPSPSHRSPASTPGPPTYDQATAPFLPSPADPFTWQVSAESAAKSAMESLLGQSLAQTKAGVACLLCPSDYGQKKEGGVCEGLVGGGWGDDQALVLLCSMEVNSPKQGQRK
>Cgig_EKC39961
MADLAEIPSIEDPADFDSPLFGPLSNDKSPKAGSSNKENKDSIKKEIENNASGSGSDSGNSSGSSSDESDSESGSRSGSNSETSSSESDDSESNERSERKTASHLDDDSQDTQSTNLSSKRGRPRKSSINDIKQILREMSDDPDLLGLRRSGRAKKEPVRYNALGDSDTDDKPRRKGGRKGSDDWNASDSGSGESSDDYKPSSRALSRPGGRRNLRAAPPRRGRQATSNLSDSDESNSEEDTRSSSRIYSNKKIRRDYTTRRKGTKSKVSYKEDSDDQTDSDDIIEVTQDQMEAEEEDDNKEIIEKVLDDRIGRVTATGSKTTIYNVQDNGDPNDGVDPATEETEKQFLIKWKNWAHIHNTWESYKTLKEQKVHGLKKLDNYIKKQDEIREWKDQATPEDIDYFDCQQEMVQELYQQHMHVERIIAHSNQKMANENNGYPDYLCKWEGLPYSECTWEEGELVSRKFQVLVDEYNVRNKSQRTPTPAKYCKALRYRPKFAPLKNQPSFLGGENNQLVLRDYQLDGVNWLMHTWSKENSVILADEMGLGKTIQTIGFLSILYNTFQVYGPNVLVVPLSTIAAWQREFKLWAPEMNVVIYLGDISSRNKIREHEWCHSGNKRLKFNVLVTTYEILLKDKSFLGSVNWATLIVDEAHRLKNDDSLLYKTLFEFNSNHRLLITGTPLQNSLKELWALLHFIMPDKFYKWADFEEKHSSAQKTGFVNLHKELESFLLRRVKKDVEKSLPAKTEQILRVEMSSIQKQYYRWILTKNYKALSKGLKGNVSSFVNIIMELKKCCNHSQLIRPPEEEFSDRLASLVKGSGKLILLDKLLLRLKESGHRVLIFSQMVRMLDILAEYLQMRHFQYQRLDGSVRGDLRKQAMDHFNAEGSEDFCFLLSTRAGGLGVNLATADTVIIFDSDWNPQNDLQAQARAHRIGQKNQVSVYRLVTKNSVEEDIVERAKRKMVLDHLVIQRMDTTGRTVLNRGIPSSNSTPFNKDELTSILKFGAEELFKENDEDEDEPQVDIDEILKRAETREVEENNTGVGDELLSQFKVVSFDNMEDEEIEQTPGTRTEEEDKSWDSIIPEADRRKIEEEEEQKRLLELNLPPRSRKSLQQGQWMGVDYRLDAIACDAELQEKSESDLQRLAEILIRNCEQAIEEAKNKTEQDNNEGGKKGNRGPSCKISSVSVNAQAIVKAGQELEPLAATIPADADERKRYQLPFKAKAVHWDCIWDVEEDSNLLKGIYEYGLGSWEAIKMDPSLQLHDKILPDGIDLKPQGKHLATRADYLLKVLKKNSSQENGGDTVSTGLGKPRKKRKGKPKTTAEIIEKDFSDSEEDSRANFNNNSAREETSRDSFFDQHKKKKKTLKPDKIPEEEDTLTRDSVDIKKKKKKAAKKSKQNDAMHFTAGAVPVPVALESEFTGELPAEVFSKCKEMMRPVKRALKRLDNPDEGMSDKEQLVHTRQCLLKIGDRINECMGHYNDPEVIKQWRSFLWIFVSKFTEFDAKKLHKLYKHAYRRREEEQEHEGGNNKPQSSEKHGNHVEKHGEGKKHKRPPESGDGGEKAAKKAQLEHRPKDHKSSASVSNGPRHSASTNSLTHKHSVLDSSHDSNSNDRWTHASMRTVPVHMGVRSIIQRGITMAMTPGSTMIGESILPVMHIIAIEVIIHHQVTILITITTVTTDQITVVTGVLTMDSTVTATMAATVPIVVVTSLIQTGSVKGTQSRTGDLRKTLDSMRTPAGSNSCWVPPPSSVTPQHYRAGSPVHLPGSVCRHPPHHSQSGLCEHPNLD
>Cint_XP_002124821.2
MFRGNLPSQYNGSGMPTGQDYNPSYAGRGMPLPGQPGQPRMQVAGQPTSAVPGAQMSDMHRFQNAGYPGGSQGYPGGQPGAYGNDPYGYPQSKMIGIGAGNSAYQPLPSSMSTGVPSSHIYPSSGANQPRGYLPGGTGDLSTSDSISAQQYRFQQATAASHNWPGGKPSGTMYNGSQFMSGPGMSGGQSGEQSTGLQAHNRLSLTGQPSSNYPGAETAPPGGGMPSYQQQRSAGAQYQMRPGMNTAPPTTPGPTSMYMPQYPGQTPQRVPGVPHTSMYSSLQRPSTTQIMSGQKHPGGTAGQYDDSGVQLSMQQQQAMQQQQQMQQQGQPTMQGGAPGVQYRPKMGPSSAHTHPNQSSQMMGAPTHPLQQAMSPRQGSPLSPMRNTSRQGTNLPPVSPQMPSSRTTPHQYPAPQASPHIHPQGPMSPIGGRLPSYSPKQTMNQQYANAGPVTPNFRPNVTPSKTPTPHADQGMRGFKSPTHMMSPPPPSNQGPTPVSHPQMPRMHASYNGDVSMQQQQQQHGYYGPTGRYPHGTWQGPRHPGPRMPTSQSQQSPMRMPRQMMPGQPQQQRYSQPHQVYNTAGPQPPPTSVNATSQSQYGFQQVLVSPPPNQAHIERTNSVTNGTLPVPSTIAPPSQPGPAQNSEFDNDFNLESILGDPLDTSGSFMQQLQEVAPSEPPANTEAKPLDIPEPTPATATQQVIPEPKLPVVENPPIEPATLDSAPQPPNQAETAISEPDQQADSEAAVSDNPPTDNASVATSETNEPVEKEAPLSENQSENTVAVEPPPQTAEQEAAPGITAIGSTAPLNATEPIPNNQHNMEQAATSLSPVKQQTTPSFSGPEPVPISSPTAEPKTSNLHQNAIFPPQTVTFPPAPTSAAPPFPQSPQVQGAYRPGMAPTTSTGHPVRPMQVHPSDPSYSSHSNQFRPVHSHSVQGMPPRLPHSGAPPGVPTSMHPHENPMVRGPHYPGLHPQHQYPPHHPHQPPHGPHPYGYGPQPQTGPYPQGPHVRPPYSQSGAPMGPRGYMGPGQRHPYPGQPGMHPNQQQHLQQRLQAFRHEAQQLQAQLQRVQQEESESTEQQPPDQPPRSDQIRGRLMEVDRNIRQIMSQLHNAQHHVQPGMPDGGPPMTQLQAPPGFSPHDAGSPGKMGEDPMTPGGKKKRPRKPKVPKGSKGEGEGKKVKAPPKKKKKKDTDDGSDGGPGEKKKKKKSKKSDKERSAVVSEDETSGDSMTNDVRDETFIPDPDESSQSHLIEIENSKKIKSSANRKRKPPATLVKPKKKRKRGYDSGDEMNATDAVHTTTPPASPDESLIEKRRSGRNVKRKRYTETMDLAFSGDDEDAIIPEVTEKKHQLVEMNDVPEDEEIMIVDKILCHRIRKKRVKRKSESHEEHPEEPVVVTDTDGEAVKTGPMLSPTSLKNPRIRKLSMGAQEEEEEEEVEGVGETEFFLKYKNYSYLHCEWKLKEEVDDKRFDQKLKRYIAKNTNIVGELVEDDEIFNPDFVEVDRVLDVMVNEDKETGKVTRHFLIKWCSLAYEDSTWEEEEDIDKNKIFEFESRCKFRPPVKKMSRPHKDMWKRLSEDNTVFQNNNRLRDYQFEGINWLLFNWYNKRNCILADEMGLGKTIQSITFLQKIFDHGIRGPFLVVAPLSTIANWQREFESWTTINAVVYHGSQTSRDMLHTYEWFCRDENLDEIPGCYKVHAVITTYEMIVLDTPHLRDVDWRCLIIDEAHRLKNLSCKLVESLRFMQLEHKVLLTGTPLQNNVEELFALLSFLQPETFNCQQAFSLEFGNLKNNTQVEKLQELLKPMMLRRLKEDVEKSLAPKQETIIEVELTSIQKKYYRAILERNFEFLAKGTTGGNVPNLMNTMMELRKCCNHPYLIKGAEDKIMQEHRVMSNEQNPLQAMIQSSGKLVLIDKLLPRLKQGGHKVLIFSQMVRVLDILEDYLVQRSYFYERIDGCIRGNERQMAIDRFSRKGSDRFVFLLCTRAGGLGINLTAADTVIIFDSDWNPQNDLQAQARCHRIGQQKPVKIYRLITRNSYEREMFDKASLKLGLDKAVLQSISGRQDQITSQLSKTEVEDLLKRGAYGAIMDDDDAASKFCEEDIDQILDRRAHTVTLESGEKGSTFSKASFVSNVDQSDISLDDPNFWEKWAKKADLDLQQLKDNKLILEIPRHRKQTRRFGGNSDDAEIFAEIGSESEDSEYESGDERSEGRSKKSKFRSRAGGAGGGQRKGWGRRDCFRIEKCLLTYGWGRWSAIQTRGRFSGMISHEELEELSRIVLMYCLKYYNGDEKIKFFMWDLITPSEVALTTGIDLRNHEGLSAPVPRGRKGKRAKEESNSGRHKDEQMKREWASELDLEMLLPDEGFRKHLQHQCNKVLLRVRMLYYLRTEIIGNLITAIDEGVKPEALDLEIIDRIQDPPTVWWDHECDKSLLIGIYKHGYEKYSLIRADSSLCFLERVGPPDERALAAEANFEPEDTDGDPEYKPARLTFPEIDFDDSPAPGTPNTEPASPASNVDPKSKKDEDQKDEDAVVDEIKRKTALEAAASSGGMEWPTVSELNTRLRRIVTLYQKQHKHMQQRLMNIERRCGRPRYQDNRDSRRPVLQTRWTRREEADFYRTVSTFGIEREPRSGEFLWRRFRNIARLDRKTDESLRSYYIAFRNMCEQVCRWKEEPGTSDGTNIGLNEEIPNIDVDPITEERASRTLYRIRLLDKIRTEVLPHPKLKERLALCQRSPELPIWWRSGVHDHELLVAMDRHGVTRTEIHTLNDASLSFLNSMREYESNPTAFKQQILAEEKAELENLMKIMKKEEEEKAAILKAEEEVKASEQPPDAPESKDVKVEEKKVKQEKDEEMEVDPGVAKDGEEGNKEEKVVKDVEKDGEDKKVEKVGEDVAPPPVENDDKINEDPEKSSEDMDVSKPTEEVAEDPPVEVAPKKDEVREDKKEEDAIKEKDDPQSAPESSLKEDVPEDQHPVKDVAVAPEDQKDEEESSVAPKEDAEQLDVGKEEAMSPSDKEVADISSKDQKPEETEEKKDDEVTKQEDVKTDEILPEEKQSPDEGKEKTLVKETEKDKKELDLTPVQMSLRSKNSNPMSQDLFNAINSSYGGFLMSSMMSQSTSGRWPKDRVLIQRVEQVCYCIMNGEWPSPSHTFPCALPGQSGSFMGPGTPSSHPSTPLSDGRITPLSSGALSSNQNTITATTDYLAASEKQLQAAMAQIMAAGAAEPPMRSSSSRRGRRRRRPDPPQSSLAAGLSFPAQSLPPMDKALQRKIEQLMAASNPGLSFASSSTTQQNPLFATQSGKYSSGSSKSTSSSKEEELGNSSASLLANLREMAKSESKESSSRGRPRSNSGYRHLSSSPSQSRSKESSSSKQSDAMKMFLPTPEQLMSGANNPIQQVMQDAMKAGVDPMTAAAAFLPLFPMLDPFQMMNKPEHSALPMLPPNEMEKLLKSMGLPPELALMQGFLPGAMLPPVSSGKSKDQDPPEPKPSSSSDAGKSREKESSEKSIANMLGEKRTTPQRRGGSKLDAMFGGGKMEEDSPGKSSGKKARKSKFVSPAMLPRDTRIPVHNNTEGVRLSGEEAPLNEDLADWLKDNSGFVVDYQALRQQLDESSGKKTDSSETLLEMSGQESDPMISPKPPTSPKSRENPSKSHEMLAEADKLLKDAEKLALSATRNQIESNADEMRFTKTPEKHRSSSDFALPTTTAPVSSGRSSASSSMKQQLSDLALLQQMNSGALGVDPTNPLFSLPPEVLNNLANLPPDIAALLAGGLLPPGVTPEMLMGVKPQGSPRVTEEKHSSDQASPSRSSTPSRASPSQRHSRPRSRPNNPDKGPPSDPSQLTGEERVTVVNLTSGKKLSGRHAPELQTLADYLRVYPDVVVSPDWSNIIRKSKFLPKELHTRLLPSQSPTSKSSSSSSHSVSSASSNATASAAALAGLPPGAANMFPGLMQAQGMMMPDPMQLMAALQGQGQMNDLKALTAAGFPMLPFFGGMPNPLLGGGFPGQDPATVAAMAALSQGHNPTPSSSSSSSSKKETRVSSHERDGSRGRKSKKHNERGSSGNRSSSSSTKQSSSSSYNDPMAEALAALQRGGGGFPGIANPFLAGAGGNPMLFPHMMMGSQNQGLNNLLGLPMDIMNPELFAAQMAAFGAMPGLDGNAKPPTSSTTSGSSGQSKSEGKEQRKGSTSTSGSSSSKHKDNQGGGHRSQSRGADEQPMDLTQFGGGATKDRQSPDKHKH
>Cint_XP_002130660.2
MPSEPLKHRSSKSQMSDETSSSSSEASEDEESTDAETSAAETEEAQQSTSSGSNYLHHPWLLETREDGKVDETSQNQHQHETHDSDNQDNSSNNSQDSSSSSGESSSDDSTSSDEESSKRSSHKNSKSKDLPEWESNPQIYGLRRSSRQKKEPQRLTAKQSCSDEDGNFGRKHLKEKDPTSTLSGSSSEESNEYESSASWKRGKGNLKKSKLSQMRAKLMGKKTKNIKSYSKPRNRRMETSTMSDDDTSDDNQPVRASSRIQRKSNTVSYRENDSTQETDSDDLVEINPNEEVEEDPDTEAIEKIMDSRVGRLGATGAKTTAYAVKRSSDPNHGFNVKTDEAETQYLIKWKNWSHLHNTWESEETLRTQNIRGMKRLENFVRKNEEINVWLNAALPEDKEYYYCQQAMNNNVLQNYLKVERVIARSAKKNQQETWDYQVKWCGLPYSECTWEEESLIKEFQDEINAFEMRQDNPCIPKRDCKVLRQRPRFVPMSRQPDWFQGKLQLRDYQLQGVNWLAHSWCKGNSVILADEMGLGKTIQSISFLSYLYHTHELYGLFLIIVPLSTMTSWQVEFQTWAPYMNVIVYMGDQSSRATIREVEWMFPNKHYKFNAVLTSYEILLKDKSFLGSHSWAVIAVDEAHRLKNDDSLLYRSLKEFKSNHRLLITGTPLQNSLKELWALLHFIMPDKFETWSDFEEEHAKNRDSGYTSLHKVLQPFLLRRVKKEVEKSLPSKVEQILRVPMSSLQKQYYKWLLTKNYAALTKGGRGSFTSFCNIIMELKKCCNHAFLVKAPETEATSSEMLLKVLLRNSGKMILLDKLLIRLKENGHRVLIFSQMVRMLDIIQEYLVVRRLQFQRLDGSVSSDLRRRALDHFNAEGSEDFCFLLSTRAGGLGINLATADTVIIFDSDWNPMNDLQAQARAHRIGQKNQVNIYRLVCAGSVEEDIIERAKKKMVLDHLVIQRMDTSGKTVLFKTSTPSSTTNNPFNKDELSAILKFGAEELFQEAEGEEKEPECDIDEILRRAETRQDQPSMGVGDELLSAFNVATFTLDEEEPIQVSKDWENIIPEKDRKKIEEENRLKQEAELYLPRRARKKMKTQGRSDSENGSDSASSDEEDDESLPKRRGRPPRSGGVEGEDYVKGFTTAEVRKFVRSFRKFGDPLNRLDAIARDAELSEQSEADLRRLGEQLHSRLIQMSNEVKNSQDGNVSFSKKHGRGRGPSFRLAGVSVSVKTTLACIEDLQPVVDVIPKDSEERKNFHLNIPVRPMYVWDCAWGLGDDSHLLIGIYEYGMGSWEQIQADPSLKLDTKILRPNNEKPQAKQLQSRAEYLIKLLRKAQDQNHPGVPQPTPTHRSRRKGVPHKDPKPGAPPVTDKGTKSKRGSRKIKSKARVDATGSDVDADTAVSAANHDSAKHENGGIVATHDEGKRKRRKRKAAEADLTKQELNEVGTKEKRRKRSSKDQQQNKVHKNKGPVHITIKSDPVPVGSSEFSGELNAETFRECKERLRPVKRALKQLNRPPPAPEGSEEQIRVDHTLRCLLQIGDRVIECLRELHDPERIKKLRRNLWIFVSKFTEYNAEKLHKLYRVAIKKREHDKKKSDPTEVKKSTTTATTPATKPNNTGSSRKIQHKSLTNKKRSTTPPITKETNEPHTSPSKEKPAENDSKSANRPPTKPTTVDSHPDEKANRFAAESWNRRERSPSEYRQREGFTKHQRSPYSEHRIPPPGRGRSPTDRHYREHEYDRHRDFRRSPPRHRRPSPERYRRPHHEYRGSPPPEFRGVPPGMERDWDPRMGPRPYYNHPPMPSRSPPGRSQHPDYRRGWRRQQDGYPYQNDGRRRYYGGSPPVRSSPAGYSPTQTEVPSEPLKRAEKT
>Cint_XP_002131918.1
MDFRSIESNKNWQSGYAEEYSDDDIEESVEEKPKKKTKKKDRNKKAKKRKRNEDSDIDLRGLSDGNSDAEVAAALALSLDHTANVGEDKPKKKRKKEKKRRASPDDVSDDAGTSLQATKAETKTEKDLKSSAELIAEWNLQPFEHEHDEQDYSTLTTYRLFSQHIKPMLARVYPRLPISRTLTIVAAMWREFSNSPKFYKNNQSTSAEVEEGVKEGNSRGPAVSVDLVPVAVERKNRSRSSTPKVVAQKKEKKVAPLRIRLPTKKKKKGASSEEDNSPSDNESDLEFEQTLAAASQQTASDSSSSRPSSRKSNQKPKTKKAMVKKKKQPKPKPEDEDGYETDHQDYCEVCKQGGEIILCDGCPRAYHLVCLEPPLDQPPEGSWPCPTCVKNGIKPKVRGAEKDEDYDDLEEEEEAEENMDEHMEFCSRCKDGGDLLICDTCPHSYHLNCLNPPVEKVPEGEWSCPRCTCPMLKGKCQRILAWKWRDAPYTEVADNRPGHEGSMKKLWGYKQREFLIKFHAFSYWDVEWISELQMEIYCPHQWRTYTRRNDMEEPTQLDEDDEWTDKQLIEKYYRYGIQPEWLAIHRILNSRKVPRSSQLQYLVKWKHLAYDKATWEPEDKDIPGMKDEIKKYKEHKNFIEGGKGGKKKKRKDEKKNRPDPSEKYVDQPTFITDLGLSLHEYQLEGLNWLRFSWTQGTDTILADEMGLGKTIQTIVFVKSLVEEGHTRGPFLISVPLSTMINWEREFELWAPNLYVVSYYGDRDSRAVIRDNEFSYDDNAIRSGAKASRLKSGCLVKFHVLLTSYEMCTIDSATLSSVDWVMVCIDEAHRLKNNQSKFFKVLSEYNVAHKLLLTGTPLQNNLEELFHLLNFLVPDKFTDMNGFLDEFAEIAQEDQVKKLHEMLGPHMLRRLKADVLTGLASKSEFIVRVNLSPLQRKFYRYILARNFKGLNSRGGPNNSSLLNIMMDLKKCCNHPYLFNKPAEEAQRSHNGAFEGTELTKTSGKLIVLQKMLRKLKDRGNRVLIFSQMTRMLDILEDFLEYEGYKYERIDGSITGSIRQESIDRFNAPNSDHFAFLLSTRAGGLGINLATADTVFIYDSDWNPHNDIQAFSRAHRIGQTNKVMIYRFVTKNSVEERVAEVAKRKMMLTHLVVRPGMGSSKTASMTKQELDDILKFGTEALFKDEDDAEGNDFIHYDDKAIEALLDRSKEGLEAKENENSRMNEYLSSFKVATYKYSETHVEPEPEREIIKETMEQPDPNYWERLLRHHYEQQQEEIASTLGKGKRIRKQVNYYHAENATAAEVERGQGGWEDNGSDYSGISEGGEEEDEEFDNNENKRRGRREKDRPLPPMLARVAGNIEVLGFSGRQRRTYLNFVMRYGMPPTENFQSRWLVRELRVKSEKEFRAYTSLFMRHLCEPGSENSETYSDGVPREGVSRQHVLTRIGVMALIQKKVKEYKIINGDWSLPQLSPMWKNRGLNAAALAVTSNIASRSNTPTSSSAKSAESSGAPSPIPLVAKTTTIVDEQKEVPVEAKSEGTAQGEKVTEETEKVEKMEVEETKDAAPETTSEVKTEASSSADKPATEQIPVKDDPSSSSKVEETPLPMTGPQKFMFNIADGGFTELHTLWQTEEQAAIQSGRLNEIWHRKHDYWLIAGIAIHGYARWSDIQNDVRFAIVNEPFRAMHEKGNFLEMQNKFLARRYKLLEQALVIEEQLRRASYLGLVQDTKHPAMSLNARFAEVECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLADMKADVGRLPATLSRIPSVASRLRMSERGILSRLTQQNGDHQVPNTNYPPYHKMLSGPFCSGQTASSKSHTSSKIIDSNKINYNKILSATPSSSTSTENVGAANTAAAILAAVNAEAKKDSVVITIED
>Cmil_AFO93668.1
MNPLVVNLYLPPIFLFLSSYLHCQWATVEQLEKDKRIHQKIKRFKAKQAQMNKFFTEVEDEPFNPDYVEVDRILDVSHSTDKDSGEPITHYLVKWCSLPYEDSTWELKKDVEQVKIDEFDNLRAVEPRTQRVERPPATSWTKLENSRDYRNGNQLREYQLEGVNWLLFNWYNSQNCILADEMGLGKTIQSITFLYEMYLKGIHGPFLIIAPLSTITNWEREFHTWTEMNVAVYHGSQASRQMIQAYEMYFRDSEGRVVQGAYKFHAIITTFEMILTDCPELRSISWRCVIIDEAHRLKNRNCKLLEGLKLMDLEHKALLTGTPLQNTVEELFSLLHFLEPSRFPSETTFLQEFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILERNFAFLSKGAGQTNVPNLLNTMMELRKCCNHPYLINGAEEKILEEFKEMHNLDAPDFQLQAMIQAAGKLVLIDKLLPKLKAGGHKVLIFSQMVRCLDILEDYLIQRRHLYERIDGRVRGNLRQAAIDRFSKPDSDRFVFLLCTRAGGLGINLTAADTCIIFDSDWNPQNDLQAQARCHRIGQSKAVKVYRLITRNSYEREMFDKASLKLGLDKAVLQSMSGRENNANGVQQLSKKEIEDLLRKGAYGALMDEEDEGSKFCEEDIDQILLRRTHTITIESEGKGSTFAKASFVTSGNRTDISLDDPNFWQKWAKKAELDIEAINGRNNLVIDTPRVRKQTRHYNAIKEDELMEFSDLESESEEKTGKPRRLQDRSHGYPRTECFRVEKNLLVYGWGRWSDILSHGRFKRQLTEHDVETICRTILVYCLNHYRGDEKIKGFIWDLITPTEDGQTRALQNHSGLSAPVPRGRKGKKVKSQSTQPIMQNAVWLASCNPDMLLHDDGYKKHLKHHCNKVLLRVRMLYYLKQEVIGDVADKIFDGAEASDVDIWIPEIDHAELPTDWWDKEADKCLLVGVFKHGYEKYNSIRADPVFCFLERVGMPDAKAMAAEQRGADVLADASDGADFDREDEDPEYKPGRIPFKDEMDEFERSPQEDKEEGMDAVNSGKQSDQDGESDKLYWPNTSALTTRLRRLITAYQRSYKREQMKLEAQNKSDRRRRRPRDEVRAREAERNAAISEKRQRWTRREEADFYRVVSTFGVVFDSVKKQFDWSQFRAFARLDKKSDESLEKYFNCFVAMCKKVCRMPTNSDEESDTSIFIEPITEERASRTLYRIELLRKIREQVLRHHQLDERLKLCQPSMDLPEWWECGKHDKDLLIGAAKHGVSRTDYHILNDSNISFLEAHKNFAQNKGAIQRSSTPFQNQPGACLSQMPSIAPSTPVEEEKNTEQTDYDETKTEEGLKSPTPSIQEDQETVPPKEEEKTNCDEDNHVGSECQDDLGPLSVKVECETKESLAMDADILTDVEEKEFRPKLSFEKGSEEDDDDEDEEEDGDDKSEESSQPEAGPASQGKNFDEESNASLSTARDETRDGFFMEDSEPTVAQLLHERTFSYSFWPKDRVMINRLDNICEVVMKGKWPVNRRQPFDFHGIINYTPSSVESPLPRRSFTELSMVGQGSFSACEDIAVSPQMSREDALNLSVPRQRRRRRKKIEIEAERAARRRNLMEMVAQLRESQAASESGQERAVDLSKASREAKSSTSVSTASVTPKFVLSNASVPVSDAYKAHIEMLQAGLSQTPTRLMINGSLVDGETPIKRRRGRRKNVEGLDLLFMNNKRTSLNADDAEVTKAFEESTQTASQPRNIPSPGQLDPEAHIPVINLEDGTRLVGEEAPQNKDLVEWLKVHPTYTVDMPSYVPKSGEVLLTPFQKPKQKRHRCRNPNKLDVNTLTGDERVPIVNKRNGKKMGGAMAPPMKDLPRWLEENPEFAVAPDWADVVKQSGFLPESMFDRVLTGPVVREEGASRRGRRPKSEIAKAAAAAAAAASASGINPLLMNSLFAGMDLTSLQNLQNLQSLQLAGLMGFPPGLAAAAGGGDTKTPAALLPLMLPGMAGLPNMFGLGSLLSNPLTAVASTSAATSGPSETESGVSSKTENDKENDQENEEDKETNGAESASDSNNASSSSFAAAAAAGLTNNPLAFNPFLLSTMAPGLFYQSMLFPPGLGMALPGFPQLTGLQSTMSSSDDKEDKTDGKAEDNSFIEGEGEGNSDDSDGVGSPSKPVDSSLMEDELAQATGLDSVEGAEEEEDED
>Cmil_AFO93859.1
MEAHENPEPVFDPQKDEQEIQYLIKWKGWSYIHNTWESEESLRQQKVKGLKKLENFIKKEDDIKQWVANASPEDREYYNCQQELSLDLNKQYQIVERVIAMKTSKSASSHSDFPSHPSHKPPASGQPDYLCKWMGLPYVDCSWEDGALISRKFQMCIDAFHSRHSSKSIPTRDCKVLKQRPRFVAMKKQPTYIGSEGLELRDYQLEGLNWLAHSWCKNNSVILADEMGLGKTIQTISFLSYLFHQHQLYGPFLVVVPLSTLTSWQREFDIWEPNMNVVVYIGDVMSRNTIREYDWTHPQTKRLKFNVLITTYEILLKDKTVLGSINWAFLGVDEAHRLKNDDSLLYRTLIDFRSNNRLLITGTPLQNSLKELWSLLHFIMPERFDSWEDFEEEHGKGRENGYQSLHRVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSASQKQYYKWILTRNYKALSRGVRGTSSSFLNIMMELKKCCNHCYLVKPPEDSEHHSWQEELQNLIKSSGKLILLDKLMTRLRERGNRVLIFSQMVRMLDILAEYLSIKHYPFQRLDGSIKGELRKQALDHFNAEGSEDFCFLLSTRAGGLGINLASADTVIIFDSDWNPQNDLQAQARAHRIGQRKQVNIYRLVTKGTVEEDIIERAKKKMVLDHLVIQRMDTTGRTVLDSSARPSHSTPFNREELSAILKFGAEELFKEPEGEESEPQEMDIEEILRLAETRENEGSVSPTDELLSQFKVANFSTMEEAEPETEVGNQKEWDDIIPEEQRRKIEEAERQKELEEIYMLPRSRSSTKKARVNGSDSDVGSRRRRQQSSGSDSETDESDDEDKRPKRRGRPRTVRRDMVDGFTDSEIRRFIKSYKKFGTPLERLEAIARDAELVEKSIADLKRLGELIHNGCVLALKEYEEQLKETPGMEGKGPGKKRGPTIKVSGVQVNVKSILIHEEEFEVLHKALPSEPEDRKKYRFPCHTKAAHFDTDWGVEEDSSLLLGIYDCGYGNWEQIKMDPALQLTGKILPSDPDLKPQGKQLQSRADYLIKLLKKDMVKKEALNHEAEQPKPRKRKQRVKKENKAPRLRDEGGTDMASPRLSDNPSEEGELKDGALDRTPVKKKLKTKDNKENKDKSQLKKEKDRQKEKKKSREKRAKARSEGKDKSCKSVTKGPVHITAGSDPVPIGEEGEDELDQETFGICKERMRPVKKALKQLDKPEEGLSEKEQLQHTRSCLLKIGDRITECLLAYTDSEETKHWRRNLWIFVSKFTEFDARKLHKLYKLAQKRRSQEEEEQRKKESSAGSRKLFRPETSGSSHDSINSQPHGPPSLYPPLPHHLPQLPPGHHRGSYTQLHNRPFNNTDRGERPRERMYNYGGGGGGPWGPDRHHVYEQHRYKEHHYGDRRPRSDPHRNSGNYRLNNIHRKRPYSPYSNDRERRGHREYYDRRHQDGKRRRSDEFRPQDHHNPCHQTDPRRPPDHRPPGPYHSQGPSEHYRSFHPDRPAEHRSPLAQKSPHDSKSPLEHSLEHKGTPDYSWSTRKT
>Cmil_AFO94128.1
QVQRILHWKWGSPPAPTPVPRPPDSDPSAPAPKPLEGRPEREFFAKWVGLSYWHCSWVSELQLELHCSVMYRNYQRKTDMDEPPALEGVMETALEGAIEGPLERPLEEEVKVMKRKSKDPQFRELEERFFCYGIKQEWIMIHHILNHSVDKKGSVHYLVKWRDLPYDQASWESEDIDIPDFDFYKQIYWNHRELMMGEEGKPGKKVYKKSKRSTRELRMDRPPDLPITEPTSKFEAQPAYLDETGGSLHAYQLEGLNWLRFSWAQGTDTILADEMGLGKTVQTIVFLYSLYKEGHSKGPFLVSAPLSTIINWEREFELWAPGMYVVTYTGDKDSRAVIRENEFSFENNAIRSGKKVFKMKKEAQIKFHVLLTSYELITIDQAILGSIQWACLVVDEAHRLKNNQSKFFRILNGYPLHHKLLLTGTPLQNNLEELFHLLNFLTPQRFNNLEGFLEEFADIAKEDQIKKLHDMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNARGGGNQVSLLNVMMDLKKCCNHPYLFPVAAMEAPKMPNGMYDGSAIVRAAGKLTLLQKMLSKLKQDGHRVLIFSQMTKMLDLLEDFLEHEGYKYERIDGGITGNLRQEAIDRFNAPGAPQFCFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQNRKVMIYRFVTRASVEERITQVAKRKMMLTHLVVRPGLGSKTGSMSKQELDDILKFGTEELFKGDIEAENKEEESSVIHYDGAAIDRLLDRNQDATDDTDIQSMNEYLSSFKVAQYVVREEDKEEEVDREIIKQEENVDPDYWEKLLRHHYEQQQEDLARNLGKGKRVRKQVNYNDAAQEDQDWHDGVSDNQSEYSVGSEEEDEDFDDRPEGRRQSKRQLRNEKDKPLPPLLARVGGNIEVLGFNTRQRKAFLNAVMRWGMPPQDAFNSQWLVRDLRGKSEKEFKAYVSLFMRHLCEPGADGAETFADGVPREGLSRQQVLTRIGVMSLVKKKVQEFEHINGKWSLPELMPEKNADSKKSSRASSPALKTAANTPDPSCTNTPCTSKPATPAPSDKAEGNGVPAERETADSTEDKEANAAIDSETPSTEEAAPATEPPETQPSTSEEGQQPPPAEDKEVPEVETQEESVKEEKQAAEQDGGETEAPSEKVEPGAETTETAEPDVQEVTKEEPKAEKELGKDVKPSAVREENKNNGKPEQKLEKTKFMFNIADGGFTELHTLWQNEERAAVGSGKVSEIWHRRHDYWLLAGIVVHGYARWQDIQNDPRFAIINEPFKLEVNKGNFLEMKNKFLARRFKLLEQALVIEEQLRRAAYLNMAQDSSHPAMALNTRFAEVECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKADVTRLPSTLSRIPPIAARLQMSERGILSRLANKGTELPNTSAFPPGPYSTSQSYGGSYGSGGPLGAGGPINFSQGPGGAFVTASNGPSVTEKKDGHRDGVNAEKKEMSSGEVICIDD
>Cmil_AFO94191.1
RPIAAPAPKPLEGRPEREFFAKWVGLSYWHCSWVSELQLELHCSVMYRNYQRKTDMDEPPALEGVMETALEGAIEGPLERPLEEEVKVMKRKSKDPQFRELEERFFCYGIKQEWIMIHHILNHSVDKKGSVHYLVKWRDLPYDQASWESEDIDIPDFDFYKQIYWNHRELMMGEEGKPGKKVYKKSKRSTRELRMDRPPDLPITEPTSKFEAQPAYLDETGGSLHAYQLEGLNWLRFSWAQGTDTILADEMGLGKTVQTIVFLYSLYKEGHSKGPFLVSAPLSTIINWEREFELWAPGMYVVTYTGDKDSRAVIRENEFSFENNAIRSGKKVFKMKKEAQIKFHVLLTSYELITIDQAILGSIQWACLVVDEAHRLKNNQSKFFRILNGYPLHHKLLLTGTPLQNNLEELFHLLNFLTPQRFNNLEGFLEEFADIAKEDQIKKLHDMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNARGGGNQVSLLNVMMDLKKCCNHPYLFPVAAMEAPKMPNGMYDGSAIVRAAGKLTLLQKMLSKLKQDGHRVLIFSQMTKMLDLLEDFLEHEGYKYERIDGGITGNLRQEAIDRFNAPGAPQFCFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQNRKVMIYRFVTRASVEERITQVAKKKMMLTHLVVRPGLGSKSGSMSKQELDDILKFGTEELFKDEVEAGKIFGVSSGLAGLAIKGDTKENEDLNVIHYDNAAIDNLLDRNQDDTEDTDIQNMNEYLSSFKVAQYVVREEAEEDEQVVEREIIKQEESVDPDYWEKLLRHHYEQQQEDLARHLGKGKRIRKQVNYNDTSQEDRDWQDDQSDNQSDYSVASEEADEDFDERTEAGRRPNRRALRNDKDKPLPPLLARVGGNIEVLGFNARQRKAFLNAILRYGMPPQDAFTSQWLVRDLRGKTEKEFKAYVSLFMRHLCEPGADGAETFADGVPREGLSRQHVLTRIGVMSLIRKKVQEFEHINGQWSMPELAQEATDSKKSSRCSSPVPRTPSNSTPGETQPNTPAPTGPGEAQGEEGKECPASGTPGAEENVKAVAKESDAEGKETETKEGKTEAVPVPDGEKVTETSADEAKSEAIVVESPEKTETSTDVEMKEEEPTAEQKVPENVPTTTEATAEPKREDEKEKEKEKEEVVEKKEKEKDKDKEKEKEKEREIERENRLHNGETQKKTEKQRFMFNIADGGFTELHSLWQNEERAATVTGKTSEIWHRRHDFWLLVGIVTHGYARWQDIQNDLRYAILNEPFKGEINRGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNMSEDPTHASMALNTRFAEVECLAESHQHLSKESLAGNKPANAVLHKVLKQLEELLSDMKADVTRLPSTISRIPPVAVRLQMSERSILSRLANRSADLHSSSQVSQI
>Cmil_AFO94866.1
HQLYGPFLLVVPLSTLTSWQREIELWSPEMNVVVYLGDISSRNVIRTYEWMHPQNKRLKFNILLTTYEILLKDKSFLGGVNWAFIGVDEAHRLKNDDSLLYKTMMDFKSSHRLLITGTPLQNSLKELWSLLRFIMPEKFASWEIFEEEHGKGREVGYTSLHRELEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSKGCKGSTSGFLNIMMELKKCCNHCYLIKLPEANDFYNRHEALQHLIRSSGKLILLDKLLCRLKERGHRVLIFSQMVRMLDILAEYLKCRQFCFQRLDGSIKGELRKQALDHFNAEGSEDFCFLLSTRAGGLGINLASADTVVIFDSDWNPQNDLQAQARAHRIGQKKQVNIYRLVTKGTVEEEIIERAKKKMVLDHLVIQRMDTTGKTVLHTGSNPPNSTPFNKEELASILKFGAEELFKEPEGEEQEPQEMDIDEILRRAETRENEAGPTTVGEELLSQFKVANFTTMDDDLEPQRNIKEWDDIIPEVQRRRMEEEARQKELEEIYLLPRMRNCAKQISFNGNDGRRRRRRSSESDSDSVSEGKRPKKRGRPRTIPRENIKGFSDAEIRRFIKSYKKFGGPLERLEAIARDAELVDKSEVDLRRLGEMVHNGCIKALRESTAQEKTAARRGKVKGPTFRISGVQVNAKLVIAHEEELAPLHKSISPDPEDRKKYTIPSHTKAAHFDVDWNKEDDSNLLIGIYEYGYGSWEMIKMDPDLNLTHKILPDDPDKKPQAKQLQTRADYLIKLLSKDLARKEAQRLAEANSKKRKPRNKRSKAVKVVKVEEIKSDSSPPPPSVKSSDEEGEIKDDVPGTKPSKRKSKIEKENEERVDHEVAVKKEMEEKEIKKEAKEKEGRKDKKEKEEKKDAKEKDIKKDIKDKKEMKEKESVHREKEVKEEKATEVKMEMKEKSKKPLLADVPVHITASSEPIPIAEEAEELDQNTFSICKERMRPVKAALKQLDRPEKGLSEKEQLEHTRQCLIKIGDHITECLKEYSNPEQIKQWRKNLWIFVSKFTEFDARKLHKLYKHAIKKRLENSRHNDQHSSTLNIHNAKHSEPEKPRENSHNDDSSRESHSSDRHHSSHYHDHHRDQHHSDSSRKRPYSSFSNGKDHRDRDHYRSDSRYYSENKHRKLDEHRSRGHRSEASSKESRSHSDHRSHSDHRSSSDYRSHLDHRSSSDHRSHLDHRSSSD
>Cmil_AFO95643.1
MSRRGRAVRGGGAQCEQIQEEHVRQCGLTGIKLRSYQLNGLNWLAQCHSGQHGCILGDEMGLGKTCQSISFLLYLTGRQKDKGPFLILCPLSVLENWREELEGFAPRLSVDIYAGDKDARQALQQDLKNRDNFHVLLSTYEICLKDASFLSRFSWSVLIVDEAHRLKNKNSLLYKTLKTFSVGFMLLLTGTPVQNNLYELYSLLSFVDPDVFPEDEVDNFVNNYSNLEENTEQAKELHSLMQPFLLRRIKTDVATELPKKMEVVLYHGLSSLQKKYYKALLMKDLDAFENEMGKKARLMNILIQLRKCVNHPYLFDGVEPEPFQIGEHLMEASGKLYLLDKLLGFLKSRNHRVLLFSQMTRMLDVLQDYMEYRGYSYERLDGSIRGEERFLAIKNFSQQDVFVFLLSTRAGGVGMNLTAADTVIFVDSDFNPQNDLQAAARAHRIGQTKPVKIIRLIGRDTVEEIIYGRAKSKLKLTNTVIEGGQFSLKEGGESSGNPDMQLSDILKFGLDKLLSSEESTVEEIDLESILGETRKGIWVADDQPIPTEEACKEPESTTHMYLYEGKDYSKGHTSADQNTFKQLLDIYKVMLEDTSKEGRSLRNKSKVLLTAPLSLSTRKKRAWSPEELEQRRQKQQEAATKRAKLAEERKQKREEEEHKKKLAWWESCSYRSPCLPSTDSGNESESEEEGDELAGDLDVTDTEQTSIHYVIGDVTHPTAAVTGDAIVVHCVDNSGRWGIGGLFTALEARSDEPRKQYERAGKMKDLSLGSVLLFAIDDKESRSLGQDMLALIVAQQRDRSNNLSGIKLMALEDGLKKLYIAARQRNASVHLPRIGHATKGFNWYGTERLIRKYLASRKIPTYIYYFKRHIASSSAHGSSASTSKTAMKEDKDSRKKAESCSPQQSAKGSATLPDFMSGVSVYFFNISESEKKKLSRYLVTYDGNVDQSFCAETTHIVAQVDNSSQAQELQSCLQENPTALVVQARWLEVCFSEQKKVSPSAHEIKLKNPE
>Cpic_10177_1 
MKRKMKGKRMAPLKIKLGMIGGKRKKSSSSDEVGEMEEESDVDNSSVHSSSVRSDSSGRVKKLKRGRPGRKRKKGERGPGSWAGGARLLLRPLPVPGEEEVDGYETDHQDYCEVCQQGGEIILCDTCPRAYHLVCLDPELDKAPEGKWSCPHCEKEGVQWEAKEEDEEYEEELEEEGEKEEEDDHMEYCRVCKDGGELLCCDACISSYHIHCLNPPLPEIPNGEWLCPRCTCPVLKGRVQKILHWRWGEPPPPVLVPRPPDAAADEPSPKALQGRSEREFFVKWVGQSYWHCSWAKELQLEIFHLVMYRNYQRKNDMDEPPPLDYGSGEDDGKSEKRKSKDPLYAQMEERFYRYGIKPEWMAIHRIINHSIDKKGNYHYLVKWRDLPYDQSTWEEDEMAIPDFDFHKHAYWRHRELIMGEDPAQPRRYKKKKKEMPSEGPPNSPTNDPTVKYETQPRFITSTGGTLHMYQLEGLNWLRFSWAQGTDTILADEMGLGKTIQTIVFLYSLYKEGHTKGPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDKDSRSIIRENEFSFEDNAMKGGKKAFKMKREAQVKFHVLLTSYELVTIDQAALGSIRWACLVVDEAHRLKNNQSKFFRVLNGYKIDHKLLLTGTPLQNNLEELFHLLNFLTPERFNNLEGFLEEFADISKEDQIKKLHDLLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSRGGGNQVSLLNIMMDLKKCCNHPYLFPVAAMESPKLPSGAYEGGALIKSSGKLMLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEDFLDYEGYKYERIDGGITGTLRQEAIDRFNAPGAQQFCFLLSTRAGGLGINLATADTVVIFDSDWNPHNDIQAFSRAHRIGQANKVMIYRFVTRASVEERITQVAKRKMMLTHLVVRPGLGSKAGSMSKQELDDILKFGTEELFKDENEGENKEEDSSVIHYDNEAIARLLDRNQDATDDADVQNMNEYLSSFKVAQYVVREEDKIEEIEREIIKQEENVDPDYWEKLLRHHYEQQQEDLARNLGKGKRVRKQVNYNDAAQEDQGQRSRSLARGGAAWGGRAGLAGAAGRE
>Cpic_12003_1 
MADPGMMSLFGEDGNIFSEGLESLGECGYPENTVNPMGQQMPIDQGFPSLQSSLHHPPTNQNQAKLTHFDHYNQYEQQKIHLMDQPNRMMGNAPGNGIASPHSQYHNPPVPQVPHSSGTGGQMGVYPSMQNERHGQPFVDSGSMWGPRAVQVPDQIRAPYQQQQQPTQPSQTPSGPPGQGHSQHMQQMGNYMARGDFSMQQHGQPQQQRMNQFSQGQEGLNQGNPFIATSGPGHLSHVPQQNPSMAPSLRHSVQQFHHHPPTALHGESVAHSPRFSPNPPQQGAVRPQTLNFSSRSQTVPSPTINNSGQYSRYPYSNLNQGLVNNTGMNQNLGLTNNTPMNQSVPRYTNAVGFPSNSGQGLMHQQPIHPSGSLNQMNTQTMHPSQPQGTYASPPPMSPMKAMSNPAGTPPPQVRPGSAGIPMEVGSYPNIPHPQPSHQPPGAMGIGQRNMGPRNMQQSRPFMGMSSTPREMGGHMRPNGCPGVGLADPQAIQERLISGQQHPSQQPSFQQQMPTCPPMPPHPGIHHQSSPPHPHHQPWAQLHQSPQNTPQKVPVLQHSPSEPFVEKPVPDMTQVSGLNTQLVKNDDYLPSIEQQPQQKKKKKKNNHILAEGPSKGFGKEDFPGCLDSQDQTRNSLDCSQEEKKKKKKPKSKKEPKDPKEPKEKKEPKEPKPPKTPKPPKEPKEKKAKNTTPKPKTSKKTSNKKPDSETSAVKKKVNKGKEGSENSDLEKTPPPSPHEEDDDPGVQKRRSSRQVKRKRYTEDLEFKISDEEADDADAAGRDSPSNTSQSELQESADAEGPVVEKIMSSRSVKKQMENGEEVETEEFYVKYKNFSYLHCQWASVEQLDKDKRIQQKVKRFKAKQGQNKFLSEIDDELFNPDYVEVDRIMDFSHSTDDNGEPVTHYLVKWCSLPYEDSTWELKQDIDQAKIEEFEKLMSREPQMERVERPPADDWKKSESSREYKNNNKLREYQLEGVNWLLFNWYNTRNCILADEMGLGKTIQSITFLYEIYLKGIHGPFLVIAPLSTIPNWEREFRTWTELNVVVYHGSQASRRTIQLYEMYFKDPQGRVIKGSYKFHAIITTFEMILTDCPELRNIPWRCVVIDEAHRLKNRNCKLLEGLKMMDLEHKVLLTGTPLQNTVEELFSLLHFLEPGRFPSESTFMQEFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSKGGGQANVPNLLNTMMELRKCCNHPYLINGAEEKILEEFKETHNADSPDFQLQAMIQAAGKLVLIDKLLPKLKAGGHRVLIFSQMVRCLDILEDYLIQRRYPYERIDGRVRGNLRQAAIDRFSRPDSDRFVFLLCTRAGGLGINLTAADTCIIFDSDWNPQNDLQAQARCHRIGQSKSVKIYRLITRNSYEREMFDKASLKLGLDKAVLQSMSGRENATNGVQQLSKKEIEDLLRKGAYGALMDEEDEGSKFCEEDIDQILLRRTHTITIESEGKGSTFAKASFVASGNRTDISLDDPNFWQKWAKKAELDIDALNGRNNLVIDTPRVRKQTRLYSAVKEDELMEFSDLESDSEEKPCTKPRRPQDKSQGYARSECFRVEKNLLVYGWGRWTDILSHGRYKRPLTEQDVETICRTILVYCLNHYKGDENIKSFIWDLITPTADGQTRALVNHSGLSAPVPRGRKGKKVKAQSSQPVLQDADWLASCNPDVLFQEDSYKKHLKHHCNKVLLRVRMLYYLRQEVIGDQADKILEGADSSEVDVWIPEPFHAEVPTDWWDKEADKSLLIGVFKHGYEKYNSMRADPALCFLERVGMPDAKAIAAEQRGTDMLADGGDGGEFDREDEDPEYKPTRAPFKDEIDEFANSPPEDKEESIESHTTSKHSESNAELGQLYWPTTSTLTTRLRRLITAYQRSYKRQQMRQEALMKTDRRRRRPREEVRALEAEREAIITEKRQKWTRREEADFYRVVSTFGVIFDPMKQQFDWNQFRAFARLDKKSDESLEKYFNCFVTMCRRVCRMPAKPDEEPPDLSTMIEPITEERASRTLYRIELLRKIREQVLHHPQLGERLKLCQPSLDLPEWWECGKHDKDLLIGAAKHGVSRTDYHILNDPELSFLDAHRNFAQNRGAGNASSVSSLNPLGAGCSHTPPIVPSTPVQDDKATEQTESKVEGSENSAAKEKSDIKEETDIAEKGIKQECDAEAELGPVKCERKAIEMSTDVDPKSISEKGSEEDEEEKLDDDDKSEESSQPEAGTVSQGKNFDEESNASMSTARDETRDGFYLEDGDPSVAQLLHERTFAFSFWPKDRVMINRLDNICEAVLKGKWPVNRRQMFDFQGLIPGYTPTAVDSPLQKRSFAELSMVGQASISGSEDITASPQLSKEDALNLSVPRQRRRRRRKIEIEAERAAKRRNLMEMVAQLRESQVVSENGQEKVVDLSKASREATSSTSNFSSVTSKFILPNVSTPVSDAFKTQMELLQAGLSRTPTRHLLNGSLMDGEPPMKRRRGRRKNVEGLDLLFMSNKRTSLTVEDAEVTKVFEDDMETPPARNIPSPGQLDPDTRIPVINLEDGTRLVGEDAPKNKDLIEWLKSHPTYTVDMPSYVPKSADVLFSPFQKPKQKRHRCRNPNKLDINTLTGEERVPVVNKRNGKKMGGAMAPPMKDLPRWLEENPEFAVAPDWTDIVKQSGFVPESMFDRLLTGPVVREEGASRRGRRPKSEIAKAAAAAAAVASTSGINPLLMNSLFAGMDLTSLQNLQNLQSLQLAGLMGFPPGLATAAAAGGDSKNPAAMLPLMLPGMAGLPNMFGLGGLLNNPITAAPGNTTPASSQGETEDGTSKAEEKKNENEEENKDSEKSTDVSATDSANGSVSAATAAAATSNNTGLPTNPLAFNPFLLSTMAPGLFYPSMFLPPGLGGLTLPGFPGLAGLQNAVGSNEEKATDKTEGAAFKEEENLEGSDAEESLDKTADSSVLEDEIAQGEELDSLDGGDEIENNENDE
>Cpic_12316_1
SHSASEEASGSDSASQSESEQGSEQGSEHGSETNSSSESSESQSESESESTGSKSQQTPPETKEKPASKKERIADVKKMWEEYPDVYGVRRSNRSRQEPSRFNIKEEASSESENESPKRRGQKQMRKPGKWKREASGEEEDENGGEQGSSADSEPEQKKVKARRPVLRRAVVKASVKKPHKPQRGKRRKKQDSSEDEDDDEDDETPKRQTRRRAAKNVSYKEDDDFETDSDDLIEMTGEGADEQQDNSETIEKVMDVRVGKKGATGASTTVYETEANGNPSADFDPEKDEGEVQYLIKWKSWSYIHSTWESEESLQQQKVKGLKKLENFKKKEDEIKQWLAKVTPEDVEYFSCQQELAAELNKQYQIVERVIDVAVKTSKSAMGHSEFPAHSRKLSSNEPEYLCKWMGLPYAECSWEDEALISKKFQHCIDSFSHRNNSKTIPTRDCKVLKQRPRFVALKKQPSYIGGENLELRDYQLEGLNWLAHSWCKNNSVILADEMGLGKTIQTISFLSYLFYQHQLYGPFLIVVPLSTLTSWQREFEIWAPEINVVVYIGDMMSRNTIREYEWIHSQTKRLKFNALITTYEILLKDKTVLGSINWAFLGVDEAHRLKNDDSLLYKTLIDFKSNHRLLITGTPLQNSLKELWSLLHFIMPEKFEFWEDFEDDHGKGRENGYQSLHKVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSKGTRGSTSGFLNIVMELKKCCNHCYLIKPPEENERETGMEMLMSLIRSSGKLILLDKLLTRLRERGNRVLIFSQMVRMLDILAEYLAIKHYPFQRLDGSIKGEIRKQALDHFNAEGSEDFCFLLSTRAGGLGINLASADTVVIFDSDWNPQNDLQAQARAHRIGQKKQVNIYRLVTKGTVEEEIIERAKKKMVLDHLVIQRMDTTGRTVLDNNSGRSNSNPFNKEELTAILKFGAEDLFKEIEGEESEPQEMDIDEILRLAETRENEVSSSATDELLSQFKVANFATMEEEETELDERSQRDWDDIIPEEQRKKVEEEERQKELEEIYMLPRIRSSTKKAQANDSDSDAESKRRIHRSSGSESETDDTDDDKRPKRRGRPRSVRKDTVEGFTDAEIRRFIKAYKKFGLPLERLECIARDAELVDKSIADLKRLGELIHNSCVSAMQEYEEQLKENPGEGKGPGKRRGPTLKISGVQVNVKSIIQHEEEFEMLHKSIPTDPEEKRKYCLTCRAKAAHFDVDWGVEDDSRLLLGIYEHGYGNWELIKTDPELKLTDKILPVETDKKPQGKQLQTRVDYLLKLLKKDLEKKETVKDGEETKLKKRKPRVKKENKAPKVKDEHGNDLSSPRHSDNQSEEGEVKEDGLEKSPVKKKQKKKENKENKEKQSTTKKEKEGDKEKKKTKDKKEKAKGSETKSGSKGKRSQGPVHITAGSEPIPIGEDEDDDLDQETFSICKERMRPVKKALKQLDKPDKGLTVQEQLEHTRNCLLKIGDRISECLKAYSDQEHIKLWRRNLWIFVSKFTEFDARKLHKLYKMAHKKRSQEEEEQKKKEDMAGSKRLFRPEPSGSSRDSLMSQSHLPPNPHSQKLHLPPSHPQQMHGHQRDNYSHPSKRHFSNADRGDWQRDRKFNYGGNSNQVWGGERHHQYEQHWYKDHHYGDRRSRGDPHRSSGNYRPNNLSRKRPYEQYNSDRDHRGHRDYYDRHHHDSKRRRSDEFRPQNYHQQEFRRMSDHRPPMGYHGQGPSDHYRSFHTDKSGDYKQPLPPPHSQLSDPRSPPSQKSPHESKSPLDHRSPLDRSLEQKNNPDYNWNVRKT
>Cpic_12595_1 
MSHFFQALCNKPTARTGGPGVKEKDLHQWGLTGIQLRSYQMEGVKWLVQCYDIQHGCILGDEMGLGKTCQTIALLVYLTGKLNKRPFLILCPLSVLSNWKEELERFAPGLSYVAYAGDKEERAKLQWDLKAHSHFHVLLTTYEICLKDGAFLKFFNWTALVVDEAQRLKNQNSLLHKTLSEFSVGFSLLLTGTPVQNNLQELYSLLSFIESDIFPKEQVEEFVQCYHGIEKESKSAKELHSLLQPFLLRRVKAEVAAELPKKVEVVLYHGMSALQRKYYKAILMKDLDAFENEAGRKVKLQNVLIQLRKCVAHPYLFSGVEPEPFEIGDHLIEASGKLCLLDKLLSFLYAGGHRVLLFSQMTRMLDILQDYMDYRGYSYERLDGSVRGEERHLAIKNFGQQPIFIFLLSTRAGGVGMNLTAADTVIFVDSDFNPQNDLQATARAHRIGQNKPVKIIRLIGRDTVEEIIYRRAASKLQFTNTVIEGGQFALGVPKCQEAADMQLSEILKFGLDKLLSSEGSTIQDVELENILGETKQEMWVMDVVLPSEEESGEQDTENHMYLYEGKDYSKDPSREDRRAFDQLLDLQKVLEETSQEGRALRNKANVLVTGLQEVPTRRKHALSPEELEARRRKRQEAAAKRARLMEEKKQKQAEAEHKKKMAWWEANHYRSPCLPSEESDSEDAFGEGEDRLVVELDDTDPELNSIKYVMGDVTHPRAEEEDAIIVHCIDDSGRWGRGGLFTALEVRSDQPRKIYELAGRMKDVALGRTLLFPIDDKESRNKGQDLLALIVAQHRDRSNNLSGIKLSALEDGLKKIYLAAKKRNASVHLPRIGHATKGFNWYGTERLIRKYLATRGIPTFIYYFPRNKASSSSSQPSTTSMTTSNPSSNDLTQKCTDL
>Cpic_15546_1
MASGIGSPSLCSAGSDDEEMEILLNNSIPQPEEEPEEELLSEAETPKIKKKKKPKKLKEPKVPKLSKRQKKELPDLLSSPFPQLGDSSGEGNEFVEEEEEALHSDSEGSDYTPGRKKKKKLGPKKEKKNKAKRKEEEEEEEEDDDSKEPKSSAQLLEDWGMEDIDHIFTEEDYRTLTNYKAFSQFVRPLIAAKNPKIAVSKMMMVLGAKWREFSTNNPFKGSSGASVAAAAAAAVAVVESMVANVDAVLPQPPADVPLRKAKTKEGKGPNARRKPKASPRVPDIKKPKTKKVAPLKIKLGGFSSKRKRSSSEDEDLDVESDFDDASINSYSVSDGSTSRSSRSRKKLKAGKRKKKGEDDSTVPVDGYETDHQDYCEVCQQGGEIILCDTCPRAYHMVCLDPDMEKAPEGKWSCPHCEKEGIQWEAKEDNSEGEEILEDVVGDPEEEDDHHMEFCRVCKDGGELLCCDACPSSYHIHCLNPPLPEIPNGEWLCPRCTCPSLKGKVQKILIWKWGQPPLPTPVPRPADADPNTPSPKPLEGRPERQFFVKWQGMSYWHCSWVSELQLELHCQVMFRNYQRKNDMDEPPSGDFGGEEEKSRKRKNKDPKFAEMEERFYRYGIKPEWMMIHRILNHSVDKKGNVHYLIKWRDLPYDQASWESEDVEVQDYDLYKQAYWNHRELMRGEEGRPGKKIKKVKMRKLERPPDTPTVDPTVKYDRQPEYLDVTGGTLHPYQLEGLNWLRFSWAQGTDTILADEMGLGKTVQTAVFLYSLYKEGHSKGPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDKDSRAIIRENEFSFEDNAIRGGKKASRMKKEASVKFHVLLTSYELITIDMAILGSIDWACLIVDEAHRLKNNQSKFFRVLNGYSLQHKLLLTGTPLQNNLEELFHLLNFLTPERFHNLEGFLEEFADIAKEDQIKKLHDMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNARGGGNQVSLLNVVMDLKKCCNHPYLFPVAAMEAPKMPNGMYDGSALIRASGKLLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEDFLEHEGYKYERIDGGITGNMRQEAIDRFNAPGAQQFCFLLSTRAGGLGINLATADTVIIYDSDWNPHNDIQAFSRAHRIGQNKKVMIYRFVTRASVEERITQVAKKKMMLTHLVVRPGLGSKTGSMSKQELDDILKFGTEELFKDEATEGGDSKEGEDSSVIHYDDKAIERLLDRNQDETEDTELQGMNEYLSSFKVAQYVVREEEMGEEEEVEREIIKQEESVDPDYWEKLLRHHYEQQQEDLARNLGKGKRIRKQVNYNDGSQEDRGTEDDQSDNQSDYSVASEEGDEDFDERSEAARRPSRKGLRNDKDKPLPPLLARVGGNIEVLGFNARQRKAFLNAIMRYGMPPQDAFTTQWLVRDLRGKSEKEFKAYVSLFMRHLCEPGADGAETFADGVPREGLSRQHVLTRIGVMSLIRKKVQEFEHVNGRWSMPELAEIEENKKLLQPGSPSPKTPTPSTPGDTQPNTPAPAPPLEEGVKVEEGASTREQGEPMESEKEPNLASAEAEVPMEGFSHQQCAQPVETPPQEAKSPMNPPEAEEKKPEEPEVKEEPMEMESKGINLISWLLFPFSHAADVEKIVPVSAEEKKEDDKRDVVMLQNGEMLKDSLDERHKKAVKQRFMFNIADGGFTELHSLWQNEERAATVTKKTYEIWHRRHDYWLLAGIINHGYARWQDIQNDPRYAILNEPFKGEMNRGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNMSEDPSHPSMALNTRFAEVECLAESHQHLSKESMAGNKPANAVLHKVLKQLEELLSDMKADVTRLPATIARIPPVAVRLQMSERNILSRLANRSSEPPPPPPPQQV
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MTDPMMDFFDDANLFSETLEGLSDDAFVQPGPVSLVDELNLGAEFEPLHIDSLNHVQDTQTQQKMSEFEQLNQYDSLKLQVNQSFSSPADSVLSPHSQFNCSPIHPQNQSNGMFPDVADGSPMWGHQTTTTVPNQNGSPFHQGHSQSMQQTKSFVAHHDFALFQANEQQHQCASLQSQQSRNNINAGQDALNRPKNFMEVNVSAPRRVSVTHPPQIANPSTSQQPLSVQQFSQNASASIHFCGNQEGNFDGQSPTMTPCSVNNTQQFPSPYSYSNNHISPTSLLQSSTALSASQQTHPLSDYTGSDAFTSQTGTKQETTEHLLNPNTPLNSNSFQMLHSAHPQGSYSSSKLSPVNINFPASAGSASQISHFGDPIESNGFSSLDENLLHQVESQAEPFTGLDPEDLLQEDLLPQFDDSAFVQDTSSHILEHGLEHHITPQQITQSSDIARTQSQSQMHPWHSSVSNRHLQDRNRIALQGQPPSSKKTDVSGTYTKLQNTQVRAMSEKKQKKKVESESKQEKANRIISEAIAKAKERGERNIPRVMSPENFPSVSAEGKEEKKGRKMKSKPKDKESKKTKTGSSSKIKDKTKIGKLIITLGKKQKRKNESSDEMSDTKQTPQRSFKDEDSQKRRSNRQVKRKKYAEEGEGKQSEEEAKVSVKIKKSSAPLPVYENPSEEDAAIVDKILSSRIVKKEISAGMTMEEEEFFVKYKNYSYLHCEWATEQQLLKDKRIQQKIKRFKLRQAQRAHFFADMEEEPFNPDYVEVDRVLEVSFCEDKDTGEPVIYYLVKWCSLPYEDSTWELKEDVDQAKIEEFEQLQASRPDSRRLDRPPPNSWKKIEQSREYKNGNQLREYQLEGLNWLLFNWYNRRNCILADEMGLGKTIQSITFLYEILLTGIRGPFLIIAPLSTITNWEREFRTWTDLNVVVYHGSMVSRQMIQQYEMYFRDSQGRIIRGTYRFQAIITTFEMILGGCPELNAIEWRCVIIDEAHRLKNKNCKLLEGLKLMNLEHKVLLTGTPLQNTVEELEFGDLKTEEQVQKLQAILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSKGAGQANVPNLVNTMMELRKCCNHPYLIKGAEEKILGEFRETYIPTAPDFHLQAMIQSAGKLVLIDKLLPKMKAGGHKVLIFSQMVRCLDILEDYLIHKRYLYERIDGRVRGNLRQAAIDRFSKPDSDRFVFLLCTRAGGLGINLTAADTCIIFDSDWNPQNDLQAQARCHRIGQNKAVKVYRLITRNSYEREMFDRASLKLGLDKAVLQSMSGRENSVGGIQQLSKKEIEDLLRRGAYGAIMDEEDEGSKFCEEDIDQILQRRTKTITIESEGRGSTFAKASFVASGNRTDISLDDPNFWQKWAKKAEIDIDTISGRNSLVIDTPRIRKQTRPFSATKDELAELSEAESEGDDKPKLRRPCDRSSGYGRTECFRVEKNLLVYGWGRWREILSHGRFKRQLNEQDVEIICRALLAYCLVHYRGDEKIKSFIWDLITPTEDGQTRELQNHLGLSAPVPRGRKGKKVKTQASTFDIHKAEWLRKYNPEHLLQDEGYKKHIKHHCNKVLLRVRMLYYLKQEVIGNECQKVFDGVDASEVDVWVPEPEHSEVPAEWWDADADKSLLIGVFKHGYEKYNTIRADPALCFLERVGKPDEKAVAAEQRANDYIDGDVEDPEYKPAPAMFKDDMEDDASSPGDLVIADGDGQMMEGDKIYWPTQSALTTRLRRLITAYQRTSKNRQAQQIQPTFPVQATVMQPPYEEAALNPKMAAKIERQQRFVQSKSIQFKRMNLKLNKTSNFFKVVVTNCHR
>Ctel_142589
VQLHDHQVEGVRWLAERQLRCHGCILGDEMGLGKTCQTISLLLYLKGSGQSNGPHLILSPLSVLQNWADEFERFAPDLTIVKYIGAKDDRPALQEKIRNSLYLNAVITTYEMALKDESFLRSFPWFCLVIDEGHRLKNSESLLYKILVDFEAEFRLLLTGTPVQNNLSELYSLLSFVAHKIFRPNLMEVFIQKYRNLSEGSEEASKLHDILRPFLLRRLKTDVLHNLPVKSEVVLYHGLSALQKKQYKAILTRDASAFESNTPVSLMNIVVQLRKSVSHPYLFDAGVEPEPFELGEHLVTSSGKLMLLDKLLSFLKVNGHKVLVFSQMTRSLDVIQDYLALRGYTYERLDGSVRGEERHLAVRSFNQDKGTFIFLLSTKAGGVGLNLVGADTVIFFDSDFNPQNDLQAAARAHRIGQKRNVKVIRLVGKNTLEEIIIERARKKLQLSHSVIEAGKFTTDQNKNNTESLSAILKFGVDTLFKNDDATTEDVDFEKILGQSKNGNWMKQEVKQTSDEDAPSTSDTQNLYVFEGKDYKQEPSAEDIKKFADLMSEKAVAVDTEGAESRSLRKHRADVNWLQKLPDERSKRKPLSAQELAERQKKRQETMARKAKEMAEKEEKKLEMKRKKREALWEKHHYESLNIQINEEEQEEEEEEEAGEDLRYVLGDVTHPQEEKRDAIVIHCADDSGAWGSGGLFSALDARSTKPEESYTLAGEMQDLALGDVHLIPIDDVKPRVGGHDYLALVIAQHWDKRSGLTGIKLSALEEALRKIYQIAKERKASIHLPRIGHNTPDFNWYGTERLLRKILASRGIPTYMFVISMHIDIVLMYLYTFVDITSLAQLLLRREFVE
>Ctel_166178
MSRCVQLVGAKWREFQSLNPYNKEKTPKRTKTAAAAVAPETPLMDAGETVEEITPQSLAKGKSKRARAGKKAVALGDEEKTVAPLKIKISNKKKKKKKNSSFERQLEEAALIQEQEKVEKAKRPKMKKGRGRNARKRSKKPTGDGEGEETDHQDYCEVCQQGGEIILCDTCPRAYHLVCLEPELEQAPEGKWSCPHCVRSSVNIAFEENGPVEQDDDEHMEFCRVCKDGGELLCCDTCTSAYHVFCLAPNVANVPDGIWHCPRCSCQPLKARVQKILFWRWKVPMKVEDELDHVTPHSPNKKAQIEREHKEREFFVKWHELSYWHCEWISELQLDVYHPAMFRNYQRKNDMDEPPPLEDGSSYGKDTKEEDPHNLEEKFYRYGVRPEWLQVHRILNHSKNAKDGTVWYLVKWRELPYDCATWEGSDAEIPDLQSEVDRYHDLRWCMLGEEEKKKSKKRSTKKSKKKKRRDDTEDEDEEDDTQDEDEKLEVQPKYFDEVGGKLHDYQLEGLNWLRHSWNQHTDTILADEMGLGKTIQTIAFLRSLYREGHTAGPFLVSAPLSTIINWEREFEFWAPDLYVVTYVGDKDSRAVIREHEFSFEEGAIRGGNKAFKMRKDSGVKFQVLLTSYELICIDQATLGSVDWSVLVVDEAHRLKNNQSKFFRILQSYNIGYKLLLTGTPLQNNLEELFHLLNFLDSKQFGHMTTFLEEFADISKEDQIKKLHEVLGPHLLRRLKADVLKNMPSKSEFIVRVELNPMQRKYYKYILTRNFEALNSRTGSNQVSLLNIMMDLKKCCNHPYLFPTAANEAPKLPNGMFEGRGLIKACGKLELMAAMLRKLSNDGHRVLIFSQMTKMLDILEDFLENEGYKYERIDGGVTGSLRQDAIDRFNAPGSPAFAFLLSTRAGGLGINLATADTVVIYDSDWNPHNDIQAFSRAHRIGQANRVLIYRFVTRNSVEERITQVAKRKMMLTHLVVRPGMGGSKSSSMSKQELDDILKFGTEELFKDAAADEAAKAEGGKPLKVSEEAEALFAKNEKSQEARILWDEDAIGKLLDRSQEGQEEKEMALNEYLSSFKVATYTVQEGEEEEEEAEMEVLKQEAEHADPAYWEKLLRHHYEQQQEDMARSLGKGKRVRKQVNYNDAAMGNGEDGWNNELSDFDTDFSGAGDNEEDDDDFEEGKREGKRTRRGGDRERPLPPLLARVNGQIEVLGFNTRQRKSFLNAVMRYGMPPHDAFNSHWLVRDLRGKSEKEFRAYVSLFMRHLCEPGADNAETFADGVPREGLSRQHVLTRIGIMSLVRKKVQEFEAINGKQSMPYLLASEAINKAIDKAQSAASSNVPSPAPSTASNKEKKEGEKEGENAAGKEGEKEEETKKEIEKEEAKEPEEAEEKEEEKKVEEEEEKKKDEEEEKKEEPMETEEKNDDKEAEKEEDKEKTAEVEKDGVKGSEKDGEKEVEKEGETEKKEGDKTKEADDEEKQIEEVKQKFMFNIADGGFTELHTLWQNEQRALLPSREAEVWHRRHDYWLLAGIVRYGYGRWQDIQSDANYTVINEPFKADQTKGNFLEIKNKFLARRFKLLEQALVIEEQLRRAAYLNLTQDPSHPSMALNARFAELECLAESHQHLSKESLAGNKPANAVLHKVLNQLEELLSDMKQDVSRLPATLARIPPVTQRLQMSERGILGRLVNPMPQPSASSSRNYSGGLPQNYSTKTD
>Ctel_167753
MAAEQPDLYGIRRSERARKEVERFHAGDDSDSDESSQKRRGRRVTGRKNSRNSSNWDDSDSGSDADSSSARLRNTRRATRAQPARRAPTRKATRRNNSSSGSASSSSSSEDSYSSGEEERRTSTRRAPNTKQVSYKEASEEETGSEDLIEVEETDAVPQVIKNDAETIERVMKHRMGQRGNTGSRTTLYNQLYKQGSADEDPPIPEDAPMETQYLIKWKGWSHIHNTWESMATLNEQKVNGLKKMENYKRKMDDMNEWRSRANREDIEYFDCQEELVDDLNAKYCRVERIVKHTANRSSLSEFPDYLVKWEGLPYSECTYEDGQLITQHFKDALHNYNRRNKSQSIPTKICKVLKYRPKFVPLKSQPSFIGDGRGLELRDYQLDGLNWMLNSWCKNNSVILADEMGLGKTIQVISFINSLMNLHQLYGPFLVVVPLSTIASWQKEFALWAEDINVVVYLGDVSSRNMIREHEWCHLGNKRLKFNVLLTTYEILLKDKSFLGGVSWSFLGVDEAHRLKNDDSLLYKSLISFNTNMRMLITGTPLQNSLKELWSLLHFIMPSKFHKWEDFEHKHKSADKTGFRNLHQELEPFLLRRVKKDVEKSLPAKTEQILRVEMSNIQKQYYKWILTKNYKALSKGGRSNVSSFVNIVMELKKCCNHGHLVRNPDLSDPAFKGKDPLEVIVKILLDKLLMRLKESGHRVLIFSQMVRLLDILAEYLTMRRFQFQRLDGSIKGEVRKQAMEHFNAEGSDDFCFLLSTRAGGLGVNLATADTVIIFDSDWNPQNDLQAQARAHRIGQKKQVSVYRLVTKGSVEEDIVERAKKKMVLDHLVIQRMDTTGRTVLNRGGLSSQSGSSNPFSKQELNDILKFGTEELFKEVDDDENEVQVDIDEILSRAETRSMETDTNSATDELLSQFKVVSFDNLEAEELEGRDTPPKEGKSWDDIIPEVDRKRIEDEALQQQLMELNLPPRHRKQVQNMDAGSEDDRKSRRRRRDDSTEDSDEDSDDERPKRRGRPRAKGAVKGFSDAEVRRFIKSFKKFGRPRDRLDAISCDAELQEKSEHDLGRLADMLLSQCEVAMHEFEGKTAEEQAQEGGKKGRGPSFKLSGVPVNVKSLMQCINDLEPLAASVAQHKEEGKAFKFTYHTKDAHFDCDWDDDDDANLLLGVYEYGMGNWEAIKMDPKFNLNDKILPDGELLKPQAKHLQTRAEYLLKVLRKHTGVEEPKYKKRPPRSTAAGVKANPRVKSREIIDDNIDSDSESDQEKFKDKENREAKDSTSGAEEKKKKKKSEEKPRKDESSKKSKKKKSKKSQDGPQHFTTKETISLDKESKISDLPLDTFKQCKEKMRPVKKWLKLLDKPDAGLSDKEQVNHTRQCLLKIGDHINECLHHFNDPDVIKEWRSHLWNFVSKFTEFDSKRLYKLYKNAAKMRDESSGKDGKAEKKSKKRQADREAEGKAAKMRKMPDVHSDNSRDHAIGNGRHHSRDRPSNRDVREAVSQDSQDRWVHSSPLAREEDYAARKRYGGSAYSRPPGHFTGVGGTSSSKKFRSDRDDRSYSGSGFSRHGASGERFHRNSDHRSYKQRDNRSAYDSRDQDRNFHQRKGGGGWDYRKDRGHGHSPSSPMLHNDSSFSPASRAGHSFTSPQISQS
>Ctel_17708
MANIMMDLRKTCNHPYLFPTAETEAPLTKNGLYEGAALTKASGKMDLLAKMLKVLRRDKHRVLIFSQMTRNLDLLEDFMVHHGYGYERIDGSIMGSVRQDSIDRFNGDNSQSFVFLLSTRAGGLGINLASADTVVIYDMDWNPHNDIQAFSRAHRIGQKNKVMIFRFVTRNTVEEKIAQVCKKKMMLSELIVHKGMGTVGVSENRESLTKQEISEILKFGAEELFTDDDSGKLVYDDETVEKILDRSQVSENPEGEEVSAATGMNEYLRSFKVATYSLKEGADDEVRRGGEFLWLSWRYLLRTKRPLKRINSTGIASCEMRILITWPPSCRRRRPSPRPLAKEKGCARESTTRNVTLEESLKPGLVFSSCVCSFLIVVHFTETRKSTEPEEDFDASTLNENERKLREEKIEKRRKKKELKVQKNEAMEMPPLLCRVTNENVQVLGFTARQRRAFLDAVMCYGMPPEDAYRSQWLVRELRCKPERVFKAYVSLFMRHLCEPVAEHAEVFADGVPCEGLSRQHVLTRIGIMALLRKKVHDFEKVQGTSSMKSYKLLQARLTDVKHSTELEKELTKKTEVGKKKEDEEEKKEKGGEEKEESEDGEKKEDEKEDKGGGIGVEEGGKDIEEEKKTKEESKKKEEEDKEEEKVGEENDEKKMEVDEENSEDKNEDKNEDKNEDKNEVEENKKEIEDEKMETDDKERATEAEKSEESENKTKQVEKSKKDVVEEDDDCIIIPDPPNNLTYNLMTNAEIAAHFRPFFWIADGGFTELHNVWAFEERQLVKGEEHTQWHRIHDYWLLAGVITHGYRHWQDILHDPRFDILNHAFKTEQEKWRKAPFLNKRFQLLQQSLIIEEQLRKAAAENAGSVNGTESEAADSSDKWADVDALSTKLKTMSKIDAEASNDPKMGKALNQVASLVSDVKSNSQRPWLDFQLQNQVASKPHASSMTIETKPAEKQCFLWIADNITHGSGHDYVIAQDLFAKYINEFPDTPIHCQNFSMLLSKYTGVRANQKKIAGTRRLCFPGLKLKRHSDATTGSNSSGKVIPDIDTQTAEEECCLWFTENVVQGSVRDILVVHELFAKYMNTFPASPIYCPNFTTLLSKHSGKVPYHRKIMGTRRLCFQGLKLKK
>Ctel_218774
MAFRGVICVTHVHVNVKTLVVGDQRYTGWGKGEARRAPMPMTVLKALQFTQTKKNRHPRNRSKQYNIPNLVHQVLNQNDLQQDKSSAEICRELDLTDVELEYTDADYQNLTTYKFFVRMVRPQLTAVNHGLATSKLNQVLEAKWQEFQDSNPYNQSQEEILGDSSGDEAMDDNDDSKAQSAEEEGSDDDKEIELSDESPLSSRPSSRARKSTFISDDEDSSRSSKKKSKEKRSSLKIKMPMFGLRKSARDRSKTKKSYAISDDEQLQDDEDEDEYGGGSTADSEEYGQRKKSKRKQSKRQPPKKKHVESDESQSSEDPSDSDASYERRSSRKRKKKLKPEKPVIPGERKSSRKSLGGGASTSKHQAEETVANLSEMTDREFEKMLRLEEKEKQRVKAEKANRRKEKEIEKKREERKKRKAEAKKNKKGYWQDAQKAEMKEIPERKEGGGSGNESDHFWYCEVCKDGGDLMLCDTCPKSFHQSCINLNEIPDGDWSCPICTGEGLPEDGDSSNSAQEEEEGEEETEHDQFCKVCKRGGDVILCDFCSCVFHLRCLNPPLGEVPEGDWKCPRCKISEKSPKGKVVRVLTWRWDQQLKGTDETDHTQSPEKQAQIKKSLEESKQKNERKPERELFVKFEYHSYWDCEWIPELTLEVFQVVSWQSFRKQFDQNEPPALEDGSSFGKIRKKSKASQEEDPHNLEERYFRYGIKPEWLQIERILCHEGKNKDLRYLVKWRGLPHTESTWEYPSDLPEGLLDWDKHVDNYQRRRKERLKLEEVKTKKKEMPKKSKWRKQLEVQPEYIEVTGCKLHPYQLEGLNWIRFSYAQDTNTILADEMGLGKTIQSISFLYSLYKEGYCRDYPFIVAAPLSTVPNWEREFEMWAPDLYVVTYIGSRDNRSIIREREFSYRDGAFHNYTKPGRMRSGFRPKFDVLLTSYEMLNIDKTTLSSLEWGCIVIDEAHRLKNQQSLFFRSLSEYKLHYKLLLTGTPLQNNLEELFSLLNFLEPGKFDNMENFLNNFSEISRDEQVSKLHEMLAPHMLRRLKMDVLKDIPAKSEFIIRVELSNMQ
>Ctel_224509
MEDQSMLGMFESDTTSFLEELAGPANSMPVGGGMMPQQPQQPPQPQPGGIDPAMSSLQHMQQPQGWGQPPQQKLHHYSDFNQPRQVGPGQPQPGMMSPHQFTNAPASQISPGYNFQSSHSPRVTSPQHSAWPPQQQPPSTQNSNMQQYGPMKGNYHEYPMSANSSQPGPGGHHPHPGHYPQQAQGNRYPNPMVSPPPNMAMGMNHGGQYSMQGPNVMPMQQQPPGYQAMHRDQMNGNRMYGGTYNQPGGMMPPGAMAKQMGHYPQHPQQQSYPGFNPSSQGNFAPPSQQSHIMQQQQRPPVSSAWMPDASAAPHQQQQQQQQPPPMDKQANVQLTTAQGNPQQLAAEIHQLQQQVTQLYGMPQAPQTQQKMLDVQERLRTLKAQQLMQQQQQQQPGGYPQDQQPQPIQAGPGTGINVQQIQTQPGQMQQTIIIHQQPQAQSKLIVQQHQPASMAEGSNMSTPTTQSSTVLILPTTITTTPSMLPSQQQAPVNSKASADDFPPLQLQDGMDQGAPMKDVRADELNTPTTSPLNMQDADGENQNQEKANKIIQEAIAKAQAQGRPVPGIVNPGVPAVAPVMEMEDEEKKKKAAKKERKKKEPKPKKPKKEKDEKKRATPKKKKKKDEDDGDEMVDAAAAAADDVEMPADAAAPAEEKEEKPKKMVFKSKAKKKRTIPTFLKNKKRKRKHSSDDEMRMPMGSPPPSPSEEESGIQKRRSGRHMKRKKYLDDFDLDLSEDEAKKAHHGSDLMFADGSAENSLMTVDSQDSLVTKPVAFFVHANRVNSQENPADEDALIIDKILGVRMGKRKLVLQVPEPPPAETIKKEGEEGNVEVECNGEVKEEVKEEVKEEEAAGVGGGESAEKEGEEIETEEFYVKYKNFSYLHCEWRTADELERGDRRIQGKIKRFKLKKEQSFVLQDEDELFNPAYVEVDRILDSSRTKDPVTSEETQHYLVKWRGLSYEDSTWEVAADVDRAKIVAYEKFSTPPDEEHREAVARPSASRWKKMEESPHYKNGNQLREYQLEGVSWLSFNWYNKQNCILADEMGLGKTIQSITFLHSMYDYGIKGPYLIIAPLSTIGNWSREFEVWTDMNAIVYHGTTASRNMIQEYEMYHKDSEGKRIPDCYKFNALITTYEVIISDVEELSEIEWRAVVIDEAHRLKNRNCKLLEGLRCFDLEFRVLLTGTPLQNNTDELFSLLNFLEPKQFSSSEAWSQEFGSLTSDTQVDKLKALLKPMMLRRLKQDVEKNLAAKEETIIEVELTNIQKKYYRAILERNFSFLSKGGTSSNIPNLMNTMMELRKCCNHPYLVTGAEEQILEEARLGGHELTHERQFLAMVQSSGKLVLVDKLLPKLKAGNHKVLIFSQMTRVLDIIEDYIIQKKYLYERIDGHIRGDLRQEAIDRFSKTDSDRFVFLLCTRAGGLGINLTAADTVIIYDSDWNPQNDLQAQARCHRIGQVKAVKVYRLITRNTYEREMFDKASKKLGLDKAVLQSMGPADLNAANGQLSKNEIENLLKKGAYGALMEDDKAGDEFCEQNIDEILERRTQVIQVESGEKGSTFSKASFNVTGSRSDIDLDDPNFWQKWAKKADIDTEDKQDQDLIMDLPRQRKQTTRYGNQDVMENMSELDSSDSEYDFKGQKINKGKKRRGRRRGDDDSEGDETPLGYFTRSDCFKVEKNLLVYGWGRWDDILLHGRFKRKLQREDMQTVARAMLLFSLNHYAGDERIKQFILDLISQEQGQEKDYTNHLGLAAPVPRGRKGKKKEKTNSKHSAFDEEMAKLDFDFESVLTDEGYKKHLKRHANKVLLRVRLLYYLKQEIIGSQADKVFTDIPASEVDLPEPCCDGDPPVFWWDKEADRSILIGTFKHGYEKYNCMRQDPTLCFLNRCGPPDSRALAAEQNDEDPIKEDDDLDMESTPSRGRSRTRKRRGLDEEEDDIDSDMPGTPSSMASNKSKPVEMTVSENGKMPFPLFSDMNTRLRRVITGYQRNHKKEVLRQEANAKRLERREKYEAVLKEREKLRLDALQAKWTRREEADFYRVVSTFGVERNRKTGEFVWETFRSLSKLDRKYKDTLTEYFLAFYHMCLRVCRRFKTEQEAIPPNSLPVEPITEERASRCLARIELLNKIREVILWHPKLSERLRLCQASPELPEWWVAGEHDKELLIGAAKHGLARTDYHILYDPKLAFRELVKQRIQNSSSSPSTPRAHEMPDIVSTKTESVDLKDSKELAHPPELTRDGDLGPPALNKDEDANGGPVNLVKGEERVKKEEEAEEEVPPSLSKEVSIKKDEEAASLDEEQGYPSDFAAEMQGSDIMAQAWNHPAVQWPKDRVIAQRLESVCLCIEKGEWPARRHLISESDSRSSTPVRKSNTPQLNDYSLVEAAGTASEGLKMTFQKRRKRRTKAEIEADRVSRLRELAGISDAESESQLSEMGDHRDSPLARGLCLTAAEEDSGLSGAEHSSHDKRKHRKSKVDKLLEAAEMAAAGLQRSAGLQPSTSGLKASLEPETRVPLVQLSDGSRLTGEDAPMYKDLAQWLDEHPGYTLDLSVMEGEVQHELEQALVQRRGRKRKEPSSSSSSATSSGDFNVAVVNRDTGKRISGSKAPPLRYLKEWLMQNPAYDVDAKWAHVVQAKGDLPSDMMKKRVLTGGATSSSSSSRSRRHGNSNNSSSSSLGSSASVSSAAAASLLASDYYSSSSLASLSAMANYQKMMAMSPYSGLSASAMTNPLYANLLASYGLIPGMTGFEGMEGGEAPTPEQPAPSKSSKKGKEESSSSPRSKSPANASAAAMASSSLHPALSYMYGYNPMLLNQLYAQSLAAANFSLPTSMASSMGSFAGLMQPNGVESEEETKAAAASETTETGTSRPQDLSVKKSSHKKAAASYSKPQDLSVKSSSSSSKSAPDNAQPEDLSTKKKSATILKTPKVKSKSKLDSIVAAISAKAEAKQQQQDGDDSPGKA
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------SHLHCDWKKLKRYREVDRVLDFLIKWRSMAYEDCTWESIREYQLEGVNWLTFCYCILADEMGLGKTIQSITFPFLVVAPLSTIANWQREFETWT-DMNVITYHGTQEYEIIHALITTYEIIEAHRLKNRNCRLTGTPLQNNTDELFSLLNFLEPKILKPMMLRRLKEDVEKNLAPKEETIVEVELTNIQKKYYRAILERNFTFLSNLMNTMMELRKCCNHPFLIKAMVQSCGKMLMDKLLPKLKQGGHKVLIFSQMIKVLDILELDGRIRGNIRRFSKKDSLCTRAGGAADTCIIAQARCHRIGQQAVKIYRLVTRNSYEREMFRASMKLGLDKAVLQSLLSKKEVEELLKKGAYGEDIDQILKRRKGSTFWQKWALPRRRVLLRVRLIDIINELLIGA
>Acal_P_005112884.1
VDKVLYSHLHCEWRKIKRF-EVDRVLDYLVKWRALSYEEATWESLREYQLEGVNWLSFCWCILADEMGLGKTIQSITFPFLVIAPLSTIGNWQREFETWT-DMNVVVFHGTKEYELFEALITTFEIIEAHRLKNKNCRLTGTPLQNNTEELYSLLNFLSPNILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILERNFAFLSNLMNTMMELRKCCNHPFLINSMIQSSGKMLMDKLLPRLKTSGHKVLIFSQMIRVLDIIELDGRIRGTVRRFSKPDSLCTRAGGAADTVVIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMMTKKEIEDLLKKGAYGEDIDQILQRRKGSTFWQKWAEPRQRVLLRVRLIDLLNELLIGA
>Bgla_13130
VDKVLYSYLHCEWRKIKRY-EVDRVLDYLVKWRALAYEEATWETLREYQLEGVNWLTFCYCILADEMGLGKTIQSITFPFLVIVPLSTVGNWQREFETWT-DMNVVVFHGTKEYELFEALITTFEIIEAHRLKNKNCRLTGTPLQNNTEELYSLLNFLSPNILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILERNFQFLASLMNTMMELRKCCNHPYLINAMIQSSGKMLMDKLLPRLKSSGHKVLIFSQMIRVLDIIELDGRIRGTVRRFSKPDSLCTRAGGAADTVVIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMLTKKEIEDLLKKGAYGEDIDQILQRRKGSTFWQKWAEPRQRVLLRVRLIDLLNELLIGA
>Nvit_13745
VQHILFSYLHCEWRKLKRFKEVDRVLDFLVKWRSLQYEDSTWESLRPYQLEGLNWLLFSWCILADEMGLGKTIQSLTFPFLIIAPLSTIPNWQREFEGWT-DMNVIVYHGSSDYEVFNVLITTFEIIEAHRLKNRNCKLSGTPLQNNVNELFSLLNFLEPNLLKPMMLRRLKEDVEKSLAPKQETVVEVELTNIQKKYYRGILERNFSFLANLMNTMMELRKCCIHPFLLNALINSSGKMLIDKLLPKLKASGHRVLVFSQMVKCLDLLEIDGRIRGNLRRYSKPDSLCTKAGGAADTVIIAQARCHRIGQQMVKVYRLLCRNTYEREMFKASLKLGLDKAILQSMLTKKEIEDLLKKGAYGEDIDLILARRKGSTFWKKWAEPRRRVLLRVRMVDLLSELLLGA
>Dmel_NP_001137761.1
VQLVLFSYLHCEWRKIRRFQEVDRVLDYLVKWKSLPYEDCTWESLRPYQLEGLNWLKFSWCILADEMGLGKTIQSLTFPFLVIAPLSTIPNWQREFEGWT-DMNVVVYHGSQDYEYFNVLITTFEMIEAHRLKNRNCKLSGTPLQNNISELFSLLNFLEPSLLKPMMLRRLKDDVEKSLAPKEETIIEVELTNIQKKYYRGILEQNFSFLKNLMNTMMELRKCCIHPYLLNNLILSAGKMLIDKLLPKLKANGHRVLIFSQMVRCLDILEIDGRIRGNLRRYSKPGSLCTKAGGAADTVIIAQARCHRIGQRMVKIYRLLCRNTYEREMFKASMKLGLDKAVLQSMLSKKEIEDLLKKGAYGEDIDSILKRRKGSTFWTKWAEPRRRVLLRVRMLEVLAELITAV
>Dple_EHJ67986
VQHVLFSYLHCEWKKIKRFKEVERILDYLVKWKSLQYEDSTWETLRPYQLEGLNWLLFSWCILADEMGLGKTIQSLTFPFLIIAPLSTIPNWQREFEGWT-EMNVVVYHGSQEYEFFNVLITTFEIIEAHRLKNRNCKLSGTPLQNNVNELFSLLNFLEPSLLKPMMLRRLKEDVEKTLAPKEETIIEVELTNIQKKYYRAILERNFSFLQNLMNTMMELRKCCIHPYLLNAIIHSSGKMLVDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRIRGNLRRFSKPDSLCTKAGGAADTVIIAQARCHRIGQQMVKIYRLICRNTYEREMFKASLKLGLDKAILQSMLSKKEIEDLLKKGAYG-------ARRKGSTFWNKWAEPRKRVLLRVRMIDLLRLLVLGV
>Tcas_TC014275
VQHILFSYLHCEWKKIKRFKEVDRVLDYLVKWRALQYEDCTWESLREYQLEGLNWLLFSWCILADEMGLGKTIQSLTFPFLVIAPLSTIPNWQREIESWT-EMNVIVYHGSQEYEMFNILITTFEIIEAHRLKNRNCKLSGTPLQNNVNELFSLLNFLEPQILKPMMLRRLKEDVEKSLAPKEETVVEVELTNIQKKYYRAILERNFSFLSNLMNTMMELRKCCIHPYLLNALINSSGKMLIDKLLPKLKANGHRVLIFSQMVRCLDILEIDGRIRGNLRRFSRPDSLCTKAGGAADTVIIAQARCHRIGQQMVKIYRLLCRNTYEREMFKASLKLGLDKAILQSMLSKKEIEDLLKKGAYGEDIDVILARRKGSTFWNKWAEPRRRVLLRVRMLELLSDLLLGV
>Dpul_319863
VQHILFSYLHCEWRKLKRFHEVDRVLDFLVKWKSLPYEDSTWETLREYQLEGLNWLSFSWCILADEMGLGKTIQSLAFPFLVIAPLSTIPNWQREFETWT-NLNIIVYHGSQEYEFFNVLITTFEMIEAHRLKNKNCKLSGTPLQNNISELYSLLNFLEPALLKPMMLRRLKEDVEKSLAPKEETIVEVELTNMQKKYYRGILERNFSFLTNLMNTMMELRKCCIHPYLLNALIQSSGKLLVDKLLPKLKADGHRVLIFSQMVRCLDILELDGRIRGNMRRYCKPDSLCTKAGGAADTVIIAQARCHRIGQKMVKIYRLLTRNTYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLKKGAYGEDIDQILMRRKGSQFWKKWAEPRRRVLLRIRMLELLCDLLMGA
>Apis_5853
VQHILFSYLHCEWKKLKRFKEVDRVLDYLVKWRSLQYEDSTWETLREYQLEGLNWLLFSWCILADEMGLGKTIQSLTFPFLVIAPLSTIPNWQREFEAWT-DLNVIVYHGSQQYEMFDVLITTFETIEAHRLKNRNCKLSGTPLQNNVNELFSLLNFLEPTLLKPMMLRRLKEDVEKSIAPKEETVVEVELTNIQKKYYRGILEKNFSFLSNLMNTMMELRKCCIHPYLLNALIHSSGKMLIDKLLPKLKDNGHRVLIFSQMVRCLDIIELDGRIRGNLRRFCKPDSLCTKAGGAADTVIIAQARCHRIGQQMVKVYRLLCRNTYEREMFKASLKLGLDKAILQSMLTKKEIEDLLKKGAYGEDIDQILKRRKGSTFWKKWAEPRRRVLLRIRMINLIVDLLIGV
>Caqu_1556
-----FSFLHCEWKKVKRFKEVDRILDYLIKWRALAYEDSTWEKLREYQLEGLNWLLFSWCILADEMGLGKTVQSITFPFLVIAPLSTIPNWQREFEGWT-DLNVIVYHGTQEYEMFHVLITTFEIVEAHRLKNKNCKLSGTPLQNNVNELFSLLNFLEPNLLKPMMLRRLKEDVEKSIAPKEETIIEVELTNMQKKYYRAILERNFSFIANLMNTMMELRKCCIHPYLLNALINSSGKMLVDKLLPKLKANGHRVLVFSQMVRCLDILEIDGRIRGNLRRFCKPDSLCTKAGGAADTVIIAQARCHRIGQQMVKVYRLICRSTYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLKKGAYGEDIDLILERRKGSTFWKKWAEPRRRVLLRVRMIDLLSDLLFGA
>Hazt_3995
VE---FSYLHCEWRKIRRFMEVDRILD-----------DSTWESLREYQLEGLNWLNFSYCILADEMGLGKTIQSLSFPFLIIAPLSTIPNWQREFESWT-DLNVIVYHGSLEYEMFNVLITTFEVIEAHRLKNRNCKLSGTPLQNNVTELFSLLNFLEPSLLKPMMLRRMKEDVEKSLAAKEETIIEVELTNIQKKYYRAILEKNFEFLKSLMNTMMELRKCCLHPYLLNAIIQSSGKMLVDKLLPRLKQNGHRVLIFSQMVRLLDIIELDGRIRGNLRRFCKPDSLCTKAGGAADTVIIAQARCHRIGQKNVKIYRLLCRNTYEREMFKASLKLGLDKAVLQSMLSKKDIEDLLKKGAYGEDIDQILQRRKGSSFWKKWA--KVRLIMSIDI-----DLIAPT
>Cele_T04D1_4
VEKILRSYVHCEWKKIKRF-IVDRVVDVLIKWKSLGYEEVTWESLREYQFEGVDWLLYCYCILADEMGLGKTVQTITFPFLVVVPLSTIQNWVREFETWT-DMNAIVYHGSQQYEVIDALITTFETVEAHRLKNRNCKLTGTPLQNNIDELFSLLNFLHPQILKPMMLRRLKEDVEKSLGPKEETIIEVQLSDMQKKFYRAILERNFSHLCSLMNVMMELRKCCNHPFLINALIQASGKVLIEKLLPKLRKDGHKVLIFSQMVKVLDLLEIDGNVRGDLRRFSKENSLCTRAGGAADTVIIAQARCHRIGQKLVKVYRLITSNTYEREMFKASLKLGLDKAVLQSTLSKKDVEELLKKGAYGEDIETILQRRKGSLFWTKWAEPRKRLMVKIDMISLMRELMEIC
>Bmal_Bm5546b
IGEDVKAYIHCQWKKLKRFHIVERVLDVLIKWKSLPYEEVTWERLREYQFEGVNWLLYCYCILADEMGLGKTVQTICFPFLIVVPLSTIHNWQREFETWT-DMNTIVYHGSQQTEFFDALITTFEMVEAHRLKNRNCKLTGTPLQNNIEELYSLLNFLEPEILKPMMLRRLKEDVEKTLQPKEETIIEIQLSNTQKKYYRAILERNFSHLCSLMNAMMELRKCCNHPFLISALVQSSGKLLIAKLLPKLRTDGHKVLIFSQMVRVLDIIEIDGNVRGDLRRFSKKDSLCTRAGGAADTVIIAQARCHRIGQTMVKVYRLITCNTYEREMFKASLKLGLDRAVLQSTLSRKEIEELLKKGAYGEDIETILLRRKGSTFWSKWAEPRNRLLIRMHQMNMMRELFKIV
>Ctel_224509
IDKILFSYLHCEWRKIKRFKEVDRILDYLVKWRGLSYEDSTWEQLREYQLEGVSWLSFNWCILADEMGLGKTIQSITFPYLIIAPLSTIGNWSREFEVWT-DMNAIVYHGTQEYEMFNALITTYEVIEAHRLKNRNCKLTGTPLQNNTDELFSLLNFLEPKLLKPMMLRRLKQDVEKNLAAKEETIIEVELTNIQKKYYRAILERNFSFLSNLMNTMMELRKCCNHPYLVTAMVQSSGKLLVDKLLPKLKAGNHKVLIFSQMTRVLDIIEIDGHIRGDLRRFSKTDSLCTRAGGAADTVIIAQARCHRIGQVAVKVYRLITRNTYEREMFKASKKLGLDKAVLQSMLSKNEIENLLKKGAYGQNIDEILERRKGSTFWQKWALPRQRVLLRVRLIELLNELLIGA
>Pdum-CHD6/7/8/9
KEEKKFSYLHCEWRKIKRYREVDRVLAYLVKWRALAYEDSTWEVLREYQLEGVNWLTFCWCILADEMGLGKTVQSITFPFLIIVPLSTVGNWQREFETWT-DINCVVYHGSQEYELFQAIITTYEMIEAHRLKNTKCKLTGTPLQNNIDELFSLLNFLEPKILKPMMLRRLKEDVEKNLAAKEETIVEVELTNIQKKYYRAILERNFTFLSNLMNTVMELRKCCNHPYLVLAMVQSSGKLLVDKLLPKLKAGNHKVLIFSQMIRVLDILELDGRIRGNIRRFSKPDSICTKAGGAADTVIIAQARCHRIGQTEVKIYRLITRNTYEREMFRASLKLGLDKAVLQSMLSKKEIEELLKKGAYGEDIDQILKRRKGSTFWQKWAMPRQRVLLRVRLVELLLELLIGA
>Cint_P_002124821.2
VDKILYSYLHCEWKKLKRYIEVDRVLDFLIKWCSLAYEDSTWERLRDYQFEGINWLLFNWCILADEMGLGKTIQSITFPFLVVAPLSTIANWQREFESWT-TINAVVYHGSHTYEWVHAVITTYEMIEAHRLKNLSCKLTGTPLQNNVEELFALLSFLQPELLKPMMLRRLKEDVEKSLAPKQETIIEVELTSIQKKYYRAILERNFEFLANLMNTMMELRKCCNHPYLIKAMIQSSGKLLIDKLLPRLKQGGHKVLIFSQMVRVLDILEIDGCIRGNERRFSRKGSLCTRAGGAADTVIIAQARCHRIGQQPVKIYRLITRNSYEREMFKASLKLGLDKAVLQSILSKTEVEDLLKRGAYGEDIDQILDRRKGSTFWEKWAIPRHRVLLRVRMIRLLDELLVAM
>Aaeg_AAEL002230
VHYVLFSYLHCEWRKIKRFLEVDRVLDYLVKWKSLPYEDSTWERLRPYQLEGLNWLRYSWCILADEMGLGKTIQSLTFPFLVIAPLSTIPNWQREFEGWT-DMNVIVYHGSQDYEVFNVLITTFEMIEAHRLKNRNCKLSGTPLQNNVNELFSLLNFLEPSLLKPMMLRRLKDDVEKSLAPKEETIVEVELTNIQKKYYRGILEQNFSFLMNLMNTMMELRKCCIHPYLLNNLIVSSGKMLIDKLLPKLKANGHRVLIFSQMVRCLDILEIDGRIRGNLRRYSKPDSLCTKAGGAADTVIIAQARCHRIGQQMVKIYRLLCRNTYEREMFKASLKLGLDKAILQSMLSKKEIEDLLKKGAYGEDIDSILLRRKGSTFWNKWAEPRKRVLLRVRMLELLSELLRAV
>Hrob_1813
-----FSYLHCEWRKIKRF-EVDRILDYLIKWRGLGYDESTWEVLREYQLEGLNWLTFSYCILADEMGLGKTIQSLTFPFLIIVPLSTIANWQREFEAWT-DLNVIVYHGSQQYEMFNVLITTFECIEAHRLKNRNCKLTGTPLQNNVEELFSLLSFLEPKILKPVMLRRLKEDVEKSLAPKEETIIEVELTNIQKKYYRAILERNFAFLATLMNTMMELRKCCNHPFLINTMVQASGKLLTDKLLPKLKTDGHKVLIFSQMIRVLDVIEIDGRIRGSLRRFCKPDSLCTRAGGAADTVIIAQARCHRIGQQSVKVYRLITRNTYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLKKGAYGEDIDHILQRRKGSTFWQKWAMPRQRVLLRVRLIELICDLLLGV
>Obim_22021132
VEKILYSYLHSEWKKVKRYKEVDRVLEYLVKWTSLPYEESTWERLRDYQLEGVNWLTFSWCILADEMGLGKTIQSITFPFLIIAPLSTICNWQREFETWT-EMNAILYHGSQEYEMFHALITTYEMVEAHRLKNRNCRLTGTPLQNNTEELFSLLNFLNPRLLKPMMLRRLKEDVEKNLAPKEETIVEVELTNIQKKYYRAILENNFEFLSNLMNTMMELRKCCNHPYLVKAMVQSSGKLLLDKLLPKLQQGNHKVLIFSQMIRVLDILEIDGRIRGNARRFSKPDSLCTRAGGAADTVIIAQARCHRIGQNAVKVYRLITRNSYERQMFRASLKLALDKAVLQSVLSKREVEDLLKRGAYGEDIEDILNSRKGSTFWDKWAEPRQRVLLRVRLINLLRELVLAA
>Hmag_P_004207764.1
IERILYSYLHCEWGKIKRYQEIDRVLDYLVKWRALPYEESTWEKLHDYQLEGLNWLTFCWCILADEMGLGKTIQSISLPFLVIAPLSTIVNWQREFEEWT-DINAIVYHGSQQYEMFEAIITTYEMVEAHRLKNQKCKLTGTPLQNNVEELFSLLNFVEPTILKPMMLRRLKEDVAQNIASKEETIVEVELTTIQKKFYRAILEKNFSFLANLMNTMMELRKCCNHPFLINALIESSGKMLIDKLLPKLKAGGHKVLIFSQMIKVLNLIEIDGGIQGNNRRFCKTDSLCTRAGGAADTVIIAQARCHRIGQDPVKVYRLICRNTYEREMFRASLKLGLDKAVLQNMMSKKEVEDLLKKGAYGEDIDQILERRKGSTFWQKWAEPRRRIMSRIRLIKLLSALLEGV
>Ocar_g4742_t1
VERILFSYLHAKWAKVDE--EVDRVLDYLAKWKALNYEDSTWEELRDYQLEGLNWLLFNWCILADEMGLGKTIQSIAFPFLVVAPLSTIGNWQREFETWS-DVNAVVYHGSGDYEMFEVMITTYEMVEAHRLKNKSCKLTGTPLQNNVEELFSLLNFLEPAVLKPMMLRRLKEDVERNIAPKEETIIEVELTSVQKRYYRAILERNFKFLTSLMNVMMELRKCCNHPFLINVLVQASGKLLISKLLPKLKDGGHKVGVADGMIRVLDILEIDGRVRGPMRRFCRPESLCTRAGGAADTVIIAQARCHRIGQSAVKVYRLITRNTYEREMFRASLKLGLDKAVLQSMLSKKEVEDLLKRGAYGEDIDQILERRKGSTFWDKWAQPRHRVLNRMRQVQLLSDLLIGV
>Lana_P_013394880_1
VEKILFSYLHCEWRKIKRYKEVDRVLCYLVKWQSLPYEESTWERLREYQLEGVNWLRFCWCILADEMGLGKTIQSITFPFLVIAPLSTIANWQREFETWT-DINAITYHGTQEYELFQVLITTYEIIEAHRLKNRNCKLTGTPLQNNVDELFSLLNFLEPKLLKPMMLRRLKEDVEKNLAPKTETIIEVELTNIQKKYYRAILERNFTFLANLMNTMMELRKCCNHPYLINAMVQASGKLLIDKLLPKLKAGGHKILIFSQMIRVLDILELDGRIRGNLRRFSRPDSLCTRAGGAADTVIIAQARCHRIGQTDVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMMTKKELEDLLKKGAYGEDIDQILQRRKGSTFWQKWAMPRQRVLLRVRLIDLLNDLLIGA
>Hrob_21674
--------------------EVDRVLDYLVTWRSLPYEDATWETLREYQLEGLNWLTFSYCILADEMGLGKTIQSISFPFLVVVPLSTIGNWQREFEGWT-NLNVIVYHGSQQYEMFHALVTTFECVEAHRLKNRNCKLTGTPLQNNVDELFSLLSFLEPKLLKPMMLRRLKEDVEKNLAPKEETIVEVELTNIQKKYYRAILERNFFFLANLMNTMMELRKCCNHPYLVNALITSSGKLLVDKLLPKLKANGHKVLIFSQMIRVLDILEIDGRIRGNLRRFSKPESLCTRAGGAADTVIIAQARCHRIGQMSVKVYRLITRNTYEREMFKASLKLGLDKAVLQSILSKKEIEDLLKRGAYGEDIEQILQRRKGSTFWQKWAVPRQRVLLRVRLIDLLNDLLIGA
>Pmar_6688
ADRVF------------------------VSW---------WDISPEFATEEFE---DPETIFKNDMDLEDDSMSPGS------------------------------VGGGKLYWLRRLVTTYQRCQQQRLEAQARG----------RRRNDELTLQAAA--RQRWTRREEADFYR-----VVSTFGVEFDP-QRRRFDWTRFRSFARLDRYFQAFVAMRKVCRLP---PTEERASRTLYRIELLRKVR---QQVLRHPHLTERLRLCQLLSAAKHGVSMLNDPE-AAATAGSLPDLC-------EKILKSPESPASPASPASVKEEGSGAGR--GNGGVKAEPGVTKVEADDWETVEPGKLKCKDGLLKAQQPQH----------TELHIKL-----QTFLSI
>Lpol_P_013778295_1
VEKVLLSYIHCEWKKLKRFKEVDRVLDYLVKWRGLSYEDSTWETLREYQLEGLSWLTFCWCILADEMGLGKTIQSIAFPFLVIAPLSTIANWQREFETWT-DLNVITYHGTQEYEMFNVMITTFEILEAHRLKNRNCKLTGTPLQNNVEELFSLLNFVEPNILKPMMLRRLKEDVEKSLVPKEETIVEVELTNVQKKYYRAILERNFTFLTNLMNTMMELRKCCIHPYLINAMIQASGKLLLDKLLPRLRANDHRVLVFSQMVRCLDILEIDGRVRGNLRRFCKQDSLCTRAGGAADTVVIAQARCHRIGQSAVKVYRLICRNTYEREMFKASLKLGLDRAVLQSMMTKKEIEDLLRKGAYGEDIDQILERRKGSTFWEKWAEPRRRVLLRVRLIDLLNDLLIGA
>Lpol_P_013782587_1
VEKVLLSYIHCEWKKIKKFKEVDRVLDYLVKWRGLSYEDSTWETLREYQLEGLSWLTFCWCILADEMGLGKTIQSITFPFLVIAPLSTIANWQREFETWT-DLNVITYHGSQEYEMFNVMITTFEMLEAHRLKNRNCKLTGTPLQNNVEELFSLLNFVEPNVLKPLIVRRVKCDLSKNKVLVMKFYFCVELTYVQKKYYRAILEHNFTFLANLMNTVMELRKCCIHPYLINAMIQASGKLLLDKLLPRLRANGHRVLVFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTVVIAQARCHRIGQSAVKVYRLICRNTYEREMFKASLKLGLDRAVLQSMMTKKEIEDLLRKGAYGEDIDQILERRKGSTFWAKWAEPRRRILLRVRLIELLNDLLIGA
>Scil_589_1
AQEL---------------------------------------RLRAYQLEGVDWLMFRWCILADEMGLGKTIQTVGFPFLVIAPLSTIHNWQREFETWT-DMNVLVYHGSSDYELFNVIITTYEMIEAHRLKNRNCKLTGTPLQNNVEELYNLLSFLQPQLLKPMMLRRIKQDVEKNIAPKEETVIEVELTTMQKKFYRAILERNFSFLSSLMNTMMELRKCCNHPFLINALIEASGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGGVRGNLRRFSKPDSLCTRAGGAADCCIIAQARCHRIGQNAVMVYRLITRNSYEREMFRASKKLGLDRAVLQNILNKKEVEDLLRRGAYGEDIEQILSRRPGSTFWEKWAAPRQRILTRVKMIDLLSSLLLGV
>Smar_8413
VEKLMFSYLHCDWKKIKRYKEVDRVLDYLVKWQQLSYEESTWETLREYQLEGLNWLMFSWCILADEMGLGKTIQSISFPFLVIAPLSTIANWQREFETWS-DLNVIVYHGSQDYEMFHVLITTFEIIEAHRLKNKNCKLSGTPLQNNVEELFSLLNFLEPALLKPMMLRRLKEDVEKSLAPKEETIIEVELTNIQKKYYRAILERNFSFLANLMNTMMELRKCCIHPYLISAMIHSSGKLLMDKLLPKLKVNGHRVLVFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTVIIAQARCHRIGQQAVKVYRLICRNTYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILQGRKGSTFWQKWAEPRRRVLLRVRLIDLLNELLIGA
>Ptep_16124+22839
VEKILLSYIHCDWKKVKRFKEVDRVLDYLVKWRALTYEESTWETLREYQLEGVNWLTFCWCILADEMGLGKTIQSITFPFLVIAPLSTIGNWQREFETWT-DLNAITYHG-LEYEMFQVMITTFEIIEAHRLKNRNCKLTGTPLQNNVEELFSLLNFLEPNLLKPMMLRRLKEDVEKSLAPKEETVVEVELTNIQKKYYRAILERNFTFLTNLMNTMMELRKCCIHPFLINAMIQASGKLLMDKLLPRLRTDGHRVLVFSQMVRCLDILELDGRVRGNLRRFCKPDSLCTRAGGAADTVIIAQARCHRIGQSAVKVYRLICRNTYEREMFKASLKLGLDKAVLQSMMSKKEIEDLLRKGAYGEDIDQILQRRKGSTFWEKWAEPRRR-LQRVELEKFMKAILQGC
>Btau_NP_001230229.1
IEKILFSYLHCKWAKIKRFREVDRILEYLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSQQYEMFHVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPSILKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLINTMMELRKCCNHPYLISAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Mmus_NP_775544.2
IEKILFSYLHCKWAKIKRFREIDRILEYLVKWCSLPYEESTWERLREYQLEGMNWLLFNWCILADEMGLGKTIQSIAFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSQQYEMFHVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPSILKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLTNLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAILQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Hsap_NP_115597.3
IEKILFSYLHCKWAKIKRFREVDRILEYLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSQQYEMFHVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPSILKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLTNLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Acar_P_003220588.1
IEKIL--LLARAWR------NL-----YLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSHQYEMFHVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPQLLKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRLDVLLPDIELLRDLLIGT
>Ggal_P_003642493.1
IEKILFSYLHCKWAKIKRFREVDRILEYLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSQQYEMFQVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPQILKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Tgut_3324
IEKILFSYLHCKWAKIKRFREVDRILEYLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNAIVYHGSQQYEMFQVVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPQILKPMMLRRLKDDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Skow_P_002736775.1+P_002739475.1+P_002739476.1
VDKILFSYLHCEWAKIKRFKTTDRVLDCLVKWSSLPYEDSTWEYLREYQLEGVNWLTFSWCILADEMGLGKTIQSIAFPFLIIAPLSTIANWQREFETWS-NVNCVVHHGSQEYEMFQVLVTTYEIIEAHRLKNKNCKLTGTPLQNNVEELFSLLNFLEPDLLKPMMLRRLKEDVEKNLAAKEETIIEVELTNIQKKYYRAILERNFSFLANLMNTMMELRKCCNHPFLINALIQSAGKMLIDKLLPKLKEGGHKVLIFSQMVKCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTVIIAQARCHRIGQSLVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMMSKKEIEELLRKGAYGEDIDQILQRRKGSTFWQKWAEPRRRVLLRVRMIELLLDMLLGV
>Xtro_740_3
IERILFSYLHCKWAKIKRFREVDRVLEFLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNTIVYHGSHQYEMFQIVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELYSLLNFLEPV----------------------------------RKFY-WLF--DFLWML---------PEANDASFLTKPILLILGVLFIRYFEHQSGPDLGKLYT---MKPILLILGIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKIEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGT
>Spur_P_003728093.1
VEKILFSYLHCEWAKIKRFRVVDRILDYLVKWASLPYEESTWEVLREYQLEGVNWLTYSWCILADEMGLGKTIQTIGFPFLVLAPLSTIVNWQREVESWT-DMNCVVYHGGAEYEMFQILITTYEILEAHRLKNRNCKLTGTPLQNNVDELFSLLNFLEPGLLRPMMLRRLKEDVEKNLAPKEETIIEVEMTSIQKRYYRAILEKNFSFLTNLMNTMMELRKCCNHPFLINVLIQSAGKMLLDKLLPKLKEGGHKVLIFSQMIRCLDILEIDGRVRGNMRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQQAVKVYRLITRNSYEREMFKASKKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDMILQRRKGSSFWHKWALPRQR------------DL----
>Spur_P_003731564.1
-------------------------------------------VLREYQLEGVNWLTYSWCILADEMGLGKTIQTIGFPFLVLAPLSTIVNWQREVESWT-DMNCVVYHGGAEYEMFQILITTYEILEAHRLKNRNCK-----------------------LLRPMMLRRLKEDVEKNLAPKEETIIEVEMTSIQKRYYRAILEKNFSFLTNLMNTMMELRKCCNHPFLINVLIQSAGKMLLDKLLPKLKEGGHKVLIFSQMIRCLDILEIDGRVRGNMRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQQAVKVYRLITRNSYEREMFKASKKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDMILQRRKGSSFWHKWALPRQRVLLRVRL-----SLLIGV
>Adig_1724
VEKILYSYLHCEWAKIKRYREVDRVLDFLVKWRSQPYEESTWETLREYQLEGVNWLTFCWSILADEMGLGKTIQSISFPFLVIAPLSTISNWQREFETWS-EINAVVYHGSQEYEFFEAMITTYEIIEAHRLKNRNCKLTGTPLQNNVDELFSLLNFLEPALLKPMMLRRLKEDVEKNIAPKEETIIEVELTTIQKKLYRAILERNFAFLSNLMNTMMELRKCCNHPFLITIMIDASGKLLIHKLLPKLKANGHKVLVFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTVIIAQARCHRIGQSSVKVYRLITRNSYEREMFRASMKLGLDKAVLQSMMSKKVIEDLLRKGAYGEDIDQILERRKGSTFWQKWAAPRQRILLRVRLIKLLSDLLIGV
>Aipt_26165
VEKILYSYLHSEWAKIKRYIEVDRVLDYLVKWRSLPYEDSTWETLREYQLEGVNWLSFCWSILADEMGLGKTIQSIAFPFLIIAPLSTISNWLREYESWT-DMNVVVYHGSQEYEFFQVIVTTYEIIEAHRLKNR-CKLTGTPLQNNVDELFSLLNFLEPALLKPMMLRRLKEDVEKNIAPKEETIIEVELTTVQKKFYRAIIER-FAFLANLMNTMMELRKCCNHPFLINAMIEASGKLVLHKLL-KLKIG-HKVLVFS-MVRCLDIMEIDGRVRGNLRR-SKPDSLCTRAGGAADTVII---ACHRIGQSSVKVYRLITRNSYEREMFRASLKLGLDKALQSMNMSKREIEDLLKRGAYGEDIDQILERRKGSTFWKKWAVPRQRILLRVRLIQLLSDLMRGV
>Nvec_v1g30104
VEKILYSYLHAEWAKIKRYKEVDRVLDFLVKWRSLPYEESTWETLREYQLEGVNWLMFCWSILADEMGLGKTIQSIAFPNLVIAPLSTISNWQREFESWN-DINAVVYHGSQEYEFFQVLITTYEIIEAHRLKNRNCKLTGTPLQNNVEELFSLLNFLEPSLLKPMMLRRLKEDVEKNIAPKEETIIEVELTTVQKKFYRAILERNFAFLANLMNTMMELRKCCNHPFLITAMIEASGKLLIHKLLPKLKLGGHKVLVFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTVIIAQARCHRIGQSSVKVYRLITRNSYEREMFRASMKLGLDKAVLQSMMSKREIEDLLKRGAYGEDIDQILERRKGSTFWEKWAAPRQRILLRVRLIQLLNDLLRGV
>Tadh_8477
------------------------------------------------------------------MGLGKTIQSLSFPFLVIAPLSTIANWQREIEAWT-DMNVVVYHGSRDYELFQIIITTYEIIEAHRLKNRHCKLTGTPLQNNVEELFSLLNFLEPAILKPMMLRRLKEDVEKNLAPKEETIIEVELTPIQKKFYRAILERNFNFLSNLMNTMMELRKCCNHPFLINAMIQASGKLLIDKLLPKLKDGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPESLCTRAGGAADTVVIAQARCHRIGQSAVKVYRLITQNSYEREMFRASLKLGLDRAVLQSMLSKRDVEDLLRKGAYGEDIDQILERRKGSTFWQKWAEPRQR------------------
>Bflo_8372
-----FSYLHCEWKKIKRFWEVDRVLDYLVKWQQLPYEDSTWEKLREYQMEGVNWLLFNWCILADEMGLGKTVQSITFPFLIIAPLSTIANWQREFETWT-NVNVVVYHGSHRYEMFQSLITTYEVIEAHRLKNRNCKLTGTPLQNNVEELFSLLNFLEPDLLKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILERNFTFLANLMNTMMELRKCCNHPYLINCMVQASGKLLIDKLLPKLRAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTVIIAQARCHRIGQSSVKVYRLLTRATYERDMFRASLKLGLDKAVLQSMLSKKEIEELLRKGAYGEDIEQILQRRKGSTFWKKWAMPRVRVLLRVRMIDLLRDLLLGM
>Drer_128062
IEKILFSYLHCKWAKIKRFREVDRVLEYLVKWCSLSYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNVIVYHGSLQYEMFQGVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPSILKPMMLRRLKDDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLANLINTMMELRKCCNHPYLITAMIQAAGKLLIDKLLPKLLAGGHKVLVFSQMVRCLDILEIDGRVRGNLRRFSKVDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGV
>Locu_8969
IEKILFSYLHCKWAKIKRFREVDRVLEYLVKWCSLSYEESTWEELREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNVIVYHGSQQYEMFHGVITTFEMIEAHRLKNRNCKLTGTPLQNSVEELFSLLNFLEPQILKPMMLRRLKDDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLANLINTMMELRKCCNHPYLITAMIQAAGKLLIDKLLPKLIAGGHKVLVFSQMVRCLDILEIDGRVRGNLRRFCKADSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Lcha_12358
IEKILFSYLHCKWAKIKRFREVDRVLDYLVKWCSLPYEESTWEQLREYQLEGMNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-EMNVIVYHGSQQYEMFHVIITTFEMIEAHRLKNKNCKLTGTPLQNSVDELFSLLNFLEPIILKPMMLRRLKDDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLANLINTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLIAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFCKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFKASLKLGLDKAVLQDILSKMEVEDLLRKGAYGEDIDQILQRRKGSTFWQKWARPRVRVLLRVRMIELLRDLLIGA
>Drer_114372
VEKIMFSYLHCRWAKIKRFREVDRVLDYLVKWCSLPYEDSTWEALREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQAYEMFHAVITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLNFLEPDILKPMMLRRLKEDVEKNLAPKEETIIEVELTNVQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLRGA
>Drer_14936
VDKIMYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWESLRDYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-HLNVIVYHGSQQYEMFQAVITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPTILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFSFLANLLNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWDKWATPRVRVLLRVRMVELLRDLLLGA
>Drer_122217
VDKILYSYMHCEWAKLKRFKEVDRILDYLVKWCSLPYEDATWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIALPFMIIAPLSTITNWEREFSNWT-DMNAIVYHGSQQYEMFDALITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPAILKPMMLRRLKEDVEKNLAPKQETIIEVELTDVQKKYYRAILERNFSFLSNLLNTMMELRKCCNHPYLITALVRSAGKLLLDKLLPRLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCVIAQARCHRIGQSAVKVYRLITRNSYEREMLKASLKLGLDRAVLQSMFSKKEIEDLLRKGAYAEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMVTLLCELLLAA
>Lcha_12909
VDKILYSYLHCEWAKIKRFKEVDRILDYLVKWCSLPYEDSTWESLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTITNWEREFCTWT-DMNTIVYHGSQQYEMFDALITTFEMVEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLDPSILKPMMLRRLKEDVEKNLAPKQETIIEVELTNVQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMVRSAGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMFSKKEIEDLLRKGAYAEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMIDLLRELLLGV
>Xtro_37481_3
VDKILYSYLHCEWAKLKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTITNWEREFGSWT-QMNTIVYHGSQQYEMFDALITTFEMVEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPTILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLTNLLNTMMELRKCCNHPYLITAMVRSSGKLLIDKLLPKLRAGGHKVLIFSQMVRCLDILEIDGRVRGNMRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSAVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMFTKKEIEDLLRKGAYAEDIDQILLRRKGSTFWQKWAGSVLNVLLRVRMLDLLRELLQGA
>Acar_P_003227288.1
VDKVLYSYLHCEWAKLKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIAFPFLVIAPLSTITNWEREFNTWT-EMNTIVYHGSQQYEMFDALITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFNFLSNLLNTMMELRKCCNHPYLINAMVRSSGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMFSKKEIEDLLRKGAYAEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIDLLRELLRGV
>Mmus_NP_963999.2
VDKVLYSYLHCEWAKLKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIAFPFLVIAPLSTITNWEREFNTWT-EMNTIVYHGSQQYEMFDALITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLLNTMMELRKCCNHPYLINAMVRSAGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMFSKKEIEDLLRKGAYAEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRELLRGA
>Btau_P_024853125.1
VDKVLYSYLHCEWAKLKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIAFPFLVIAPLSTITNWEREFNTWT-EMNTIVYHGSQQYEMFDALITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLLNTMMELRKCCNHPYLINAMVRSAGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMFSKKEIEDLLRKGAYAEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRELLRGA
>Hsap_NP_001164100.1
VDKVLYSYLHCEWAKLKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIAFPFLVIAPLSTITNWEREFNTWT-EMNTIVYHGSQQYEMFDALITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKQETIIEVELTNIQKKYYRAILEKNFSFLSNLLNTMMELRKCCNHPYLINAMVRSAGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMFSKKEIEDLLRKGAYAEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRELLRGA
>Ggal_P_003643872.1
--------------------EVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSIAFPFLVIAPLSTITNWEREFNTWT-EMNSIVYHGSQQYEM-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lcha_6265
SILILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DLNVVVFHGSQQYEMFQAIITTFEMIEAHRLKNRNCKHHCPPTSRKYRSLFLILYFRCD-ILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQAAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>tro_744_3
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DLNVVVYHGSQQYEMFHAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPQILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Mmus_NP_001297459.1
VDKILYSYLHCEWAKIKRFKEVDRILEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DINVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFSFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLVTRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILLRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Btau_NP_001192579.1
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DINVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFSFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLVTRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILLRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Hsap_NP_001295248.1
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DINVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFSFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLVTRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILLRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Acar_P_003222959.1
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DLNVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKQETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKSGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLVGA
>Cpic_8099_1
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-DLNVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEEL----------ILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRM-----------
>Ggal_P_414088.3
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-DLNVVVYHGSQQYEMFQAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Tgut_7722
VDKILYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWEQLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFRTWT-DLNVVVYHGSQQYEMFQAIITTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLVNTMMELRKCCNHPYLIKAMIQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWQKWATPRIRVLLRVRMIELLRDLLIGA
>Locu_8754
VDKIMYSYLHCEWAKIKRFKEVDRVLEYLVKWCSLPYEDSTWERLRDYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTIANWEREFRTWT-DLNVIVYHGSQQYEMFHAIVTTFEMIEAHRLKNKNCKLTGTPLQNTVEELFSLLHFLEPLILKPMMLRRLKEDVEKKLAPKEETIIEVELTNIQKKYYRAILEKNFSFLSNLVNTMMELRKCCNHPYLIKAMVQSAGKLLIDKLLPKMKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQNAVKVYRLITRNSYEREMFRASLKLGLDKAVLQSMLSKKEIEDLLRRGAYGEDIDQILQRRRGSTFWDKWATPRVRVLLRVRMIELLRDLLIGA
>Locu_6095
VEKIMFSYLHCRWAKVKRFKEVDRILDYLVKWCSLPYEDSTWEALREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFHTWT-ELNVVVYHGSQTYEMFHAVITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLNFLEPEILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLVFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSAVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILQRRKGSTFWQKWATPRIRVLLRVRMIELLRDLLVGA
>Lcha_2752
VEKIMYSYLHCQWAKIKRFKEVDRILDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQAYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLNFLEPTILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMIQGAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILQRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Xtro_43540_3
VEKIMYSYLHCHWAKIKRFKEVDRILDYLVKWCSLPYEDSTWESLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLNFLEPDILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMTQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILSRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLVGA
>Acar_P_003219644.1
VEKIMFSYLHCQWAKIKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGLNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQSYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Btau_P_024857593.1
VEKIMFSYLHCQWAKIKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPTILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLVGA
>Cpic_12003_1
VEKIMFSYLHCQWAKVKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPGILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Ggal_NP_001071054.1
VEKIMFSYLHCQWAKIKRFKEIDRILDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPGILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Tgut_11560
VEKIMFSYLHCQWAKIKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTV-ELFSLLHFLETGILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSRPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Hsap_NP_060250.2
VEKIMFSYLHCQWAKIKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLVGA
>Mmus_NP_001264078.1
VEKIMFSYLHCQWAKIKRFKEVDRIMDYLVKWCSLPYEDSTWEKLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLVIAPLSTIPNWEREFRTWT-ELNVVVYHGSQLYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILEKNFTFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHRVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSSVKIYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLVGA
>Cmil_AFO93668.1
VNLYLSSYLHCQWAKIKRFKEVDRILDYLVKWCSLPYEDSTWEQLREYQLEGVNWLLFNWCILADEMGLGKTIQSITFPFLIIAPLSTITNWEREFHTWT-EMNVAVYHGSQAYEMFHAIITTFEMIEAHRLKNRNCKLTGTPLQNTVEELFSLLHFLEPSILKPMMLRRLKEDVEKNLAPKEETIIEVELTNIQKKYYRAILERNFAFLSNLLNTMMELRKCCNHPYLINAMIQAAGKLLIDKLLPKLKAGGHKVLIFSQMVRCLDILEIDGRVRGNLRRFSKPDSLCTRAGGAADTCIIAQARCHRIGQSAVKVYRLITRNSYEREMFKASLKLGLDKAVLQSMLSKKEIEDLLRKGAYGEDIDQILLRRKGSTFWQKWATPRVRVLLRVRMIELLRDLLIGA
>Pmar_6677
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>Pmar_6699
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>Mbre_MONBRDRAFT_34123
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>Smed_15002245
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>Hrob_15821
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>Cele_F26F12_7
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>Cele_T14G8_1
IEKILLAYWQCEWLLVRMYWQIHRIINYLVKWKELSYEHATWENLHPYQLEGINWLRHCWAILADEMGLGKTVQSLTFPFLIAAPLSTIINWEREAELWCPDFYVVTYVGDREHEFFHVLLTSYECIEAHRLKNNQSTLTGTPLQNNLEELFHLLNFLAPDLLGPHMLRRLKADVLTGMPSKQELIVRVELSAMQKKYYKNILTRNFDALNSLINIIMELKKCCNHPYLFMALIKNAGKFLLQKMLRKLKDGGHRVLIFSQMTMMLDILEIDGSITGQQRRYNAPGALSTRAGGTADTVIIAFSRAHRLGQKKVMIYRFVTKGSVEERITVAKKKMLLTHLVVRAGMSKTELDDVLRWGTEEAAVDFLLDRNYLSSFWEKLLGKRVRVLSRIGL-----WLLAAV
>Ctel_218774
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VQSFILSYWRCEWVKLRNYLRVHRVLRCLVKWRDLSYEYATWEKLHSYQLEGLNWLRHCWTILADEMGLGKTIQTISFPFLISVPLSTLVNWEREFEFWAPDLYVLTYVGTREHEFFDVLLTSYELIEAHRLKNNRSLLTGTPLQNNLEELFHLLNFMESKLLSPHLLRRLKQDVLTDIPAKSECLVRVELSKEQKKFYKLILTRNYEALTSLINIMMELKKCSNHAYLVAALVQGSGKLLLKKMLAKLKETGHRVLIFSQMRIMLDLLEIDGAITGADRRFNNPKSLSTRAGGTADTVFIALSRAHRIGQFKVMIYRFVTRNSIEEKITVAKHKMMLTHLVVRPGLSKTELDSILKFGSKDEMVEQLLDREYFSTFWEKLLGKRIRVLARIGV-----WLLVGV
>Ocar_g10348_t1+g6900_t1
---------------------------YLVKWKEMPYDGCTWEKLHLYQLEGLNWLRFSWTILADEMGLGKTIQTISFPFLVSAPLSTVINWEREFEFWAPDMYVVAYTGGRRFELFHVLLTSYEMIEAHRLKNNQSKLTGTPLQNNLEELFSLLNFLSPALLKQHILRRMKADALNHPTSK-----------------------------SLLNVMVDLKKCCNHPFLFPYLTETCGKFLISKMLRVLKEEGHRVLMFSQMTRLLDLLEIDGGITGHARRFNTPGSLSTRAGGTADTVIIALSRAHRIGQLKVMIYRFVTRSTVEERIAVAKRKMMLTHLV----VSKGDLDDILKFGTKEAAVRSLLDRSYLSSFWEKLLGKRTRALTRIGV-----WLLCGL
>Tadh_4322+4321
VEKILRSYWECSWIMHRIYFQVQRIIDYLIKWKDLPYDVCSWETLHAYQLEGLNWLRFSWTILADEMGLGKTIQAISFPFLISVPLSTVVNWEREFEMWAPNLYVVSYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELWNLLNFLSPDLLGPHLLRRMKADVMKGIPEKSEVIVRIDLTSMQKTYYKYILTRNFEALNSLSNIVMELKKCCNHPYLIPPLVQACGKLVLEKMLKKLKETGNRVLIFSQMTKMLDILEIDGSTSGNERKFNAPNALSTRAGGTADTVIIAFSRAHRIGQSKVMIYRFVTRFSVEERITVAKKKMMLTHLIVRPGLTKQELDDILKFGTKEKAIEDLLDRSFLSSFWNKLLGKRIR-------I----WFLVGV
>Scil_9047_1
IARVLFSFWDCEWIQFRSCSIPQRIVKYLVKWRELTYDNCSWETLHPYQLEGLNWLRFSWTILADEMGLGKTIQTIAFPFLVSAPLSTLINWEREFEFWAPDLYAVTYCGPRETEVFHVLLTSFEMVEAHRLKNNKSQLTGTPLQNTLEELFHLLNFLSPALLGPHLLRRLKADVLKTMPTKTELIVRVDLAPIQKTVYRSILTRNFEALNTLLNVMMDLKKCCNHPYLFPALVEACGKFLLEKMLIRLKKNGHRVLIFSQMTRVLDLLEIDGGISGASRRFNAPGALSTRAGGTADTVIIALSRAHRIGQQTVMIYRFVTRSSVEERVTVAKRKMMLTHMVVRPGFTKKEMDDILRFGTQQEMLDKLLDRTYFSAFWERLLGKRQRVLNRIGIELPVTWLLHGI
>Lana_P_013387155_1
VKKILLSYWHCDWVLLRSLFQIHRIINYLVKWKELCYDACTWEKLHPYQLEGLNWLRFSWTILADEMGLGKTIQSIAFPFLISAPLSTIVNWEREFEFWAPEMYVVTYVGERDYEFFDVLLTNYELIEAHRLKNNTSLLTGTPLQNSLEELFNLLNFMSPGMLGPHLLRRLKADVLKNIPSKSEFIVRVELSPLQKKFYKYILTRNFEALNSLQNVMMDLRKCCNHPYLFPALIKACGKLLLSKMLKVLKRTNHRVLIFSQMTRVLDILEIDGSISGQARRFNAPGALSTRAGGTADTVIIAFSRAHRIGQQEVMIYRFVTRATVEERMTVAKRKMMLHNLVVRPGITKQELNEIIKFGTEEEAIEKLLDRTFFSSFWEKLLGKRQRVLTRIGIVNLLQWLLAGV
>Cint_P_002131918.1
CQRILFSYWDVEWIQWRTYTAIHRILNYLVKWKHLAYDKATWESLHEYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLISVPLSTMINWEREFELWAPNLYVVSYYGDRDNEFFHVLLTSYEMCEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLVPDMLGPHMLRRLKADVLTGLASKSEFIVRVNLSPLQRKFYRYILARNFKGLNSLLNIMMDLKKCCNHPYLFNELTKTSGKLVLQKMLRKLKDRGNRVLIFSQMTRMLDILEIDGSITGSIRRFNAPNSLSTRAGGTADTVFIAFSRAHRIGQTKVMIYRFVTKNSVEERVAVAKRKMMLTHLVVRPGMTKQELDDILKFGTEAKAIEALLDRSYLSSFWERLLGKRIRVLTRIGVSG---WLIAGI
>Bmal_Bm3633y
PEKCLMSYWHCEWVFLRMYWQVQRIINYLVKWRELVYEQATWEKLHDYQLEGINWLRHCWAILADEMGLGKTIQSMVFPFLVAAPLSTLINWEREAEFWCPDFYVVTYVGDREHEFFHVLLTSYELIEAHRLKNNQSLLTGTPLQNNLEELFHLLNFLSPDLLGPHMLRRLKADVLSGMPSKSELIVRVELSPMQKKYYKNILTRNFEALSSLINIIMDLKKCCNHPYLFPALVKASGKFLLQKMLKKLKEQGHRVLIFSQMTKMLDIMEIDGSITGQARRFNAANALSTRAGGTADTVIIAFSRAHRIGQQKVLIYRFVTRNSVEERITVAKKKMLLTHLVVRAGMSKSELDEVLRWGTEEEAVDALLDRSYLSSFWEKLLGKRVRVLTRIGI-----WLLAGI
>Hmag_P_002153791.2
VERILMSYWNCHWILFRFFCQIHRILWYLVKWRELGYEMSTWEILHEYQIEGINWIRYSWTILADEMGLGKTIQTITFPFLICAPLSTIVNWEREFEFWAPNMYVVTYSGNRNYEMFHVLLTSYELVEAHRLKNNQSRLTGTPLQNNLEELFHLLNFLCPDMLGPHMLRRLKGDVLKDMPSKSEFIVRVELSPMQKKYYKYILTKNFGALNSLLNIVMELKKCCNHPYLFSGLTEASGKLLLYKMLKKLKEQGHRVLIFSQMTRVLDLLELDGTITGGIRRFNLPNSLSTRAGGTADTVFIAFSRAHRIGQQKVMIYRFVTKSTVEERITVAKKKMMLTHLVVRPGMSKRELDDILKFGTEENAINMLLDRSYLSSFWEKLLGKRIRLLSRIGI-----WLLAGV
>Aque_226169+215113
VEKILKSYWECSWVTLRPYMIIQRVINYLVKWKDLPYDKATWETLHPYQLEGINWIRFSWTILADEMGLGKTIQTISFPFLISAPLSTIINWEREFEFWAPDLYVVTYHGSGAVKGFNVLLTSYEYVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSRDMLAPHLLRRLKADVLKNIPSKTELIVRVDLAPMQKKFYRWILTKNFEKLNSLINIMMDLKKCSNHPYLFPALIASSGKLVLEKMLKKLKESGHRVLIFSQMTKMLDILEIDGGVTGSERRFNAPGALSTRAGGSADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVCVAKRKMMLTHLVVRGGLSKRELDDILKFGTQDKAVEALLDRSYLSQFWEKLLGKRVRILTRIGV-----WLLKGI
>Nvec_v1g229706+v1g8814+v1g25276
VERILKSYWHCSWIMFRAFSQINRIMNFFVKWRDVPYSQSTWEKLHEYQREGLNWLRFSWTILADEMGLGKTIQTISFPFLVSAPLSTLVNWEREFEFWAPDMYVVTYAGDRNFDFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELWNLLFFLDPVILGPHMLRRLKADVLKGIPSKSELIVRVELSPMQKKYYKWILTRNFEALNSLLNVMMELKKCCNHPYLFHSLTEASGKLLLVKMLKKLREQGHRVLIFSQMTRMLDLLEIDGSVNGAARRFNAPTSLSTRAGGTADTVFIAFSRAHRIGQNKVMIYRFVTRSSVEERITVAKKKMMLTHLVVRPGMSKSELDDILKFGTSEKAITSLLDRDYLASF--KCMRPGLGFLCIVNT-----WLLAGV
>Xtro_28484_3
VQKILMSYWHCCWIMYRNFQSIQRII-YLVKWRDLSYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPDFYVVTYTGDRENEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHLLRRMKADVFKNMPAKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKASGKLLLHKMLRKLNEQGHRVLIFSQLLHPCPLLKVQNWEADYLS-----HRLIQRWGTASNHPPLAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEGAIDRLLDRNYLSSFWEKLLGKRVRVLTRIGVSG---WLLAGI
>Drer_127601
VQKILQSYWHCTWIMFRNYQMVHRIINYLVKWRDLTYDQCTWETLHLYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPNLLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPGLTKASGKLLLQKMLRKLKEQGHRVLVFSQMTKMLDLLEIDGGITGALRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEAAIERLLDRSYLSSFWEKLLGKRVRVLTRIGVS----WLLSGI
>Locu_17225
VQKILQSYWHCTWVMFRNYQVVHRIINYLVKWRDLTYDQCTWETLHLYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPDLLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALAKASGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGALRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEETAIERLLDRSYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Lcha_9098
VQKILLSYWHCSWIMYRNYQVIHRIINYLVKWRDLPYDQATWETMHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEMWAPNFYVVTYTGDRENEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTAELLGPHMLRRLKADVFKNMPSKTELIVRVELSQMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKASGKVLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGAVRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEQAVDRLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLSGI
>Btau_P_024836517.1
VQKILLSYWHCSWAMYRNYQTVHRIINYLVKWRDLPYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKASGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGALRRFNAHGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEEAIARLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Hsap_NP_001005273.1
VQKILLSYWHCSWAMYRNYQTVHRIINYLVKWRDLPYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKSSGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGALRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEEAIARLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Mmus_NP_666131.3
VQKILLSYWHCSWAMYRNYQTVHRIINYLVKWKDLPYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKSSGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGALRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEEAIARLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Acar_P_003229093.1
VQKILLSYWHCSWIMYRNYQTVHRIINYLVKWRDLSYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPNFYVVTYTGDREHEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKSSGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGALRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEEAIARLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Cpic_10177_1
VQKILQSYWHCSWAMYRNYQAIHRIINYLVKWRDLPYDQSTWETLHMYQLEGLNWLRFSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFQMWAPKFYVVTYTGDRENEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKSSGKLLLQKMLRKLKEQGHRVLIFSQMTKMLDLLEIDGGITGTLRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEEAIARLLDRNYLSSFWEKLLGKRVR------------------
>Lcha_6723
VQKILMSYWHCSWVMFRNYQMIHRIL-YLIKWRDLPYDQASWENLGPCQESEQVAFILSWCPLGGSQELKYHVGTSTVPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQRVLCLDANVLLCLTPQMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRSAGKLLLQKMLKKLKDDGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIDRLLDRNYLSSFWEKLLGKRIRVLTRIGV-----ILLSPV
>Acar_P_003229225.1
VQRILLSYWHCSWVMFRNYQMVHRILNYLIKWKDLPYDQCTWETLHSYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPEFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEVLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKLILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Locu_5985
VQRILLSYWHCSWVMYRNYQIIHRILNYLIKWRDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPFLVSAPLSTIINWEREFEMWAPHFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPLLVKSSGKLLLQKMLKKLKDGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEENAISKLLDRSYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Mmus_NP_001074845.1
VQRILLSYWHCSWVMYRNYQMVHRILNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDEGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Btau_P_024832539.1
VQRILLSYWHCSWVMYRNYQMIHRILNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDEGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Hsap_NP_056372.1
VQRILLSYWHCSWVMYRNYQMIHRILNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDEGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Ggal_P_003642567.1
VQRILLSYWHCSWVMYRNYQMIHRILNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Tgut_2728
VQRILLSYWHCSWVMYRNYQMIHRILNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLRDGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEEAAISKLLDRNYLSSFWEKLLGKRIRVLTRIGVS----WLLAGI
>Lcha_22264
VQRILLSFWHCSWVMYRNYQMIHRILNYLIKWKDLSYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVYPFLVSAPLSTIINWEREFELWAPHFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKVDVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLKEGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNGNFF---------------------------------------------------------------------RAGPPS-------------------------------------------
>tro_6377_3
VQRILLSYWHCSWAMFRNYQMIHRIMNYLIKWKDLPYDQCTWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPYLVSAPLSTIINWEREFEMWAPEFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPELLGPHMLRRLKADVFKNMPAKTELIVRVELSQMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSSGKLLLQKMLKKLKDGGHRVLIFSQMTKMLDLLEIDGGITGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMTKQELDDILKFGTEETTIAPVLHRIYINSEWEKLLGKRIRVLTRIGVS----WLLAGI
>Locu_9062
VQKILMSYWHCSWVMFRNYQMIHRILNFLIKWRDLPYDQATWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVVMDLKKCCNHPYLFPALTKAAGKLLLQKMLKKLKEGGHRVLIFSQMTKMLDLLEIDGGITGGMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTKASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIDRLLDRNYLSSFWEKLLGKRIRVLTRIGVTK---WLLAGI
>Drer_14790
VQKILMSYWHCSWVMFRNYQVIHRILNYLIKWRDLTYDQATWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKHMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVVMDLKKCCNHPYLFPGLTKSSGKLLLQKMLRKLKEGGHRVLIFSQMTKMLDLLEIDGGITGGMRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQNKVMIYRFVTKASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIDRLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Xtro_41129_3
IQKILLHFFTRILLMFRNYQMIHRVLNYLIKWRDLPYDQASWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIKGAGKLLLQKMLRKLKDDGHRVLIFSQ---------------------------------------V--------------------------------------------------------------------------------------------------------
>Xtro_6374_3
-------------------------------------------TLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIKGAGKLLLQKMLRKLKDDGHRVLIFSQGSGLWQLSTIDGGITGNMRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIARLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLSGI
>Mmus_NP_666091.1
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQMEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Btau_P_010803873.1
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQMEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Hsap_NP_001264.2
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQMEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Acar_P_003226517.1
VQKILMSYWHCSWVLFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVGAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Cpic_15546_1
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Ggal_P_003640489.1
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Tgut_13727
VQKILMSYWHCSWVMFRNYQMIHRILNYLIKWRDLPYDQASWETLHPYQLEGLNWLRFSWTILADEMGLGKTVQTAVFPFLVSAPLSTIINWEREFEMWAPDMYVVTYVGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKYILTRNFEALNSLLNVVMDLKKCCNHPYLFPALIRASGKLLLQKMLKNLKEGGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEKAIERLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLAGI
>Cmil_AFO94128.1
VQRILLSYWHCSWVMYRNYQMIHHILNYLVKWRDLPYDQASWESLHAYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPFLVSAPLSTIINWEREFELWAPGMYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPQMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVMMDLKKCCNHPYLFPAIVRAAGKLLLQKMLSKLKQDGHRVLIFSQMTKMLDLLEIDGGITGNLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEAAIDRLLDRNYLSSFWEKLLGKRVRVLTRIGVS----WLLAGI
>Cmil_AFO94191.1
-----LSYWHCSWVMYRNYQMIHHILNYLVKWRDLPYDQASWESLHAYQLEGLNWLRFSWTILADEMGLGKTVQTIVFPFLVSAPLSTIINWEREFELWAPGMYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPQMLGPHMLRRLKADVFKNMPSKTELIVRVELSPMQKKYYKFILTRNFEALNSLLNVMMDLKKCCNHPYLFPAIVRAAGKLLLQKMLSKLKQDGHRVLIFSQMTKMLDLLEIDGGITGNLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEAAIDNLLDRNYLSSFWEKLLGKRIRVLTRIGVT----WLLVGI
>Smed_15029173
VHKILLSYWNCEWLLLRNYFQIHRIIDYLIKWRDLAYDECTWEKLHQYQLEGLNWLRFSFTILADEMGLGKTIQTITFPFLVAAPLSTVINWEREFEFWAPDFYVVTYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLHFMTPEILGEHLLRRLKADVLTDMPSKGEFIVRVELSPMQAKFYKYILTRNFDALSSLINIVMDLKKCCNHPYLFPALIKASGKLLLYKMLPKLKTGGHRVLIFSQMTRLLDILEIDGAVTGQQRRFNAPDSLSTRAGGTADTVIIAFSRAHRIGQSKVMIYRFVTRNTVEERVTVAKKKMMLTHLVVRPGMSKKELDEILKFGTEDGAIDRLIDRSYLSSFWEKLLGKRIRVLTRIGIVVTIYNLSFSY
>Avag_19346001
VKKILLSYWSCEWLLWRCYICVHRILNYLVKWRELGYEQATWETLHPYQLEGLNWLRFSFVILADEMGLGKTVQTIVFPFLISAPLATIINWEREFEFWAPDMYVVTYTGDRKHEFFHALLTSYELVEAHRLKNNQSRLTGTPLQNNLEELYHLLNFLKPDILGSHMLRRLKADVLKNMPSKSEFIVRVELSPVQKKYYRAILTKNFDALNSLLNIVMELKKCSNHPYLLPALIKACGKLLLSKMLKILKDQGHRVLIFSQMTRMLDILEMDGKTGGSDRRFNAPGALSTRSGGTADTVIIALSRAHRIGQQKVMIYRFVTRDTVEERITVAKKKMMLTHLIVRPGMSKKELDDILRFGTEDAAIEKLLDRSYLSSFWEKLLGKRLKVLSRIGI-----WLLAGI
>Avag_34037001
VKKIILSYWACEWLLWRSEDCVHRILNYLVKWRELGYEQATWETLHPYQLEGLNWLRFSFVILADEMGLGKTIQTIVFPFLISAPLATIINWEREFEFWAPDMYVVTYTGDRKHEFFHALLTSYELVEAHRLKNNQSRLTGTPLQNNLEELYHLLNFLKPDILGSHMLRRLKADVLKNMPSKSEFIVRVELSPVQKKYYRAILTKNFDALNSLLNIVMELKKCSNHPYLLPALIKASGKLLLAKMLKILKDQGHRVLIFSQMTRMLDILEMDGKTGGMERRFNAPGALSTRSGGTADTVIIALSRAHRIGQQKVMIYRFVTRDSVEERITVAKKKMMLTHLVVRPGMSKKELDDILRFGTEDAAIEKLLDRSYLSSFWEKLL-----VLSRIGI-----WLLAGV
>Adig_428
VERILMSYWHCSWIMYRAYFQIYRILRYLIKWRDVPYNLSTWEKLHEYQMEGLNWLRFSWTILADEMGLGKTIQTIVFPFLISAPLSTIINWEREFEFWAPDMYVVTYAGDRNHDFFQALLTSYELVEAHRLKNKQSKLTGTPLQNNLEELWNLLNFLDPVILGPHMLRRLKADVLKGIPSKSELIVRVELSPQQKKYYKYILTRNFEALNSLLNVMMELKKCCNHPYLFSALTRASGKLLLEKMLKKLREQGHRVLIFSQMTRMLDLLEIDGTVNGSARRFNATGALSTRAGGTADTVFIAFSRAHRIGQNKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKSELNDILRFGTQERAILSLLDRTYLASFWEKLLGKRIRVLTRIGI-----WLLAGV
>Dmel_NP_649111.1
AEKILMSYWHCEWIMVASFQLVQRVINYLVKWRELSYNDSSWEKLHPFQIEGVSWLRYSWTILADEMGLGKTIQTVVFPFLISVPLSTLTNWERELELWAPELYCVTYVGGRKHEIFNVMLTSYEFIEAHRLRSNQSKLTGTPLQNNLEELFHLLNFLSSGILEPHMLRRLKADVLKSMPPKSEFIVRVELSSMQKKFYKHILTKNFKALNSLLNIMMDLRKCCNHPYLFPSLTKASGKLLLSKMLKQLKADNHRVLLFSQMTKMLNVLEIDGSIKGDLRRFNDPVSLSTRAGGTADTVIIAFSRAHRMGQKKVMIYRFVTHNSVEERIMVAKHKMMLTHLVVRPGFSKDELEDILRFGTEDKAVADLLDRTYLSSFWENLM-PKKQ------------------
>Hduj_t04032
VGKILLSYWHCDWQLVRNYFQVHRIINYLVKWRELNYEHCTWEALHPYQLEGLNWLRYSWTILADEMGLGKTIQTIVFPFIVSAPLSTLINWEREFEMWAPDFYVVTYIGDRENEFFNVLLTSMEMVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSPDIMGSHLLRRLKADVLKNMPTKSEFIVRVDMNAVQKKYYKFILTRNYEALHSLINVMMELKKCCNHPYLVASLIKACGKLLLSKMLRQLKATGNRVLIFSQMTRMLDILEIDGQITGSQRRFNEPGALSTRAGGTADTVIIAFSRAHRIGQTKVMIYRYVTRASVEERVTVAKKKMMLTHLVVRSGFSKKELDDILKFGTEEEAVGRLLDRSYLSSFWERLLGKRLRILSRIGI-----WLLAGI
>Sman_079650_1
VCRILLSYWHSEWLMLRNYFQPQRIIDYLVKWRDLPYDECTWEQLHEYQLEGVNWLRFSFTILADEMGLGKTIQTIAFPFLVAAPLSTIINWEREFEFWAPDLYVVSYIGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLHFMTPEMLGQHLLRRLKADVLQDMPSKGEFIVRVELSPMQKRYYKFILTRNFEALSSLINIMMDLKKCCNHPFLFPGLRKGSGKLLMSKMLRKLYETKHRVLIFSQMTKMLDLLEIDGAVTGQLRRFNAPDSLSTRAGGSADTVIIAFSRAHRIGQSKVMIYRFVTRGTVEERVTVAKKKMMLTHLVVRPGMSKKELDDILKFGTEDAAIERLLDRSYLTSFWEKLLGKRVRVLSRIGI-----WLLAGV
>Ctel_166178
VQKILLSYWHCEWIMFRNYQQVHRILNYLVKWRELPYDCATWEKLHDYQLEGLNWLRHSWTILADEMGLGKTIQTIAFPFLVSAPLSTIINWEREFEFWAPDLYVVTYVGDREHEFFQVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLDSKVLGPHLLRRLKADVLKNMPSKSEFIVRVELNPMQRKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPGLIKACGKLLMAAMLRKLSNDGHRVLIFSQMTKMLDILEIDGGVTGSLRRFNAPGSLSTRAGGTADTVVIAFSRAHRIGQARVLIYRFVTRNSVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEDAIGKLLDRSYLSSFWEKLLGKRVRVLTRIGI-----WLLAGI
>Dple_EHJ64730
VAKILRSYWHCSWIMYRYYMIVHRVI-YLVKWRDLSYDQATWEQLHTYQLDGLNWLRYSWTILADEMGLGKTIQTVTFPFLVSVPLSTIINWEREFELWAPDLYCITYVGDRENELFNVLLTSYELIEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLNKDMLGPHMLRRLKADVLKNMPAKSEFIVRVELSPMQKKYYKYILTRNYEALNSLLNVMMDLKKCCNHPYLFPALVKASGKLLMSKMLKQLKEQGHRVLIFSQMTKMLDILEIDGGITGTIRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEERAVSELLDRSYLSSFWIKLLGKRVRVLTRIGV-----WLLAGI
>Skow_6820466.1
VQKILMSYWHCDWVMFRNYAQIHRIL-YLVKWKELPYDSATWETLHEYQLEGLNWLRFSWTILADEMGLGKTIQTIAFPFLISAPLSTIINWEREFEFWAPDLYVVTYCGDREHEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSSELLGAHMLRRLKADQ--GIPSKSEFIVRVDLSPMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLVKSCGKLLLSKMLKNLKAEGHRVLIFSQMTRMLDLLEIDGSVTGNLRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQSKVMIYRFVTRSSVEERITVAKRKMMLTHLVVRPGLSKKELDNILKFGTEEKSVAELLDRSYLDSF-----GKRVRVLTRIGVNQ---WLLAGI
>Bflo_7515
-------------------------------------------------------------------------------------------------------------------------------EEKKEETKEEE------------------------------RKPKEEEDK----------------------------------------------------------------------KEEKRG-----------------ADG-------GFTELHT----------------------------------------------------------------------------------------------------------------WLLAGI
>Spur_P_003731194.1
VQKILMSFWHSEWVLHRNFIQIHRIINFFIKWKILPYDHSTWEKLHDYQLEGLNWLRYSWTILADEMGLGKTIQTIAFPFLISAPLSTIINWEREFEFWAPDFYVVTYTGDRENEFFHVLLTSYELIEAHRLKNNQSRLTGTPLQNNLEELFHLLNFMSPDMLGPHMLRRLKADVLKGMPSKSEFIVRVELSPLQKKYYKYILTRNFQALNSLLNIMMDLKKCCNHPYLFPSLIKSCGKLLLCKMLRMLKKDNHRVLIFSQMTRMLDLLEIDGGVTGGLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQSKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKRELDEILKFGTEQKTVWDLLDRTYLQSFWEKLLGKRVRVLTRIGVMC---WLLHGI
>Aaeg_AAEL013136
VAKILMSFWHCDWIMYRFYIMVHRVINYFVKWRDLPYDQCTWERLHPYQLEGINWLRYSWTILADEMGLGKTIQTATFPFLVAVPLSTIINWEREFETWAPDLYCITYVGDREHELFNVLLTSYEMVEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLNKNMLGPHMLRRLKADVLKNMPTKSEFIVRVELSQMQKKYYKYILTRNFEALNSLINIMMDLKKCCNHPYLFQSLTKAAGKLLLEKMLKQLKEQGHRVLIFSQMTKMLDILEIDGGITGTLRRFNAPGALSTKAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEEKAVAELLDRSYLSSFWVKLLGKRVRVLTRIGV-----WLLAGI
>Dmel_NP_649154.2
AEKIIMSYWHCEWVMIRSFQIVQRVINYLVKWRELPYDKSTWEQLHPYQIEGINWLRYSWTILADEMGLGKTIQTVTFPFLVAVPLSTLVNWEREFELWAPDFYCITYIGDRENELFNVLLTSYELIEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLSRDMLGPHMLRRLKTDVLKNMPSKSEFIVRVELSAMQKKFYKFILTKNYEALNSLINIMMDLKKCCNHPYLFPSLTKAAGKLLLSKMLKQLKAQNHRVLIFSQMTKMLDILEIDGGITGTLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEDKAVAELLDRTYLSSFWVKLLGKRVRVLTRIGV-----WLLAGI
>Lgig_12862+12861+12860
VQKILLSYWHTSWITYRCYISIHRIINYLVKWRDLPYDMSTWENIYPYQLEGLNWLRYSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEFWAPDLYVVTYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHLLRRLKADVLKGMPSKSEFIVRVELSPMQKKYYKYILTRNFGALNSLLNIMMDLKKCCNHPYLFPALRKACGKLLLHLMLKQLKDQGHRVLIFSQMTKMLDILEIDGGITGSSRRFNVAGALSTRAGGTADTVIIAFSRAHRIGQAKVMIFRFVTRASVEERITVAKKKMMLTHLVVRPGMSKKELDDILKFGTEEDSVSKLIDRSYLSSFWEKLLGKRVRVLTRIGI------LFLNP
>Acal_P_005111000.1
VKKILMSHWHCSWVLYRNYINIHRIINYLVKWRDLPYDQATWENLHPYQLEGLNWLRYSWTILADEMGLGKTIQTISFPFLVSAPLSTIINWEREFEFWAPDLYVVTYIGDREHEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHLLRRLKADVLKGMPSKSEFIVRVELSALQKKYYKYILARNYEALNSLLNIMMDLKKCCNHPYLFPALIKACGKLLLSKMLKELHSTGHRVLIFSQMTKMLDLLEIDGGVTGIQRRFNSKEALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRNSVEERITVAKRKMMLTHLVVRPGMSKKELDDILKFGTEEESVKKLLDRTYLSSFWEKLLGKRIRVLTRIGI-----WLLAGI
>Bgla_7972
-----MSYWHCSWVLYRNYINIHRIINYLLR------------NLHPYQLEGLNWLRYSWTILADEMGLGKTIQTITFPFLVSAPLSTIINWEREFEFWAPDLYVVTYIGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLTPDMLGPHLLRRLKADVLKGMPSKSEFIIRVELSPLQKKYYKYILARNYEALNSLLNIMMDLKKCCNHPYLFPALIKACGKLLLSKMLRELYSTGHRVLIFSQMTKMLDLLEIDGGITGNMRRFNSKEALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERITVAKRKMMLTHLVVRPGMSKKELDDILKFGTEEEAIRKLLDRTYLSSFWEKLLGKRIRVLTRIGI-----WLLAGI
>Pdum-CHD3/4/5A
VQKILMSYWHCEWIMFRNYVMIHRIINYLVKWRDLNYDQATWERLHPYQLEGLNWLRFSWTILADEMGLGKTIQTITFPFLVSAPLSTIINWEREFEFWAPDLYVVTYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSPEMLGPHLLRRLKADVLKGMPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALVKACGKLLTKKLLDVLRRDGHRVLIFSQMTKMLDILEIDGGITGTLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERITVAKRKMMLTHLVVRPGMSKKELDDILKFGTEEKAIEALLDRTYLSSFWEKLLGKRVR------------------
>Hazt_4485
VQKILMSYWHCSWIMLRSYFKIHRIINYLVKWRDLSYDQATWESLHPYQLEGVNWLRYSWTILADEMGLGKTIQTITFPFIVSVPLSTIINWEREFEAWAPDFYVVTYVGDREHELFHVLLTSYEMIEAHRLKNSQSKLTGTPLQNNLEELFHLLNFLAPYMLGPHMLRRLKADVLKNMPSKSEFIIRVELSVMQKKYYKYILTRNFDALNSLLNIVMDLKKCCNHPYLFPALTKASGKFLLDSMLKRLKRDGHRVLIFSQMTKMLDILEIDGGITGSQRRFNAPNALSTRAGGTADTVIIAFSRAHRIGQTKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFSKQELDDILKFGTEEKAVEELLDRSYLSSFWERLLGKRIRVLTRIGV-----WLLAGI
>Apis_56610
VSKILQSYWKCDWVTIRSYMLVHRILNYLVKWRDLPYSLATWEELHPYQLEGLNWLRYSWTILADEMGLGKTIQTITFPFLVSVPLSTLINWEREFETWAPDFYVVSYVGDRENEFFHVLLTSYELIEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLTPEMLGPHMLRRLKADVLKNMPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPGLTRAAGKLLLSKMLRILHDTNHRVLIFSQMTKMLDILEIDGSITGNQRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEEKAVAELLDRSYLSSFWVKLLGKRVRVLTRIGV-----WLLAGI
>Hrob_14512
VQKILLSYWHCKWIMYRNYIQIHRILNYLVKWRDLPYDQAIWETLHPYQLEGLNWLRYSWTILADEMGLGKTIQTICFPFLVSAPLSTIINWEREFEFWAPDFYVITYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSPDLLGNHLLRRLKGDVLKNMPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKACGKLLLSQMLRKLHRDGHRVLIFSQMTKVLDILEIDGGITGTQRRFNAPQSLSTRAGGTADTVIIAFSRAHRIGQARVLIYRFVTRNSVEERITVAKRKMMLTHLVVRPGMSKQELDDILKFGTEEQAIEKLLDRSYLSSFWEKLLGKRIRVLTRIGV-----WLLSGI
>Cgig_EKC37026
VAKILLSYWHCSWIMYRAYIQINRII-YLVKWCDLPYDQSTWETLHPYQLEGVNWLRYSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEFWAPDLYVVTYIGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLSPDMLGPHLLRRLKADVLKGMPSKSEFIVRVELSPMQKKYYKYILTRNFDALNSLLNIMMDLKKCCNHPYLFPAMTKACGKLLLSNMMKKLKEKGHRLLIFSQMTKMLDILEIDGGITGSMRRFNAPDALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEEALDKLLDRTYFSSFWEKLLGKRIRVLTRIGI-----WLLAGI
>Lana_P_013407637_1
VQKVLMSYWHCSWIMYRNYITINRII-YLVKWRDLPYEQATWETLHPYQLEGLNWLRYSWTILADEMGLGKTIQTIVFPFLVSAPLSTIINWEREFEFWAPDFYVVTYVGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFMSPDMLGPHLLRRLKADVLKGIPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKACGKLLLSKMLNILKEEGHRVLIFSQMTKMLDILEIDGGVTGTLRRFNMNGSLSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQEVDDILKFGTEEAAVKELLDRTYFTSFWEKLLGKRVRVLTRIGI-----WLLAGI
>Caqu_8116
VAKILYRYYCRKYDSLRSKKIIHRII-YYVKWRDLPYDLCTWEELHEYQLEGLNWLRHSWTILADEMGLGKTIQTITFPFLVSAPLSTIINWEREFETWAPDFYVVTYVGDREHE------------EGN--------LTGTPLQNNLEELFHLLNFLCHDMLGPHMLRRLKADVLKNMPAKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKASGKLLLAKMMRKLKQDGHRVLIFSQMTKMLDILEIDGAITGGQRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQSKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEESAIYDLLDRTYLSSFWEKLLGKRVRVLTRIGV-----WLLAGI
>Nvit_12262
VAKILRSYWYCDWVMFRNYSVVHRVI-YLVKWRELGYDQATWEQLHHYQLEGLNWLRYSWTILADEMGLGKTIQTITFPFLVSVPLSTIINWEREFETWAPDFYCVTYVGDRENELFNVLLTSYELIEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLCRDMLGPHMLRRLKADVLKNMPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKAAGKLLLSRMLKKLRDDGHRVLIFSQMTKMLDLLEIDGNITGTQRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFSKQELDDILRFGTEEKAVAELLDRSYLSSFWIKLLGKRVRVLTRIGV-----WLLAGI
>Tcas_TC012115
IAKLFYSHWHCSWVLYRNFVVVHRII-YLVKWRELSYDQATWEQLHNYQLEGLNWLRYSWTILADEMGLGKTIQTITFPFLVSVPLSTIINWEREFETWAPDFYVITYVGDRENEFFNVLLTSYELIEAHRLKSNQSKLTGTPLQNNLEELFHLLNFLNSQLLGPHMLRRLKADVLKNMPSKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLIKASGKLLLAKMLRILREQGHRVLIFSQMTKMLDILEIDGAITGSSRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKRKMMLTHLVVRPGFTKQELDDILRFGTEEKAVNELLDRTYLSSFWIKLLGKRVRVLTRIGV-----WLLSGI
>Bflo_4063
VEKILMSYWHCDWVMFRNYFTIHRIIN----------------TLHPYQLEGLNWLRFSWTILADEMGLGKTIQTICFPFLISAPLSTIINWEREFEFWAPDMYVVTYCGDREHEFFHVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLCSEMLGPHLLRRLKADVLKGIPAKSEFIVRVELAPMQKKYYKWILTRNFEALNSLLNVMMDLKKCCNHPYLFPGLKKNCGKLVLGRMLKKLQAQGHRVLIFSQMTKMLDILEIDGGVTGTLRRFNAPGSLSTRAGGTADTVFIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILRFGTEESAINKLLDRSYLSSFWEKLLGKRIRTSRRVGK-----------
>Dpul_232072
VSKILKSYWHCSWIMYRYYIVVHRVI-YLVKWRELNYDMASWEALHPYQMEGLNWLRYSWTILADEMGLGKTIQTITFPFLVAVPLSTIINWEREFETWAPDFYVVTYVGDREHELFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFLCPDMLGPHMLRRLKADVLKNMPTKSEFIVRVELSPMQKKYYKYVLTRNFEALNSLLNIMMDLKKCCNHPYLFPALVKASGKLLLSKMLRVLKEQGHRVLIFSQMTKMLDILEIDGGITGTLRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRNSVEERVTVAKKKMMLTHLVVRPGFSKQELDDILRFGTEEEAINQLVDRSYLSSFWEKLLGKRVRVLTRIGV-----WLLAGI
>Obim_22018363
VHKILMSYWHCSWIMYRNYMQIHRAI-YLMKWRDLPYDQSTWETLHGYQLEGLNWLRYSWTILADEMGLGKTIQTITFPFLVSAPLSTIINWEREFEFWAPELYVVTYVGDREHEFFHVLLTSYELVEAHRLKNNQSKLTGTPLQNNLEELFHLLNFMSPELLGPHLLRRLKADVLKGIPAKSEFIVRVELSNMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLTKACGKLLLQNMLRLLKDGGHRVLIFSQMTKMLDILEIDGGITGSQRRFNAPGALSTRAGGSADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILKFGTEEEAISKLLDRTYLSSFWEKLLGKRVRVLTRIGI-----WLLAGI
>Lpol_P_013778054_1
VNKILKSYWHCSWVLYRMYCQIHRVINYLIKWRDLPYDQSSWEELHPYQLEGVNWLRFSWIILADEMGLGKTIQTIVFPFLISAPLSTIINWEREFEMWAPDMYVVTYIGDREHELFNVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFMSPHLLGPHLLRRLKADVLKNVPAKSEFIVRVELSPMQKKYYKYILTRNFEALNSLLNIMMDLKKCCNHPYLFPSLTKACGKFVLAKMMRQLRETGHRVLIFSQMTKMLDIMEIDGGITGNLRRFNAPGALSTRAGGTADTVIIAFSRAHRIGQSKVMIYRFVTRGTVEERITVAKKKMMLTHLVVRPGMSKQELDDILRFGTEERAIDELLDRTYLESFWEKLLGKRVRVLTRIGV-----WLLSGI
>Lpol_P_013779890_1+P_013791773_1+P_013787779_1
VSKILMSYWHCSWVVYRMYCQVHRVINYLVKWRDLPYDQSSWEELHPYQLEGVNWLRFSWIILADEMGLGKTIQTIVFPFLVGAPLSTIINWEREFEMWAPDMYVVTYIGDREHELFNVLLTSYELIEAHRLKNNQSKLTGTPLQNNLEELFHLLNFMSAQLLGPHLLRRLKADVLKNIPAKSEFILRVELSPMQKKYYKYILTRNFEALNSLLNVMMDLKKCCNHPYLFP-----------------------------------------------------------------------------------MIYRFVTRGSVEERITVAKKKMMLTHLVVRPGMSKQELDDILRFGTEEKTIEELLDRTYLGSFWEKLLGKRVRVLTRIGV-----WLLTGI
>Smar_11839
VSKILMSYWHCSWIMYRMYCQVHRVINYLVKWRDLPYDLASYENLHPYQLEGVNWLRYSWTILADEMGLGKTIQTIVFPFIVSAPLSTIINWEREFELWAPDFYVVTYVGDREHEMFHVLLTSYELIEAHRLKNSQSKLTGTPLQNNLEELFHLLNFMSSEMLGPHLLRRLKADVLKNMPAKSEFIVRVDLTTMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPALTKACGKLLLCKMLRQLKDTGHRVLIFSQMTKMLDILEIDGGITGSQRRFNAPGALSTRAGGTADTVVIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILRFGTEERAIGDLLDRSYLSSFWEKLLGKRVRVLTRIGV-----WLLAGI
>Ptep_1843
---------------------------------------------------------------MHD-----------------------------------------------------------------------------------------------LLGCHLLRRLKADVLKNIPAKSEFIVRVDLASMQKKYYKFILTRNFEALNSLLNIMMDLKKCCNHPYLFPALIKACGKLLLSKMLRKLNNEGHRVLIFSQMTKMLDILEIDGGITGSQRRFNAPGSLSTRAGGTADTVIIAFSRAHRIGQAKVMIYRFVTRASVEERITVAKKKMMLTHLVVRPGMSKQELDDILRFGTEDKAIDELLDRT-----WAN--------LSSFKV-----SLLLLA
>Smed_AED_0_35
-------------------------------------------QLRKYQMDGVQWFIDSVGILADEMGLGKTVQTICAKFIIVSPLSVVNNWKNEFNKFTPNLKYFVYMGNNSHEWELIMITTYEYLEGHRIKNHESVLTGTPMQNNFDELYNLLAIVARNILNKLILRRTKAEQLQHLPEKTEVVIFHGMTDLQKTLYKSILMRDVNILQNLSNILMQIRKCALHPYLFNHLIDNSIKLVIDKLLLYLMPLGHKILLFSQMTKMLDIIQLDGSVRSEERNFSETESLSTRAGGAADTVIFAMARIHRPGQYPCRIIRLVARYSVEEIIVRAQRKLSMTREILGHEKKKLNLKEMVCYGVDKEFFTSILGDT-----WKPVV-----VSRPDRK-----ALLVAQ
>Avag_40565001
-----MTHKQSAFV---------------------EYNQTYFKDIRSYQLHGIRWLIERYAILSDEMGLGKTLQTIAFPCIVISPLSVLQNWTKEISKFASGLKVQTFTGVAETIKFDILLTTYEYIEAHRIKNSQSQLTGTPIQNNLSELYSLLSFCAPNLLKPFVLRRLKRDVLTDLPNKIEVMIFHDLSKVQKELYKALLTKNRSIFGSLINIMMQLRKAIGHPYLFPHLIEASGKLILDHLLKHLYTKKHKVLLFSQFTTVLDILQLDGSVRSEERNFNVQE-LSTKAGGAADTVIFAADRCHRIGQKPVRIIRLVCQNSFEEVILRAEVKLKLSKSIMEDSETKTQLQDVLKIGIDKINFDTILGKT----------GVNYRMVSNIEDLKATVLPRIGV
>Obim_22026242
MKEIL---------------SSHNHIK--FGWSD---------KLHEYQLSGVNWLLSQYCILGDEMGLGKTCQTIACPDIVICPRSVLENWQLEFERFSPNLKVKCLIGELEKMVLDVLLTTYEICEGHRLKSQDSMLTGTPVQNNLQELFSLLNFVSELILKPFLLRRVKESVL-DLPNKSEVVLFHGLSALQKKLYKAILTKDHTAFLNMMNIFIQLRKCVNHPYLFDHLVNSSGKLLIDQLLQHLKNAGHKVLMFSQMTRMLDILQLDGSTRGDERNFNRDEGLSTRAGGAADTVIFAVARSHRFGQSPVKIIRLIGADTVEDIIFRSAVKLKLTKRVIEEGDDKVKLQDILKFGVDKIDFPAVLGSSLVGQQ-----------------I----WYGTER
>Tadh_4584
--------------------------------------------LREHQVEGVKWINKRFCILGDEMGLGKTAQVV--QFLILSPLSVLNNWQVELTRFGPSLTGIVYAGSRTNIGYHVLMTTYEICEAQRLKNSNSMLTGTPVQNNLNELYSLLSFIEPKIIKPYILRRVKKGVLLDLPLKSEMTVDCGLSHLQRKLYKALLQRNIESLTSLMNMLIQLRKCVNHPYLFNHLINASGKLLLDKLLPYLKSRGHKVLIFSQMTRMLDILQLDGSVRGEERNFTDPDVLSTKAGGAADTVIFAAARCHRIGQTPVKIIRFVAQSTVEEIILRAEAKLKLTDAVIEGGISVFQLLSIIKFGLSKQDIESLIGSS--------------------RI-----YLLAGK
>Acal_P_005098173.1
------------------------------EWSD---------ELRPYQLEGVNWMLGCHCILGDEMGLGKTCQTIAMPHLVVCPRTVLENWEQEFRRFSPSLEVLVYFGN-----FDVLLTTYEICEGHRLKNVESLLTGTPVQNNLRELYALLSFVDCSLMKPYFLRRTKSTVLADLPEKSNVVLYHGLSALQKKLYKAIHTKDIEVFERLMNILMQLRKCVNHPYLFDHLVESSHKLLIDRLLSSLHQEGHKVLLFSQMARMLDVLQLDGSVRGEERNFNEKD-LSTRAGGSADTVIFAAARAHRIGQDPVKVIRLIGRNTVEEIILRAEEKLKLTEKVIEKGQNGGQLQEILKFGVDEVDFAQILGRS----------GPSVQEKKRQEAI----WYGTER
>Nvec_v1g135257
-------------------------------------------TLRPYQLEGVGWMRDCACILGDEMGLGKTIQTISVLFLVLSPLSVMANWKNEIKRFTKSLKVLSLIGS-KNKLIDVLLTSYEICEAHRLKNSQSLLTGTPVQNNLKELYSLLSFIAPSLLSPFLLRRVKSEVMVDLPEKSEVILYAGMSELQKKYYKAILMKDYDIFSKLNSILTNLRKCVNHPYLFDHLITASGKLAIDQLLSYLYKRGHKVLMFSQMTRMLDIVQLDGSVRGEERNFNEEQ-LSTKAGGSADTVIFAAARAHRIGQTPVKIIRLVGRNTVEEIILHADDKMRLTNNVIEGGYRTLLLANILKFGLEK------L-------------VNHFT---VLGD-----WGQGGL
>Ctel_142589
-------------------------------------------QLHDHQVEGVRWLAERQCILGDEMGLGKTCQTISLPHLILSPLSVLQNWADEFERFAPDLTIVKYIGAQE---LNAVITTYEMAEGHRLKNSESLLTGTPVQNNLSELYSLLSFVAHKILRPFLLRRLKTDVLHNLPVKSEVVLYHGLSALQKKQYKAILTRDASAFESLMNIVVQLRKSVSHPYLFDHLVTSSGKLLLDKLLSFLKVNGHKVLVFSQMTRSLDVIQLDGSVRGEERSFNQDKGLSTKAGGGADTVIFAAARAHRIGQKNVKVIRLVGKNTLEEIIIRARKKLQLSHSVIEAGNNTESLSAILKFGVDTVDFEKILGQS----------G----QKKRQET-----YLALVI
>Spur_P_793154.3
MDKIK---------------KISSI------------------TLRPYQLEGANWMIQRFCILGDEMGLGKTCQTISLPALVVSPLSVMGNWQDELKRFAPHLKVVSYTGDHELRSVNVILTTYEICEAHRLKNQNSLLTGTPIQNNLRELFALLSFVAPRMLLPFLLRRTKNEVVLDLPKKTGVILFHGLTALQKKLYKAILTKDHAAFESLMNTLMQLRKCVNHPYIFDHLVDCSGKLLLDKLLMSLWQQGHKVLLFSQMTRMLDILQLDGSVRGEERNFNQRD-LSTKAGGGADTVIFAAARAHRIGQTPVKIIRLIGRDSVEELILRADEKLKLTNDVIEGGGNATQLADMLKFGLDKLDLEEILGAS---------------AAKRAKMVHLPRWYGTER
>Lana_P_013401692_1
MDRIR--------------------------------------KLRPYQLSGVNWLIQRYCILGDEMGLGKTCQTISFPHLILCPLSVIGNWKDELNRFAPKLKLLSYLGD-----FHVLLTTYEVCEAHRLKNQESLLTGTPVQNNLTELYSLLCFVAPHLLKPFILRRVKNEVLKDLPKKSEVVLYHGLTALQKKYYKAILTKDTEAFECLMNILMQLRKCVDHPYLFDHLVEASGKLLIDQLLAYLRPRGHKVLLFSQMTRMLDIIQLDGSVRGEERNFNQQD-LSTKAGGSADTVIFAAARAHRIGQKAVKVLRLIGRSTVEEIVLRAEAKLKLTQSVIEGGDDSIQLQDILKFGVDQVDFDQILGPT-----WQS----------RAETI----WLAAKG
>Drer_22305
-------------------------------------------HLRPYQLDGVKWLSLCMCILGDEMGLGKTCQTISLPFLVLCPLAVLENWRQELERFCPSLSVICYTGDQNLKSFHVLLTTYEMCEAHRLKNQESLLTGTPIQNNLQEVYSLLTFIQPSVLQPFLLRRVKAEVAAELPKKTELVVFHGLSALQKRYYKAILMRDLDAFRRLLNVLMQLRKCVDHPYLFDHLVEASGKLLLDSMLAYLQEGGHHVLLFSQMTRMLDILQLDGSVRGEERNFSTKDVLSTKAGGAADTVIFAAARAHRIGQTPVKVIRLLGRDTIEEIIYRAVSKLRLTDTVIEEGASGLQLSEILKFGVDKVDLQLILGQS----------DPSAEAAAKRAKSGIRLLPRIGH
>Lcha_7056
MSRFV--------------------------------DIASW-TLRPYQITGLNWLAHCLCILGDEMGLGKTCQTIS-PFLVICPLSVLTNWNENQQRFAPRLSLVVYSGNQRSCKFHVLLTTYEICEAHRLKNMNAQLTGTPIQNNLQELYSLLHFIEPDLLQPYLLRRVKVDVAAEIPSKKEVVVFHGMSALQKYYYKAILMKCRDAFDKLLNVLSQLRKCVDHPYLFDRFGQSPGKIVTLKLILKSFCRNHRVLLFSQMTSMLDILQLDGSVRGEERNFSQQDILSTRAGGAADTVIFAAARAHRIGQNPVQIIRLLARDTVEEIIYRAVSKLKLTNAVIEKGVTDIQLSEILKFGVDKVDLTNILGPTKGQNGFEQLLPSNER-------IGH--KHLAAK
>Cmil_AFO95643.1
-------------------------------------------KLRSYQLNGLNWLAQCHCILGDEMGLGKTCQSISFPFLILCPLSVLENWREELEGFAPRLSVDIYAGDQDLKNFHVLLSTYEICEAHRLKNKNSLLTGTPVQNNLYELYSLLSFVDPDLMQPFLLRRIKTDVATELPKKMEVVLYHGLSSLQKKYYKALLMKDLDAFERLMNILIQLRKCVNHPYLFDHLMEASGKLLLDKLLGFLKSRNHRVLLFSQMTRMLDVLQLDGSIRGEERNFSQQDVLSTRAGGAADTVIFAAARAHRIGQTPVKIIRLIGRDTVEEIIYRAKSKLKLTNTVIEGGNPDMQLSDILKFGLDKIDLESILGET----------G----ATKRAKLIGH--KYLASR
>Acar_P_003216901.1
---------------------------HLNRW-----------NLHPYQLEGVNWLTHCYCILGDEMGLGKTCQTISLPFLVLCPLSVLNNWKEELNRFAPRLSFITYWGDQQDIFFHILLTTYEICEAHRLKNEDSLLTGTPIQNSLKELYALLTFIEPVLLKPFLLRRVKSEVASELPKKMEIILYHGMSALQRKFYKAILTKDLDAFERLQNVLIQLRKCVAHPYLFNHLIEVSGKLLLDNLLAFLYAGGHRVLLFSQMTNMLDILQLDGSVRGEERNFGQQPILSTRAGGSADTVVFAIARAHRIGQNPVKIIRLIGRDTIEEIIYRAASKLQLTNTIIEGGTDNIQLSEILKFGLDKVDLGNILGET-----LESMLG----AARRARI-----DLLALI
>Cpic_12595_1
-------------------------------------------QLRSYQMEGVKWLVQCYCILGDEMGLGKTCQTIALPFLILCPLSVLSNWKEELERFAPGLSYVAYAGD---QWFHVLLTTYEICEAQRLKNQNSLLTGTPVQNNLQELYSLLSFIESDLLQPFLLRRVKAEVAAELPKKVEVVLYHGMSALQRKYYKAILMKDLDAFEKLQNVLIQLRKCVAHPYLFSHLIEASGKLLLDKLLSFLYAGGHRVLLFSQMTRMLDILQLDGSVRGEERNFGQQPILSTRAGGAADTVIFATARAHRIGQNPVKIIRLIGRDTVEEIIYRAASKLQFTNTVIEGGAADMQLSEILKFGLDKVELENILGET----------G----AAKRARL-----------
>Ggal_P_416560.2
-------------------------------------------KLRPYQLDGVNWLVQCYCILGDEMGLGKTCQTISLRSLILCPLSVLSNWKEELERFAPGLSFVTYVGNQNLKEFRVLLTTYEICEAHRLKNQNSLLTGTPIQNSLQELYSLLSFIEPDLLQPFLLRRVKSEVTADLPKKVEVVLYHGMSALQRKYYKAILTKDLDAFEMLQNVLIQLRKCVAHPYLFNHIVEASGKLLLDKLLSFLYDGGHRVLLFSQMTKLLDILQLDGSVRGEERNFGQQPILSTRAGGAADTVIFAIARAHRIGQHPVKIIRLIGRDTVEEIIYRAASKLRLTNAIVEGGASDLQLSEILKFGLDKVELENILGET----------G----AAKRAKL-----------
>Tgut_13789
VQEAD--------------------------------------KLRPYQLEGVNWLVQCYCILGDEMGLGKTCQTISLRFLILCPLSVLSNWKEELERFAPGLSFISYVGSENLEGFPTLLTTYEICEAHRLKNQNSLLTGTPIQNSLQELYSLLSLIEPDLLQPFLLRRVKSEVAAELPKKVEVVLYHGMSALQKKYYKAILTKDLDAFETLQNVLIQLRKCVAHPYLFSHIVEASGKMLLDKLLSFLYAGGHRVLLFSQMTQLLDILQLDGSVRGEERNFGQQPILSTRAGGAADTVIFAIARAHRIGQHPVKIIRLIGRDTVEEIIYRAASKLRLTNAIVEGGTAELQLSEILKFGLDKVELENILGET----------G----AAKRARL-----------
>Sman_123320_1
--------------------NFEKLVE----------------VIREYQLQGINWLINCDGLLCDEMGLGKTCQVICFTFLIVCPLSVIENWRCELQNIAPNISFMTYIGDSDYNKIKVLLTTYEICEGHRLKNSNTQLTGTPIQNNLEELYNLLHFISPNILRPFLLRRIKQNVLTDLPPRADILIYHSLTGLQTKIYRVLLTRNADLFQRLQNLIVNLRKCVNHPYLFDHLVQASSKLLLDLLLQFLYNPNHKVLIFSQMTRMLDIIQLDGSVRGEDRSFNEDQ-LSTRAGGSADTVIFAAGRAHRIGQKPVRIVRLVCRHTVEEAILRAENKLKLATRVLNTTFTFDELNNVLKFGLAKLNFTQILGETPPSTIWVLLTKSKLK-ISLWQS-----WSHGGI
>Bmal_Bm9441c
-------------------------------------------NLHEHQILGVK-HILQWGIIADEMGLGKTCQAVSARHMVICPLSVLQHWQNELFRFGGKLRILTYIGNRKKLQWNVLITTYEMVEAHRLKSSKSIMTGTPVQNNINELYSLLSLIDTNMLSKYLIRRTKQMLRIKIPDSSEVLLYHGITEMQKNIYRAILRKNYQYFKSLLNVLTQLRKCVAHPYLFDHLFEVSGKFLLDRLLTFLFAKGHRVLIFSQMTRVLDITQLDGSVRAEERHFQTN--LSTRAGGGGDTVIFAAARCHRIGQTPVKIIRLVARYTVEDMIQRAARKLKMTQEILEKNLTFAEISDLIIKGLNREAIEKLIGKT----------GHDYKSSTDFGPIGY--RILVSK
>Hsap_SNF2L1
--------------LFAHF-KLGRP------------------PLRDYQIRGLNWLISLYGILADEMGLGKTLQTIALPHMVLVPKSTLHNWMNEFKRWVPSLRVICFVGDRDEMMWDVCVTSYEMVEAHRIKNEKSKLTGTPLQNNLHELWALLNFLLPDVLKPFLLRRIKTDVEKSLPPKKEIKIYLGLSKMQREWYTKILMKDIDVLNRLLNILMQLRKCCNHPYLFDHIVSNSGKMVLDKLLAKLKEQGSRVLIFSQMTRLLDILELDGQTPHEERAFNAPNSLSTRAGGSADVVILAMDRAHRIGQKPVRVFRLITDNTVEERIVRAEIKLRLDSIVIQQGLAKEEMLQMIRHGATHEDITTILERGRLQKMLYKFEPPKRE------------EKIMAQ
>Sros_PTSG_12193
GTGTMLSHLHDSWAKTKNYVALERLISFLAKWRGLDYEHVTWEQLHEYQLEGLNFLADAWVILADEMGLGKTIQAISLQFLVVVPLSTCMNWQREFKLWAPDIVTVVYTGHEGFELFHVIITSWEVAEGHRLKNAQSKLTGTPLQNNLQELYNLLKFLDPAQLQPHLLRRTKADVMKNLPKKVEVMVPCEMSHLQKQLYKHALEKNYTVLTGLKSLLTNLRKCSNHPYLFERLVKASGKLLMDKMLTKLKASGHRVLIFSQWTHVLDILELDGDTDILDRDFNRPNSLSTRAGGTADTVFIAIARAHRIGQKLVMVYRLVAKGTVDEKIVQARKKLALDEAVVEQKMDAKDLEQLLRHGAARALVDQLLNRESAPKVWKK-------RRTKEALV----W-----
>Bflo_27290
MDKLQ---------------KINRL------FKAVS-------TLRPYQLDGVNWLIERYCILGDEMGLGKTCQTIAFPFLILCPLSVLRNWQEELKRFSPDLEVLVYVGDRHSVRFHVLLSTYEICEAHRLKNQNSLLTGTPVQNNMEELFSLLHFVAPSILQPFLLRRVKSEVIKDLPKKSEVIVYHGLTALQKKYYKAILMKDM------------------------HLIEASGKLLLDQLLSYLKKKGHKVLVFSQMTRVLDILQLDGSVRGEERNFNQQD-LSTRAGGSADTVIFAAARAHRIGQTPVKIIRLIGRSTVEEIILRAEAKLKLTNSVIEGGDNGTQLSDILKFGLDKTDLETMLGGSKEEEEFETLVDRKLRLAGKMKDLEGLMILQQGT
>Smed_15015262
IQEILWSYVHATWEKLDKFIQIDRVIHYFIKWKSLDYKFVTAECLRDYQEIGVNWMMKLWGILADEMGLGKTIQIISFPYLLIVPLSTIDNWKREFETWAPEIYTIVYTGDKKYEWFNALLTTYEIAEAHRLKSPDSKITGTPLQNNIKELWALLHFIMPSAISPFIIRREKKDVEKSLPAKSEQILRINMSHKQKELYRLILAKNFDSLLIFKNVIVELKKCCNHVELISYLIKSSGKMVLDKLLTHLKSENHRVLIFSQMVRMLDILDLDGSRSSVMRNFNAQNSLSTRAGGTADTVIIAMARAHRIGQTQVSIYRFVIKNSVEEKIIRAKRKMVLDHLIIQRMLEADDFEAILRFSAQEFNLQTILKQAFLSSFWCDLILHKNR-TFEYNGIGDRIWHFVKI
>Smed_AED_0_23
IEEVLWSHIHSTWEKLLKFKECERIIDYLIKWKTLDYRYSTWEKLRDYQLDGVNWLAHAWVILADEMGLGKTIQTIGFPFLLVVPLSTISSWQTEFNIWAPYMNIIIYTGDRECEWFSQMVRMLDIIRAHRIGQKRQVLVIQRMDSALDELNEILKFGAADVLEPFLLRRTKKDVEKSLPSKSEQIIRVPMCRKQTELYKLILTKNYEALSSFLNIVMELKKCCNHVQLVNYYIKSSGKMLLDKLMFELKEKGHRVLIFSQMVRMLDIISLDGSIKGSLRHFNAEGSLSTRAGGTADTVIIAMARAHRIGQKQVSVYRFVIKNSIEEKIICAKRKMVLDHLVIQRMFSKDELNEILKFGAADLNIQDILQRALLSAFWSDIVGPRQRAVFTIRKIGNHIWSFVNF
>Sros_PTSG_00418
IDSSLRSHIHNTWHKLDNYRVVERIVLYLCKWFGLDYDCNTWESLRDYQLQGVSWLARSWVILADEMGLGKTIQSIVFPFLIVVPLSTIMAWSRELHKWAPAMNTIVYVGNRDHEFFNVLLTTYEKVEAHRLKNHESMVTGTPLQNSMKELWALLHFIMPRDIKPYLIRRVKKDVEKSLPKKVEKILRVGLSQSQKQIYKHIITKNYTALRSLVNVIMELKKCCNHASLIDNLLKGSGKLLLDKLLQRLHDKGHRVLIFSQMVLMLDVLALDGNIPNERRHFNAPGSLSTRAGGTADTVIIAQARAHRIGQTQVNIYRFVSKNTVEEDILRAKKKMVLDHLVIQRMYNKEELDAIIKFGAADLDLDTVLEQALLSAFWDEILPPRKRYLFRIEG-----------
>Mbre_MONBRDRAFT_689
PSDILWSHLENFWNKLDNYIVVERVVDYFCKWENLGYDQCTWEHLRDYQVDGVNWLAQAWVILADEMGLGKTIQSSTYPFLVVVPLSTMHAWVKELRRWAPQMEVVAYHGNRVLEFFNVLLTTFETVEAHRLKNEESAITGTPLQNSMKELWALLSFIMPQDLKPYLLRRVKKDVEKSLPAKVERILRVDLSSRQQQYYKTILTRNYTELRNLLNIVMELKKCCNHTNLIDRLLRGSGKLLLDKLLTRLKESGHRVLIFSQMVVMLDVLALDGNTKHEQRHFNAEGSLSTRAGGTADTVIIAQARAHRIGQTQVNIYRLVSKSTVEEDILRAKQKMVLDHLVIQRMYSANELDAIMKFGAAELDLDAVLNNALLSAFWDDII--RRR---RIQA-----------
>Acal_P_005103677.1
IEKVLWSHIHNTWEKFENFLTVERIIAYLCKWQGLPYSDCTWEALRDYQLDGLNWMVHSWVILADEMGLGKTIQIISFPFLLVVPLSTVVAWQREFDKWAPEMNVIIYMGDREQEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPSQLEPYLLRRVKKDVEKSLPAKTERILRVELSSLQKTYYKAILKREFRTLMSYANIMMELKKCANHAHLVVTLLKGSGKLLLDKLLVRLKETGHRVLIFSQMVRMLDIVALDGTIRGDLRHFNAEGSLSTRAGGTADTVIIAQARAHRIGQTQVSVYRLVTSSTVEEKIVSAKKKMVLDHLVIQRMFSKDELCAILKFGAEEVDIDDILNRALLSQFWEDIIGPRNRPSFKINSIGDHIWLFVSN
>Bgla_291
IERVLWSHIHNTWEKLENFMNVERIISYMCKWNGLPYSECTWEVLRDYQLDGLNWLIHSWVILADEMGLGKTIQIISFPYLLVVPLSTVVAWQREFEKWAPEMNVIIYIGDRDQEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPNQLEPYLLRRVKKDVEKSLPSKTERILRVELSSLQKTYYRAILKREFRTLISFANIMMELKKCANHAHLVVVLLKGSGKLLLDKLLVRLKETGHRVLIFSQMVRMLDIVALDGTIRGDLRHFNAEGSLSTRAGGTADTVIIAQARAHRIGQTQVSVYRLVTSSTVEEKIVSAKKKMVLDHLVIQRMFSKEELCAILKFGAEEVDIDDILNRALLSQFWDEIIGPRNRPSFKIASLGDHIDVSNKK
>Sman_041760_1
IEEILWSHIHSTWEKFYAYQNVERIVAYLIKWFRLDYRFCTWERLRDYQLEGINWLVRAWVILADEMGLGKTIQTIGFPFLIVVPLSTISSWQKELQTWAPEMNTIIYTGDREHEWFNVCVTTYEILEAHRLKNDSSQVTGTPLQNTMKELWALLHFIMPDTLKPFLLRRVKKDVESSLPEKIEQILRVDMTKEQANIYRLILARNYDGLLSFINIVMELKKCCNHAHLIASFLKGSGKGLLDKLLQRLKSKGHRVLIFSQMVRMLDLIALDGSIRGEVRHFNCEGSLSTRAGGTADTVIIAQARAHRIGQTQVSVYRFVTRESVEEKIISATRKMVLDHLVIQRMAKGHLLTEILRYGAEGVDIDDILNRALLSSFWDQIIGPRRRPVFQYGRIGDHIWEFVHI
>Mlei_16113a
IERVMYSHIHNTWEILENYQIVDRIITYLVKWKCLPYADATYESLRDYQLDGLNWLAHSWVILADEMGLGKTIQTVCFPFLLVVPLSTMPAWERELAKWAPQMNTIMYIGDQENEWFNAVVTSYEIIEAHRLKNDQSSITGTPLQNSLKELWALLHFIMPEELEPYLLRRVKKDVEKSLPGKTEQILRVDMTAKQKQYYRWILTRNFKALSSLMNIMMELKKCCNHCELTVSIIKGSGKLLLDKLLARCKERGNRVLIFSQMVRQLDIIALDGGVKGDIRHFNAEGSLSTRAGGTADTVVIAMARAHRIGQKQVNIYRLVTKNSVEEDIIRAKKKMILDHLVIQKMFNKEELTAVLKFGAVELDLDTVLKEALLSQFWDTIIPPRRKTSILLGGIGQQIWVFVSQ
>Avag_31005001
IEKVLWSHLHNTWEILENFLQVERIVAYLCKWDGLQYSECTWEKLRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLIAVPLSTIQGWQQEFHRWAPQMNTIIYIGDRHFEMFHALLTTYDFLEAHRLKNDDSMITGTPLQNSLKELWSLLHFIMPNELEPFLLRRIKRDVEKSLPAKVEQILRVEMTRLQKQYYKWILTRNYRALTSFINIMMELKKCANHAFFVKEIIKGSGKLLLDKLLLKLRASNHRVLIFSQMVKMLNILALDGSMKGEIRSFNREASLSTRAGGTADTVIIAQARAHRIGQTQVNIYRLVAKQSVEETIIRAKQKMVLDHLVIQRM-------DTTENSTNDIDIDEILRRALLSQFWKDIIPPRSRPTIRLHNIGDQIWSFVSK
>Lcha_19853
------------------------------------------------------------VILADEMGLGKTIQTISFPSLLVVPLSTLTSWQREFEIWAPDINVVVYIGDREYEWFNALLTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPDVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSGFLNIVMELKKCCNHCYLIKAVVLNPGSRHLSEILVQLS---PMCLSLS-VPPPLQFLMLDGSIKGELRHFNAESSSLTRNGGTEEKAT-KKSRILPFKSTKLKIYICLNPGSLNHWLRIQARSVCLDSHLKKKKLQISTLYLIINLLCFHLNTTFFFLQTRIFFFYHKLETFHSSPTIKISGIGDRIWVFVSK
>Scil_19068_3
IERIMWSHLHNTWEKLDNYIKPERIIAYLVKWCGLPYSECSWERLRDYQLVGVDWLTCCWCILADEMGLGKTIQSVSVPFLVVVPLSTIVAWQREFETWAPLLNTIVYIGDREHEWFNVLITTYEILEAHRLKNEDSLITGTPLQNSLKELWALLHFIKPAELEPFLLRRIKSNVETSLPAKVEQILRVDMTSAQKDAYRCIVTKNLGALRTSINVMMELKKCTNHLHLVSAYTSGSGKMLLDKLLVRLKETGHRVLIFSQMVRMLDILALDGSIPDDLRHFNAEGSLSTRAGGSADTVIIAQARAHRIGQRQVNIYRLVTKNTVEENIIRAKRKMVLDHLVIQRMFSKDELNAILKFGAEDMDLDDILNRALLSQFWEEIVGPRARATLKLAGVGNHIWDFIAQ
>Cele_H06O01
VERVIWSHLHNTWEKVQNYVKVERVVAYLIKWSGLPYSDCTWEKLRDYQLEGLNWMVYAWSILADEMGLGKTIQSISLPYLVVVPLSTMAAWQKEFAQWAPEMNLVVYMGDRQYEWINAILTTYEILEAHRLKNDESLITGTPLQNSLKELWALLHFIMPEKLEPFLLRRVKKDVEKSLPPKTEQILRVDMTAHQKQFYKWILTKNYRELSGFVNLVMELKKCCNHASLTRQLLKSSGKLLLDKLLCRLKDKGHRVLIFSQMVMMLDILQLDGSMRADLRHYNAPGSLSTRAGGTADTVIIAMSRAHRIGQTTVNIYRLVTKGSVEEEIVRAKRKLVLDHLVIQRMFDKQELSAILKFGAVEVDIDRILMGALLSSFWAAIIAPRQR--FKFHTLGDSFWIFLCK
>Bmal_Bm4631a
IEKVLWSHLHNTWEKIDNYMVIERVIAYFVKWCGLPYSECTWEELRDYQLEGVNWMLHAWCILADEMGLGKTIQSISFTFLVVVPLSTMASWQHEFETWAPDLNVVTYVGDRQFEIMNVVLTTYEILEAHRLKNDESLVTGTPLQNSLKELWALLHFIMPEKLQPFLLRRVKKDVEKSLPAKVEQILRVDMTAQQKQYYKWILTKNYKELSGFVNLVMELKKCCNHSSLVRQLLKSSGKLLLDKLLCRLQETGHRVLIFSQMVMMLDIMQLDGSMRSDLRHFNAPNSLSTRAGGTADTVIIAMSRAHRIGQKQVNIYRLVTKASVEEEIVRAKRKLVLDHLIIQRMFDKQDLAMILKFGAEEVDIDNILQGALLNAFWDEIIGPRQRAIFKFGNIGDHIWIFLSC
>Aque_225127
IDRILWSHLHNTWERLQNYIEVERVIDYLCKWKGLPYSECTWEQLRDYQLDGVNWLVSSWVILADEMGLGKTIQTISFPYLVVVPLSTLPSWQREFSLWAPSMNTLVYIGDQDTEWFNVVITTYEILEAHRLKNDDSLVTGTPLQNSLKELWSLIHFIMKDQLEPYLLRRIKKDVEKSLPSKVEQILRVEMSSVQKQYYRWILTRNYKALSGFINVLMELKKCCNHVYIVRSLLRGSGKLLLDKLLVRLKEKGHRVLIFSQMVRMLDILALDGSITGQQRHFNAEGSLSTRAGGTADTVVIAQARAHRIGQTQVNIYRFVTRNSVEEDIIRAKRKMVLDHLVIQRMFDKDELTAILKFGAEDMDIDEILKRALLSQFWDEIIPPRQRPTLKLGGIGDHIWIFVAK
>Hazt_9200
IEKIIWAHIHNTWEKLDNFLNADRIFAYYVKWEALPYSECTWEELRDYQMQGLNWLVHAWVILADEMGLGKTIQAISFPYLLVLPLSTINAWEREFALWAPDMNVISYIGDRDYEWFNVVLTTYEILEAHRLKNEESQITGTPLQNSLKELWALLHFIMPDQLEPFLLRRVKKDVEKSLPSKVEQILRVDMTKEQKQYYKWILTKNYEMLRSFCNIVMELKKCCNHSFLIKQLLRGSGKLLLDKLLLRLHETGHRVLIFSQMMRQLDILSLDGSIRGELRHFNAENSLSTRAGGTADTVIIAQARAHRIGQKQVNIYRLVTKNSIEENIIRAKQKMVLDHLVIQSMFNKEELNAILKFGADECDIDEILRRALLSAFWDEIIAPRNRNSFKLSGIGDHIWRFVSK
>Hmag_P_002157541.2+P_002161239.2
IEKVTWSHLHNTWEKLENYIQVERIIAYLCKWQGLPYSDCSWEQLRDYQLDGINWLVHAWCILSDEMGLGKTIQTISFPFLIVVPLSTMDAWAREFRLWAPEMNVIVYIGDQEYEWFNVLLTTYEML----------------------------------DLEPYLLRRVKKDVEKSLPAKVEQILRVEMSQIQKQYYKLILTRNVHELCGLLNIIVELKKCCNHSNLIKTLIRGSGKMLLDKLLCRLKETGHRVLIFSQMVRMLDIIALDGSIRGDKRHFNAEGSLSTRAGGSADTVIIAMARAHRIGQKQVNIYRFVTKNTVEEDIIRAKKKMVLDHLIIQRMFKKEELSSILKFGAEEMDIDEILQRALLSQFWNEIIKPRSRATLKIGGIGDHIWSFVAK
>Hrob_14715
IEKVVWANVHNTWEKLENFMLIEKIVLYLVKWEGLPYSECTQEELRDYQLAGLNWLLHSWAILADEMGLGKTIQTISFPFLLVVPLSTLVTWKKEFETWAPKINVVVYIGDREHEWFNVILTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEELEPYLLRRVKKDVEKSLPAKVEQILRVEMTKVQKQYYRWILTKNYKALTSFVNLVMELKKCCNHSFLVRLLVKSSGKLLLDKLLLKLRNAGHRVLIFSQMVRMLDILALDGTIKGDIRHFNAEGSLSTRAGGTADTVIIAMARAHRIGQKQVSVYRLVTKKSVEEDIVRAKKKMVLDHLVIQRMFNKEELSAILKFGAEEVDIDDILRLALLSKFWEDIIPPRSR-TFRLGSIGDRIWQFVSM
>Dple_EHJ63440
IERVLWSHIHNTWEKLENYINVERIIAYFCKWESLPYADATWEVLRDYQMDGLNWLIHSWVILADEMGLGKTIQTICFPFLCVVPLSTMTAWQREFAQWAPDINVVTYIGDRQFEWFNAILTTYEILEAHRLKNDDSLVTGTPLQNSLKELWALLHFIMPYQLEPFILRRQKKDVEKSLPAKVEQILRVEMTSIQKQYYKWILTKNYSALRTFINIVIELKKCCNHALLTKKLLRGSGKLLLDKLLCRLKETGHRVLIFSQMVRMLDILALDGSIKGEIRHFNAEGSLSTRAGGTADTVIIAQARAHRIGQKQVNIYRLVTARSVEEDIVRAKRKMVLDHLVIQRMFNKEDLNAILKFGAEECDIDEILQRALLSAFWDDIIPPRRK-TFKLGGIGNQIWYFVSK
>Ocar_11007_t1+g10215_t1
IERVLWSHIHNTWERLENYKEVERVIAYLVKWQGLPYSDCTWECLRDYQLDGLNWLLHSWVILADEMGLGKTIQTVSFPFLVVVPLSTLASWQREFELWSCDLNVVVYIGDQQHELVNALLTTYEILEAHRLKNDDSLITGTPLQNSLKELW---------QLQPFLLRRVKKDVEKSLPAKVERILQVDMSAVQKRYYKYILTRNFEALNTFNNIMF--------------LLRGSGKLLLDKLLLRLRETGHRVLIFSQMVRMLDILALDGNIHGEMRHFNAEGSLSTRAGGTADTVVIAQARAHRIGQQQVNIYRLVTRNSVEETIIRAKKKMVLDHLVIQRMFGKDELAAILKFGAEDMDIDEILSRALLSQFWEQIIGPRRKGTAQLSGIGDHIWSFVAQ
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IEKFMWSHIHNTWEKLDNYKIVERIIAYYCKWQGLPYSECSWEELRDYQLNGLNWLAHSWCILADEMGLGKTIQTISFPFLLVVPLSTLTSWQREIQTWAPQMNAVVYLGDRTHEWFNILLTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEELEPFLLRRVKKDVEKSLPAKVEQILRMEMSALQKQYYKWILTRNYKALSGFLNIMMELKKCCNHCYLIKHLIRSSGKLLLDKLLIRLRERGNRVLIFSQMVRMLDILALDGSIKGELRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGSVEEDILRAKKKMVLDHLVIQRMFNKEELSAILKFGAEEMDIDEILKRALLSQFWEEIILPRMRPTFRISGIGDHIWIFVSK
>Mmus_NP_031716.2
IERVMWSHIHNTWEKLDNYKIVERIIAYYCKWQGLPYSECSWEELRDYQLNGLNWLAHSWCILADEMGLGKTIQTISFPFLLVVPLSTLTSWQREIQTWASQMNAVVYLGDRTHEWFNILLTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEELEPFLLRRVKKDVEKSLPAKVEQILRMEMSALQKQYYKWILTRNYKALSGFLNIMMELKKCCNHCYLIKHLIRSSGKLLLDKLLIRLRERGNRVLIFSQMVRMLDILALDGSIKGELRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGSVEEDILRAKKKMVLDHLVIQRMFNKEELSAILKFGAEEMDIDEILKRALLSQFWEEIILPRMRPTFRISGIGDHIWIFVSK
>Btau_P_024849700.1
IERFMWSHIHNTWEKLDNYKIVERIIAYYCKWQGLPYSECSWEELRDYQLNGLNWLAHSWCILADEMGLGKTIQTISFPFLLVVPLSTLTSWQREIQTWASQMNAVVYLGDRTHEWFNILLTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEELEPFLLRRVKKDVEKSLPAKVEQILRMEMSALQKQYYKWILTRNYKALSGFLNIMMELKKCCNHCYLIKHLIRSSGKLLLDKLLIRLRERGNRVLIFSQMVRMLDILALDGSIKGELRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGSVEEDILRAKKKMVLDHLVIQRMFNKEELSAILKFGAEEMDIDEILKRALLSQFWEEIILPRMRPTFRISGIGDHIWIFVSK
>Hsap_NP_001261.2
IERFMWSHIHNTWEKLDNYKIVERIIAYYCKWQGLPYSECSWEELRDYQLNGLNWLAHSWCILADEMGLGKTIQTISFPFLLVVPLSTLTSWQREIQTWASQMNAVVYLGDRTHEWFNILLTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEELEPFLLRRVKKDVEKSLPAKVEQILRMEMSALQKQYYKWILTRNYKALSGFLNIMMELKKCCNHCYLIKHLIRSSGKLLLDKLLIRLRERGNRVLIFSQMVRMLDILALDGSIKGELRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGSVEEDILRAKKKMVLDHLVIQRMFNKEELSAILKFGAEEMDIDEILKRALLSQFWEEIILPRMRPTFRISGIGDHIWIFVSK
>Pmar_4237
------------------------------------------------------------VILADEMGLGKTIQTISFPFLLVVPLSTVTSWQREFATWAPEMNVVVYLGDREYEWFNALVTTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPDELEPFLLRRVKKDVERSLPAKVEQILRVEMTPQQKHYYKWILTRNFKALSGFLNIMMELKKCCNHCYLIKSLVRSSGKLLLDKLLCRLRETGHRVLIFSQMVRMLDILALDGSIKNEQRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTRGTVEEDIIRAKKKMVLDHLVIQRMFNKEELASILKFGAEEMDIDEILRRA---------------SQFKV-------------
>Acar_P_003226625.1
IEKVLWSYIHSTWEKLENFKAKAQAVKYLCKWMGLSYADCSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLIVVPMSTLTSWQREIESCAPEINVIVYIGDREYEWFNVLITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLSRLRERGNRVLIFSQMVRMLDILALDGSIKGEIRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIEEILRLALLSQFWDDIILPRIRPTIKISGIGDRIWIFVSK
>Hsap_NP_001262.3
IEKVLWSYIHSTWEKLENFKIVERVIAYLCKWMGLPYSECSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLIVVPLSTLTSWQREFEIWAPEINVVVYIGDREYEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALAGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLTRLRERGNRVLIFSQMVRMLDILALDGSIKGEIRHFNADGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIDEILRLALLSQFWDEIILPRIRPTIKISGIGDRIWIFVSK
>Mmus_NP_001074814.2
IEKVLWSYIHSTWEKLENFKIVERVIAYLCKWMGLPYSECSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLIVVPLSTLTSWQREFEIWAPEINVVVYIGDREYEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALAGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLTRLRERGNRVLIFSQMVRMLDILALDGSIKGEIRHFNADGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIDEILRLALLSQFWDEIILPRIRPTIKISGIGDRIWIFVSK
>Cpic_12316_1
IEKVMWSYIHSTWEKLENFKIVERVIDYLCKWMGLPYAECSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLIVVPLSTLTSWQREFEIWAPEINVVVYIGDREYEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLTRLRERGNRVLIFSQMVRMLDILALDGSIKGEIRHFNAEGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIDEILRLALLSQFWDDIILPRIRPTLKISGIGDRIWIFVSK
>Ggal_P_413879.3
IEKVLWSYIHSTWEKLENFKIVERVIAYLCKWMGLPYAECSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLVVVPLSTLTSWQREFEVWAPEINVVVYIGDREYEWFNALITTYEILEAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLTRLRDRGNRVLIFSQMVRMLDILALDGSIKGEIRHFNADGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIDEILRLALLSQFWDDIILPRIRPTIKISGIGDRIWIFVSK
>Tgut_8846
IEKVLWSYIHSTWEKLENFKIVERVIAYLCKWMGLPYAECSWEELRDYQLEGLNWLAHSWVILADEMGLGKTIQTISFPFLVVVPLSTLTSWQREFEVWAPEINVVVYIGDREYEWFNALITTYEILQAHRLKNDDSLITGTPLQNSLKELWSLLHFIMPEVLEPFLLRRVKKDVEKSLPAKVEQILRVEMSALQKQYYKWILTRNYKALSGFLNIVMELKKCCNHCYLIKSLIRSSGKLLLDKLLTRLRERGNRVLIFSQMVRMLDILALDGSIKGEIRHFNADGSLSTRAGGSADTVVIAQARAHRIGQKQVNIYRLVTKGTVEEEIIRAKKKMVLDHLVIQRMFNKEELTAILKFGAEDMDIDEILRLALLSQFWDDIILPRIRPTIKISGIGDRIWIFVSK
Phyml phylogenetic tree
(Lana_P_013394880_1:0.06295733,(((Ptep_16124+22839:0.08001318,(Lpol_P_013778295_1:0.01475405,Lpol_P_013782587_1:0.08788111)0.989000:0.04277779)0.943000:0.03235030,(Smar_8413:0.04790735,(Caqu_1556:0.06713455,((Tcas_TC014275:0.03861057,(Dple_EHJ67986:0.05905149,(Nvit_13745:0.05689979,(Aaeg_AAEL002230:0.02107611,Dmel_NP_001137761.1:0.06662268)0.991000:0.05251971)0.877000:0.01690394)0.460000:0.01032672)0.934000:0.02069033,(Apis_5853:0.05424498,(Dpul_319863:0.08401698,Hazt_3995:0.14248441)0.764000:0.02666642)0.000000:0.01142755)0.929000:0.02963626)0.995000:0.05208849)0.940000:0.02456409)0.996000:0.04201264,((Bflo_8372:0.09546479,((Pmar_6699:0.04535611,Pmar_6677:0.05440167)0.993000:0.07201661,(((Drer_128062:0.01919669,Locu_8969:0.00591847)0.920000:0.01562514,(Lcha_12358:0.01684431,((Acar_P_003220588.1:0.05251167,(Xtro_740_3:0.22132082,(Tgut_3324:0.00000001,Ggal_P_003642493.1:0.00000001)0.000000:0.00000001)0.734000:0.00274533)0.762000:0.00275287,(Btau_NP_001230229.1:0.00274202,(Hsap_NP_115597.3:0.00000002,Mmus_NP_775544.2:0.01108175)0.793000:0.00273715)0.000000:0.00000001)0.956000:0.01703663)0.291000:0.00288442)0.999000:0.05193752,((Cmil_AFO93668.1:0.02554681,(Lcha_2752:0.00557513,((Btau_P_024857593.1:0.00000001,(Hsap_NP_060250.2:0.00000001,(Mmus_NP_001264078.1:0.00000001,(Acar_P_003219644.1:0.00565283,(Cpic_12003_1:0.00279208,(Tgut_11560:0.00282521,Ggal_NP_001071054.1:0.00562203)0.764000:0.00282288)0.760000:0.00281932)0.894000:0.00556742)0.000000:0.00000001)0.874000:0.00560434)0.777000:0.01097306,(Xtro_43540_3:0.01120423,(Drer_114372:0.01206870,Locu_6095:0.01947882)0.896000:0.01338816)0.283000:0.00735146)0.439000:0.00888160)0.986000:0.02567713)0.346000:0.00909657,((Lcha_6265:0.07523510,(Ggal_P_414088.3:0.00000001,(Cpic_8099_1:0.00000001,(Tgut_7722:0.00000001,(Acar_P_003222959.1:0.00840016,(tro_744_3:0.00560482,((Mmus_NP_001297459.1:0.00278589,(Btau_NP_001192579.1:0.00000001,Hsap_NP_001295248.1:0.00000001)0.000000:0.00000002)0.938000:0.00852979,(Drer_14936:0.02310824,Locu_8754:0.00958973)0.970000:0.01934405)0.745000:0.00271597)0.000000:0.00000002)0.839000:0.00280418)0.000000:0.00000002)0.835000:0.00279202)0.715000:0.00462088)0.992000:0.04101022,(Lcha_12909:0.02372276,(Drer_122217:0.06581362,(Mmus_NP_963999.2:0.00000000,((Hsap_NP_001164100.1:0.00000001,(Ggal_P_003643872.1:0.01052573,Btau_P_024853125.1:0.00000001)0.000000:0.00000001)0.000000:0.00000001,(Acar_P_003227288.1:0.00554588,Xtro_37481_3:0.06307676)0.864000:0.00565197)0.000000:0.00000000)0.928000:0.01411304)0.784000:0.00669414)0.998000:0.03928544)0.368000:0.00371661)0.425000:0.01908353)0.366000:0.01821826)0.965000:0.03842613)0.877000:0.02674170,((Skow_P_002736775.1+P_002739475.1+P_002739476.1:0.06726300,(Spur_P_003731564.1:0.00369808,Spur_P_003728093.1:0.00000001)1.000000:0.12179447)0.954000:0.03007463,((Adig_1724:0.04752303,(Nvec_v1g30104:0.02279148,Aipt_26165:0.08277771)0.774000:0.02777184)0.990000:0.04709792,(Aque_208759+219441+219421:1.25401724,(Scil_589_1:0.19826251,(Tadh_8477:0.08228513,(Ocar_g4742_t1:0.18412449,Hmag_P_004207764.1:0.15377471)0.874000:0.04376131)0.443000:0.00802694)0.894000:0.01607317)0.000000:0.00000002)0.933000:0.02502832)0.753000:0.01595403)0.710000:0.00897368)0.955000:0.02402541,(((((Hduj_t06073:0.18600632,(Hduj_t06072+t03415:10.78718616,Spur_P_792664.3:7.63224135)0.079000:3.10262086)0.916000:0.27886930,((Scil_19068_3:0.26370647,(Hmag_P_002157541.2+P_002161239.2:0.12993890,(Spur_P_003728651.1:0.13382783,((((((Ptep_5194:0.15268374,Smar_9323:0.12803441)0.806000:0.01576437,(Lpol_P_013772365_1:0.11061310,((Cint_P_002130660.2:0.17765493,(Cele_H06O01:0.14610256,Bmal_Bm4631a:0.11543100)1.000000:0.13948998)0.779000:0.04137279,(Hazt_9200:0.17732376,(Dpul_227473:0.10796274,(Caqu_9629:0.07911020,(Apis_3241:0.11386086,(Nvit_11865:0.05935178,(Tcas_TC010805:0.03853063,(Dple_EHJ63440:0.05301371,(Dmel_NP_001259975.1:0.06109512,Aaeg_AAEL004716:0.06200729)0.973000:0.03438768)0.921000:0.02307010)0.209000:0.01955550)0.872000:0.02641727)0.880000:0.02382135)0.871000:0.02174320)0.939000:0.04518261)0.805000:0.02744473)0.699000:0.02193376)0.773000:0.02419008)0.916000:0.02350830,((Lana_P_013389381_1:0.10888571,((Bgla_291:0.05434371,(Acal_P_005103677.1:0.01764923,(Pmar_5162:0.67421863,Bflo_7515:1.75016344)0.884000:2.71087923)0.000000:0.02632933)1.000000:0.16621420,(Cgig_EKC39961:0.09289693,(Lgig_19462:0.12128922,Obim_22015094:0.10164532)0.630000:0.02408402)0.632000:0.02466439)0.403000:0.00699718)0.585000:0.01855363,(Ctel_167753:0.14519039,((Hrob_14715:0.14752331,Pdum-CHD1/2:0.11367733)0.815000:0.02577132,(Sman_041760_1:0.24816956,(Smed_AED_0_23:0.37585494,Smed_15015262:0.49824608)0.477000:0.04785883)1.000000:0.17179834)0.268000:0.01456197)0.790000:0.03333281)0.957000:0.03924232)0.926000:0.02334693,((Skow_6823398.1:0.00000001,Skow_P_002740192.1:0.00395042)1.000000:0.24764149,((Mlei_16113a:0.23130925,(Sros_PTSG_00418:0.22189934,Mbre_MONBRDRAFT_689:0.24925329)0.999000:0.21950370)0.984000:0.08828664,((Pmar_4237:0.09298117,(Cmil_AFO94866.1:0.01830376,(Locu_11035:0.03338254,(Lcha_20959:0.01363058,(Xtro_51471_2:0.05178457,(Mmus_NP_031716.2:0.00000001,((Hsap_NP_001261.2:0.00000002,Btau_P_024849700.1:0.00000001)0.000000:0.00000001,(Acar_P_003216425.1:0.00842177,(Tgut_1259:0.00000001,Ggal_NP_990272.1:0.00280874)0.000000:0.00000002)0.921000:0.00560041)0.214000:0.00279970)0.975000:0.02274829)0.279000:0.01219210)0.783000:0.01605701)0.907000:0.01842691)0.970000:0.03182382)0.381000:0.00483553,(Cmil_AFO93859.1:0.06456083,((Locu_17716:0.02557546,Drer_108411:0.06017086)0.905000:0.01800335,(Lcha_19853:0.75484439,(Xtro_52094_2:0.03768627,(Cpic_12316_1:0.00660574,(Acar_P_003226625.1:0.05214459,((Hsap_NP_001262.3:0.00000001,Mmus_NP_001074814.2:0.00000002)0.940000:0.00851938,(Tgut_8846:0.00281570,Ggal_P_413879.3:0.00278919)0.866000:0.00553921)0.767000:0.00293692)0.629000:0.00177368)0.937000:0.01916492)0.733000:0.00545020)0.729000:0.00964817)0.569000:0.00571567)0.984000:0.04102621)0.967000:0.03527290)0.552000:0.02551171)0.167000:0.01437638)0.871000:0.01546003,(Avag_31005001:0.29406125,(Aque_225127:0.14857297,Ocar_11007_t1+g10215_t1:0.17100756)0.903000:0.05148298)0.585000:0.00714237)0.761000:0.00865976,(Tadh_559:0.18345840,(Adig_3985:0.06135265,Aipt_12914:0.11214210)0.994000:0.06394572)0.000000:0.01957185)0.763000:0.02959557)0.897000:0.03863357)0.351000:0.02940031)1.000000:0.39998579,(Drer_66044:7.78103061,((Hsap_SNF2L1:0.79276789,(Smed_AED_0_35:1.03535322,((Tadh_4584:0.34175604,Bmal_Bm9441c:0.90002733)0.969000:0.19495996,(((Bflo_27290:0.26121329,(Spur_P_793154.3:0.33123731,(Lana_P_013401692_1:0.16545284,(Ctel_142589:0.49516517,(Acal_P_005098173.1:0.26776098,Obim_22026242:0.43091733)0.917000:0.11029997)0.837000:0.06336096)0.779000:0.06153632)0.909000:0.05410553)0.000000:0.03457284,(Nvec_v1g135257:0.42411891,(Avag_40565001:0.61410152,Sman_123320_1:0.64875629)0.951000:0.21763488)0.882000:0.09315328)0.391000:0.05972942,(Cmil_AFO95643.1:0.16425424,((Cpic_12595_1:0.06602341,(Acar_P_003216901.1:0.21408898,(Tgut_13789:0.06488767,Ggal_P_416560.2:0.03845905)0.971000:0.05616730)0.882000:0.03252094)0.992000:0.10788846,(Lcha_7056:0.40470411,Drer_22305:0.31862378)0.418000:0.05411371)0.785000:0.04667277)0.993000:0.15175450)0.842000:0.06871968)0.901000:0.12034151)0.995000:0.30753521)0.972000:0.18692495,((Sman_128600_1:0.79475397,(((Bmal_Bm3633y:0.06513541,(Cele_F26F12_7:0.06403720,Cele_T14G8_1:0.05052131)0.998000:0.08661278)1.000000:0.10518800,((Smed_15029173:0.09403283,Sman_079650_1:0.10070440)0.997000:0.07077010,(((Tadh_4322+4321:0.23917942,Hduj_t04032:0.17994917)0.884000:0.02335903,(((Ctel_166178:0.09184626,Hrob_14512:0.04936849)0.909000:0.01887649,((Aque_226169+215113:0.21991536,(Hazt_4485:0.09113356,(Caqu_8116:0.12735982,(Dpul_232072:0.07545070,(Tcas_TC012115:0.07942213,(Apis_56610:0.07881520,(Nvit_12262:0.04890617,(Dple_EHJ64730:0.04853531,(Aaeg_AAEL013136:0.05676939,(Dmel_NP_649111.1:0.25657935,Dmel_NP_649154.2:0.01034173)0.999000:0.07859700)0.465000:0.02125155)0.827000:0.02245542)0.901000:0.02218759)0.581000:0.01213555)0.896000:0.02093048)0.726000:0.01427288)0.637000:0.01834285)0.586000:0.01352616)0.879000:0.01991760,((Pdum-CHD3/4/5A:0.06223250,(Bgla_7972:0.01515840,Acal_P_005111000.1:0.03847184)0.997000:0.07058833)0.519000:0.00826873,((((Bflo_4063:0.10356441,(Skow_6820466.1:0.11397108,(Cint_P_002131918.1:0.21200913,(Hmag_P_002153791.2:0.16755943,(Adig_428:0.06559942,(Aipt_6697:0.97936153,Nvec_v1g229706+v1g8814+v1g25276:0.11084192)0.647000:0.01561484)0.995000:0.07985934)0.349000:0.01931494)0.866000:0.02343629)0.770000:0.02929568)0.967000:0.03586351,((((Xtro_28484_3:0.14076010,(Lcha_9098:0.03554473,(Acar_P_003229093.1:0.00601530,(Cpic_10177_1:0.01540931,(Btau_P_024836517.1:0.00575093,(Mmus_NP_666131.3:0.00286645,Hsap_NP_001005273.1:0.00000001)0.000000:0.00000001)0.735000:0.00305927)0.855000:0.00612343)0.901000:0.01258177)0.253000:0.00783742)0.782000:0.01028312,(Drer_127601:0.01727165,Locu_17225:0.01870927)0.983000:0.02805495)0.232000:0.00625731,((Locu_5985:0.01451920,(Lcha_22264:0.06674344,(((Tgut_2728:0.00000002,Ggal_P_003642567.1:0.00000001)0.000000:0.00000001,(Mmus_NP_001074845.1:0.00288417,(Hsap_NP_056372.1:0.00000001,Btau_P_024832539.1:0.00000001)0.000000:0.00000002)0.875000:0.00290424)0.000000:0.00000001,(tro_6377_3:0.03968914,Acar_P_003229225.1:0.01802319)0.378000:0.00533793)0.845000:0.00829688)0.457000:0.00895199)0.902000:0.02058019,((Cmil_AFO94128.1:0.00365322,Cmil_AFO94191.1:0.01116056)0.982000:0.03815936,((Locu_9062:0.00312971,Drer_14790:0.02326664)0.860000:0.01231292,((Xtro_6374_3:0.00000002,Xtro_41129_3:0.01046724)0.994000:0.07730295,(Lcha_6723:0.14752162,(Acar_P_003226517.1:0.00571775,(Cpic_15546_1:0.00000002,(Ggal_P_003640489.1:0.00000001,(Tgut_13727:0.00000002,(Btau_P_010803873.1:0.00000002,(Hsap_NP_001264.2:0.00000002,Mmus_NP_666091.1:0.00000002)0.000000:0.00000001)0.932000:0.00284337)0.000000:0.00000002)0.000000:0.00000002)0.000000:0.00000002)0.895000:0.00902018)0.122000:0.00504720)0.000000:0.00000002)0.867000:0.03051286)0.939000:0.02491484)0.926000:0.03401621)1.000000:0.06119403,((Lpol_P_013779890_1+P_013791773_1+P_013787779_1:0.03366252,Lpol_P_013778054_1:0.04166359)0.976000:0.05518436,(Smar_11839:0.04183564,Ptep_1843:0.16168756)0.791000:0.02587081)0.976000:0.03668225)0.852000:0.00979947)0.809000:0.01141246,(Cgig_EKC37026:0.05950579,(Obim_22018363:0.06051037,Lgig_12862+12861+12860:0.09662964)0.682000:0.00843368)0.765000:0.01061756)0.857000:0.01535791,(Spur_P_003731194.1:0.14514325,Lana_P_013407637_1:0.05264665)0.856000:0.01511862)0.897000:0.01093877)0.886000:0.00971383)0.846000:0.00956744)0.890000:0.01696695,((Avag_19346001:0.01492526,Avag_34037001:0.02641038)1.000000:0.17242087,(Ocar_g10348_t1+g6900_t1:0.25158014,Scil_9047_1:0.26065905)0.826000:0.05689359)0.878000:0.03414970)0.878000:0.01752129)0.806000:0.01085125,(Lana_P_013387155_1:0.13925884,((Pdum-CHD3/4/5B:0.11250459,(Pdum-CHD3/4/5D:0.00000001,Pdum-CHD3/4/5C:0.00000001)0.972000:0.05616774)0.999000:0.14041963,(Ctel_218774:0.21176299,(Hrob_15821:0.11016177,Ctel_17708:0.19947888)0.597000:0.02547936)0.436000:0.02885581)1.000000:0.15137654)0.952000:0.06944210)0.833000:0.02100927)0.272000:0.02090440)0.924000:0.05152729,(Smed_15002245:0.55909196,(Mlei_10292a:0.00000002,(Pmar_6688:9.07786780,Pbac_sb3474023+sb3473236+sb3461862+sb3474875:1.89807288)0.536000:0.98938298)0.956000:0.21060130)0.655000:0.07495800)0.940000:0.10373361)0.961000:0.15609667,(Sros_PTSG_12193:0.50486759,Mbre_MONBRDRAFT_34123:0.45801214)0.999000:0.33447764)0.986000:0.14362327)0.000000:0.00000002)0.742000:0.01920054)1.000000:0.46490936)0.901000:0.05640172,((Acal_P_005112884.1:0.02705635,Bgla_13130:0.01624599)1.000000:0.08600353,(Cgig_EKC30422:0.12419385,Lgig_7433:0.11527992)0.000000:0.01628392)0.626000:0.01057664)0.788000:0.01389850,(((Pdum-CHD6/7/8/9:0.11356768,Ctel_224509:0.10807621)0.846000:0.01782985,(Hrob_21674:0.07299506,Hrob_1813:0.11213111)0.962000:0.04072116)0.365000:0.01539815,((Cele_T04D1_4:0.11649441,Bmal_Bm5546b:0.12300694)1.000000:0.20944492,(Smed_15035500:0.18431042,Sman_130470_1:0.13543603)0.988000:0.09351223)0.866000:0.02630341)0.720000:0.00767311)0.589000:0.00938741,(Cint_P_002124821.2:0.17453441,Obim_22021132:0.10101303)0.990000:0.05740737)0.599000:0.01538402);


HDAC
Protein sequences
>Aaeg_11117
MSSKKVSYFFNPDVGNFHYGPGHPMKPHRLSVIHHLVMNYGLHKKMQIYRPYKASAHDMCRFHSDEYIEFLQRVTPQNIQGYTKCLSVFNVGDDCPVFDGLFEFCAMYTGASLEGAQKLNHNHSDICINWSGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDQSYVQVFKPVISAVMEFYQPTAIVLQCGADSLAGDRLGCFSLSTKGHGECVKFVKDLNVPTLVVGGGGYTLRNVARCWTYETSLLIDETISNELPMNDYLEFFAPDFTLHPDIPSRQDNANSKQYLEAITRHVYDNLKMCQHAPSVQMFDIPEDALPEDVKVKDEPNPEARMTQDEEDKQVEPKNEFFDGENDNDKSENEP
>Aaeg_4416
MKEVIYITDKILQKEMLKLGAIGNRSAVVDELVRSYDLLQFCKVISPKRGTLEDLLSFHSSDYVECLKRYNNEDDIEEVTDELQEFGLAYDCPMIEKVYDFVSSVVGSTLSAVDAILEGASIAINWHGGWHHAQRDKAAGFCYVNDIVIGIHKLRTKFQKVLYLDLDVHHGDGVEDAFSFSKYVMTVSFHQHEPGYFPGTGSASNIGFGAGKGYTVNAPYSRDITGQMFVPYFQSVATAVYDAFEPDVCIVQCGGDVMVGDPLGGTNLIPEDCMKCVELVLSWNIPIVFLGGGGYNVINTAKYWTQLTALILGQSISNDIPENPFFPDFRPDFTLDIYRNNIRDRNTTNGLLKNALFIKENLELYVASTK
>Aaeg_4586
MQSHSKKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATADEMTKFHSDDYIRFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAAAVKLNKQASEICINWGGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGRGKYYAVNIPLRDGMDDESYESIFVPIISKVMETFQPSAVVLQCGADSLTGDRLGCFNLTVKGHGKCVEFVKKYNLPFLMVGGGGYTIRNVSRCWTYETSVALGCEIANELPYNDYFEYFGPDFKLHISPSNMSNQNTTEYLEKIKNRLFENLRMLPHAPGVQVQAIPEDAVNEESDDEDKVDKDERLPQADKDKRIVPDNEFSDSEDEGEGGRRDNRSYKGGARKRPRLDKDAKSEDMKDDAEVKAEATGDKEDAKTGGEESSKKETTAVA
>Acal_XP_005091875.1
MSSTVAYFYDPEVGNFHYGPGHPMKPHRISLTHCLVLRYDLHKKMKLYRPYHATERDMCRFHSDDYIQFLRSVTPQNVQNFTKYLSVFNVGEDCPVFDGMFDFCKMYTGASLEGAVKLNNNQCDIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMSVSFHKYGQYFFPGTGDMYEIGAESGRYYSVNVPLLAGIDDASYMQVFKPVIASVMEFYQPTCVVLQCGADSLGSDRLGCFNLSIKGHGECVDYVKSFNLPLLVLGGGGYTKRNVARCWTHETAVLLGEQISNDLPFNEYLDDFGPDYQLHPDIFSKQENQNTRQYLDNIKQTVIDNLKMLTSAPSVQMQDIPSDLLSLENTEEPDPDVRNSQEEMDKRVEANNEYYDGDKDNDKENEGFLDV
>Acal_XP_005095559.1
MDTFDFESDCHSEAFVNDGINKNTSVNALNLVPRCGLLSAKKRGEEEYAGAKVGEAVVPVPFEVVKDSVNGVLNEKVNNNSQKENENQLSSSLEAKEDPFDLSNDDSQEMQTYKPLKRKLNCTPLSDEVKNAENKVSMTQDSTDTGNCVSATPFECSSDDNGLSCQDNKRAKTSLRVTYVHSEELKCKTNELIRIEKRAELVHSLIRVYGLLQYVELLEPRHAEESEILGFHCSDYINCLRGIGSCSDSEEISDKLSSEAEGYGLSYDCPQQTGVFETASLISGATITAAESLLNGSADIAINWYGGWHHAKRDSASGFCYINDIVLGILKLREKYDRVLYVDLDLHHGDGVEEAFEMTSKVMTVSFHKFSTGFFPGSGSLESVGTGRGKFYTVNVPLKDGIKDAEFYGVFCRVMKTVQEKFPGQAVVVQCGADSLSDDPMASFNLTHVGLAKCVCFLLSWNLPTLLLGGGGYNFPNTAKCWTFLTALAARRKLPMDIPEHEHLLEYGPGYDLSTSVGNRKDCNSHEYLSHVVTTVCRNLDNV
>Acal_XP_005100474.1
MTTLPPKRKICYYYDGDIGNYYYGQGHPMKPHRIRMTHNLILNYGLYRKMEIYRPHKATAEEMTKFHSDDYIKFLRSIRPDNMAEYNKQMQRFNVGEDCPVFDGMYEFCQLSTGGSVAGAVKLNKQAADIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYESIFKPVITRVMEMYQPSAIVLQCGADSLSGDRLGCFNLTLKGHGKCVEFIKKWNLPVLLLGGGGYTIRNVARCWTYETSIALNCDVANELPYNDYFEYYGPDFKLHISPSNMANQNTPEYMDKIKTRLFDNLRMLPHAPGVQMQAIPEDALHDESDEDDKVNPDQRISIRQSDKRIACEEEFSDSEDEDGGGRKDKRDHKKKRQKTEADDKKDGEKDKKEEKEVKKEAPEVKEEAKTSQEKDDKAAAPTEKKENSPSAPKSESAAAPVTDNSSKDKEPEVAAGTTASSEPEKMEH
>Acar_XP_003215628.1
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDAEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNIADHKKSAKKARLEEDKKETEDKKADIKEEDKSKDSSGEKADTKGTKSEQLSNP
>Acar_XP_003219934.1
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVINQVVEFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFSIPLLVLGGGGYTVRNVARCWTYETSLLVDEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLLSYERADEPDPEERGSEDNYSRPEASNEFYDGEHDNDKESDVEI
>Acar_XP_003228687.1
MAAAPPPPPCYVYSPEYVARCDALCKVPRRASMVHSLIKAYSLLDHMRIVRPKVASMEEMATFHTDAYLHHLRKVSEEGDDDDPESVEYGLGYDCPTSEGIFDYAAAVGGATITAAQCLVDGKCQVAINWHGGWHHAKKDEASGFCYLNDAVLGILQLRRKFERVLYVDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVTDVGLGKGRYYSVNVPIQDGIQDERYYQICETVLKEVYAAFSPEAVVLQLGADTIAGDPMCSFNLTPEGIGKCLRYVLQWQRPTLVLGGGGYHLANTVRCWTYLTAVILGRTLSSEIPDHEFFTEYGPDYVLEITPSCRPDRNEPKRIQEILNCVKGNLKHVA
>Acar_XP_003228757.1
MALTQGTKRKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPYKASAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTASFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVMSKVMETFQPSAVALQCGSDSLSGDRLGCFNLTIKGHAKCVEFIKSFNLPMLMLGGGGYTIRNVARCWTYETAVALNTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQPIPEDAVPEDSADEDEEDPDKRISIRSSDKRIACDEEFSDSEDEGEGGRKNVANFKKAKRAKTEEEEKEEEKKEVKEEDKAKEETVEPKGIKEETKST
>Adig_7344
MSKKRVAYFYDEDVGNFHYGPKHPMKPHRLTLTHNLVFNYDLHRKMEVYRPYRATYHDMCRFHSSDYIDFLRRVTPQYTLGGQNKAANNFNVGEDCPVFSGLFDFCSIYTGASLEGAVRLNQGVCDIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLKYHSRVLYVDIDIHHGDGVQEAFYLTDRVMTLSFHKYGNHFFPGTGDMFELGVENGRYYSLNVPLRDGIDDQGYANLFKPIMQAVVNHYQPNCIVLQCGADSLGCDRLGCFNLSIKGHGECVQFVKTFNLPMLVLGGGGYTIKNVARCWAYETSLLVDQEISSEIPYNDYLEYFAPDFSLYPDIAARIENQNSKQYLDHIKHTVIENVKCLTGAPSVQMQEVPPDFMCLESVEDQRDPDERHDDDSRFEGEFYEGEHDVDKEEAYVEV
>Adig_7398
MAYTTPGGKKRVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANMDEMTKYHSDDYIKFLKTIRPDNISEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSIAGAVKLNKQQTDVAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYEQIFNPVVSKVMEVYKPNAVVLQCGADSLAGDRLGCFNLSLKGHAQCVNFVKKFNLPLLILGGGGYTIRNVARCWTFETAVALDSDIANELPYNDYFEYFGPDFKLHISPSNMANQNTNDYLEKIKQRLFENLRMLPHAPGVQMHPIPDDAPVVEESDNEDEDMPVESEKRISMRMSDKHISNPEEYSDSEDEGDNRRDIHVAKEGNKGKRRKVAATPVEQMVTNGVGNYEDSKSLSLSNDISSSKNSSSPVEEKEKPKSTVDVPKESSPQTVASSTAESSTEPPPEQEASRKSPESVEGSVSVKVEKEELMEVQESVAPANFDGDASSNTDKPGISGSVKSNSPKPTEEEKNEKTPQSTESGTEAEKDIETKMEH
>Adig_HDAC8_modelPK
MALRENGGHNPKSTGKNPKVSLIHSDELIKLCDKLPKVPNRATLTHSLIKAYGLLENVRLVQPRPASVSELAAFHSMDYIECLEQVTNCSDCEEIVDIAAAEYGIGFDCPVFDELFHCVSIVAGSTLTAAELLNKQECNIAINWEGGWHHAHRDEAGGFCYVNDVVLGILKLREKFDRVLYIDIDLHHGDGVEDAFSFTSKVMSVSFHKFSPGFFPGTGSHLDVGEGKGKYYTVNVPLKDGIADNPFVRIFSRIMSEVQLRFKPKAVVCQCGVDTLAGDPMASFNLTHHGIGECVKYLMDWNLPLLLLGGGGYNVTNAAKCWTYLTGLVLNQPLSPDIPEHEHFLSYGPDYQLDIPPGRRHDKNTKEDLVNLLNTLSGNIKKIT
>Aipt_13245
MAYTSAGGKKRVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKAVLEEMTKYHSDDYIKFLKTIRPDNMSEYTKQMQRFNVGEDCPVFDGLYEFCQLSTGGSLAGAVKLNKTQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYNQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGRGKYYAVNFPLRDGIEDDSYQQIFQPIISKVMEIYQPNAVVLQCGADSLAGDRLGCFNLLKGHACVEFVKKFGLPLLVLGGGYTRNARCWTYETSVALDADIANELPYNDYFEYFGPDFKLHISPSNMTNQNTPDYLDKIKQRLFENLRMLPHAPGVQMQPIPEDALPDESDNEDEDDPEQRISIRASRIAEEEFSDSEDEGDGRRDNQSREGRSRKRNRAHPVENMVTNGSAENANGSDDVRSNNSTSNNQAAELKPDSKPKPSSGSNTPKEGSPKTVGSTTAAESTADNSTVPQDANRKSPVEPEAQSSPAKDEQEAEPMEVAESEPSKETSSETDPSQPEKTTETTQGETEPAPSESPAETPSKPSDQEESMEQ
>Aipt_23702
MANKRVVYFYDEDVGNFHYGPGHPMKPHRLTLTHNLVFNYGLHKNMEVYKPYRATDHDMCRFHAQDYIKFLSRVTVDDIPSLTKNPSNFNVGEDCPVFSGLFEFCSIYTGASLEGSVRLNQGVCDIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLKYHNRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKFGNQFFPGTGDMYEIGVDNGKMYSINVPLKDGIDDQNYEYLFKPIINMVMDHYRPSAIVLQCGADSLGCDRLGCFNLSIKGHGECVKFMKSFNLPMLVLGGGGYTIRNVARCWAYETSLLLDKEVSSEIPYNDYLEYFGPDFSLYPDIASRIDNQNTKQYLDQIRTTVFENIKSLNGAPSIQMQEVPPDYLCIENNEDQTDADSRQQDDSRFADNEYYDGEQDIDKDDSPLDV
>Aipt_4524
MASSDEEEGVLSTKLHKVAFIHSEDYVNICDRLPKVRGRAGLTTSLIESYGLLKDRNLSIIKPSRATDYDLLAFHSQEYIDCLKKSTEIEDDEETSQFGLGYDCPMFEDIYDCVSAIAGGTIAAAEVKNQASVAIWGGWHHAQRDEAAGFCYVNDIVLGILKLREKYNRVLYVDLDLHHGDGVEDAFSFTSKVMTVSFHKYCSGFFPGSGSCLHVGRGKGYYSLNVTYNDGITDRPFVEVFNRVMSKRAKYKPDAIVCQCGVDTLAGDPMASFNLTQFGVGHCVKNLLWNLPTMILGGGGYNLVNRCWTYLTGLILGKALPNDIPEHENFLSYGPSYQLAVISGPQPDLNTRDDLQNQLKKALGNIKNIL
>Apis_10047
MSNKRVFYFYNPDVGNFHYGPAHPMKPHRLSVIHSLVLNYGLYNKMKIYRPYRASAHDMCRFHHDEYIEFLQRVTPQNLTTYSKYLNHFNVGEDCPVFEGLYDFCSMYTGASLDGAMKLNKNCCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNWFFPGTGDMYEIGADVGRYYSVNVPLKEGIDDFSYSQVFKPVIQHVMDLYQPTAIVLQCGADSLNGDRLGCFNLSTKGHGECVKFIKDLNVPLLTVGGGGYTLRNVARCWTYETSLLIDEEISNTIPEHEYRDYFAPDFLLHPEVVTRQENANSKQYLELIVKHTYDNLKMVQHSPSVQIQNVPGDALPTEEFNAIALDEVDPDVRQSQVELDRRVDAPNEFYQDDKDQDFDETR
>Apis_3204
MSITPFKKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKFHSDEYIRFLRSIRPDNMNDYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAAAVKLNKQSADICINWGGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNIPLRDGMDDDSYESIFVPIITKVMETFQPSAVVLQCGADSLTGDRLGCFNLTVKGHGKCVEFVKRYGLPFLMVGGGGYTIRNVSRCWTYETAVALGAEIANELPYNDYFEYFGPDFKLHISPSNMTNTNATEYLEKIKNRLFENLRMLPHAPGVQVQAIPEDGVRNESEDEDNVNPDERNPQSITDKRIAPDNEFSDSEDEGMAPGVGGGGRKDNRSYKTVAPARKQARLDSNRMEVDEPEFNILKDDKEDKSVSSDDSNKKDAVKS
>Apis_73893
MDHSVCYISDNQLIKECCKIPNIPKRAYLVDSLIKAYHLSDHMDVFKVNPSSYEDLIGFHSSAYVDFLKKLNDNNSSLSDIEDEYGIGYDCPVVKDIWQFITYISGASLTAAKALTTMQYRYSINWCGGWHHALRDSAQGFCYVNDIVLAIEMLRKTFGKVLYIDIDVHHGNGVEYAYMATDKVLTLSFHQYEPGFYPTSGSLDDIGIDKGKYYTVNVPFKEGINDDKYITMFQKISNMVNSSYNPKCIVVQCGADSLVGDPIGGFNLTPKALAECVKNVMKWEKPTLFLGGGGYNEANVARCWTYLTAIITGQDDLLSSDIPDNEYFSAYGPDFTFDINPGNRKDFNSFNNLNHIFSVIANNMKIVKELVRKQEK
>Apis_7884
MYFKNFKTITNIIKSDIENFYYGQGHPMKIHRIRMTHNLLLNYGLYQKMRIYTHQKATAEEMTQFHSDEYIRFLQCILPDNMKKYNKEMQKFNLGDDCPVFDGLYEFSQLSAGGSVAAAIQLNRHSTDICINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDVHHGDGVEEAFYITDRVMTVSFHKYGNYFPGTGELTDIGAGKGKYYAVNIPLGDGMDDDSYESIFVPIITKVMETFQPSAIVLQCGADSLTGDRLGCFNLTIKGHGKCVEFVKRYGVPILMVGGGGYTTQNVSRCWTYETAVALGVEISNELPYNDYFEYFLPDSKLHISPSKMKNTNSTKYLEKIKNRIFENLRMLPHAPGVQVQAIPEDGIHSESEDEDIVNPDERNPQSITDKQITPDNEFSDSEDEGMAPRVGDGGRKDNRSYKTVAPARKQVDEPEFNILKDDKEGKSISSDDSNKKDDVKS
>Aque_003385311.1
MATLDVGGKRRVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHPATQEEMTGYHSDEYIRFLKSIRPDNVGEYTKLMQRFNVGEDCPVFDGMYEFCQLSAGGSIAAAVKINKQESDIAVNWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLKDIGSDKGKYYAVNFPLRDGIDDESYQSIFKPVITKVMEVYRPSAIVLQCGADSLAGDRLGCFNLSLKGHAECVDFMRRFNLPIVLLGGGGYTIRNVARCWTYETSTALNCVVANELPYNDYFEYFGPDFKLHISPTNMTNQNSPEYLEKIKVKLFENLRLIPAAPSVQMQPIPEDAITFPEPEEKNPEERISIRDRDKRVERDDEFSDSEDEGDNRRDTRTSKEPSGRKRPRLTKDSTPTAPSPAPPTNKNNETPPTNDTPTPTDNKESEAPPTNDGNDTTTNNGKPESTNECVMEEPPPPVQEPVEGESVVREEEEQQESEEMEQ
>Aque_222637
MSSSRKIAYFYDPDVGSFHYGAGHPMKPHRLALTHTLVLNYGLYKKMEVYRPYKASKLDLCRFHAEDYIDFLQRVTPHNISGFTSSLSRFNVGDDCPVFPGLYDFCCVYTGASIEGAIKLNHESCDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNFFFPGTGDMYEIGAEKGKFYSLNVPLKDGIDDQSYILLFKPIIHSVIEHYRPSCIVLQCGADSLGCDRLGCFNLSIKAHGECVKYVKSFNIPTLVLGGGGYTIRNVARCWTYETSLLLDTDISNELPYTEYFEYFGPDFTLHPDVSTKMENQNTRQYLDQIKQHVLENLRILPHSPSVQMHQVPPDMLSMEVPEEPSLDVRETQHETDSRVEHSAEYYDSDKDQDLTYHHNIDNV
>Aque_223988
MSLVVVLVLVAKAHIGSILLSKFTSYQDFHTQLYTCAAEFDFISFKYFMKLSVTILLPLTIVIMLKIMGQFLNVATTDNNTQAVRLYHILQLSCFAVMSFLIMRLKLFLTPHLCIISGLLASRKLFKLSSRQRAWVLGGALALSSIAGLYNLNEQMSIIGEYSNPELEEMINWINDSLPKNGVFGGSLPLMASIKLTTDRPIVVHPHYEHTDLRERALLVYTIYSKRSPEVIYNNLRGLGVEYVVMETPMCHAEYRKGCALSDVYLNYFPDDINNDLFCDSVQESVPSPFKLVYSNEVYRILMVLPIYSFSESFLSRGTVIDFKRQKESERGDKMATLDVGGKRRVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHPATQEEMTGYHSDEYIRFLKSIRPDNVGEYTKLMQRFNVGEDCPVFDGMYEFCQLSAGGSIAAAVKINKQESDIAVNWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLKDIGSDKGKYYAVNFPLRDGIDDESYQSIFKPVITKVMEVYRPSAIVLQCGADSLAGDRLGCFNLSLKGGYGHAECVDFMRRFNLPIVLLGGGGYTIRNVARCWTYETSTALNCVVANELPYNDYFEYFGPDFKLHISPTNMTNQNSPEYLEKIKVKLFENLRLIPAAPSVQMQPIPEDAITFPEPEEKNPEERISIRDRDKRVERDDEFSDSEDEGDNRRDTRTSKEPSGRKRPRLTKDSTPTAPSPAPPTNKNNETPPTNDTPTPTDNKESEAPPTNDGNDTTTNNGKPESTNECVMEEPPPPVQEPVEGESVVREEEEQQESEEMEQ
>Aque_225542
MAVAVAAGENSSRVAMAHSDKLMEAVGKHPKFKERANQVYSLIEAYNLHSQLMLVSPPLATEGGLKLFHSADYIDYIKSTQALSENDDDYDDEEDSPVLRYGLYYDCPIFDGLYTYVSSVAGATIAMTSLLMTGHCDVAINWHGGLHHGKKDEASGYCYINDIVIGILCLMKRYQKVLYIDLDIHHGDGVQDAFYYSSKVFTVSFHKHAVGFFPGTGSVSEIGNGSGLYYNVNVPLWDGISDEQYLYIFKSIMSMVHDSFTPQVVVVQCGADCLAGDPLGSFNLSIRGMGACIEFVMKWGLPVLLLGGGGYDFSNTARCWAYLTSLVLKQEIPTDIPEHDYFASYKPDYQLDNELLVNTKSQASPEDIEELIKVLSKNILRQ
>Bflo_002590277.1
MADGSDKENDGMGCHRNLTPNRDVLAPRSDVVCRNDKVVFVHSQMYVDLCNNLAKVPGRASAVHGLIEAYGLTKELRLVEPRPATVAELTSFHSTDYIHHLRKASAEEDEEKDIDVSEEFGLCYDCPILPGVYEYAAMVAGATLTAAQCLIDGECQVAINWHGGWHHAKKDEASGFCYVNDPVLAILRLRERFSKVLYIDLDLHHGDGVEDAFCCTSRVMTLSLHKFDTGFFPGTGDIQDTGMGRGRYYTVNVPLRDGIQDSQYFSVFNKVVSQTESSYRPEAVVLQLGADGMSGDPMGCFNLTPQGLGRCLELVLDWKLPTLLLGGGGYHVGNTARCWTSLTAQVLGKSLPPDIPEHEHFTEYGPDYELGISPGNRVNHNSDEYIEEVINTVSENLAHVM
>Bflo_23224
MAYTQPAGKRKICYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKASFEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQQADIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDEAYEHIFEPVMSKVMEMYQPSAIVLQCGADSLSGDRLGCFNLSLKGHGKCVEFMKKFNIPILMLGGGGYTIRNVARCWTFETSIALGCDVANELPYNDYFEYYGPDFKLHISPSNMTNQNTPEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAIDQESEDNEEEDPDKRVSIRAQDKRITCDEEFSDSEDEGEGGRRDHHSHKKRKRLQREEDKKEEDKKTGLCCN
>Bflo_281552
MGSTKTVAYFFDPDVGNFHYGQGHPMKPHRLALTHSLVLHYGLYKRMQVYRPYRATVHDMCRFHSEDYIDFLQRVTPQNVQNFTKSLQQFNVGDDCPVFPGLFNFCSMYTGATLEGAVKLNNNICDIAVNWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNHFFPGTGDMYEVGAEGGKYYSLNVPLKDGIDDHNYRQLFNPIMQQVVEFFRPTCIVLQCGADSLGCDRLGCFNLSVKGHGECVSFMKGFNLPLLVLGGGGYTVRNVARCWTHETALLLDEEVNNELPYNEYFEYFSPDFTLHPDTSTRIENCNTKGYLEQIRQTINDNLKSLSHAPSVQMHDIPPDLFSLEVVEEPDPDIRESVQDQDNRIEPANEYYDGDKDQDRDNDLDV
>Bgla_002029
MASLPPKRKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLILNYGLYRKMEIYRPHKATAEEMTKFHSDDYIKFLRSIRPDNMAEYNKQMQRSGAVKLNKQAADIAVNWAGGLHHAKKSEASGFCYTNDIVLGILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYESIFKPVITRVMEMFQPSAIVLQCGADSLTGDRLGCFNLTLKGHGKCVEFIKKWNLPILLLGGGGYTIRNVARCWTYETSIALNSDVANELPYNDYFEYYGPDFKLHISPSNMANQNTPEYMDKIK
>Bgla_002108
MKLYRPYQATERDMCRFHSDDYIQFLSSVTPQNVQNYTKYLSLYNVGEDCPVFDGMFDFCKMYTGASLEGAAKLNNNQCDIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGQYFFPGTGDMYEVGAESGRYYSVNVPLLTGIDDTNYLQVFKPIINSVMEFYRPTVVVLQCGADSLGSDRLGCFNLSIKGHGECVEYVKSFNLPLLVLGGGGYTKRNVARCWTYETAVVLGEQISNEIPYNEYLEYFGPDFLLHPEIFTKQENLNTRQYLDNIKSSVMENLKMLTAAPSVQMQDIPSDLLSLENTEEPDPDVRNSTDDLDKRIEPNNEFYDGDKDNDKENDGYLDV
>Bgla_009651
MNTDRFEDENPRTSNVTSQSTHVTDEDRGTTYSSECQSNHSKDPFHLSDNEEDSSDIYRPVIKKRCIAVLANDLNLNVSEIAVKKTPRVAYVHSQDLLTKANELIRIEGRAELVHSLIRTYGLLQYLQVVTPRPATQSEILAFHSSDYIQCLQDISAVSDSEDIEEQHKHEVESYGLSYDCPLQKDLLETASLISGASQAASQHIINGLADIVINWYGGWHHAKRDTASGFCYINDVVLCILKLRQQFDKVLYVDIDLHHGDGSGELNDVGTGRGKYFTVNIPLMDGIKDKEYFSIFTKVMKQVKDRFLPDAIVMQCGADTLSEDPMTSFNLTHFGIAKCVCYMLTWNLPTVLLGGGEAEHFLLSLFFFSIDLHIIQILLSK
>Bmal_001895111.1
MTSKREVCYYFHHDVPNFHYGSRHPMKPQRLAALHSLVVNYGLHKEMLVLTPPRASAIEIERFHSKDYVDFLQRVSPRTADQYENLFSQYNIGEDCPIFDGIFEFCSIYTGATLSGVARLNHGLSDIAINWSGGLHHAKKREASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYDVGQDSGRYYAVNVPMKEGMDDENYHSLFKPVVRAVIDCFNPSVIVLQCGADSLGCDRLGCFNLSFSGHGECVDFVRSLGIPMLAVGGGGYTLRNVARCWTYETAILVGKKDEIPDEIPNNTEYLQFFAPEFTLRPTLAKRQENQNTKEYITALKQEVLDHLRQIRHAPSVQMQEVPPDLLDPDEVFYAQESPPDILPTDNDPDGGTFLGTGSETDHLS
>Bmal_13833a
MSVQDHSKRRVAYYYDANVGNYYYGQGHVMKPHRIRMTHHLLLNYGIYRNLEVYRPFPATFEEMTRFHTNEYMMFLRTATPDNLKQFNKQMLKFNVGEDCPVFDGLFEFCQLSCGGSLAAAVKLNKRKADIAINWMGGLHHAKKSEASGFCYTNDIVLGILELLKYHKRVLYVDIDVHHGDGVEEAFYTTDRVMTCSFHKYGDFFPGTGELKDIGAGRGKYYAVNVPLRDGITDESYQSIFVPVMERVMETFQPCAVVLQNGADSLNGDRLGTFNLTLRGHGACARFFRERHIPLMMLGGGGYTPRNVARCWTYETSIAVDMEVSDDLPYNDYFEYFGPHYRLHIDPSNANNENTPEFLRKIQEGVMENLRHLPHVPSVQMQPVGDESFVAKCLNAEEADRDNANPDVRLHHTMMDASTEDQGEFYDNEKEGGDIRNEQSFKRCGSETETGDAETTKKPKMEG
>Bmal_8923
MIIGMAIQAHSKIRVAYYYDGDVGNYYYGQGHPMKPHRIRMAHNLILNYGLYRRMEVYRPHVATFEEMTKYHSNDYLTFLKNARPEDTIDSNTAKARQRYNVGEDCPVFDGMYEFCQTSCGGSLAAAAKLNKKQADITINWMGGLHHAKKSEASGFCYTNDIVLAILELLNHHQRVLYVDIDVHHGDGVEEAFYTTDRVMTVSFHKFGEYFPGTGDIQDIGSGRGKYYAVNCPLHDGIDDDTYQSIFRAVMEQVMLSYQPSAIVLQCGADSLVGDRLGCFNLSLKGHGKCVEFMKKFNLPLLLLGGGGYTIRNVARCWAYETAIALDVEISNELPYNDYFEYYSNDFKLHIIPSNMTNLNTPDYLQKMQSTIFEHLRHLPYAPSVQMQPIKDEITDETVSKSSYKCFSILENCVEGDNEFYEEHSIKPNRNERSHNLSAEDLSPETKRIRISSPKSPKSPKSPKSFLGSKFSKSPKYSRSTSDS
>Btau_NP_001032521.1
MAQTQGTKRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVMSKVMEMFQPSAVVLQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAIPEESGDEDEEDPDKRISICSSDKRIACEEEFSDSDEEGEGGRKNSSNFKKAKRVKTEDEKEKDPEEKKEVTEEEKTKEEKQEAKGVKEEVKLA
>Btau_NP_001068614.1
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVTDHKKGAKKARIEEDKKETEDKKADVKEEDKSKDNSGEKTDTKGAKSEQLSNP
>Btau_NP_001069699.1
MEESEEPADAGQSLPPVYIYSPEYVSVCDSLAKVPKRASMVHSLIEAYALHKQMRIVKPKVASMEEMASFHTDAYLQHLQKVSEDGDDDHPDSIEYGLGYDCPATEGIFDYAAAVGGATITAAQCLIDGMCKVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLRRKFDRILYVDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVSDVGLGKGRYYSVNVPIQDCIQDERYYHICESVLKEVYIAFNPKAVVLQLGADTIAGDPMCSFNMTPVGIGKCLKYILQWELATLILGGGGYNLANTARCWTYLTGVILGKTLSSEIPDHEFFTAYGPDYVLEITPSCRPDRNEPHRVQQILNYIKGNLKHVV
>Btau_NP_001193172.1
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPTNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVINQVVDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVEEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPADLLTYDRTDEADAEERGPEENYSRPEAPNEFYDGDHDNDKESDVEI
>Caqu_4300
MGSKSKVVSYFYDQDVGNFHYGPSHPMKPHRLAVTHSLVLNYQLSKKMQLYRPYRASSHDMCRFHSDEYIEFLQRVTPQNIQGFTKSLSHFNVGDDCPVFDGLFDFCAMYTGASLEGAVKINNNCCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNLSTKGHGECVRFVRDLNVPLLVLGGGGYTVRNVARCWTYETSILVDENISSELPYTEYLEYFAPDFNLHPEVVTRQENANGKQYLELIVKHVYDNLKMIQHAPSVQMQDVPPDALSIENTEELDPDVRVHQSEEDKRIESSNEFYDGDKDQDKDAEQDL
>Caqu_4358
MSNQSHSKKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKFHSDDYIRFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAGAVKLNKQAADIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDSYELIFMPILSKVIETYQPSAIVLQCGADSLSGDRLGCFNLTLKGHAKCVEFVKKYNVPLLILGGGGYTIRNVARCWTYETAVALGVDIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLEKIKTRLFENLRMLPHAPGVQMQAIPEDAINEESDDEDKANPDERVSIRASDKRVAPDNEFSDSEDEGEGGRRDHRSYKGRKRPKTDENEEKGGEKAGEGQDEKKGGEEPVKEDHKSKWLHSLSRKAPTFLKC
>Cele_C08B11_2
MSSDKFKLDTLFDDNDEIIEPDGADVKKRNVAYYYHKDVGHFHYGQLHPMKPQRLVVCNDLVVSYEMPKYMTVVESPKLDAADISVFHTEDYVNFLQTVTPKLGLTMPDDVLRQFNIGEDCPIFAGLWDYCTLYAGGSVEGARRLNHKMNDIVINWPGGLHHAKKSEASGFCYVNDIVLGILELLKYHKRVLYIDIDIHHGDGVQEAFNNSDRVMTVSFHRFGQYFPGSGSIMDKGVGPGKYFAINVPLMAAIRDEPYLKLFESVISGVEENFNPEAIVLQCGSDSLCEDRLGQFALSFNAHARAVKYVKSLGKPLMVLGGGGYTLRNVARCWALETGVILGLRMDDEIPGTSLYSHYFTPRLLRPNLVPKMNDANSAAYLASIEKETLACLRMIRGAPSVQMQNIVGIRLDEIEQIEENERLQKSSKSSIEYEVGKVSEKMEEECFVEEDSKPPSFPPGQDPRRIGQYWGYDRSGLAPPRSHSDVIEEAKYEDRDRRKDLNIPGIP
>Cele_C53A5_3
MNSNGPLMEHGKRRVAYYYDSNIGNYYYGQGHVMKPHRIRMTHHLVLNYGLYRNLEIFRPFPASFEDMTRFHSDEYMTFLKSANPDNLKSFNKQMLKFNVGEDCPLFDGLYEFCQLSSGGSLAAATKLNKQKVDIAINWMGGLHHAKKSEASGFCYTNDIVLGILELLKYHKRVLYVDIDVHHGDGVEEAFYTTDRVMTVSFHKYGDFFPGTGDLKDIGAGKGKLYSVNVPLRDGITDVSYQSIFKPIMTKVMERFDPCAVVLQCGADSLNGDRLGPFNLTLKGHGECARFFRSYNVPLMMVGGGGYTPRNVARCWTYETSIAVDKEVPNELPYNDYFEYFGPNYRLHIESSNAANENSSDMLAKLQTDVIANLEQLTFVPSVQMRPIPEDALSALNDDSLIADQANPDKRLPPQITDGMIQDDGDFYDGEREGDDRRNESDAKRAAQFESEGGEKRQKTE
>Cele_R06C1_1_1
MSLQHSKSRVSYYYDGDFGNFYYGQGHPMKPHRVRMTHSLIVNYGLYRKLNVMRPARASFSEITRYHSDDYINFLRNVKSDNMSTFTDQMARFSVGEDCPVFDGMYEFCQLSCGGSLAAAARLNRQESEIAINWMGGLHHAKKSEASGFCYSNDIVLAILELLKHHKRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKHGEYFPGTGDLKDVGAGSGKYYALNVPLRDGVDDVTYERIFRTIMGEVMARFQPEAVVLQCGADSLAGDRLGVFNLTTYGHGKCVEYMKSFNVPLLLVGGGGYTIRNVSRCWLYETAIALNQEVSDDLPLHDYFDYFIPDYKLHIKPLAALSNFNTPEFIDQTIVALLENLKQLPHVPSVQMQSISTSCDSIVKTFDEKLIRDHQNDDVRVTQFEEDVQVEDSAEFYDGQEPETKNIQSMKRHASPICAAQEEMKKNRIDGGENVA
>Cgig_EKC18363
MIAEQGIKVTCSMDVFDLSSQEEFSPLKPLTKRARRILTPAEDNEVSTNSVTRGEKEPFPAPAEDKVSTDSVTSDEKELSSTLTGGTLNSQSVGPCNASQQREDLSELCPRIRDTTVSSKAQSDPDKQKKPVYIYSPELIQRCDAMPKIINRASKVHTLIEAYGLLNSMQVVPPRSATLEEMLGFHAEDYIQFLSLLGRQTDEEKLEEESEQYGLTYDCPINRHVYTYAALTSGASLRAAECLMEGQSQVAVNWCGGWHHAKRDMASGFCYINDIVLAILKLREKYDRVLYVDLDVHHGDGVEEAFCGSTRVMTISVHKYSPGFFPGSGGLDSIGVGKGRGYTVNIPLLEGARDEEFVPLVCRVLHKAREVFSPQALVCQCGADGLSGDPMDSFSLTPTAYSRCLQFMLQWRLPTLVLGGGGYNSPNTARCWTHLTAILCGRKLSSEVPDHKFFMSYGPDFELNISPENLDKLKSSSSQQQEKTQSTN
>Cgig_EKC42750
MSTDSPPKTVAYFLDPDVGNFHYGPGHPMKPHRIALTHSLVLNYNLHSKMEIYRPYKASAHDMCRFHSEEYIDFLQRVSPNNVTNFTKQLSMFNVGDDCPVFDGLFDFCSKYTGASLEGAVKLNNKHCDIAVNWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRHYSVNVPLKEGIDDQTYIQLFQQVMKSVMDFYQPTCVVLQCGADSLGNDRLGCFNLSIKGHGECVRIVKEFNIPMLVLGGGGYTKRNVARCWTHETAVLLNEELNNEIPFNDYIQYFAPDFTLHPDVSTKQENLNTKQYLDNVKATVHEHLRNLINSPSVQMQDIPPDLLSLENTEEHDPDIRNHQDQTDKRIDPNNEFYDGDQDNDKDGFLDV
>Cint_XP_002124762.1
MSEASNNKVAYFYDMDVSRFHYGPGHPMKPHRLALTHTLVLHYGLHNKMQMFKPYRATSHDMCRFHSEDYINFLQRITPMNLAGFTKNLKLFNVGDDCPVFPGLYDFCSMYTGASLQAATMLNNKKSDIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLKYHPRVLYLDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYYSLNVPLKDGINDQAYQQLLKPIMKAVMQSYQPTCIVMQCGADSLGCDRLGCFNLTIDGHGECVKFMKEFGVPMMVLGGGGYTVRNVARCWTHETSIIVGQEINDELPYNEYFEYFGPDYTLRPDTSRGIENQNTKQYLDQLRQMCLESLKMITHAPSVQMHEVPPDLLSFDNYESLSELDVRERQEDVDQRIEPDNEFYDGEKDNDKESDVSI
>Cint_XP_002129520.1
MAIKVAYILSKIIHKTDDFIPTENRNSMVHALIESCGLLKHLCLVANRQATDSELELFHSPEYLQYMKKYNDAIECDDSFGFGYDCPLKQGIYNYCKEVAGASISAAKMLCSGQFQVAINWLGGWHHAKRADAAGYCYVNDCVLAILQLRTAYARVLYIDLDLHHGDGVQDAFCGTNKVMTFSIHKHEPGFFPGTGSLSDTGFGKGFRYSVNIPLKDGITDTPFVEICSKVLNEVKIKFDPLAVVIQAGADGLNEDPMRSFNLTPVGLSDCVQFILKWNLPTLILGGGGYNEANVARCWTKITADVLNEELPCEIPENQYFPSYGPSFDFEVVEGLKKDRNSKEYLKSITNTVIDNLSKLL
>Cint_XP_004225492.1
MALSNPGGSRKVCYYYDSDIGNNYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKCNAEEMSRYHSDDYIKFLRSIRPDNMSEYTKQMQRFNVGEDCPVFDGLYEFCQLSGGGSIAGAVKINKHQTDIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYALNFPLRDGMDDECYEQIFQPVITKVMEYYQPSAVVLQCGADSLGDRLGCFNLTVKGHAKCLEYVKKFNVPILMLGGGGYTIRNVARCWTYETAVALGQEIPNELPYNDYFEYFGPDFKLHISPSNMSNQNTMEYLQKIRQRLFENLRMLPHAPGVQMQDIPPDAVVSGSDDEAMDDPDKKTSIRASDKRIQRPDEYSDSEDEGEGGRKNEETHKKKRKVIEVEGVAQPQETKPAPVAEPATENGVDKPEPTKEALDTSVPASTTEPVETTPVTVPDDVSTKDAVVPEASEVQNENVAQPETTSETPVVQNEEKEAAAPPSEEVAQAPDSTTPDEEKQEDEKMEI
>Cmil_AFO97264.1
MALSQGSGGGGGGRKKVCYYYDGIHLSGADSTEVVGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSAGGSVAGAVKLNRQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDSYEQIFKPILTKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIKGHAKCVEFIKTFNLPLLMLGGGGYTIRNVARCWTFETSVALGAEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTIEYLEKIKQRLFENLRMLPHAPGVQMQPIPEDAVPEDSGDEDEDDADKRISIRASDKRIACDEEFSDSEDEGEGSRRNAANYKKPKRSKVEEEKEEEKTADGKEEEKAKDGVPEKLETKGIKVEETKPSNA
>Cmil_AFO98722.1
MARKVSYFYDPDVGNFHYGGSGGAGHPMKPHRLSLTHSLVLHYGLYKKMMVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKVCDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYRLLFQPVIKQVVDYYQPTCMVLQCGADSLGCDRLGCFNLSIKGHGDCVEFVKSFNIPLLVMGGGGYTVRNVARCWTFETSLLVEEEISDELPYNEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLLSYERTDEPDPDERNSEDAYSRPEAANEFYDGEHDNDKESDVEI
>Cmil_AFO99820.1
MALTQGGTRKKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSAGGSVAGAVKLNRQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDSYEQIFKPILTKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIKGHAKCVEFIKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTLEYMEKIKLRLFENLRMLPHAPGVQMQAIPEDSIQEDSGEEEEEEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNIANHKKSVKRAKIEEEKKDPEENKADVKEEDKAKDGNAEKADLKGIKSEQPSNP
>Cmil_AFP02744.1
GWWQSAEVKGSSGVVCWCCVAAAAAAATATAYIYAPEYIEKCDSLSKVTKRASMVHSLIASYGLLKYMRLVKPRVASMAEMAMFHTDAYLEHLRKISEDGDDDNPESLEYGLGYDCPAIEGVFDFAAAVAGASLTAAQCLIDKTCQVAINWPGGWHHAKKDEASGFCYLNDAVLGILKLREKFDRVLYVDLDLHHGDGVEDAFSFTSKVMTVSLHKYSPGFFPGTGDVNDVGMGKGRYYTVNVPLQDGTPDTRYCQICQSVLKEVYASFHPEAVVCQLGADTIAGDPMCSFNMTPVGVAKCLRYILNWQLPTLVLGGGGYNHANTARCWTYLTAIILGKILPSEIPDHEYFIDYGPDYVLEITPSCRTDQNDSQRIEQLLSTIQGNLKNVI
>Cpic_4134_1
MALTQGTKRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSAGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTASFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVISKVMETFQPSAVALQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQPIPEDAVQEDSGDEDEEDPDKRISMRSADKRIACDEEFSDSEDEGEGGRKNVANFKKSKRVKAEDDKEEEEKKGRDEKEEEKAKEEKAEPKGVKEETKSA
>Cpic_4293_2 
ASMVHSLIKAYSLLDHMRIVKPKVASMEEMASFHTDAYLQHLQKVSEEGDNDHPESVEYGLGYDCPATEGIFDYAAAVGGASITAAQCLMDGKCKVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLRRKFDRILYIDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVSDVGLGKGRYYSVNVPIQDGIQDEKYYQICETVLKEVYTAFNPEAVVLQLGADTIAGDPMCSFNMTPVGIGKCLKYILQWQLATLILGGETGGYNLANTARCWTYLTGVILGRTLPSEIPDHEFFTKYGPDYVLEITPSCRPDRNEPHKVQEILSIIKGNLKHV
>Cpic_4413_1
MKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARIEEDKKETEDKKTDVKEEDKSKDSSGEKTDTKGAKSELLSNP
>Cpic_5842_1 
MKPHRLALTHSLVLHYGLYKKMSVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVINQVVDYYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVDEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLLSYDRADEPDPEERGSEENYNRPEASNEFYDGDHDNDKESDVEI
>Ctel_148478
MSSDKDSCESNVTSSTRVAYVYNEQYTKLCDQMPKIPLRASMTHSLIAAYGLLPHLQVISPEAASKEDLKLFHSEDFIDCLRRLSDLDDEEKYDDDAESYGLMYDCPAYPGVYDYASAVVGGSIAAAIHLTEGHSQVAVNWAGGWHHAKRSEASGFCYFNDIVIAILILRQKFDRVLYVDLDLHHGDGVEDAFCSTQKVMTVSFHKVASGFFPGTGLIEDIGIGRGRNYTVNVPLKDGLTDEVFLDIFSSVINRVHGAFKPQAVVCQCGADALHGDPHAAFNLTEKAFVRSVEYLREWDFPLLLLGGGGYNFANTARCWASITGSLLHKELPTDIPEHRFFSDFGPGYELTIEPGNQRDLNSEKYIEEIRERIFGDLENVEVEEDGNPR
>Ctel_175897
MSTVGPHSKRKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPQKAVAEEMTKFHSDDYIRFLRNIRPDNMSDYNKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQATDIAINWSGGLHHAKKSEASGFCYVNDIVLAILEMLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYSSIFEPVMSKVMETYQPSAIVLQCGADSLSGDRLGCFNLSLKGHGKCVDFMKKFNLPLLLVGGGGYTIRNVARAWTFETSIALGVDIANELPYNDYFEYYGPDFKLHISPSNMANQNTPEYLDKIKIRLFENLRMLPHAPGVQMQDLPEESLNKDESEEEEKANADERISIRASDKGITCEEEFSDSEDEGEGGRRDRRDYGKPRKRLRPDPDSQEKKEEKAAEGSADKAPAAEGSEKTEVKDEAKVDDKPAAEEAAAAEESAKPSSVEPPKEDTDPVAAPFKESAEPSEPAAKADSPKAEPMDQ
>Ctel_184599
MAKRVAYFYDPDVGNFHYGPGHPMKPQRMAVTHNLVLNYGLQKKMQASDPMYRPYRASAHDMCRFHSDEYIDFLQRVTPQNLQSFTKYLSMFNVGDDCPVFDGIFDFCSMYTGASLESATKLNNDQCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMFELGSESGKHYSVNVPLKEGMDDAMYASLFKSIIRSVIDFYQPSCIVLQCGADSLGSDRLGCFNLSVKGHGECVKFIKDLNIPLMVLGGGGYTLKNVARCWCYETSVLVDEEISADLPFNEYFEFFRPDFSLHPDINTKQENLNTRPYLESIKQYVMENLRHIAHAPSVQMHDVPPDLISIDYDEPDPDSRLDDEDRRVEAANEYYDGERDNDKDDAFLDV
>Dmel_NP_647918.2
MQSHSKKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATADEMTKFHSDEYVRFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAAAVKLNKQASEICINWGGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNIPLRDGMDDDAYESIFVPIISKVMETFQPAAVVLQCGADSLTGDRLGCFNLTVKGHGKCVEFVKKYNLPFLMVGGGGYTIRNVSRCWTYETSVALAVEIANELPYNDYFEYFGPDFKLHISPSNMTNQNTSEYLEKIKNRLFENLRMLPHAPGVQIQAIPEDAINDESDDEDKVDKDDRLPQSDKDKRIVPENEYSDSEDEGEGGRRDNRSYKGQRKRPRLDKDTNSNKASSETSSEIKDEKEKGDGADGEESTASNTNSNNNSNNKSDNDAGATANAGSGSGSGSGAGAKGAKENNI
>Dmel_NP_651978.2
MTDRRVSYFYNADVGNFHYGAGHPMKPQRLAVTHSLVMNYGLHKKMKIYRPYKASAQDMLRFHSDEYIAYLQQVTPQNIQCNSVAYTKYLAHFSVGEDCPVFDGLFDFCAMYTGASLEGAQKLNHNHSDICINWSGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDVHHGDGVQEAFYLTDRVMTASFHKYGNYFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDQSYFQVFKPIISAIMDFYRPTAIVLQCGADSLAGDRLGCFSLSTKGHGECVKFVKELNVPTLVVGGGGYTLRNVARCWTHETSLLVDQDIENDLPATEYYDFFAPDFTLHPEINSRQDNANSKQYLELIVKHVYENLKMCQHSPSVQMVQTPPDVDLEELRSNREEASDPDVRISVADEDKLVDAKNEFYDGDQDQDKPDSAES
>Dple_EHJ71179
MQVYRPYRASAHDMCRFHSEDYIEFLQNVTPQNIQTYSKDLLHYNVGDDCPVFEGLFDFCSMYTGASLEGAMKLNNNACDIAINWSGGLHHAKKFEPSGFCYVNDIVIAVLELLKYHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYFSVNVPLKEGIDDQSYVQIFKPVISNVMEFYRPTAIVLQCGADSLAGDRLGCFSLSTRGHGECVKFVKNLNVPTLVVGGGGYTLRNVARCWTYETSLLVDENISNELPYTEYLEFFAPDFQLHPEINSTSNANSKQYLEAITKHVYDNLKMCQHSPAVQMTHIPGDFLPEEYRIKEEPDPDIRISQEEADKMVEPKNEFFDDDKDNDKESLPEVKEP
>Dple_EHJ72565
MQPHSKKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATADEMTKFHSDDYIRFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAAAVKLNKQASEICINWGGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNIPLRDGMDDESYESIFVPIISKVMETFQPSAVVLQCGADSLTGDRLGCFNLTVRGHGRCVELVKRFGLPFLLVGGGGYTIRNVSRCWTYETSVALGVEIANELPYNDYFEYFGPDFKLHISPSNMSNQNTLEYLEKIKNRLFENLRMLPHAPGVQVQAIPEDAVNDESEDEDKVDKDERLPQSEKDKRITNDGELSDSEDEGRDGDGRRDNRSYRAPRKRPRLDKDAAKDDGKAEDSKDEVKNLSNMEEPKKELPPNA
>Dple_EHJ79130
MDKSKISYIWDNKLIECCDRLPAVLGRASMVHSLIVTYNLLDQIKVVRSKPASYQDLKLFHTETYIEHVKSFTDVDEDYMPTKKDEEYGFGYDCTPVSDMYDIISNIAGASITAAECLLRGIADVSINWCGGWHHAHKSKAEGFCYVNDIVIAIEKLRKKFSKVLYIDLDVHHGNGVQDAYDSNESVFTLSFHKYEPGFYPGTGAVTDISSKAQGYSCNFPLHASYCDKTFVHAFNNIIAEVYSYFKPDVIVVQCGADALSLDPHGGAGLTIKGYCTCVYKILQTKKPTLLLGGGGYNHANAAKLWTAITAHAADVTLDENIPEHTYWPEYGPGYTLKVEPLLAKDLNTTQYIEHITAIIKENLNKYLGEYRLSAVLPRKRKLDWGNNSKWNDSKNDDPENKTLETSDVYEFNE
>Dpul_128123
MGFGANKVVSYFHDQDVGNFHYGPLHPMKPQRLAVTHSLVLHYGMYKKMQVYRPYRASAHDMCRFHSEDYIEFLQRVSPQNIQAFSKCLGQFNVGDDCPVFDGLFDFCSMYTGASLEGATKLNHGSTDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAECGRYYSVNIPLKEGIDDQSYLQVFKPVIQYVMEFYQPTAIVLQCGADSLANDRLGCFNLSTKGHGECVKFVKDFNVPLLVLGGGGYTLRNVARCWTYETSLLVDEGISNELPYNEYFEYFAPDFSLHPDVVTRQENANSKQYLETITKTIHENLRMIEHAPSVMMQDVPPDLLNFEEAEELDPDVRLHQQEEDKRIEPDNEYYDGEKDQDKDGTTADS
>Dpul_306940
MTTQPSHSRKRVCYYYDSDIGNFYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKFHSDDYIRFLRSIRPDNMTEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAGAVKLNKQATEIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYEQIFVPIMSKVMETYQPSAVVLQCGADSLSGDRLGCFNLTLKGHAKCVDFVKKHNLPLLLLGGGGYTIRNVARCWTYETAVALGNDIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLDKIKTRLFENLRMLPHAPGVQMQAIPEDAINEDSDEEDKSNPDERISIRASDKRIAPDNEYSDSEDEGDSRRDQRSFKGANRKRPRTETAEGAAEVKKEEKEDKEVNGENKEGTSKETVKDSDKKNETTLKSSGESSSEGSALSMANEIKEPEEDKSTSHELSSPVPVCADSSKGEKV
>Dpul_442933
MAGILPDEKKSCDDNEEKIIKCPPKSKIGYVYSPELIHQCNRVPNLKNRASLVHHLLESYGLLDHVLLLNCDKVNDDVFQGFHSADYIEFLKGDVDVEDESSEEYGLGFDCPPLDKLDDFISVIAGGSVAGAKALVSEFVDVAVNFCGGWHHAQRDCASGFCYINDCVLAILELERKFKLVLYIDLDIHHGDGVENAFAYSRKVFTLSLHKHEEGYFPGTGSVNDTGFGRGRNYSCNVPLRDGACDETFIHVFQTVFQEVMKRFRPEAIVCQCGADGLANDPLGTFNLTPVAYARCTAVIQSYKLPTLYLGGGGYHKANASRCFTTILAGLLGVQISSDIPEHEYFDWYGPSFELDVSRGLRRDENSPDYIRTLLQQVFGNLEQISSES
>Drer_17858
MSEKSDSNDDKSRTRSVVYVYSPEYIQTCDSLSKVPNRASMVHSLIEAYGLLKYMRVVKPHVASIEEMAVFHTDSYLQHLHKISQDGDNDDPQSADFGLGYDCPVVEGIFDYAAAVGGATLTAAQNLLDGKCDVAINWAGGWHHAKKDEASGFCYVNDAVLGILKLREKYDRVLYVDVDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVTDTGLGKGRWYAVNVPFEDGVRDDRYCQTFTSVMQEVKALFNPEAVVMQLGADTMAGDPMCSFNMTSVGVAKCLTYILGWELPTLLLGGGGYNLANTARCWTYLTGTVLGQTLSSEIPDHEFFTEYGPDYSLEISPSCRPDRNESQHLERVISTIKGNLKNVV
>Drer_51798
MALSSQGTKKKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNKQQTDIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPIMSKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIKGHAKCVEYMKSFNLPLLMLGGGGYTIRNVARCWTFETAVALDSTIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNDYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAVQEDSGDEEDDPDKRISIRAHDKRIACDEEFSDSEDEGQGGRRNAANYKKPKRVKTEEEKDGEEKKDVKEEEKASEEKMDTKGPKEELKTV
>Drer_54625
MTNRTAYFYDPDVGNFHYGAGHPMKPHRLSLTHSLVLHYGLYKKMMVFKPYKASQHDMCRFHSEDYIDFLQKVSPNNMQGFTKSLNTFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNHKICDIAINWAGGLHHAKKFEASGFCYVNDIVISILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYRQLFQPVIKQVVDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEFVKGFKIPLLVLGGGGYTVRNVARCWTFETSLLVEESISDELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLEQIRQTVFENLKMLNHAPSVQIHDVPSDLLSYERPDEADPEERGSEENFSRPEAANEFYDGDHDHDKESDVEI
>Ggal_NP_989487.1
MALTQGTKRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSAGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVISKVMETFQPSAVVLQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQPIPEDAVQEDSGDEEEEDPEKRISIRNSDKRISCDEEFSDSEDEGEGGRKNVANFKKAKRVKTEEEKEEEEKKDEKEEEKAKEEKAEPKGVKEETKST
>Ggal_NP_990078.1
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYALNVPLRDGIDDQSYKHLFQPVINQVVDYYQPTCIVLQCGADSLGRDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVDEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLLSYDRTDEPDPEERGSEENYSRPEAANEFYDGDHDNDKESDVEI
>Ggal_NP_990162.1
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSEVSMVNNFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARIEEDKKETEDKKADVKEEDKSKDNSGEKTDTKGAKSEQLSNP
>Ggal_XP_420178.1
MAAGPPVAYVYSPEYAALCDSLCKVPKRASMVHSLIEAYSLLDHMMIIKPKVASMEEMASFHTDAYLQHLQKVSEEGDDDHPESVEYGLGYDCPATEGIFDYAAAVGGATITAAQCLLDGKCKVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLRQKFDRILYIDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVTDIGLGKGRYYSVNVPIQDGIQDEKYYQICETVLKEVYAAFNPEAVVLQLGADTIAGDPMCSFNMTPEGVGKCLKYVLQWQLATLILGGGGYNLANTARCWTYLTGVILGRTLSSEIPDHEFFTEYGPDYVLEITPSCRPDRNDPQRIQEILNLIKGNLKHVV
>Hazt_011648+011649
MASSSGVSKKTVAYFYDPDVGNFHYGPNHPMKPHRLAITHSLVLNYGLHKKLQVYRPYKANFHDMTRFHSEDYIDFLQKVSPQNVTNYTKNLGQFNMADDWLYDFCCMYTGASLQGAVKLNNKCCDIAVNWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHARVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMFEIGHDNGRYYSVNVPLKEGIDDASYIQVFKPVIESVMQFYQPTAIVLQCGADSLNGDRLGCFSLSTRGHGECVSFTKSLGLPVLVLGGGGYTPRNVARCWAYETGLLVDAEMPTEIPYSTEYCQYFSPDFSLHPDVITRQDNGNSRQYLEAIVAHTRDNLRMIQHAPRYA
>Hazt_10396
MKPHRIRMTHNLLLNYGLYRKMEIYRPHKATQDEMTKFHSDDYIRFIRSIRPDNMNEYNKQMQKFNVGEDCPVFDGLYEFCQLSAGGSIAGAVKLNKQACDLAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIEDESYQSIFEPIMTKVMETYQPSAIVLQCGADSLSGDRLGCFNLTLKGHAKCVEFVKKYNLPLLLLGGGGYTIRNVARCWTYETAVALNADIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYMDKIKTRLFENLRMLPHAPGVQSIAIPEDGVAEESDDEDKANPDERISIRASDKRVAPDNEYSDSEDEGGDGRRDDRSYKLNKKKKNGGAAGAEEGAASNGAEKSAIGAASAVAEKEGGAAGDSKQET
>Hduj_OQV21621.1
MLPTDKESEPRDRDSKLTTFSSRRKGSKRVAYFHDPNIGNFHYGPNHPMKPHRLALTHSLVVNYGLDEKMDVYRPHRASQIDMEKFHSKEYIKFLSSVTPATLPEFIKLGIPVQQQFNVGDDCPVFPGLFDYCSIYTGGSLDGARTLNTGSHDIAVNWAGGLHHAKKIEASGFCYVNDIVLAILELLRQHQRVVYIDIDIHHGDGVQEAFYLCDRVMTVSFHRYGDRFFPGTGSMYELGSDAGRYYSVNVPLRQGIDDDSYFDQVFKPTMDKVMSFFQPSAIVLQCGADSLAGDRLGSFSLSIKGHGKCVEYMKKFHMPILVLGGGGYTVRNVARCWTYETSLLVDAELQNDLPINEYFEAFRPDFLLFPELQMNENQNTRQYLESIVRYVHENLRNLAHAPSVHMHDVPPELLSVDSLANDETEDIENNSPMSESGVYEDDDMCIEELA
>Hduj_t05356
MPNSKGAVRDDSRKTVSYFYDAAIGNFYYGIHCAAFIDMPNSKGAVRDDSRKTVSYFYDAAIGNFYYGIHHPMKPHRIRLTHSLILAYGLYRQMNVYRPRTASSLEMTRFHAHDYISFLKRVQPDNEKFIGKVPSRNFNVGYSAEDCPAFEGLYKFCQLSTGGSISGALQLNTKMADIAINWAGGLHHAKKAEASGFCYVNDIVLAILELLKHHQRVLYVDIDVHHGDGVEEAFFTTDRVMTVSFHKYNGTFFPGTGHMNDIGVDRGKYYSVNVPLHDGIDDASYALIFEPVMEKVVQFYDPQAIVLQCGADSLAGDRLGCFNLSTVGHGKCVAYMKRFNRPLLLLGGGGYTIRNVARCWTNETAVALDAEISDSLPYSDYFEYYSPDYELHVRGSNQTNQNSPEYLEGVKHRVFENLRHLPFCPSVQFHPAPDDSYDMIDEYGIAIDTADPDIRIPKPVKDRIRESLVDILDREEGGALSCNRNRDVAPPICRNGLPVSSVRQAGGSKNVAPHLTLANGQPVAASKDPYAFD
>Hduj_t07758
MATQLPSSTGGVRGDYEKRVSYYYDSDVGNFYYGQGHPMKPHRIRMAHNLVLNYGLYRKMEVYRPHKATFEEMSKFHSDEYVRFLKAVKPDNLANYNRFMQQFNVGEDCPVFDGLYEFCQLSAGGSVAGAIKLNKRQTEIAINWAGGLHHAKKAEASGFCYVNDIVLAILELLKYHQRVLYVDIDVHHGDGVEEAFFTTDRVLTVSYHKYGEYFPGTGDLNDIGAGKGKHYAVNFPLRDGVDDASYEQIFAPVMTKVMEFYDPGAVVLQCGADSLTGDRLGCFNLTVKGHARCVEFMKKFNKPLLLLGGGGYTIKNVARCWTYETAVALGVEVPNELPYNDYFEYFAPDFKLHIAPSNMSNLNSNDYLNDVKERLFENLRHMPFAPSVQQHDVPRDAMDLEEMERVAVESASADVRIPQPVKDQIREREADDLDVAEGGAPSGNRNVDVSNGTPGNGQQSNGVSRKRLLPEGFTESAEEELQGRSAANGAGASAVAEPMDVTPSAGEVSKTAAAAAENKVA
>Hmag_g28216.t1
MKGDDVQFSERTEKMIVRWICSVTSKVNKSSNDLRKRLGVVRDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKAPFEELTKYHSDDYIKFLRTIRPENTSEFNKQMQRFNVGEDCPVFDGLYEFCQISTGGSVAGAVKLNKQQADIAVNWAGGLHHAKKSEASGFCYTNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDAYEKIFQPIITKVMEVYQPNAVVLQCGADSLSGDRLGCFNLSLKGHASCVAFIKKFNLPLLMLGGGGYTIRNVARCWTYETSVALDADIPNELPYNDYFEYFGPDFKLHIQPSNMQNQNTTDYLDKIKTRLYENLRMIPHAPGVQMAPIPEDGVHEESDDEEENAKSSDQRISIRASDKRIVNEAEYSDSEDEGEGRRDEKSYKTPRKKIKPGSPITTMVMDSIKTTEKEVSNQPIKDNENGSSSDNSLSEIPGKSVADLAVAATPNSEGLVSIINNQSKPDIEAMEIDQSVENSLNDLPKNEVKSSVAEISSNTQPSFEDTST
>Hmag_XP_002162003.2
MSQNRIAYFYDPDVGNYHYGSSHPMKPHRLALTHNLVFSYNLHKKMNVFRPSHATPHDMTRFHSSEYIHFLQRVTPSNKAGFISSLNKFSVGDDSPIFPGLFDFCSAYTGASLQGAVKLNHGLCDIAINWSGGLHHAKKFEASGFCYVNDIVLAILELLKYHARVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNFFFPGTGEMYEVGEDDGRYYSLNIPLKDGIDDQSYISLFKPIIQAVIEKYVPSAIVLQCGADSLALDRLGCFSLNIKGHGECVQYVKSFGIPLLVLGGGGYTIRNVARCWTYETFLLLDEPVDEQIPMKSDYAEFFSPDYSLCPVMSGNFVNQNSKQYLDYIKQTVFDHLKFIQGAPSVQMQDVPPDLFLHDENECNDDSVESANYIRREHQGEYYNDDQDIDKANYEYN
>Hmag_XP_002164615.1
MTSAALEIAYIHSEKYVSICDKHPKVKGRASMVHDLIESYDLLSLMKIVAPFEASCNDLLTYHTEKYIQTLEFVEKRLVNSIESHEEDCFNEDEINYINEIGLGYDCSLFSNIYLYAKAIVGGTLSAANCLIDSQAVVSINLNGGWHHARTDEASGFCYVNDIVIGILKLLTKFKKVLYIDLDVHHGDYVEEAFLYTNKVVTFSIHKFGDGFFPGTGMKNSIGKGKGKYYTINAPLKDGVDNKMFTYVFKNIFTEVFHCFSPEVIVVQCGADCLTGDPLGSFNLTSEALVDCVKFVLKEKVPTMILGGGGYNLSNTARCWTQVIAGILNTTLNNDIPEHDKWECYGPDFALSFNPNHKKNENSLEYIEDLLSFLKGNIKFMRGFSKNEISI
>Hrob_21010
MALMGDHSKRKICYYYDGDIGNYYYGQGHPMKPQRIRMCHNLLLNYGLYRKMEIYRPHKASQDEMTRFHSDDYIKFLKSIRPDNMSDFNKQMQRFNVGEDCPVFDGLYEFCQLSTGGSIAGAVKLNKQATDIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTMSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGINDESYEQVFQPVMSKVMEMFQPSAVVLQCGADSLSGDRLGCFNLSLKGHGKCVEFVRRFNLPTLMVGGGGYTIRNVARCWTYETSIALQTEIANELPYNDYFEYYGPDFKLHINPSNMTNQNTTEYLDKIKSRLFENLRMLPHAPGVQMADIVDDALKEESDDEDKQNPDERISIRASDKRIACDDEFSDSEDEGGRTTTADGQKKNKESNRTKRMKLDDEKNSASTSTTTSVTTTVTTTASAATVVGGAGDGTGVAVDAKDVKVDLPKDTINQISSTSSSSTSTANTPQQSATTTVATSSLTTTAPSTSNSTIDPIKAPTAVVDSSSNSQITMVTANSKSDAPLVAKQDKAPSTSTPPPSLTTNSNATSLTNTTITCTTSSVSSVVESSEHTAQ
>Hrob_2496
MYKKRVSYFYDPDVGNFHYGTGHPMKPHRIAVTHSLVLNYDLHSKMKLYRPYKASEYDMCRFHTEEYISFLKNVTPQTVDKYTKNLNMFNVGDDCPVFEGLFDFCSLYTGGSLEGAHKLNNNQCDIAINWAGGLHHAKKYEASGFCYVNDIVLAILELLKYNPRVLYCDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYETGVDCGSLYSVNVPLREGIDDQTYLSIFKPVVQDVVNFFQPTAIVLQCGADSLGHDRLGCFNLTTRGHGECVKFVKDLNIPLLVLGGGGYTLRNVARCWCYETSVLLNEEISNELPYHDYLEYFAPDFSLHPDIAGKQENLNTRQYLDTLKQFIHENLRHLPHSPSVQLQDISPELINLDNMDDVDPDLVRNTFDDPNKKPEASNEFYDGDKDNDKDG
>Hsap_NP_001308158.1
MTSTGQDSTTTRQRRSRQNPQSPPQDSSVTSKRNIKKGAVPRSIPNLAEVKKKGKMKKLGQAMEEDLIVGLQGMDLNLEAEALAGTGLVLDEQLNEFHCLWDDSFPEGPERLHAIKEQLIQEGLLDRCVSFQARFAEKEELMLVHSLEYIDLMETTQYMNEGELRVLADTYDSVYLHPNSYSCACLASGSVLRLVDAVLGAEIRNGMAIIRPPGHHAQHSLMDGYCMFNHVAVAARYAQQKHRIRRVLIVDWDVHHGQGTQFTFDQDPSVLYFSIHRYEQGRFWPHLKASNWSTTGFGQGQGYTINVPWNQVGMRDADYIAAFLHVLLPVALEFQPQLVLVAAGFDALQGDPKGEMAATPAGFAQLTHLLMGLAGGKLILSLEGGYNLRALAEGVSASLHTLLGDPCPMLESPGAPCRSAQASVSCALEALEPFWEVLVRSTETVERDNMEEDNVEESEEEGPWEPPVLPILTWPVLQSRTGLVYDQNMMNHCNLWDSHHPEVPQRILRIMCRLEELGLAGRCLTLTPRPATEAELLTCHSAEYVGHLRATEKMKTRELHRESSNFDSIYICPSTFACAQLATGAACRLVEAVLSGEVLNGAAVVRPPGHHAEQDAACGFCFFNSVAVAARHAQTISGHALRILIVDWDVHHGNGTQHMFEDDPSVLYVSLHRYDHGTFFPMGDEGASSQIGRAAGTGFTVNVAWNGPRMGDADYLAAWHRLVLPIAYEFNPELVLVSAGFDAARGDPLGGCQVSPEGYAHLTHLLMGLASGRIILILEGGYNLTSISESMAACTRSLLGDPPPLLTLPRPPLSGALASITETIQVHRRYWRSLRVMKVEDREGPSSSKLVTKKAPQPAKPRLAERMTTREKKVLEAGMGKVTSASFGEESTPGQTNSETAVVALTQDQPSEAATGGATLAQTISEAAIGGAMLGQTTSEEAVGGATPDQTTSEETVGGAILDQTTSEDAVGGATLGQTTSEEAVGGATLAQTTSEAAMEGATLDQTTSEEAPGGTELIQTPLASSTDHQTPPTSPVQGTTPQISPSTLIGSLRTLELGSESQGASESQAPGEENLLGEAAGGQDMADSMLMQGSRGLTDQAIFYAVTPLPWCPHLVAVCPIPAAGLDVTQPCGDCGTIQENWVCLSCYQVYCGRYINGHMLQHHGNSGHPLVLSYIDLSAWCYYCQAYVHHQALLDVKNIAHQNKFGEDMPHPH
>Hsap_NP_001308797.1
MMSSPAQPDGVAGREQLLAQQRMHSMISSVDVKSEVPVGLEPISPLDLRTDLRMMMPVVDPVVREKQLQQELLLIQQQQQIQKQLLIAEFQKQHENLTRQHQAQLQEHIKELLAIKQQQELLEKEQKLEQQRQEQEVERHRREQQLPPLRGKDRGRERAVASTEVKQKLQEFLLSKSATKDTPTNGKNHSVSRHPKLWYTAAHHTSLDQSSPPLSGTSPSYKYTLPGAQDAKDDFPLRKTESSVSSSSPGSGPSSPNNGPTGSVTENETSVLPPTPHAEQMVSQQRILIHEDSMNLLSLYTSPSLPNITLGLPAVPSQLNASNSLKEKQKCETQTLRQGVPLPGQYGGSIPASSSHPHVTLEGKPPNSSHQALLQHLLLKEQMRQQKLLVAGGVPLHPQSPLATKERISPGIRGTHKLPRHRPLNRTQSAPLPQSTLAQLVIQQQHQQFLEKQKQYQQQIHMNKLLSKSIEQLKQPGSHLEEAEEELQGDQAMQEDRAPSSGNSTRSDSSACVDDTLGQVGAVKVKEEPVDSDEDAQIQEMESGEQAAFMQQPFLEPTHTRALSVRQAPLAAVGMDGLEKHRLVSRTHSSPAASVLPHPAMDRPLQPGSATGIAYDPLMLKHQCVCGNSTTHPEHAGRIQSIWSRLQETGLLNKCERIQGRKASLEEIQLVHSEHHSLLYGTNPLDGQKLDPRILLGDDSQKFFSSLPCGGLGVDSDTIWNELHSSGAARMAVGCVIELASKVASGELKNGFAVVRPPGHHAEESTAMGFCFFNSVAITAKYLRDQLNISKILIVDLDVHHGNGTQQAFYADPSILYISLHRYDEGNFFPGSGAPNEVGTGLGEGYNINIAWTGGLDPPMGDVEYLEAFRTIVKPVAKEFDPDMVLVSAGFDALEGHTPPLGGYKVTAKCFGHLTKQLMTLADGRVVLALEGGHDLTAICDASEACVNALLGNELEPLAEDILHQSPNMNAVISLQKIIEIQSKYWKSVRMVAVPRGCALAGAQLQEETETVSALASLTVDVEQPFAQEDSRTAGEPMEEEPAL
>Hsap_NP_001518.3
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARIEEDKKETEDKKTDVKEEDKSKDNSGEKTDTKGTKSEQLSNP
>Hsap_NP_003874.2
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPTNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVINQVVDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVEEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPADLLTYDRTDEADAEERGPEENYSRPEAPNEFYDGDHDNDKESDVEI
>Hsap_NP_004955.2
MAQTQGTRRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVMSKVMEMFQPSAVVLQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAIPEESGDEDEDDPDKRISICSSDKRIACEEEFSDSEEEGEGGRKNSSNFKKAKRVKTEDEKEKDPEEKKEVTEEEKTKEEKPEAKGVKEEVKLA
>Hsap_NP_060956.1
MEEPEEPADSGQSLVPVYIYSPEYVSMCDSLAKIPKRASMVHSLIEAYALHKQMRIVKPKVASMEEMATFHTDAYLQHLQKVSQEGDDDHPDSIEYGLGYDCPATEGIFDYAAAIGGATITAAQCLIDGMCKVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLRRKFERILYVDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVSDVGLGKGRYYSVNVPIQDGIQDEKYYQICESVLKEVYQAFNPKAVVLQLGADTIAGDPMCSFNMTPVGIGKCLKYILQWQLATLILGGGGYNLANTARCWTYLTGVILGKTLSSEIPDHEFFTAYGPDYVLEITPSCRPDRNEPHRIQQILNYIKGNLKHVV
>Hsap_NP_114408.3
MGTALVYHEDMTATRLLWDDPECEIERPERLTAALDRLRQRGLEQRCLRLSAREASEEELGLVHSPEYVSLVRETQVLGKEELQALSGQFDAIYFHPSTFHCARLAAGAGLQLVDAVLTGAVQNGLALVRPPGHHGQRAAANGFCVFNNVAIAAAHAKQKHGLHRILVVDWDVHHGQGIQYLFEDDPSVLYFSWHRYEHGRFWPFLRESDADAVGRGQGLGFTVNLPWNQVGMGNADYVAAFLHLLLPLAFEFDPELVLVSAGFDSAIGDPEGQMQATPECFAHLTQLLQVLAGGRVCAVLEGGYHLESLAESVCMTVQTLLGDPAPPLSGPMAPCQSALESIQSARAAQAPHWKSLQQQDVTAVPMSPSSHSPEGRPPPLLPGGPVCKAAASAPSSLLDQPCLCPAPSVRTAVALTTPDITLVLPPDVIQQEASALREETEAWARPHESLAREEALTALGKLLYLLDGMLDGQVNSGIAATPASAAAATLDVAVRRGLSHGAQRLLCVALGQLDRPPDLAHDGRSLWLNIRGKEAAALSMFHVSTPLPVMTGGFLSCILGLVLPLAYGFQPDLVLVALGPGHGLQGPHAALLAAMLRGLAGGRVLALLEENSTPQLAGILARVLNGEAPPSLGPSSVASPEDVQALMYLRGQLEPQWKMLQCHPHLVA
>Hsap_XP_011522451.1
MNSPNESADGMSGREPSLEILPRTSLHSIPVTVEVKPVLPRAMPSSMGGGGGGSPSPVELRGALVGSVDPTLREQQLQQELLALKQQQQLQKQLLFAEFQKQHDHLTRQHEVQLQKHLKQQQEMLAAKRQQELEQQRQREQQRQEELEKQRLEQQLLILRNKEKSKESAIASTEVKLRLQEFLLSKSKEPTPGGLNHSLPQHPKCWGAHHASLDQSSPPQSGPPGTPPSYKLPLPGPYDSRDDFPLRKTASEPNLKVRSRLKQKVAERRSSPLLRRKDGTVISTFKKRAVEITGAGPGASSVCNSAPGSGPSSPNSSHSTIAENGFTGSVPNIPTEMLPQHRALPLDSSPNQFSLYTSPSLPNISLGLQATVTVTNSHLTASPKLSTQQEAERQALQSLRQGGTLTGKFMSTSSIPGCLLGVALEGDGSPHGHASLLQHVLLLEQARQQSTLIAVPLHGQSPLVTGERVATSMRTVGKLPRHRPLSRTQSSPLPQSPQALQQLVMQQQHQQFLEKQKQQQLQLGKILTKTGELPRQPTTHPEETEEELTEQQEVLLGEGALTMPREGSTESESTQEDLEEEDEEDDGEEEEDCIQVKDEEGESGAEEGPDLEEPGAGYKKLFSDAQPLQPLQVYQAPLSLATVPHQALGRTQSSPAAPGGMKSPPDQPVKHLFTTGVVYDTFMLKHQCMCGNTHVHPEHAGRIQSIWSRLQETGLLSKCERIRGRKATLDEIQTVHSEYHTLLYGTSPLNRQKLDSKKLLGPISQKMYAVLPCGGIGVDSDTVWNEMHSSSAVRMAVGCLLELAFKVAAGELKNGFAIIRPPGHHAEESTAMGFCFFNSVAITAKLLQQKLNVGKVLIVDWDIHHGNGTQQAFYNDPSVLYISLHRYDNGNFFPGSGAPEEVGGGPGVGYNVNVAWTGGVDPPIGDVEYLTAFRTVVMPIAHEFSPDVVLVSAGFDAVEGHLSPLGGYSVTARCFGHLTRQLMTLAGGRVVLALEGGHDLTAICDASEACVSALLSVELQPLDEAVLQQKPNINAVATLEKVIEIQSKHWSCVQKFAAGLGRSLREAQAGETEEAETVSAMALLSVGAEQAQAAAAREHSPRPAEEPMEQEPAL
>Hsap_XP_011536783.1
MDLRVGQRPPVEPPPEPTLLALQRPQRLHHHLFLAGLQQQRSVEPMRLSMDTPMPELQVGPQEQELRQLLHKDKSKRSAVASSVVKQKLAEVILKKQQAALERTVHPNSPGIPYRTLEPLETEGATRSMLSSFLPPVPSLPSDPPEHFPLRKTVSEPNLKLRYKPKKSLERRKNPLLRKESAPPSLRRRPAETLGDSSPSSSSTPASGCSSPNDSEHGPNPILGSEALLGQRLRLQETSVAPFALPTVSLLPAITLGLPAPARADSDRRTHPTLGPRGPILGSPHTPLFLPHGLEPEAGGTLPSRLQPILLLDPSGSHAPLLTVPGLGPLPFHFAQSLMTTERLSGSGLHWPLSRTRSEPLPPSATAPPPPGPMQPRLEQLKTHVQVIKRSAKPSEKPRLRQIPSAEDLETDGGGPGQVVDDGLEHRELGHGQPEARGPAPLQQHPQVLLWEQQRLAGRLPRGSTGDTVLLPLAQGGHRPLSRAQSSPAAPASLSAPEPASQARVLSSSETPARTLPFTTGLIYDSVMLKHQCSCGDNSRHPEHAGRIQSIWSRLQERGLRSQCECLRGRKASLEELQSVHSERHVLLYGTNPLSRLKLDNGKLAGLLAQRMFVMLPCGGVGVDTDTIWNELHSSNAARWAAGSVTDLAFKVASRELKNGFAVVRPPGHHADHSTAMGFCFFNSVAIACRQLQQQSKASKILIVDWDVHHGNGTQQTFYQDPSVLYISLHRHDDGNFFPGSGAVDEVGAGSGEGFNVNVAWAGGLDPPMGDPEYLAAFRIVVMPIAREFSPDLVLVSAGFDAAEGHPAPLGGYHVSAKCFGYMTQQLMNLAGGAVVLALEGGHDLTAICDASEACVAALLGNRVDPLSEEGWKQKPNLNAIRSLEAVIRVHSKYWGCMQRLASCPDSWVPRVPGADKEEVEAVTALASLSVGILAEDRPSEQLVEEEEPMNL
>Hsap_XP_024309529.1
MGLEKLHPFDAGKWGKVINFLKEEKLLSDSMLVEAREASEEDLLVVHTRRYLNELKWSFAVATITEIPPVIFLPNFLVQRKVLRPLRTQTGGTIMAGKLAVERGWAINVGGGFHHCSSDRGGGFCAYADITLAIKFLFERVEGISRATIIDLDAHQGNGHERDFMDDKRVYIMDVYNRHIYPGDRFAKQAIRRKVELEWGTEDDEYLDKVERNIKKSLQEHLPDVVVYNAGTDILEGDRLGGLSISPAGIVKRDELVFRMVRGRRVPILMVTSGGYQKRTARIIADSILNLFGLGLIGPESPSVSAQNSDTPLLPPAVP
>Lana_XP_013392029_1
MEENDQNVLHKDASPVYQTDVNGDTGGSNTIRKGLLPEKKVVYVCSADFLSECDRIAKVPFRASITHAVIEAYGLLSRMSVVPPKPATFEEICHFHSTDYIECLQRLCQDDDPDKYDEEAEEFGLGYDCPADEGVYDSASWAAGGTLTAAEQLVSGQCSVAINWAGGWHHAKRDSAAGFCYINDIVLGILKLRTKYDRVLYVDIDLHHGDGVEDAFCATSKVMTVSFHKYSPGFFPGTGNLSDTGIGKGAGYTVNVPLNEGCQDENFYRVFEKVMDIVKIKFDPEAVVCQCGADGLAGDPMDSFNLTTLSLAKCVQYLLTWNIPLLLLGGGGYHIPNTARCWTHITSVVTGTKLSSDIPEHRYFTLYGPDYDLMISPGNRADTNTPSHIKNVIAQISDRPDLFVCKIHIKQNVSEDQEEDIKVLTSTEFDIHWMLPVAPHMDLYNLGSYSGGPESLRSAPQRSSHPLPGGELQRHGGGHFQSIPNQQYYQQDPYLQNQPRFQSNIGGQQEYFQSQTSRKMAVPGQYQPNSPPLLPNFDNQRLQQGNFQSQTPPGESTGPNIPHHQQVESQHSRLPQGPVTDLHLEEQGGDPFQTRRKSGLDFPPLPPKQDILAAGGQDQGVTDPRAIKTMGNQVLNQAHGDNQLERLPTAVTHEIAGFLRQIPANTGNTNVTLNLQLVNQYYNSEKASMTHMRENDVTTSFQKHIPPHVKKRLNETLSQDDVWDQVKKMYGISDETPCPPDVVASLLSQVQGSIASFISVLLKLKEHHREGQQDIPQDLIDEVKKGLLSEMEYNKLREKVVDFAEDLSMHIERSLDYLYQFNVIPDEETTKLKNDAKRNPQEACRNLFKALLATSPKKEPIKHLKAAFRDSGLWYLADELEVSYQDVEDKLQKHGGGRPSCEETLAIDMEAPPTPATGENPLEPH
>Lana_XP_013403048_1
MASPKVAYFYDPQVGNFHYGPGHPMKPHRLSLTHSLVLHYGLYKKMMVYRPYRASAHDMCRFHSRDYIEFLQRITPQNVQGFTKCLSMYNVGDDCPVFDGIFDFCSRYTGATLEGAIKLNNNHCDVAVNWSGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTLSFHKYGNFFFPGTGDMFEIGAESGRYYSVNVPLKEGIDDQTYMNIFKPVVQNVMQFYQPTCIVLQCGADSLGNDRLGCFSLTTKGHGECVQMVKDFNIPLLVLGGGGYTVRNVARCWTYETSVLLDEQNSISNELPYNEYLEYFAPDFSLHPEVTAKYENLNTKQYLDYIRQITHENLKNLQHAPSVQMHDVPPDLLSLENIEDPDPDMKNHQNDEDMRIEPANEFYDGDRDNDKENEMLDV
>Lana_XP_013405014_1
MATQPHSKKRVCYYYDGDIGNYYYGQGHPMKPHRIRMAHNLILNYGLYRKMEIYRPHKATQEEMTKFHSDDYIKFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQATDIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYCKIFEPVMTKVMECYQPSAIVLQCGADSLSGDRLGCFNLTLKGHGKCVDFLKKYNLPLLLLGGGGYTIRNVARCWTYETSIALGHDVANELPYNDYFEYYGPDFKLHISPSNMANQNTPEYLDKICTRLFENLRMLPHVPGVQMTDIPEDALNDEEEDEDKENPDHRISIRASDKRITCEEEFSDSEDEGEGGRRDRVSHKRKRPKMDEGEKKDEEKGEEKKDAVKTEPAENKEEKEASKEDKPAEQETKEIPAVKKEEESSSKQDSTADSKEADQAPDERTEEKMDV
>Lcha_11092
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMMVFKPYKASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYRQLFQPVIKQVVEFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGDCVEFVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVEESVSDELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLISFDRTDEPDPEERGSEENYNRPEASNEFFDGEHDNDKESDVEI
>Lcha_12893
MEEYPGSQPSSLVRQPAVVYIYSPEYISICDSLSKVPNRASMVHSLIEAYGLLKYMRVVKPKVATMEEMATFHTDAYLQHLQKVSEEGDEDHPESGEYGLGYDCPTTEGIFDYAAAVGGASLTAAQCLIDRSCKIAINWPGGWHHAKKDEASGFCYINDAVLGILKLRQKYERVLYVDLDLHHGDGVEDAFSFTSKVMTVSFHKYSFGFFPGTGDVTDIGLGKGRCYAVNVPLQDGIQDDKYFQICESILKEVYTAFSPQAVVLQLGADTLAGDPMCSFNMTPLGVEKCLKYVLQWELPTLILGGGGYNLANTARCWTYLTGVILGKTLSSEIPDHKYFTEYGPDYVLEITPSCRPDRNDPQQIQNILSSVKGNLKNVV
>Lcha_15194
MALSQGTKKKVCYYYDGEIGLQFSYRFSHVFKKGRLKCTLKLDSMAQFGCFMGPKIFLHKNSTFTLLIYHCHSYIGFLTSVKKRENIAIYSEPMQRVDAAFNEICEKSSLLARSWVVVGGKTAGAVKLNKQQTDIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKMEQECTGFKIGGWAGEWKASRTNKRDSLLPCPGRKRSAFSPVTGNLQDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPIMCKVMEMYQPSAIVLQCGADSLSGDRLGCFNLTIKGHAKCVEFMKSFNLPLLMLGGGGYTIRNVARCWTYETAVALDSEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAVQEDSGDEDEEDPNKRISIRASDKRIACDEEFSDSEDEGEGGRRNIASYKKAKRVKTEEEKDSEEKKDVKEEDKTKEDKAEVKGKKKKNHSY
>Lgig_18836
MDKKTKRVCYIHNEDILEKCDKLIRIQNRADIVHSLIKAYNLFQHMSIVEPRQATTEELLGFHSTDYISFLQNLDDLSDDEKCGEEAEEFGLVYDCPIQDGVFECASLVGGGTITAGEKLINDESDIAINWYGGWHHAHRDSASGFCYINDVVLGILKLRQKFERVLYIDLDLHHGDGVEEAFCCTNKVLTVSFHKYSAGFFPGTGSVNDTGYSKGRHYTVNVPLLDGLKDDEYNKIFYSVMVQIKDSFQPEAIVCQCGADGLEGDPMKSFNLSTLSLGRCVQYVLSWNKPTILLGGGGYNYINTAKCWAFLTSLAVNKKLSRDIPDHEYFSQYGPDYELGVTVGNRSDNNSQQYLHHIYTQVIDNMKNIKLDR
>Lgig_19315
MSKSTVAYFYDQDVGNFHYGQGHPMKPYRITLTHGLVLHYGLYKKMKVYRPYRATFHDMCRFHSEEYVDFLRRISPQNVQEFTKCLSMFNVGEDCPVFDGMFDFCSMYTGASLEGAVKLNNEHCDIAVNWSGGLHHAKKYEASGFCYVNDIVISILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNFFFPGTGDMYEWGSESGRYYSVNVPLKEGIDDQTYMQIFKPVIQTVVEFYQPTCVVLQCGADSLGSDRLGCFNLSIKGHGECVKFVKDLGLPMLVLGGGGYTKKNVARCWTHETAVLLDEQISSELPFCEYLEYFAPDFSLHPDISTKQENLNTKQYLDSIRLTIHDTLKNLIHAPSVQIQDVPPDLLSLENTEEPDPDVRNHTDEVDKRVEPANEFYDGDKDNDKENDGFIEV
>Lgig_8303
MTSSQAYKKKCCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLVLNYGLYRKMEIYRPHKATAEEITKFHSDDYIKFLRCIRPDNMSEYNKQMQRFNVGEDCPVFDGMYEFCQLSTGGSVAGAVKLNKQAADIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMSVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDENYETIFKPVMTKVMDMYQPSALVLQCGADSLSGDRLGCFNLTLSGHGKCVEFMKKWNLPILLLGGGGYTIRNVARCWTYETSIALNVEIANELPYNDYFEYYGPDFKLHISQSNMANQNTVEYMDKIKTRLFENLRMLPHAPGVQMQPIPEDALNEESDDEDKDNPDERISIRASDKRIACEEEFSDSEDEGEGGRKDRQNYKPKAKRARTDEEKKADAEKGFYLILDLCILLII
>Locu_14828
MTNRTAYFYDPDVGNFHYGAGHPMKPHRLSLTHSLVLHYGLYKKMMVFKPYKASQHDMCRFHSEDYIDFLQKVSPNNMQGFTKSLNTFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNHKICDIAINWAGGLHHAKKFEASGFCYVNDIVISILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYRQLFQPVIKQVVDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEFVKSFKIPLLVLGGGGYTVRNVARCWTYETSLLVEESISDELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQQYLEQIRQTVFENLKMLNHAPSVQIHDVPSDLLSYERTDEGDPDERGSEENYSRPEAANEFYDGDHDNDKESDVEI
>Locu_17783
MNIKSPETVNSCNHNVLYVYSPELIETCDSLAKVPKRASMVHSLIEAYGLLKHMRVVKPRAATMEDMATFHTDSYLEHLHKVSEEGDDDDPESVEYGLGYDCPATEGIFDYAAAVGGATLTAAQCLIDGTCKVAINWAGGWHHAKKDEASGFCYINDAVLGILRLREKYERVLYVDVDLHHGDGVEDAFSFTSKVMTVSFHKFSPGFFPGTGDVSDTGLGKGRWYAVNVPLQDGIQDDKYCQVFTSVLQEVHSMFNPEAVVLQLGADTMAGDPMCSFNMTPVGVARCLRYVLQWELPTLLLGGGGYNLANTARCWAYLTGTVLGQTLSSEIPDHEYFTEYGPDYVLEISPSCRPDRNEPQQLEHVINTVKGNLKNVV
>Locu_20985
MAYTLQGGLKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDDYIKFLRSIRTENMSEFSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSAAGAVKLNRQQTDIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDSYEQIFKPVMAKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIRGHAKCVEYMKSFNLPLLMLGGGGYTIRNVSRCWTYETAVALDTDIPDELPYNDYFEYFGPDFKLHISPSNMTNQNTQEYLDKIKQRLFENLRMLPHAPGVQMQAIPEDIVPEDTGDEDADNPDKRLSIRASDKRIACDEEFSDSEDEGEGGRRNVANHKKNVKRARLEEDPREAEEKKSEVKEEEKSKENSSEKTDAKTYMSHENSSAE
>Locu_2993
MALTQGTKKKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNKQQTDIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPIMAKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIKGHAKCVEYMKSFNLPLLMLGGGGYTIRNVARCWTYETAVALDSTIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNDYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAVQEDSGDEEEEDPDKRISIRAHDKRIACDEEFSDSEDEGQGGRKNAASFKKAKRVKTEEEKDGEEKKDVKEEEKAAEEKMETKGAKEELKMA
>Lpol_XP_013778811_1
MKPHRIRMAHNLILNYGLYRKMEIYRPHKATQEEMTKYHSDDYIRFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQAADIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDDSYESIFQPLVSKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTLKGHGKCVEFVKKYSMPMLQLGGGGYTIRNVARCWTYETSVALNQDIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLEKIKTRLFENLRMLPHAPGVQMQPIPEDTIDQESEDEDKQDPDERISIRASDKRIARDDEYSDSEDEGNGRRNIQSHRPKKKHKGEEIGDIDKSDKEKEGSLKKEEENKGKDEKKLENAAGKQDVKIETLYVIVTKLVTSLFMYYILMFVFTSQTRTKF
>Lpol_XP_013784620_1
MTKKSVIYFWDPDVGNFHYGPGHPMKPHRLSVTHSLVLHYGLYKKVQVYRPYRASAHDMCRFHSDEYIDFLQRVTPQNIQSFTKSLSHFNVGDDCPVFDGLYDFCSMYTGASLEGAVKLNNMCCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDQSYFQVFKPVIQHVVEFYQPTCIVLQCGSDSLAGDRLGCFNLSIRGHGECVKFVKELGLPLFVLGGGGYTVRNVARCWTYETSLLVEETISNEIPYNEYFEYFAPDFLLHPENVTRQENANSRQYLEAIIKATTENLKCLIHAPSVQMQDVPPDTLNFDNPNEDDNLDSHSQSEADAKAEPANEFFDGEKDQDKDNEAIEV
>Mbre_MONBRDRAFT_15424
MSRPRVAYFFDADVGNFHYGPGHPMKPHRLALTHSLVLEYGLWSKMEIFRPYRASPEDMGRFHATDYINFLQRVTPDNYRTFGSYLQRFNVGDDCPVFDGIFDFCSIYAGASIEGAVKLNNKQCDVAINWSGGLHHAKKFEASGFCYVNDIVLAILELLKQHPRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGGHFFPGTGVMYELGAGRGRYYALNVPLKDGIDDMGYNELFKPVMREVISKFQPSAIVLQCGADSLGCDRLGCFNLSIAGHGNCVEFIKSFNLPLLVLGGGGYTIRNVARCWTHETGILLDEHLSEDLPYNDYFQYFGPDFKLHPNVATSVENQNSKEYLDKLREHVFEQLGQLDGAPSVMMQEVCALDECLGRRMSRKLGSS
>Mbre_MONBRDRAFT_30655
MFFSAPVTPRTSHPTSRCGSPTSTHLSDYERYPIIADSLTGLPAPSARTPKLSRSSRSSPAFTVDMLNKAARMVTMTKQLRAVEQARAVDALPTAALTELARTFSWTPTDNSSGALPPVVPAIMQGLVDCKLWNRCTPEAPRHASDDELQLVHTAEYVRHYGSLSTPAPQATINGFAGDDRVYISSNYSETAASTRCAAAAVIDATRLVAEGRAKNAVVLAQPAGRLVGQSGPPRGLGVFNNIAIAARHALQTQTAQRIAILDWGRERAAPLTQLFASDPRVVVASIFRHDRRGVADATAATTYTGLTNNIVNVPLPQDVRVSDADYLAAFRSAVVPILSERCPSAGYAHLTQSLMGVSHGRIVLVLEDTPPTTLSESIAGLEGCLHALLGDDLSALPYPDVSPNEATVAVLEQLWMVHRRAYGTLETTAAYRHFSPQEYMTMQRQREDEELDATVALASLSMMAVPEMPSEEAEEEARAASSDVTSGSDGQYMV
>Mbre_MONBRDRAFT_34892
MASKKHVSYYYDGDVGNYYYGPGHPMKPHRIRMTHNLLLNYGLYKKMEIYRPHKASMEDMTRFHSDDYINFLRTISPDATNEETKNMSRFNVGEDCPVFDGLFEFCQISAGGSLAGAAKLNSQQSDICINWAGGLHHAKRSEASGFCYVNDIVLGILELLKRHERVLYIDIDIHHGDGVEEAFYCTDRVMTVSFHKYGEYFPGTGDIKDIGTQDGRHYAVNFPLKDHIDDDSYQRIFRQVIEKVMDWYDPGAVVLQCGADSLTGDRLGCFNLSLKGHAACVEYVKSFNKPLLLLGGGGYTIRNVARCWTYETSVALDTPIEDELPFNDYFEYFGPDFRLHISPSNHDNQNSEEYLENSVKQIIENLRHTASRPSVQMHSMVDTLSAYEEDEDQVDPDDRRAQQLVDRKISHDADLSDSEDEGGRRDQQSFKKKKKKKKKKKKKTKTRRVIREEGRPKESIKK
>Mlei_527a
MTAGGNKKRVCYYYDGDVGNYYYGPNHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKASMEEMTKYHADEYIKFLRNIRPDNSGEYSKQMQKFNVGDDCPVFEGLYEFCQLSAGGSVAGAMKLNKQHTDIAVNWAGGLHHAKKSEASGFCYVNDIVLSILELLKYHKRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDIRDIGASLGKHHSVNFPLRDGMDDDSYQSIFQPVMGKVMEVYRPEAVVLQCGADSLAGDRLGCFNLTLKGHAKCVEYMKRFNLPLLLLGGGGYTIRNVARCWTLETAYALGIDISNDLPYNDYFEYFGPDFKLNIQPSNMTNQNTTEYMDKMKAKVFENLKYLGGPPSVQMQDIPTDAMPEREEDEDKRNKDVRISIRDRDNRITCDEEFSDSEDEGNEAGGRKDNHNYKHSTKRPRMNPMNMTHMVANESGDKVGIANQAGARSQSQTNQGSKES
>Mlei_comp16754_c0_seq1 
MSKKRVSYFYDPEVGNFHYGANHPMKPHRLALTHDLVIGYGLYRKMSVFRPCRATDQEMCKFHSVDYVDFLQRISPHNIQGFSFLCNKFNVGDDCPAFSGLFDFCSIYTGGTLESAVQLNNNVCDVAINWSGGLHHAKKFEASGFCYVNDIVLGIMELLRYHPRVLYLDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNGFFPGTGDMYEVGAREGCNYSINVPLKDGIDDHNYMSIFRPVMQSVMKHYQPSVIVLQCGADSLGCDRLGCFNLSIRQHGECVDFMKKFNIPMVVLGGGGYTIRNVARCWAYETSLLLDTQISNDLPCTDYFEYFAPDYTLHPDTTTKIENQNTRTYLDNVMTTVEETLRNLSFAPSVQMQEVPPDFYVSKYQQESKPIADNEFYRDDKDNDK
>Mlei_HDAC8_modelPK
MVIGYVASDELISLTSLIPKITNRSDMVADLIESFQLTDNLEIIEPNNISGLQLTEFHSKDYISTLENYSEDTEDDEKLRQFGLEFDCPPFPKMFRTVCAIGGASITAAEELGQGYYQVVINWFGGWHHGQPEKAEGFCYVNDCVLAIRQLRNYFSRVLYIDLDLHHGNGVESAFYQSSAVLTYSVHKYETGFYPGGGGVDSIGEGKGRGYSVNIPLRNGADDTTLTRVTDETLDTVVERFKPEAVVCQCGADGVSGDPHQAFSYTASGLSRVVSKVVSYNRPTLLLGGGGYNHPNVARTWTTITGFSYLSNEEIPDHKYFTDYGPGFEMKITASNIKNENDSSYLDSVINSVNNNLDLIKC
>Mmus_NP_032254.1 
MAQTQGTKRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVMSKVMEMFQPSAVVLQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAIPEESGDEDEEDPDKRISICSSDKRIACEEEFSDSDEEGEGGRKNSSNFKKAKRVKTEDEKEKDPEEKKEVTEEEKTKEEKPEAKGVKEEVKLA
>Mmus_NP_032255.2
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARIEEDKKETEDKKTDVKEEDKSKDNSGEKTDPKGAKSEQLSNP
>Mmus_NP_034541.2
MAKTVAYFYDPDVGNFHYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPTNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVISQVVDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVEEAISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPADLLTYDRTDEADAEERGPEENYSRPEAPNEFYDGDHDNDKESDVEI
>Mmus_NP_081658.1
MEMPEEPANSGHSLPPVYIYSPEYVSICDSLVKVPKRASMVHSLIEAYALHKQMRIVKPKVASMEEMATFHTDAYLQHLQKVSQEGDEDHPDSIEYGLGYDCPATEGIFDYAAAIGGGTITAAQCLIDGKCKVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLRRKFDRILYVDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDMSDVGLGKGRYYSVNVPIQDGIQDEKYYHICESVLKEVYQAFNPKAVVLQLGADTIAGDPMCSFNMTPVGIGKCLKYVLQWQLATLILGGGGYNLANTARCWTYLTGVILGKTLSSEIPDHEFFTAYGPDYVLEITPSCRPDRNEPHRIQQILNYIKGNLKHVV
>Nvec_v1g111922
MTKKRVVYFYDEDVGNFHYGPGHPMKPHRLTLTHNLVFNYGLHKKMEVYKPYRATNHDMSRFHSSDYIDFLSRVTIQNNPNLSKSMSDFNVGEDCPVFPGLFDFCSIYTGASLEGAVRLNQGICDIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLKYHNRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNHFFPGTGDMYEVGVDNGRLYSVNVPLRDGIDDQNYASLFKPVINMVIDHYQPTCIVLQCGADSLGCDRLGCFNLSTKGHGECVRFMKTFNLPMLVLGGGGYTIRNVARCWAYETSLLVDQQVSTEIPYNDYLEYFGPDFSLHPDIASRIENQNTKQYLDQIRQTVSENLKNLNGAPSVQMQHVPPDLLCLEANEDQMDADGRQTDDETKYVLADNEYFDGEQDVDRDEAYLDV
>Nvec_v1g247517
MASSDEDEGMHGELLPKVAFIHSEDSVNLCDKLPKVTGRASLTSSLIEAYGLLKDRNIRVIAPRKATASELAAFHSSEYVNCMRRAAEAVSDGSEECEDLVEFGLGYDCPPFEDMYDCVSMIAGATLLAADMLKTGQAKVAVNWQGGWHHAQRDEAAGFCYINDIVLGILKLREKYDRVLYVDLDVHHGDGVEDAFSFTPKVMTVSFHKYSSGFFPGTGSCCQVGHGKGRYYTLNVPLKDGITDRPFVEVFTRVMSRVKAKFKPDAIVCQCGVDSLAGDPMKAFNLTQFAVGRCVKYLQGWNLPMLVLGGGGYNMVNTSRCWTYVTGVILDRPLPRDIPEHEHFLSYGPSYQLDIAPSLQADLNSPEDIKNTIRKAYGYLQNIT
>Nvec_v1g79092
MAYTSAGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKAAMEEITRYHSDDYIKFLKSIRPDNMSDYTKQMQRFNVGEDCPVFDGLYEFCQLSTGGSIAGAVKLNKQHTDIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGRGKYYAVNFPLRDGIEDESYQQIFQPIITKVIEIYQPNAVVLQCGADSLAGDRLGCFNLSLKGHAKCVEFVKSFNLPLLILGGGGYTIRNVARCWTYETSVALDSDIANELPYNDYFEYFGPDFKLHISPSNMTNQNTPDYLDKIKQRLFENLRMIPHAPGVQMQPIPEDAFPAESDNEDEEDPNQRISIRASDKRIACEEEFSDSEDEGEGRRDVRENRPHKR
>Nvit_001161325.1
MSQLQHSRKRVCYYYDSDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATADEMTKFHSDEYIRFLRSIRPDNMTEYNKQMQRFNVGEDCPVFDGLYEFCQLSAGGSVAAAVKLNKQASEICINWGGGLHHAKKSEASGFCYVNDIVLGILELLKYHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNIPLRDGMDDDSYESIFVPIISKVMETFQPSAVVLQCGADSLTGDRLGCFNLTVRGHGKCVEFVKKYNLPFLMVGGGGYTIRNVSRCWTYETSVALGSEIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLEKIKTRLFENLRMLPHAPGVQVQAIPEDGAVIEDSEADEKVNPDERLPQRDIDKRLQHENEFSDSEDEGEGGRRDNRSFKGSRKRPRLEKGQENAEGDVKKEDEIKSEVKENEKDEKSNSTNEETKKDGGANP
>Nvit_10046
MLSSNRKVSYFYNPDVGNFHYGPGHPMKPHRLSVIHSLVLNYGLHKKMQIYRPYRASRHDMCRFHSDEYVEFLQRVTPQNLQGYTKYLSHFNVGDDCPVFDGLFDFCSMYTGASLEGATKLNNKSCDIAINWSGGLHHAKKFEASGFCYINDIVIAILELLKYHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDASYVQVFKPCISNVMEYFRPTAIVLQCGADSLANDRLGCFSLSTKGHGECVKYVRDLNIPLLTVGGGGYTLRNVARCWTYETSLLVDEPISNELPLTEYIEYFGPDFTLHPEVVTRQDNANSKQYLDTITRHVYDNLKMIASSPSVQMHDVPCDALPPEDERHPDPDPDSRQNPQDMDKIVEPANEYYSGDKDQDKMDTGDS
>Obim_22019815+22035349
MANPTVAYFYDPDVGNFHYGPSHPMKPHRIALTHCLVLHYGLYKKMKVYRPYRASAHDMCRFHSEEYINFLQSVTPQTVQNYTKSLSAYNVGDDCPVFDGLFDFCSMYTGASLEAAVKLNNNHCDIAINWSGGLHHAKKFEASGFCYVNDIVISILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHRYGNYFFPGTGDMYESGAESGRYYSVNVPLKEGIDDQTYMQVFKPVIQAVMESYRPTCVVLQVRYNINLYIINFIVNILHLRMMLVLGGGGYTKRNVARCWTYETSVLLDDEINNDLPYNEYLEYFGPDFSLHPDITTKQENCNTKEYLDNIRMTVNDNLKNVAHAPSVQMQDVGPDFVGFDLKTELDPDVRNHQEEIDRRIEPVNEFYDGEKDNDKDADGFLDV
>Obim_22039658
MTTQGHSKKRICYYYDGDIGNYYYGQGHPMKPHRIRMTHNLILNYGLYRKMEIYRPHKAIQEEMTKFHSDDYIKFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGMYEFCQLSTGGSVAGAVKLNKQAADIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYADIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYESIFKPVINKVMEMYQPSAIVLQCGADSLSGDRLGCFNLTLKGHGKCVEFMKQWNLPLLMLGGGGYTIRNVARCWTHETSIALNCEIANELPYNDYFEYYGPDFKLHISPSNMANQNTAEYLEKIKSRLYENLRMLPHAPGVQMQAIPDDAVNEDSDDEDKENPDERISIRASDKRIVRDEELSDSEDEGEGRRDRMNYKPKAKRPRTDEERKEADMDLSKAEGMSMDGRDSDAGRMEH
>Ocar_comp39919_c0_seq4
MTSSSKKRVCYYFDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKASVDEMTRYHSDDYVKFLRSIRPDNMSDYNKQMQRFNVGEDCPVFDGLFEFCQLSTGGSIAGAVKLNKQQTDIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDVGAGKGKYYAVNFPLRDGIDDESYEQIFRPVVAKVMEMYQPSAVVLQCGADSLAGDRLGCFNLSLRGHAQCVEFVKGFGLPLLLLGGGGYTIRNVARCWTYETAKALGQEIANELPYNDYFEYFGPDFKLHISPSNMTNQNTAEYLDKIKVRLFENLRLIPHAPGVQMQAIPESAIPEESDQEDEGDPEVRISMKDKDRNIEKSGEFSDSEDEGEWEGRRNVTAHVNGISDESKQPAPEKEEAEMAAEESPKEEEKGDSPQDMATDSKKAEKEKGESGEEEKEADKQEERLVTDKGKEKEEGAEKGDMAEEEAMEVEKSKEAPTTEAAETGEQADEAMEVEGGEALAAPSGGDGKTTAKGKETEDTKDSPPGDVPAPVEHGEKGRAPIESEASKEAGEGVRELGTEGK
>Ocar_g5993_t1
MRRVAYFHDPDVGRFHYGPGHPMKPHRLALTHSLVLEYGLYKKMDVYRPYRATEHDMAHFHSPEYIRFLKKVTPHNASSFSDSLAKFNVGEDCPVFPGLFDFCAISAGGSLEGAVKLNTGAADVAINWAGGLHHAKKHEASGFCYVNDIVVAILELLKRHSRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNSFFPGTGSMFEIGQSAGKYYSVNVPLKDGIDDHAYMYIFRPIIESCIQFYQPSCIVLQCGADSLGCDRLGCFNLSIRGHGQCVEFVKRFNLPLLVLGGGGYTIRNVARCWTYETSLLLGCPISNELPYSEYFEYFGPDFTLHPDTQSRLENLNNRLYLDLIKEMVVEDMRGLQAAPGVQMQSVPGPAFVFVENGKEGNPDVRPGSDGSKEVLVCEREEGNDLDPSPTSPAIDI
>Pdum_HDAC1/2_ comp204547_c0_seq1
MATQPHSKRKVCYYYDGDIGNYYYGQGHPMKPHRMRMTHNLLLNYGLYRKMEIYRPHKATQEEMTKFHSDEYIKFLRSIRPDNMSEYNKQMQRFNVGEDCPVFDGLYEFCQLSSGGSVAGAVKLNKQATDIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDEAFEHIFQPVIAKVMEMYQPSAIVLQCGADSLSGDRLGCFNLTLKGHGKCVEFMKKYNLPLLMLGGGGYTIRNVARCWTNETAIALGVEIANELPYNDYFEYYGPDFKLHISPSNMANQNTSEYLDKIKTRLFENLRMLPHAPGVQMTDVPEDALNEESDDEDKANPDERVSIRASDKRITCDEEFSDSEDEGEPGEKRQNRENFRHRKRLRQADDDKKKTEDKHTAEDGDKKDVKQEGDSKAEPAKAENKEEQKKEAETVKDTAASSNASTEEKMEH
>Pdum_HDAC3_comp212334_c0_seq1
MSKKKVVYFWDPDVGNFHYGPGHPMKPQRLAVTHSLVHHYGMYKKMMVYKPYRATMHDMCRFHSYEYIDFLQRISPHNVQNFTKSLGMFNVGDDCPVFDGLYDFCSRYTGASLEGAMKLNHQCADIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMFEIGADSGRYYSVNVPLKEGIDDNMYMHVFKPVMQSVMDFFQPTCIVLQCGADSLGSDRLGCFSLSVKGHGECVKFIKDLGVPLLVLGGGGYTVRNVARCWTHETSVLINEDISNEIPYNEYFEYFAPDFSLHPDISTKQENLNTRQYLESIRQFIHENLKYLSHAPSVQMQDIPTDIFNLEDPEENLNPDIRNHQETEDRRIEPNNEFYDGEQDNDKEEADLDV
>Pdum_HDAC8_comp217323_c0_seq17
MADDEKDEQSTFPTDETETNKENDRRDERSCRVAYVFNEELIKLSDELPKIKGRASIVHSLIRSYGLLSKMRLISPHKAKLTDILLFHSSEYIDCLQKLSDEDDDEKWMEEAETFGLTYDCPAYPGIFDTASYITGASVKAAQALSHNYADVAINWTGGWHHAKRDEAAGFCYINDIVVAILILRQKFDKVLYVDLDLHHGDGVEDAFCATSKVMTVSFHKHAPGFFPGTGSSDDCGMGKGQYYTVNVPLQDGMNDENFVSLVKRVLGTVYKSFKPQAVVCQCGADGLDGDPMASFNLSTDALVDSVQFITNWKLPLLLLGGGGYNMANTARCWTAITASVLKEKLPSDIPEHRFFPLYGPDYELTTSQGNRIDRNKDSHLQNVIAAVDNRLLHGSKS
>Pmar_10023
MAFPHIGAKRKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATSEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQQTDIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLKKFFSRNFCSRNGEVLGLCSATAVLNNVCQLSLTLRAPVTPTTTPQQDIGAGKGKYYAVNFPLRDGIDDESYEAIFKPVISKVMEMYQPSAVVLQCGADSLTGDRLGCFNLTIKGHAKCVNFMKSFNLPLLMLGGGGYTIRNVARCWTFETAVALDSDIANELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDAVPEDSGEEEEDPNKRISRTTQVRASDKRIACDEEFSDSEDEGEGGRRNATNYKKIKRPKVEEEKKAEVPSAPVADERKPEPKEEEQTREPSAETGEAKGPKLEESKPSA
>Pmar_9670
GPGHPMKPHRLALTHSLVLHYGLHKKMMVYKPYRASQHDMCRFHSEEYIDFLQRVTPHNIQGFTKSLNTFNVGDDCPVFPGLFEFCARYTGASLQGATQLNNKMCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYSVNVPLRDGIDDQCYRLLFQPIIKQVMDFYQPTCIVLQCGADSLGCDRLGCFNLSIKGHGECVDFVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLMNDPISDELPYNEYLEYFSPDFSLHPDISTRIENQNSKQYLEQIRQSIFENLKMLNHAPSVQIHEVPSDLLSYERKDEPNPDARPGTDDAIVKPDAANEFYDGDQDNDRESDVEV
>Ptep_17174
MEGDEYEDNASNSPLSVDSAIQQDIPIPNVAYIHSSEFEMHLNKHPRLYGAVTVTHNLIRAYDLLKNVTVIPPTVATKEELKSFHSEEYIEFLCKINDMTEEEVLDEEEEELEKYGIGYDCPFIPNIFDAASMIGGATVTAAKALLGRNYQIAVNWGGGWHHAKKDQADGFCYVNDIVLGILQLLQKYKRVLYIDLDLHHGDGVEEAFAHTSRVLCFSIHKNEIGFYPGTGLLNDIGYGKGKYYTINVPLYDGIQDAQYIELIIPLLMKTYRKFQPDVIVCQCGADTLAGDPFAAFNLTLKAPSECGYNAVNTARCWTYLLSILVDKTIESDIPDHKYLMKYGPDYEIHICPRTMPNRNSTEHLKLITDTVLILE
>Ptep_2083
LFIIYITEHKFVVMSRKRVVYFWDPDVGNFHYGPGHPMKPHRLSVTHSLVLNYGLYKKMQIYRPYRACAHDMSRFHSDEYIDFLQRVTPHNIQSFNKSLSHFNVGDDCPVFDGLFDFCSMYTGASLEGAMRLNNQCCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKFHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDHITCGSDSLAGDRLGCFALSTKGHGECVKFVKELNVPLLVLGGGGYTVRNVSRCWTYETSLLVEENISSEIPYNEYFEYFAPDFTLHPDVNTKQDNANSKQYLETIVKHVTENLKCLQHSPSVQMQDVPEDFLRLKMEEEEKEPDPDKRMTQEEIDIKVEPPNEFYDGEKDQDAEMPPET
>Scil_24086_1
MPGSKKRVSYFYDPDVGNFHYGVGHPMKPHRLALTNTLVFSYGLHEKMEICRPYHASQQDMCRFHDSDYIKFLQSITPDNSQTILKDTTTNFCVGEDCPIFSGIYEFCSIYTGASLEGASKLNTGACDIAINWSGGLHHAKKSEASGFCYVNDIVVSILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTCSFHKYGRGFFPGTGDMYETGFDLGKYFSVNVPLKDGIDDNGFLYIFKPVIQGIVQHFQPSVIVLQCGADSLGCDRLGCFNLTTRGHGECVSLVKSFGIPLLVLGGGGYTVRNVARCWTHETALLLDQPIANDLPYNEYCEYFAPDLMLHPEIGSRIENQNPRQYLDQIKSMILDNLRILDCAPSVQMQVIPPPLLPPKETDDEDRDPDQRESTADRDKRVVPENEFYAESGDGDRETFPVDLAAATKSK
>Scil_24122_1
MSSSASDAGRDDRKPRTVGLVYSEAHMKTCDTMPRIQGRCKLVHGLIQAYGINRSLALISPERASRSELCEFHSSLYVESLQEDKSREEDDDAERDEMFGFGYDCPVFDGVYEYVEAVAGGTLAAVSALCSEACSVACHWEGGWHHCHRDQASGFCYVNDIVLAILRLRDAGFRRILYIDLDVHHGDGVEGAFSHSADVMTVSFHRYCPGFFPGTGATGDCGSGKGRFHCLNIPLGDGTRDGTFLRVFSRVMAEVHDRFRPDAVVCQCGADCLAGDPLGAFNLTPASLCACVEQLTAWRIPLLVLGGGGYNLANTARCWTQITASLVGMRCHDDIPEHGNFAKFGPDFTMNVSPGNRREELTTTEVDRLISTVIGHLSNIEPPTPASESAQDLHEKEDAAIAAKLAAST
>Scil_6841_2
MSKKKVCYYYDSDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPKKADVSELTKYHSDDYIKFLRTIRPDNIGEHSKQMPRFNVGEDCPVFDGLFEFCQLATGGSIAGAIKLNKKQADIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDIKDVGAGKGKYYAVNFPLRDGIDDDSYQSIFRPVIAKVMEMYRPNAVVLQCGADSLSGDRLGCFNLSLKGHSDCVDYVKSFNLPLLLLGGGGYTIRNVARCWTLETATALNAEVGNELPYNDYFEYFGPDFKLHISPNNMANQNSPEYLDKIKTRLFENLRLIPHAPGVQMQPIPDDGMNQDSDDEDREDPEKRITLLSSDKRIERSNEYSDSEDDDGRRNSQSHAVARRRVAPAIAPQVTNGMSTTPDISTPVTNGAAPVPPPPPPAVAVQPAPAAASTTVSPPPPPTVPTQQPSGDIPMDETPAPAVEGTVSAPPAPAST
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MEQEDSPFSKPCSEAIDSERGSLTEQSSRELGPDTGDLALESDELVVADESISSDLKENILTVHTSNKCRRSLSNLGYPLSPSKQENTQNVWNSKEEATLFSPELTEKRVSPIGRRASLKRSASSPAKDERFYPRLTIDSKENSIMHSSPHQFKLGSLSVCYLYSEEYIRLCNKLPKIPNRASMVHSLLEAYGLLDPITVLRCRKATQHELTSFHTTDYIEYLQKINDEDDSEKVDEMSQEYGMGYDCPSMPGVYDLVGCVAGATIQAAQCLLDGTADVAINWFGGWHHAKRDEAAGFCYVNDVVLGILKLKEKFNRIMYIDIDLHHGDGVENAFSFTSKVMTVSLHKYAPGFFPSTGNQNDIGIGRGKFYTVNVPLYDGIQDVQYNSVFNRVLNEAKRCYNPEVIVLQCGVDTISGDPMCSFNLTPHGIGKCLKTTLDWKLPMLVLGGGGYNIPHTARCWAYLTSIVLGQEIPSEIPEHEYFTEYGPDYQLEIEPSLRKNHNSDEYISNILTTISGKLN
>Skow_XP_002742021.1
MAFPLQSTSKKKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATQEEMTKYHSDDYIKFLRSIRPDNMSEYTKQMQRFNVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQQADVAINWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYEQIFEPIITKVMEMYQPSAMVLQCGADSLSGDRLGCFNLTLRGHAKCVDFVRKFNMPLLILGGGGYTIRNVARCWTYETAVALGVDIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLEKIKTRLYENLRMIPHAPGVQMHPIPEDPIAADSEGEEEEEEDNDKRISIRASDKRIACDEEFSDSEDEGDGRRDVRIHKKKRPRTDDDKDKEPGNKRFHVLCCDAKKEKDEDLHTKVEKKDVDLPIRSESDNTGKDKDAATVRSEATSEQPPIETPEQKPGEIMPVIEPKTESIATEVKPVLENIVGIDKLVESEPKPATMDEHMDH
>Skow_XP_002742058.1
MAKPTVAYFYDADVGNFHYGPGHPMKPHRLALTHSLVLNYGLYKKMQVYRPYRASQHDMCRFHSEEYIDFLSRVTPQNIQSFTKSLSHFNVGDDCPVFPGLFDFCAMYTGASLEGATKLNNELCDIAVNWAGGLHHAKKFEASGFCYVNDIVISILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNHFFPGTGDMYEVGSESGRYYSLNIPLKDGIDDHNYGLLFKPVIQMVVDYYQPTCIVLQCGADSLGCDRLGCFNLSIKGHGECVKFVKEFNIPLLVLGGGGYTVRNVARCWTFETGLLLDQRISNELPYNEYFEYFSPDFTLHPDVSTRIENLNSKQYLDQVRQSVHDNLKSLNHAPSVQMQEVPPDLLSLDRIEEPDPDVRDPQIDQDGRIEPANEFFEDDKDQDKDNEADLDV
>Sman_005210_1
MEVYRPSKAYSEDMTRFHSDEYVKFLKNVRPDNMHEFNKQMQRFNVGEDCPVFDGLFEFCQLSAGGSIAAAVKLNKQQTDIAINWGGGLHHAKKSEASGFCYINDIVIGILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLKDIGAGRGKYYAVNCPLRDGMDDDCYERIFKPVVTKVMETFRPGAVVLQCGADSLCGDRLGCFNLSLKGHGKCVEFIRSFPLPLLLVGGGGYTIRNVARCWTNETSIALATEIPNDLPYNDYYEYFGPDFKLHISPSNMANQNTNEYLEHIKTKLFENLRMIPHCPSVQMQDIPDDIVDFDENDAVAKDLADPDKRISIMAADKAIMPNNEFFDDPEEGSGLGGTTLRSGKSASRDVQNHRDQPKRARTDEDASSSTTKPNSKEGSGSKKTDSTGDKRSESKNDFVEKMEVDLSKKANGLIEPERAAN
>Sman_091990_1
MSVGIVYGDQYRQLCCSSPKFGDRYALVMDLINAYKLIPELSRVPPLQWDSPSRMYEAVTAFHSTEYVDALKKLQMLHCEEKELTADDELLMDSFSLNYDCPGFPSVFDYSLAAVQGSLAAASALICRHCEVVINWGGGWHHAKRSEASGFCYLNDIVLAIHRLVSSTPPETSPNRQTRVLYVDLDLHHGDGVEEAFWYSPRVVTFSVHHASPGFFPGTGTWNMVDNDKLPIFLNGAGRGRFSAFNLPLEEGINDLDWSNAIGPILDSLNIVIQPSYVVVQCGADCLATDPHRIFRLTNFYPNLNLDSDCDSECSLSGYLYAIKKILSWKVPTLILGGGGYNFPDTARLWTRVTALTIEEVKGKKMTISPEIPEHSYFSRYGPDFELDIDYFPHKSHNKTLDSIQKHHRRILEQLRNYADLNKLIYDYDQVYQLYNLTGM
>Sman_093280_1
MGKDKRVVYFYDPDCGNFHYGPNHPMKPHRLTLTHTLVVNYNLTDRMKVYKPYHASMKDMISFHSQEYIEFLRDVTPTNVHTFPKEKLLTYNIGEDCPIFDGIYRFSSIHTGASLQAAKYLNNGVTDIAINWSGGLHHAKKFEASGFCYVNDIVIATLELLKYNPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHRYGNMFFPGTGDMYEIGAKAGKYYAVNVPLKEGIDDDMYFSVFRAVINDVVAFYRPTTIVLQCGADSLGCDRLGVFNLSIRGHGRCVRMVKELGLPLLVVGGGGYTVRNVARCWAYETAVLLDQEKEISNELPYSPYIEFFYPDYTLHPDLTTKLDNANTRQYIEALRMTVHDNLKQLVHAPSVQFTDVPNDYLSNFCNDSNDEREKPNEMFVEEEQDSTAA
>Smar_13907
MQSTKIAYITGPQFLEECDRNSKASVTHELISAYKLLTQEVTNISPQPATEDELKSFHSEDYIQHLKTISKETIDEIDELQSDYGYDCPVLANMFSYASTIAGGTISGARCLAEFNFQIAINWCGGWHHAKKDEAAGFCYVNDIVLGILVLRRKFKKILYVDLDVHHGDGSGDVFETGCGPGKNFTVNVPLKDGIRDAQYFDIFSKVMTLVRRKFEPDAIVCQCGVDGLAGDPMEAFNLTPVALGNCIRYLLNWKLPILFLGRRVMTLVRRKFVRHCGVDGLAGDPMEAFNLTPVALGNCIRYLLNWKLPILFLGGGGYNVPNAARCWTYLTSLIVGKNISNDIPDNHVDFISRNSDPILPYKYHLATVQTKTQTKTSNRCYTLSQRTSA
>Smar_6944
MTTQVHNKKRICYYYDINVGEDCPVFDGLYEFCQLSTGGSVAGAVKLNKQAADIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYVDIDIHHGDGVEEAFYTTDRVMTCSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESFEQIFAPVVSKVMESYQPSAVVLQCGADSLSGDRLGCFNITLKGHAKCLEFVKKYNLPLLVLGGGGYTIRNVARCWTYETAVALGVDIANELPYNDYFEYFGPDFKLHISPSNMANQNTPEYLEKIKTRLLENLRMLPHAPGVQMQPIPDDAIDNESEDEDKHNPDERVSIRASDKRIACDEEFSDSEDEGDRRNVQSHRGQRKRPRTDEEKKEDSKISGNVRDGSAKDSGDKADISSADKDEKKMEQSEDDDGRGDEMKADLEEKNKKE
>Smar_8042
MSMQDHAKKRVCYYYDSKIGNYYYGACHPMKPIRIQITHDLIVNYGLYQKMEIHRPNPATHEDMSKFHTQDYLNFLRSIRPTDDATNSDYDDQMKRYNLNKDCPVFEGLYEFCQSSAGGSVAAAIKLNRHDADIAINWSGGLHHAKKTQASGFCYVNDIVLAILELLKHHQRVLYIDIDIHHGDGVEEAFYTTDRVMTCSFHLHDGSFFPKTGDSKDIGHKKGKFYAINFPLKEGIDDESFERIFTAIISKVVEFYQPSVIVLQCGADSLTGDRIGRFNLTVKGHGKCLEFVRKYNLPLLVLGGGGYSIHNVARCWTYETAIALGVDIPDELPANAFIGFFDPDFKLHISPSEMMNKNKQDYLEKIKVELLENLRWLQHAPSVQMRAIPDDAMDVESENDGPDERVSIRDDDMSAVRDEGLFWNE
>Smar_9486
MGSFKTVAYFYDPAVGNFHYGPGHPMKPQRLSVTHSLVINYGLYKKMQLYRPYKASAHDMCRFHSEEYISFLQRVTPQNVHGFTKSLSHFNVGDDCPVFDGMFDFCSMYTGASLEGAVKLNNNCCDIAINWTGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNFFFPGTGDMYEIGAESGRYYSVNVPLKEGIDDQTYFMVFKPVVQQVIEFYQPSCIVLQCGADSLASDRLGCFSLSGKGHGECVKFVRNLNLPLLVLGGGGYTVRNVARCWTYETSLLVDEQISNELPYNEYFEFFAPDFLLHPEVVTRQENANSKQYLDTIVKTVMENLKLLEHAPCVQMQEVPPDLLSLENTEEPDPDVRNNQNDVDNRIEPTEEYYDGDKDQDKDDLDV
>Smed_15012603 
RVLFRSVLFKFSKMETPVRKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEVYKPSKATADDMTMFHTDEYIQFLQRIHPDNMHEYNKEMQRFNVGEDCPVFDGLFEFCQLSAGGSVASAVKLNKNKADIAINWSGGLHHAKKSEASGFCYVNDIVMGILELLKYHERVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDIKDIGAGKGKNYAVNFPLRDGIDDESYESIFKPVVEKVIESFKPNAIVLQCGADSLSGDRLGCFNLSLKGHGKCVEYMRQQPIPLLMLGGGGYTIRNVARCWTYETALALGTTIPNELPYNDYYEYFTPDFKLHISPSNMANQNTPEYLERMKQKLFENLRSIPHAPSVQMQDIPEDAMDIDDGEQMDNADPDKRISILASDKYREHEADLSDSEDEGDNRKNVDCFKSKRPRLDGPNSGTGDSLDKANEDLASTN
>Smed_15027353 
MTLMCPCRNVGIIFSDQFLHYSSKHPKYLNRYEIVMNLIKACNLFQNLKVFPANLSNDRFESFLEQLTTFHSHDYLMAIKRLSKICELDDSTLVDDINFEEFGLMYDCCGFPGLLDFTLSSVAGTMVAAKALITNKVQICINWNGGWHHAKKFEASGFCYLNDIVYGIMILMNHFRRILYIDIDLHHGDGVEEAFLYTSKVFTLSIHYSSPGFFPTPAGDYGYRTGCGNGKHSAAQFAFTQEGINDKVYCEVFDSLMEFIIPKFQPEVIVIQCGTDGLCTDPHKIFNLTHVSYEHVISKLLALNLPLLVLGGGGYNYPDTAKVWTRMTSLLLGHSISDDIPEHDDLSLYGPCFESTVLASNRFVIPNMIDINLELDKIRKQMDSFHQLNPIAKVC
>Smed_15036834 
MSKSKVAYLYEPNVGNFHYGLNHPMKPHRLLLTHSLIFNYDLGEKMDIYQPFRASAQDMCTFHSQDYIEFLKEVTLENLDSYAKEKVMHYNVGEDCPIFPGIFDFCSLYTGASLQAAKFLNNKVADIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKRHQRVLYIDIDVHHGDGVQEAFYFTDRVMTVSFHKYGNLFFPGTGDMYEIGADGGKHYSVNVPLKEGITDEMYLSIFKSVVNDVISFYDPSVIVLQCGADSLGCDRLGVFNLSIKGHGASVKIVKSFGIPLLVLGGGGYTVRNVARCWTYETAVLLDMENEISDDLPYSEYLEYFGPDFTLHPDLTSKLDNSNTKQYLEMLKSSIHDNLKQIARAPSVQMQDVPDDFIDTYYKMEDTDFEG
>Spur_NP_999711.1
MASTGTKKRVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLILNYGLYRKMEIYRPHKAVMEEMTKYHSDDYVKFLRTIRPDNMSEYTKQMQRFNVGEDCPVFDGLYEFCQLSSGGSVAGAVKLNKQQTDIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPLRDGIDDESYDKIFKPIMCKVMEMYQPSAICLQCGADSLSGDRLGCFNLTLKGHAKCVEFMKQYNLPLLLMGGGGYTIRNVARCWTYETSTALGVEIANELPYNDYFEYFGPDFKLHISPSNMTNQNTGEYLDKIKTRLYENMRMIPHAPGVQMQPIPEDAIPDDSDAEDEAENPDKRISIMAQDKRIQRDDEFSDSEDEGETRLPGEGGRRDHRSHKAKRSKIDDSPGKEADKEAKSSDASKEAKPAAEPQAVPMDTTPAPPPKKSEDKPEASKPTEVKAKPAEKEPGEGEASPADLVVPVPKVSAPSEGATLPAVTIPPSSGTSQPPADPPVSAPTPTPASAPAEKQD
>Spur_XP_791175.1
MNDEDPSDSENSLDTRAQDNITGSAPRLQPARPSGNLQRLHPAQPYENFLRLQPARSSENTPRLQVARSSENTPRLQPARPSENTQTRHQVARSSENTPRLQVARTSENTPRLQPARPSENTPRLQSARPSENTTRLLVARPSENSTRLQVARSSENAPRLQLARPSENVQRPQAVRPSENVLRPQSGQPTENAPRLQPARPSENVPPEISIYDCNSEEEDEAVPPPPSRKRAALSPLKPLNPTVSKTLESNQPTKAKAKYMGSGPSGLSVRQDSVVGSKDSPEQTENNEIYYVFNQKLLQLCDQVPKIPKRASMVHTLIEAYDLLDHVTPVSPEFATKDELLTFHSQEYIEFLERVNLEEDSEKDEELKQQFGLGYDCPSLPLVYDFVRLVAGASLSCAKALIQQKCRIAINWNGGWHHARRDEAAGFCYVNDIVLAILKLKEHFNRVLYVDLDLHHGDAVDDAFIFTPKVMTVSLHKFSPGFFPGTGSLNRVGGGRGKFYTISVPLKDGIKDEQYSDLFTRVIEQVRVKFQPSVVVVQCGADTLSSDPMQSFNLTPLGVGQCVSRVLSWKLPTLLLGGGGYNMANTARCWSYLTGLVLGQKLPSEIPDHEFFLEYGPGYQLEVCPAHYTNYNTVEYMETVAKAITKNLENVR
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MSNKTIAYFYDADVGNFHYGPGHPMKPHRLALTHNLVLNYGLYKKMQIYRPYRATAHDMCRFHSDDYIDFLQRVTPQNIQNFTKSLSHFNVGDDCPVFPGLFDFCSMYTGASLEAATKLNNNLCDIAVNWAGGLHHAKKFEASGFCYVNDIVIAILEILKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNHFFPGTGDMYEVGLENGRYYSINVPLKDGIDDLMYSGLFKPVIQSVMEFYRPSCIVLQCGADSLGCDRLGCFSLSIKGHGECVEYVKQFNVPLLVMGGGGYTVRNVARCWTYETSLLLNDEISNELPYNDYFEYFAPDFTLHPDTTTRIENLNTKAYIDQVRQGVHDNLKCIAHAPSVQMHDVPPDLLSLENIEEPDPDVRNSTKDQDERIEPANEFYDGDKDQDKEDGVVLDV
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MASKPVVAYFHDEDVANFHYGQRHPMKPHRLALTHSLVLNYGLHEKMQVYRPYRATADDIGMFHSKDYVRYLQRPTLKDGSKFLIGTGHDCPLFEGLFDFCSMYTGASLEGARKLNHKQCDIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLKYHPRVLYIDIDIHHGDGVEEAFFTTDRVMTVSFHKFGDQFFPGTGNIFEIGEGRGKYYSVNVPLKNGIDGDTYLRIFKPTMTKVIERYQPSAIVLQCGADSLGLDRLGCFNMTIESHGACVDFIKSFNLPTLILGGGGYTIRNVARCWTYETGLLVGAELSNEIPFGEYFPFFGPDFSLHPDMSTSFENENTKEYVDRLLAQIDLHLKQIEAVPSVMMQEIPSDGLLHDLIHARKEEEKDKNADERFPQSERDKHIKPDNEFE
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MSVIAVHHPAMDEHDPPHAPRMSEIRLRGEAIRTMLQENTDVFALREAKDLGEKVILRTHSQDLYDVLRVAYDRFQRQTQTTDEPLIVDTFAVGRMRTEGLKHVREILENEDADIAHALGMFVSDATSPMTKGTFKAAYWAAQCAAHAVEVVLEEAQHRIAYALCRPPGHHASRDIAGGFCFFNNVAVAAEQALAKGKRPAILDVDFHHGNGTQDIFYARSDVLFVSLHCDPRFEYPFWAGFSTEHGEGEGEGYNLNVPLPPGTTGEEFNGELEKQALPRIAEFKPDVLLISLGTDTARADPEGQFLLDTADFHQMGAKISAAFATTPIVVVQEGGYSVAGENNVLSVNVKAFMYGLQGIALA
>Sros_XP_004997885.1
MASRRTRVAYYYDFDVGNYYYGPGHPMKPHRIRMAHNLILNYGLYKKMEVYRPHRATFEDMTKYHSDEYVSFIRDMDPDKLEASPPDSARFNVGDDCPVFDGLYEFCQLSAGGSLAGAAKLNSKQCDIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLKRHQRVLYVDIDIHHGDGVEEAFYCTNRVMTVSFHKFGEYFPGTGDIGDIGHGEGKNYAVNVPLKDGMNDECYELIFKPVMDHIMQFYDPGAVVLQCGADSLAGDRLGCFNLSLKGHAKCVEHMKSYNKPLLLLGGGGYTIRNVARCWTYETSVALGTEISDELPFNDYYEYFGPDFRLHITPGNAENFNSKQDIDQIIGTIMSNLKSSQATPGVQSRALLDITRVEDEGDADAQDPDKRTQYENDRHVEHDADLSASDGEGKAKHQHNYGRAMDVDDAAEKKQEEAEHQPKEEQEDKAAGHAAAAADQEETTQEQPAADSATTAATTADTAASAEQTQPASMEMGGDDAATSKQPDAPATAPEAETTPAGNAEVHQQQEPQQAQPQHQPSEQAEVATAVSEASNAGDAAHQQEGASEAATAPTDATTATTTAPATAPPKTDNAAETTTATSSTPAPAATTTTTTTTTMTPSVAPPATTTTAPAAPAPATTAPAPVTTDVTAAPQTEASMDTSADA
>Tadh_2888
MSTSDEKQVGYVYSEEYVDLCCKMPRLEDRARLVHHLIQAYNLVDKMKVARPKPASIEEICAFHSSDFVNTLQACHNFDMEDEITSEMTEYGLGYDCPLFPDVFSYASFVTGGTITAARLLTSRCCSIAINWFGGWHHAKRDMASGFCYCNDVVLGVLHLKTVFDKILYIDLDLHHGDGVEDAFLMTDKVFTLSFHKYAPGFFPGTGSISTIGKGKGQYYTLNIPLKDGITDQKYTDLFHEVFTNVMQAFQPNAVVCQFGADGLVEDPMRSFNLTSLSLGKCLSDILSYNLPTLCLGGGGYNFTNTAKCWCYLTSIILEQKLDTQIPEHQFFDRYGPDFELFLSPSNRSDTNESSYVKEIREKTLG
>Tadh_4146
MSGKRVCYFYHPFTWCTSLDQDHPIHPMRIQLTYDLILEYGLHHKMKMLRPQAASLRQLNRFHSMAYLQFLQRAEESSKREKVQNFGVDDNYPVFQGLLHYCQLVASASVSAASKLNSNQADIAINWSGGFYQAQTSQACGFNYINDVALALLELLKQHERVIYINLGPDQCDTIQEAFSTNNRVMIVTFPHCESKYFQGNDWINQIGFNQSSKYSLNIPLADNIDDETYGLIFQPIISKVVQCYQPKVIVLQSGESLIAEKYANGYHLTPQGHGGCLQFLKSFNMPILLLGGGNYSTKNISHRWVYGTAIAIGQDISNITPCNNWF
>Tadh_4848
MGPKRDVMYFYDPEVGNFHYGKGHPMKPHRISLTNSLVLSFGLHKKMTMFRSIPASDFNLCRFHAYDYIEFLKKITPANIREFPYSTLNTYNVGDDCPVFGGLFDFCAMYTGASLQGATKINHQECDIAINWSGGLHHAKKREASGFCYVNDIVVAILELLKYHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGDQFFPGTGDMYEIGTDRGKYYSINVPLKDGIDDHGYLYVFKPVIEAVIQHYQPSSIVLQCGADSLGCDRLGCFNLSIKAHGACVQFVKSFNIPTLVLGGGGYTISNVSRCWCYETALLVDADITNDLPYTEYLEYFAPDFSLHPSISYARAENLNTRQYLDNIIQSVNDNLKCITSAPAVQMQAVPPDLIDFDSENEDQEQYLSEVDQPPSIEPANEYYDGDSDNDKDLGVDIETAID
>Tadh_4948
MAYLERKRKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLVLNYGLYRKMEIFSNKHCECLDIKVNVGEDCPVFDGLYEFCQLSGGGSIAAAVKVNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDIRDIGASKGKYYAVNFPLRDGVDDECYDQIFSPVISKVMEMYQPSVIVLQCGADSLAGDRLGCFNLSLKGHSACVEFMKKFNLPIVLLGGGGYTIRNVARCWAQETSAALGVEIPNELPYNDYFEYFGPDFKLNISPTNMTNQNTPDYIDRIKTRLFENLRMLPHAPGVQMQPIPSDVQYESDEEENDPDTRISMHDKDKRIACDEEYSDSEDENEGGRRNRQEYHRHLQKRIKTFSENEVAKMNGSKPVGEVAKPPVPKIEENTQVSATTETLQGQRDVQPMDKESTAREPAAHDNSSQQMEIEDAQKVKEQEISNNEGGNKEESSAKAADLSEVKIEESEIKSQVPEENSTNKDTVEVKNNDGKTQLDQTERKEASPEPMQH
>Tcas_6104
MSKHRVSYFFNPDVGNFHYGTGHPMKPHRLSVIHSLVLNYGLHKHMQIYRPYKASAHDMCRFHSDEYIDFLQKVTPQNIQAFTKHLSHYNVGDDCPVFWGLFDFCSMYTGASLEGAMKLNNNHCDIAVNWSGGLHHAKKFEASGFCYVNDIVIGILELLKYHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYSVNVPLKEGIDDSSYWMVFKPVISSVMEFFQPTAIVLQCGADSLANDRLGCFSLSTKGHGECVKFVKSLNVPTLVVGGGGYTLRNVARCWTYETSLLVDEQISNELPYTEYLEFFAPDFTLHPEVVTRQENANSRQYLEAITKFVCDNLKMCQHSPSVQMHDVPGDAIPEEDKVKEEEDPDVRISQELEDKMVEAKNEFYDGDKDNDKEDMET
>Tcas_7471
MTEVKKVVYIYGDKLRRECDRLPTMLNRASIVQDLINSYRILCSDKVLTVQSRDATEDELKLFHSSSYINFLKKVNNLDNFEDYDEEQQEFGLGYDCPILEHNYDFIKTIAGGSITAAKILCKTDYKVVINWFGGWHHAQRDSAAGFCYVNDIVLAIQKLTEKFTKILYLDLDIHHGDGVQNAFELSKKILTLSYHKQAPGFYPGTGLLGDIGALKGKYFSINVPFRDGVSDQTYLKVFQNTFPKIVAAFQPEVFVVQCGADSLNGDEVGQSNLTLPTIGECVKSVLKCDKPAIFCGGGGYNFVNTARLWTYLTSIIVGEEINNDIPDNSEFFTSYGPTYELHIDSGKQKDFNSSDYVHKLITTVEGYCGAIQAQPKMANTKPEQVDESLEDSSPEEEEAEQKTPNKFLDFTNVLATLQSQRNTDKLGQLPPAVKRRIKALKKLQLETTNIEAKFFAEVHALECKYHKLYVPMYEKRNTIVTGAYEPTEEESQWPSDDEDETLGNQLKNKAKIEEEKTPEIIPKNPETNDVPDPTGIPNFWLTIFQNVNLLSEMIQPPDEPILSHLQDIKVDCSESPMSFTLSFHFSSNPYFTNSVLTKEYFMKCEPEEDDPFNFEGPEIYKCKGCTINWNKGMNVTLKTVKKKQKHKSRGVVRTVTKTVQNDSFFNFFAPPELPENAKGEEIDDELRQLLTTDFEIGHYIRERIVPRAVLFYTGEAIEDEDEDYEDDDDLEDTTEESDSDKEENDKAARDANCKQQ
>Tgut_12328
MAYSQGGGKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVHEDSGDEDGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARIEEDKKETEDKKADVKEEDKAKDSSGEKTDAKGAKSEQLSNP
>Tgut_1473
MALTQGTKRKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKANAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSAGGSVASAVKLNKQQTDIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVISKVMETFQPSAVVLQCGSDSLSGDRLGCFNLTIKGHAKCVEFVKSFNLPMLMLGGGGYTIRNVARCWTYETAVALDTEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQPIPEDAVQEDSGDEEEDDPEKRISIRNSNKRISCDEEFSDSEDEGEGGRKNVANFKKAKRVKAEEEKEEEEKKDEKEEEKAKEEKAPAPPVKEETKST
>Tgut_15405
MAKTVDYFYDPDVANFPYGAGHPMKPHRLALTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYKHLFQPVINQVVDYYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVEYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVDEPISDELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDLLSYDRTDEPDPEERGSEENYNRPEAPNEFYDGDHDNDKESDVEI
>Tgut_4957
PRMPAPLLKVPPPVYVYSPEYVTLCDSLCKVPKRASMVHSLIEAYCLLDQMKIVKPKVASMEEMASFHTDAYLQHLQKVSEEGDDDHPESVEYGLGYDCPATEGIFEYAAAVGGATITAAECLLDGKCKVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLRQKFDRVLYIDLDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVTDVGLGKGRYYSVNVPIQDGIQDEKYYQICESVLKEVYAAFNPDAVVLQLGADTIAGDPMCSFNMTPEGVGKCLKYVLQWQLATLVLGGGGYNLANTARCWTYLTGVILGRTLSSEIPDHEFFTEYGPDYVLEITPSCRPDRNEPQRIQEILNSIKGNLKHVV
>Xtro_11480_3
MALSQGTKKKVCYYYDGDVGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKASAEEMTKYHSDDYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVASSVKLNKQQTDISVNWSGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNYPLRDGIDDESYEAIFKPVMSKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTIKGHAKCVEFIKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDSEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTNEYLEKIKQRLFENLRMLPHAPGVQMQAIPEDSVHDDSGEEDEEDPDKRISIRSSDKRIACDEEFSDSEDEGEGGRRNVASFKKVKRVKTEEEKDGEEKKDVKEEEKPKDEKTDSKRVKEETKSA
>Xtro_15978_3
MAYTQGGAKKKVCYYYDGDIGNYYYGQGHPMKPHRIRMTHNLLLNYGLYRKMEIYRPHKATAEEMTKYHSDEYIKFLRSIRPDNMSEYSKQMQRFNVGEDCPVFDGLFEFCQLSTGGSVAKAGAVKLNRQQTDMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLKYHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHKYGEYFPGTGDLRDIGAGKGKYYAVNFPMRDGIDDESYGQIFKPIISKVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHAKCVEVVKTFNLPLLMLGGGGYTIRNVARCWTYETAVALDCEIPNELPYNDYFEYFGPDFKLHISPSNMTNQNTPEYMEKIKQRLFENLRMLPHAPGVQMQAIPEDAVQEDSGDEEGEDPDKRISIRASDKRIACDEEFSDSEDEGEGGRRNVADHKKGAKKARLEEDKKETDDKKSDVKEEDKSKDNIAEKMDTKGVKSEQPSNP
>Xtro_44353_3
MEESLLPVYIHSAEYVELCDNVQSKVPRRASMVHSLIEAYGLLKEMRVVKPKVASMEEMAAFHTDSYLQHLHKVSEEGDNDDPETLEYGLGYDCPITEGIYDYAAAVGGATLTAAEQLMAGKTRIAINWPGGWHHAKKDEASGFCYLNDAVLGILKLREKFDRVLYVDMDLHHGDGVEDAFSFTSKVMTVSLHKFSPGFFPGTGDVSDIGLGKGRYYSVNVPLQDGIQDEKYYQICEGVLKEVFTTFNPEAVVLQLGADTIAGDPMCSFNMTPQGIGKCLKYVLQWQLPTLILGGGGYHLPNTARCWTYLTALIVGRTLSSEIPDHEFFTEYGPDYVLEVTPSCRPDRNDSQKVQEILQSIKGHLKQVV
>Xtro_5840_3
MAKTVAYFYDPDVGNFHYGTGHPMKPHRLSLTHSLVLHYGLYKKMIVFKPYQASQHDMCRFHSEDYIDFLQRVSPNNMQGFTKSLNAFNVGDDCPVFPGLFEFCSRYTGASLQGATQLNNKICDIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLKYHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHKYGNYFFPGTGDMYEVGAESGRYYCLNVPLRDGIDDQSYRHLFQPVIKQVIDFYQPTCIVLQCGADSLGCDRLGCFNLSIRGHGECVQYVKSFNIPLLVLGGGGYTVRNVARCWTYETSLLVDETISEELPYSEYFEYFAPDFTLHPDVSTRIENQNSRQYLDQIRQTIFENLKMLNHAPSVQIHDVPSDILSYERTDEPDPEERGSEDNYSRQPLPEASNEFYDGDHDNDKESDVEI
Multiple alignment
>Sros_P_004994549_1
GEKVILRTHSQDLYDVLVAYDRFQAVGRMRTEG-ATSPMTKGTFKAAYWAAHAVEVVLYALCRPPG-HHASRDIAGGFCFFNNVAVAAEQAL-KRPAILDVDFHHGNGTQDIFYARSDVLFVSLHYPFWAGFS--TEHGEGEGEGYNLNVPLLEKQALKPDVLLISLGTDTARADGQFLLDTMGAKISIVVVQEGGYS----------------------AFMYGL--------------------
>Mbre_MONBRDRAFT_30655
LTGLPAPSARVTMTKQLVDCKLWNELQLVHTAEYDDRVYISSNYSETAASTIDATRLVVVLAQPAGRLVGQSGPPRGLGVFNNIAIAARHAL-QRIAILDWGRERAAPLTQLFASDPRVVVASIFRGVADATAATTYTGLTNN---IVNVPLAFRSAVCPS-----AGYAHLTQSGV------IVLVLPTTLSE---SIAGLEGCLH----ALLGVLEQLEYMTMQDEELDTVALASSDVTSGSDG
>Sros_P_004987917_1
AIPDMDPPFRLRLVLDNLDSSLRKELLLCHTPGHDQRAAAHA----ARLACDAALAVAMVACRPAG-HLAHSSQARGYCVFNNVAVAAKVCL-SRVMIVDIDHRHGAGTEEIFLHNPNVMVVSLHGHFFPHTGRVSDAGVGDGRGTNVNVAWAFRSIVSPDIILISAGFDGCAYAGGYHLSPLIRMLMVVSLEG-AADSTSSTACMSVCIRALLG-----DTLKEVAESLSANVAPNAELIATNPA
>Hsap_NP_001308158_1
DSHHPEVPQRILRIMCREELGLAGELLTCHSAEYYICPS---TFACAQLATRLVEAVLAAVVRPPG-HHAEQDAACGFCFFNSVAVAARHAQ-LRILIVDWDVHHGNGTQHMFEDDPSVLYVSLHGTFFPDEGASSQIGRAAGTGFTVNVAWAWHRLVNPELVLVSAGFDAARGDGGCQVSPLTHLLMILILEG-GYNLTSISESMAACTRSLLGYWRSLRLAERMKKVLEEESTPGATLGQTTSE
>Hsap_NP_114408_3
PECEIERPERLTAALDRRQRGLEQELGLVHSPEYY---FHPSTFHCARLAAQLVDAVLLALVRPPG-HHGQRAAANGFCVFNNVAIAAAHAKLHRILVVDWDVHHGQGIQYLFEDDPSVLYFSWHGRFWPRESDADAVGRGQGLGFTVNLPWAFLHLLDPELVLVSAGFDSAIGDGQMQATPCFAHLTQVLAGGGGYHLESLAESVCMTVQTLLGALESISLLDQPAPSVRLVLPPDRGLSHGAQR
>Hsap_P_011536783_1
NSRHPEHAGRIQSIWSRQERGLRSELQSVHSERHDTDTIWNELHNAARWAADLAFKVAFAVVRPPG-HHADHSTAMGFCFFNSVAIACRQLQ-SKILIVDWDVHHGNGTQQTFYQDPSVLYISLHGNFFPGSGAVDEVGAGSGEGFNVNVAWAFRIVVSPDLVLVSAGFDAAEGHGGYHVSACFGYMTMNLAGGGGHDLTAICDASEACVAALLG-----EAVIRVWGCMQLASCPDDRPSEQLVE
>Hsap_NP_001308797_1
STTHPEHAGRIQSIWSRQETGLLNEIQLVHSEHHDSDTIWNELHGAARMAVELASKVAFAVVRPPG-HHAEESTAMGFCFFNSVAITAKYLR-SKILIVDLDVHHGNGTQQAFYADPSILYISLHGNFFPGSGAPNEVGTGLGEGYNINIAWAFRTIVDPDMVLVSAGFDALEGHGGYKVTACFGHLTMTLADGGGHDLTAICDASEACVNALLGLAEDIQKIIEIWKSVRVAVPRGQPFAQEDSR
>Hsap_P_011522451_1
THVHPEHAGRIQSIWSRQETGLLSEIQTVHSEYHDSDTVWNEMHSSSAVRMELAFKVAFAIIRPPG-HHAEESTAMGFCFFNSVAITAKLLQ-GKVLIVDWDIHHGNGTQQAFYNDPSVLYISLHGNFFPGSGAPEEVGGGPGVGYNVNVAWAFRTVVSPDVVLVSAGFDAVEGHGGYSVTALTRQLMVLALEG-GHDLTAICDASEACVSALLS-----EKVIEIWSCVQFAAGLGREHSPRPAE
>Hsap_P_024309529_1
-KLHPFDAGKWGKVINFKEEKLLSDLLVVHTRRYPNFLVQRKVLRPLRTQTAGKLAVEWAINVGGGFHHCSSDRGGGFCAYADITLAIKFLF-SRATIIDLDAHQGNGHERDFMDDKRVYIMDV-RHIYPG----DRFAKQAIRR---KVELKVERNILPDVVVYNAGTDILEGDGGLSISPVFRMVRILMVTSGGYQKR-TARI----------GLGLI-----------LPPAVP---------
>Tadh_4146
DQDHPIHPMRIQLTYDLLEYGLHHQLNRFHSMAYDNYPVFQGLLHYCQLVASAASKLNIAINWSGGFYQAQTSQACGFNYINDVALALLELLHERVIYINLGPDQCDTIQEAFSTNNRVMIVTFPSKYFQGNDWINQIGFNQSSKYSLNIPLIFQPIIQPKVIVLQSGESLIAEKNGYHLTPCLQFLKILLLGGGNYSTKNISHRWVYGTAIAIGWF-----------------------------
>Cele_C08B11_2
GQLHPMKPQRLVVCNDLVSYEMPKDISVFHTEDYEDCPIFAGLWDYCTLYAEGARRLNIVINWPGGLHHAKKSEASGFCYVNDIVLGILELLHKRVLYIDIDIHHGDGVQEAFNNSDRVMTVSFHGQYFPGSGSIMDKGVGPGKYFAINVPLLFESVINPEAIVLQCGSDSLCEDGQFALSFAVKYVKLMVLGGGGYTLRNVARCWALETGVILGYSHYFAYLASILACLRIRGAPSPSFPPGQDP
>Cele_C53A5_3
GQGHVMKPHRIRMTHHLLNYGLYRDMTRFHSDEYEDCPLFDGLYEFCQLSSAAATKLNIAINWMGGLHHAKKSEASGFCYTNDIVLGILELLHKRVLYVDIDVHHGDGVEEAFYTTDRVMTVSFHGDFFPGTGDLKDIGAGKGKLYSVNVPLIFKPIMDPCAVVLQCGADSLNGDGPFNLTLCARFFRLMMVGGGGYTPRNVARCWTYETSIAVDYFEYFDMLAKLIANLELTFVPSGDFYDGERE
>Bmal_13833a
GQGHVMKPHRIRMTHHLLNYGIYREMTRFHTNEYEDCPVFDGLFEFCQLSCAAAVKLNIAINWMGGLHHAKKSEASGFCYTNDIVLGILELLHKRVLYVDIDVHHGDGVEEAFYTTDRVMTCSFHGDFFPGTGELKDIGAGRGKYYAVNVPLIFVPVMQPCAVVLQNGADSLNGDGTFNLTLCARFFRLMMLGGGGYTPRNVARCWTYETSIAVDYFEYFEFLRKIMENLRLPHVPSGEFYDNEKE
>Hduj_t05356
GIHHPMKPHRIRLTHSLLAYGLYREMTRFHAHDYEDCPAFEGLYKFCQLSTSGALQLNIAINWAGGLHHAKKAEASGFCYVNDIVLAILELLHQRVLYVDIDVHHGDGVEEAFFTTDRVMTVSFHGTFFPGTGHMNDIGVDRGKYYSVNVPLIFEPVMDPQAIVLQCGADSLAGDGCFNLSTCVAYMKLLLLGGGGYTIRNVARCWTNETAVALDYFEYYEYLEGVFENLRLPFCPSVDILDREEG
>Cele_R06C1_1_1
GQGHPMKPHRVRMTHSLVNYGLYREITRYHSDDYEDCPVFDGMYEFCQLSCAAAARLNIAINWMGGLHHAKKSEASGFCYSNDIVLAILELLHKRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLKDVGAGSGKYYALNVPLIFRTIMQPEAVVLQCGADSLAGDGVFNLTTCVEYMKLLLVGGGGYTIRNVSRCWLYETAIALNYFDYFEFIDQTLENLKLPHVPSAEFYDGQEP
>Sros_P_004997885_1
GPGHPMKPHRIRMAHNLLNYGLYKDMTKYHSDEYDDCPVFDGLYEFCQLSAAGAAKLNIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYVDIDIHHGDGVEEAFYCTNRVMTVSFHGEYFPGTGDIGDIGHGEGKNYAVNVPLIFKPVMDPGAVVLQCGADSLAGDGCFNLSLCVEHMKLLLLGGGGYTIRNVARCWTYETSVALGYYEYFQDIDQIMSNLKSQATPGADLSASDGE
>Lcha_15194
RFSHVFKKGRLKCTLKLAQFGCFMTLLIYHCHSYNEICEKSSLLARSWVVVAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLEQECTGFKIGGWAGEWKASRTNKRDSLLPCPGRSAFSPVTGNLQDIGAGKGKYYAVNYPLIFKPIMQPSAIVLQCGADSLSGDGCFNLTICVEFMKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Smar_8042
GACHPMKPIRIQITHDLVNYGLYQDMSKFHTQDYKDCPVFEGLYEFCQSSAAAAIKLNIAINWSGGLHHAKKTQASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTCSFHGSFFPKTGDSKDIGHKKGKFYAINFPLIFTAIIQPSVIVLQCGADSLTGDGRFNLTVCLEFVRLLVLGGGGYSIHNVARCWTYETAIALGFIGFFDYLEKILENLRLQHAPSEGLFWNE--
>Mbre_MONBRDRAFT_34892
GPGHPMKPHRIRMTHNLLNYGLYKDMTRFHSDDYEDCPVFDGLFEFCQISAAGAAKLNICINWAGGLHHAKRSEASGFCYVNDIVLGILELLHERVLYIDIDIHHGDGVEEAFYCTDRVMTVSFHGEYFPGTGDIKDIGTQDGRHYAVNFPLIFRQVIDPGAVVLQCGADSLTGDGCFNLSLCVEYVKLLLLGGGGYTIRNVARCWTYETSVALDYFEYFEYLENSIENLRTASRPSADLSDSEDE
>Hduj_t07758
GQGHPMKPHRIRMAHNLLNYGLYREMSKFHSDEYEDCPVFDGLYEFCQLSAAGAIKLNIAINWAGGLHHAKKAEASGFCYVNDIVLAILELLHQRVLYVDIDVHHGDGVEEAFFTTDRVLTVSYHGEYFPGTGDLNDIGAGKGKHYAVNFPLIFAPVMDPGAVVLQCGADSLTGDGCFNLTVCVEFMKLLLLGGGGYTIKNVARCWTYETAVALGYFEYFDYLNDVFENLRMPFAPSVDVSNGTPG
>Bmal_8923
GQGHPMKPHRIRMAHNLLNYGLYREMTKYHSNDYEDCPVFDGMYEFCQTSCAAAAKLNITINWMGGLHHAKKSEASGFCYTNDIVLAILELLHQRVLYVDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDIQDIGSGRGKYYAVNCPLIFRAVMQPSAIVLQCGADSLVGDGCFNLSLCVEFMKLLLLGGGGYTIRNVARCWAYETAIALDYFEYYDYLQKMFEHLRLPYAPSNEFYEEHSI
>Mlei_527a
GPNHPMKPHRIRMTHNLLNYGLYREMTKYHADEYDDCPVFEGLYEFCQLSAAGAMKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLSILELLHKRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDIRDIGASLGKHHSVNFPLIFQPVMRPEAVVLQCGADSLAGDGCFNLTLCVEYMKLLLLGGGGYTIRNVARCWTLETAYALGYFEYFEYMDKMFENLKLGGPPSEEFSDSEDE
>Smed_15012603
GQGHPMKPHRIRMTHNLLNYGLYRDMTMFHTDEYEDCPVFDGLFEFCQLSAASAVKLNIAINWSGGLHHAKKSEASGFCYVNDIVMGILELLHERVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDIKDIGAGKGKNYAVNFPLIFKPVVKPNAIVLQCGADSLSGDGCFNLSLCVEYMRLLMLGGGGYTIRNVARCWTYETALALGYYEYFEYLERMFENLRIPHAPSADLSDSEDE
>Sman_005210_1
------------------------DMTRFHSDEYEDCPVFDGLFEFCQLSAAAAVKLNIAINWGGGLHHAKKSEASGFCYINDIVIGILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLKDIGAGRGKYYAVNCPLIFKPVVRPGAVVLQCGADSLCGDGCFNLSLCVEFIRLLLVGGGGYTIRNVARCWTNETSIALAYYEYFEYLEHIFENLRIPHCPSNEFFDDPEE
>Tadh_4948
GQGHPMKPHRIRMTHNLLNYGLYR------SNKHEDCPVFDGLYEFCQLSGAAAVKVNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDIRDIGASKGKYYAVNFPLIFSPVIQPSVIVLQCGADSLAGDGCFNLSLCVEFMKIVLLGGGGYTIRNVARCWAQETSAALGYFEYFDYIDRIFENLRLPHAPGEEYSDSEDE
>Apis_7884
GQGHPMKIHRIRMTHNLLNYGLYQEMTQFHSDEYDDCPVFDGLYEFSQLSAAAAIQLNICINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDVHHGDGVEEAFYITDRVMTVSFHGNYFPGTGELTDIGAGKGKYYAVNIPLIFVPIIQPSAIVLQCGADSLTGDGCFNLTICVEFVKILMVGGGGYTTQNVSRCWTYETAVALGYFEYFKYLEKIFENLRLPHAPGNEFSDSEDE
>Pmar_10023
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLFSR----NFCSRNGEGLCSATAVLNNVCQLSLTAPVTPTTTPQQDIGAGKGKYYAVNFPLIFKPVIQPSAVVLQCGADSLTGDGCFNLTICVNFMKLLMLGGGGYTIRNVARCWTFETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Scil_6841_2
GQGHPMKPHRIRMTHNLLNYGLYRELTKYHSDDYEDCPVFDGLFEFCQLATAGAIKLNIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDIKDVGAGKGKYYAVNFPLIFRPVIRPNAVVLQCGADSLSGDGCFNLSLCVDYVKLLLLGGGGYTIRNVARCWTLETATALNYFEYFEYLDKIFENLRIPHAPGNEYSDSEDD
>Hmag_g28216_t1
GQGHPMKPHRIRMTHNLLNYGLYRELTKYHSDDYEDCPVFDGLYEFCQISTAGAVKLNIAVNWAGGLHHAKKSEASGFCYTNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFQPIIQPNAVVLQCGADSLSGDGCFNLSLCVAFIKLLMLGGGGYTIRNVARCWTYETSVALDYFEYFDYLDKIYENLRIPHAPGAEYSDSEDE
>Apis_3204
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDEYEDCPVFDGLYEFCQLSAAAAVKLNICINWGGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNIPLIFVPIIQPSAVVLQCGADSLTGDGCFNLTVCVEFVKFLMVGGGGYTIRNVSRCWTYETAVALGYFEYFEYLEKIFENLRLPHAPGNEFSDSEDE
>Nvit_001161325_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDEYEDCPVFDGLYEFCQLSAAAAVKLNICINWGGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNIPLIFVPIIQPSAVVLQCGADSLTGDGCFNLTVCVEFVKFLMVGGGGYTIRNVSRCWTYETSVALGYFEYFEYLEKIFENLRLPHAPGNEFSDSEDE
>Dmel_NP_647918_2
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDEYEDCPVFDGLYEFCQLSAAAAVKLNICINWGGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNIPLIFVPIIQPAAVVLQCGADSLTGDGCFNLTVCVEFVKFLMVGGGGYTIRNVSRCWTYETSVALAYFEYFEYLEKIFENLRLPHAPGNEYSDSEDE
>Aaeg_4586
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSAAAAVKLNICINWGGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGRGKYYAVNIPLIFVPIIQPSAVVLQCGADSLTGDGCFNLTVCVEFVKFLMVGGGGYTIRNVSRCWTYETSVALGYFEYFEYLEKIFENLRLPHAPGNEFSDSEDE
>Dple_EHJ72565
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSAAAAVKLNICINWGGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDVHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNIPLIFVPIIQPSAVVLQCGADSLTGDGCFNLTVCVELVKFLLVGGGGYTIRNVSRCWTYETSVALGYFEYFEYLEKIFENLRLPHAPGGELSDSEDE
>Aque_223988
GQGHPMKPHRIRMTHNLLNYGLYREMTGYHSDEYEDCPVFDGMYEFCQLSAAAAVKINIAVNWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLKDIGSDKGKYYAVNFPLIFKPVIRPSAIVLQCGADSLAGDGCFNLSLCVDFMRIVLLGGGGYTIRNVARCWTYETSTALNYFEYFEYLEKIFENLRIPAAPSDEFSDSEDE
>Aque_003385311_1
GQGHPMKPHRIRMTHNLLNYGLYREMTGYHSDEYEDCPVFDGMYEFCQLSAAAAVKINIAVNWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLKDIGSDKGKYYAVNFPLIFKPVIRPSAIVLQCGADSLAGDGCFNLSLCVDFMRIVLLGGGGYTIRNVARCWTYETSTALNYFEYFEYLEKIFENLRIPAAPSDEFSDSEDE
>Cint_P_004225492_1
GQGHPMKPHRIRMTHNLLNYGLYREMSRYHSDDYEDCPVFDGLYEFCQLSGAGAVKINIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYALNFPLIFQPVIQPSAVVLQCGADSL-GDGCFNLTVCLEYVKILMLGGGGYTIRNVARCWTYETAVALGYFEYFEYLQKIFENLRLPHAPGDEYSDSEDE
>Ocar_comp39919_c0_seq4
GQGHPMKPHRIRMTHNLLNYGLYREMTRYHSDDYEDCPVFDGLFEFCQLSTAGAVKLNIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDVGAGKGKYYAVNFPLIFRPVVQPSAVVLQCGADSLAGDGCFNLSLCVEFVKLLLLGGGGYTIRNVARCWTYETAKALGYFEYFEYLDKIFENLRIPHAPGGEFSDSEDE
>Hrob_21010
GQGHPMKPQRIRMCHNLLNYGLYREMTRFHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTMSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLVFQPVMQPSAVVLQCGADSLSGDGCFNLSLCVEFVRTLMVGGGGYTIRNVARCWTYETSIALQYFEYYEYLDKIFENLRLPHAPGDEFSDSEDE
>Adig_7398
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTAGAVKLNVAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFNPVVKPNAVVLQCGADSLAGDGCFNLSLCVNFVKLLILGGGGYTIRNVARCWTFETAVALDYFEYFDYLEKIFENLRLPHAPGEEYSDSEDE
>Nvec_v1g79092
GQGHPMKPHRIRMTHNLLNYGLYREITRYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAINWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGRGKYYAVNFPLIFQPIIQPNAVVLQCGADSLAGDGCFNLSLCVEFVKLLILGGGGYTIRNVARCWTYETSVALDYFEYFDYLDKIFENLRIPHAPGEEFSDSEDE
>Aipt_13245
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLNQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGRGKYYAVNFPLIFQPIIQPNAVVLQCGADSLAGDGCFNL-LCVEFVKLLVLGG-GYT--RNARCWTYETSVALDYFEYFDYLDKIFENLRLPHAPGEEFSDSEDE
>Smar_6944
----------------------------------EDCPVFDGLYEFCQLSTAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTCSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFAPVVQPSAVVLQCGADSLSGDGCFNITLCLEFVKLLVLGGGGYTIRNVARCWTYETAVALGYFEYFEYLEKILENLRLPHAPGEEFSDSEDE
>Spur_NP_999711_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSSAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPIMQPSAICLQCGADSLSGDGCFNLTLCVEFMKLLLMGGGGYTIRNVARCWTYETSTALGYFEYFEYLDKIYENMRIPHAPGDEFSDSEDE
>Locu_20985
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPVMQPSAVVLQCGADSLSGDGCFNLTICVEYMKLLMLGGGGYTIRNVSRCWTYETAVALDYFEYFEYLDKIFENLRLPHAPGEEFSDSEDE
>Xtro_11480_3
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTASSVKLNISVNWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVMQPSAVVLQCGADSLSGDGCFNLTICVEFIKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Locu_2993
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPIMQPSAVVLQCGADSLSGDGCFNLTICVEYMKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFDYLEKIFENLRLPHAPGEEFSDSEDE
>Drer_51798
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPIMQPSAVVLQCGADSLSGDGCFNLTICVEYMKLLMLGGGGYTIRNVARCWTFETAVALDYFEYFDYLEKIFENLRLPHAPGEEFSDSEDE
>Hsap_NP_004955_2
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVMQPSAVVLQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEEE
>Mmus_NP_032254_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVMQPSAVVLQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSDEE
>Btau_NP_001032521_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVMQPSAVVLQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSDEE
>Acar_P_003228757_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSTASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTASFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVMQPSAVALQCGSDSLSGDGCFNLTICVEFIKMLMLGGGGYTIRNVARCWTYETAVALNYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Cpic_4134_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSAASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTASFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVIQPSAVALQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Tgut_1473
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSAASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVIQPSAVVLQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Ggal_NP_989487_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSAASAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNYPLIFKPVIQPSAVVLQCGSDSLSGDGCFNLTICVEFVKMLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Xtro_15978_3
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Acar_P_003215628_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Ggal_NP_990162_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSEVVNNFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Cpic_4413_1
-----MKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Tgut_12328
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Mmus_NP_032255_2
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Hsap_NP_001518_3
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Btau_NP_001068614_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDEYEDCPVFDGLFEFCQLSTAGAVKLNMAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPMIFKPIIQPSAVVLQCGADSLSGDGCFNLTVCVEVVKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Cmil_AFO99820_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSAAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPILQPSAVVLQCGADSLSGDGCFNLTICVEFIKLLMLGGGGYTIRNVARCWTYETAVALDYFEYFEYMEKIFENLRLPHAPGEEFSDSEDE
>Cmil_AFO97264_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLFEFCQLSAAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPILQPSAVVLQCGADSLSGDGCFNLTICVEFIKLLMLGGGGYTIRNVARCWTFETSVALGYFEYFEYLEKIFENLRLPHAPGEEFSDSEDE
>Skow_P_002742021_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNVAINWSGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFEPIIQPSAMVLQCGADSLSGDGCFNLTLCVDFVRLLILGGGGYTIRNVARCWTYETAVALGYFEYFEYLEKIYENLRIPHAPGEEFSDSEDE
>Dpul_306940
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSAAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFVPIMQPSAVVLQCGADSLSGDGCFNLTLCVDFVKLLLLGGGGYTIRNVARCWTYETAVALGYFEYFEYLDKIFENLRLPHAPGNEYSDSEDE
>Ctel_175897
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAINWSGGLHHAKKSEASGFCYVNDIVLAILEMLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFEPVMQPSAIVLQCGADSLSGDGCFNLSLCVDFMKLLLVGGGGYTIRNVARAWTFETSIALGYFEYYEYLDKIFENLRLPHAPGEEFSDSEDE
>Caqu_4358
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSAAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFMPILQPSAIVLQCGADSLSGDGCFNLTLCVEFVKLLILGGGGYTIRNVARCWTYETAVALGYFEYFEYLEKIFENLRLPHAPGNEFSDSEDE
>Bflo_23224
GQGHPMKPHRIRMTHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFEPVMQPSAIVLQCGADSLSGDGCFNLSLCVEFMKILMLGGGGYTIRNVARCWTFETSIALGYFEYYEYLEKIFENLRLPHAPGEEFSDSEDE
>Hazt_10396
-----MKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSAAGAVKLNLAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFEPIMQPSAIVLQCGADSLSGDGCFNLTLCVEFVKLLLLGGGGYTIRNVARCWTYETAVALNYFEYFEYMDKIFENLRLPHAPGNEYSDSEDE
>Lpol_P_013778811_1
-----MKPHRIRMAHNLLNYGLYREMTKYHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFQPLVQPSAVVLQCGADSLSGDGCFNLTLCVEFVKMLQLGGGGYTIRNVARCWTYETSVALNYFEYFEYLEKIFENLRLPHAPGDEYSDSEDE
>Pdum_HDAC1_2__comp204547_c0_seq1
GQGHPMKPHRMRMTHNLLNYGLYREMTKFHSDEYEDCPVFDGLYEFCQLSSAGAVKLNIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFQPVIQPSAIVLQCGADSLSGDGCFNLTLCVEFMKLLMLGGGGYTIRNVARCWTNETAIALGYFEYYEYLDKIFENLRLPHAPGEEFSDSEDE
>Lgig_8303
GQGHPMKPHRIRMTHNLLNYGLYREITKFHSDDYEDCPVFDGMYEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYIDIDIHHGDGVEEAFYTTDRVMSVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPVMQPSALVLQCGADSLSGDGCFNLTLCVEFMKILLLGGGGYTIRNVARCWTYETSIALNYFEYYEYMDKIFENLRLPHAPGEEFSDSEDE
>Lana_P_013405014_1
GQGHPMKPHRIRMAHNLLNYGLYREMTKFHSDDYEDCPVFDGLYEFCQLSTAGAVKLNIAVNWGGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFEPVMQPSAIVLQCGADSLSGDGCFNLTLCVDFLKLLLLGGGGYTIRNVARCWTYETSIALGYFEYYEYLDKIFENLRLPHVPGEEFSDSEDE
>Obim_22039658
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGMYEFCQLSTAGAVKLNIAVNWAGGLHHAKKSEASGFCYVNDIVLAILELLHQRVLYADIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPVIQPSAIVLQCGADSLSGDGCFNLTLCVEFMKLLMLGGGGYTIRNVARCWTHETSIALNYFEYYEYLEKIYENLRLPHAPGEELSDSEDE
>Bgla_002029
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDY-----------------SGAVKLNIAVNWAGGLHHAKKSEASGFCYTNDIVLGILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPVIQPSAIVLQCGADSLTGDGCFNLTLCVEFIKILLLGGGGYTIRNVARCWTYETSIALNYFEYYEYMDKI--------------------
>Acal_P_005100474_1
GQGHPMKPHRIRMTHNLLNYGLYREMTKFHSDDYEDCPVFDGMYEFCQLSTAGAVKLNIAINWAGGLHHAKKSEASGFCYVNDIVLGILELLHQRVLYVDIDIHHGDGVEEAFYTTDRVMTVSFHGEYFPGTGDLRDIGAGKGKYYAVNFPLIFKPVIQPSAIVLQCGADSLSGDGCFNLTLCVEFIKVLLLGGGGYTIRNVARCWTYETSIALNYFEYYEYMDKIFDNLRLPHAPGEEFSDSEDE
>Bmal_001895111_1
GSRHPMKPQRLAALHSLVNYGLHKEIERFHSKDYEDCPIFDGIFEFCSIYTSGVARLNIAINWSGGLHHAKKREASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYDVGQDSGRYYAVNVPMLFKPVVNPSVIVLQCGADSLGCDGCFNLSFCVDFVRMLAVGGGGYTLRNVARCWTYETAILVGYLQFFEYITALLDHLRIRHAPS-TFLGTGSE
>Hduj_OQV21621_1
GPNHPMKPHRLALTHSLVNYGLDEDMEKFHSKEYDDCPVFPGLFDYCSIYTDGARTLNIAVNWAGGLHHAKKIEASGFCYVNDIVLAILELLHQRVVYIDIDIHHGDGVQEAFYLCDRVMTVSFHDRFFPGTGSMYELGSDAGRYYSVNVPLVFKPTMQPSAIVLQCGADSLAGDGSFSLSICVEYMKILVLGGGGYTVRNVARCWTYETSLLVDYFEAFQYLESIHENLRLAHAPSDDMCIEELA
>Sros_P_004989662_1
GQRHPMKPHRLALTHSLLNYGLHEDIGMFHSKDYHDCPLFEGLFDFCSMYTEGARKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVEEAFFTTDRVMTVSFHDQFFPGTGNIFEIGEGRGKYYSVNVPLIFKPTMQPSAIVLQCGADSLGLDGCFNMTICVDFIKTLILGGGGYTIRNVARCWTYETGLLVGYFPFFEYVDRLDLHLKIEAVPSNEFE-----
>Smed_15036834
GLNHPMKPHRLLLTHSLFNYDLGEDMCTFHSQDYEDCPIFPGIFDFCSLYTQAAKFLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHQRVLYIDIDVHHGDGVQEAFYFTDRVMTVSFHNLFFPGTGDMYEIGADGGKHYSVNVPLIFKSVVDPSVIVLQCGADSLGCDGVFNLSISVKIVKLLVLGGGGYTVRNVARCWTYETAVLLDYLEYFQYLEMLHDNLKIARAPS--YYKMEDT
>Sman_093280_1
GPNHPMKPHRLTLTHTLVNYNLTDDMISFHSQEYEDCPIFDGIYRFSSIHTQAAKYLNIAINWSGGLHHAKKFEASGFCYVNDIVIATLELLNPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNMFFPGTGDMYEIGAKAGKYYAVNVPLVFRAVIRPTTIVLQCGADSLGCDGVFNLSICVRMVKLLVVGGGGYTVRNVARCWAYETAVLLDYIEFFQYIEALHDNLKLVHAPSNEMFVEEEQ
>Scil_24086_1
GVGHPMKPHRLALTNTLFSYGLHEDMCRFHDSDYEDCPIFSGIYEFCSIYTEGASKLNIAINWSGGLHHAKKSEASGFCYVNDIVVSILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTCSFHRGFFPGTGDMYETGFDLGKYFSVNVPLIFKPVIQPSVIVLQCGADSLGCDGCFNLTTCVSLVKLLVLGGGGYTVRNVARCWTHETALLLDYCEYFQYLDQILDNLRLDCAPSNEFYAESGD
>Ocar_g5993_t1
GPGHPMKPHRLALTHSLLEYGLYKDMAHFHSPEYEDCPVFPGLFDFCAISAEGAVKLNVAINWAGGLHHAKKHEASGFCYVNDIVVAILELLHSRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNSFFPGTGSMFEIGQSAGKYYSVNVPLIFRPIIQPSCIVLQCGADSLGCDGCFNLSICVEFVKLLVLGGGGYTIRNVARCWTYETSLLLGYFEYFLYLDLIVEDMRLQAAPGRE--EGNDL
>Tadh_4848
GKGHPMKPHRISLTNSLLSFGLHKNLCRFHAYDYDDCPVFGGLFDFCAMYTQGATKINIAINWSGGLHHAKKREASGFCYVNDIVVAILELLHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHDQFFPGTGDMYEIGTDRGKYYSINVPLVFKPVIQPSSIVLQCGADSLGCDGCFNLSICVQFVKTLVLGGGGYTISNVSRCWCYETALLVDYLEYFQYLDNINDNLKITSAPANEYYDGDSD
>Hmag_P_002162003_2
GSSHPMKPHRLALTHNLFSYNLHKDMTRFHSSEYDDSPIFPGLFDFCSAYTQGAVKLNIAINWSGGLHHAKKFEASGFCYVNDIVLAILELLHARVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNFFFPGTGEMYEVGEDDGRYYSLNIPLLFKPIIVPSAIVLQCGADSLALDGCFSLNICVQYVKLLVLGGGGYTIRNVARCWTYETFLLLDYAEFFQYLDYIFDHLKIQGAPSGEYYNDDQD
>Mlei_comp16754_c0_seq1
GANHPMKPHRLALTHDLIGYGLYREMCKFHSVDYDDCPAFSGLFDFCSIYTESAVQLNVAINWSGGLHHAKKFEASGFCYVNDIVLGIMELLHPRVLYLDIDIHHGDGVQEAFYLTDRVMTVSFHNGFFPGTGDMYEVGAREGCNYSINVPLIFRPVMQPSVIVLQCGADSLGCDGCFNLSICVDFMKMVVLGGGGYTIRNVARCWAYETSLLLDYFEYFTYLDNVEETLRLSFAPSNEFYRDDKD
>Mbre_MONBRDRAFT_15424
GPGHPMKPHRLALTHSLLEYGLWSDMGRFHATDYDDCPVFDGIFDFCSIYAEGAVKLNVAINWSGGLHHAKKFEASGFCYVNDIVLAILELLHPRVLYIDIDIHHGDGVEEAFYTTDRVMTVSFHGHFFPGTGVMYELGAGRGRYYALNVPLLFKPVMQPSAIVLQCGADSLGCDGCFNLSICVEFIKLLVLGGGGYTIRNVARCWTHETGILLDYFQYFEYLDKLFEQLGLDGAPS---------
>Adig_7344
GPKHPMKPHRLTLTHNLFNYDLHRDMCRFHSSDYEDCPVFSGLFDFCSIYTEGAVRLNIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLHSRVLYVDIDIHHGDGVQEAFYLTDRVMTLSFHNHFFPGTGDMFELGVENGRYYSLNVPLLFKPIMQPNCIVLQCGADSLGCDGCFNLSICVQFVKMLVLGGGGYTIKNVARCWAYETSLLVDYLEYFQYLDHIIENVKLTGAPSGEFYEGEHD
>Nvec_v1g111922
GPGHPMKPHRLTLTHNLFNYGLHKDMSRFHSSDYEDCPVFPGLFDFCSIYTEGAVRLNIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLHNRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNHFFPGTGDMYEVGVDNGRLYSVNVPLLFKPVIQPTCIVLQCGADSLGCDGCFNLSTCVRFMKMLVLGGGGYTIRNVARCWAYETSLLVDYLEYFQYLDQISENLKLNGAPSNEYFDGEQD
>Aipt_23702
GPGHPMKPHRLTLTHNLFNYGLHKDMCRFHAQDYEDCPVFSGLFEFCSIYTEGSVRLNIAINWAGGLHHAKKCEASGFCYVNDIVVAILELLHNRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNQFFPGTGDMYEIGVDNGKMYSINVPLLFKPIIRPSAIVLQCGADSLGCDGCFNLSICVKFMKMLVLGGGGYTIRNVARCWAYETSLLLDYLEYFQYLDQIFENIKLNGAPSNEYYDGEQD
>Hrob_2496
GTGHPMKPHRIAVTHSLLNYDLHSDMCRFHTEEYDDCPVFEGLFDFCSLYTEGAHKLNIAINWAGGLHHAKKYEASGFCYVNDIVLAILELLNPRVLYCDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYETGVDCGSLYSVNVPLIFKPVVQPTAIVLQCGADSLGHDGCFNLTTCVKFVKLLVLGGGGYTLRNVARCWCYETSVLLNYLEYFQYLDTLHENLRLPHSPSNEFYDGDKD
>Cint_P_002124762_1
GPGHPMKPHRLALTHTLLHYGLHNDMCRFHSEDYDDCPVFPGLYDFCSMYTQAATMLNIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLHPRVLYLDIDVHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYYSLNVPLLLKPIMQPTCIVMQCGADSLGCDGCFNLTICVKFMKMMVLGGGGYTVRNVARCWTHETSIIVGYFEYFQYLDQLLESLKITHAPSNEFYDGEKD
>Aque_222637
GAGHPMKPHRLALTHTLLNYGLYKDLCRFHAEDYDDCPVFPGLYDFCCVYTEGAIKLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNFFFPGTGDMYEIGAEKGKFYSLNVPLLFKPIIRPSCIVLQCGADSLGCDGCFNLSICVKYVKTLVLGGGGYTIRNVARCWTYETSLLLDYFEYFQYLDQILENLRLPHSPSAEYYDSDKD
>Ctel_184599
GPGHPMKPQRMAVTHNLLNYGLQKDMCRFHSDEYDDCPVFDGIFDFCSMYTESATKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMFELGSESGKHYSVNVPLLFKSIIQPSCIVLQCGADSLGSDGCFNLSVCVKFIKLMVLGGGGYTLKNVARCWCYETSVLVDYFEFFPYLESIMENLRIAHAPSNEYYDGERD
>Hazt_011648_011649
GPNHPMKPHRLAITHSLLNYGLHKDMTRFHSEDYDD-----WLYDFCCMYTQGAVKLNIAVNWSGGLHHAKKFEASGFCYVNDIVIAILELLHARVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMFEIGHDNGRYYSVNVPLVFKPVIQPTAIVLQCGADSLNGDGCFSLSTCVSFTKVLVLGGGGYTPRNVARCWAYETGLLVDYCQYFQYLEAIRDNLRIQHAPR---------
>Obim_22019815_22035349
GPSHPMKPHRIALTHCLLHYGLYKDMCRFHSEEYDDCPVFDGLFDFCSMYTEAAVKLNIAINWSGGLHHAKKFEASGFCYVNDIVISILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYESGAESGRYYSVNVPLVFKPVIRPTCVVLQ---------VRYNINLIINFIVMLVLGGGGYTKRNVARCWTYETSVLLDYLEYFEYLDNINDNLKVAHAPSNEFYDGEKD
>Pdum_HDAC3_comp212334_c0_seq1
GPGHPMKPQRLAVTHSLHHYGMYKDMCRFHSYEYDDCPVFDGLYDFCSRYTEGAMKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMFEIGADSGRYYSVNVPLVFKPVMQPTCIVLQCGADSLGSDGCFSLSVCVKFIKLLVLGGGGYTVRNVARCWTHETSVLINYFEYFQYLESIHENLKLSHAPSNEFYDGEQD
>Apis_10047
GPAHPMKPHRLSVIHSLLNYGLYNDMCRFHHDEYEDCPVFEGLYDFCSMYTDGAMKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNWFFPGTGDMYEIGADVGRYYSVNVPLVFKPVIQPTAIVLQCGADSLNGDGCFNLSTCVKFIKLLTVGGGGYTLRNVARCWTYETSLLIDYRDYFQYLELIYDNLKVQHSPSNEFYQDDKD
>Pmar_9670
GPGHPMKPHRLALTHSLLHYGLHKDMCRFHSEEYDDCPVFPGLFEFCARYTQGATQLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYSVNVPLLFQPIIQPTCIVLQCGADSLGCDGCFNLSICVDFVKLLVLGGGGYTVRNVARCWTYETSLLMNYLEYFQYLEQIFENLKLNHAPSNEFYDGDQD
>Cmil_AFO98722_1
GAGHPMKPHRLSLTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCMVLQCGADSLGCDGCFNLSICVEFVKLLVMGGGGYTVRNVARCWTFETSLLVEYFEYFQYLDQIFENLKLNHAPSNEFYDGEHD
>Locu_14828
GAGHPMKPHRLSLTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVISILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEFVKLLVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLEQIFENLKLNHAPSNEFYDGDHD
>Drer_54625
GAGHPMKPHRLSLTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVISILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEFVKLLVLGGGGYTVRNVARCWTFETSLLVEYFEYFQYLEQIFENLKLNHAPSNEFYDGDHD
>Lcha_11092
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEFVKLLVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLDQIFENLKLNHAPSNEFFDGEHD
>Xtro_5840_3
GTGHPMKPHRLSLTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVQYVKLLVLGGGGYTVRNVARCWTYETSLLVDYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Hsap_NP_003874_2
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Btau_NP_001193172_1
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Mmus_NP_034541_2
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Acar_P_003219934_1
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVDYFEYFQYLDQIFENLKLNHAPSNEFYDGEHD
>Ggal_NP_990078_1
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYALNVPLLFQPVIQPTCIVLQCGADSLGRDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVDYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Tgut_15405
GAGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVDYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Cpic_5842_1
-----MKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFEFCSRYTQGATQLNIAINWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYCLNVPLLFQPVIQPTCIVLQCGADSLGCDGCFNLSICVEYVKLLVLGGGGYTVRNVARCWTYETSLLVDYFEYFQYLDQIFENLKLNHAPSNEFYDGDHD
>Bflo_281552
GQGHPMKPHRLALTHSLLHYGLYKDMCRFHSEDYDDCPVFPGLFNFCSMYTEGAVKLNIAVNWAGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNHFFPGTGDMYEVGAEGGKYYSLNVPLLFNPIMRPTCIVLQCGADSLGCDGCFNLSVCVSFMKLLVLGGGGYTVRNVARCWTHETALLLDYFEYFGYLEQINDNLKLSHAPSNEYYDGDKD
>Spur_P_794761_1
GPGHPMKPHRLALTHNLLNYGLYKDMCRFHSDDYDDCPVFPGLFDFCSMYTEAATKLNIAVNWAGGLHHAKKFEASGFCYVNDIVIAILEILHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNHFFPGTGDMYEVGLENGRYYSINVPLLFKPVIRPSCIVLQCGADSLGCDGCFSLSICVEYVKLLVMGGGGYTVRNVARCWTYETSLLLNYFEYFAYIDQVHDNLKIAHAPSNEFYDGDKD
>Skow_P_002742058_1
GPGHPMKPHRLALTHSLLNYGLYKDMCRFHSEEYDDCPVFPGLFDFCAMYTEGATKLNIAVNWAGGLHHAKKFEASGFCYVNDIVISILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNHFFPGTGDMYEVGSESGRYYSLNIPLLFKPVIQPTCIVLQCGADSLGCDGCFNLSICVKFVKLLVLGGGGYTVRNVARCWTFETGLLLDYFEYFQYLDQVHDNLKLNHAPSNEFFEDDKD
>Cgig_EKC42750
GPGHPMKPHRIALTHSLLNYNLHSDMCRFHSEEYDDCPVFDGLFDFCSKYTEGAVKLNIAVNWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRHYSVNVPLLFQQVMQPTCVVLQCGADSLGNDGCFNLSICVRIVKMLVLGGGGYTKRNVARCWTHETAVLLNYIQYFQYLDNVHEHLRLINSPSNEFYDGDQD
>Dmel_NP_651978_2
GAGHPMKPQRLAVTHSLMNYGLHKDMLRFHSDEYEDCPVFDGLFDFCAMYTEGAQKLNICINWSGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDVHHGDGVQEAFYLTDRVMTASFHNYFFPGTGDMYEIGAESGRYYSVNVPLVFKPIIRPTAIVLQCGADSLAGDGCFSLSTCVKFVKTLVVGGGGYTLRNVARCWTHETSLLVDYYDFFQYLELIYENLKCQHSPSNEFYDGDQD
>Nvit_10046
GPGHPMKPHRLSVIHSLLNYGLHKDMCRFHSDEYDDCPVFDGLFDFCSMYTEGATKLNIAINWSGGLHHAKKFEASGFCYINDIVIAILELLHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYYSVNVPLVFKPCIRPTAIVLQCGADSLANDGCFSLSTCVKYVRLLTVGGGGYTLRNVARCWTYETSLLVDYIEYFQYLDTIYDNLKIASSPSNEYYSGDKD
>Aaeg_11117
GPGHPMKPHRLSVIHHLMNYGLHKDMCRFHSDEYDDCPVFDGLFEFCAMYTEGAQKLNICINWSGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYYSVNVPLVFKPVIQPTAIVLQCGADSLAGDGCFSLSTCVKFVKTLVVGGGGYTLRNVARCWTYETSLLIDYLEFFQYLEAIYDNLKCQHAPSNEFFDGEND
>Tcas_6104
GTGHPMKPHRLSVIHSLLNYGLHKDMCRFHSDEYDDCPVFWGLFDFCSMYTEGAMKLNIAVNWSGGLHHAKKFEASGFCYVNDIVIGILELLHARVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEVGAESGRYYSVNVPLVFKPVIQPTAIVLQCGADSLANDGCFSLSTCVKFVKTLVVGGGGYTLRNVARCWTYETSLLVDYLEFFQYLEAICDNLKCQHSPSNEFYDGDKD
>Dple_EHJ71179
------------------------DMCRFHSEDYDDCPVFEGLFDFCSMYTEGAMKLNIAINWSGGLHHAKKFEPSGFCYVNDIVIAVLELLHPRVLYIDIDVHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYFSVNVPLIFKPVIRPTAIVLQCGADSLAGDGCFSLSTCVKFVKTLVVGGGGYTLRNVARCWTYETSLLVDYLEFFQYLEAIYDNLKCQHSPANEFFDDDKD
>Lana_P_013403048_1
GPGHPMKPHRLSLTHSLLHYGLYKDMCRFHSRDYDDCPVFDGIFDFCSRYTEGAIKLNVAVNWSGGLHHAKKFEASGFCYVNDIVIGILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTLSFHNFFFPGTGDMFEIGAESGRYYSVNVPLIFKPVVQPTCIVLQCGADSLGNDGCFSLTTCVQMVKLLVLGGGGYTVRNVARCWTYETSVLLDYLEYFQYLDYIHENLKLQHAPSNEFYDGDRD
>Ptep_2083
GPGHPMKPHRLSVTHSLLNYGLYKDMSRFHSDEYDDCPVFDGLFDFCSMYTEGAMRLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYYSVNVPLIT------------CGSDSLAGDGCFALSTCVKFVKLLVLGGGGYTVRNVSRCWTYETSLLVEYFEYFQYLETITENLKLQHSPSNEFYDGEKD
>Lpol_P_013784620_1
GPGHPMKPHRLSVTHSLLHYGLYKDMCRFHSDEYDDCPVFDGLYDFCSMYTEGAVKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYVDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAESGRYYSVNVPLVFKPVIQPTCIVLQCGSDSLAGDGCFNLSICVKFVKLFVLGGGGYTVRNVARCWTYETSLLVEYFEYFQYLEAITENLKLIHAPSNEFFDGEKD
>Dpul_128123
GPLHPMKPQRLAVTHSLLHYGMYKDMCRFHSEDYDDCPVFDGLFDFCSMYTEGATKLNIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNYFFPGTGDMYEIGAECGRYYSVNIPLVFKPVIQPTAIVLQCGADSLANDGCFNLSTCVKFVKLLVLGGGGYTLRNVARCWTYETSLLVDYFEYFQYLETIHENLRIEHAPSNEYYDGEKD
>Smar_9486
GPGHPMKPQRLSVTHSLINYGLYKDMCRFHSEEYDDCPVFDGMFDFCSMYTEGAVKLNIAINWTGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNFFFPGTGDMYEIGAESGRYYSVNVPLVFKPVVQPSCIVLQCGADSLASDGCFSLSGCVKFVRLLVLGGGGYTVRNVARCWTYETSLLVDYFEFFQYLDTIMENLKLEHAPCEEYYDGDKD
>Caqu_4300
GPSHPMKPHRLAVTHSLLNYQLSKDMCRFHSDEYDDCPVFDGLFDFCAMYTEGAVKINIAINWSGGLHHAKKFEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFH-----------------------------------------------------NLSTCVRFVRLLVLGGGGYTVRNVARCWTYETSILVDYLEYFQYLELIYDNLKIQHAPSNEFYDGDKD
>Lgig_19315
GQGHPMKPYRITLTHGLLHYGLYKDMCRFHSEEYEDCPVFDGMFDFCSMYTEGAVKLNIAVNWSGGLHHAKKYEASGFCYVNDIVISILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHNFFFPGTGDMYEWGSESGRYYSVNVPLIFKPVIQPTCVVLQCGADSLGSDGCFNLSICVKFVKMLVLGGGGYTKKNVARCWTHETAVLLDYLEYFQYLDSIHDTLKLIHAPSNEFYDGDKD
>Bgla_002108
----------------------MKDMCRFHSDDYEDCPVFDGMFDFCKMYTEGAAKLNIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMTVSFHQYFFPGTGDMYEVGAESGRYYSVNVPLVFKPIIRPTVVVLQCGADSLGSDGCFNLSICVEYVKLLVLGGGGYTKRNVARCWTYETAVVLGYLEYFQYLDNIMENLKLTAAPSNEFYDGDKD
>Acal_P_005091875_1
GPGHPMKPHRISLTHCLLRYDLHKDMCRFHSDDYEDCPVFDGMFDFCKMYTEGAVKLNIAINWSGGLHHAKKYEASGFCYVNDIVIAILELLHPRVLYIDIDIHHGDGVQEAFYLTDRVMSVSFHQYFFPGTGDMYEIGAESGRYYSVNVPLVFKPVIQPTCVVLQCGADSLGSDGCFNLSICVDYVKLLVLGGGGYTKRNVARCWTHETAVLLGYLDDFQYLDNIIDNLKLTSAPSNEYYDGDKD
>Dple_EHJ79130
CDRLPAVLGRASMVHSLVTYNLLDDLKLFHTETYYDCTPVSDMYDIISNIATAAECLLVSINWCGGWHHAHKSKAEGFCYVNDIVIAIEKLR-SKVLYIDLDVHHGNGVQDAYDSNESVFTLSFHPGFYPGTGAVTDI-SSKAQGYSCNFPLAFNNIIKPDVIVVQCGADALSLDGGAGLTICVYKILTLLLGGGGYNHANAAKLWTAITAHAADYWPEYQYIEHIKENLN------SKWNDSKND
>Aaeg_4416
MLKLGAIGNRSAVVDELRSYDLLQDLLSFHSSDYYDCPMIEKVYDFVSSVVSAVDAILIAINWHGGWHHAQRDKAAGFCYVNDIVIGIHKLR-QKVLYLDLDVHHGDGVEDAFSFSKYVMTVSFHPGYFPGTGSASNIGFGAGKGYTVNAPYYFQSVAEPDVCIVQCGGDVMVGDGGTNLIPCVELVLIVFLGGGGYNVINTAKYWTQLTALILGFFPDFNGLLKNKENLEYVASTK---------
>Mlei_HDAC8_modelPK
TSLIPKITNRSDMVADLESFQLTDQLTEFHSKDYFDCPPFPKMFRTVCAIGTAAEELGVVINWFGGWHHGQPEKAEGFCYVNDCVLAIRQLRFSRVLYIDLDLHHGNGVESAFYQSSAVLTYSVHTGFYPGGGGVDSIGEGKGRGYSVNIPLVTDETLKPEAVVCQCGADGVSGDQAFSYTAVVSKVVTLLLGGGGYNHPNVARTWTTITGFSYLYFTDYSYLDSVNNNLD---------------
>Dpul_442933
CNRVPNLKNRASLVHHLESYGLLDVFQGFHSADYFDCPPLDKLDDFISVIAAGAKALVVAVNFCGGWHHAQRDCASGFCYINDCVLAILELE-KLVLYIDLDIHHGDGVENAFAYSRKVFTLSLHEGYFPGTGSVNDTGFGRGRNYSCNVPLVFQTVFRPEAIVCQCGADGLANDGTFNLTPCTAVIQTLYLGGGGYHKANASRCFTTILAGLLGYFDWYDYIRTLFGNLE------S--------
>Tcas_7471
CDRLPTMLNRASIVQDLNSYRILCELKLFHSSSYYDCPILEHNYDFIKTIATAAKILCVVINWFGGWHHAQRDSAAGFCYVNDIVLAIQKLT-TKILYLDLDIHHGDGVQNAFELSKKILTLSYHPGFYPGTGLLGDIGALKGKYFSINVPFVFQNTFQPEVFVVQCGADSLNGDGQSNLTLCVKSVLAIFCGGGGYNFVNTARLWTYLTSIIVGFFTSYDYVHKLEGYCGIQAQPKYEPTEEESQ
>Apis_73893
CCKIPNIPKRAYLVDSLKAYHLSDDLIGFHSSAYYDCPVVKDIWQFITYISTAAKALTYSINWCGGWHHALRDSAQGFCYVNDIVLAIEMLR-GKVLYIDIDVHHGNGVEYAYMATDKVLTLSFHPGFYPTSGSLDDIGIDKGKYYTVNVPFMFQKISNPKCIVVQCGADSLVGDGGFNLTPCVKNVMTLFLGGGGYNEANVARCWTYLTAIITGYFSAYNNLNHIANNMK---------------
>Scil_24122_1
CDTMPRIQGRCKLVHGLQAYGINRELCEFHSSLYYDCPVFDGVYEYVEAVAAAVSALCVACHWEGGWHHCHRDQASGFCYVNDIVLAILRLR-RRILYIDLDVHHGDGVEGAFSHSADVMTVSFHPGFFPGTGATGDCGSGKGRFHCLNIPLVFSRVMRPDAVVCQCGADCLAGDGAFNLTPCVEQLTLLVLGGGGYNLANTARCWTQITASLVGNFAKFTEVDRLIGHLS------TPASESAQD
>Smar_13907
--EECDRNSKASVTHELSAYKLLTELKSFHSEDYYDCPVLANMFSYASTIASGARCLAIAINWCGGWHHAKKDEAAGFCYVNDIVLGILVLR-KKILYVDLDVHHGDG-----------------------SGDVFETGCGPGKNFTVNVPLIFSKVMEPDAIVCQCGVDGLAGDEAFNLTPCIRYLLILFLGGGGYNVPNAARCWTYLTSLIVGDFISRNRCYTLSA------------------
>Hmag_P_002164615_1
CDKHPKVKGRASMVHDLESYDLLSDLLTYHTEKYYDCSLFSNIYLYAKAIVSAANCLIVSINLNGGWHHARTDEASGFCYVNDIVIGILKLL-KKVLYIDLDVHHGDYVEEAFLYTNKVVTFSIHDGFFPGTGMKNSIGKGKGKYYTINAPLVFKNIFSPEVIVVQCGADCLTGDGSFNLTSCVKFVLTMILGGGGYNLSNTARCWTQVIAGILNKWECYEYIEDLKGNIK---------------
>Ptep_17174
-NKHPRLYGAVTVTHNLRAYDLLKELKSFHSEEYYDCPFIPNIFDAASMIGTAAKALLIAVNWGGGWHHAKKDQADGFCYVNDIVLGILQLL-KRVLYIDLDLHHGDGVEEAFAHTSRVLCFSIHIGFYPGTGLLNDIGYGKGKYYTINVPLLIIPLLQPDVIVCQCGADTLAGDAAFNLTLC------------GYNAVNTARCWTYLLSILVDYLMKYEHLKLITDTVLLE-------------
>Aque_225542
VGKHPKFKERANQVYSLEAYNLHSGLKLFHSADYYDCPIFDGLYTYVSSVAAMTSLLMVAINWHGGLHHGKKDEASGYCYINDIVIGILCLM-QKVLYIDLDIHHGDGVQDAFYYSSKVFTVSFHVGFFPGTGSVSEIGNGSGLYYNVNVPLIFKSIMTPQVVVVQCGADCLAGDGSFNLSICIEFVMVLLLGGGGYDFSNTARCWAYLTSLVLKYFASYEDIEELSKNIL---------------
>Cint_P_002129520_1
TDDFIPTENRNSMVHALESCGLLKELELFHSPEYYDCPLKQGIYNYCKEVASAAKMLCVAINWLGGWHHAKRADAAGYCYVNDCVLAILQLR-ARVLYIDLDLHHGDGVQDAFCGTNKVMTFSIHPGFFPGTGSLSDTGFGKGFRYSVNIPLICSKVLDPLAVVIQAGADGLNEDRSFNLTPCVQFILTLILGGGGYNEANVARCWTKITADVLNYFPSYEYLKSIIDNLSLL-------------
>Cgig_EKC18363
CDAMPKIINRASKVHTLEAYGLLNEMLGFHAEDYYDCPINRHVYTYAALTSRAAECLMVAVNWCGGWHHAKRDMASGFCYINDIVLAILKLR-DRVLYVDLDVHHGDGVEEAFCGSTRVMTISVHPGFFPGSGGLDSIGVGKGRGYTVNIPLLVCRVLSPQALVCQCGADGLSGDDSFSLTPCLQFMLTLVLGGGGYNSPNTARCWTHLTAILCGFFMSYENLDKLSQQQE---------------
>Spur_P_791175_1
CDQVPKIPKRASMVHTLEAYDLLDELLTFHSQEYYDCPSLPLVYDFVRLVASCAKALIIAINWNGGWHHARRDEAAGFCYVNDIVLAILKLK-NRVLYVDLDLHHGDAVDDAFIFTPKVMTVSLHPGFFPGTGSLNRVGGGRGKFYTISVPLLFTRVIQPSVVVVQCGADTLSSDQSFNLTPCVSRVLTLLLGGGGYNMANTARCWSYLTGLVLGFFLEYEYMETVTKNLE---------------
>Tadh_2888
CCKMPRLEDRARLVHHLQAYNLVDEICAFHSSDFYDCPLFPDVFSYASFVTTAARLLTIAINWFGGWHHAKRDMASGFCYCNDVVLGVLHLK-DKILYIDLDLHHGDGVEDAFLMTDKVFTLSFHPGFFPGTGSISTIGKGKGQYYTLNIPLLFHEVFQPNAVVCQFGADGLVEDRSFNLTSCLSDILTLCLGGGGYNFTNTAKCWCYLTSIILEFFDRYSYVKEILG------------------
>Pdum_HDAC8_comp217323_c0_seq17
SDELPKIKGRASIVHSLRSYGLLSDILLFHSSEYYDCPAYPGIFDTASYITKAAQALSVAINWTGGWHHAKRDEAAGFCYINDIVVAILILR-DKVLYVDLDLHHGDGVEDAFCATSKVMTVSFHPGFFPGTGSSDDCGMGKGQYYTVNVPLLVKRVLKPQAVVCQCGADGLDGDASFNLSTSVQFITLLLLGGGGYNMANTARCWTAITASVLKFFPLYSHLQNVDNRLL-----------GSKS
>Ctel_148478
CDQMPKIPLRASMTHSLAAYGLLPDLKLFHSEDFYDCPAYPGVYDYASAVVAAAIHLTVAVNWAGGWHHAKRSEASGFCYFNDIVIAILILR-DRVLYVDLDLHHGDGVEDAFCSTQKVMTVSFHSGFFPGTGLIEDIGIGRGRNYTVNVPLIFSSVIKPQAVVCQCGADALHGDAAFNLTESVEYLRLLLLGGGGYNFANTARCWASITGSLLHFFSDFKYIEEIFGDLE---------------
>Bgla_009651
ANELIRIEGRAELVHSLRTYGLLQEILAFHSSDYYDCPLQKDLLETASLISAASQHIIIVINWYGGWHHAKRDTASGFCYINDVVLCILKLR-DKVLYVDIDLHHGD-----------------------GSGELNDVGTGRGKYFTVNIPLIFTKVMLPDAIVMQCGADTLSEDTSFNLTHCVCYMLTVLLGGG--------------------FLLSLLHIIQI--------------------
>Adig_HDAC8_modelPK
CDKLPKVPNRATLTHSLKAYGLLEELAAFHSMDYFDCPVFDELFHCVSIVATAAELLNIAINWEGGWHHAHRDEAGGFCYVNDVVLGILKLR-DRVLYIDIDLHHGDGVEDAFSFTSKVMSVSFHPGFFPGTGSHLDVGEGKGKYYTVNVPLIFSRIMKPKAVVCQCGVDTLAGDASFNLTHCVKYLMLLLLGGGGYNVTNAAKCWTYLTGLVLNHFLSYEDLVNLSGNIK---------------
>Nvec_v1g247517
CDKLPKVTGRASLTSSLEAYGLLKELAAFHSSEYYDCPPFEDMYDCVSMIALAADMLKVAVNWQGGWHHAQRDEAAGFCYINDIVLGILKLR-DRVLYVDLDVHHGDGVEDAFSFTPKVMTVSFHSGFFPGTGSCCQVGHGKGRYYTLNVPLVFTRVMKPDAIVCQCGVDSLAGDKAFNLTQCVKYLQMLVLGGGGYNMVNTSRCWTYVTGVILDHFLSYEDIKNTYGYLQ---------------
>Aipt_4524
CDRLPKVRGRAGLTTSLESYGLLKDLLAFHSQEYYDCPMFEDIYDCVSAIAAAAEV--VAI-W-GGWHHAQRDEAAGFCYVNDIVLGILKLR-NRVLYVDLDLHHGDGVEDAFSFTSKVMTVSFHSGFFPGSGSCLHVGRGKG-YYSLNVTYVFNRVMKPDAIVCQCGVDTLAGDASFNLTQCVKNLLTMILGGGGYNLVN--RCWTYLTGLILGNFLSYDDLQNQLGNIK---------------
>Lgig_18836
CDKLIRIQNRADIVHSLKAYNLFQELLGFHSTDYYDCPIQDGVFECASLVGTAGEKLIIAINWYGGWHHAHRDSASGFCYINDVVLGILKLR-ERVLYIDLDLHHGDGVEEAFCCTNKVLTVSFHAGFFPGTGSVNDTGYSKGRHYTVNVPLIFYSVMQPEAIVCQCGADGLEGDKSFNLSTCVQYVLTILLGGGGYNYINTAKCWAFLTSLAVNYFSQYQYLHHIIDNMK---------------
>Acal_P_005095559_1
TNELIRIEKRAELVHSLRVYGLLQEILGFHCSDYYDCPQQTGVFETASLISTAAESLLIAINWYGGWHHAKRDSASGFCYINDIVLGILKLR-DRVLYVDLDLHHGDGVEEAFEMTSKVMTVSFHTGFFPGSGSLESVGTGRGKFYTVNVPLVFCRVMPGQAVVVQCGADSLSDDASFNLTHCVCFLLTLLLGGGGYNFPNTAKCWTFLTALAARHLLEYEYLSHVCRNLD---------------
>Lana_P_013392029_1
CDRIAKVPFRASITHAVEAYGLLSEICHFHSTDYYDCPADEGVYDSASWAATAAEQLVVAINWAGGWHHAKRDSAAGFCYINDIVLGILKLR-DRVLYVDIDLHHGDGVEDAFCATSKVMTVSFHPGFFPGTGNLSDTGIGKGAGYTVNVPLVFEKVMDPEAVVCQCGADGLAGDDSFNLTTCVQYLLLLLLGGGGYHIPNTARCWTHITSVVTGYFTLYSHIKNVSDRPDLPVAPHQEYFQSQTS
>Skow_P_002733814_1
CNKLPKIPNRASMVHSLEAYGLLDELTSFHTTDYYDCPSMPGVYDLVGCVAQAAQCLLVAINWFGGWHHAKRDEAAGFCYVNDVVLGILKLK-NRIMYIDIDLHHGDGVENAFSFTSKVMTVSLHPGFFPSTGNQNDIGIGRGKFYTVNVPLVFNRVLNPEVIVLQCGVDTISGDCSFNLTPCLKTTLMLVLGGGGYNIPHTARCWAYLTSIVLGYFTEYEYISNISGKLN---------------
>Bflo_002590277_1
CNNLAKVPGRASAVHGLEAYGLTKELTSFHSTDYYDCPILPGVYEYAAMVATAAQCLIVAINWHGGWHHAKKDEASGFCYVNDPVLAILRLR-SKVLYIDLDLHHGDGVEDAFCCTSRVMTLSLHTGFFPGTGDIQDTGMGRGRYYTVNVPLVFNKVVRPEAVVLQLGADGMSGDGCFNLTPCLELVLTLLLGGGGYHVGNTARCWTSLTAQVLGHFTEYEYIEEVSENLA---------------
>Cmil_AFP02744_1
CDSLSKVTKRASMVHSLASYGLLKEMAMFHTDAYYDCPAIEGVFDFAAAVATAAQCLIVAINWPGGWHHAKKDEASGFCYLNDAVLGILKLR-DRVLYVDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVNDVGMGKGRYYTVNVPLICQSVLHPEAVVCQLGADTIAGDCSFNMTPCLRYILTLVLGGGGYNHANTARCWTYLTAIILGYFIDYQRIEQLQGNLK---------------
>Lcha_12893
CDSLSKVPNRASMVHSLEAYGLLKEMATFHTDAYYDCPTTEGIFDYAAAVGTAAQCLIIAINWPGGWHHAKKDEASGFCYINDAVLGILKLR-ERVLYVDLDLHHGDGVEDAFSFTSKVMTVSFHFGFFPGTGDVTDIGLGKGRCYAVNVPLICESILSPQAVVLQLGADTLAGDCSFNMTPCLKYVLTLILGGGGYNLANTARCWTYLTGVILGYFTEYQQIQNIKGNLK---------------
>Xtro_44353_3
DNVQSKVPRRASMVHSLEAYGLLKEMAAFHTDSYYDCPITEGIYDYAAAVGTAAEQLMIAINWPGGWHHAKKDEASGFCYLNDAVLGILKLR-DRVLYVDMDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVSDIGLGKGRYYSVNVPLICEGVLNPEAVVLQLGADTIAGDCSFNMTPCLKYVLTLILGGGGYHLPNTARCWTYLTALIVGFFTEYQKVQEIKGHLK---------------
>Acar_P_003228687_1
CDALCKVPRRASMVHSLKAYSLLDEMATFHTDAYYDCPTSEGIFDYAAAVGTAAQCLVVAINWHGGWHHAKKDEASGFCYLNDAVLGILQLR-ERVLYVDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVTDVGLGKGRYYSVNVPIICETVLSPEAVVLQLGADTIAGDCSFNLTPCLRYVLTLVLGGGGYHLANTVRCWTYLTAVILGFFTEYKRIQEIKGNLK---------------
>Btau_NP_001069699_1
CDSLAKVPKRASMVHSLEAYALHKEMASFHTDAYYDCPATEGIFDYAAAVGTAAQCLIVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLR-DRILYVDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVSDVGLGKGRYYSVNVPIICESVLNPKAVVLQLGADTIAGDCSFNMTPCLKYILTLILGGGGYNLANTARCWTYLTGVILGFFTAYHRVQQIKGNLK---------------
>Hsap_NP_060956_1
CDSLAKIPKRASMVHSLEAYALHKEMATFHTDAYYDCPATEGIFDYAAAIGTAAQCLIVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLR-ERILYVDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVSDVGLGKGRYYSVNVPIICESVLNPKAVVLQLGADTIAGDCSFNMTPCLKYILTLILGGGGYNLANTARCWTYLTGVILGFFTAYHRIQQIKGNLK---------------
>Mmus_NP_081658_1
CDSLVKVPKRASMVHSLEAYALHKEMATFHTDAYYDCPATEGIFDYAAAIGTAAQCLIVAINWSGGWHHAKKDEASGFCYLNDAVLGILRLR-DRILYVDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDMSDVGLGKGRYYSVNVPIICESVLNPKAVVLQLGADTIAGDCSFNMTPCLKYVLTLILGGGGYNLANTARCWTYLTGVILGFFTAYHRIQQIKGNLK---------------
>Cpic_4293_2
----------ASMVHSLKAYSLLDEMASFHTDAYYDCPATEGIFDYAAAVGTAAQCLMVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLR-DRILYIDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVSDVGLGKGRYYSVNVPIICETVLNPEAVVLQLGADTIAGDCSFNMTPCLKYILTLILGGGGYNLANTARCWTYLTGVILGFFTKYHKVQEIKGNLK---------------
>Tgut_4957
CDSLCKVPKRASMVHSLEAYCLLDEMASFHTDAYYDCPATEGIFEYAAAVGTAAECLLVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLR-DRVLYIDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVTDVGLGKGRYYSVNVPIICESVLNPDAVVLQLGADTIAGDCSFNMTPCLKYVLTLVLGGGGYNLANTARCWTYLTGVILGFFTEYQRIQEIKGNLK---------------
>Ggal_P_420178_1
CDSLCKVPKRASMVHSLEAYSLLDEMASFHTDAYYDCPATEGIFDYAAAVGTAAQCLLVAINWPGGWHHAKKDEASGFCYLNDAVLGILRLR-DRILYIDLDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVTDIGLGKGRYYSVNVPIICETVLNPEAVVLQLGADTIAGDCSFNMTPCLKYVLTLILGGGGYNLANTARCWTYLTGVILGFFTEYQRIQEIKGNLK---------------
>Locu_17783
CDSLAKVPKRASMVHSLEAYGLLKDMATFHTDSYYDCPATEGIFDYAAAVGTAAQCLIVAINWAGGWHHAKKDEASGFCYINDAVLGILRLR-ERVLYVDVDLHHGDGVEDAFSFTSKVMTVSFHPGFFPGTGDVSDTGLGKGRWYAVNVPLVFTSVLNPEAVVLQLGADTMAGDCSFNMTPCLRYVLTLLLGGGGYNLANTARCWAYLTGTVLGYFTEYQQLEHVKGNLK---------------
>Drer_17858
CDSLSKVPNRASMVHSLEAYGLLKEMAVFHTDSYYDCPVVEGIFDYAAAVGTAAQNLLVAINWAGGWHHAKKDEASGFCYVNDAVLGILKLR-DRVLYVDVDLHHGDGVEDAFSFTSKVMTVSLHPGFFPGTGDVTDTGLGKGRWYAVNVPFTFTSVMNPEAVVMQLGADTMAGDCSFNMTSCLTYILTLLLGGGGYNLANTARCWTYLTGTVLGFFTEYQHLERVKGNLK---------------
>Smed_15027353
SSKHPKYLNRYEIVMNLKACNLFQQLTTFHSHDYYDCCGFPGLLDFTLSSVVAAKALIICINWNGGWHHAKKFEASGFCYLNDIVYGIMILM-RRILYIDIDLHHGDGVEEAFLYTSKVFTLSIHPGFFPPAGDYYRTGCGNGKHSAAQFAFVFDSLMQPEVIVIQCGTDGLCTDKIFNLTHVISKLLLLVLGGGGYNYPDTAKVWTRMTSLLLGDLSLYLELDKIMDSFH---------------
>Sman_091990_1
CCSSPKFGDRYALVMDLNAYKLIPAVTAFHSTEYYDCPGFPSVFDYSLAAVAAASALIVVINWGGGWHHAKRSEASGFCYLNDIVLAIHRLV-TRVLYVDLDLHHGDGVEEAFWYSPRVVTFSVHPGFFPGTGTWFLNGAGRGRFSAFNLPLAIGPILQPSYVVVQCGADCLATDRIFRLTNAIKKILTLILGGGGYNFPDTARLWTRVTALTIEYFSRYDSIQKHLEQLRYADLNK---------
Phyml phylogenetic tree
(Hsap_NP_001308797_1:0.18057166,Hsap_P_011522451_1:0.23056635,(Hsap_P_011536783_1:0.10222066,(((Mbre_MONBRDRAFT_30655:2.50898241,Sros_P_004987917_1:0.61896929)0.939000:0.59211511,(Sros_P_004994549_1:1.76621699,(Hsap_P_024309529_1:3.14734210,((Aque_225542:0.50068137,((((Skow_P_002733814_1:0.24108741,Spur_P_791175_1:0.33278896)0.724000:0.02346497,(Aaeg_4416:0.69891497,(Tcas_7471:0.55717736,(Dple_EHJ79130:0.56355789,Apis_73893:0.41741602)0.000000:0.08964097)0.093000:0.07224325)0.970000:0.12998735)0.880000:0.03980333,((Smar_13907:0.59508074,(Adig_HDAC8_modelPK:0.20099839,(Nvec_v1g247517:0.16121676,Aipt_4524:0.14740558)0.966000:0.10121866)0.926000:0.11534514)0.879000:0.11495995,((((Scil_24122_1:0.57664850,(Pdum_HDAC8_comp217323_c0_seq17:0.30462743,Ctel_148478:0.31182251)0.940000:0.11667329)0.396000:0.03509770,(Cint_P_002129520_1:0.48399534,(Dpul_442933:0.54290655,Mlei_HDAC8_modelPK:0.77018753)0.466000:0.07179036)0.881000:0.08559599)0.933000:0.06206593,(Tadh_2888:0.62138816,((Lana_P_013392029_1:0.30583656,Cgig_EKC18363:0.42213599)0.403000:0.03492341,(Lgig_18836:0.22604855,(Acal_P_005095559_1:0.10961503,Bgla_009651:0.29655144)0.997000:0.21553373)0.989000:0.17349548)0.204000:0.08687668)0.000000:0.00022939)0.706000:0.02712019,(Bflo_002590277_1:0.25126375,((Drer_17858:0.08284422,Locu_17783:0.03901391)0.246000:0.02606569,(Lcha_12893:0.04827197,(Cmil_AFP02744_1:0.12706254,(Xtro_44353_3:0.14028059,((Btau_NP_001069699_1:0.00892401,(Mmus_NP_081658_1:0.01314782,Hsap_NP_060956_1:0.00947692)0.417000:0.00498142)0.976000:0.04344654,(Acar_P_003228687_1:0.08564316,(Tgut_4957:0.02574530,(Cpic_4293_2:0.03973027,Ggal_P_420178_1:0.00441485)0.783000:0.00727689)0.629000:0.01189285)0.855000:0.02204276)0.883000:0.01679739)0.651000:0.00414672)0.942000:0.03518959)0.904000:0.05495598)0.998000:0.19480171)0.696000:0.08336353)0.000000:0.01563637)0.561000:0.02912055)0.940000:0.10062536,((Sman_091990_1:0.45630942,Smed_15027353:0.55675806)1.000000:0.45584614,(Hmag_P_002164615_1:0.43939834,Ptep_17174:0.52859816)0.667000:0.04721716)0.819000:0.04907812)0.682000:0.06474645)0.907000:0.23347335,((Cele_C08B11_2:0.55798014,(Mbre_MONBRDRAFT_15424:0.10766916,(Sros_P_004989662_1:0.22206882,(Ocar_g5993_t1:0.17237828,(((((Cint_P_002124762_1:0.12073748,(Pmar_9670:0.03656992,(Ggal_NP_990078_1:0.00792691,((Acar_P_003219934_1:0.00412430,(Cpic_5842_1:0.00000001,(Tgut_15405:0.00000001,((Btau_NP_001193172_1:0.00000001,(Mmus_NP_034541_2:0.00000001,Hsap_NP_003874_2:0.00000001)0.000000:0.00000001)0.000000:0.00000001,(Lcha_11092:0.00730567,(Cmil_AFO98722_1:0.01562209,(Locu_14828:0.00000001,Drer_54625:0.00409795)0.734000:0.00924688)0.000000:0.00413905)0.787000:0.00509576)0.810000:0.00412430)0.000000:0.00000001)0.000000:0.00000001)0.000000:0.00000001,Xtro_5840_3:0.01664235)0.000000:0.00045675)0.959000:0.03167963)0.921000:0.02091597)0.793000:0.01144534,(Tadh_4848:0.18656782,(Hmag_P_002162003_2:0.17641198,(Adig_7344:0.08511771,(Nvec_v1g111922:0.03177287,Aipt_23702:0.05866218)0.729000:0.01862961)0.970000:0.05729029)0.241000:0.01678503)0.928000:0.04784782)0.916000:0.02325930,(Skow_P_002742058_1:0.04940709,(Spur_P_794761_1:0.07852732,(Aque_222637:0.11355144,Bflo_281552:0.07193705)0.872000:0.02303393)0.723000:0.00832298)0.842000:0.01206447)0.899000:0.02150378,((Lana_P_013403048_1:0.09102545,(Hrob_2496:0.15131211,(Cgig_EKC42750:0.10243239,(Obim_22019815_22035349:0.10794945,(Lgig_19315:0.05591034,(Bgla_002108:0.04543537,Acal_P_005091875_1:0.03200446)0.996000:0.06214277)0.832000:0.01791985)0.470000:0.01301876)0.631000:0.03030270)0.041000:0.00551319)0.824000:0.00975621,(((Caqu_4300:0.05052501,(Hazt_011648_011649:0.14450419,((Dple_EHJ71179:0.05020340,(Tcas_6104:0.02948168,(Dmel_NP_651978_2:0.06388818,Aaeg_11117:0.02767307)0.910000:0.01801684)0.731000:0.00402601)0.933000:0.01522787,(Apis_10047:0.09667360,Nvit_10046:0.06396273)0.424000:0.00346381)0.953000:0.03067889)0.735000:0.00625131)0.919000:0.02479127,(Lpol_P_013784620_1:0.03014220,Ptep_2083:0.03732485)0.933000:0.02413681)0.748000:0.00997415,((Dpul_128123:0.04601773,Pdum_HDAC3_comp212334_c0_seq1:0.09144908)0.789000:0.01191779,(Smar_9486:0.05916478,Ctel_184599:0.13377820)0.550000:0.01413143)0.820000:0.01099407)0.937000:0.02342781)0.918000:0.02496773)0.868000:0.02220345,(Mlei_comp16754_c0_seq1:0.19943705,(Hduj_OQV21621_1:0.23790520,((Smed_15036834:0.10365132,Sman_093280_1:0.17079448)0.990000:0.10737130,(Bmal_001895111_1:0.29378536,Scil_24086_1:0.15948842)0.685000:0.01731396)0.739000:0.03503214)0.484000:0.01994522)0.853000:0.02748861)0.832000:0.03271743)0.951000:0.06388011)0.191000:0.02610188)0.919000:0.08046301)0.770000:0.06183935,(((Mlei_527a:0.13942424,(((Sman_005210_1:0.13550766,Smed_15012603:0.05345320)0.781000:0.03265657,(Mbre_MONBRDRAFT_34892:0.10583932,Sros_P_004997885_1:0.12388840)0.948000:0.05229840)0.843000:0.02891587,(Hduj_t07758:0.07499187,Hduj_t05356:0.22242557)0.939000:0.05939795)0.839000:0.02321969)0.843000:0.02360168,(((((Obim_22039658:0.02627820,(Lgig_8303:0.01745401,(Acal_P_005100474_1:0.00490693,Bgla_002029:0.02124689)0.873000:0.01563187)0.796000:0.01359345)0.814000:0.00890127,((Lana_P_013405014_1:0.02119344,Pdum_HDAC1_2__comp204547_c0_seq1:0.02955615)0.757000:0.00515756,(Bflo_23224:0.01561280,(Hrob_21010:0.05433738,Ctel_175897:0.01902556)0.870000:0.01512878)0.076000:0.00624926)0.747000:0.00510032)0.899000:0.01957606,(((((Xtro_11480_3:0.01264264,((Hsap_NP_004955_2:0.00000001,(Btau_NP_001032521_1:0.00000001,Mmus_NP_032254_1:0.00000001)0.853000:0.00401159)0.763000:0.00397804,(Ggal_NP_989487_1:0.00000001,(Tgut_1473:0.00000001,(Acar_P_003228757_1:0.02035404,Cpic_4134_1:0.00000001)0.896000:0.00805475)0.000000:0.00000001)0.877000:0.00817904)0.893000:0.01174772)0.862000:0.00837031,((Acar_P_003215628_1:0.00000001,(Btau_NP_001068614_1:0.00000001,(Hsap_NP_001518_3:0.00000001,(Mmus_NP_032255_2:0.00000001,(Tgut_12328:0.00000001,(Xtro_15978_3:0.00000001,(Ggal_NP_990162_1:0.02110847,Cpic_4413_1:0.00000001)0.000000:0.00000001)0.000000:0.00000001)0.000000:0.00000001)0.000000:0.00000001)0.000000:0.00000001)0.000000:0.00000001)0.987000:0.02824301,(Cmil_AFO97264_1:0.01645053,Cmil_AFO99820_1:0.00000001)0.556000:0.00619131)0.865000:0.01092895)0.712000:0.00616410,(Pmar_10023:0.12577376,Lcha_15194:0.45676702)0.967000:0.07563541)0.000000:0.00193919,(Locu_20985:0.01231515,(Drer_51798:0.00404442,Locu_2993:0.00000001)0.929000:0.01226641)0.752000:0.00406804)0.918000:0.01247597,((Lpol_P_013778811_1:0.02848809,Cint_P_004225492_1:0.04513386)0.793000:0.00904007,((Smar_8042:0.30402197,Smar_6944:0.01677326)0.895000:0.02863268,(Skow_P_002742021_1:0.03868506,((Adig_7398:0.04055854,(Hmag_g28216_t1:0.05004079,(Nvec_v1g79092:0.01306744,Aipt_13245:0.02525359)0.000000:0.00424820)0.650000:0.01182818)0.726000:0.01341460,(Scil_6841_2:0.06595569,Ocar_comp39919_c0_seq4:0.01944577)0.826000:0.03028140)0.545000:0.01126444)0.730000:0.00520260)0.674000:0.00353425)0.917000:0.01280993)0.839000:0.01131989)0.344000:0.01157347,(Spur_NP_999711_1:0.02829776,(Tadh_4948:0.07724337,(Aque_223988:0.00000001,Aque_003385311_1:0.00000001)0.991000:0.06061012)0.965000:0.04260942)0.759000:0.01097901)0.712000:0.00692771,((Caqu_4358:0.01439431,(Tadh_4146:1.17614751,(Apis_7884:0.06957469,(Apis_3204:0.00000001,((Nvit_001161325_1:0.00000001,Dmel_NP_647918_2:0.01223936)0.000000:0.00000001,(Aaeg_4586:0.00404152,Dple_EHJ72565:0.01665369)0.779000:0.00408397)0.760000:0.00406720)0.873000:0.01628624)0.734000:0.01624420)0.820000:0.03328619)0.734000:0.00672318,(Hazt_10396:0.01737641,Dpul_306940:0.01260644)0.315000:0.00423436)0.919000:0.01368264)0.600000:0.00694580)0.793000:0.01984352,((Cele_C53A5_3:0.10352970,Bmal_13833a:0.04756234)1.000000:0.13345237,(Cele_R06C1_1_1:0.15957942,Bmal_8923:0.11738586)0.419000:0.02603005)0.940000:0.04252913)0.764000:0.06000866)0.957000:0.29795893)0.900000:0.50356373)0.956000:0.54025110)0.410000:0.18060935)0.964000:0.36125678,(Hsap_NP_114408_3:0.87129876,Hsap_NP_001308158_1:0.46223573)0.679000:0.21648903)0.999000:0.57208670)0.922000:0.15955556);


RBBP4/7
Protein sequences
>Aaeg_AAEL009882
MGDRGDGAEAFDDAVEERVINEEYKVWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTKPEGKDYSVHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPEPSGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKEHRIIDAKNIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDTEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDVPASEIESGAP
>Acal_XP_005097961.1
MADKEAENFDEAAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLADVTRPEGKDYSLHRLILGTHTSDEQNHLLIASVQLPNDNAQFDASHYDSDKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECTPELRLKGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDVNATQRTERVIDAMTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTNKPSHTVDAHTAEVNCLSFNPYSEYILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQLPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEVDQPVGDLEQATS
>Acar_XP_003230003.1
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGNVDPEGQGS
>Adig-RBBP47-modelPK
MSGSPKENEPFDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTKPEGKDYCVHRLILGTHTSDEQNHLVIASVQIPNDDAQLDTSHYDSEKGEFGGFGSVSGKIEIDIKINHEGEVNRARYMPQNACIIATKTPTADVLVFDYTKHPSKPDPNGECRPDIRLKGHSKEGYGLSWNPNLNGNLLSASDDFTVCLWDISNIAKEAKTMDASRIFTGHTAVVEDVSWHLLHDSLFGSVADDHKLMIWDTRATNSSKATHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSSEDAEDGPPELLFIHGGHTAKISDFSWNPNEAWVICSVSEDNIMQVWQMAENIYNDEELDTPASELEAGAS
>Aipt_15806
MSGSPKENEPFDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTKPEGKDYSVHRLILGTHTSDEQNHVVIASVQLPNDDTQFDASHYDSEKGEFGGFGSVSGKIDIEIRINHEGEVNRARFMPQNPCIIATKTPTADVLVFDYTKHPSKPDPNGECNPDLRLKGHTKEGYGLSWNPNVNGHLLSASDDHTICLWDISATTKEQKTVDASRIFTGHEAVVEDVSWHLLHESLFGSVADDKRLMIWDTRQSGSNKPAHNLEAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLNLKLHSFESHKDEIFQVQWSPHNETILASSGTDRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNESWVLCSISEDNIMQVWQMAENIYNDEEIETPASELEEPAA
>Apis_1866
MGDKEGDTFDEAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKEYSIHRLILGTHTSDEQNHLLIASVQLPNEDAQFDSSHYDGEKQEYGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECQPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKEHRVVEAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRANNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDADDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDASSPEVDAPVP
>Aque_221890
MSVVPTTSEGTFDEVAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPSIQKPEGKDFTVQKLLLGTHTSSDEQNHVVIANVKLPNEDAQVDASRYDSDRGEYGGFGSVAGKIEIEVKINHEGEVNSWDVRVSNTSKATHVVEAHTAEVNCLAFNPYSEYILATGSADKTVALWDMRNLKMKLHSFESHKDEIFQVQWSPHNETILASSGTDRKLNVWDLSKIGEEQSQEDSEDGPPELLFIHGGHTAKISDFSWNPNQPWVVCSVSEDNILQVWQMAENIYNDEDPDTPAQELEQMSHQQ
>Avag_20522001
MKTSLITMFIYLIYCVYFTQSQITYENDRFTANELDFIIIKHIPSVFHNDNIYLTIQYKCSSLSRRRISLSIRIERNLYRYNFAVFRRHWFCQKSIHIQTRYIRVKLHRSLAYASDPQSNLQSWPIEYGQLNLIMYNNEYENGNQILKSIQSNVRFLPVDKRPYIRSFRWNPLTNTTIQTTCQKEPGQITVSTFGYLYDLFGNGARTVASIPKKEWCRIAFIVNEYTWSVYINCLHNWNEPIVAMHRKVINLILFVIVLFLGSTVTPTITNGIECSTIVEPVEIFDSERKLVDAVQWHPGHPSVFGAAAASGTLLITDLRASSGTASLVESLFSSTTSPSKTLQFRVKVHSADCNCIAFHPVNEYALLTGSDDTTIALWDMRNLSKEVRRYDQHHRDGVLQVAWSPLAPSIFASSSADQHVYIWDTKSDDGVIFDHKGHDSRIPDLSWHPTRPMIASVAEDSSFQIWEASVVENLINSI
>Avag_52824001
MTDTDDVLNEERQINDDYKIWKKNSAFLYDLIMTHALEWPSLTVQWLPHVTKPDDNKDCTVHRLILGTHTSDEQNHLVVACVQIPKDGGTSDSTQYESERGEFGGFGLFNAKIDVELKINHEGEVNRARYMPQNPSLIATKSPSADVLIFNYTKLAAQSKEQLMALSADACPELRLRGHTKEGYGLSWNPNASGHILSASDDHTICFWNIEKGATEGKYVDALSTFSGHQAVVEDVAWHLFHETLFGSVGDDCKLMIWDTRSSNYTKPSHVVDAHNAEVNCLSFNPFSEYILATGSADKTVALWDLRNLKLKLHTFESHKDEIFQVQWSHHNETILASSGTDRRLHVWDLSKIGEEQTSDDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYTEDETEANSVDLE
>Avag_62732001
MGAQKENGEGEFEDNIEEKTINEEYKIWKKNAPFLYNLVITHALEWPSLTTQWLPHVRTEEGRDFSTHRLILGTHTSDEQNHLVIASIQLPKEDLELDSSHYDNDKAEFGGFGLINGRIEVDLKINHEGEVNRARYMPQNPQIIATKTPLSDVLIFNIDTHPLGKEQPGECNPELRLKGHTREGYGLSWNANANGHLLSAADDHTVCLWNINMQPKEGKNLDALSIYTGHTMVVEDVAWHCTHPTIFGSVGDDQKLMIWDTRSNNYGKASHVVDAHAAEVNCIAFNPFSEYILLTGSADKTLALWDLRNLKVKLATFESHKDEIFQAQWSPQNETIFASSGSDRRLHIWDLSRINQSQSPTEAEDGPPELLFIHGGHAAKISDFSWNPNEPFVICSVSEDNMAQVWQIAEHVYNDDIGMEAIAGDRGEIAPPATAAAANGS
>Bflo_260
MADKEGSFDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSIHRLILGTHTSDEQNHLVIASVQLPNEDAQFDATQYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSRPDPSGECCPDLRLKGHQKEGYGLSWNPNLTGHLLSASDDHTICMWDINQSPKENRSLDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPDTPATELEATAQAAQ
>Bgla_8640
MTSVSAIPTDCHLGSQVLTLVSSNGNQFVVMSSDSDSLSLTDAGLIQQGGESVLNLDESTRYLFQNHAMTNAVMLQDGTYQILDQPLVQNCFGYVGDKEGTASITVHIEIHQMITIPCLVLPFYVVQACLPKKVIIKKDPENKEPDLNSPIPLSDQTIITVKGKKCVLAFNQETQQVCAYPLKPAPGNDALLLRTTATLERQGTKRRGRPRLTEEEKAERKKNISVKTETSANQPASQTEKRKDGVRRSARKRKKAKLFDEYEELEDSDEDKEPTFVDSQEKDPDIKIELAEAKKKKLVVPKEEIPLLPSSAIILDNSVQPPKKRGRGRPRRYPNPGQQQSHTSIPAVMIPSANGQTLVMAPLQGLQNLQNFRRQLPNLVPKPITDSNGQVTTEVSDVGTLPLSSDTDTMPLDTSGALDSNSIIPKALQGDSVPLVGENETSDQGETLDQQRLLTFMTPTNTVGDNQKDDSTSDSSLPSSQTTVIRIPNNLLASLGFKKDPVKIGLKATERELEKLKCPKCDFQGYYMQQYRNHIATHGDDIQKCKCCSYLSLDSDDLLEHFKEQHPRCICLECDYMAEHAYIIKRHMMRHDTKSCTCSTCGKVYKDMYILKMHIKMVHMPAEVLFECDVCWKKFTRKAHLKRHLRIHDPEKPYKCSVCDYRGCERSDISKHMLIHQDPKHACERCGKTFRHIKNKELHVKRSVKISYYLLLLSPISVSYSSEQRLVMAERTTEEDEEEIDDVESGINQAMQIIGETIMTESGEEMHIISQESLNDPTLQNSLRQAHLIDQNGQLFRAEDLHSIVSQNGHIFYKTEQDGIDQSVDMIEEPKQSIDRQSQHSELDDEMGHQFMGQAGQPGQELEPPSEETLEENLKEFHEVMKQESSENYTCQQEKPGSSLDYHFELARQKQVTPSFVNRRKVQLSRPRLAPRTAFARAKLQFGTESKMAATSYFIFENFDEAAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLADVTRPEGKDYSLHRLILGTHTYGLSWNPNLNGHLLSASDDHTICLWDVNATQRQERVIEAMTIFTGHTSVVEFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQM
>Bmal_13685a
MAEEGYEERLINEEYKIWKKNTPFLYDMVMTHALEWPSLTVQWLPDVQRLEGSDYTTHRLILGTHTSDEQNHLVIAKLLLPTDDAQFDASKYDTEKGEFGGFGSITGKIDVEIKMNHEGEVNRARYMPQNPVLLATKSPNSEVFIFDYTKHPSVPNPADNVCKPQLRLRGHTKEGYGLSWNPNLPGHLLSASDDMTVCLWDVQAATAQSSFLDAKTIFNGHNAVVEDVAWHVLHEAVFGSVGDDRKLMIWDTRTNSSNKPNHTVDAHSAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDAEDGPAELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNIMQIWQMADNIYNEEDTDTQTDQMER
>Btau_NP_001029810.1
MASKEMFEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVTKPEGKDYALHWLVLGTHTSDEQNHLVVARVHIPNDDAQFDASHCDSEKGEFGGFGSVTGKIECEIKINHEGEVNRARYMPQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKEGYGLSWNSNLSGHLLSASDDHTVCLWDINAGPKEGKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHLVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEESDVTTPELEGQGS
>Btau_NP_001070481.1
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGSVDPEGQGS
>Caqu_3881
MTDIKDGGGGNGNNLPAPGKYHTIHGFIYYTFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYAVHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKENRVIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTNKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPASELEGGAS
>Cele_K07A1_11
MSEAESCEETSKEHRIWKKNVPYLYDTVVTKEVEWPSLSVQWMPDVTKTENSDSSMHRMIHGTHTCGGVQNHLMISKFTITTDTPEFDDAKWDSEREEFGGYGEGSAAKWDTEIKINHPGEVHRARYMPHNPFIIASRGPSDDVYIFDYTKHPSEPKDTKFRPQLRLKGHEGEGYGMSWSNTREGHLLTAGDDGMICHWDINANQTISGQIVPQSKFKGHSSNAEDVSFHALHNFVFGSVGDDRKLNLWDLRQSKPQLTAVGHTAEVNCITFNPFSEYILATGSVDKTVALWDMRNMRKKMYTLKHHNDEIFQVSFSPHYETVLASSGSDDRVIVWDISKIQDPSSSSAASSDSVPPEVIFIHAGHTGKVADFSWNPNRPWTICSSDEFNALQVWEVSNSLVSSEKWETEMI
>Cele_K07A1_12
MATLEDGTSEDRVANDEYKIWKKNTPFLYDLVMTHALEWPSLSVQWLPDVAKDNSDHTIHRLILGTHTSDEQNHLLISKICMPTDDAQFDASRYDTERSEYGGFGAVNGKVEPDIRINHEGEVNRARYMPQKSNIIATKSPHADVYIFDYLKHSAVPRDNTFNPLIRLKGHTKEGYGLSWNPNKEGLILSASDDQTVCHWDINANQNVAGELQAKDVFKGHESVVEDVAWHVLHDGVFGSVGDDKKLLIWDVRTSTPGHCIDAHSAEVNCLAFNPYSEFILATGSADKTVALWDLRNLRMKLHSFESHRDEIFQVQWSPHNETILASSGTDKRLHVWDLSKIGEDQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNILQVWQMADNIYNEVDEETPADVVERQQ
>Cgig_EKC19423
MTDKDEGFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRSEEQNHLLIASVQLPNDNAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPELRLKGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINQNPKEHRVIEAHTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTTKASHIVDAHTAEVNCLSFNPYSEFILATGSADKVSDVAHGPLVSLSTKAYHKQNILEANYINHKKARDLQMADIKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPAAELETGTS
>Cint_XP_002132050.2
MLCYALFILFTLKLISASNEPLPWKKDTVTEDCRDCMVYRYYECEDNAVCNQGVFKDSLYSTAFRNHCFGRYALDQSTIDDFFTKFYSGKKGWRDPLNELVTTLHETTYWGNPSYSNKTKCALTLEDIYSLRNQTDRKPPERKKNKKRKRKKRKRQRSVEPQRPHISKQLFYCPINKSVIWMEQIRYCGPKDSVVHYSECICHQANTKGRLMQTGICFDDYGYLNNNCTTYDLIPCYCPISINGDVTVASHTNSPKVSTAIASNFTTTVKQIGFNATTTLNNQPLKSILTTVVIVLSACLMVVIITVIVFCGLELLRKSVGDQRQSRAGSPHQGSTIGDRQGGSNQQDPDYFCMANKQAYDDSVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTCQWLPDVTKPEGKDYTVHRLILGTHTSDEQNHLIIASVQLPTDDAQFDASHYDSERGEFGGFGSVSGKIEIEIKINHEGEVNRARFMPQNPCIIGTKTPSSDVLVFDYTKHPSKPDPCGDCNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDVGATPREGRILDAQHIYTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSAACNKPSHVVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFVHGGHTAKISDFSWNPNEPWVSCSVSEDNIMQVWQMAENIYNDEEQDTAGSSTPAAELEQNAT
>Cmil_AFO97108.1
MTDKEASDAHYDVTPVTSHTHCASLLTAASPVQSTHLDTTPAICHEWKRGKKTAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTRPEGKDYSVHRLVLGTHTSDEQNHLVVASVQIPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPTCDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGYLLSASDDHTICLWDISAGPKEGKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNISKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASELESQGS
>Cpic_10544_1
MTHALEWPSLTVQWLPDVTRPEGKDYALHWLVLGTHTSDEQNHLVVARVQIPNDDAQFDASHYDSEKGEFGGFGSVTGKIETEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNSNLSGHLLSASDDHTVCLWDVSAGPKEGKVVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEEPDIAASELEGQG
>Cpic_7839_1
MTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGSVDPEGQGS
>Ctel_162741
MADKEGVDVHTPMNQGQGQGQVSKRNMRIDDAAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPDGKDYSLHRLVLGTHTSDEQNHLLIASVQLPNDNAQFDATHYDSEKGEFGGFGSVTGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECRPELRLKGHQKEGYGLSWNPNMNGNLLSASDDHTICLWDINTTPRDNKCIDAHSIFHGHTSVVEDVAWHILHECLFGSVADDQKLMIWDTRSNNTNKPSHIVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHRDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFTWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPAQDLEQQAAS
>Dmel_NP_001163617.1
MVDRSDNAESFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTKQDGKDYSVHRLILGTHTSDEQNHLLIASVQLPSEDAQFDGSHYDNEKGEFGGFGSVCGKIEIEIKINHEGEVNRARYMPQNACVIATKTPSSDVLVFDYTKHPSKPEPSGECQPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKEHRVIDAKNIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRNNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSTEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWIICSVSEDNIMQVWQMAENVYNDEEPEIPASELETNTA
>Dple_EHJ71951
MGDKDGETFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSVHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNDKGEFGGFGSVSGKIDIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPEPSGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKEGRVIEAKSVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQTAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPASELESGVNVNHG
>Dpul_306287
MADKDGEPFDEAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSVHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNDKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSRPDPSGECHPDLRLRGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINASPRENRVLDAKTVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSRPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSTEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPASELETPTN
>Drer_112131
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSVHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECTPDLRLRGHQKEGYGLSWNPNLSGCLLSASDDHTICLWDISTVPKEGKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHAVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGAADTEKYNSSNQMMISKLLECFPCGSDI
>Drer_25096
MADKEVYDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVNRPEGKDYVVHRLVLGTHTSDEQNHLVIASVQIPNDDAQFDASHYDSEKGAEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGDCSPDLRLRGHQKEGYGLSWNPNLSGNLLSASDDHTICLWDISGAPKEGKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASELGTGVITDLILNIQPLLTLHILLFSIIP
>Ggal_NP_990001.1
MASKEVLEDTVEERVISEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVSRPEGKDYALHWLVLGTHTSDEQNHLVVARVQIPNDDQFDTSQYDSEKGEFGGFGSVTGKIETEIKINHEGEVNRARYMPQNPYIIATKTPSADVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNSNLKGHLLSASDDHTVCLWDISAGPKEGKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEEPDIAAAELEGQGT
>Ggal_NP_990183.1
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENINNDEDPEGSVDPEGQGS
>Hazt_3272
MLYCKSRPEGKDYSIHRLILGTHTSDEQNHLLIASVQLPNEDAQFDAAHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKENRVIDARTIFTGHTAVVEDVAWHLLHDSLFGSVADDQKLMIWDTRSNNTNKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEDQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNIMQVWQMAENIYNDEEPETPVSELESAAS
>Hduj_t06225
MRGPSRTDTGTPDGDGDGEELSRQDESTAHPTEFSSRAPSPTTGVTLAPRHTNDKRINEEYKIWKKNIPYLYDLFLMTAMQFPSYTVDWISDVEEVITTGVTLAPRHTNDKRINEEYKIWKKNIPYLYDLFLMTAMQFPSYTVDWISDVEEIVDELTGMEYHQQKLILGTTARSEDEIALNGIIIMNVRFPMSDGEGLRKMDEKNPEFRPSLGLFTSSPNIMSVHGILAQSFPITNVRAMPQKTELVCAKLADSSVVIYDWKSELRNGWSFDDPVEERPAMLELAGHDTSLTSAHGLAWNPTSGNAGMMSHECARAGVESHVRECRDDCQLRQRWQDS
>Hduj_t08040
MLHAKWKRSIREIRIHRIFPIFPIFPTDSAESHPFVLKMATEAMNARPVDDEEDRVVNEEYKVWKKNCPFLYDLVMSHALEWPSLTAQWLPDIQKYADKDYVGHRVILGTHTSDEQNHLVVASVKLPNDERCFRADRYDDERNEFGGFGSIGGKIDIEVKINHEGEVNRARYCPTNPHVIATKTPRADVLIFDYTMHASRPADDKVRPEIRLKGHQKEGYGLSWNPQKNGYLLSSSDDQTICLWDIQGATKEKRELYPKDIFRAHTAVVEKEGYGLSWNPQKNGYLLSSSDDQTICLWDIQGATKEKRELYPKDIFRAHTAVVEDVAWHVLNDSLFGSVGDDHKLMIWDTRHNDPNKPSQIVDAHDAEVNCLSFNPYSEFIVATGSADKTVGLWDLRNLKLKLHTFESHRDEIFQVQWSPHNETILASSGTDRRLMVWDLSKIGDEQSAEDAEDGPPELLFIHGGHTAKISDFTWNPNEPWIICSVSEDNIMQVWQMAENIYNDEEVSSSSQGDGKNAAGTSA
>Hduj_t20206
VWDISGARRRTDVKPLYTITGHETEVQDVAWHPLHSSLIGSAGLDKAFCLFDIRSRCTTKPSHRVEAHDAIVNAISFAMSETIFATGSDDGTIGLWDMRNLGKKLHSLKHHTSDVFTLDWCHDLERGTLLASGGADRRVCLWDVAKINDKPEKTLSDSVITPPELIFVHGGNSGRVTDVTFGHRRAIKSGHSTIGTRA
>Hmag_XP_002155796.2
MGPEGKDYSVHRLILGTHTSDEQNHLVIATVQLPNDETHFDASHYDHDRGEFGGFGTVSGKIDVEIKINHEGEVNRARYMPQNPCVIATKTPTSDVLIFDYTKHPSKPDPSTGCTPELRLKGHSKEGYGLSWNPNLSGHLLSASDDHTICLWDLNNAAKEAKMLDASRIFNGHSDVVEDVSWHLLHESLFGSVADDHKLMIWDTRRSSNNKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLRLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQTAEDAEDGPPELLFIHGGHTAKISDFAWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEIDTLATDLEPRHQSKP
>Hrob_16570
MADKDPHPFDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVARPEGKDYSLHRLILGTHTSDEQNHLLIASVQIPNDNAQFDVSHHETEKGEFGGFGSVTGKIEIDIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECHPDLRLKGHQKEGYGLSWNPNTNGYLLSASDDHTICLWDINSTPREGRVVNALSIFMGHTSVVEDVSWHLLHESIFGSVSDDQKLMIWDTRSNNTNKPSHIVDAHTAEINCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEDQSAEDAEDGPPELLFIHGGHTAKISDFSWNHNEPWVICSVSEDNIMQVWQMAENIYNDEDNDAAAADTEAV
>Hsap_NP_001185648.1
MAAEAGVVGAGASPDGDWRDQACGLLLHVHLSSRLGRAAPVRTGRHLRTVFEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVTKPEGKDYALHWLVLGTHTSDEQNHLVVARVHIPNDDAQFDASHCDSDKGEFGGFGSVTGKIECEIKINHEGEVNRARYMPQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKEGYGLSWNSNLSGHLLSASDDHTVCLWDINAGPKEGKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHLVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEESDVTTSELEGQGS
>Hsap_NP_005601.1
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGSVDPEGQGS
>Lana_XP_013415473_1
MTDKDGDGGRKQANPTSGYVDQSFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSIHRLILGTHTSDEQNHLLIASVQLPNDNAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECQPELRLKGHQKEGYGLSWNPNLNGNLLSASDDHTICLWDINANPKEGRVIDAQTIFTGHTSVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEDQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPATELESTAS
>Lcha_14030
FFLPPSVFGISEQHVIDEEHTIWKKNMPFLYDLVLTHRPSLTVQWLPDVTRPEGELYAIHRLILGTHTTEEQNHLVIARVLLPKESAFEASEILFYKAGKSFFYRFGSIIGKVETEVKINHEGEVNRARYIPQNPCIIATKTPSSDVLVFDYTKHPSEPDPSGECSPDLWLRGHQKEGYGLSWNPNLSGHLLSASDDHTVCLWDINAGPKEGKILDAKTIFTGHSAVVEDVAWHFVHRSIFGTAGDDRKLMIWDTRSEASKPINFVDAHTAAVNCLAFNPFSEFILATGSTDQTVGLWDLRNLKLKLHSFKSHKDGIFQVQWSPHNESILASGGMDRRLSVWDSSKIGEEQSAEDGPPELLFIHGGHTAKISDFSWHPNEPWVICSVAENNIMQVCWSQAKSIYSDEEPDPPASVIECQAS
>Lcha_14675
MANKEVYDDTVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTRPEGKDYTIHRLVLGTHTSDEQNHLVIARIQIPNDDAQFDASHYDSEKGEFGGFGSVTGKIETEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDFGLDPSGECSPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAGPKEGKILDAKTIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDIPASELEGQGS
>Lcha_18242
SAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDFTRPEGKDFSVHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGGRNARRTRALAAFDSLNGKQPLKVFLNENVTCAPSPYSCDLTEKHDNGIIVHNAAVEPLLPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAAPKEGKVVNAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSSNMSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKVSLFLGEIQSQELQSSAPCSHCKEYHKVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMVRPRTFTTMRTLREEVGIWRPQDRREPSHLLNVCFFFCFFLNLNMALILLGSLLYYPAV
>Lgig_18524
MTEKEEGAVISEGYDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVSRPSDKDYSLHRLILGTHTSDEQNHLLIASVQLPNDNVQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARSMPQNPFIIATKTPSCDVLLFDYSKHPSKPDPSGECHPELRLKGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDVNAGTKDSKTVDAHTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNPNKPSHTVDAHTAEVNCLSFNPYSEFILASGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASDLEQTAS
>Locu_2589
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSVHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGYLLSASDDHTICLWDISTVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHAVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGTADAEVQG
>Lpol_XP_013786706_1
MTDKDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSIHRLILGTHTSTSINRSDEQNHLLIASVQLPSEDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARFMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPNGKCNPDLRLRGHQKEGYGLSWNANLNGHLLSASDDHTICLWDINSTPKENIVDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNATNKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPASELEASTS
>Mbre_22764
MMNEKLVNEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVNTSGKDYSTHRIILGTHTSDSEANHLLIAQVQLPNEHAHVDARKYDDEKHEYGGFGSVAGKIEIKMKINHPGEVNRARYMPQNPSVIATKTPSKNVLVFDYKKHPSEPLDAEVHPNLTLTGHSKEGYGLSWNLHHEGYLLSASDDTTVCLWDIRQVPKGVSELAASSVFTGHKTIVEDVQWHPLHDSVFGSVGDDRNLMLWDTRVGVYDKPRHEVLAHAAEVNCLSFNPFCEYILATGSADKTVALWDMRNLKVKLHSLEYHTSEIFQVQWSPHNETILGSSGTDRRVHVWDLSKIGDEQTAEDAQDGPPELLFIHGGHTSKISDFSWNPNEPWVVASVSEDNIMQVWQMSENIYNDQELEPPSTAMDVAA
>Mlei_ML017431a
MDTGVEEKIINEEYKIWKKNTPFLYDFMLTYSLEWPSLTCQWMPQLNKLDGKDNSQITHRLILGTHTIEKEQNYLIIASVTLPSGDVPFDASQYDSDRGEYGGFGNSKAKVELDIKINHEGEVNRARYMPQKPSVIATKTPSSDVLVFDYTKHPSKPSTDGKCNPDLRLKGHTKEGYGLSWSPNKAGHLLSASDDCTICLWDVEAATKEARSMEAQSIFRAHTAVIEDVAWNPLHTTTFGSVADDKKLMIWDTRESELTKPVHSIEAHTKEVNCLSFNPYSEYILATGSADKTVALWDMRNLKIKLHSFESHKDEIFNVQWSPHNETILASSGSDRRLLVWDLARIGEEQSPEDAEDGPPELLFIHGGHTAKLSDFTWNPNNPWFICSTSEDNVIHIWKMAENIYNDEDIVEVPDTELEAGA
>Mmus_NP_033056.2
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGSVDPEGQGS
>Mmus_NP_033057.3
MASKEMFEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVTKPEGKDYALHWLVLGTHTSDEQNHLVVARVHIPNDDAQFDASHCDSDKGEFGGFGSVTGKIECEIKINHEGEVNRARYMPQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKEGYGLSWNSNLSGHLLSASDDHTVCLWDINAGPKEGKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHLVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEESDVTASELEGQGS
>Nvec_v1g165676
MINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTKPEGKDYSVHRLILGTHTSDEQNHVVIASVQLPNDEAQFDASHYDNDKGEFGGFASVSGKIDIEIKINHEGEVNRARFMPQNPCIIATKTPSADVLVFDYTKHPSKPDPNGECSPDLRLKGHTKEGYGLSWNPNVNGNLLSASDDHTICLWDISSGISKEQKTVDAMRIFTGHSAVVEDVSWHLLHESLFGSVADDHKLMIWDTRQTNSNKAAHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVLCSVSEDNIMQVWQMAENIYNDEELETPASELEDPRPT
>Nvit_17876
MRLDEHLRRGETFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYTIHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKENRVIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSSEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASELEAGAS
>Obim_22001210
MTDKDGGFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSLHRLILGTHTSSSPDSNNSRISDEQNHLLIASVQLPNDNAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPELRLKGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINTPPKEGRVIDAHTVFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHIWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPAGELETARS
>Ocar_comp45284_c0_seq1
MSREGEADEAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDKVKPEGKDYSIQKLVLGTHTSDEQNHLVIGSVHLPNDDAPFDASHYDQDKGEFGGFGSMTGKINIDIKINHEGEVNRARYMPQNPYIIGTKTPGSDVLIFDISKHPSKPDPSGISNPQLRLKGHTKEGYGLSWNFEEQGLLLSSSDDNTICLWDIKAGSQEQKSLEAKNIYTGHSAVVEDVAWHSLHDSLFGSVGDDHKMMIWDIRSSNTSKATHSIDAHTAEVNCLSFNPFSEYILATGSADKTVALWDLRNLKVKLHSFESHKDEIYQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSNEDAEDGPPELLFIHGGHTAKISDFSWNPHEPWVICSVSEDNILQVWQMAENIYNDEESDAPAADLEPSS
>Pbac_comp43423_c0_seq19
MDTAVEERIINEEYKIWKKNSPFLYDFMLSGSLEWPSLTCQWMPQVHKLEDKNFTAHRLIIGTQTSDESEHNYLIIASVRLPTGDVPFDASQYDSEKGEYGGFGSTKAKLDIDIKISHEGEVNRARYMPQKPSVIATKTPSADVLIFDYTKHPSKPNPDGKCSPDLRLKGHTKEGYGLSWSPNVEGHLLSASDDSTICLWNVDSATKDSRTMDAMTTYTGHEGVVEDVAWHLLHSTTFGSVADDQKLFIWDTRSNTSDKPAHSVQAHSGEVNCLAFNPYNEYILATGSADKTVALWDMRNLKVKLHSFESHKDEIFQVQWSPHNETVLASSGTDRRLHVWDMSKIGEEQSPEDAEDGPPELLFIHGGHTSKIPDFSWNPNIPWYICSTSEDNVLQIWKMAETIYNDEEPEVPEHELEAGS
>Pdum_RBBP4/7_comp223498_c0_seq16
MTEKDGGFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDITRPEGKDYSIHRLILGTHTSDEQNHLLIASVQLPNDNAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARFMPQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECHPELRLRGHQKEGYGLSWNPNLNGNLLSASDDHTICLWDINTAPKENRVVDANTVFNGHTSVVEDVSWHLLHESVFGSVADDQKLVIWDTRCTNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASELDSAAS
>Pmar_7966
MADKEVAMDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSVHRLILGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVGTKIEVEIKINHEGEVNRARYMPQNPYIIATKTPTSEVLVFDYTKHPSVPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTVCLWDISGTPREGKVVEAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADQTVALWDLRNLKLKLHSFESHRDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQAAEDVEDGPPELLFVHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDTEPGVADVDTKA
>Ptep_4846+28857
MTDKDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTKPEGKDYSIHRLILGTHTSDEQNHLLIASVQLPSEDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARFMPQNPCIIATKTPSSDVLIFDYTKHPSKPDPSGDCSPDLRLRGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINATPRDNKVVDAKTIFTGHTAVVELLHESLFGSVADDQKLMIWDTRSNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLMQWSPHNETILASSGTDRRLHVWDLSKIGEEQTPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETLATDLEPTAS
>Scil_6300_1
MDKDELVEERVINEEYKIWKKNTPFLYDLIMSHALEWPSLTAQWLPDVTRHDGKEYSSHRLILGTHTSDEQNHLVIATVQLPNEDTQFDASHYDSERGEFGGFGSVSGKIDLTIKINHEGEVNRARYMPQKPSVIATKTPSSDVLVFDYTKHPSKPDPSGTCNPELRLKGHQKEGYGLSWNPNKPGYLLSSSDDHTICLWDVEASPKEQKTLDAKNIYSAHTAVVEDVAWHLLHDSLFGSVADDQKLMIWDVRSSNTSKASQVFQAHSAEVNCLAFNAFSEYILATGSADKTVALWDLRNLKQKLHSFVSHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQTPEDSEDGPPELLFVHGGHTAKISDFSWNPSEEWVICSVSEDNILQVWQMASNIYNDEEHETPAQELEPARMQE
>Skow_XP_002735775.1
MADKDGETFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVSRPEGKDYSVHRLVLGTHTSDEQNHLLIASVQLPNADTQFNASQYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPTCDVLVFDYTKHPSKPDPSGECHPDLRLRGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINTVPKENRVIDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNPNKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPDTPASELEPSTS
>Sman_068950_1
MMLHPSDSEDIVEERVINEEYKIWKRNTPFLYDMLMSHCLEWPSLTAQWLPSVERTGRDYSVHRLILGTHTSDEQNHLLIVTVHLPNDQAEFDASAYDSERGDFGGFYFPSGKLEISMKINHEGEVNRARFMPQNPDIIATKTPSGDVLIFNYPRHPPKTPSDRGCQPDLRLKGHQKEGYGLSWNVSLNGHLLSASDDQTICLWDVNAAPLDGCDLDAMAIFMGHHSVVEDVSWHLFHGHIFGSVADDNKLMVWDTRSSNRTKPQHQVDAHTAEVNCLAFNPFSEFIIATGSADKTVALWDLRNLRLKLHSFESHRDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGIDQTAEDADDGPPELLFIHAGHTAKISDFSWNINDPWAICSVSEDNILQIWQMAENIYNDDEIEMGNPELEQHS
>Sman_212260_1
MPETDAGYEDGVEERVINEEYKIWKKNTPFLYDMVMTHALEWPSLTAQWLPEVTRPEGKDFSIHRLILGTHTSDEQNHLLIASVHMPNDNAQFDPNSYDVERGEFGGFGAVTGKIEINIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGVCRPELRLRGHQKEGYGLSWNPNLNGYLLSASDWDINATPKEGRIIDAQTIFTGHTSVVEDVSWHPLHESIFGSVADDKKLMIWDTRSGCTTRPSHTVDSHLAEVNCLSFNPFSEYILATGSADRTVALWDLRSLQMKLHSFESHKDEIFQVQWSPHHETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNDAWVICSVSEDNILQVWQMAENIYNDEELPLTIENE
>Smar_12624
MTSFRKRYDSKPSERKMPNDFSGKRALVTGAGQGIGRAIAIKLNEYGATVIALSRTASHLQSLKAEYSNIEIVPVDVSNWNETKSAVEKYLPIHLLVNNAGTNIPESFLDVKPESIDKLMNVNLKAAINVSQVVAKDLIARNEKGSIVNISSIASTLAFVDHTAYSATKAALDMTSKVMAMELGPKNIRVNCLNPTVILTELAKTFWSSPERLNPLLERIPAGRLGTVDDAVNAVAFLLSDESDFINGITLPLEGGLSMTYQKHIIFLFVMPAASNMASQKEKSGKSSVNIAQGAVVCNECELKGDITIGTRTVIHPRARIIAEAGPVIIGENNLIEEQAQIINRLTPDDTEPKIMYIGSNNIFEVDCYSESLKIGDNNVLESKCKVGRQTQLTEGCVIGAMCEINTDEVVPKNTVIHGRNGYRRIQGEMPAVIFLKSVYNLNTFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDYSVHRLILGTHTSDEQNHLLIASVQLPSEDAQFDASHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARFMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECQPDLRLRGHQKEGYGLSWNPNLNGHLLSASDDHTICLWDINSAPRENRVIDAKTVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPETPASELEASTS
>Smed_15001272 
MRSRIFIDFDDGIEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVCPEGKDYGLHRLILGTHTSDEQNHLLIATAHIPTDSNEFDINKYEPDKGEFGGFGSVNGKIEINIKINHDGEVNRARYLPQNPTIIATKSPSSDVLVFDYTKHPAKPDPNGLCQPDLRLKGHQKEGYGLSWNPKRSGYLLSASDDNTICMWDINTSPRDQRIIDALSIFTGHSSVVEDVSWHLLHEHIFGSVADDRQLMIWDTRTSVTNRPSQSVDAHAAEVNCISFNPFSEYILATGSADRTVALWDLRNLNLKLHSFESHKDEIFQVQWSPHHETILASSGTDRRLHVWDLSRIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWSPNTPWLICSVSEDNILQVWQMAENIYNDEDLDSATKEVVQNSS
>Smed_15002607 
TAVKYTMIEELSNDSNSFCKDYIRWKKNTPFLYDLVMTHNLTWPSLTVQWMPDITRLEDKDYSTQRIIVGTQAEEEQDYLLIASVTVPNEYKCFESKHYDAEKDEFGGYGLVTAHTDISIKINHDGCINRARYLPQCPNVIATKSSNGNVYLFDYTRHPSKPDQSGKCKPDLVLKGHSQEGFGFSWNIKNAGVLLSSAVNGTIQLWDINCTPENKNDFKVLNSLSQYLGHEGSVEDVCWHKFSDQLFGSVGVDKNLLIWDRRESKPAVKVMAHSDDVVTLDFNPFSEYILATGSEDKTIGLWDLRNMGGSLKYLRGHEGSIGQLQWSLHKETILASGGSDNKVHLWDLKKTGTSKENTYSEELAFIHAGHCSRVIDFAWNGNEPLMMASVSYDNILQLWQPSEFLKL
>Smed_15004373 
MIGGIEKEAENEKECEEERIINEDYKIWKRDTPFLYDCLMVHPLEWPSLTAQWLPTIDRPNDKDYTVHRLILGTHTSDEQNHLLIASINMPNDQTEFDASAYDTERFDYGGFGFPNGKLEITMMINHEGEVNRARYMPQNETFVATKTPTADVLIFNYAIHPARPFGMEVKPELRLKGHLKEGYGLSWNPIKAGYILSASDDKTICMWDTNTAGNSSSEGPYINPLMQFIGHNTVVEDVAWHLRHGDVFGSVADDKKLMIWDIRSDNTSKPVIEVDAHTAEVNCIAFNPFNQHLVVTGSADKTVAMWDMRNLQLKLHSFEAHQDEIFQVQWSPHNETIFASSGTDRRLHIWDCSKIGLEQQEVEFVDGPPELLFIHPGHTAKISDFSWNQFEPWTICSVAEDNILQVWQMADIMYNDNDADSTVLPM
>Smed_15013361 
MMNDDTIEERRIWKINCPLMYNLAHFDTLDWPSFTCQWLPFEEKHEDHTIYKILLGTHADEEENKLIYADYIISNSNEADSIQINGADNKSRLPLNGKLVITKTVNHKGDVNRARYMPQNSSIVATKSSEKDSFIYSDGNCLLTLSGHSDEGYGISWNQQVEGRLLTCSFDQTICAFDISQSAGGSTLNPARTITGHQDKVEDVCWHPAEANIFGSVGDDQRLLIWDYRRKEASSSSGPVQQVVAHAGDANCLSWHPVTSCLLLTGGADGLVHLWDQRKLVSALHVFDTEASVYRVAWSPLQETLFLSAGLQHKIHIWDVEKIGDDVLSYDEEDRFPAELAMIHSGHADAVTDIDWHPYLKATVASVAEDNMVNVWQIVGIVVSYDIAHYALTIRFLEGFNIR
>Smed_15027797 
MLNKEYVDESEERILNDDYKNWKKNVSFLYDMVMTYALHWPSFTFEWLPSTIRNGTVVKSRLLLGSTTDSDRSHVLLADVYLPSEDDLDPDTPFGTFKSGLGKIELQKRIIHNNAITRARHMPQKSQIIATTSNNCINIYDTENRSYGITDEEAEEFATIPDTFTKPLFKLNGFSSVNGILSWNLTESGCLLGAGDNKSIGLWDLLGHGVSDSYQSVNGLFHGHTGTVTDVSWWSTLPTVFLSSSTDCTIGIWDIRSRNRSRASHSVHGHKMPVTSIAGSPFSQFVFASSSDDGTIGLWDIRNLSVKLHSLSANQNANSESMSNIRWSPHVSNMLACSEASRAIYLWDIDVLHERERLQNATVGDPPELLFVHGGHSAAITDFSWHPDVRNVIGSTANDNIIQIWKPIESVVASICGAATGPSNQSVSNPTVAEPELLRQ
>Spur_XP_780271.1
MAEKDNETFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTSQWLPDVTKPEGKDYSIHRLVLGTHTSDEQNHLVIASVQLPNDDASFDAAHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNQTIIATKTPSSDVLVFDYTKHPSKPDLNGQCRPDLRLRGHSKEGYGLSWNPNLHGHLLSASDDHTICLWDINDKPKENRVVDAKTIFTGHSAVVEDVSWHLLHESLFGSVADDQKLMIWDTRVSNLAKASHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPDTSAADLECQQQTVS
>Sros_PTSG_11931
MSSAKQGGDDPLQLDPAEQRLINEEYKIWKKNTPFLYDMVMTHALEWPSLTAQWLPDVTRPEGKDYSTHRIILGTHTSGDEPNYLIVANVQLPNSDATIDARKYDDEKGEYGGFGSVAGKVEVKVRMNHPGEVHRARYMPQNPHIIATKTPQPDVLIYDITKHPSQPKAGDEEVNCQLRLRGHTKEGYGLSWNLHKDGHLLSAADDMLVCLWDINQGTTGDNVLDATTKFSGHSAIVEDVQWHALHDSLFGSVGDDCFLNIWDTRVGDSTRPRHSIKAHDREVNCLSFNPFCEYILATGSADETVALWDMRNLKVKLFSLESHTNEIFQVQWSPHYETILASSGTDRRVHVWDLSKIGDDQSAEDAEDGPPELLFVHGGHTSKISDFSWNPNDPWVVASVAEDNIMQIWQMAENIYNDQEVDIPAASLP
>Tadh_8386
MSASDGPDNYDEVVEEKAVNEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTRPEGKDFSTHRLILGTHTSDEQNHLIIASVQLPNDDTQFDASHYDGERGEFGGFGSANGKIEIDIKINHDGEVNRARFMPQNPCVIATKTPTADVLIFDYTKHPSKPDPSGECVPEIRLKGHQKEGYGLSWNSLLTGHLLSASDDQTICLWDISSLPKDCKASDPKTIYTGHTSVVEDVAWHLLHDSIFGSVADDHRLMIWDTRTNNHTKASHIVDAHTAEVNCLAFNPFSEYILATGSADKTVALWDMRNLKLKLHSFEFHKDEIFQVQWSPHNETILASSGTDRRLNIWDLSKIGDEQSAEDAEDGPPELLFVHGGHTAKISDFSWNPNEPWAVCSVSEDNILQVWQMAENIYNDEELDSPAIEQESNAS
>Tcas_6775
MGDKGDSETFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDHSIHRLILGTHTSDEQNHLLIASVQLPNEDAQFDASHYDNEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKEGYGLSWNPNLNGYLLSASDDHTICLWDINATPKENRIIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKPSHTVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEEPEQQADMETPAN
>Tgut_1413
KNTSAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPEGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGEFGGFGSVSGKIEIEIKINHEGEVNRARYMPQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKEGYGLSWNPNLSGHLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPKLLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDPEGSVDPEGQGS
>Xtro_2151_3
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRPDGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGGKMGGWLVVAGSSSHQLLLLHSFSKQTELFAKQKHVIILKSKLLYTFSLVGRLNPSGECNPDLRLRGHQKEGYGLSWNPNLSGNLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTSATWDPSLQMKVEFRATARFHIFRVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDTEGGVDPEGQSS
>Xtro_2157_3
MANKEMFEDTVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTRPEGKDYALHWLVLGTHTSDEQNHLVVARVQIPNDDAQFDASHYDSEKGEFGGFGSVSGKIETEIKINHEGEVNRARYMPQNPCIIATKTPSADVLVFDYTKHPSKPDPSGDCSPDLRLRGHQKEGYGLSWNSNLSGHLLSASDDHTVCLWDISAGPKEGKVVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSFESHKDEIFQVHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQIWQMAENIYNDEEPDIPASELEAQGS
>Xtro_62264_1
MADKEAAFDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTRLDRPDGKDFSIHRLVLGTHTSDEQNHLVIASVQLPNDDAQFDASHYDSEKGVYRAFTTWFTELVQANRERNKGSVVLIQVITQIHCVLLTATSSYQFPTSVYVWHRIKTNPSGECNPDLRLRGHQKEGYGLSWNPNLSGNLLSASDDHTICLWDISAVPKEGKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKPSHSVDAHTAEVNCLSFNPYSEFILATGSADKTSATPDMYIVKCRIARNNRFHNFFFFEQVQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEDGPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVWQMAENIYNDEDTEGGVDPEGQSS
Multiple alignment
>Hduj_t06225
APRHTNDKRINEEYKIWKKNIPYLYDLFLMTAMQFPSYTVDWISDV----------EVITTGVTLAP--------RHTNDKR----------------INEEYKI------------NIPYLDLFLMTAMQFPSYT---------------------------ISDVEEIV------MEYHQQKLILGTTARSEDE------IALNG-------IIIMNVRFPMSDGNPE-----FRP-------------SLGLFTSSPNIMSVHGAQSFPITRAMPQKTELVCAKLADSSVVIYDWSELRNGWSFDDPVRPAMLELAGHDTSLTSGLAWNPTSGNAVRECRDDCQLRQ----DS
>Bgla_8640
LEDSDEDKAKKKKLVVPKEEIPLLSAIILDNSVQPPSIPAVMIPSAIPKALQGDSVQQRLLTFMTPTDNQKDDSTSLPSSQTLLASLFKKDPVKIGLK-ATERELEKLKQYRNHIATQHPRCICLECDYMRHDTKSSTCGKYKDMYILKMHIKKPYKCSHMLIHQDPKHACLSPISVRLVMAERTTEEDEEEIDDVAMQIIGETIMTESGEEMHIISQESLNQNSLRSENYTCQQEKPGSDYHFELARQKQTPSFVNRRKVQLSRPRAAEERVISWNPNLNGHLLSASDDHTICLWDVNATQRQERVIEAMTSVVEFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQV------
>Avag_20522001
LITM----FIYLIYCVYFTQSQITYENDRFTANELDFIIIKHIPSVRRRISLSIRIWFCQKSIHIQTRYIRVKLHRYASDPQEYGQLQILKSIQSNVRVDKRPYIRSFRTNTTIQTTKEPGQTVSTFGYGARTVASIPKKECRIAFIVNEYTWNEPIVALFLGSTVTPTIT-NGIECTIVEPVEIFDSERKLVDAVQWHPGHPSVFGAAAASGTLLITDLRASSGTASADCNCIAFHPVNEYALLTGSDDTTIALWDMRNLSKEVRRHHRDGVLAWSPLAPSIFASSSADQHVYIWD----------TKSD---VIFDHKGHDSRIPDLSWHPTRP-MIASVAEDSSFQINLINSI
>Smed_15027797
YVDESEERILNDDYKNWKKNVSFLYDMVMTYALHWPSFTFEWLPSTKSRLLLGSTTHVLLADVYLPSEDD------LDPDT-PFGTFSGLGKIELQKRIIHNNAITRARQKSQIIAT-TSNNCINIYDTEEFATIPDTF--TKPLFKLNGFSSNLTESGCLLGAGDNKSIGLWDLLGSYQSVNGLFHGHTGTVTDVSWWSTLPTVFLSSSTDCTIGIWDIRSRNRSRKMPVTSIAGSPFSQFVFASSSDDGTIGLWDIRNLSVKLHSANQNANSRWSPHVSNMLACSEASRAIYLWDIDVLHERERLQNATPPELLFVHGGHSAAITDFSWHPDVRNVIGSTANDNIIQISVVASI
>Smed_15013361
-DDTIEER------RIWKINCPLMYNLAHFDTLDWPSFTCQWLPFEIYKILLGTHAKLIYADYIISNDSIQINGAD------NKSRLPLNGKLVITKTVNHKGDVNRARQNSSIVATKSSEKDSFIYSD------------GNCLLTLSGHSDNQQVEGRLLTCSFDQTICAFDISQSTLNPARTITGHQDKVEDVCWHPAEANIFGSVGDDQRLLIWDYRRSSSSGAGDANCLSWHPVTSCLLLTGGADGLVHLWDQRKLVSALHVT-EASVYAWSPLQETLFLSAGLQHKIHIWDVEKIGDDVLSYDEEPAELAMIHSGHADAVTDIDWHPYLKATVASVAEDNMVNVIVVS--
>Hduj_t20206
---------------VW------------------------------------------------------------------------------------------AR--------------------RRTDVKP-----------------------------------LYTI-----------TGHETEVQDVAWHPLHSSLIGSAGLDKAFCLFDIRSRCTTKDAIVNAISF-AMSETIFATGSDDGTIGLWDMRNLGKKLHSHHTSDVFDWCHDLETLLASGGADRRVCLWDVAKINDEKTLSDSVPPELIFVHGGNSGRVTDVTFGHRRA--------------------
>Smed_15002607
IEELSNDSSFCKDYIRWKKNTPFLYDLVMTHNLTWPSLTVQWMPDITQRIIVGTQAYLLIASVTVPNEYKCFESKHYDAEKDEFGGYLVTAHTDISIKINHDGCINRARQCPNVIATKSSNGNVYLFDYTRHPSKPDQSGKCKPDLVLKGHSQNIKNAGVLLSSAVNGTIQLWDINCKVLNSLSQYLGHEGSVEDVCWHKFSDQLFGSVGVDKNLLIWDRRE---SKSDDVVTLDFNPFSEYILATGSEDKTIGLWDLRNMGGSLKYGHEGSIGQWSLHKETILASGGSDNKVHLWDLKKTGTSKENTYSE--ELAFIHAGHCSRVIDFAWNGNEPLMMASVSYDNILQL--FLKL
>Cele_K07A1_11
-AESCEET--SKEHRIWKKNVPYLYDTVVTKEVEWPSLSVQWMPDVMHRMIHGTHTHLMISKFTITTDTPEFDDAKWDSEREEFGGYGSAAKWDTEIKINHPGEVHRARHNPFIIASRGPSDDVYIFDYTKHPS--EPKDTFRPQLRLKGHEGSNTREGHLLTAGDDGMICHWDINAGQIVPQSKFKGHSSNAEDVSFHALHNFVFGSVGDDRKLNLWDLRQ---SKTAEVNCITFNPFSEYILATGSVDKTVALWDMRNMRKKMYTHHNDEIFSFSPHYETVLASSGSDDRVIVWDISKIQDSSSAASSDPPEVIFIHAGHTGKVADFSWNPNRPWTICSSDEFNALQVSLVSSE
>Smed_15004373
EKECEEERIINEDYKIWKRDTPFLYDCLMVHPLEWPSLTAQWLPTIVHRLILGTHTHLLIASINMPNDQTEFDASAYDTERFDYGGFFPNGKLEITMMINHEGEVNRARQNETFVATKTPTADVLIFNYAIHPARP--FGMVKPELRLKGHLKNPIKAGYILSASDDKTICMWDTNTPYINPLMQFIGHNTVVEDVAWHLRHGDVFGSVADDKKLMIWDIRSDNTSKTAEVNCIAFNPFNQHLVVTGSADKTVAMWDMRNLQLKLHSAHQDEIFQWSPHNETIFASSGTDRRLHIWDCSKIGLEQQEVEFVPPELLFIHPGHTAKISDFSWNQFEPWTICSVAEDNILQVIMYNDN
>XP_001743305_1_uncharacterized_protein_MONBRDRAFT_22764__Monosiga_brevicollis_MX1_
------EKLVNEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVTHRIILGTHTHLLIAQVQLPNEHAHVDARKYDDEKHEYGGFSVAGKIEIKMKINHPGEVNRARQNPSVIATKTPSKNVLVFDYKKHPSEP-LDAEVHPNLTLTGHSKNLHHEGYLLSASDDTTVCLWDIRQSELAASSVFTGHKTIVEDVQWHPLHDSVFGSVGDDRNLMLWDTRVGVYDKAAEVNCLSFNPFCEYILATGSADKTVALWDMRNLKVKLHSYHTSEIFQWSPHNETILGSSGTDRRVHVWDLSKIGDEQTAEDAQPPELLFIHGGHTSKISDFSWNPNEPWVVASVSEDNIMQVNIYNDQ
>XP_004996358_1_histone_binding_protein_RBBP4__Salpingoeca_rosetta_
QLDPAEQRLINEEYKIWKKNTPFLYDMVMTHALEWPSLTAQWLPDVTHRIILGTHTYLIVANVQLPNSDATIDARKYDDEKGEYGGFSVAGKVEVKVRMNHPGEVHRARQNPHIIATKTPQPDVLIYDITKHPSQPKAGDEVNCQLRLRGHTKNLHKDGHLLSAADDMLVCLWDINQNVLDATTKFSGHSAIVEDVQWHALHDSLFGSVGDDCFLNIWDTRVGDSTRDREVNCLSFNPFCEYILATGSADETVALWDMRNLKVKLFSSHTNEIFQWSPHYETILASSGTDRRVHVWDLSKIGDDQSAEDAEPPELLFVHGGHTSKISDFSWNPNDPWVVASVAEDNIMQINIYNDQ
>Mlei_ML017431a
MDTGVEEKIINEEYKIWKKNTPFLYDFMLTYSLEWPSLTCQWMPQLTHRLILGTHTYLIIASVTLPSGDVPFDASQYDSDRGEYGGFNSKAKVELDIKINHEGEVNRARQKPSVIATKTPSSDVLVFDYTKHPSKPSTDGKCNPDLRLKGHTKSPNKAGHLLSASDDCTICLWDVEARSMEAQSIFRAHTAVIEDVAWNPLHTTTFGSVADDKKLMIWDTRESELTKTKEVNCLSFNPYSEYILATGSADKTVALWDMRNLKIKLHSSHKDEIFQWSPHNETILASSGSDRRLLVWDLARIGEEQSPEDAEPPELLFIHGGHTAKLSDFTWNPNNPWFICSTSEDNVIHINIYNDE
>Pbac_comp43423_c0_seq19
MDTAVEERIINEEYKIWKKNSPFLYDFMLSGSLEWPSLTCQWMPQVAHRLIIGTQTYLIIASVRLPTGDVPFDASQYDSEKGEYGGFSTKAKLDIDIKISHEGEVNRARQKPSVIATKTPSADVLIFDYTKHPSKPNPDGKCSPDLRLKGHTKSPNVEGHLLSASDDSTICLWNVDSRTMDAMTTYTGHEGVVEDVAWHLLHSTTFGSVADDQKLFIWDTRSNTSDKSGEVNCLAFNPYNEYILATGSADKTVALWDMRNLKVKLHSSHKDEIFQWSPHNETVLASSGTDRRLHVWDMSKIGEEQSPEDAEPPELLFIHGGHTSKIPDFSWNPNIPWYICSTSEDNVLQITIYNDE
>Avag_62732001
FEDNIEEKTINEEYKIWKKNAPFLYNLVITHALEWPSLTTQWLPHVTHRLILGTHTHLVIASIQLPKEDLELDSSHYDNDKAEFGGFLINGRIEVDLKINHEGEVNRARQNPQIIATKTPLSDVLIFNIDTHPLGKEQPGECNPELRLKGHTRNANANGHLLSAADDHTVCLWNINMKNLDALSIYTGHTMVVEDVAWHCTHPTIFGSVGDDQKLMIWDTRSNNYGKAAEVNCIAFNPFSEYILLTGSADKTLALWDLRNLKVKLATSHKDEIFQWSPQNETIFASSGSDRRLHIWDLSRINQSQSPTEAEPPELLFIHGGHAAKISDFSWNPNEPFVICSVSEDNMAQVHVYNDD
>Cele_K07A1_12
EDGTSEDRVANDEYKIWKKNTPFLYDLVMTHALEWPSLSVQWLPDVIHRLILGTHTHLLISKICMPTDDAQFDASRYDTERSEYGGFAVNGKVEPDIRINHEGEVNRARQKSNIIATKSPHADVYIFDYLKHSAVP--RDNFNPLIRLKGHTKNPNKEGLILSASDDQTVCHWDINAGELQAKDVFKGHESVVEDVAWHVLHDGVFGSVGDDKKLLIWDVR---TSTSAEVNCLAFNPYSEFILATGSADKTVALWDLRNLRMKLHSSHRDEIFQWSPHNETILASSGTDKRLHVWDLSKIGEDQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNILQVNIYNEV
>Hduj_t08040
VDDE-EDRVVNEEYKVWKKNCPFLYDLVMSHALEWPSLTAQWLPDIGHRVILGTHTHLVVASVKLPNDERCFRADRYDDERNEFGGFSIGGKIDIEVKINHEGEVNRARTNPHVIATKTPRADVLIFDYTMHASRP--ADDVRPEIRLKGHQKNPQKNGYLLSSSDDQTICLWDIQGRELYPKDIFRAHTAVVEDVAWHVLNDSLFGSVGDDHKLMIWDTRHNDPNKDAEVNCLSFNPYSEFIVATGSADKTVGLWDLRNLKLKLHTSHRDEIFQWSPHNETILASSGTDRRLMVWDLSKIGDEQSAEDAEPPELLFIHGGHTAKISDFTWNPNEPWIICSVSEDNIMQVNIYNDE
>Avag_52824001
DDVLNEERQINDDYKIWKKNSAFLYDLIMTHALEWPSLTVQWLPHVVHRLILGTHTHLVVACVQIPKDGGTSDSTQYESERGEFGGFLFNAKIDVELKINHEGEVNRARQNPSLIATKSPSADVLIFNYTKLAAQSMALSAACPELRLRGHTKNPNASGHILSASDDHTICFWNIEKKYVDALSTFSGHQAVVEDVAWHLFHETLFGSVGDDCKLMIWDTRSSNYTKNAEVNCLSFNPFSEYILATGSADKTVALWDLRNLKLKLHTSHKDEIFQWSHHNETILASSGTDRRLHVWDLSKIGEEQTSDDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYTED
>Sman_068950_1
SEDIVEERVINEEYKIWKRNTPFLYDMLMSHCLEWPSLTAQWLPSVVHRLILGTHTHLLIVTVHLPNDQAEFDASAYDSERGDFGGFFPSGKLEISMKINHEGEVNRARQNPDIIATKTPSGDVLIFNYPRHPPK-TPSDRCQPDLRLKGHQKNVSLNGHLLSASDDQTICLWDVNACDLDAMAIFMGHHSVVEDVSWHLFHGHIFGSVADDNKLMVWDTRSSNRTKTAEVNCLAFNPFSEFIIATGSADKTVALWDLRNLRLKLHSSHRDEIFQWSPHNETILASSGTDRRLHVWDLSKIGIDQTAEDADPPELLFIHAGHTAKISDFSWNINDPWAICSVSEDNILQINIYNDD
>Lcha_18242
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDFVHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGALAAFSLNGKQPLKVFLNENVTCAPSP--SCDL-TEKHDNGIIVHNAAVEPLLPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVNAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSSNMSKTAEVNCLSFNPYSEFILATGSADKSLFLGEIQSQELQSSASHCKEYHQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVGIWRPQ
>Lcha_14030
VFGISEQHVIDEEHTIWKKNMPFLYDLVLTHR---PSLTVQWLPDVIHRLILGTHTHLVIARVLLPKESA-FEASEYKAGKSFFYRFSIIGKVETEVKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSEPDPSGECSPDLWLRGHQKNPNLSGHLLSASDDHTVCLWDINAKILDAKTIFTGHSAVVEDVAWHFVHRSIFGTAGDDRKLMIWDTRSE-ASKTAAVNCLAFNPFSEFILATGSTDQTVGLWDLRNLKLKLHSSHKDGIFQWSPHNESILASGGMDRRLSVWDSSKIGEEQS---AEPPELLFIHGGHTAKISDFSWHPNEPWVICSVAENNIMQVSIYSDE
>Bmal_13685a
AEEGYEERLINEEYKIWKKNTPFLYDMVMTHALEWPSLTVQWLPDVTHRLILGTHTHLVIAKLLLPTDDAQFDASKYDTEKGEFGGFSITGKIDVEIKMNHEGEVNRARQNPVLLATKSPNSEVFIFDYTKHPSVPNPADNCKPQLRLRGHTKNPNLPGHLLSASDDMTVCLWDVQASFLDAKTIFNGHNAVVEDVAWHVLHEAVFGSVGDDRKLMIWDTRTNSSNKSAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDAEPAELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNIMQINIYNEE
>Xtro_2151_3
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGKMGGWVVAGSSSHQLLLLHSFSKQTELQKHVIILK-----SKLLYTF-SLVGRLNPSGECNPDLRLRGHQKNPNLSGNLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTSATWD-PSLQMKVEFTARFHIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Xtro_62264_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGVYRAFTWFTELVQANRERNKGSVVLIQQIHCVLLTATSSYQFPTSVYVWHRIKTNPSGECNPDLRLRGHQKNPNLSGNLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTSATPDMYIVKCRI--NNRFHNFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Smed_15001272
FDDGIEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVLHRLILGTHTHLLIATAHIPTDSNEFDINKYEPDKGEFGGFSVNGKIEINIKINHDGEVNRARQNPTIIATKSPSSDVLVFDYTKHPAKPDPNGLCQPDLRLKGHQKNPKRSGYLLSASDDNTICMWDINTRIIDALSIFTGHSSVVEDVSWHLLHEHIFGSVADDRQLMIWDTRTSVTNRAAEVNCISFNPFSEYILATGSADRTVALWDLRNLNLKLHSSHKDEIFQWSPHHETILASSGTDRRLHVWDLSRIGEEQSPEDAEPPELLFIHGGHTAKISDFSWSPNTPWLICSVSEDNILQVNIYNDE
>Ocar_comp45284_c0_seq1
ADEAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDKIQKLVLGTHTHLVIGSVHLPNDDAPFDASHYDQDKGEFGGFSMTGKINIDIKINHEGEVNRARQNPYIIGTKTPGSDVLIFDISKHPSKPDPSGISNPQLRLKGHTKNFEEQGLLLSSSDDNTICLWDIKAKSLEAKNIYTGHSAVVEDVAWHSLHDSLFGSVGDDHKMMIWDIRSSNTSKTAEVNCLSFNPFSEYILATGSADKTVALWDLRNLKVKLHSSHKDEIYQWSPHNETILASSGTDRRLHVWDLSKIGEEQSNEDAEPPELLFIHGGHTAKISDFSWNPHEPWVICSVSEDNILQVNIYNDE
>Aque_221890
FDEVAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPSIVQKLLLGTHTHVVIANVKLPNEDAQVDASRYDSDRGEYGGFSVAGKIEIEVKINHEGEVNS--------------------------------------------------------------------------------------------------------------WDVRVSNTSKTAEVNCLAFNPYSEYILATGSADKTVALWDMRNLKMKLHSSHKDEIFQWSPHNETILASSGTDRKLNVWDLSKIGEEQSQEDSEPPELLFIHGGHTAKISDFSWNPNQPWVVCSVSEDNILQVNIYNDE
>Tadh_8386
YDEVVEEKAVNEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVTHRLILGTHTHLIIASVQLPNDDTQFDASHYDGERGEFGGFSANGKIEIDIKINHDGEVNRARQNPCVIATKTPTADVLIFDYTKHPSKPDPSGECVPEIRLKGHQKNSLLTGHLLSASDDQTICLWDISSKASDPKTIYTGHTSVVEDVAWHLLHDSIFGSVADDHRLMIWDTRTNNHTKTAEVNCLAFNPFSEYILATGSADKTVALWDMRNLKLKLHSFHKDEIFQWSPHNETILASSGTDRRLNIWDLSKIGDEQSAEDAEPPELLFVHGGHTAKISDFSWNPNEPWAVCSVSEDNILQVNIYNDE
>Scil_6300_1
-DELVEERVINEEYKIWKKNTPFLYDLIMSHALEWPSLTAQWLPDVSHRLILGTHTHLVIATVQLPNEDTQFDASHYDSERGEFGGFSVSGKIDLTIKINHEGEVNRARQKPSVIATKTPSSDVLVFDYTKHPSKPDPSGTCNPELRLKGHQKNPNKPGYLLSSSDDHTICLWDVEAKTLDAKNIYSAHTAVVEDVAWHLLHDSLFGSVADDQKLMIWDVRSSNTSKSAEVNCLAFNAFSEYILATGSADKTVALWDLRNLKQKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQTPEDSEPPELLFVHGGHTAKISDFSWNPSEEWVICSVSEDNILQVNIYNDE
>Hmag_XP_002155796_2
----------------------------------------------VHRLILGTHTHLVIATVQLPNDETHFDASHYDHDRGEFGGFTVSGKIDVEIKINHEGEVNRARQNPCVIATKTPTSDVLIFDYTKHPSKPDPSTGCTPELRLKGHSKNPNLSGHLLSASDDHTICLWDLNNKMLDASRIFNGHSDVVEDVSWHLLHESLFGSVADDHKLMIWDTRRSSNNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLRLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQTAEDAEPPELLFIHGGHTAKISDFAWNPNEPWVICSVSEDNIMQVNIYNDE
>Sman_212260_1
YEDGVEERVINEEYKIWKKNTPFLYDMVMTHALEWPSLTAQWLPEVIHRLILGTHTHLLIASVHMPNDNAQFDPNSYDVERGEFGGFAVTGKIEINIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGVCRPELRLRGHQKNPNLNGYLLSASD------WDINARIIDAQTIFTGHTSVVEDVSWHPLHESIFGSVADDKKLMIWDTRSGCTTRLAEVNCLSFNPFSEYILATGSADRTVALWDLRSLQMKLHSSHKDEIFQWSPHHETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNDAWVICSVSEDNILQVNIYNDE
>Cgig_EKC19423
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDV----------HLLIASVQLPNDNAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPELRLKGHQKNPNLNGHLLSASDDHTICLWDINQRVIEAHTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTTKTAEVNCLSFNPYSEFILATGSADKVSDVAHGPLVSLSTKA-HKQNILNYINHKKA--------RDLQMADI-KIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Adig_RBBP47_modelPK
FDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVVHRLILGTHTHLVIASVQIPNDDAQLDTSHYDSEKGEFGGFSVSGKIEIDIKINHEGEVNRARQNACIIATKTPTADVLVFDYTKHPSKPDPNGECRPDIRLKGHSKNPNLNGNLLSASDDFTVCLWDISNKTMDASRIFTGHTAVVEDVSWHLLHDSLFGSVADDHKLMIWDTRATNSSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSSEDAEPPELLFIHGGHTAKISDFSWNPNEAWVICSVSEDNIMQVNIYNDE
>Aipt_15806
FDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVVHRLILGTHTHVVIASVQLPNDDTQFDASHYDSEKGEFGGFSVSGKIDIEIRINHEGEVNRARQNPCIIATKTPTADVLVFDYTKHPSKPDPNGECNPDLRLKGHTKNPNVNGHLLSASDDHTICLWDISAKTVDASRIFTGHEAVVEDVSWHLLHESLFGSVADDKRLMIWDTRQSGSNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLNLKLHSSHKDEIFQWSPHNETILASSGTDR-LHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNESWVLCSISEDNIMQVNIYNDE
>Nvec_v1g165676
--------MINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVVHRLILGTHTHVVIASVQLPNDEAQFDASHYDNDKGEFGGFSVSGKIDIEIKINHEGEVNRARQNPCIIATKTPSADVLVFDYTKHPSKPDPNGECSPDLRLKGHTKNPNVNGNLLSASDDHTICLWDISSKTVDAMRIFTGHSAVVEDVSWHLLHESLFGSVADDHKLMIWDTRQTNSNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVLCSVSEDNIMQVNIYNDE
>Hrob_16570
FDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVLHRLILGTHTHLLIASVQIPNDNAQFDVSHHETEKGEFGGFSVTGKIEIDIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECHPDLRLKGHQKNPNTNGYLLSASDDHTICLWDINSRVVNALSIFMGHTSVVEDVSWHLLHESIFGSVSDDQKLMIWDTRSNNTNKTAEINCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEDQSAEDAEPPELLFIHGGHTAKISDFSWNHNEPWVICSVSEDNIMQVNIYNDE
>Cint_XP_002132050_2
YDDSVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTCQWLPDVVHRLILGTHTHLIIASVQLPTDDAQFDASHYDSERGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIGTKTPSSDVLVFDYTKHPSKPDPCGDCNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDVGARILDAQHIYTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSAACNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFVHGGHTAKISDFSWNPNEPWVSCSVSEDNIMQVNIYNDE
>Ctel_162741
IDDAAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVLHRLVLGTHTHLLIASVQLPNDNAQFDATHYDSEKGEFGGFSVTGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECRPELRLKGHQKNPNMNGNLLSASDDHTICLWDINTKCIDAHSIFHGHTSVVEDVAWHILHECLFGSVADDQKLMIWDTRSNNTNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHRDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFTWNPNEPWVICSVSEDNIMQVNIYNDE
>Spur_XP_780271_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTSQWLPDVIHRLVLGTHTHLVIASVQLPNDDASFDAAHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNQTIIATKTPSSDVLVFDYTKHPSKPDLNGQCRPDLRLRGHSKNPNLHGHLLSASDDHTICLWDINDRVVDAKTIFTGHSAVVEDVSWHLLHESLFGSVADDQKLMIWDTRVSNLAKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Lgig_18524
YDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVLHRLILGTHTHLLIASVQLPNDNVQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPFIIATKTPSCDVLLFDYSKHPSKPDPSGECHPELRLKGHQKNPNLNGHLLSASDDHTICLWDVNAKTVDAHTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNPNKTAEVNCLSFNPYSEFILASGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Pmar_7966
MDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVGTKIEVEIKINHEGEVNRARQNPYIIATKTPTSEVLVFDYTKHPSVPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTVCLWDISGKVVEAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADQTVALWDLRNLKLKLHSSHRDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQAAEDVEPPELLFVHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Tgut_1413
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPKLLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Cpic_7839_1
----------------------------MTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Acar_XP_003230003_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Ggal_NP_990183_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNINNDE
>Btau_NP_001070481_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Hsap_NP_005601_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Mmus_NP_033056_2
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Drer_112131
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECTPDLRLRGHQKNPNLSGCLLSASDDHTICLWDISTKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Locu_2589
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLVLGTHTHLVIASVQLPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGYLLSASDDHTICLWDISTKVVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Drer_25096
YDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVVHRLVLGTHTHLVIASVQIPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGDCSPDLRLRGHQKNPNLSGNLLSASDDHTICLWDISGKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Cmil_AFO97108_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVVHRLVLGTHTHLVVASVQIPNDDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPTCDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNPNLSGYLLSASDDHTICLWDISAKIVDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNISKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Hsap_NP_001185648_1
FEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVLHWLVLGTHTHLVVARVHIPNDDAQFDASHCDSDKGEFGGFSVTGKIECEIKINHEGEVNRARQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKNSNLSGHLLSASDDHTVCLWDINAKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Btau_NP_001029810_1
FEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVLHWLVLGTHTHLVVARVHIPNDDAQFDASHCDSEKGEFGGFSVTGKIECEIKINHEGEVNRARQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKNSNLSGHLLSASDDHTVCLWDINAKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Mmus_NP_033057_3
FEDTVEERVINEEYKIWKKNTPFLYDLVMTHALQWPSLTVQWLPEVLHWLVLGTHTHLVVARVHIPNDDAQFDASHCDSDKGEFGGFSVTGKIECEIKINHEGEVNRARQNPHIIATKTPSSDVLVFDYTKHPAKPDPSGECNPDLRLRGHQKNSNLSGHLLSASDDHTVCLWDINAKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHTSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Lcha_14675
YDDTVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVIHRLVLGTHTHLVIARIQIPNDDAQFDASHYDSEKGEFGGFSVTGKIETEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECSPDLRLRGHQKNPNLSGHLLSASDDHTICLWDISAKILDAKTIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Ggal_NP_990001_1
LEDTVEERVISEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVLHWLVLGTHTHLVVARVQIPNDD-QFDTSQYDSEKGEFGGFSVTGKIETEIKINHEGEVNRARQNPYIIATKTPSADVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNSNLKGHLLSASDDHTVCLWDISAKIVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Cpic_10544_1
----------------------------MTHALEWPSLTVQWLPDVLHWLVLGTHTHLVVARVQIPNDDAQFDASHYDSEKGEFGGFSVTGKIETEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPDLRLRGHQKNSNLSGHLLSASDDHTVCLWDVSAKVVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Xtro_2157_3
FEDTVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTVQWLPDVLHWLVLGTHTHLVVARVQIPNDDAQFDASHYDSEKGEFGGFSVSGKIETEIKINHEGEVNRARQNPCIIATKTPSADVLVFDYTKHPSKPDPSGDCSPDLRLRGHQKNSNLSGHLLSASDDHTVCLWDISAKVVDAKAIFTGHSAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNTTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFHWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQINIYNDE
>Acal_XP_005097961_1
FDEAAEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLADVLHRLILGTHTHLLIASVQLPNDNAQFDASHYDSDKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECTPELRLKGHQKNPNLNGHLLSASDDHTICLWDVNARVIDAMTIFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTNKTAEVNCLSFNPYSEYILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQLPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Dmel_NP_001163617_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPSEDAQFDGSHYDNEKGEFGGFSVCGKIEIEIKINHEGEVNRARQNACVIATKTPSSDVLVFDYTKHPSKPEPSGECQPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVIDAKNIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRNNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSTEDAEPPELLFIHGGHTAKISDFSWNPNEPWIICSVSEDNIMQVNVYNDE
>Apis_1866
FDEAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPNEDAQFDSSHYDGEKQEYGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECQPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVVEAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRANNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDADPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Skow_XP_002735775_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLVLGTHTHLLIASVQLPNADTQFNASQYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPTCDVLVFDYTKHPSKPDPSGECHPDLRLRGHQKNPNLNGHLLSASDDHTICLWDINTRVIDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNPNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Aaeg_AAEL009882
FDDAVEERVINEEYKVWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPNEDAQFDASHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPEPSGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARIIDAKNIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDTEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Ptep_4846_28857
-KDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPSEDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLIFDYTKHPSKPDPSGDCSPDLRLRGHQKNPNLNGHLLSASDDHTICLWDINAKVVDAKTIFTGHTAVVE-----LLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQTPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Hazt_3272
-----------------------------------------MLYCKIHRLILGTHTHLLIASVQLPNEDAQFDAAHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVIDARTIFTGHTAVVEDVAWHLLHDSLFGSVADDQKLMIWDTRSNNTNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEDQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVVCSVSEDNIMQVNIYNDE
>Dple_EHJ71951
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPNEDAQFDASHYDNDKGEFGGFSVSGKIDIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPEPSGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVIEAKSVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQTAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Tcas_6775
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPNEDAQFDASHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARIIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSPEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Caqu_3881
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPNEDAQFDASHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Nvit_17876
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPNEDAQFDASHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPNGECHPDLRLRGHQKNPNLNGYLLSASDDHTICLWDINARVIDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRCNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSSEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Dpul_306287
FDEAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPNEDAQFDASHYDNDKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSRPDPSGECHPDLRLRGHQKNPNLNGHLLSASDDHTICLWDINARVLDAKTVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSRTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSTEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Lpol_XP_013786706_1
-KDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPSEDAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPNGKCNPDLRLRGHQKNANLNGHLLSASDDHTICLWDINSNIVDAKTIFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNATNKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Smar_12624
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVVHRLILGTHTHLLIASVQLPSEDAQFDASHYDNEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECQPDLRLRGHQKNPNLNGHLLSASDDHTICLWDINSRVIDAKTVFTGHTAVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Bflo_260
FDDAVEERIINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLVIASVQLPNEDAQFDATQYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSRPDPSGECCPDLRLKGHQKNPNLTGHLLSASDDHTICMWDINQRSLDAKTIFTGHTAVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLNVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Pdum_RBBP4_7_comp223498_c0_seq16
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDIIHRLILGTHTHLLIASVQLPNDNAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPTSDVLVFDYTKHPSKPDPSGECHPELRLRGHQKNPNLNGNLLSASDDHTICLWDINTRVVDANTVFNGHTSVVEDVSWHLLHESVFGSVADDQKLVIWDTRCTNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Lana_XP_013415473_1
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVIHRLILGTHTHLLIASVQLPNDNAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCVIATKTPSSDVLVFDYTKHPSKPDPSGECQPELRLKGHQKNPNLNGNLLSASDDHTICLWDINARVIDAQTIFTGHTSVVEDVSWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHVWDLSKIGEDQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
>Obim_22001210
FDDAVEERVINEEYKIWKKNTPFLYDLVMTHALEWPSLTAQWLPDVLHRLILGTHTHLLIASVQLPNDNAQFDASHYDSEKGEFGGFSVSGKIEIEIKINHEGEVNRARQNPCIIATKTPSSDVLVFDYTKHPSKPDPSGECNPELRLKGHQKNPNLNGHLLSASDDHTICLWDINTRVIDAHTVFTGHTSVVEDVAWHLLHESLFGSVADDQKLMIWDTRSNNTSKTAEVNCLSFNPYSEFILATGSADKTVALWDLRNLKLKLHSSHKDEIFQWSPHNETILASSGTDRRLHIWDLSKIGEEQSAEDAEPPELLFIHGGHTAKISDFSWNPNEPWVICSVSEDNIMQVNIYNDE
Phyml phylogenetic tree
(Cele_K07A1_12:0.18189990,Cele_K07A1_11:0.79002592,(Bmal_13685a:0.12444824,((XP_001743305_1_uncharacterized_protein_MONBRDRAFT_22764__Monosiga_brevicollis_MX1_:0.19135420,XP_004996358_1_histone_binding_protein_RBBP4__Salpingoeca_rosetta_:0.19992959)0.999000:0.18052403,(Hduj_t08040:0.28059742,((Bgla_8640:3.72205196,((Scil_6300_1:0.10649590,((Smed_15002607:0.87763145,(Hduj_t20206:1.23792631,Smed_15027797:1.43386653)0.648000:0.19123548)0.956000:0.21487970,(Ocar_comp45284_c0_seq1:0.13751965,(Hduj_t06225:3.81587513,Aque_221890:0.00000006)0.873000:0.15957037)0.723000:0.01919761)0.833000:0.01847761)0.954000:0.03860300,(Avag_52824001:0.27910478,(Avag_62732001:0.18379060,(Avag_20522001:2.77660483,Smed_15013361:1.53165228)0.864000:0.34757618)0.893000:0.11819573)0.964000:0.07645319)0.000000:0.00330595)0.000000:0.00000006,((Mlei_ML017431a:0.16054934,Pbac_comp43423_c0_seq19:0.13711358)1.000000:0.19895460,((((Lpol_XP_013786706_1:0.03008641,Ptep_4846_28857:0.01658039)0.877000:0.01148648,((Skow_XP_002735775_1:0.03424203,(((Dple_EHJ71951:0.01960874,(Dmel_NP_001163617_1:0.03069771,Aaeg_AAEL009882:0.01003264)0.000000:0.00101301)0.739000:0.00601781,(Caqu_3881:0.00333462,(Nvit_17876:0.00000002,(Hazt_3272:0.04625417,(Apis_1866:0.03414163,Tcas_6775:0.00331737)0.000000:0.00000002)0.736000:0.00334129)0.842000:0.00664418)0.764000:0.00333097)0.878000:0.00670461,(Dpul_306287:0.02030241,Smar_12624:0.01014838)0.747000:0.00302769)0.878000:0.00688877)0.000000:0.00000002,(Bflo_260:0.04342613,((Lana_XP_013415473_1:0.00819778,Pdum_RBBP4_7_comp223498_c0_seq16:0.04305818)0.417000:0.00348978,(((Ctel_162741:0.05853168,(Obim_22001210:0.00311019,Cgig_EKC19423:0.12795229)0.817000:0.00968869)0.751000:0.00365865,(Acal_XP_005097961_1:0.03127188,Lgig_18524:0.03808910)0.248000:0.00298848)0.765000:0.00684429,(Hrob_16570:0.06193915,((Smed_15004373:0.44024725,Sman_068950_1:0.12486775)0.996000:0.16655216,(Smed_15001272:0.17129861,Sman_212260_1:0.07727789)0.753000:0.04108743)0.794000:0.03456171)0.184000:0.01506490)0.432000:0.00819082)0.967000:0.01795276)0.391000:0.00579296)0.878000:0.01303187)0.843000:0.00948496,((Pmar_7966:0.04875205,(Cint_XP_002132050_2:0.07242592,Tadh_8386:0.18213258)0.767000:0.01196061)0.736000:0.00331002,((Cmil_AFO97108_1:0.01331943,(Drer_25096:0.01640684,(((Xtro_2157_3:0.01314694,Cpic_10544_1:0.00361165)0.738000:0.00308582,(Ggal_NP_990001_1:0.02249065,(Btau_NP_001029810_1:0.00000002,(Mmus_NP_033057_3:0.00000002,Hsap_NP_001185648_1:0.00000002)0.831000:0.00325867)0.995000:0.02955106)0.584000:0.00145848)0.990000:0.03019428,(Lcha_14675:0.00537278,Lcha_14030:0.27448223)0.808000:0.00816782)0.976000:0.03001067)0.000000:0.00000002)0.920000:0.00996138,((Locu_2589:0.00000002,Drer_112131:0.00992288)0.867000:0.00679600,(Hsap_NP_005601_1:0.00000001,((Mmus_NP_033056_2:0.00000002,(Lcha_18242:0.25698731,(Xtro_2151_3:0.12377381,Xtro_62264_1:0.16714194)0.959000:0.07953130)0.950000:0.06583600)0.000000:0.00000002,(Btau_NP_001070481_1:0.00000002,(Spur_XP_780271_1:0.06990443,(Ggal_NP_990183_1:0.00327465,(Tgut_1413:0.00327047,(Acar_XP_003230003_1:0.00000002,Cpic_7839_1:0.00000002)0.000000:0.00000002)0.000000:0.00000002)0.000000:0.00000002)0.000000:0.00000002)0.000000:0.00000002)0.000000:0.00000001)0.873000:0.00637515)0.767000:0.00334734)0.741000:0.00330039)0.870000:0.01055139)0.851000:0.01727566,(Hmag_XP_002155796_2:0.12760035,(Adig_RBBP47_modelPK:0.06550912,(Aipt_15806:0.03672423,Nvec_v1g165676:0.03150008)0.841000:0.01648579)0.304000:0.01239395)0.892000:0.02861588)0.945000:0.03142699)0.000000:0.00908345)0.870000:0.03344582)0.541000:0.03718527)0.930000:0.06259350)0.944000:0.09529043);


MTA1/2/3
Protein sequences
>Aaeg_AAEL008616+AAEL008611
MQFITIVIINDHRSDTGGVWCYYVYVETSSTTPYQIRRIDELNKTPNGNVEAKVMCFYRRRDLPTPLVQLADKHQSEDHHPPPKTRSTENATSNQSGKSFVTVPASSSRTVGRNSPNSTGSGNDRGEQLNPKQRHQMKHRELFLSRQVETLPATQIRGKCSVTLLNEEESLLSYLNKDDTFFYCLVFDPTQKTLLADKGEIRVGSRYQTEVQAMLKDGEKYERNLEDMETLVWTPRHSLSDKKIDQFLVVSRSVGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHKHSYSIENAMCSLVPSSGPVLCRDEMEEWSASEANLFEDALEKYGKDFNDIRNDFLPWKTLKSIVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYTKPSPALITNNNKNILNGNSNGSSGGVEVLTISGGKPCESCSTLASPQWYSWGPSHMSCRLCQICWTYWKRYGGLKVASRLADSGDIKQRTSGGPGTGGGSAGMRHLPTVGVFLVLNVLFSVRSPSFKCSIVNCGKEFKLKAQLGRHYAQAHGIQIRSGSPRPIMKTRTAFYLFTNLTTRLSRRLCRQIVRSKKAARQPSYAINTAAVKQEFTIAEAGKSIADIRRLLTYKKRDRGSVTHIANRLGNPGPTVGDWLILTPKDKMPKPEVVAFPKPPKAPDGSLIYDRIPNKVEAEPKPLNAAAATAAAVASTLPGVTVNAIGGPGGGGGGVGSTAVPPGIPTLGSTAGVTAGRTTPNAAATGPGLVASTPITPIPPASLKRRNYEDANGIDGPVAPPTKRPNKDPMPSHRPTPEQYAAMMAAAQAAGQPLPRHHMNGKPKIAQMARTGSGRKQVISWMDAPDDVYYRSTEASRKTRRKIPIVELRRSARKPWRHLAPKYAAIIATLLPPVAPVSAAAAAAAAAAAAAGIPQLPATLPPQLTAQLNATGQLPHPAAVAAANLNLNSTNMAALASVHPLAAQLVTAGSNSTGSTNNNSSSSNNKANSDLQVVILD
>Acal_XP_005093441.1
MSANMYRVGDYVFFETSSTAPYQIRRIEELNKTQNGNVEAKVMCFYRRRDISNSLIILADKHHNALDEEGEEKREIDDELAPKPDGETNGGPLSPAKDPVEENGTENNSPTNGSTNNNNNHQAGVGAGGLGMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEMIPKLSEGEGDVRKSEDLEELVWDPLHGLSEKEIDQFQIIARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMNTLHQHKYNIAKAIQSLVPSGGPVLCRDEMEEWSASEANLFEDAIEQYGKDFNGIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNPAAITNKLNGADGQVSGRACESCYTAHSNQWYSWGPVHMQCRLCSNCWSYWKKYGGLKMPTRLDGERPAPNQRQERIAQMNSIRMQKCTFTGCGKVSQRQEFKLKAHLNRHMATSHGMPIQPGSPRPVMKTRAAFCLVTTELTRISRRLCRDLLRPRHATRCPFTPINTSLIKQECQLRLSERPSYQQPAKYRTPATLDPVVARLGIDIKQEKPSLLLKGPNYGGGDRSSTPKERPQENVKVGSGHPSIMKKRGYEQTNGVDSGPAAKRPNMGVIRQAGTAIKTPGVTRGSVLNHNSVNGRSRFCGKSMRMQLVGWMDNPDDVYFVATAATRKIRKQLQMNDFKRLARNPWKTLNVKPPLPSGSLSGSNGHRPTVPQEVVVLD
>Acar_XP_003219926.1
MGCNIYSQLGNYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRFQADITDFLKEGEDDGRDQSKLETKVWEAFNPLIDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNVVKPGVVNGTGVQTQNMGTGRACESCYMTQSHQWYSWGPPNMQCRLCTSCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHSGSMRNNGSPKFAMKTRQAFYLHTTKLTRLARRLCRDILRPWHAARHPHTPINSAAIKTECATRLPDASENLLLLKQVVRKPLEAVLRYLESHPCSLKPDPAKSLSGSLNSVPCTKFSAMINNGSPTILGKRSYEQHNGIDGSVKKRLLMPSKGLPNHGQTRQMGPSRSLLLNGKSYPTKVRLIRGGTMFPVKRRRMNWIDAPDDVFYMATEETRKIRKFLSFSEAKRAARRPYKTIVLQPPQGPHLQQPVNDEPIIIED
>Acar_XP_003228900.1
MAANMYRVGRXDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPTVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIVSVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARSVTEPHSRGHMSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKASKTPLKIHPLVRLPLAAIVKELAAQAPLKPKTPRGTKTPINRNQLTQNRGLAGIVGKRSYESVAGGGLPFSANGRAMTSGMRSSTQPAMKRQKLNPADAPNPVVFVATKDTRALRKALSHMEMRRAARRPNLPLKVKSVLPLRPVVAPLVPVPPVHPASTSEPIILED
>Adig_v1_22470
MASGHGASVMRNLCYSAPRHPRTNKPATQNERTTVSLEEEPAENEELRTFDGERPPSSRRNKRQHHVHKAKRSVRDSLSHSFRELDDVDEEHFYEHLLTLKNEHKKTLKAVEKLYYSEKDKLVSAFDLDPETKISENHFDESRIAEQFPLNGYDPFQERQVVIDENEHFETSVTPKDHVRDMSVRDETRAVEHKDDEDDSSLEEFQVLRRRSSSDPTEGDHDHWRDAEMGTTGEGSGNERALYTEMFPRRSSALDLVEDMWEDFSVYDYPLDPSPPCEKRRAKKDWALKLTIPKPFSMSVREAKKTKALSRSQRILLEDLKKKQEKEEAELHKKFRAQPVPATTFLPLYDEITRQNELRRYRRIGLLKKEEYRAIRLRMRAQDMLAISRLPPNMESRGKEYFLGTFRSKLSEGGNKNAFMTKEHKFRPQINPDVPEFDELHRQFEKEMRNKKKEKEPTVVEPFTLRTAHVSAARKSRVSRSQEMQQSGRSSRDRSVSRERWPNARSLTPRDTLPFGNSRHKVIMANASNVFRVGDYVYVETNPALPYQIRRIEELTKTSNGQVEAKVQCFYRRRDLSSALSIQAEKHLLQAEEDAEIEMGDNEMEDVLRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEILPKYLEKEDWFHYFLVYDPQQKTLVADRGEMGIGTAYQAHVPKTMIKGRQDDRDLSKLETLMWDPSNSLQDPHIEQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLAHAMFCLHNNGYNISKAIANLVPEGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIQKDFLPWKSLPSIVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLGGSTTQSGKKQTSTIILTPPPGVATNLVGVSCESCYGTSSQQWYPWGVPNSQHKFWLCTLCWIYWKKYGGLKRPDGLSGKGHGGLEPRYTCRVCGKVFNRAERLSSHMGTHKMYKCAVSHCGKVFNSQPNLTRHLTAVHGCRPPSPRKLKPRSPFYIKATPLTRLARRLCQDLYNKVHHCRVPGGTLNVQDIRAQCLKRLETPKADAIIKAKKERKSRKIHDTVEKMKANPPKPRKPKPPKPTLLPIPKEHSPTSPSPPIASAHSITSPSRKMIPPSKSYVPIQPTPPKASDWKYAAIPSAKPVVQKQQPPQQGSNHMMARKRPHDTASVQQNGIDASLTHHEQTMHASAEPPKQRSYPAYCDVSPAMGPGSAKIMPYAQHSVTSYINGQLHIERGMNSMPNYTVSSASNKPYLLPKPPAQPIKVESGVPVNSVGDAVPNKVMVVDQSAKPAVNNKTNQNVKHNIFKSIHPQFIDPPEEFQFLSNKLSRKARRALSVDIQRKVARRPWKEVTCSVKLRALIYAIPAPQESDNVEAIVIDDDX
>Aipt_21044
MANPANVFRVGDYVFVETNPSLPYQIRRIEELTKTSNGQVEAKVQVFYRKRDLSSTLXLQAEXHLLQAEEDAEVEMGDKELEDVLRHQLGHREVFLTRQYENINANTIRGKCLVTLYNEAEEFPKYLEKEDWFCYFLVYDPQQKTLVADRGEMGIGSSYQANVPKTIIDPKTDDRNLSDMETLVWTPENSLSDREIDQFLVIARSVGTFARALDCSSSVKQXSXHMSAAAASRDVTLFHAMTXXHNNLYGLSKALSQLVPSGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIHKDFLPWKNLSCLVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLAPSNPXQPGRKQTSTIILTPXPGVTNNLVGATCEGCFXTTXQQWYPWSPNNSPHKLWLCTLCWIYWKKYGGXKRPDGFSGRGQDNLEPRYTCRLCGKVFNRAERLSSHMMTHKSYKCVVRGCDKLFNSKATLQRHLTGGHGYRPPSPRKLKPRSPFYMKSTMLTRISRRLCSDLINLTHACRVPGAPMDIXQIKGQCXKRITDPKQTAILKGERKMKKRVLEKAVEFIKAHPQKPAKXPKPTLLPLGTGQDKGSPPTSPGLTVTSPARKMMPVKNYLSGQPSTPVSNMWKYSAIPPXKTVTQTSNHMMARKRSYESGTQQNGIDGPTPKRMSATSPLGKKGCECSYCGKILHNQASLTHHEQTMHSSSEAPKQRSYPAYCDVTATGPGSNKITPYAQHSVTSYNNGQADHXHQPNYGVPQPKTKTFLLPKNSPQKITTMVNNKTLVKGQPTGNRRSLSQGNGAYSRDKMNAQYIDPPEEFQFTANHKIRKARKTMHVESQRKVARCPWKEAKCNAKLRELMMQPFVTKEKLAKLQETNKQIVKDLSTKPELPALIKQGDQVKEPGYEAIVIDDD
>Apis_1458+80176
MAAINSGSNNVNTNNSSAGGSNMYRVGDYVYFEAQQQQQQQQQQQSMHQQQQQQQPFQIRRIEELNKTAGGNVEAKVMCFYRRRDLPAQLVALADKHQQHQQQQQLSLTLSLSPGGSSAIKGGGKQSSIIKSSSATDKDASTDKKEQDTSAGGALPVVKKEHQNEEQTASKIETSEINETVKEEQKQQQDVEMSEEIETNSAVSAVVKSGDARVDGDEVETNDKSSDIGKDEDKTTQGTQPQHDWWRGEQLKQRELFLSRQVETLAATHIRGKCTVTLYNETESLDSYLEREDTFFYCLVFDPVQKTLLADKGEIRVGHKYQAEVPPKALFNRSSGDINAKDTTSTLIKGEIVKEEHTTDGDGEEPMVTECSRDNDDEDDKDVDEKSSTAVTTVTAIGTVTAVTVESDTDLETLIWTCRPQWNRLTDRQIDQFLVVSRSLGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHRHGYDLGTATCSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFGDIRHDFLPWKTHKNIVEYYYMWKTTDRYVQQKRVKAVEQESKLKQVYIPSYNGTTSGGKQQAITSGLTIKSSQQQQQLVNGNSAAVELYSPKNGSAGLSITGEGPLQPGLCDLCDVVSSQQWYPNTIGATTGTTAISYHQQNGGLSSVIPNTLCHECWTHWKKYGGPRTATSDKKVIAAARGESMSGDEDRPHSNASSSSLAAAMNLNVSAGGGRSSSHGPTMSTPPHHHHHLMHLGGGGSSHHSSYHHQSQHHHHQQLHHHQQQQQQQQQQQHIQQQQQQQQQQQQQQQQQHQSAASSPGGGGLLLHQPHINSSGSTTTAHRCTIIGCQAAPFKSKSQLLRHYSTAHGIGINSNSSSSPSAIITSIGGSSRSSGSAGVDGGGSGKLSPQPPQQQQTISGAGLLHHNSGGPLNLNSSNSIQHSIGSSSANQVINLIASNTTQQQQPNNLSTSSGGITTTAVIGTGGVATATGRPVMKTRTAFYLRCTSLAKASRRRSAQQAAAALLQQQHHQKKASSSGSQTASVLSPIASAMVQPGCLARPRNVARRPFICVPQTAHSYKHECMLSMQHAPVHELRAYLRAAAVKAHARRPGVTRVANALIAARRGRGGMSSATAADIAVPDWLSLPSQQHQHQSSHHHVSSSSKHGKHSSRTSTGGRVAFPKPPKAPDGSLLYERVPNKQEAAAAAAAAASALNNPSAAAAAAAAAAAVGLNPATAAAILGALGTPQDRSVVVILRGCLVRQMINRQRGLMMHRQQHHSQQQQQQQSTGHHHHSQQHQQPSSTSQGGSGAGGGAVDGMLASIVAHQQQQQQQRGGTSSGGPLQLTGTGSGGKSSSSAGHHQSQQQQHQQHNHYRTPSMARTGRKHVISWTDAPDDLYYRCTTLSRSLRKARMTGKELRRSARKPWQPIAALLGISFAMPSAAASSLATPLGSTGTTGSPAPQTGSTSGNSSSIGSATPFDMSTGGSAGSSNRQPSAMSNQSAAPIVAPCISGALSMSSRTSGGGSSHH
>Aque_227290
MAEGLYRIGECIFMEVNPPPTPYQICKVEELRKNSKGSVEVAAKCFYRRKDLPSHLLLAADRHAMAVEEENEMDATIPRANNYHKLTDLQKHQIKHRELFLSRQIDTYKIDMVRGKCSVSFLNELEDISSYMEKEDTFFYTMVYDPNQKTLLVDKGEIRVGGDYQAVVPPYIPPRPGSEKKLVHPGDQLWEPNKMADNKVEQFLVVSRSIGTFARALLDGSKKPQISLRLGAAAASRDITLFHAMDVLHQSSYDINAATGKLVPRGPVLCADELEAWSQEEAKRFEEGLQDEKNFLYIQRRYLPWKPLKSIIAYYYMWKTTDRYQIQKRHRMIEKQNDLKEVIVHIRTPSGAPPSGPRDLTGKAASAGELNLTIPPENTPIPLASDGEKGCESCRITVSTRWVSWGPAHDHCRLCGHCYVYWRKYGGLKLPSRWEIVECDASTAGDIVAPLIEKKPLKERQDKANKKGIRGKDDLTCIPHLPFNMIPSATVLYTREKVGRTLLRKAARVSNFLISPPHSVVTPSDKELQEAIVKHKKRQRCQIDKKLDRVRKALSSPPKQIRLHNSPMPISPSYRAKQAPRLSCKPTGGSGASSTISTSGTYVPPKPPPGSPPLLATAVSAGSYGNNVVPVGRKREPPELEDMRSAKIPKSMDASGLVYNEVFFKVNNQIRDVRQGHGRKKIRKLARLSTKTTLE
>Avag_32611001
MASCMYRVGDYVYFEGNPTEPYLIRRIEELNKTQNGNVEARVACFYRRRDISSYLVNQVDRLKLDAPWDDDDDISTDTNGCTSNPSPQPSDFTDTQKHQLRHRELFLTRQIETLLATNIRGKCLVTLHNETESFLSYLNAEDLYFYQLVYDPNQKSLNADRGEIRVGGKYQADVPTQLLYTDGMVEENPEVREEIIWNCDGGLTEKQVEQFLIVARSIGTFARALDCPTALKHPSLHMSAASASRDATLFFAMDILHKHHYDLAIATCSLVPNTGPILVKDQMEDWSAAEANSFEDAIEKCGKDFGEIQKEYLPWKSLKGIIEYYYMWKTTDRYVAQRRLKAAEQENKLKQVFIPNYTKAHQCLLSQRPQNENKPCESCGSTTSAQWYQYSTAQPHTRLCAECWAYYKKAGGLKYLKKSGPDRRQERAANINKLISYKCTVTGCEKDCKNKAALQRHYALGHGIMLRSGSPRPLSKPRNTFALFTTPLTRAVRPLCPIRRLARHLSDSINIDDIRNQWEKKMTDKSVEDIRSTCLQLRKLYEKGNEVHKTMHLIDLFPCKTENNESKTFDEYLSEYEQRQIQENESNLSTRYPKLLDDTSEFYTQFAHNHTSIMKKRPYESNENSNDGPSPKRTLISRQNLIKTKSPGAAKLPRSRAYTVPFIDPPDGIYLRVTKQIKRLRKEIPPKEIRRVARSPWKKLNTNFVSYVDDDIVVLD
>Bflo_8039
MAANMYRVGDYVYFENSSSNPYQIRRIEELTKTPNGNVEAKCVCFYRRRDISSSLISLADKHAKMACRRAGKGWFVQDYDNIAALEEERDDAEFENLAEVDRHQLKHKELFLSRQLESLPATHIRGKCSVTLLNETESLQSYLNKEDAFFYTLVYDPVQKTLLADKGEIRVGSRYQAEVPPLLKEDEGDGRELAKMESKIWDPENPLEDRQIDQFMVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMNTLHKTQYDATKAITSLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLNSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQITNKPGTPNSLMNGQGEKPTRACEGCYATNSHQWYSWGPPNMQCRLCSVCWSYWKKMGGLKMPTRLGEKLAHLARHCATAHGLTIRQSNSPKFTVKTRQAFFLCATPLTRLSRRLCKDILKPRHAARVPFDPVNIASIKIECQTRMPEDPQKVLKKRKRTRPDLKYKSMFPDHPVREPKPNAERHSGGDEKPGSVPSNPATILNNVSPPIMKKRPYDQMNGMDGNGVNPHLMTGSGVLNAPGTRPPGVPGMTNHNGSNRQFAKTLAINRPVKRRRINWIDAPDDVFFVATEETRKLRRQLVPAEQRRAARSPCRKVHLPNKPKSAAVPSEPEPIVIED
>Bgla_5602
VDESSSPLEDGDVKESTGKVTAVEENGTDTTTNGNNNNNNHGGRGMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAETIPRVYIDKATEDLRKLEDLEELVWDPNNGLSDKEIDQFQIVARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMDTLHRHAYDIAKAIKSLVPSGGPVLCRDEMEEWSASEANLFEDAIEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNPAAINTKVNGTDGPVSGRACESCYTAHSSQWYSWGPIHMQCRLCSNCWSYWKKYGGLKMPTRLGMMEKDLHQMQD
>Bmal_6042e
MISDDGGDGLNKSCDLVACRFVRSTSDIDFHDGRVRCAQRCTDGQTDRQTRTHSYEALAVAVAQSCLCFSITAEGGGSLSTLIRRVRCWWRGLDFVYFEISSAAPYQVRKIEELNKTPSGNVEAKVSCFCRRRDLPTSLLKVADRAERVDKVVNTRRRLVVMSSAPTGDASDESSDGMKKDHESSPENGQQSNQETKDDATPTTATHEEGDSPTPMCVDTGDDEEVESESKDAKEDDEKDRDGEESKEGGYGFAGLPKGAENLTPKERHVLRQHELYLTRQIEALPATHIRGKCNVTLLSEVETPDMYLDRDDAFFYSLVFDPTAMTLLADKGEIRVGEKYQCEVPDDMAPDAIDENKENGNLVIAEDEDDDEGTVVTTSKREFLVYHPHHNLTDRDIDQFLIVARAVGTFSRALDTSSSMKLPSLHMTAAAASRDVTLFHAMALLHQANYDMGQAVKYLVPPPSKQHYPLDADKTTSHNTVSLGGPILCRDQMEEWSAAEANLFEEAVEKYGKDFSDIRADYLPWKSMRDIVEYYYMWKTTNRYVEVKKNKAVEQESKLKQVYIPNYNKPNPNLVGPPNPSGQPMKGTSACESCQTDESTQWYAWGPAHLQLRLCSVCWCQWKKYGGLKRVHEYESYDLDGATTQESVSQPQPQSQKVTSAVTTAGFINRNSAAATAAGSTTTSTRNGINGRSGTNQMLGRLPSGHSQAQQKMSGGGHSSSVKTRVAFYLNTTLSMRIARRLAPKSLFNIRRSARRPFLPINGHAIKQFCTTRQPYEIIRAAKQIKANKLPDALVAQIASSIIASSAQFTQMGAAVSNIQKRHGSDKGGPPIKRQHLQQTVAQTQQQSAIHLVTSGSIGTAHTHYHHPAVLSVATPGVTPPPSLPATAPPLPPPPPPPTLPSTLPPPPPPPPPPPSLPSQLSSQSLQSPHIAAVHSGAHISSTIVTKPSLSPSKIVCTTIRNQQSHLGHVTGATTAMHNFAREVNKPVAAVTPLSLSTSVLVPPTITAVNPALFAATIQQQQQVQQLQAVAATVARTATTTSAPQSQAPQPALLIGVDTTAHDKKIATTSGSVLATVGTSRKKNFHPDSRWSGLDEKLLFLAGPRLKILRRRICPKKIGRHIALHPCRSSDFVIKHWPNLQGFFI
>Btau_NP_001068982.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISSSLIALADKHATLSVCYKTGSGADTGEEGEIEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGGWGAAGPAPPAPVAGPSTLP
>Btau_NP_001069180.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPMQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARGTTEPHSRGHLSRPEAQGLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLTQNRGLGGIMVKRAYETMAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPPLMAVRPPVPLPPSSHPASTNEPIVLED
>Btau_NP_001095434.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTATGNVEAKVLCFYRRRDISNTLIMLADKHAKEIEEESETTVEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHSMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISTSNGKPGAVNGAVGTTFQPQNPLLGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQSEEEKLPPSPATEDPRVRSHMSRQAMQGMPVRNTGSPKSAVNTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVPINYAAIRAEYADRHADLSGSPLKSKSTRKPLACIIGYLEIHPSKKPNVIRSTPSLQTPTTKRMLATPNHTSLSILGKRNYSHHNGLDERLMK
>Caqu_8435
MSGDTFFYSLVYDPQQKTLLADRGEIRVGSRYQAEATPLLAEGEPDPRGGQELETLVWTPHHGLSDRQIDQFLVISRSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTLHEHGYNLASALSSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPN
>Cele_T27C4_4a
MSSSSLSSTSTRVTYAVGDFVYFDDTSATDAPYQIRKIEELVKTEKGGVDARCVVYLRRRDIPQHLLKIADQAQRRFDNYYEVDKKKPENFTTKGFIVVNGASEAAPEAAPEATEASAETSETKVKEDTDDVAEKMEEDEECPAPVGQGRTSSTEEPSASDAPAATAKDKKEEKEAKENAKNLKETAEAEATKLIDWGDGGLPLGVDKLTPDQRLKLRQHEIFMTRQSEILPAAAIRGKCRVVLLGDGEEAQNYLPLDDTFYHSLVYDPNAQTLLADKGAIRVGEKYQAVVDEWMEPADREAKEAKVLAEKVKKEEEEAKLKAEAEEDTENDGLTIAEDEEMPELKNEEKEETKVEEEATTTDSEGEVGEVLVWHPHHALTDRDIDQYMIVARSVGLFARAIDGASAPKLPTLQLAAAFASRDVTIFHAHAILHQANYDVGQAVKYLVPVASRDTYPCQVDDSSGLQTKTLGGPILCRDQLEEWSTPEMNLFEDALDKVGKDFNEIRAEYLPWKSIRDIVEYYYLMKASNRYTDRKKNKPSAGGGSSTTTDEKFTNIYIPPFNKPIAASILPYNTSQTTLMNNDNPCENCGTLDALNWYQWGGVGDKKVLCSTCWIQWKKFAGLNQKHELERFDKTRPPPVEPVAPTPAASNGTPASQKAAATAAVNTLTPQQQQQQRAAAANMLMTLNSGDKQNLLNVAKEALARGQITQEQFLQLQKNFAQKIQAQIQQQIQQQQQRQAQTTPQVVATPRKKTTPATKPAIVFYTTICRRAVRRILPKSAFNLRKLSRRPNLAIDDEKILRAMIMLDKKHLLQSAQAAAGDKRSLIVESEFHKGITHLQHALTQAATGKRSAPQAVASGEPSAKMAKQQQQQLPTAFAASGSSSWTPIVAPSLEDVGNSLLAVNHAMKCGGDGGGCVSNNDAPILRQYLTNHQGPATRIDSVRELMRTRTDSRWFVVKDEDVKMRAGPRMKTKRRNLLTRHESRRIARHPCEFHQFLEPFCPIIYPFFTGPLQQSRTTES
>Cgig_EKC18877
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVVCFYRRRDISSSLTLLADKHQTDSDGGLDDSELESKLDEVGDKQKHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAEVPDKPLEGEDTDNRKMEELEDLIWNPENGLSDRQVDQFLIISRSVGTFARALDCTSTVRQPSLHMSAAAASRDITLFHAMDNLHKSVYELSKAYASLVPTGGPMLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAAINGKMNGVDGQVSGRACESCYAAHSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDGERPTPNQRQERIAQINSMRMHRCTIAGCGKEFRLKAHLARHLATAHGLVVRSGSPRPVMKTRAAFCLITTPLTRISRRLCKDILNPRRAARSPFIPVNIAAIKQECQLRLTEGEEYVPNIKPRSPTTLEPVVARLGINTKMEKPALLHKSENDHKKPEKIFFPPSASQPQFKAHTTSPSKLNAGSPSIMKKRGYEQANGVDGPVAKRPNMGVIRQIGSSMRSQVRGNLMNHNMNGRGKVMGVRGMRMQMINWLDAPDDVYFVATDATRKLRKQLQAQDFKRTARNPWRNVLIKPPIMGGDSEVVVLD
>Cint_NP_001071762.1
MASSNMYRIGDYVYFENSPSNPYSIRRIEELNKTSSGNVEAKVICFYRRRDISNSLLLLADKHAKDMEEDMDEASTDLSENERHQLNHKELYLSRQLDSLPATYIRGKCSVTLLNETEDLKSYLNKSDTFFYSLVYDPAQKTLLADRGEIRVGCKYQAEIPPLINENGYDGKEDESREEMVWNPNNELSKQQVDQFMVISRSVGTFARALDCNSSIRQPALHVSAAAASRDITLFHTLTCLHKNKYNIADAISSLVPKTGPMLCKDEMEDWSPSEANLFEEALEKYGKDFLDIKQDFLPWKTIASIVEYYYMWKTSDRYVQQKKLKAAEAEGKLKQVYIPNYNKPNPNLIKPVNGESNGKACEGCFCTSSFQWYTWGPPNMGCRLCATCWMYWKKYGGLKMPPSSRLERMHNHKIKGTDKELRYRPPNSGVAIVATGGPHRAQRISHKTKQAFFLNATKLTRLARRLCNETFSIRHYSRRPFEAINIAAIKAECQVRLSSSPKVTTKFPQKKWPPLSVVVVRLLTLRPQLTHQSVKKSLSKIKTSVEVATNNNHHLLPSSGSLKRSHHNGIAGQKMGDNGSIYRVSNGPQKKKRCLNSTDASDDMLFVCTDRIRDIRKRIKSSDQRSAARKPTKFLINMPKFAMKPPPTKHINPEPIVIDD
>Cmil_AFO94887.1
MAANMYRVGDYVFFENSSSNPFLIRRIEELNKTASGNVEAKCVCFYRRRDISGSLIALADKHAMELEEEMENSELQELSEKERHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETELFLSYLEREDTFFYSLVYDPQLKTLLADKGEIRVGPRYQADIIDLLKEGEDDERDQSKMEIKIWDAENSLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITQFHAMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFNDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINGGSAKVGAVNGGSVLTQNGAAAGPGRACESCFTTQSYQWYSWGPPNMQCRLCAACWVYWKKYGGLKMSTRLDGERPGPNRSNLNALGLPIHNSTSPKFALKTRQAFYLQTTNLTKAARRLCRDILQPLQAARHPYVPINSAAIKAECAVRLPDVTKMPTALKQAVRKPLEAVVKYLEAHPCPKREPAKSTSSSSLHISSLTHAKAIPILNNGSPTILGKRSYEQHNGIDGTKKRLLMPCRGVTNHGQGRPMGAAGNYMINGKSCPASVRVLRGGSMPPVKRRRLNWIDAPGDVLFMATDETRKIRKLLSSFERRRGARQPHEPISIEQRHANPAQASRQPTNDQPIVIED
>Cmil_AFO98115.1
MAANMYRVGDYVYFENSSSNPFLIRRIEELNKTANGNVEAKVVCFYRRRDIPSTLIGLADKHASQELDNCDPALPSEVPEVQQETLTKSEDLEEEMETDSLQQLTEKQQHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETEAVFSYLEKEDSFFYCLVYDPQQKTLLADKGEIRVGPRYQADIPDLLKEGEEDGRDQVKLEAKIWDTDNPLTDRQIDQFLVLARSVGTFARALDCSSSIRQPSLHMSAAAASRDVTLFHSMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFSDIRQDFLPWKALTSIVEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINVNSTVAKSAMVNGAAVPGQNGGAGRACESCYTTQSYQWYSWGPPNMQCRLCATCWNYWKKYGGLKMPTRLEGERPGPNRSSANPHGYWVKNANPKFTLKTRQAFCLQTTKLTKIARYFCRSLFHTRQSARRPFTPINSAAIKAECTARLPEIGEKPIKLKPSVRKTLESIAKYLELHPSVKPICSLAVHSGSVTPAKILPVLNHGSPTILGKRGYEQHNGIDGTMKKRLLMPFRGKTLAQSCSRLHSHPNHGQVRQMAAVNRGYMINGKPYSRSSKILKPGSLPPMKGRRMNWIDAPDDVLFIATEETRKIRKLLGPVDMKRAARQPYKQIFIRQARVSCAVSQPSRQPVNEEPIIIED
>Cmil_AFO98674.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTVNGNVEAKVVCFYRRRDISNSLIILADKHAKEMEEEMEMTIISELTENQKHQLKHRELFLSRQYESLPATHIRGKCSISLLNETELVSCYLDKEDGFFYSLVYDPLQKTLLADKGEIRVGPRYQADIPDMLKEGESDGRDQAKMEVKVWDPENPLNERQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKYNYDLTNAISILVPQGGPVLCRDEMEDWSASEASLFEDALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQILSSNGKPAVVNGPVGGVLYQTPNSAVGRPCESCFTIQSQPWYSWGPSTMHCRLCALCWSYWKKYGGLKMPTRTEGEKGEKVSPTHNVSEPHVRSQGQPGQCLPIHSTGSPKSTLKTRQSFFLQTTRLTKLARHVCRDILQLKQAARRP
>Cmil_AFO99136.1
YRVGDYVYFENSSSNPYLIRRIEELNKTGSGNVEAKVVCLYRRRDISGNLNGLADSHAREFEEDSKQPAMEEHDRHQLKHRELFLSRQFESLPATHIRGKCNVALLNETEKLSEYLVREDCFYYSLVFDPLQKTLIADQGEIRVGPKYQADIPDRLGEGEGDNRNQVKLEAKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRSGYELGGAMSRLVPQGGPVLCRDEMEDWSSSEAILFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKVAEADSKLKQVYIPTYTKPNPNQIVSVGAKGGMLNGAAGYQKPSSSPACESCFTSQSQQWYAWGPPNMQCRLCASCWVYWKKYGGLKTPTALDGDKPRPPSDLRPKGPCGRQDGGSGGCNNNNNNSSNLLAKNRQTFLLQTTKLTRIARRLCRDLLWPRRAARRPYIPVNTAIIKTECALRLPKGPTQPLRVRTTTRPTLAHITKVLEELAALRGERPGIVRASEMNRSVTSSGNRSNISPGKRGFSKQQNGIEVSPIPIHIRQMTASPHPADGRPLPGGAKVERGCSEPPFKRQKVNSGDTPDPIVFVATDHTRTIRKALTQSEMRRAARRPCLQVNVKPIALNRPSSLTEPIVLGD
>Cpic_18020_1
TSSVSILSADYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARSATEPHSRGHMSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKELAAQAPLKPKTPRGTKTPINRNQMSQNRGLAGIVGKRAYDSVAGSGVPFSANGRPMTSGMRSSAQPAVKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPVLPIRPVVAPLVPGPPAHPASTSEPIILED
>Cpic_8355_1
MLADKHAKEVEEESETTNEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQLSSNNGKPGAVNGAMGASYQTQTSLIGRACESCYATQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQSEEEKLSPCQTTEDPRIRTHMSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCLTKLARQVCKNTLRLRQAARRPFVPINCAAIRAEYADRHCEIVGSPLKIKSTRKPLSCIIGYLEIHPAMKPNVVRSMPSLQTPTAKRMLATPNHSSRSILGKRNYSHHNGLEERSCCISD
>Ctel_184591
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLIMLADKHQSALEDDTDAHDDEDLCEKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETEALLSYLNKDDSFFYSLVYDPQQKTLLADKGEIRVGSKYQAEANSVEMLKDGEHDGRSLEELESLVWHPDSGLNDKHLDQFLVIARSVGTFARALDCTSTVRQPSLHMS
>Dmel_NP_001262293.1
MATNMYRVGDYVYVETTPNSPYLIRRIEELNKNQTGNVEAKVMCFYRRRDLPNPLVQLADKHQLATAEDSPLATKLKKTWLRTPVSEEQAAQAVLDPSIAALDEERTSPTQTSGGGGSATGNSGSNSSGTSNNNSSSTAIGGGAGGSGGAGGDAEKGEALTSKQRYQIKHRELFLSRQVESIPATQIRGKCSVTLLNETESLQSYLNKDDTFFYCLVFDPNQKTLLADKGEIRVGSRYQCDIPAKLKDTATDDRKLEELESLVWTPEHSLTDRKIDQFLVVSRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMNILHKHEYSIEESMSSLVPSTGPVLCRDEIEDWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKQIIEYYYMWKTTDRYVQQKRVKAVEAELKLKQVYIPQYNNNGKGNGTSTKAGGGIYNGTTNGSTDLSSNGKPCESCGTTKSSQWNSVSSGHSTSRLCLSCWEYWRRYGSMKSATKGDAGEGDAKKKSSSAASTPTATLAGLATTPTAVVDLNDDEKISDLTNRQLHRCSIVNCGKEFKLKTHLARHYAQAHGIAISSGSPRPIMKTRTAFYLHTNPMTRVARAICRSIVKPKKAARQSAYAINAMLVKQEFTNRISGKSQAEIKKLLLLKPKDRGSVTKIANRLGAPGSGPHEWLVLTPKDKMPLPAVVSFPKPPKAPDGSLVYDRVPNKSPDVVAVPADKELTIIPTQATSTIRKRAHEDQQLNGTEVTIVPSGPPAKRPNKDPMPSHCPSPEQFAAMMAASGQPLSRHHLNGKQKIAQMARGGNGRKQVISWMDAPDDVYFRANDTHKKTRKILSAVDLRRAARKPWRTLPIKPAAPEPSSRPIESQIVILDXPSPASTLTASAASATKLLSSSASRFEQQHPPFPYTMDALLN
>Dple_EHJ72252
MESRHKDRRCRCRSSPVSVVLNAIHVSTTPTPNFTSTKQRAKTMAMEEESTELPGSDGLAPKQRHQAKQRELFLSRHVETLPATHIRGKCTVTLLNETESLLSYLNKDDAFFYCLVFDPSQKTLLADKGEIRVGSKYQTEVTNLLKEGEMISLTSYDESNKIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHKSGYSIEAALSSLVPASGPVLCRDEMEEWSASEANLFEEALEKYGKDFADVRKDFLPWKTLKNLVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPALLSSGAAAITSAAAPPPPGPRPAGVANKGAVLNGGTNGTAAAPTMCASCQVTNSNQWYAWGPQHLQYRLCGACWQYWKKYGGLKTAGVFGESEAEAGRGVRAEADDTALSVSHRPHRCSVVNCAKEFKLRAHLARHMATAHGGAGEGARPVMKTRAAFYLRASPFTRLARRLARALRRPRHYARSPFSPINLHQVKHECTIAMAGGVGGVGGVGGVVPAEVRGVARARGPVGAVAARLAAALGTSAPRAQDWLTLTPRERLPTPNHVAFPKPPKAPDGSLMYERVVSRAELEARRSEAAAPALKRRAYDDINGLDRGCGGSAPPAKRPNKHPAPMQRPSREQYAAMCARAQATGQPLPAHVFAHVNGKPTNLTGRGGRRHVISWMDAPDDLYFRATETAKAARRTLSCGELRRGARAPWRVMRGAVAGVVLGAAAAAGGKAGAASAPLQLVILD
>Dpul_46320
NVLLISDYVYFETAPSMPYQIRRIEELNKTSSGNVEAKVMCYFRRRDIPATLLSLADKHQGALIEEKTASVVEIKTEKEAVEKVEEKEPVDEELNLKQKNQLNQRELFLSKQVEILPATNIRGKCSVTLLNETESFSSYIDKEDAFFYTLVYDPVQRTLLADRGEIRVGSRFQAEITPLMKEGTTDGRNMEELEVLTWTPEHGLSDREIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDALHQSEYDLGKAMCALIPPTGPILCRDQMEEWSASEANLFEEAMEKYGKDFNDVRQDFLNWKVPSSLIEYYYLWKTTDRYVQQKRVKAVEAESKLKQVYIPTYNKPHPAAIGPPLPQSSKNGAHQIEIGLGPGKFCECCAVATSVQWYAWSPNNTASSAVPPQSRLCQSCWSYWKKYGDLTVSNKAALPASSDEESKNLSGGPEALTSRPHRCTTQGCGKTRTAFYLAVTPTTRLARRFSAHLLRPRHAARFPFLPISAAAIRQDCKLISESPKESSW
>Drer_109572
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISQSLIQLADKHAKDLEEEKESPPESDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETEVVLSYLEKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPEMLQEGEADDRDQSKLEMKMWDPECPLTNKQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSALSVLVPQGGPVLCRDEMEEWSSSEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISVSNGKMATVNGAAAGTGSFHTAGGGRACESCFAVQSAQWYSWGPPNMQCRLCVSCWMYWKKYGGLKMPSRAEGAEEKTPPSPAPNESRSRGHCARQSSHMVPIRNSGSPKSSMKTKQAFLLQATRLTKLARHMCRDLIRLRRAARRPFVPINCGAIKAEYMIRVSEGMTGRPLKPKSSPRSTLTSVLQYLESRPATHVQRPHRTPGLQVQPPRRLLSSLPSHGPLGMLGKRSYHHHSRVESAERRAGATGQENPAHIVGPILQHNGSSTGGSSLRGSGLMLRKRRPNWIDAPDDSFFLVSRETRKARRMLSRSQLRRACRQPCEQISLRRVPQGPSQVPILAPPHPSLRMRGPIVIHD
>Drer_45582
MAANMYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISATLIALADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALKSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEEDDRELEKLEEKVWDPSNPLTEKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNGYDMTRAIAALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNSVKPGLVNGAGALPGAPGQPVGLGRACESCYTTSSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPVRHSGSPKFAVKTRQAFYLHTSQMTKAARRVCQDLLRSKYLARHPYTPVNTIAIKAECAVRLPDMSKKPASLKQTVRKPLESVVRYLEAHPLPPKADPPRGVTISTGSLTPIKSTPILNNGSPTILGKRNYEQHNGLDGSKPKVLAPQWEIMAKRMSEAGRTPSVLQDEVHELD
>Drer_71581
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISASLNTLADSNARDFEEESKQPSTSEQQKHQLKHRELFLSRQFESLPATHIRGKCNVTLLNETDVLTGYLEREDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDKLAEVEADSRVQEKLETKVWDPNNQLKDPQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASVVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQITAPGNKPGMNGATGYQKGLSCESCHTAQSQQWYAWGPPNMQCRLCSSCWIYWKKYGGLKTPTQLEGATRASSEAAPRGHMTRQEVQGMSPFTSSAGRAKLLAKNRQTFILQTTKLTRIARRVCQDILQSRRAARRPYASINANAVKAECMIRLPKAAKSGVKNRPIPRPSLINIVKDLAIQAPLKLKAPRGAPTPINRNQVNQPRSASALLGKRPFDNAGGHLLSTNGRPFAMGMRAANQSVIKRQKVSQGDAPNPVVFVATKDTSPPGQSLDTPVVVFQAQVN
>Ggal_NP_001012971.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSIGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQAQNAAAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHGVPVRNSGSPKFAMKTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASENPLLLKQVVRKPLEAVLRYLESHPCPPKPDPAKSLSTSLNNLTPAKFTPVINNGSPTILGKRSYEQHNGMDGNMKKRLLMPSRGTKPKLAAQWEIIPNKSPINSWWIHASSEKEEDELD
>Ggal_XP_419452.2
MEGSAGPPGSLVDGRLAYGGSEESLGSKTNTGFPTPNLSKLTLITFHPPSPPPWNERGSVPVLPLRYYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHAKEVEEESETTIEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKIWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPATVNGAMGASYQAQASLIGRACESCYTSQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQTDEDKLSSSQPAEESHVRTHMSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYADRHYEIAGNPLKIKSTRKPLSCIIGYLEIHPAMKPNVIRSTPSLQSPSTKRLLAPSNHSSLSILGKRNYSHHNGLDESSSHSTRTIMHAAPRVHITNGKALQASASTIKTSAIPVIKRQRQNWLDASDDGFFIATEETRKIRKKFSSLQLKRASRTPCSPILAKTKSLMNNRQARIEPRTITH
>Hazt_10631
MCYYRRRDIPSHLLAVANLKHHNERHQLGHRELFLSRQIETLPATHIRGKCTVTLLNETESLASYMSKEDTFFYSLVFDPIAKTLLADKGEIRIGPNYQADPTALLKEGEADGRAMSELETLVWTPDHGLTDRQIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFEAMSLLHEQDYELAKALSCLVPGSGPLLCRDQMEEWAASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKANPAVLSNGSTNCKSVTLLNGSSSGALGFSCEGCSATTSSQWHSWGPVQKPGKLCSDCWLYWKKLGGLKKASRSAKEEGKYFS
>Hduj_t00095
MEQADDAVRGDAAPSSSEERITANGISDAASASSLNLSGSSASDTLGNPKLSAKPALSPQLPERMTYSVGDHLFFETSPSGPFQIRRVDDFVKNGNSVDARVFVYSRKADLPFAVQKEISGFIDGDLDDSTIVPLHQLIAERNAPSPHTQRQLLDHFISSREVFLNKDDSGPVVETLPTSLIRGKCSVLHHVVGAPKHHYTEVADTFFYHRSWYIPTDLQTGEIIVDQKKQIQYDETGTWYQAAIPRLLSAEERAQYESSCTDKATLAWIPNRIPDEDILTFIQAAIAVGLMARCVSASTIASLALREELSTVSKIAGMDCSMVAAYDLLHGNNYDLARSVSALVGEGLWSKRSLLETFDDIDMSFFRIGLHETSRDLKAIHEEWLPWRSFSDLVSFYYLFKTTSYYKAFRTSKAGAKQEKGVITCVSMAAYETRSCLIRHVPEGQVCYGCYEEADTWYAWSGLARSRRQVRALCTSCWDFWKRYGCLKRPWKSPSQSFVRKNPTPLVIPTRPPSSADLPPCFSPTAPKATISVAKQLLLTHRSPPPPQAPQVWVDEVKGWVVEKSQADEEEFQFTAGDEWRLARRVAGESQYDPKQLARYPLLACGDTEQTEGYFRSCPGLVVDFYRKSKGRKKLKMEQVISRKLLAQPHFLIIDN
>Hduj_t02297
MAAAAALPTNPTANANLYKAGDFCYFEVASSGPYQIRRIEELIKTSNSHVEVRATAYCRKRDLPTKLQERIANYEKDRKEVPDIFMDGQDDDDNDLTSSPAKNGEKNGNGEVNEEKLREHRIGHREIYLTRLVENLPASLIRGKCTVHLLVDWEAKATYLREDDVYFYTHTWDPNTKSLSREKGGDIRVGSGFQAEVPSNPTLEEFPSERAESNPVVVASVPGEAPKADPVTGDALVWLPNKMTDTEIDNFLMVMRSVGTMGRALDGNSNTKQPGLHITAAAASRDITIASGLDVLHCSNYELSKALTEIVAEGPLICRDQMELWTATEAGLFEEALVKYGKDFEEIKKDLLSWKTMCQIIEYYYMWKTSDRFVQRKRLKQADQDGRLKQIYIPAYVMDDQPSSNDGPDTVKVCEGCHATQSPNWYAWNGFAGVRGPEKNRLCRSCWTYWKKYGDLVRPVAGEKKVMLHYGPGIPYAVHQKAGAVADGHFAAAAAGGDKKGYLLPPNQRSSAHLGNFGYMPPRTSYRTRPAIYFIATQMMKEVRRVGEHIFKPRRAARRPFHWINSAPIKEFYQNADAASVQRSKETRSRKKVFVETRSSAHLGNFGYMPPRTSYRTRPAIYFIATQMMKEVRRVGEHIFKPRRAARRPFHWINSAPIKEFYQNADAASVQRSKETRSRKKVFVETVAQRLLESSGPNDPRIRSAVVYTKDAQSGGGTAAARNSSTIERIPSPHAKRMKIDPGDVGAPSKLVIRGRDRYGRLIAPNSPEDFFYHLSPALKTERKKYMKTVELKKAGRSQRNMMDSVPSVLSRLQNFLGIVSASSSVPPVVAAVNIPEVPALATAAVTTAEVPNN
>Hmag_XP_002167188.2
MSVSGKQYENTTQMSKILPASNIYRVGDYVFVETQPSLPYQIRRIEELTKTTNGQVEAKVSCFYRRRDLSNALATQADKHALSAEEENEIDVGTNNLSDEQHHQLKHREVFLSRQLEIINANTIRGKCSVTLYSEVEKLIDYLYEDDWFYYLLVYDPQQKTLLADRGEIGVGEEYQADFFTTFPLIKKDRTRSSPSFEDDRDLSELETMQWTPDNPLTDKQVDQYLVVARSIGTFARALDSGSSVKEPSLHLTAAAASRDITLLSALLMLHKNDYDIGKAVSALIPDGGPILCRDEMEEWSSGEAALFEEGIRKHGKEFIEIQQEYLPWKSISNIVEYYYMWKTTDKYVQQKRLKAQEGDSKVTQIFIPSSNTAINLTLAIQASSQYQVNSVGALVTPSYMCESCFTKESVLWYPWGQSSSQCKLYLCKECWVYWKKCGGLKKSTKSTEASSENEAVYKCRICNKKFNRAERLSSHMTTHRGYDCSEDGCGKTFTLKAHLTRHLAKSHCIFPLDSKMKVKTPFVMTSTPFMKVARYLCKDKLRLHHFARTPTDMIDLMEIKEDASSKINSENAKIIFECVKKYNPKPLDEIVLNVKKKPKPSSLKLISTSITKECSPEQRNSPVGRVSSPSFQHVATSITQNLKAKTLKSPTPIMSGSHKRSADSDQNDYPSTKRQQPMQSASSPLGRKGFECSICGKVLHNQMSLQHHIQAHHERNGPQIHIPQTDPHKRSFQHYHDMPPPAAHNQYQPFHSTSSYSHKDSNGSLVSHKPRLPVGATSRKQSYKGIQNRRDPDMQYVDPPQEFLFNASKDSKKARRSLPSKAQRKIARKPFVQIKCSQELHDAIVCKRSSDIRAKSADPIVIDDD
>Hrob_18496
MAANMYRVGDCVYFETSSAAPYQIRRIEELCKTPTGNVEARVMCFYRRRDISQNLVSLADKHQNVHFKITVGGSEEENGTIVVAAKEELNEKQRHQLRHRELFLSRQCETLPATHIRGKCNITLLNETEFFSSYLNRDDTFFYSLVYDPTQKTLLADRGEIRVGPRFQADPTTLLKKGENDGRNLSDLEDLIWDPSNSLTDKQIENFQIVARSVGTFARSLDCSSTVRQPSLHMSAAAASRDITLFHAMNLLHKNNYAIADAISDLIPSTGPVLCRDEMEEWSTSEANLFEEALDKYGKDFIEIRADYLPWKSHKSLIEYYYMWKTTDRYIQQKRIKAAEAESKLKQVYIPSYNKPNPAQVPDKPDGRPCESCYTSSSNQWYLWGPAVMQCRVCSSCWVYWKKYGGLKIPTNNNNQNSSNSGNNSHHHSQNSNHHHHQNNANANNNNASNNIDKHGHSSNTTASKVFKCTVQGCGKTDFRSKANLLQHLSSVHGMSMTSNSPCPVMKTRAAFCLITTPLTRISRQICKSSLDMRRACRKPFHLINTALVKQECQQRLPELMSKLRMLKSRQRIPMEKVSAKLGIDTKMDKPSLLHHHSSKVLGLNGDTNSGASGAVERGGQSKKRARDNDDEGMPPAKMAPPLVAAPSLAPSSSAAAAQLSSSSSQPATRTGSVVKQSQPKMRGSTINRLNQHQQQQSSNNSTTNANNNTSKQQGRYRQHSTFEALEDIFFHATESVKQVRKQMTTQDFKKGGRKPWRPISLQQSSSSQPLPSSSSSSSSLPSSSQTSGDDGAASNAGIVVLD
>Hsap_NP_001269684.1
MLADKHAKEIEEESETTVEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHSYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISTSNGKPGAVNGAVGTTFQPQNPLLGRACESCYATQSHQWYSWGPPNMQCRLCAICWLYWKKYGGLKMPTQSEEEKLSPSPTTEDPRVRSHVSRQAMQGMPVRNTGSPKSAVKTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVAINYAAIRAEYADRHAELSGSPLKSKSTRKPLACIIGYLEIHPAKKPNVIRSTPSLQTPTTKRMLTTPNHTSLSILGKRNYSHHNGLDELTCCVSD
>Hsap_NP_004680.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHATLSVCYKAGPGADNGEEGEIEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSRLETQVWEAHNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNNVKAGVVNGTGAPGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRSNMSPHGLPARSSGSPKFAMKTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYLPINSAAIKAECTARLPEASQSPLVLKQAVRKPLEAVLRYLETHPRPPKPDPVKSVSSVLSSLTPAKVAPVINNGSPTILGKRSYEQHNGVDGNMKKRLLMPSRGLANHGQARHMGPSRNLLLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQSQALPPRPPPPAPVNDEPIVIED
>Hsap_NP_004730.2
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLVEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGATRGTTEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLSQNRGLGGIMVKRAYETMAGAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPTLIAVRPPVPLPAPSHPASTNEPIVLED
>Lana_XP_013387992_1
MAANMYRVGDYVYFETSSTSPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISNSLIMLADKHQSTLEDDQEMEENDDVSEQQRHQLKHRELFLSRQVETLPATHIRGKSTVTLLNETELLASYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGGRYQADVQPLLKEGESDGRKMEDLEELVWNPETHLSDRQIDQFMVIARAVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHQYNTATAISSLVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAQLPNNKNGSAASAAAGAAAPGAGGEGVLSRACESCYTAHSSQWYAWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDGERPAPNQRQERLAQMAALRMHKCTISGCGKEFKLKAHLARHLATAHGLAIRSGSPRPVMKTRAAFCLVTTPLTRISRRVCRDILKPRRAARSPFTPINIAAIKQECQVRLPDAAKNITIKPKPQITMEKVGAGLSLDVSGEHPPWLAHSEKKAEPARYAYPRPSAEELNQFWERQHVHVEEEEDMEGESPSAKPSIMKKRGYDQGGLEGPPAKRPTMGVIRQSSSIKQRGPYMNGRGKPGTKATRKLNWVDAPDDVFFLATDNTRRLRKQLNGTEFRKAARKPWRVLENVKWPSSTKEQQEPIVILD
>Lcha_19909
LILSFFFLPDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSNLNSLADSNAREFEEESKQPSVSEQQRHQLKHRELFLSRQFESLPATHIRIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGSKFQAEIPDKIDKADCTRVQEKLETKVWDPSNPLTDRQIDQFLVVARAIGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLSKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGVNGAGGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLDGAARGGMAWSPKRGSLLAEVGEGRGEILGSSKRGPLLFEHRLVAVNLHTPKRVSFVFRLICVSVTXKKKKKKKKKKKVNHMWLQLICGIKTASCLPTGFKMSQVVLSRVIMGEPNASLNNNLKKKKKRGAAPPAKFAPAHATENEAHSLGLDSAHVAGGLQFSANGRPLVSGMRSSTQPTVKRQKLNPADAPNPVVFVATKETRPGLGQNLQIYQSDYIVVVFWGGIK
>Lcha_23454
MEEVIWRRCCDTKQNRHHQRQPADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDFLKEGEDDDRDQLNLETKVWDANSPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRNNYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQGPSPAVVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPIRSSGSPKFAMKTRQAFYLHTTKLTKIARRLCRDILRPWQAARHPYVPINSAAIKAECTVRLPEAAKNPLILKQIVRKPLESVLKYLETHPCPPKPDPSKSSSALNNLTSAKITPVINNGSPTILGKRSYEQHNGMDGNVKKRLLMPNRGTYLGMPNHGQTRQMGAGRNLLLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKQIIIKQTQAALLLRQPMNDEPIIIED
>Lcha_5901
MLKEGEPDDRDQSKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLTSALSILVPQGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFIPWKSLTSIVEYYYMWKTTDRYVQQKSLFSAEKEMKIRNIFLNTYSNKPNPNQISNSNGKPSAMNGAMGGTTYQAQNSVVGRACESCYTMQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTRAEGEKLAANQTNMDSRSRGHVPRQGGHSVPIRNTGSPKSAMKTRQAFFLQTTRLTKIARHVCKDILQLRQAARRPFVPINFAAVKAEYIARHPEGDQGTLKSKGTLRKPLSSIIKYLEVHPSIKSKIIRSLPSLQSPAPKRLLTVPTHSSPTILGKRSYSHHNGVEGYENVKCFYSW
>Lgig_8404
MENMYKVGDYVYFETSSTSPFQIRRIEELNKTPNGHVEAKVMCFYRRRDISSSLIMLADKHQSLLEENGETVPEEKEEEQSEKGSHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETEALTSYLNKEDMFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITSLLEGEDTRKLSELEDLIWQPCPENGITDKEIDQFQIVAKSVGTFARALDCTSTVRQPSLHMSAAAASRDISLFNAMHTLHEYKYNIANAVTSLVPDGGPVLCKDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAERKLKQVYIPNQKPNPAHPAVLSGKMNGDQMSGRACESCYSSHSNLWYAWGPSHLQCRLCSSCWTYWKKYGGLKMPTRLVEFKLKTHLARHLATAHGLAIRPGSPKPVMKTRTAFCLVTTALTRLSRRLCKDLLRPKHAARLPFIPINIAAIKQECK
>Locu_17197
MYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHAREMEEEMENSEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALTSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEDDGRDQSKLETKVWDPNSPLTEKQIDQFLVVARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKNGYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNNIKPGLVNGAGTTAGPQGQSAGLGRACESCYTTSSYQWYSWGPPNMQCRLCATCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPVRHSGSPKFAVKTRQAFYLQTTKLTRVARRLCRDILRPKYLARHPYTPVNSAAVKAECSLRLPEGSKSPLTLKQAIRKPLETVVRYLEAHPCPKPDPPRSATISMGSLTPIKSTPILNNGSPTILGKRSYEQHNGLDGEWPSGVLAQAEGELLGIPNHGQTRQMGPSPKLRLNGKSYPSARLIRGGSRPPIKRRTMSWIDVPDDLLFMANKETRKIRKLIATSETKRAARRPYAPIVIEPSQTGQSLRPPVNEEPIVIED
>Locu_17947
MAANMYRVGDYVYFENSSSNPYSVRRIEELNKTANGNVEAKVVCFYRRRDIPSNLIALADKHAKELEEEMEGESLQQLTEKQRHQLKHRELFLSRQLESLPATHIRGKCCVTLLNETEALFSYLEKEDCFFYCLVYDPQQKTLLADKGEIRVGPRFQADITDLLNEGEEDGRDQAELETKIWEPESPLTDKQIDQFLVIARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHRTGYDMSRAITALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFADIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINVNNAKTGLVNGSSSQGPSGNAGWACESCYSIQCYQWYSWGPPNMQCRLCAICWSYWKKYGGLKMPTRLEGERPGPARNSMAPFSYWVKNANPKYTLKTKQAFYLQTAKLTRLARYLCRALLQPRRAARRPFVPINSAAIKAECTARLPEAEKQIVKLKPATRKPLEVIVKYLELHPYVKPEPVKPAVSLASHPGSTSVAKVAPVINHGSTTILGKRSYEQHNGVEGNVKKRLLMPSRGLPNHSQVRQIATLNKSYLLNGKSLERSQRMLKQGSLPPVKGRRMNWIDAPDDVFFMATNDTRKVRKLLASFDIKRAARQPYKQICIKHVQSDLETPLQLRHPVNEEPIVIED
>Locu_20329
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNSLIQLADKHAKELEEEKENPSEPDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPDMLQEGEPDERDQSKLEVKMWDPHCPLTNRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSAISVLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISASNGKTATMNGAAGAGSFQQPGLGRACESCFSMQSPQWYSWGPPNMQCRLCVSCWVYWKKYGGLKMPSRAEGEEKMSPSPAPNEPRSRGHGPRQSAHAVPVRNSGSPKSSMKTRQAFLLQATRLTKLARHMCRDLIRLRQAARRPFVPINIAAVKAEYMSRLPEGVERPAKMKASPRVTLSSVLKYLESRPPLHSPRVARTPSLQCQPAKRLLSSLPSHGPLGILGKRSYNHHSRIEGLERRGNIIGHDNMSHIMGPVLQHNGRASSNPARAAGTFLRKQRPNWIDAPDDGFFLVSQETRRVRKLLSRTQLRRACRQPCEQIRVRRSVYCPSYPSLRTHGPIIIHD
>Lpol_XP_013780198_1
MAANMYRVGDYVYFETSSTTPYQIRRIEELIKTPNGNVEAKVMCFYRRKDISSSLVLMADKHQSALDEEQEQEVELLSERDRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESMASYLNKEDCFFYTLVFDPHQKTLLADKGEIRVGSRYQAEITPILKEGEEDGRRLEDLETIVYTPHHNLSDRQIDQFLIICRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHQHNYDIASAISSLVTSKGPILCRDEMEEWSASEANLFEEALEKYGKDFIDIRQDFLPWKSLKNIVDYYYMWKTTDRHVQQKRVKAVEAESKLKQVYIPNYNNKPTTLNGPNGENLVSGGRPCESCYTLSSHQWYAWGPPHLQCRLCQPCWSFWKRYGGLKYPSKLDGELQTSARNSDNDSSYSCRDCNKVFNRQERLTAHMAAHRPHRCGFSSCGKEFKLKAHLVRHCASVHDSAIRVGSPRPIIKTRVAFYLCTTPLTRLARRVCAHLLQPHHAARNPFKAINVVAVKQECQTKLLEGLPKIPIAKSRNRGSILDISHRLGAPNIPIPEWLIAMPKNKLPQPERLAFPPPPRGKDGQLLIPWPHKEESRSVGINSVLPTILRKRGYEQQNGVDGPAAKHRAVVGSSPDLYKMADLPQGTIITRLNGRAKMTTIRFGGRKQTISLVDAPDDVYFIATPATRKLRRQLGLNEVRRAARRPSRKLYVKLPQYGIPSYRQVITQE
>Lpol_XP_013780199_1
MDASSDADFDSYWEDESKSKNRNRIRVGRQYQATVPQLLKPGESDGRQLEDLETLKWKPNNDLSDQQLDQFFSVARAVSFFARAIDKYQHSDKESDKCIQTALRGLTEYVTSHHPCHHDANCQLSQGSSDPQPSGSNSSNDWTYGEAQLFARALEACGKNFGAIKKDFLPWKPVKSIIEYYYQGKEERPNSSHNNLGEPSTSMFSVVEPKKEIIDCDDLGDPHTSPDSGSSEEPDNSIPEERIDEPSDDKQDDETGSHPNLPTTSLTAEVLEVKPMKAKPVTATLDLETSPLGSLQFYFHGKLVLKLNAQQHANTNGHQCQWVPSVDTPKVPFPCSAGQCKKKYVELYEDSRTVDGADLQEVEGGFSKKAKLKNDFAIVWPEESFGAPVHSPQSPALSEWRHRGRATPYDGTLSPFSGVCSDPSDSDISPLQSPTDKCSTKKILGPSELCSVKDDLCIKPEPVSPCSHPTHNIEGRKIPFYSSCHKQDPQKFNTLEEVKRPFSQVNCTDVSQQIECSVPISYPSMLKTVLEATDKTGYKHLLSSSYKLSNVKQEVPLDLSIKSSQPSVNKLHAVETNCQTDGKLNSCSHKQKQLSSSWPDETLSHPPGLNTRRSSKQIKRSSFSSPDVRPSVSSFKSLTSSPVGGISKQHSADNKWTSINAKPLTLPPVISSATNTLHPGSATWTSFSANPDILSPTHTWEKSDATVASLTSYQEQHSGLTYLSMPIYNMAYPYPANCVENVNGVSASTEVNYFSQKNSPIKLKNMEDVTSSPSSKEKEIPAWVTNRPTDLTSYIPLYPHIYSYYPYAYNLSQVSWNGAVTPTEASDAPLDLSSPPSDNIPCSPKQKETIVGSSRAVQVPKDETDKDELSKLSNKSDDFSPSVSLGF
>Lpol_XP_013783809_1
MQDLATFFVDDTSCKLLISEYADFDSYWEDESKSKNRNRIRVGRQYQAIIPPLLKPGESDGRRLEDLETLKWKPNNLNDQELDEYFSVARAVSFFGRAIDKCQDLHKESDKCIQTALRGLLPWKPVKSIIEYYYQGKEERPGISHCLSDVSEASTSMFSPAKLKKESADMEDAGDPHTSLDSGSSEEPDNSTQEEHVEEPLESKQDGETESHPDPSTIPSAFEVLEVKPRKTELVPATPDLESSILGTLQFYFHGKLVLKLNAQQSKANGKQCQWVQSVDTPKVPFPWKARQYKKKYVDQSSVSELSEDGGTTANANFQEIGGGFIKKAKLKNDFAVVWPEESLVAPVHSPQSPSLTECRHFGRTTPHDGNLSPLSGVCSDPSDSDVSPLHSPVDKCSTKKLPRPNELCTKLKEELCVKPESTSPSAHFVHEVEGRKTPLYIPCHQQDPQKVGSLNKTKRFFSHVNCDASTSKSEKSGSSVPISYSSVLKTVLEATDKSEYKQSSSSSYKLNSINKGEVPLDLSLKSTHSPPNKSHAIESNWQTSEKLNSNSNEQNDLTLLWTNESAPSLCEFSTFESSSQIKLSPSSSPPDLRSSLFSLKSPSSSPVCSVSKQHLLNTCLATKTLASPLVASSVTNTLTPARTKWTSFSTKPAVASLASSQEQQEGLTYLSMPIYNVAYSYPTNCIENVNGGSPSSGVDNFSQENCMRPKSMDIEDKNSPSCSQEKEEIPTWITNRPVNLTSYFPFYPPHIYSYYPYAYNLAQMSWNGTATPAEESDNPLDLSLPLSEKRTCSPEQKSPVENGTATQVPNDETNNASKKGMLYQLLKKRKSVDSKESIQPQHV
>Mlei_63910a
MEPVTEKFKIGDYVFAELHSTREPFWICKIEEIQKQANSDVQIKVKLFFRRRHISADLLVIADKYTDSFLHNEEFDWELAEEPAYNPDYVKLHYKLLQRNLFVSKENVIISADMIRGRCYVFLLTTVDSPMDVLTNDNKFFFLLAYDVSNQEVHEDKGSIMIGDSYQANLPVCKGRSSPDEEERDPIIWDPQKCSDKTYSQLNSVVRSVQRYKHFAKTNLKTRPLQVHRDVHLFGAMEVLNRENYELESAGLALVLEQQLTADVIDTWNRDEITIFERAMYKYGKQFQYIRQEFLPWKSWENMIQFYYHWKGTESYRLWKQQYYIDQGDLKEIGVELGDWTLPPLTGSETSTTKCPGCGKVPKLPDSWFSWGPLSDSVRICKTCAVYWKRFAGFPDSPALESKVWESLTPSLVDLPHRKLFKCDVEGCSKAFKCKSGLRRHQLLLHDPNRGQLFVCTEGTLAARKCLGIKSIRHIARRPCQAARNR
>Mmus_NP_001164523.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNTLIMLADKHAKETEEESETPVEADLTEKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPKYQADIPDMLPEGDSDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEACLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISSSNGKAGTVNGAVGTQFQPQSALLGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQSDEEKSPSPTAEDPRARSHMSRQALQGMPVRNTGSPKSAVKTRQAFFLRTTYFTKIARQVCKSTLRLRQAARRPFVAINYAAIRAEYADRHAELSGSPLKSRSTRKPLSCIIGYLEIHPAKKPNVIRSPPSLQTPATKRMLAAPNHTSLSILGKRNYSHHNGLDGT
>Mmus_NP_035972.3
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILNQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARGTTEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLTQNRGLGGIMVKRSYETMAGAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPTLMTVRPPVPLPASSHPASTNEPIVLED
>Mmus_NP_473422.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSSLIALADKHAREVEEEVENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSKLETKVWEAHNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISASSVKATVVNGTGTPGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGIPARSSGSPKFAMKTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYMPINSAAIKAECTARLPEASQSPLVLKQVVRKPLEAVLRYLETHPRPPKPDPVKSSSSVLSSLTPAKSAPVINNGSPTILGKRSYEQHNGVDGNMKKRLLMPSRGLANHGQTRHMGPSRNLLLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQSQALPLRPPPPAPVNDEPIVIED
>Nvec_v1g107943
DYVYVETNPSLPYQIRRIEELTKTSNGQVEAKVQCFYRKRDLSSTLGIQAEKHLLQAEEDAEVEMGDIELEDVSRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEVLPKYLEKEDWFCYFLVYDPQQKSLVADRGEMGIGPNYQCLVPKKCIDPSTDDRDLSQMETLVWKPDNSLSDRQVDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMTTLHNSMYQVGKALSQLVPSGGPVLCRDEMEDWSAGEANLFEEALQKYGKDFNDIQKDFLPWKSFSSIVEYYYMWKTTDRYLQQKRQKAVSKECNLTQIYIPGLAPSNPAQPGKKQTSTIILTPPPGVTSNLVGATCEGCYGCTSQQWYPWSPSNSQHKFWLCTLCWIYWKKYGGLKKPGKTLMPENVKNASRAWHFSSVFAHLSRHLTCNHGYRPPSPRKLKPRSPFYMCSTHLTRVSRRLCGDLIDVRHWARAPGANLNLAEIKAQCKWKEVQY
>Nvit_NV14853
MPAEYHENHGNHENANYALGAFQDANNMTANMYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFFRRRDLPSTLIMLADKHQSIYICTGTGTGGGGGNTGSGGGGVDRPNANLGPGIGGLSELTPKQRHQMKHRELFLSRQVETMPATHIRGKCCVTLLNETESLLSYLNKEDSFFYCLVFDPAQRTLLADKGEIRVGSRYQADNIAPAPLTPAEREADPRRLQDLETLVWTPRHSITDREIDQFLVICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDNLHRYNYDMSKAMSCLVPNSGPMLCRDEMEEWSASEANLFEEALEKYGKDFSDIRADFLPWKTLKNVIEYYYMWKTTDRYVQQKRVKAVEAENKLKQVYIPNYKNQSGPGTGGASNGKAAVSILNGSSNGNIADAAMLMVAGNGKPCESCQSSQSPQWYAWGSTHLQCRLCQACWSYWKKYGGLKIPTRMDDVDADRKRSGTVGVGLAAGGGGSPRPVMKTRSAFYLRTSALARAARRLCAAQLRTRHAARAPHQPVNAAPLRHLCASPQLASKTPAELRVLARALRPRARPRVTDIATRLGDHPQPKTPGDWDWLQLTAPGQRKQPDRVSFPRPPKAPDGSLLYERIPNKPEVDRLPVTPPVQPALQTQQNLLKRPRPAFDEINGADCIPLNSLSSGQPLPKRANHGQPMHLNARTPMDHASGAVVAGASPATAAGVLPPLVTPLNGRAAHPHGLPPQAQMSRSNARKQVMSWMDAPDDVYFRPTEQIKRLRRSLTSVEVRRAARKPWRLLSVPQRVARPDDMVVILD
>Obim_22015508m+22017021m
MAANMYRVGDYVYFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLILLADKHQSKLLLSFVIIVDAGMEEDSEEINDDITEKQRHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITPLLKEGEKDGRSLDELEQLIWLPGPDNTLTPKEIDQFLILARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHRSGYDIAKAVTSLVPQGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAAISGKVNGVDGQVSGRACESCYAANSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDHRIEKSEADRIDPMRERLAHLNAMRMHRCTIAGCGKEFKLKPHLARHLATAHGLAIRAGSPRPMMKTRAAFCLITTPLTRISRRLCKDILRPRHAARCPFVPINIAAIKQESAGLPIFQDGSQGHLIDALTASTEKRTDNNGQLRLTEGGSNRLSMNIKAKTPATLESIVSRLGIDIKMEKPSMFCRPEGDQRKQPQRLSFPPVSSPMTRLPEPKMEPIVPRVSTSQPSIMKKRGYEQSNGLDARISHKPQQYERPKQNLWNKAYENAHDQLD
>Ocar_g6846_t1
MFFLDRGLFRGNSENSIVLDYVYMEVDPAPAPYKVCRLEELSKTAEGRIEALVTCMYRRRDLPASLAQLADKFSIDFEEEDGCSWLTEQLDAKEKHRLKHRELFLCRDYETYEICLIRGKCSVTLLCEVETPESYLNRSDTFYYSLIYDPQARTLQTDRNSIRVGERYQAQVTPGLSKEDDNMAEDTASPASPLWRPDSMPNREIDQYMVLARAMITSKTFQPSLHASAAAASRDVTLLHAMTSLHRAGYDLATAVSYLVPQGGPLLCRDEMENWTAEEANIFERALQACGKDFHEIRKDHLPWKSTKSIVEYYYMWKTSDRYTYTKQQKFLERQNKLKDFAIKRAPVSHHHHHHHHGGGSGGGGGGGGGGGGGGGNHGDANLQLDRPHSSSSPLSGPQPPSSQSVGGEVQPEAEGQGTMQSKTQGKPLIPSSKPCECCKVSLSTRWHSWGPADQHLKLCFDCWAYWRKYAGLNLATKWEASQTAVVDSYTCKHCNRHFTRKERLATHLREGCYSSAKSAKKYKAVANATSRIFVMRPKSATFLARKLLGGKELRQCARKLGRSVNLALLKGTDEPSRRIPRCYRIRDGSWYRLITNASSEAAPFAATSCAETLQEGEDKGGSYGRGSAEGSSGAAQEGAYPRETISGFVRK
>Pbac_sb3465958
MIRGKCFVFLLTVVDSPMEVLSKEDNFFFILGYDAATHEIHEDKGSIMLGRRYQAEMPDFAINLAEPDQDTLIWDPSKCDDMKYEQLCFLSKSLQELRNIMCYTPNTAALNPQPDDLLFGAMDALHATGYGISEVPARLVEHRGILDSWSVDERVIFERALLKLGKQFNVIRQEFLPWKSSESIIRFYYHWKGTDSYKVWKAQYQDTSGELKELNLCLKEWTFPKEEGPLRAGKCPGCKRMCKECSWYLWGPEHASRHICWTCSLDWRKYGGFWDAPELDSLSWDSSVGSSPSSSIFLCRQCGKSFKTKSHMRRHEALVHTNKGEHVDVWMCGKEGMRSRRKIGRRRIRVAARRPFRLILGEL
>Pdum_MTA1/2/3_ comp223915_c0_seq6
MAANMYRVGDYVFFETSSSTPYQIRRIEELNKTPSGNVEAKVMCFYRRRDISGSLIQLADKHQSALEEEHEEQSSDELSDKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYYNKEDAFFYSLVYDPQQKTLLADKGEIRVGSKYQAEVQRLLKEGETDGRNLKDLEELQWRPDHGHSDRTIDQFMVIARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHSYETAKAISSFVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAETKLKQVYIPNYNKPNPAQITGKVNGADGSSGRACESCYSGHSNQWYAWGPVHMNCRLCAACWVYWKKYAGLKMPTRLGRLEDSSSMDDGDRPAPIQRQERVGQMQGLRMHRCTIGGCGKEFKLKAHLARHLATAHGLAIQAGSPRPVMKTRAAFCLITTPLTRISRQLCKDILRIRKAARQPFIHINIAAIKTECQARLPDGMKKMKELKPRDRKGMNEVVVRKGRPIDVDLPTILRRTDLGNKEPKKIFFPAPAEMPKPRVPQEDKSDSPAAPQPSIMKKRGYEQTNGVDGKVLWVVVCRAAINVVLVGCVVLDSFQIVSYLPLLFRVFIL*
>Pmar_4316
HCSLLCLLSDYVFFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSNLISLADKHAILSIRYMPVPKQDLGDERQCERKSEHPFCKEKKTSGRLGSSESLTLFAPALHSRGKCRVTLLNETEALNSYLDKEDCFFYSLVYDPTQKTLLADKGEIRVGPRYQADIPDFLKDGEPDCRDQLKLEARVWDPENPLMQRHIDQFLVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLVGRWDAMHEINVNQIMSPLEKLTPNVHDALPSHVDKLTSLVINSASTFFSGNGPSSKDNGQAEILTDFILPWKTLSSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIAATPVKAAVANGTPPIGLVLSAPQNASVGRACESCFATISCQWYSWGPPNMQCRLCSACWTYWKKYGGLKMPTRLESDRAALLRAGGLGPHSSVSRSNGSPKFTLKTRQAFYLQTTKLTRLARRLCRDLLHPLQAARRPFLPINTTAIKATCPQSLAELERSGLVEQLLLTSPRITVLIYAQTSPWDPLEKSVENEQDISPVDTTRVAKMSKVCNILKSKLIGMRQTSVQYNVMCGLSNHGQVRQLALGTRPYLINGKPYPANVKLLKPGGMSLVKRRRMNWIDAPDDVFFMATDETRKVRKLLPSLEMKRAARRPYRRITVKPLLGLGLPSHLVARQPINDEPIVIED
>Pmar_4885
VTTSVAFVADYVFFENSSSNPYLIRRIEELNKTPSGNVEAKVVCFYRRRDISSTLITLADKHASLAVIYCKSPGDPHETEEMEEEMESVDDLSEKQRHQLKHRELFLSRQFESLAATHIRGKCSVTLLNETEALSSYLEREKQDCFYYSLVYDPAQKTLLADKGEIRVGPRYQADVPDMLKEGPDFEDDRDQVKLETKIWDPESPLTDRQIDQFMVIARSVGTFARALDCTSSVRQPSLHMSAAAASRDITLFHAMDTLHRSTYEVAKAIGLLVPQGGPVLCRDEMEEWSAAEANLFEEALEKYGKDFTDIRLDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIFTKQGVPNGSGTAGPGQASGTGRACESCFASQSQQWYSWGPPAMQCRLCSSCWTYWKKYGGLRLPTRLDGERPGPNRASSGLHGLSVRSQGSSRVALKTRQAFYLHTTKLTRIARRLCCDIFSGRQAARRPFQPINATTIKTECTARLPEAAKTPLKVKPVVRKPLESVVKYMEAHPCPVRVAQPLPPRTVSSITPTKVLSVLNHGSPTILGKRSYDQHNGTDGNTKKRMLMPCRVAKNHTQVKPTVSANRCYLVNGKPFAGSARFVAKGATPPMAKRRRLNCINAPDDVFFMATADTRKVRKLLVALEMKRSARRPYQRIATRPSSSTQRAVLPVNTEPIVIED
>Ptep_10286
LMDKCSTDAEFDSYWDNEAKNQNRNRIRVGRQYQATIPPLLKPGEKDGRKLEDLETLKWKPDQLSDQKLEEYMSMAKGISLFSKSVSSSRSPEKSDNSLQSAIKGLTEFVASHHPCHHDDGCRQVLKPSSSSTESVSKVNTNTWSQSEAQLFAQALEACGKNFSAIKKEFLPWKPVRSIIEYYYQIKNEKAEETEPTDKVIPKAEEEPIPSCSHEEKPCVKEEPVKVEEPQVKTVNTEDPPKDSINFLDHSRVTDPCSAASETSLPQDVPATSTVGSLKFFLGGRLVLKLNAQQDGGSGNKCQWVQSNDLPKHSNHNKKDKHKKKFAPYSYSSSGTQKPLKKGDDTSAVPDCDPSGIKKPRLKEYETSENSALGLLLCSSSWTPPVADGQESIDVDDTSSKTSEGYISPILSNNSRTSKIDTIKHDFASNPNTSNELGEQKCDSDPTWVKTDNCIISDSASKNASVLSGKNSPNQCYSSPMKKEVLNHKSALSHGRSVKSPCYQSRSSHSSSPLLKQRNIKWSNIPYPLKSSPSSLSPVYIDLRSSTKESAIDLSSKSDNGLNNADHYVKQTHSNERSECNECILCESDSRPDSEFSPQSSNFTPSAESPRKEPSCTACNCCEGVSTDQLPFDNSGRKEDETMTNKESDDNSQLSYTYCNLPYHCALPKCTKDYTLEEHLCNKSSINKNQVDCPEYIINDIDENMCEKNPNWCSKASYIPYYSHCYPYYVSYGVTSRNSAESTDTEVSEAPLDLSSTNETKPEKLPNVEKISENSSEEVSQNAEGGRGMLYQLLKNKSK
>Ptep_10287
LLIMTANMYRVGDYVYFETSSTAPYQIRRIEELIKTPNGNVEAKVMCFFRRRDIATSLVMMADKQRHENMDATLISALEEEQEREAEQLAEKERHQLKHRELFLSRQVETLPATHIRGKCSVTLLNETESLLYYLNKEDCFFYSLVFDPQQKTLLADKGEIRVGPRYQAEIPPMLPEGTEDPRKLEDLEELVYTPHHNLTDRQIDQFLIICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHKHNYDITTALASLVPSGGPVLCRDEMEEWSASEANLFEEALEKYGKDFIDVRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNNKPGVLNGANPGESPSASGRPCESCYTPTSSQWYAFGPAHLQCRLCQSCWNYFKRFGGLKYPTRLESVDLISGSGSDKLQSHIASHRPHRCTISGCGKEFKLKAHLARHCATAHGLVIRAGSPRPIMKTRAAFYLHTTPLTRKARRYASHLVKPRHAARNPFQPINILAIKQEFHTRMIEGQPDLPKLGPHERGRVVDVSHRLGTPNLPPPEWLLPTPLDKIPKLEREAFPPPPRNEDGSLSIPKHPMDMEENNVRLTPSIASASPTILRKRGYEQQNGVEPGVIKPTPDIFNVSSLARSSVVNNPLNGRAKMATITRVGGRKQMISWVDAPDDVYFVATDSTKKLRKQITIPELRRSARKPCRKLNVKIPFYYDNPPPVVPPPAPSTAAAAPPETLAVID
>Scil_023554_4
MASYAMCEGLYRVGDFVFMEVNSNKEPYYICRLDSISKSSSGTVEATVSRYMRMRDMNTTLKLTAAKHLEDVEEDSPNNGFFPSKLSTDQQHQLSHRHLFLTRDNDTFEVSLIRGRCEVTLLCEEESPDYYLKENHKFFYSLVYDSQQRTLVEESGEIRTGPKYQAEIPDMLPPGQEDENEPACAAATQVWCPDNLTSQQVDQFMVLARSVGTFARAMISSRNQPSLCVSAAAASRDVTLFHAMSTLHRYRYNLSQAVCALVPQGGPLLCRDELENWTPDEVAQFEQSLVKYGKDFFDIQKNSLVWKSVKSLVEYYYMWKTTERYLRVKQQKHNEKNGNSLKQIRISISKNQPGGANGASTPRTVGQASNGNGAQLATAASRHPEIEGRCEGCPATSSVRWHKWNHGGDTNAQPLCSPCWEYWMRYGGLKRPTIHEASQPENRGEHKCNVCGKTFSRKERLTAHQRDQHLPYPCGLKGCNKSFKSKAGAQRHMITMHGIGEEGVKNDNAPSKPFHLRPFATAIAARRSIPAIALRHSARKPSAAIPRDNLVLQNGAFYPGVGRQKMWWKVKGRKPINDMIEVLVNMPSSARYRTVRSPTIAPNYSTHRGSQSSVRARTAAIRMARPGGESPRLLPAKSNGDTAPSSAATVAAYMAARQGEEVPRQGAAGVDVVDLTSGEAAAPPKGIKRAADENGMLLVFLLLSIHVYDDHYSHVLHTSSMCVMCLVEQCSLHPPI
>Skow_XP_002734194.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKDIFFYSLVYDPQQKTLLADKGEIRVGSRYQADIPPMLGEDDKDERELPKLETIVWDPRCGITDRHIDQFMIVSRSVGTFARALDCSSSVRQPSLHMSAAAASRDVTLFHAMNILHKHDYDIAKAIANLVPQAGPVLCRDQMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLPSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISNKPGIQPPTAGGRACESCYAGSSFQWYSWGPANMQCRLCAACWIYWKKYGGLKMPTRLDGDRPVPNRVLDGSVAEGDRPSPTNRSQDPQYACNEFKLKSHLARHCQTVHGLTIRSSSTKPTVLKTRQAFFLSATTLTRISRRVCKDILNSRHHARSPFSPINITAIKQECQVRLPTAAKTLALKNKKWPDSNVVVSKLGIDVKCELPALLERTKTTTSEPPRLSFPPPLSMPIFPRVDQNDKAKGDNTQSINSISPTILRKRGYEQHNGIDGLTAKRSSYSLSGITRLSARIISAKGGDKTVVHPPHEPVRSGLSRHALSRNMNGSRQYPSGRVETMPMRKRRRINWMDAPDDVYFHANENTKKLRKQMTLSQHRRIARRPWSSTGIKLPVYAQPPPPPIPPEPIVIDD
>Sman_049730_2
MTSNNMYRVGDFVYFEVAAASPYHIRKIEELNKTPTGAVEAKVVCFYRRRDLSPNLIQLADKHQKELGTCGDDTQPDILHQIHHRELFLSRHLETLPATHIRGKCTVTLHTETEPYHIYLTKDDTFFFQLVYDPLQKTLQADQGSIREGPQYQAEIEPYHPCLEYSADESIHEQLLWRPDNNLTPSDLDSYLLLIRSLATLGRSFYPPHILRQPNLTMSAAAAARDTTHQFALDTLHSANYNISQALQMLAPRGQPILKLDEMEQWSASEGNLFEEALEKYGKCFYEIQNDFLPWKYPKSLVEFYYMWKTTDHYVQQKRMKAIEAEHHLKQVYIPNYNKPNPAVLYPVTSDSGSSASGCEGCPNLTSTMCSDSKTMGVSKTNISITELQARKNSSTVSTDHSTKSNDLGVNNSNAYMLASKVRTSVSFHFVASVTLRIARRLCVTSNPRRRARQPFKRLTFLTDFHNDTLPLLTKLTPAESHKLTQRFRNISSVNKCKSPGVSLHSLVSRLHKTKCRSSNGVETVFTGEPLSMTTENPRYASSDTALDLAVDGSVTTCDSGSLKDPGSMPNSDEHSDADCISNKNPNATIPDDDSNVEVISNNHGCINLGPKRRFTVGSDVDGASTLMYRATQLIKRSRRKFLSLAELRRFGRHPWFDFNVGLHSQNGQHPVSSSNLKKKSHTVTTNSTAETDLPNPGIVTSSSSAH
>Sman_168850_1
MASNNMYRVGDFVYFESSATAPYQIRRIDELNKTPTGAVEAKVACYYRRRDVSSALINQAEKYCKCSVTLHNDAEPLTNYLVRDEAFYYKLIYDPTLKTLQEDRGSMRIGSDYQSEIQCLLKSSGQPIIYRDQLEDWSANETNLFEEALDKYSKVFADILSNCLPWKTHKSIVELYYFWKTTDRYVRQRRTKLAAQEHKLKQVYIPNYNKPNPAVLYHNTDKTISRPCEGCGSLNSSQWYAWGPSNANSRLCTDCWSYWKRYGGLKSIESKERPTTTLRTQQQLNSSTVETNSKSGGPINITGSVNHQFKSHSIGLSSGALDGGDIDIYTNDHHHNNNTSATNMTDNANSKLIDGSGFFGTLAGTPRGTQCFRTPSIIRLARILCPNLVQPLRLARHPGGVPEIFSSKQQIQHESKCDESNLTGTDNLSESNMMLMYATLKAAAQPIISRIRDPSILLTRPRRTRRLNDVIDLMASRKGIVFQPLDLSSALKLSVANGPVYDRKRPHSPVFTNAPSSKKLHETDDKVNRSKNSSMLTENITSEKCLTNGRSTASVITKSDCSLSPTSTAVSSRPKKSAFTTDPSLMNQNLILTSNGISTDDRTTIISKFESELIQ
>Sman_188270_1
MSVVESEDVRLTEVHEELVWSPSHSLTAQEIDMFCLLAKAVGTYGRAHDTSSSTKQPLLLSATASASRDITRQHAHDILHEANYDLNKAINLLLPG
>Smar_13016
MAANMYRVGDYVYFETSSTSPFQIRRIEELNKTPNGNVEAKVMCFYRRRDISGSLILLADKHQSALEDDHDGEQQDSLADKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAESIPLVKDAGEEDDRKLSDLETLIWTPYHSLTDRQIDQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTIHRHNYDVAEAISSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPAAISNNKPGLMNGSNTNDPQAVSGKPCESCYIFQSSQWYAWGPLQMQCRLCSICWSYWKKYGGLKQPTRLDEQWWNRDNEGLRVIFDSAERLAAHMASHRPHRCTISGCGKEFKLKAHLARHCATAHGLAIRAGSPRPIMKTRAAFYLCTSPVTRVARRLCRDLLRPRHAARNPFQPVNHVAIKQECTSRVQGRSTDDLKVYLKNKDKPRTKVVEVSNRLGMESNSTPEWLLPTEKSKLPQPDRIAFPPPPRGEADGRYLVDPIIYREREFEKSTPGINNLSPTLLRKRVYEEQNGPAAKRPLRPVPGVMKTSTDIFTPNLIARSSVINHLNGRARLATVNKLGRKQVISWEIKKTTDVYRTKKSRSSSVEEAQPEDHFGSGRTRTDRHSRLSQ
>Smed_15001712
MTTNNMYRVGDFVYFETSVTAPYQIRKIEELNKTPQGAVEAKAICYYRRRDISKSLIQQAEKHRFLEDDEFFHDSESPSSSPKIHNPKYLETNDIGYFKDSHLLNPIQCHQAKHRELFLSRQIETLPATHIRGKCNVTLYNDAEPIFDYLNKEDTFFYKFTYDPSQKTLHADRNAIRVGSDFQTQVKAFDKKKVQKSQKPEGELAYNLSSDKDNISQFILITRSLGTLARAFEPYSYTHNPELLFSAASASRDFTLQRAHDYWFESNGCIATAVSLILPGGCPRLFKDELEQWTANEYSLFHQGMEKYGKDFYTIRNQLLPWKSLKGIIEFYYMWKSTDKYWSAKRHKSNNTLDHKLKQVYIPSFLKPNPAVLCTKPLDHNSHGCESCLATKSPQWYSWGPQHLSCRLCVSCWSYWKRYGGLRNPASRELANENGPETVLNLANGEISNSDNLNQVGNFKCTQPNCDKEFRVKSQLYRHLYNIHAVSQPGIMNGSWDILNHYSKSLNNGSSMNHLLNFPGGRGMMKPRSTLVFKINLRFRLGRVLLSDYIKPKHIAKKPNSMDSSDMELFFKKIEKFPFKSISNDRLNSILKFTLKKIPIDETILTLWEKKGVILNMQIPDFLDINLSESINRQTTNGVYENTSSLSVKRPFIVNGEIDQFEPLSKSCKQIIDNGVNRPNNSFNEDSNDNSIFVNSVDLTKS*
>Smed_15029727 
MASNNMYRVGDFVYFETSAGAPYQIRKIEELNKTTTGAVEAKVVCFYRRRDLSNSLLQMADKENNSQENLMSTLTEEQLHLLKHRELFITRQLETLPATHIRGKARVTQFNDNELILNYSNTENTFFYNLVYDCVQKTVHSGKGSIRIGSQYQVNVPRQASEIQNANYKRRNYETLMWEPNNKMSNEEIENFITICRSLGTYARSLDLTSSVRQPNLAAAVAAATRDITLTEAYNKMQQANYIFEDAVSFLTPGGALTLVRDEMEDWSANEGKLFEEGLGKYGKSFHHIYNDFLPWKSPKKLVEFYYMWKTSQHYLQLKRIKRCENEHKLKQVYIPNYTKPNPAVLFTGLLSAANPQTNSGCESCGSLSSGQWFAWGPPNLHCKLCDTCWSYWKRYGGLKNPTRQDRQSKEFQNSSPQSNHSATMLVHKSVTAHLYQCPQIGCDKHFRQAVQLHNHITTTHSELLDSMELVDQNNPLLYEEFKNQKNGFFMKPSPEFKIGCKLFNEKLRINFRMSRCFDRENRMHLALKCITKFEMKNLLNEFFKNPKLDLLKKKYISRNFSNLQAVIEKISKVCPTEKLCTNEIVNLKHLRSNNISSDKQPVISEHTRPVNETDKRLYINTGLSVPKRNTISNEALCLVPTFQVSEEIRNLRLKIGASFLRKLSRKPFHQN*
>Spur_XP_003727277.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKTASGNVEAKVVCFYRRRDIPNSLIQLADKHAMALEEEQEEALEELNEKQRHQLKHRELFLSRQLETLPATHIRGKCTVTLLNETESLLSYLSKDDAFFYSLVYDPQQKTLLADKGEIRVGSRYQADVTPLLKEEETDGRDLANLEALTWNPEHCMNDRSIDQFLVLARSVGTFGRALDCSSSIRQPSLHMSAAAASRDITLFHAMDVLHQQTYELAKAMAILVPAGGPVICRDQLEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNPVPPPVQPCARACESCHASNSFQWYSWGPANMQCRLCATCWVYWKKCGGLKMPTRLDGERPGNLRNRTERPPMPLSGMHRPFCCTISGCGKEFKLKAHLARHCQTVHGLTIRTSNPRALSLKTRQAFMLVTTPLTRLSRFLCKNMLNLPHVARCPFDPINVATVKQECQNQLTPGVIPTMPKLKPKTWPRVDVVMANLDQDRPKKPVPQRPTPNGNVRPQPTNPIGTLSNIRKRQLDDSGGREEKKRKEGPQTKRTTISAPRQYRRTEYDEDGKLREVGQGDPLSRRKRPISWLDAPDDVFFHADSNTRKLRKQLSVQAQRRLARRPWTMAVRPLNPGVVPSQPVGSPSTVKPPADPIVIDDD
>Tadh_5571
DYGYFETSSESQTPYQIRRIKEFIKLPDGNFEVRALCYYRRRDLPQALHALADRTTNYQLRQDNNPEMTDETALTEFKHREVFLSRHIESLPTSCIRGKCTVRLLSEVETIDNYLKEPDTFYYTLIFDPQLKTLVPDQANIRIGSDYQAVVPMDTTEVDHTICEDVETLQWTSNNLLTDEEIDQFGLVTKSVGTFARALEQSTSITQPSLHITAAAACRDTTRLFAMKTLHENSYDIAKATSSLVPATGPVYCMDEMEQWSIDEAKRFEEGLHKYGKDFLDLQQEFLPWKPIGCIIEYYYMWKTSDRYLEQKRLKVLTKQHSVKQITITPRESRSENTTANSKKVAIMNGNGPDSRVQDWLNQFQNCINCSITSSTSWHTWNVANSNCKLCSNCWWYWKKFGCFKIIPKGDIHKFPLIMFTVNKHCLNRHLSLTHDMVPPVKKISKASQLRPKVEFSMRSTLATKIARRLYKQLKTIKHMARKPLDAIDITAIQTLCKGYKFVLVRIMLGNKIITDISIFQINNLLRFKNWNYTVPKICYSSKKSPLDSRCCKKVKPG
>Tcas_TC008832
MYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFYRRRDLPSQLIQLADKHQCALDESNGSPVSDSGSRGCESLNPKQRHQMKHRELFLSRQVETLPATHIRGKCSVTLFNETESLSSYLGKDDMFFYCLVFDPTQKTLLADKGEIRVGSRYQCDVTPLLKEGESDERDLSELETLIWTPDHNLTDRQIDQFLVVSRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHHHNYDLASALCSLVPSSGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPAALNNNKGVVNGNSNGNSDTAVSLGGKSCESCNVTVSTQWYAWGPSHMQCRLCHQCWQYWKKYGGLKIPTRFGDGDFDNGGKKKSGSDVDDDRTSAMPHRPHRCNIGGCGKEFKLKAHLGRHYATSHGIVVRSGSPRPIMKTRTAFYLFTTPLTRISRRLCRHIMKPRHAARAPFFAINIQAVKQECAAQMIGKSLADLKQLLVYRKKNRGSVTAIATRLGNPGSITPQWLILTDKDSLPKPEKVAFPKPPKAPDGSLVYERVPNKPEADKIPLNNMSPSLKRRAYDEMNGIDSSALSAPPPKRLSKDPISMVRPDQYSMISSSIVPGQVLPRHISQINGKPKIAHMTRAGSGRKQVISWMDAPDDVYFRATEGSKRMRRQVTLAELRRAARKPWRQLKTKMEEHPIVVLD
>Tgut_15594
QGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMATLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQVR
>Tgut_17492
LKSLFFFLSDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHASKLLCVQMTLLVDNFDTSKMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQAQNAGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHGVPVRNSGSPKFAMKTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASENPLLLKQVVRKPLEAVLRYLESHPCPPKPDPAKSLSSSLNNLTPAKFTPVINNGSPTILGKRSYEQHNGMDGNMKKRLLMPSRGLPNHGQTRQMGPSRNLLLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSEAKRAARRPYKPIILRPMQAVQLRQPMNDEPIIIED
>Tgut_3593
FFLADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHAKEVEEESETTIEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPALKTLLADKGEIRVGPRYQADVPDMLVEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAIGVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPAAVNGAMGASYQAQTTVIGRACESCYTPQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQTDEDKLSSSQPTEESHVRTHLSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYADRHCELAGNPLKIKSTRKPLSCIIGYLEIHPAVKPSVIRSTPSLQSPSAKRLLAPSNHSSLSILGKRNYSHHNGLDG
>Xtro_12433_3
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEDESKQPTVGETHRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDQLAEGEPDNRNQQKMEIKVWDPENPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGLNGAGFQKGLTCESCHTTVSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARNIGEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINSNSIKAECSVRLPKASKTPLKILPLVRPSLAAIVKELEVESAXRGTKTPINRNQLSQSRGLSVLPPKRAFDAVSGVGVIPPFSSNGRSFSSGVRSSSQPGVKRQKLNLADAPNPVVFVATKDTRSLRKNLTHMEMRRAARRPSQPVKLKVPLPPRPTNILPPLNPAHPASTSEPIVLED
>Xtro_38916_3
MAANTALVDYVYFENSSSNPYLIRRIEELNKFLNDNIEKAICKFRYMDLLTLLKESAERSGIISSCIPPAFGTALCFAPLGEMEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLEEGAEDGRDQANLETKVWEASNPLTDKQIDQFLVVARWSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNTYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPAVVNGTAVQGQNVAVGRACERACESCYTTQSYQWYSWGPPNMQCRLCASCWAYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPMRNSGSPKFAMKTRQAFYLHTTKLTKIARRLCRDIFRPRYAARHPYMPINSAAIKAECTTRLPEASKTPLILKQVVRKPLEEVMRYIEAHPCPPKQDLIKNISTSINNSLTPTKSSPVINNGSPTILGKRSYEQHNGMDGNVKKRLLMPSRGIPNHGQTRQMGPNRNLLLNGKSYPAKVRLIRGGCMPPVKRRRMNWIDAPDDVFYMATEETRKVRKLLSSSETKRAARRPYRHIVIRQAQVGQLMRQPVNDEPIVIED
Multiple alignment
>Pbac_sb3465958
---------------------------------------------------------------------------------------------------------MIRGKCFVFLLTVVDSPMEVLSKEDNFFFILGYDAATHEIHEDKGSIMLGRRYQAEMPDFAIN--LAEPDQ---DTLIWDP-SKCDDMKYEQLCFLSKSLQELRNIM-------CYTPNTAALNPQPDDLLFGAMDALHATGYGISEVPARLVEH--R----GILDSWSVDERVIFERALLKLGKQFNVIRQEFLPWKSSESIIRFYYHWKGTDSYKVWKA--QYQDTSGLKELNLCLKTPK--------EEGP-LRAGK----------------CPGCMCK-ECSWYLWGPEHASRHICWTCSLDWRKYGGFWDAP-----------------------------------------------------------------ELDLSWDS-SVGSSPSSSIFLC--RQCGKSFKTKSHMRRHEALVHT-NKGEHVD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VWMCGKEGMRSRRKIGRRRIRVAARRPFRLILGEL-----------------------------
>Mlei_63910a
EPVTEKKIGDYVFAELSTREPFWICKIEEIQKQANSDVQIKVKLFFRRRHISADLLVIADKYT-WELAEEP----AYNPDYVKLHYKLLQRNLFVSKENVIISADMIRGRCYVFLLTTVDSPMDVLTNDNKFFFLLAYDVSNQEVHEDKGSIMIGDSYQANLP-VCKG--RSSPDEEERDPIIWDP-QKCSDKTYSQLNSVVRSVQRYKHFA-------KTNLKTRPLQVHRDVHLFGAMEVLNRENYELESAGLALVLE--QQLTADVIDTWNRDEITIFERAMYKYGKQFQYIRQEFLPWKSWENMIQFYYHWKGTESYRLWKQ--QYYIDQGLKEIGVELGTPP--------LTGSETSTTK----------------CPGCVPKLPDSWFSWGPLSDSVRICKTCAVYWKRFAGFPDSP-----------------------------------------------------------------ALEKVWESLSLVDLPHRKLFKCDVEGCSKAFKCKSGLRRHQLLLHDPNRGQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LFVCTEGTLAARKCLGIKSIRHIARRPCQAARNR------------------------------
>Ptep_10286
----------------------------------------------------------------------------------------------------------LMDKCSTD-----AEFDSYWDNE--------------AKNQNRNRIRVGRQYQATIPPLLKPGEKDGRKLEDLETLKWKPDQ-LSDQKLEEYMSMAKGISLFSKSVSSSRSPEDNSLQSAIKGLTEFVASHHPCHHDDGCRQVLKPSSSSTESVSK-----VNTNTWSQSEAQLFAQALEACGKNFSAIKKEFLPWKPVRSIIEYYYQIKPTDKVIPKAE-EEPIPSCSEEKPCVKEEKVEEPQ--TVNTEDPPKDSINFLDHSRVTDPCS-PQDVPATSTVGSLKFFQWKHSN-HNKKHKKKFAYSYSSSGTQKPLPDPLGLLLCSSSWTPPDGQESIDVD---TSSKTSEGYSPSRTSKIDTIKHDFASNELWVKTDNCIISDASKNAS--LSGKNSP--NQCY-SSPMKKEVLNHKSALSHGRSVKSPCYQSR----SSHSSSPLLKQRPLPSSLSPVYIDL----RSS----TKESAIDLSSKSDNGLRSEECILCESDPDSEFSPQSSNFTP--------SAEKEPSCTACN-------DQLSG----------------------TNKESDDNSQLSYLP-YHCALP---KCTKDYTLEEHIYI-INDIDENMCEKN----PNWSK----YIPYY-SHCYPYY-VSYGVTSN-SAESTDTEVSEAPLDLSST-ETKPEKLPNVEKISSSEEVSQN-------
>Lpol_XP_013780199_1
------------------------------------------------------------------------------------------------------------MDASSD-----ADFDSYWEDE--------------SKSKNRNRIRVGRQYQATVPQLLKPGESDGRQLEDLETLKWKPNNDLSDQQLDQFFSVARAVSFFARAIDKYQHSDDKCIQTALRGLTEYVTSHHPCHHDANCQ--LSQGSSDPQPSGS-----NSSNDWTYGEAQLFARALEACGKNFGAIKKDFLPWKPVKSIIEYYYQGKPSTSMFSVVEPKKEIIDCDLGDPHTSPDSSEEPDNSEERIDEPSDDKQDDETGSHPNLPTTKAKPVTATSPLGSLQFYQWKVPF-PCSQCKKKYVELYEDSRTV---QEGFAIVWPEESFGAPSPQSPALSEWRHGRATPYDGTSPSDPSDSDISPLQSPTDKI-VKDDLCIKPEVSPCSHHNIEGRKIPFYSSCHKQDPQKFNTLEEVKRPFSQVNC---TDVSQ----QIECSVPISYPSKL-KQEVPLDLSI----KSSQPSVNKLHAVETNCQTDGKLPDESH-PPGLNRSSKQIKRS-SFSSPDVRPSVSSFKSSPVGGISKQHSADNKLTLSSNTLHPGSATWTNPDILSPTHTWASLTSYQEQHSGLMPIYNMAYPYPANCVENVNGVSAFLKNMEDVTSSPSSKEK-EIPAWTNRPTDYIPLY-PHIYSYYPYAYNLSQSWNGAVTPTEASDAPLDLSSPPDNIPCSPKQKETIVSRAVQVPKSLGF---
>Lpol_XP_013783809_1
-----------------------------------------------------------------------------------------------------MQDLAFVDDTSCKLISEYADFDSYWEDE--------------SKSKNRNRIRVGRQYQAIIPPLLKPGESDGRRLEDLETLKWKPNN-LNDQELDEYFSVARAVSFFGRAIDKCQDLHDKCIQTALRGL---------------------------------------------------------------------LPWKPVKSIIEYYYQGKASTSMFSPAKLKKESADMEAGDPHTSLDSSEEPDNSEEHVEEPLESKQDGETESHPDPSTIKTELVPATSILGTLQFYQWKVPF-PWKQYKKKYVELSEDGGTT---QGGFAVVWPEESLVAPSPQSPSLTECRHGRTTPHDGNSPSDPSDSDVSPLHSPVDKLKLKEELCVKPETSPSAHHEVEGRKTPLYIPCHQQDPQKVGSLNKTKRFFSHVNCDASTSKSE----KSGSSVPISYSSKLNKGEVPLDLSL----KSTHSPPNKSHAIESNWQTSEKLTNEPS-LCEFSESSSQIKLSPSSSPPDLRSSLFSLKSSPVCSVSKQHLLN--LASSSNTLTPARTKWTKP---------ASLASSQEQQEGLMPIYNVAYSYPTNCIENVNGGSPFSMDIEDKNSPSCSQEKEEIPTWTNRPVNYFPFYPPHIYSYYPYAYNLAQSWNGTATPAEESDNPLDLSLPLEKRTCSPEQKSP-VGTATQVPNSIQPQHV
>Hduj_t00095
LPERMTSVGDHLFFETSPSGPFQIRRVDDFVKNGN-SVDARVFVYSRKADLPFAVQKEISGFI-QLIAERN--APSPHTQRQLLDHFISSREVFLNKDVETLPTSLIRGKCSVLHHVVGAPKHHYTEVADTFFYHRSWDLQTGEIIVDQKQIQTGTWYQAAIPRLLSAEEQYESSCTDKATLAWIP-NRIPDEDILTFIQAAIAVGLMARCVSASTIASREELSTVSKIAGMDCSMVAAYDLLHGNNYDLARSVSALVGE-GLWSKRSLLETFDDIDMSFFRIGLHETSRDLKAIHEEWLPWRSFSDLVSFYYLFKTTSYYKAFRTSKGAKQEKGITCVSMAAY-----------ETRSCLIRHVP-----------EGQVCYGCY-EEADTWYAWGLARSQVRLCTSCWDFWKRYGCLKRPW---------KSPSQSFKNPTPLVIPTRPPSSADLPPCSPAPKATISVAKQLLLTHRSPPPPQAPQKGWVEKSQAEEFQFTAGDEWRLARRVAGEQYDPKQLARYPLL--ACGDTEQTEG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YFRSCPGLVVDFYRKSKGRKKKMEQVISRKLLAQPHFLIIDN------------------------------
>Smed_15001712 MTTNNMYRVGDFVYFETSVTAPYQIRKIEELNKTPQGAVEAKAICYYRRRDISKSLIQQAEKHRFLEDDEFFHDSESPSS
-SPKIH---NPKYLET------------------------------------NDIGYFKDSHL----------------LNPIQCHQAKHRELFLSRQIETLPATHIRGKCNVTLYNDAEPIFDYLNKEDTFFYKFTYDPSQKTLHADRNAIRVGSDFQTQV----KADKKKVQKSQKPEGLAY---NLSSDKDISQFILITRSLGTLARAFEPYSYTHNPELLFSAASASRDFTLQRAHDYWFESNGCIATAVSLILPGGCPRLFKDELEQWTANEYSLFHQGMEKYGKDFYTIRNQLLPWKSLKGIIEFYYMWKSTDKYWSAKRHKSNNTLDHLKQVYIPSFLKPNPAVL---CTKPLDHNSHG---------------CESCLATKSPQWYSWGPQHLSCRLCVSCWSYWKRYGGLRNPA----SRELANENGPETNLANGEISNSDNNFKCTQPNCK-EFRVKSQLYRHLYNIHGIKSLNNGSSRGMM--KPRSTLVFKINLRFRLGRVLLSDYIKPKHIAKKPN-SMDSSDMELFFK-----KIEKFPFKSIS--NDRLNSILKFT----LKKIPIDETILTLWEKK-----------GVILNMPDFLDINLSESINRQ----------TTNGVYENTSSLSVKR---PFNGE-----------------------------------------------------------IDQFEPLSKSCKQIIDNGVRPNNSFNEDSNDNSIFVNSVDLTKS-----------------------------------------------------
>Sman_168850_1
ASNNMYRVGDFVYFESSATAPYQIRRIDELNKTPTGAVEAKVACYYRRRDVSSALINQAEKYC----------------------------------------------KCSVTLHNDAEPLTNYLVRDEAFYYKLIYDPTLKTLQEDRGSMRIGSDYQSEIQCLL------------------KSS-------------------------------------------------------------------------GQPIIYRDQLEDWSANETNLFEEALDKYSKVFADILSNCLPWKTHKSIVELYYFWKTTDRYVRQRRTKLAAQEHKLKQVYIPNYNKPNPAVLNTDKTIS--------------------RPCEGCGSLNSSQWYAWGPSNANSRLCTDCWSYWKRYGGLKSIER--QQQLNSSTVETNSGGPINITGSVNHQFKSHSIGLSGDIDIYTNDHHHNNNTSATNMTDNANSFFGLAGTPRGTQCFRTPSIIRLARILCPNLVQPLRLARHPGGEISKQQIQHESKTDNLSESNMMLMYATL--KAAAQPIISRIDPSILLTRPRRTRRLNDVIDLMASRKGSVAPVYDRKRPPVFTNAPSSKKLHET----------DDKVNRSKNSSMLTEN---KCNGRSTASVI-----------------------------------------------------TKSDCSLSPTSTAVSSRPKSAFTTDPSLMNQNLILTSNGISTDDRTIISKFESELIQ----------------------------------------
>Tadh_5571
---------DYGYFETESQTPYQIRRIKEFIKLPDGNFEVRALCYYRRRDLPQALHALADRTT-YQLRQDN----NPEMTDETALTEFKHREVFLSRHIESLPTSCIRGKCTVRLLSEVETIDNYLKEPDTFYYTLIFDPQLKTLVPDQANIRIGSDYQAVVPM--DTTEVDHTICEDVETLQWTSNNLLTDEEIDQFGLVTKSVGTFARALEQSTSITQPSLHITAAAACRDTTRLFAMKTLHENSYDIAKATSSLVPATGPVYCMDEMEQWSIDEAKRFEEGLHKYGKDFLDLQQEFLPWKPIGCIIEYYYMWKTSDRYLEQKRLKVLTKQHSVKQITITPR-ESRSENTTANSKKVAIMNGNGPDSRVQDWLNQ--QNCINCSITSSTSWHTWNVANSNCKLCSNCWWYWKKFGCFKIIP-------------KGDKFPLIMFTVNKH-----------------CLNRHLSLTHDMVPPVKKISKASL--RPKVEFSMRSTLATKIARRLYKQLKTIKHMARKPLDAIDITAIQTLCK-----GYKFVLVRIML--GNKIITDISIF----------------------------------------------------------------------QINNLLRFK-------------------------------------------------------------------------------------------NWNYTVPKICYSSKKSPLDSRC--------------CKKVKPG------------------------------
>Ocar_g6846_t1
LDRGLFR-GEYVYMEVPAPAPYKVCRLEELSKTAEGRIEALVTCMYRRRDLPASLAQLADKFS-IDFEEEDGCSWLTEQLDAKEKHRLKHRELFLCRDYETYEICLIRGKCSVTLLCEVETPESYLNRSDTFYYSLIYDPQARTLQTDRNSIRVGERYQAQTPGLSKEDDNMAEDTASPASPLWRPD-SMPNREIDQYMVLARAM--------ITSKTFQPSLHASAAAASRDVTLLHAMTSLHRAGYDLATAVSYLVPQGGPLLCRDEMENWTAEEANIFERALQACGKDFHEIRKDHLPWKSTKSIVEYYYMWKTSDRYTYTKQQKFLERQNKLKDFAIKRASHHHHHHHGGSGGGGGGGGGGGGGGGNHGDANLSGKPCECCKVSLSTRWHSWGPADQHLKLCFDCWAYWRKYAGLNLAT---KWEASQTAVVDSYKHCNRHFTRKER-----------------------LATHGCYSSAKSAKKYKVANATSRIFVMRPKSATFLARKLLGG-KELRQCARKLGRSVNLALLKGTDE---PSRRIPRCYRIRDGSWYRLITNASSE---------------------------------------------------------------AAPFAATSCAETLQEG-------------------------------------------------------------------------------EDKGGSYRGSAEGSSGAAQEGAYPRETISGFVRK---------------------------------------------------
>Sman_188270_1
----------MSVVES-------------------------------------------------------------------------------------------------------------------------------------EDVRLTEVH--------EE-------------LVWSPSHSLTAQEIDMFCLLAKAVGTYGRAHDTSSSTKQPLLLSATASASRDITRQHAHDILHEANYDLNKAINLLLPG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Aque_227290
MAEGLYRIGECIFMEVPPPTPYQICKVEELRKNSKGSVEVAAKCFYRRKDLPSHLLLAADRHA-MAVEEENPRANNYHKLTDLQKHQIKHRELFLSRQIDTYKIDMVRGKCSVSFLNELEDISSYMEKEDTFFYTMVYDPNQKTLLVDKGEIRVGGDYQAVVPPYIPPRPGSEKKLVHPGDQLWEP-NKMADNKVEQFLVVSRSIGTFARALLDGSKKPQISLRLGAAAASRDITLFHAMDVLHQSSYDINAATGKLVPR-GPVLCADELEAWSQEEAKRFEEGLQD-EKNFLYIQRRYLPWKPLKSIIAYYYMWKTTDRYQIQKRHRMIEKQNDLKEVIVHIRSAPPSGPRTGKAASAGELNLTIPPENTPIPLASDGKGCESCRITVSTRWVSWGPAHDHCRLCGHCYVYWRKYGGLKLPSR--WEIVECDASTAGDAPLIEKKPLKER--------------------QDKANKKGIRGKDDLTCIPH------LPFNMIPSATVLYTREKVGR-TLLRKAARVSNFLISPPHSVVTPS---DKELQEAIVKHKKRQRCQIDKKLDRV--RKALSSPPKQIRLHNSPMPISPSYR-AKPRLSCKPTGGSGASSTISTSGTY----------VPPKPPPGSPPLLATA---VSAGSYGNNVVPV---------------------------------------------------RKREPPELEDMRSAKIPKSDASGLV----YNEVFFKVNNQIRDVRQGHGRKKIRKLARLSTKTTLE-------------------------------
>Hduj_t02297
ANANLYKAGDFCYFEVASSGPYQIRRIEELIKTSNSHVEVRATAYCRKRDLPTKLQERIANYE-DGQDDDDKNGNGEVNEEKLREHRIGHREIYLTRLVENLPASLIRGKCTVHLLVDWEAKATYLREDDVYFYTHTWDPNTKSLSREKGDIRVGSGFQAEVPSTLEE--PSERAESNPVVLVWLP-NKMTDTEIDNFLMVMRSVGTMGRALDGNSNTKQPGLHITAAAASRDITIASGLDVLHCSNYELSKALTEIVAE-GPLICRDQMELWTATEAGLFEEALVKYGKDFEEIKKDLLSWKTMCQIIEYYYMWKTSDRFVQRKRLKQADQDGRLKQIYIPAYDQPSS------NDGPDTV-----------------KVCEGCHATQSPNWYAWGPE--KNRLCRSCWTYWKKYGDLVRPVA--GEKKVMLHYGPGIAVHQKAGAVADGHFAAAAAGG--DKKGYLLPPNQRSSAH-LGNFGYMPPRTSY--RTRPAIYFIATQMMKEVRRVGEHIFKPRRAARRPFHWINSAPIKEFYQADAASVQRSKETRSRKKVTRSSAHLGNF-----GYMPPRTSYRTRPAIYFIATQMM---VRRVGEHIPRRAARRPFHWINSAPIKEFYQNA-DAASVQRSKETRSRKKVFVQRESSGPNDPRIR-----------------SAVVYTKGGGTAAARNSSTIERIPSPHAKR----MKIDPGDVGAPSKLVIRGRRYGRLIAPNSPEDFFYHLSPALKTERKYMKTVELKKAGRSQRNMMDSVPVSASSSVPPVVAAVPEVPALATAAVTTAE
>Smed_15029727
ASNNMYRVGDFVYFETSAGAPYQIRKIEELNKTTTGAVEAKVVCFYRRRDLSNSLLQMADKEN---NSQEN----LMSTLTEEQLHLLKHRELFITRQLETLPATHIRGKARVTQFNDNELILNYSNTENTFFYNLVYDCVQKTVHSGKGSIRIGSQYQVNVPR--QASENANYKRRNYETLMWEPNNKMSNEEIENFITICRSLGTYARSLDLTSSVRQPNLAAAVAAATRDITLTEAYNKMQQANYIFEDAVSFLTPGGALTLVRDEMEDWSANEGKLFEEGLGKYGKSFHHIYNDFLPWKSPKKLVEFYYMWKTSQHYLQLKRIKRCENEHKLKQVYIPNYTKPNPAVLGLLSAANPQTN--------------SG--CESCGSLSSGQWFAWGPPNLHCKLCDTCWSYWKRYGGLKNPTR--RQSKEFQNSSPQSSATMLVHKSVTALYQCPQIGCK-HFRQAVQLHNHITTTHSMELVDQNNPLLYEFKNQKNGFFMKPSPEFKIGCKLFNEKLRINFRMSRCFDRENRMHLALKCITKF--EMKNLLNEFFK--NPKLDLLKKKY----ISRNFSNLQAVIEKISKVCP--------------TEKLCTNEIVNLKHL----------RSNNISSDKQPVISEH-------------------------------------------------------------------TRPVNETDKRLYINTGLSVKRNTISNEALCLVPTFQVSEEIRNLRLKIGASFLRKLSRKPFHQN---------------------------------
>Sman_049730_2
TSNNMYRVGDFVYFEVAAASPYHIRKIEELNKTPTGAVEAKVVCFYRRRDLSPNLIQLADKHQ---KELGT----CGDDTQPDILHQIHHRELFLSRHLETLPATHIRGKCTVTLHTETEPYHIYLTKDDTFFFQLVYDPLQKTLQADQGSIREGPQYQAEIEPPCLESADESIHEQ----LLWRPDNNLTPSDLDSYLLLIRSLATLGRSFYPPHILRQPNLTMSAAAAARDTTHQFALDTLHSANYNISQALQMLAPRGQPILKLDEMEQWSASEGNLFEEALEKYGKCFYEIQNDFLPWKYPKSLVEFYYMWKTTDHYVQQKRMKAIEAEHHLKQVYIPNYNKPNP------AVLYPVTSDSGSSA--------SG--CEGC-------------PNLTSTMCSDSKTMGVSKTNISITE---LQARKNSSTVST---------------------------------DHSTKSNDLGVNNSN--AYMLASKVRVSFHFVASVTLRIARRLCVT-SNPRRRARQPFKTFDTLPLLTKLT---PAESHKLTQRFRNKCGVSLHSLVSRL----HKTKCRSSNGVETVFTGE----------PLSMTTPRYASSDTALDLAVD------------GSVTTCDSGSLKDPGSMEHSDADCISNKNPPDD------------------------------------------------DSNVEVISNNHGCINLGPKRFTVGSDVDGASTLMYRATQLIKRSRRFLSLAELRRFGRHPWFDFNVGLSQNGQHPVSSSNLKSHTVTTNSNPGIVTS
>Cele_T27C4_4a
STRVTYAVGDFVYFDDATDAPYQIRKIEELVKTEKGGVDARCVVYLRRRDIPQHLLKIADQAQPTEMEEDEAEPLGVDKLTPDQRLKLRQHEIFMTRQSEILPAAAIRGKCRVVLLGDGEEAQNYLPLDDTFYHSLVYDPNAQTLLADKGAIRVGEKYQAVVDEWMAEDEPELKNEEKEETLVWHPHHALTDRDIDQYMIVARSVGLFARAIDGASAPKLPTLQLAAAFASRDVTIFHAHAILHQANYDVGQAVKYLVPVGGPILCRDQLEEWSTPEMNLFEDALDKVGKDFNEIRAEYLPWKSIRDIVEYYYLMKASNRYTDRKKNKSTTTDEKFTNIYIPPFNKPIAASIYNTSQTTLMNND---------------NPCENCGTLDALNWYQWGGVGDKKVLCSTCWIQWKKFAGLNQKHPVEAATAAVNTLTPQQQQRAAAANMLMTITQEQFLQLKNQAQIQQQIQQQQQRQAQTTPQVVATPRKKTTPATKPAIVFYTTICRRAVRRILPKAFNLRKLSRRPNLAIDDEKILRAMISAQAAAGDKRSLIVESEFHKGITHLQHALTQAATGKRSAPQAVASGEPSAKMAKQQ---------QQPTAFAASGSSSWTPI----------VAPSLEDVGNSLLAVN---HACGGDGGGCVSN--------------------------NDAPILRQYLTNHQGP---------ATRIDSVRELMRTRTDSRW------FVVKDEDVKMRAGPRMKTKRRLLTRHESRRIARHPCEFHQFLE--PFCPIIYPFFTGQQSRTTES-------
>Scil_023554_4
MCEGLYRVGDFVFMEVSNKEPYYICRLDSISKSSSGTVEATVSRYMRMRDMNTTLKLTAAKHL-EDVEEDSNNGFFPSKLSTDQQHQLSHRHLFLTRDNDTFEVSLIRGRCEVTLLCEEESPDYYLKENHKFFYSLVYDSQQRTLVEESGEIRTGPKYQAEIPDMLPPGQEDENEPAAAATQVWCPD-NLTSQQVDQFMVLARSVGTFARAM--ISSRNQPSLCVSAAAASRDVTLFHAMSTLHRYRYNLSQAVCALVPQGGPLLCRDELENWTPDEVAQFEQSLVKYGKDFFDIQKNSLVWKSVKSLVEYYYMWKTTERYLRVKQQKHNEKNGNLKQIRISIS-KNQPGGAASTPRTVGQASNGNGAQLATAASRHEGR-CEGCPATSSVRWHKWNHGGDTNALCSPCWEYWMRYGGLKRPT---IHEASQPENRGEHNVCGKTFSRKERPYPCGLKGCK-SFKSKAGAQRHMITMHGIGEEGVKNDAPS------KPFHLRPFATAIAARRSIPA-IALRHSARKPSAPRDNLVLQNGAF---YPGVGRQKMWWKVKGRKPINDMIEVL----VNMPSSARYR------------------TVRSPTPNYSTHRGSQSSVRARTAAI-----RMARPGGESPRLLPAK-----NGDTAPSSAAT------------------------VAAYMAARQGEEVPRQG----------AAGVDVVDLTSGEAAAPPKIKRAADENGMLLVFLLLSIHVYDDHYSVLHTSSMCVMCLVEQCSLHPPI-----------------------------
>Avag_32611001
MASCMYRVGDYVYFEGNPTEPYLIRRIEELNKTQNGNVEARVACFYRRRDISSYLVNQVDRLK-DDISTDTPSP-QPSDFTDTQKHQLRHRELFLTRQIETLLATNIRGKCLVTLHNETESFLSYLNAEDLYFYQLVYDPNQKSLNADRGEIRVGGKYQADVPTLYTDGMVEENPEV-REEIIWNCDGGLTEKQVEQFLIVARSIGTFARALDCPTALKHPSLHMSAASASRDATLFFAMDILHKHHYDLAIATCSLVPNTGPILVKDQMEDWSAAEANSFEDAIEKCGKDFGEIQKEYLPWKSLKGIIEYYYMWKTTDRYVAQRRLKAAEQENKLKQVFIPNYTKAHQCLL---SQRPQNEN----------------KPCESCGSTTSAQWYQYSTAQPHTRLCAECWAYYKKAGGLKYLKK--------SGPDRRQAANINKLI----SYKCTVTGCK-DCKNKAALQRHYALGHGIMLR-SGSPRPLS--KPRNTFALFTTPLTRAVRPLCPI----RRLARHLSDSINIDDIRNQWEDKSVEDIRSTCLQLR-KLGNEVHKTMHLI----DLFPCKTENNESKTFDEYLSEYE-----------QRQIQENESNLSTRYPKLLDDTSE-FYTQFAHNHTSIMKKRPYE-SNSNDGPSPKRT---------------------------------------------------ISRQNLIKTKSPGAAKLPRRAYTVPFIDPPDGIYLRVTKQIKRLRKEIPPKEIRRVARSPWKKLNTNF----------------------DDIVVLD
>Pmar_4316
HCSLLCLLSDYVFFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSNLISLADKHA-PVPKQDL----GDERQCERKSEHPFCKEKKTSGRLGSAPALHSRGKCRVTLLNETEALNSYLDKEDCFFYSLVYDPTQKTLLADKGEIRVGPRYQADIPDFLKDGEPDCRDQLKLEARVWDPENPLMQRHIDQFLVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLVGRWDAMHENVNQIMSPLEKLTPNVHDALPSDKLTSLVINSASTFFSGNGPSSKDQAEILTDFLPWKTLSSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIAATPVKAAVANGTPPIGLVLSAPQNVGRACESCFATISCQWYSWGPPNMQCRLCSACWTYWKKYGGLKMPTR--LESDRAALLRAGG-----------------------------------LGPHSSVSRSNGSPKFTL--KTRQAFYLQTTKLTRLARRLCRDLLHPLQAARRPFLPINTTAIKATCP-QSLAELERSGLVEQLLLTSPRITVLIYA----QTSPWDPLEKSVENEQDISPVDT-----RVAKMS---------------------------KVCNILKSKLIGMR---Q-TSVQYNVMCGL--------------------------SNHGQVRQLALGTRPYLIN------GKPYPANVKLLKPGGMSLVKRRRMNWIDAPDDVFFMATDETRKVRKLLPSLEMKRAARRPYRRITVKP------LLGLGLPSVARQPINDEPIVIED
>Bmal_6042e
LSTLIRRVRCFVYFEISSAAPYQVRKIEELNKTPSGNVEAKVSCFCRRRDLPTSLLKVADRAEDDGMKKDHESK-GAENLTPKERHVLRQHELYLTRQIEALPATHIRGKCNVTLLSEVETPDMYLDRDDAFFYSLVFDPTAMTLLADKGEIRVGEKYQCEVPDDMEDDDDEGTVVTKREFLVYHPHHNLTDRDIDQFLIVARAVGTFSRALDTSSSMKLPSLHMTAAAASRDVTLFHAMALLHQANYDMGQAVKYLVPPGGPILCRDQMEEWSAAEANLFEEAVEKYGKDFSDIRADYLPWKSMRDIVEYYYMWKTTNRYVEVKKNKAVEQESKLKQVYIPNYNKPNP------NLVGPPNPSGQPMK--------GTSACESCQTDESTQWYAWGPAHLQLRLCSVCWCQWKKYGGLKRVHESYQKVTSAVTTAGFINSAAATAAGSTTSTRNGINGRGT----NQMLGRLPSGHSQAQQKMSGGGHSSV--KTRVAFYLNTTLSMRIARRLAPKLFNIRRSARRPFLPINGHAIKQFCTDALVAQIASSIIASSAQFGAAVSNIQKRHGSDKGGPPIKRQHLQQTVAQTQQQSAIYHHVLSVATPGPPPSLPATAPPLPPPPPPPTLPST-PPPPPPPPPPPSLPSQPHIAASGAHISSTIVTSPSKIVCTTIRHVTGATTAMHNFAKPVAAVTPLSLSTSVLVPPTITAAATIQQQQQVQQLQAVAATVARTTTTSAPQSQAPQPALLIGVDTTAHDKKATTSGSVLATVGTSRKKNFHPDLKILRRRICPKKIGIALHPCRSSDFVIKH
>Cint_NP_001071762.1
ASSNMYRIGDYVYFENSPSNPYSIRRIEELNKTSSGNVEAKVICFYRRRDISNSLLLLADKHA-KDMEEDM-DE-ASTDLSENERHQLNHKELYLSRQLDSLPATYIRGKCSVTLLNETEDLKSYLNKSDTFFYSLVYDPAQKTLLADRGEIRVGCKYQAEIPPLINENGYDGKEDESREEMVWNPNNELSKQQVDQFMVISRSVGTFARALDCNSSIRQPALHVSAAAASRDITLFHTLTCLHKNKYNIADAISSLVPKTGPMLCKDEMEDWSPSEANLFEEALEKYGKDFLDIKQDFLPWKTIASIVEYYYMWKTSDRYVQQKKLKAAEAEGKLKQVYIPNYNKPNP-------NLIKPVNGES-----------NGKACEGCFCTSSFQWYTWGPPNMGCRLCATCWMYWKKYGGLKMPP-----------SSRLE------------MHNHKIKGTDKELRYRP-------PNSGVAIVATGGPQRIH--KTKQAFFLNATKLTRLARRLCNETFSIRHYSRRPFEAINIAAIKAECQ-VRLSSSPKVTTKFPQKKWPPLSVVVVRL----LTLRPQLTHQSVKKSLSKIKTSV-----EVATNNNHHLLPSSGSLKRSHHNGIAGQKM-------GDNGSIYRVS-----NGPQ-----------------------------------------------------------------------------KKRCLNSTDASDDMLFVCTDRIRDIRKRIKSSDQRSAARKPTKFLINMP----------KFAMPPTKHINPEPIVIDD
>Hrob_18496
MAANMYRVGDCVYFETSSAAPYQIRRIEELCKTPTGNVEARVMCFYRRRDISQNLVSLADKHQ-GGSEEENVVA-AKEELNEKQRHQLRHRELFLSRQCETLPATHIRGKCNITLLNETEFFSSYLNRDDTFFYSLVYDPTQKTLLADRGEIRVGPRFQADPTTLLKKGENDGRNLSDLEDLIWDPSNSLTDKQIENFQIVARSVGTFARSLDCSSTVRQPSLHMSAAAASRDITLFHAMNLLHKNNYAIADAISDLIPSTGPVLCRDEMEEWSTSEANLFEEALDKYGKDFIEIRADYLPWKSHKSLIEYYYMWKTTDRYIQQKRIKAAEAESKLKQVYIPSYNKPNP------AQVPDKP---------------DGRPCESCYTSSSNQWYLWGPAVMQCRVCSSCWVYWKKYGGLKIPTQSNNNANANNNNASNNKHGHSSNTTASKVFKCTVQGCGKDFRSKANLLQHLSSVHGMSMT-SNSPCPVM--KTRAAFCLITTPLTRISRQICKSSLDMRRACRKPFHLINTALVKQECQ-QRLPELMSKLRMLKSRQRIPMEKVSAKLGIDTKMDKP---SLLHHHSSKVLGLNG-----DTNSGASGAVERGGQSKKRARDNDDEGMPP-KMAPPLVAAPSLAPSS---------------------------SAAAAQLSSSS----SQPATRTGSVVKQSQPKMRGSQHQQQQSSNNSTTNANNNTSKQQRYRQHSTFEALEDIFFHATESVKQVRKQMTTQDFKKGGRKPWRPISLQQSSSSSSSLPSSSQTDDGAASNAGIVVLD-
>Cpic_8355_1
--------------------------------------------------------MLADKHA-KEVEEESETT-NEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQLSSNNGKPGAVNGAMGASYQTQTSL-IGRACESCYATQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--SEEEKLSPCQTTE-----------------------DPRIRTHMSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCLTKLARQVCKNTLRLRQAARRPFVPINCAAIRAEYA-DRHCEIVGSPLKIKST-RKPLSCIIGYL----EIHPAMKPNVVRSMPSLQTPTAK-----RMLATPNHSS------------------------------RSILGKRNYSHHNGLE--------------------------------------------ERSCCISD-------------------------------------------------------------------------------------------------------
>Ggal_XP_419452.2
GSVPVLPLRYYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHA-KEVEEESETT-IEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKIWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPATVNGAMGASYQAQASL-IGRACESCYTSQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--TDEDKLSSSQPAE-----------------------ESHVRTHMSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYA-DRHYEIAGNPLKIKST-RKPLSCIIGYL----EIHPAMKPNVIRSTPSLQSPSTK-----RLLAPSNHSS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ESSSHSTRTIVHITNGKALQASASTIKTSAIPVKRQRQNWLDASDDGFFIATEETRKIRKFSSLQLKRASRTPCSPILAKTK-----------------------------
>Tgut_3593
-----FFLADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHA-KEVEEESETT-IEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPALKTLLADKGEIRVGPRYQADVPDMLVEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAIGVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPAAVNGAMGASYQAQTTV-IGRACESCYTPQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--TDEDKLSSSQPTE-----------------------ESHVRTHLSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYA-DRHCELAGNPLKIKST-RKPLSCIIGYL----EIHPAVKPSVIRSTPSLQSPSAK-----RLLAPSNHSS------------------------------LSILGKRNYSHHNGLD--------------------------------------------G--------------------------------------------------------------------------------------------------------------
>Mmus_NP_001164523.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNTLIMLADKHA-KETEEESETP-VEADLTEKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPKYQADIPDMLPEGDSDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEACLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISSSNGKAGTVNGAVGTQFQPQSAL-LGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQ--SDEEK-SPSPTAE-----------------------DPRARSHMSRQ--ALQGMPVRNTGSPKSAV--KTRQAFFLRTTYFTKIARQVCKSTLRLRQAARRPFVAINYAAIRAEYA-DRHAELSGSPLKSRST-RKPLSCIIGYL----EIHPAKKPNVIRSPPSLQTPATK-----RMLAAPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------GT-------------------------------------------------------------------------------------------------------------
>Btau_NP_001095434.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTATGNVEAKVLCFYRRRDISNTLIMLADKHA-KEIEEESETT-VEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHSMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISTSNGKPGAVNGAVGTTFQPQNPL-LGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQ--SEEEKLPPSPATE-----------------------DPRVRSHMSRQ--AMQGMPVRNTGSPKSAV--NTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVPINYAAIRAEYA-DRHADLSGSPLKSKST-RKPLACIIGYL----EIHPSKKPNVIRSTPSLQTPTTK-----RMLATPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ERLMK----------------------------------------------------------------------------------------------------------
>Hsap_NP_001269684.1
--------------------------------------------------------MLADKHA-KEIEEESETT-VEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHSYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISTSNGKPGAVNGAVGTTFQPQNPL-LGRACESCYATQSHQWYSWGPPNMQCRLCAICWLYWKKYGGLKMPTQ--SEEEKLSPSPTTE-----------------------DPRVRSHVSRQ--AMQGMPVRNTGSPKSAV--KTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVAINYAAIRAEYA-DRHAELSGSPLKSKST-RKPLACIIGYL----EIHPAKKPNVIRSTPSLQTPTTK-----RMLTTPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ELTCCVSD-------------------------------------------------------------------------------------------------------
>Bgla_5602
----------------------------------------------------------------TAVEENGGGR-GMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAETIPYIDKATEDLRKLEDLEELVWDPNNGLSDKEIDQFQIVARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMDTLHRHAYDIAKAIKSLVPSGGPVLCRDEMEEWSASEANLFEDAIEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNP------AAINTKVNGTDGPV--------SGRACESCYTAHSSQWYSWGPIHMQCRLCSNCWSYWKKYGGLKMPTR--L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GMME----------------KDLHQMQD---------------------------------------------
>Acal_XP_005093441.1
MSANMYRVGDYVFFETSSTAPYQIRRIEELNKTQNGNVEAKVMCFYRRRDISNSLIILADKHHEDPVEENGGGL-GMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEMIP-LSEGEGDVRKSEDLEELVWDPLHGLSEKEIDQFQIIARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMNTLHQHKYNIAKAIQSLVPSGGPVLCRDEMEEWSASEANLFEDAIEQYGKDFNGIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNP------AAITNKLNGADGQV--------SGRACESCYTAHSNQWYSWGPVHMQCRLCSNCWSYWKKYGGLKMPTR--LDGERPAPNQRQE----IAQMNSIRMQKCTFTGCGKEFKLKAHLNRHMATSHGMPIQ-PGSPRPVM--KTRAAFCLVTTELTRISRRLCRDLLRPRHATRCPFTPINTSLIKQECQ-LRLSERPSYQQPAKYRTPATLDPVVARLGIDIKQEKP-----------------------SLLLKGPNYGGGDRSSTPKERPQENVKVGS--------GHPSIMKKRGYEQT---------NGPAAKRPNMGVIKTPGVTRGSVL----NHNSVNGRSRFC-----------------------------GKSRMQLVGWMDNPDDVYFVATAATRKIRKQLQMNDFKRLARNPWKTLNVKP-----PLPSGSLSGGHRPTVPQEVVVLD-
>Lpol_XP_013780198_1
MAANMYRVGDYVYFETSSTTPYQIRRIEELIKTPNGNVEAKVMCFYRRKDISSSLVLMADKHQ-SALDEEQ-EQ-EVELLSERDRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESMASYLNKEDCFFYTLVFDPHQKTLLADKGEIRVGSRYQAEITPILKEGEEDGRRLEDLETIVYTPHHNLSDRQIDQFLIICRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHQHNYDIASAISSLVTSKGPILCRDEMEEWSASEANLFEEALEKYGKDFIDIRQDFLPWKSLKNIVDYYYMWKTTDRHVQQKRVKAVEAESKLKQVYIPNY-NNKP------TTLNGPNGENLVS---------GGRPCESCYTLSSHQWYAWGPPHLQCRLCQPCWSFWKRYGGLKYPSKGEDSSYSCRDCNKVFQERLTAHMAAHRPHRCGFSSCGKEFKLKAHLVRHCASVHDSAIR-VGSPRPII--KTRVAFYLCTTPLTRLARRVCAHLLQPHHAARNPFKAINVVAVKQECQTKLLEGLPKIPI-AKSRNRGSILDISHRLGAP-NIPIP---EWLIAMPKNKLPQPE-----RLAFPPPPRG-KDGQLLIP-WPHKEESRSV----GINSVLPTILRKRGYEQQNGVD-------PAAKHR-----AVVGSSPDLYK----MADLPQGTI-----ITRLNGR-AKMTTIRF-------------GRKQTISLVDAPDDVYFIATPATRKLRRQLGLNEVRRAARRPSRKLYVKL--------------QYGIPSYRQVITQE-
>Apis_1458+80176
GGSNMYRVGDYVYFEAQQQQPFQIRRIEELNKTAGGNVEAKVMCFYRRRDLPAQLVALADKHQLSATDKDATSE-INETVKEEQKQQLKQRELFLSRQVETLAATHIRGKCTVTLYNETESLDSYLEREDTFFYCLVFDPVQKTLLADKGEIRVGHKYQAEVPPLFRDDDEDDKDVDDLETLIWRPQNRLTDRQIDQFLVVSRSLGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHRHGYDLGTATCSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFGDIRHDFLPWKTHKNIVEYYYMWKTTDRYVQQKRVKAVEQESKLKQVYIPSYTTSGGKQQAITSGLTIKSSQQQQQLVNGNSAAVSITGCDLCDVVSSQQWYSYHQQNGPNTLCHECWTHWKKYGGPRTATRSMAMNLNVSAGGGRSHGPTMSTPPHHHAHRCTIIGCAAPFKSKSQLLRHYSTAHGIGIN-SNSSRPVM--KTRTAFYLRCTSLAKASRRRSAQLARPRNVARRPFIPQTAHSYKHECMHAPVHELRAYLRAAAVKARPGVTRVANALATAADIAVP---DWLSLPSQQHQHQSSSRTGGRVAFPKPPKA-PDGSLLYERVPNKQEAAAALLVRQMINRQRGLMMHRQQQQSTGHHHHSQQHQTSQGGSGAGGGSIVAHQQQQQQ----QRGGTSSGGPLQLTGTGSGGKHHQSQQQQHQQHNHYRTPSMARTRKHVISWTDAPDDLYYRCTTLSRSLRKRMTGKELRRSARKPWQPIAALLPFDMSTGGSAGSSNPSAMSNQSAAPIVAP
>Dple_EHJ72252
---------------------MESRHKDRRCRCRSSPVSVVLNAIHVSTTPTPNFTSTKQRAK-MAMEEESELP-GSDGLAPKQRHQAKQRELFLSRHVETLPATHIRGKCTVTLLNETESLLSYLNKDDAFFYCLVFDPSQKTLLADKGEIRVGSKYQTEVTNLLKE--------GEMISLTSYDESN----KIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHKSGYSIEAALSSLVPASGPVLCRDEMEEWSASEANLFEEALEKYGKDFADVRKDFLPWKTLKNLVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------ALLSSGAAAITSAAAPPPPGPRGGTNCASCQVTNSNQWYAWGPQHLQYRLCGACWQYWKKYGGLKTAGV---FGESEAEAGRGVEADDTALSVSHRPHRCSVVNCAKEFKLRAHLARHMATAHGGA---GEGARPVM--KTRAAFYLRASPFTRLARRLARALRRPRHYARSPFSPINLHQVKHECTVGGVGGVVPAEVRGVARARGPVGAVAARLAAALGTSAPRAQDWLTLTPRERLPTPN-----HVAFPKPPKA-PDGSLMYERVVSRAELEAR----RSEAAAPALKRR-AYDDINGLDR----GCPPAKRPNKHPAPMQRPSREQYA----AMCARAQATGQPLPAHVFAHV-NGKPTNLT-----------GRGRRHVISWMDAPDDLYFRATETAKAARRTLSCGELRRGARAPWRVMRGAV-----VLGAAAAAGAGAASAPLQLVILD-
>Lgig_8404
-MENMYKVGDYVYFETSSTSPFQIRRIEELNKTPNGHVEAKVMCFYRRRDISSSLIMLADKHQ-SLLEENGPEE-KEEEQSEKGSHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETEALTSYLNKEDMFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITSLLEG--EDTRKLSELEDLIWCPENGITDKEIDQFQIVAKSVGTFARALDCTSTVRQPSLHMSAAAASRDISLFNAMHTLHEYKYNIANAVTSLVPDGGPVLCKDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAERKLKQVYIPNQNPAHP------AVLSGKMNGDQM----------SGRACESCYSSHSNLWYAWGPSHLQCRLCSSCWTYWKKYGGLKMPTR------------------------------------LVEFKLKTHLARHLATAHGLAIR-PGSPKPVM--KTRTAFCLVTTALTRLSRRLCKDLLRPKHAARLPFIPINIAAIKQECK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Spur_XP_003727277.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKTASGNVEAKVVCFYRRRDIPNSLIQLADKHA-MALEEEQ-EE-ALEELNEKQRHQLKHRELFLSRQLETLPATHIRGKCTVTLLNETESLLSYLSKDDAFFYSLVYDPQQKTLLADKGEIRVGSRYQADVTPLLKEEETDGRDLANLEALTWNPEHCMNDRSIDQFLVLARSVGTFGRALDCSSSIRQPSLHMSAAAASRDITLFHAMDVLHQQTYELAKAMAILVPAGGPVICRDQLEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNP------NPVPPPVQPCA-------------RACESCHASNSFQWYSWGPANMQCRLCATCWVYWKKCGGLKMPTR--LDGERPGNLRNRT-RPPMPLSGMHRPFCCTISGCGKEFKLKAHLARHCQTVHGLTIR-TSNPRALL--KTRQAFMLVTTPLTRLSRFLCKNMLNLPHVARCPFDPINVATVKQECQNQLTPGVIPTMPKLKPKTWPRVDVVMANL----DQDRP-------KKPVPQRPTPN-----GNVRPQPTNPIGTLSNIRKRQLDDSGGREEKQTKRTTISAPRQYRRTEYDED--------------------------------------------------------GK-LREVGQGD-----------PLSRKRPISWLDAPDDVFFHADSNTRKLRKQLSVQAQRRLARRPWTMAVRPL----NPGVVPSQPVPSTVKPPADPIVIDD
>Dpul_46320
---NVLLISDYVYFETAPSMPYQIRRIEELNKTSSGNVEAKVMCYFRRRDIPATLLSLADKHQ-EAVEKVEKEP-VDEELNLKQKNQLNQRELFLSKQVEILPATNIRGKCSVTLLNETESFSSYIDKEDAFFYTLVYDPVQRTLLADRGEIRVGSRFQAEITPLMKEGTTDGRNMEELEVLTWTPEHGLSDREIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDALHQSEYDLGKAMCALIPPTGPILCRDQMEEWSASEANLFEEAMEKYGKDFNDVRQDFLNWKVPSSLIEYYYLWKTTDRYVQQKRVKAVEAESKLKQVYIPTYNKPHP------AAIGPPLPQSSKNGAHQIEIGLPGKFCECCAVATSVQWYAWSPNNTQSRLCQSCWSYWKKYGDLTVSNK-----AALPASSDEENLSGGPEALTSRPHRCTTQGCG---------------------------------KTRTAFYLAVTPTTRLARRFSAHLLRPRHAARFPFLPISAAAIRQDCK------------------------------------------LISESPKES----------------------------------------------------------------------------------------------------------------------------------------------------SW-----------------------------------------------------------------------
>Nvit_NV14853
MTANMYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFFRRRDLPSTLIMLADKHQ-GGVDRPNGIG-GLSELTPKQRHQMKHRELFLSRQVETMPATHIRGKCCVTLLNETESLLSYLNKEDSFFYCLVFDPAQRTLLADKGEIRVGSRYQADIAPLTPAREADPRRLQDLETLVWTPRHSITDREIDQFLVICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDNLHRYNYDMSKAMSCLVPNSGPMLCRDEMEEWSASEANLFEEALEKYGKDFSDIRADFLPWKTLKNVIEYYYMWKTTDRYVQQKRVKAVEAENKLKQVYIPNYKNQSG------PGTGGASNGKAAVSILNGSSNGNGKPCESCQSSQSPQWYAWGSTHLQCRLCQACWSYWKKYGGLKIPTRMD---------------------------RSGTVGVG------------LAAGGG------GSPRPVM--KTRSAFYLRTSALARAARRLCAAQLRTRHAARAPHQPVNAAPLRHLCASKTPAELRVLARALRPRARPRVTDIATRLGDHPQPKTPGDWDWLQLTAPGQRKQPD-----RVSFPRPPKA-PDGSLLYERIPNKPEVDRL---PVTPPVQPALQTQQAFDEINGADCIPLNSLPLPKRANHGQPPMDHASGAVVA----GASPATAAGVLPPLVTPLNGRLPPQAQMSR-----------S-NRKQVMSWMDAPDDVYFRPTEQIKRLRRSLTSVEVRRAARKPWRLLSV-----------PQRVADDMV------VILD-
>Pdum_MTA1/2/3_ comp223915_c0_seq6
MAANMYRVGDYVFFETSSSTPYQIRRIEELNKTPSGNVEAKVMCFYRRRDISGSLIQLADKHQ-SALEEEHEEQ-SSDELSDKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYYNKEDAFFYSLVYDPQQKTLLADKGEIRVGSKYQAEVQRLLKEGETDGRNLKDLEELQWRPDHGHSDRTIDQFMVIARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHSYETAKAISSFVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAETKLKQVYIPNYNKPNP------AQITGKVNGADGS---------SGRACESCYSGHSNQWYAWGPVHMNCRLCAACWVYWKKYAGLKMPTRLGDDGDRPAPIQRQE----VGQMQGLRMHRCTIGGCGKEFKLKAHLARHLATAHGLAIQ-AGSPRPVM--KTRAAFCLITTPLTRISRQLCKDILRIRKAARQPFIHINIAAIKTECQARLPDGMKKMKE-LKPRDRKGMNEVVVRKGRPIDVDLP---TILRRTDLGN-KEPK-----KIFFPAPAEM------PKPRVPQEDKSDSP------AAPQPSIMKKRGYEQTNGVD------------------------------------------GKVLWVVVCRAA-INVVLVGC-----------VVLSFQIVSYLPLLFRVFIL-------------------------------------------------------------
>Dmel_NP_001262293.1
MATNMYRVGDYVYVETTPNSPYLIRRIEELNKNQTGNVEAKVMCFYRRRDLPNPLVQLADKHQTAALDEERDAE-KGEALTSKQRYQIKHRELFLSRQVESIPATQIRGKCSVTLLNETESLQSYLNKDDTFFYCLVFDPNQKTLLADKGEIRVGSRYQCDIPAKLKDTATDDRKLEELESLVWTPEHSLTDRKIDQFLVVSRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMNILHKHEYSIEESMSSLVPSTGPVLCRDEIEDWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKQIIEYYYMWKTTDRYVQQKRVKAVEAELKLKQVYIPQYNNNGK------G---NGTSTKAGGGIYNGTTNGNGKPCESCGTTKSSQWNSVSSGHSTSRLCLSCWEYWRRYGSMKSATKAGLAGLATTPTAVVDDDEKISDLTNRQLHRCSIVNCGKEFKLKTHLARHYAQAHGIAIS-SGSPRPIM--KTRTAFYLHTNPMTRVARAICRSIVKPKKAARQSAYAINAMLVKQEFTGKSQAEIKKLLL-LKPKDRGSVTKIANRLGAP-GSGPH---EWLVLTPKDKMPLPA-----VVSFPKPPKA-PDGSLVYDRVPNKSPDVVAPELTIIPTQATSTIRKRAHEDQNGTEV----TIPPAKRPNKDPMPSHCPSPEQFA----AMMAASG---QPLSRHHLNGK-QKIAQMAR-----------GGNRKQVISWMDAPDDVYFRANDTHKKTRKILSAVDLRRAARKPWRTLPIKPASATKLLSSSASRFQHPPFPYTMDALLN-
>Hazt_10631
------------------------------------------MCYYRRRDIPSHLLAVANLKH------------------HNERHQLGHRELFLSRQIETLPATHIRGKCTVTLLNETESLASYMSKEDTFFYSLVFDPIAKTLLADKGEIRIGPNYQADPTALLKEGEADGRAMSELETLVWTPDHGLTDRQIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFEAMSLLHEQDYELAKALSCLVPGSGPLLCRDQMEEWAASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKANP------AVLSNGSTNCKSVTLLNGSSSGLGFSCEGCSATTSSQWHSWGPVQKPGKLCSDCWLYWKKLGGLKKASR-------------------------------SAKEEGKYFS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cgig_EKC18877
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVVCFYRRRDISSSLTLLADKHQ-GGLDDSELES-KLDEVGDKQKHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAEVPDLEGE-DTDNRKMEELEDLIWNPENGLSDRQVDQFLIISRSVGTFARALDCTSTVRQPSLHMSAAAASRDITLFHAMDNLHKSVYELSKAYASLVPTGGPMLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AAINGKMNGVDGQV--------SGRACESCYAAHSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLD--GERPTPNQRQE-IAQI---NSMRMHRCTIAGCGKEFRLKAHLARHLATAHGLVVR-SGSPRPVM--KTRAAFCLITTPLTRISRRLCKDILNPRRAARSPFIPVNIAAIKQECQLRLTEGEEYVPN-IKPRSPTTLEPVVARLGINTKMEKP---ALLHKSENDH-KKPE-----KIFFPPSASQ--------PQFKAHTTSPSK-----LNAGSPSIMKKRGYEQANGVD-----G-PVAKRPNMGVIRQIGSS-------------MRSQVRGNLMNHNMNGR-GKVMGVRG-----------M--RMQMINWLDAPDDVYFVATDATRKLRKQLQAQDFKRTARNPWRNVLIKP--------------DSEV------VVLD-
>Ptep_10287
MTANMYRVGDYVYFETSSTAPYQIRRIEELIKTPNGNVEAKVMCFFRRRDIATSLVMMADKQR-ISALEEEQER-EAEQLAEKERHQLKHRELFLSRQVETLPATHIRGKCSVTLLNETESLLYYLNKEDCFFYSLVFDPQQKTLLADKGEIRVGPRYQAEIPPMLPEGTEDPRKLEDLEELVYTPHHNLTDRQIDQFLIICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHKHNYDITTALASLVPSGGPVLCRDEMEEWSASEANLFEEALEKYGKDFIDVRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNY---------------NNKPGVLNGANPGESPSASGRPCESCYTPTSSQWYAFGPAHLQCRLCQSCWNYFKRFGGLKYPTRLE---------SGSG-DKLQSHIASHRPHRCTISGCGKEFKLKAHLARHCATAHGLVIR-AGSPRPIM--KTRAAFYLHTTPLTRKARRYASHLVKPRHAARNPFQPINILAIKQEFHTRMIEGQPDLPK-LGPHERGRVVDVSHRLGTP-NLPPP---EWLLPTPLDKIPKLE-----REAFPPPPRN-EDGSLSIPKHPMDMEENNV-LTPSIASASPTILRKRGYEQQNGVE-----P------------GVIKPTPDIFN----VSSLARSSV----VNNPLNGR-AKMATITR-----------VG-RKQMISWVDAPDDVYFVATDSTKKLRKQITIPELRRSARKPCRKLNVKIPPVVPPPAPSTAAAPETL------AVID-
>Obim_22015508m+22017021m
MAANMYRVGDYVYFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLILLADKHQ-AGMEEDSEEI-ND-DITEKQRHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITPLLKEGEKDGRSLDELEQLIWGPDNTLTPKEIDQFLILARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHRSGYDIAKAVTSLVPQGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AAISGKVNGVDGQV--------SGRACESCYAANSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDHRIEKSEADRIDP-RERLAHLNAMRMHRCTIAGCGKEFKLKPHLARHLATAHGLAIR-AGSPRPMM--KTRAAFCLITTPLTRISRRLCKDILRPRHAARCPFVPINIAAIKQESALTEGGSNRLSMN-IKAKTPATLESIVSRLGIDIKMEKP---SMFCRPEGDQRKQPQ-----RLSFPPVSSP-------MTRLPEPKMEPIV---PRVSTSQPSIMKKRGYEQSNGLD-----A-------------------------------------RISHKPQQYER-PKQNLWNK-----------AYEAHDQLD------------------------------------------------------------------------
>Ctel_184591
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLIMLADKHQ----EDDTDAH-DDEDLCEKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETEALLSYLNKDDSFFYSLVYDPQQKTLLADKGEIRVGSKYQAEANSMLKDGEHDGRSLEELESLVWHPDSGLNDKHLDQFLVIARSVGTFARALDCTSTVRQPSLHMS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lana_XP_013387992_1
MAANMYRVGDYVYFETSSTSPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISNSLIMLADKHQ-STLEDDQEME-ENDDVSEQQRHQLKHRELFLSRQVETLPATHIRGKSTVTLLNETELLASYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGGRYQADVQPLLKEGESDGRKMEDLEELVWNPETHLSDRQIDQFMVIARAVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHQYNTATAISSLVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AQLPNNKNGSAASAAAGAAAPGLSRACESCYTAHSSQWYAWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLD--GERPAPNQRQE-LAQM---AALRMHKCTISGCGKEFKLKAHLARHLATAHGLAIR-SGSPRPVM--KTRAAFCLVTTPLTRISRRVCRDILKPRRAARSPFTPINIAAIKQECQ---LPDAAKNIT-IKPKPQITMEKVGAGLSLDVSGEHP---PWLAHSEKKA--EPA-----RYAYPRPSAEELNQFWERQHVHVEEEEDME---GESPSAKPSIMKKRGYDQ-GGLE-----G-PPAKRP--------------------TMGVIRQSSSIKQRGPYMNGR-------GK-----------PGTATRKLNWVDAPDDVFFLATDNTRRLRKQLNGTEFRKAARKPWRVLE--------NVKWPSSTKQEPI------VILD-
>Tcas_TC008832
----MYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFYRRRDLPSQLIQLADKHQ-GSPVSDSGSR-GCESLNPKQRHQMKHRELFLSRQVETLPATHIRGKCSVTLFNETESLSSYLGKDDMFFYCLVFDPTQKTLLADKGEIRVGSRYQCDVTPLLKEGESDERDLSELETLIWTPDHNLTDRQIDQFLVVSRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHHHNYDLASALCSLVPSSGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------AAL-NNNKGVVNGNSNGNSDTAGGKSCESCNVTVSTQWYAWGPSHMQCRLCHQCWQYWKKYGGLKIPTRFGNGGKK---KSGSD-DDDRTSAMPHRPHRCNIGGCGKEFKLKAHLGRHYATSHGIVVR-SGSPRPIM--KTRTAFYLFTTPLTRISRRLCRHIMKPRHAARAPFFAINIQAVKQECAGKSLADLKQLLV-YRKKNRGSVTAIATRLGNP-GSITP---QWLILTDKDSLPKPE-----KVAFPKPPKA-PDGSLVYERVPNKPEADKI----PLNNMSPS-LKRRAYDEMNGID-----SSPPPKRLSKDPISMVRPDQYSMI----SSSIVPGQV-LPRHISQINGK-PKIAHMTR-----------AGSRKQVISWMDAPDDVYFRATEGSKRMRRQVTLAELRRAARKPWRQLKTKM--------------EHPI------VVLD-
>Aaeg_AAEL008616+AAEL008611
VIINDHRSDTYVYVETSSTTPYQIRRIDELNKTPNGNVEAKVMCFYRRRDLPTPLVQLADKHQESPNSTGSGND-RGEQLNPKQRHQMKHRELFLSRQVETLPATQIRGKCSVTLLNEEESLLSYLNKDDTFFYCLVFDPTQKTLLADKGEIRVGSRYQTEVQAMLKDGEKYERNLEDMETLVWTPRHSLSDKKIDQFLVVSRSVGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHKHSYSIENAMCSLVPSSGPVLCRDEMEEWSASEANLFEDALEKYGKDFNDIRNDFLPWKTLKSIVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYTKPSP------ALITNNNKNILNGNSNGSSGGVGGKPCESCSTLASPQWYSWGPSHMSCRLCQICWTYWKRYGGLKVASRLASAGMRHLPTVGVF-VLNVLFSVRSPSFKCSIVNCGKEFKLKAQLGRHYAQAHGIQIR-SGSPRPIM--KTRTAFYLFTNLTTRLSRRLCRQIVRSKKAARQPSYAINTAAVKQEFTGKSIADIRRLLT-YKKRDRGSVTHIANRLGNP-GPTVG---DWLILTPKDKMPKPE-----VVAFPKPPKA-PDGSLIYDRIPNKVEAEPKPASTPITPIPPASLKRRNYEDANGID-----GPPPTKRPNKDPMPSHRPTPEQYA----AMMAAAQAAGQPLPRHHMNGK-PKIAQMAR-----------TGSRKQVISWMDAPDDVYYRSTEASRKTRRKIPIVELRRSARKPWRHLAPKYGSTNNNSSSSNNKADLQV------VILD-
>Caqu_8435
------------------------------------------------------------------------------------------------------------------------------MSGDTFFYSLVYDPQQKTLLADRGEIRVGSRYQAEATPLLAEGEPDPRGGQELETLVWTPHHGLSDRQIDQFLVISRSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTLHEHGYNLASALSSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Smar_13016
MAANMYRVGDYVYFETSSTSPFQIRRIEELNKTPNGNVEAKVMCFYRRRDISGSLILLADKHQ-SALEDDHDGE-QQDSLADKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAESIPLVKDGEEDDRKLSDLETLIWTPYHSLTDRQIDQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTIHRHNYDVAEAISSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------AAISNNKPGLMNGSNTNDPQAVSGKPCESCYIFQSSQWYAWGPLQMQCRLCSICWSYWKKYGGLKQPTRLDNEGLRVIFDSAER-AAHM---ASHRPHRCTISGCGKEFKLKAHLARHCATAHGLAIR-AGSPRPIM--KTRAAFYLCTSPVTRVARRLCRDLLRPRHAARNPFQPVNHVAIKQECTGRSTDDLKVYLK-NKDKPRTKVVEVSNRLGME-SNSTP---EWLLPTEKSKLPQPD-----RIAFPPPPRGEADGRYLVDPIIYREREFEK-STPGINNLSPTLLRKRVYEEQNG---------PAAKRPLRPVPGVMKTSTDIFT----PNLIARSSV-----INHLNGR-ARLATVNK-----------L--RKQVISWEIKKTTDVYRTKKSR---------------------------EEAQPEDHFGSGRTDRHS------RLSQ-
>Hmag_XP_002167188.2
PASNIYRVGDYVFVETQPSLPYQIRRIEELTKTTNGQVEAKVSCFYRRRDLSNALATQADKHAL-SAEEENEIDVGTNNLSDEQHHQLKHREVFLSRQLEIINANTIRGKCSVTLYSEVEKLIDYLYEDDWFYYLLVYDPQQKTLLADRGEIGVGEEYQADFKDRTRSSPEDDRDLSELETMQWTPDNPLTDKQVDQYLVVARSIGTFARALDSGSSVKEPSLHLTAAAASRDITLLSALLMLHKNDYDIGKAVSALIPDGGPILCRDEMEEWSSGEAALFEEGIRKHGKEFIEIQQEYLPWKSISNIVEYYYMWKTTDKYVQQKRLKAQEGDSKVTQIFIPSSNTAINLTLAIQASSQYQVNSVGA-----LVTPS--YMCESCFTKESVLWYPWGQSSSQCKLCKECWVYWKKCGGLKKSTK--STEASSENEAVY-RICNKKFNRAER--LSSHMTTRGDGCGKTFTLKAHLTRHLAKSHCIFPLDSKM--KVKTPFVMTSTPFMKVARYLCKDKLRLHHFARTPTDMIDLMEIKEDASSKIPKPLDEIVLNVKKKPKPSSLKLISTS----ITKECSPEQRNSPVGRVSSPSFQLKSPIMSGSHKRSADSDQNDYPSTKR----------QQPMQSASSP--LGRKGFEGKVLHNQMSLQHH-------------------IQAHHPQIHIPQTDPHKRSFQHYHDMPPYSHKHKPRLPVGATSRKQSYKGINRRDPDYVDPPQEFLFNASKDSKKARRSLPSKAQRKIARKPFVQIKCSQLHDAIVCKRSSDIRSA------DPIVIDD
>Locu_17197
----MYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHA-REMEEEMENS-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALTSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEDDGRDQSKLETKVWDPNSPLTEKQIDQFLVVARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKNGYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNNIKPGLVNGAGTTAGPQGQSAGLGRACESCYTTSSYQWYSWGPPNMQCRLCATCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPVRHSGSPKFAV--KTRQAFYLQTTKLTRVARRLCRDILRPKYLARHPYTPVNSAAVKAECSLRLPEGSK-SPLTLKQAIRKPLETVVRYL----EAHPC-PKPD---------P---PRSISMGS-LTP------------IK----------STPILNNGSPTILGKRSYEQHNGLDGEWPSGV-------------------LAQAEGIPNHGQTRQMGPSPKL-------RLNGKSYPS-ARLIRGGSRPPIKRRTMSWIDVPDDLLFMANKETRKIRKLIATSETKRAARRPYAPIVIEPQTGQSLRP----------PVNEEPIVIED
>Drer_45582
MAANMYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISATLIALADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALKSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEEDDRELEKLEEKVWDPSNPLTEKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNGYDMTRAIAALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNSVKPGLVNGAGALPGAPGQPVGLGRACESCYTTSSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPVRHSGSPKFAV--KTRQAFYLHTSQMTKAARRVCQDLLRSKYLARHPYTPVNTIAIKAECAVRLPDMSK-KPASLKQTVRKPLESVVRYL----EAHPLPPKAD---------P---PRGISTGS-LTP------------IK----------STPILNNGSPTILGKRNYEQHNGLDGSKPK-V-------------------LA-----------------PQW-------EIMAK------RMSEAGRTPSVLQDEVHELD---------------------------------------------------------------------
>Xtro_38916_3
MAANT-ALVDYVYFENSSSNPYLIRRIEELNKFLNDNIE-KAICKFRYMDLLTLLKESAERSGIGEMEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLEEGAEDGRDQANLETKVWEASNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNTYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPAVVNGTAV----QGQNVAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWAYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPMRNSGSPKFAM--KTRQAFYLHTTKLTKIARRLCRDIFRPRYAARHPYMPINSAAIKAECTTRLPEASK-TPLILKQVVRKPLEEVMRYI----EAHPCPPKQD---------L---IKNTSINNSLTP------------TK----------SSPVINNGSPTILGKRSYEQHNGMDGNVKKRL-------------------LMPSRGIPNHGQTRQMGPNRNL-------LLNGKSYPAKVRLIRGGCMPPVKRRRMNWIDAPDDVFYMATEETRKVRKLLSSSETKRAARRPYRHIVIRQQVGQLMRQ----------PVNDEPIVIED
>Lcha_23454
MEEVIWRCADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDFLKEGEDDDRDQLNLETKVWDANSPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRNNYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QGPSPAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPIRSSGSPKFAM--KTRQAFYLHTTKLTKIARRLCRDILRPWQAARHPYVPINSAAIKAECTVRLPEAAK-NPLILKQIVRKPLESVLKYL----ETHPCPPKPD---------P---SKSSALNN-LTS------------AK----------ITPVINNGSPTILGKRSYEQHNGMDGNVKKRL-------------------LMPNRGMPNHGQTRQMGAGRNL-------LLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKQIIIKQQAALLLRQ----------PMNDEPIIIED
>Acar_XP_003219926.1
MGCNIYQLGNYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRFQADITDFLKEGEDDGRDQSKLETKVWEAFNPLIDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNVVKPGVVNGTGV----QTQNMGTGRACESCYMTQSHQWYSWGPPNMQCRLCTSCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHSGSMRNNGSPKFAM--KTRQAFYLHTTKLTRLARRLCRDILRPWHAARHPHTPINSAAIKTECATRLPDASE-NLLLLKQVVRKPLEAVLRYL----ESHPCSLKPD---------P---AKSGSLNS-VPC------------TK----------FSAMINNGSPTILGKRSYEQHNGIDGSVKKRL-------------------LMPSKGLPNHGQTRQMGPSRSL-------LLNGKSYPTKVRLIRGGTMFPVKRRRMNWIDAPDDVFYMATEETRKIRKFLSFSEAKRAARRPYKTIVLQPQGPHLQQ-----------PVNDEPIIIED
>Ggal_NP_001012971.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSIGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QAQNAAAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHGVPVRNSGSPKFAM--KTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASE-NPLLLKQVVRKPLEAVLRYL----ESHPCPPKPD---------P---AKSTSLNN-LTP------------AK----------FTPVINNGSPTILGKRSYEQHNGMDGNMKKRL-------------------LMPSRG-------------------------------TKPKLAAQWEIIPNK--------SPINSWWIHASSEKEEDEL-------------------------------------------------D
>Tgut_17492
LKSLFFFLSDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHASSKMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QAQNAGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHGVPVRNSGSPKFAM--KTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASE-NPLLLKQVVRKPLEAVLRYL----ESHPCPPKPD---------P---AKSSSLNN-LTP------------AK----------FTPVINNGSPTILGKRSYEQHNGMDGNMKKRL-------------------LMPSRGLPNHGQTRQMGPSRNL-------LLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSEAKRAARRPYKPIILRPQAVQLRQ-----------PMNDEPIIIED
>Btau_NP_001068982.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISSSLIALADKHATGEIEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GWGAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAPP-------APVAGPSTLP--
>Mmus_NP_473422.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSSLIALADKHAR-EVEEEVENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSKLETKVWEAHNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISASSVKATVVNGTGT----PGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGIPARSSGSPKFAM--KTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYMPINSAAIKAECTARLPEASQ-SPLVLKQVVRKPLEAVLRYL----ETHPRPPKPD---------P---VKSSVLSS-LTP------------AK----------SAPVINNGSPTILGKRSYEQHNGVDGNMKKRL-------------------LMPSRGLANHGQTRHMGPSRNL-------LLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPLRPPPP-------APVNDEPIVIED
>Hsap_NP_004680.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHATGEIEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSRLETQVWEAHNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNNVKAGVVNGTGA----PGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RSN--------------------------------MSPHGLPARSSGSPKFAM--KTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYLPINSAAIKAECTARLPEASQ-SPLVLKQAVRKPLEAVLRYL----ETHPRPPKPD---------P---VKSSVLSS-LTP------------AK----------VAPVINNGSPTILGKRSYEQHNGVDGNMKKRL-------------------LMPSRGLANHGQARHMGPSRNL-------LLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPPRPPPP-------APVNDEPIVIED
>Aipt_21044
NPANVFRVGDYVFVETNPSLPYQIRRIEELTKTSNGQVEAKVQVFYRKRDLSSTLXLQAEXHLL-QAEEDAEVEMGDKELEDVLRHQLGHREVFLTRQYENINANTIRGKCLVTLYNEAEEFPKYLEKEDWFCYFLVYDPQQKTLVADRGEMGIGSSYQANVPKTIIDPKTDDRNLSDMETLVWTPENSLSDREIDQFLVIARSVGTFARALDCSSSVKQXSXHMSAAAASRDVTLFHAMTXXHNNLYGLSKALSQLVPSGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIHKDFLPWKNLSCLVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLAPSNPXQPGRKQTSTIILTPXPG-----VTNNLVGATCEGCFXTTXQQWYPWSPNNSPHKLCTLCWIYWKKYGGXKRPDG--FSGRGQDNLEPRYRLCGKVFNRAER--LSSHMMTKSRGCDKLFNSKATLQRHLTGGHGYRPPSPRKL-KPRSPFYMKSTMLTRISRRLCSDLINLTHACRVPGAPMDIXQIKGQCXKRITDPKQTAILKGERMKKRVLEKAVEFI----KAHPQKPAKX---------PKPTTSPGLTVT-SPARKMMPVKNYLSGQPSTPVSNMWKAXKTVTQTSNHMMARKRSYEQQNGIDGPTPKRMPLGKKGCECSYQASLTHHEQTMHSSSEAPKQRSYPAYCDVT-ATGPGYNGQGQPTGNRRSLSQGNGAYSRDKMNAQYIDPPEEFQFTANHKIRKARKTMHVESQRKVARCPWKEAKCNALRELMMQPFVTKEKKLQETNKQEAIVIDD
>Nvec_v1g107943
---------DYVYVETNPSLPYQIRRIEELTKTSNGQVEAKVQCFYRKRDLSSTLGIQAEKHLL-QAEEDAEVEMGDIELEDVSRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEVLPKYLEKEDWFCYFLVYDPQQKSLVADRGEMGIGPNYQCLVPKKCIDPSTDDRDLSQMETLVWKPDNSLSDRQVDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMTTLHNSMYQVGKALSQLVPSGGPVLCRDEMEDWSAGEANLFEEALQKYGKDFNDIQKDFLPWKSFSSIVEYYYMWKTTDRYLQQKRQKAVSKECNLTQIYIPGLAPSNPAQPGKKQTSTIILTPPPG-----VTSNLVGATCEGCYGCTSQQWYPWSPSNSQHKLCTLCWIYWKKYGGLKKPGK--TLMPENVKNASRAFSSVFAH----------------------------LSRHLTCNHGYRPPSPRKL-KPRSPFYMCSTHLTRVSRRLCGDLIDVRHWARAPGANLNLAEIKAQCK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------WKEVQY------------------------------------------------------------------
>Adig_v1_22470
NASNVFRVGDYVYVETNPALPYQIRRIEELTKTSNGQVEAKVQCFYRRRDLSSALSIQAEKHLL-QAEEDAEIEMGDNEMEDVLRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEILPKYLEKEDWFHYFLVYDPQQKTLVADRGEMGIGTAYQAHVPKTMIKGRQDDRDLSKLETLMWDPSNSLQDPHIEQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLAHAMFCLHNNGYNISKAIANLVPEGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIQKDFLPWKSLPSIVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLG-GSTTQSGKKQTSTIILTPPPG-----VATNLVGVSCESCYGTSSQQWYPWGVPNSQHKLCTLCWIYWKKYGGLKRPDG--LSGKGHGGLEPRYRVCGKVFNRAER--LSSHMGTKMSHCGKVFNSQPNLTRHLTAVHGCRPPSPRKL-KPRSPFYIKATPLTRLARRLCQDLYNKVHHCRVPGGTLNVQDIRAQCLKRLETPKADAIIKAKKKPKPPKPTLLPIP----KEHSPTSPSP---------PIASSKSPIQPT-PPKASDWKYAAIPSAKP---------VQQPPQQGSNHMMARKRPHDQQNGIDASLTHHE-------------------QTMHASAEPPKQRSYPAYCDVSPAMGPGYNGQGDAVPNKVMVVDQSAKPAVNKTNQNFIDPPEEFQFLSNKLSRKARRALSVDIQRKVARRPWKEVTCSVLRALIYAIPA-----PQESDNVEAIVIDD
>Pmar_4885
VTTSVAFVADYVFFENSSSNPYLIRRIEELNKTPSGNVEAKVVCFYRRRDISSTLITLADKHASEEMEEEME---SVDDLSEKQRHQLKHRELFLSRQFESLAATHIRGKCSVTLLNETEALSSYLEREDCFYYSLVYDPAQKTLLADKGEIRVGPRYQADVPDMLKEGPEDDRDQVKLETKIWDPESPLTDRQIDQFMVIARSVGTFARALDCTSSVRQPSLHMSAAAASRDITLFHAMDTLHRSTYEVAKAIGLLVPQGGPVLCRDEMEEWSAAEANLFEEALEKYGKDFTDIRLDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---FTKQGVPNGSGT--AGPGQASGTGRACESCFASQSQQWYSWGPPAMQCRLCSSCWTYWKKYGGLRLPTR--LDG---ERPGPN-RAS--------------------------------SGLHGLSVRSQGSSRVAL--KTRQAFYLHTTKLTRIARRLCCDIFSGRQAARRPFQPINATTIKTECTARLPEAAK-TPLKVKPVVRKPLESVVKYM----EAHPCPVRVA---------QPL-PPRTVSSI-TPT------------KV---------L--SVLNHGSPTILGKRSYDQHNGTDGNTKKRM-------------------LMPCRVAKNHTQVKPTVSANRC------YLVNGKPFAGSARFVAKGATPPMKRRRLNCINAPDDVFFMATADTRKVRKLLVALEMKRSARRPYQRIATRPSSTQRAVLPV----------NTEPIVIED
>Skow_XP_002734194.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNK-------------------------------------------------------------------------------------------------DIFFYSLVYDPQQKTLLADKGEIRVGSRYQADIPPMLGEDDKDERELPKLETIVWDPRCGITDRHIDQFMIVSRSVGTFARALDCSSSVRQPSLHMSAAAASRDVTLFHAMNILHKHDYDIAKAIANLVPQAGPVLCRDQMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLPSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---SNKPGIQPPTAG-----------GRACESCYAGSSFQWYSWGPANMQCRLCAACWIYWKKYGGLKMPTR--LDG---DRPVPN-RVLDGSVAEGDR--PSPTNRSDPEFKLKSHLARHCQTVHGLTIRSSSTKPTVL--KTRQAFFLSATTLTRISRRVCKDILNSRHHARSPFSPINITAIKQECQVRLPTAAKTLALKNKKWPDSNVVVSKLGI----DVKCELPALL---------ERTKSEPPRLSF-PPPLSMPIFPRVDQNDK---------ANTQSINSISPTILRKRGYEQHNGIDGLTAKRS-------------------SYSLSGITRLSARIISAKGGDKTVVHPPGMNGSRQYPSG----RVETMPMRKRRRINWMDAPDDVYFHANENTKKLRKQMTLSQHRRIARRPWSSTGIKLVYAQPPPPPI----------PPEPIVIDD
>Bflo_8039
MAANMYRVGDYVYFENSSSNPYQIRRIEELTKTPNGNVEAKCVCFYRRRDISSSLISLADKHAKAALEEERDDA-EFENLAEVDRHQLKHKELFLSRQLESLPATHIRGKCSVTLLNETESLQSYLNKEDAFFYTLVYDPVQKTLLADKGEIRVGSRYQAEVPPLLKEDEGDGRELAKMESKIWDPENPLEDRQIDQFMVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMNTLHKTQYDATKAITSLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLNSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---TNKPGTPNSLMN-----GQGEKPTRACEGCYATNSHQWYSWGPPNMQCRLCSVCWSYWKKMGGLKMPTR--L--------GEK-LAHLARHC---------------------------ATAHGLTIRQSNSPKFTV--KTRQAFFLCATPLTRLSRRLCKDILKPRHAARVPFDPVNIASIKIECQTRMPEDPQ-KVLKKRKRTRPDLKYKSMFP----D-HPVREPKP---------NAERGGDEKPGS-VPS------------NP---------A--TILNNVSPPIMKKRPYDQMNGMDGNGVNPH-------------------LMTGSGVLNAPGTRPPGVPGMTN-----HNGSNRQFAKTLAINR-----PVKRRRINWIDAPDDVFFVATEETRKLRRQLVPAEQRRAARSPCRKVHLPNPKSAAVPSEP------------EPIVIED
>Locu_17947
MAANMYRVGDYVYFENSSSNPYSVRRIEELNKTANGNVEAKVVCFYRRRDIPSNLIALADKHAK-ELEEEMEGE-SLQQLTEKQRHQLKHRELFLSRQLESLPATHIRGKCCVTLLNETEALFSYLEKEDCFFYCLVYDPQQKTLLADKGEIRVGPRFQADITDLLNEGEEDGRDQAELETKIWEPESPLTDKQIDQFLVIARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHRTGYDMSRAITALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFADIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINVNNAKTGLVNGSSS----QGPSGNAGWACESCYSIQCYQWYSWGPPNMQCRLCAICWSYWKKYGGLKMPTR--LEG---ERPGPA-RNSMAPFS-----------------------------------YWVKNANPKYTLKTKQAFYLQTAKLTRLARYLCRALLQPRRAARRPFVPINSAAIKAECTARLPEAEK-QIVKLKPATRKPLEVIVKYL----ELHPYVKPEP---------V---KPAVSLAS-HPG------------ST---------SVAPVINHGSTTILGKRSYEQHNGVEGNVKKRL-------------------LMPSRGLPNHSQVRQIATLNKS------YLLNGKSLERSQRMLKQGSLPPVKGRRMNWIDAPDDVFFMATNDTRKVRKLLASFDIKRAARQPYKQICIKHQSDLETPLQL------RHPVNEEPIVIED
>Cmil_AFO98674.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTVNGNVEAKVVCFYRRRDISNSLIILADKHAK-EMEEEMEMT-IISELTENQKHQLKHRELFLSRQYESLPATHIRGKCSISLLNETELVSCYLDKEDGFFYSLVYDPLQKTLLADKGEIRVGPRYQADIPDMLKEGESDGRDQAKMEVKVWDPENPLNERQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKYNYDLTNAISILVPQGGPVLCRDEMEDWSASEASLFEDALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQILSSNGKPAVVNGPVGGVLYQTPNSAVGRPCESCFTIQSQPWYSWGPSTMHCRLCALCWSYWKKYGGLKMPTR--TEGEKGEKVSPT-HNVSEPHVRSQG-----------------------QPGQCLPIHSTGSPKSTL--KTRQSFFLQTTRLTKLARHVCRDILQLKQAARRP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cmil_AFO94887.1
MAANMYRVGDYVFFENSSSNPFLIRRIEELNKTASGNVEAKCVCFYRRRDISGSLIALADKHAM-ELEEEMENS-ELQELSEKERHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETELFLSYLEREDTFFYSLVYDPQLKTLLADKGEIRVGPRYQADIIDLLKEGEDDERDQSKMEIKIWDAENSLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITQFHAMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFNDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINGGSAKVGAVNGGSV-LTQNGAAAGPGRACESCFTTQSYQWYSWGPPNMQCRLCAACWVYWKKYGGLKMSTR--LDG---ERPGPN-RSNL--------------------------------NALGLPIHNSTSPKFAL--KTRQAFYLQTTNLTKAARRLCRDILQPLQAARHPYVPINSAAIKAECAVRLPDVTK-MPTALKQAVRKPLEAVVKYL----EAHPCPKREP---------AKSTSSSLHISS-LTH------------AK---------AI-PILNNGSPTILGKRSYEQHNGIDGTKKRLL-------------------MPCRGVTNHGQGRPMGAAGN--------YMINGKSCPASVRVLRGGSMPPVKRRRLNWIDAPGDVLFMATDETRKIRKLLSSFERRRGARQPHEPISIEQHANPAQASRQ--------PTNDQPIVIED
>Drer_109572
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISQSLIQLADKHAK-DLEEEKESP-PESDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETEVVLSYLEKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPEMLQEGEADDRDQSKLEMKMWDPECPLTNKQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSALSVLVPQGGPVLCRDEMEEWSSSEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISVSNGKMATVNGAAA-GTGSFHTAGGGRACESCFAVQSAQWYSWGPPNMQCRLCVSCWMYWKKYGGLKMPSR--AEGAE-EKTPPS-PAPNESRSRGHC--AR-------------------QSSHMVPIRNSGSPKSSM--KTKQAFLLQATRLTKLARHMCRDLIRLRRAARRPFVPINCGAIKAEYMIRVSEGMTGRPLKPKSSPRSTLTSVLQYL----ESRPATHVQR---------P---HRTPGLQV-QPP------------RR---------LLSSLPSHGPLGMLGKRSYHHHSRVESAERRAG-------------------ATGQENPAHIVGPI--------------LQHNGSSTGGSS---LRGSGLMLRKRRPNWIDAPDDSFFLVSRETRKARRMLSRSQLRRACRQPCEQISLRRPQGPSQVPIL----PHPSLRMRGPIVIHD
>Locu_20329
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNSLIQLADKHAK-ELEEEKENP-SEPDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPDMLQEGEPDERDQSKLEVKMWDPHCPLTNRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSAISVLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISASNGKTATMNGAAG--AGSFQQPGLGRACESCFSMQSPQWYSWGPPNMQCRLCVSCWVYWKKYGGLKMPSR--AEG-E-EKMSPS-PAPNEPRSRGHG--PR-------------------QSAHAVPVRNSGSPKSSM--KTRQAFLLQATRLTKLARHMCRDLIRLRQAARRPFVPINIAAVKAEYMSRLPEGVE-RPAKMKASPRVTLSSVLKYL----ESRPPLHSPR---------V---ARTPSLQC-QPA------------KR---------LLSSLPSHGPLGILGKRSYNHHSRIEGLERRGN-------------------IIGHDNMSHIMGPV--------------LQHNGRASSNPA----RAAGTFLRKQRPNWIDAPDDGFFLVSQETRRVRKLLSRTQLRRACRQPCEQIRVRRVYCPSYPSLR----------THGPIIIHD
>Cmil_AFO98115.1
MAANMYRVGDYVYFENSSSNPFLIRRIEELNKTANGNVEAKVVCFYRRRDIPSTLIGLADKHASEDLEEEMETD-SLQQLTEKQQHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETEAVFSYLEKEDSFFYCLVYDPQQKTLLADKGEIRVGPRYQADIPDLLKEGEEDGRDQVKLEAKIWDTDNPLTDRQIDQFLVLARSVGTFARALDCSSSIRQPSLHMSAAAASRDVTLFHSMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFSDIRQDFLPWKALTSIVEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINSTVAKSAMVNGAAV----PGQNGGAGRACESCYTTQSYQWYSWGPPNMQCRLCATCWNYWKKYGGLKMPTR--LEG---ERPGPN-RSSANPHG-----------------------------------YWVKNANPKFTLKTRQAFCLQTTKLTKIARYFCRSLFHTRQSARRPFTPINSAAIKAECTARLPEIGE-KPIKLKPSVRKTLESIAKYL----ELHPSVKPIC---------SLAVSGSV-----TPA------------KI---------LP-VL-NHGSPTILGKRGYEQHNGIDGTMKKRL-------------------LMPFRGKTLAQSCSRLHSHPNHGQVRQMYMINGKPYSRSSKILKPGSLPPMKGRRMNWIDAPDDVLFIATEETRKIRKLLGPVDMKRAARQPYKQIFIR-QARVSCAVSQ----PSRQPVNEEPIIIED
>Lcha_5901
--------------------------------------------------------------------------------------------------------------------------------------------------------------------MLKEGEPDDRDQSKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLTSALSILVPQGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFIPWKSLTSIVEYYYMWKTTDRYVQQKSLFSAEKEMKIRNIFLNTYSKPNPNQISNSNGKPSAMNGAMGGTTYQAQNSVVGRACESCYTMQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTR--AEG---EKLAAN-QTNMDSRSRGHV--PR-------------------QGGHSVPIRNTGSPKSAM--KTRQAFFLQTTRLTKIARHVCKDILQLRQAARRPFVPINFAAVKAEYIARHPEGDQ-GTLKSKGTLRKPLSSIIKYL----EVHPSIKSKI---------I---RSLPSLQS-PAP------------KR---------LL-TVPTHSSPTILGKRSYSHHNGV----E--------------------------------------------------GYENVKCFYSW------------------------------------------------------------------------------------------
>Cmil_AFO99136.1
-----YRVGDYVYFENSSSNPYLIRRIEELNKTGSGNVEAKVVCLYRRRDISGNLNGLADSHAR-EFEEDSKQP-A---MEEHDRHQLKHRELFLSRQFESLPATHIRGKCNVALLNETEKLSEYLVREDCFYYSLVFDPLQKTLIADQGEIRVGPKYQADIPDRLGEGEGDNRNQVKLEAKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRSGYELGGAMSRLVPQGGPVLCRDEMEDWSSSEAILFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKVAEADSKLKQVYIPTYTKPNPNQIVSVGAKGGMLNGAAG-----YQKPSSSPACESCFTSQSQQWYAWGPPNMQCRLCASCWVYWKKYGGLKTPTA--LDG------DKP-RPPSDLRPKGPC--GR-------------------QDGGSGGCNNNNNNSSNLLAKNRQTFLLQTTKLTRIARRLCRDLLWPRRAARRPYIPVNTAIIKTECALRLPKGPT-QPLRVRTTTRPTLAHITKVL----EELAALRGER---------PGIVRSNI-----SPG------------KR---------GF-SKQQNGIEVSPIPIHIRQMTAS----P--------------------------------------------------HPADGRPLPGGAKVERGCSEPPFKRQKVNSGDTPDPIVFVATDHTRTIRKALTQSEMRRAARRPCLQVNVK-PIALNRPSSL-----------TEPIVLGD
>Drer_71581
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISASLNTLADSNAR-DFEEESKQP-S---TSEQQKHQLKHRELFLSRQFESLPATHIRGKCNVTLLNETDVLTGYLEREDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDKLAEVEADSRVQEKLETKVWDPNNQLKDPQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASVVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQITAPGNKPGM-NGATG-----YQK---GLSCESCHTAQSQQWYAWGPPNMQCRLCSSCWIYWKKYGGLKTPTQ--LEG------ATR-ASSE-AAPRGHM--TR-------------------QEVQGMSPFTSSAGRAKLLAKNRQTFILQTTKLTRIARRVCQDILQSRRAARRPYASINANAVKAECMIRLPKAAK-SGVKNRPIPRPSLINIVKDL----AIQAPLKLKA---------P---RGAP-----TPI------------NR---------NQ-VNQPRSASALLGKRPFDNAGGH----L--------------------------------------------------LSTNGRPFAMGM---RAANQSVIKRQKVSQGDAPNPVVFVATKDT----------------SPPGQSL--------DTPVVVFQAQ---------------
>Lcha_19909
LILSFFFLPDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSNLNSLADSNAR-EFEEESKQP-S---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGSKFQAEIPDKIDKADC-TRVQEKLETKVWDPSNPLTDRQIDQFLVVARAIGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLSKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGV-NGAGG-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LDG------AAR-GGMAWSPKRGSL--LA-------------------EVGEGRGEILGSSKRGPLLFEHRAVNLHTPKRVSFVFRLICVSVTXKKKKKKKKKKKVNHMWLQLICGIKTASCLP-TGFKMSQVVLSRVIMGEPNA----SLNNNLKKKK---------K---RGAA-----PPA------------KF---------AP-AHATENEAHSLGLDSAHVAGGL----Q--------------------------------------------------FSANGRPLVSGM---RSSTQPTVKRQKLNPADAPNPVVFVATKET-----------------RPGLGQNLQ-IYQSDYIVVVFWGG---------------
>Cpic_18020_1
TSSVSILSADYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-SATE-PHSRGHM--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKEL----AAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-MSQNRGLAGIVGKRAYDSVAGSGV--P--------------------------------------------------FSANGRPMTSGM---RSSAQPAVKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PVLPIRPVVAPLVPPAHPASTSEPIILED
>Hsap_NP_004730.2
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLVEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------ATR-GTTE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LSQNRGLGGIMVKRAYETMAGAGV--P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PTLIAVRPPVPLPAPSHPASTNEPIVLED
>Mmus_NP_035972.3
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILNQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-GTTE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLGGIMVKRSYETMAGAGV--P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PTLMTVRPPVPLPASSHPASTNEPIVLED
>Btau_NP_001069180.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPMQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-GTTE-PHSRGHL--SR-------------------PEAQGLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLGGIMVKRAYETMAGV----P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PPLMAVRPPVPLPPSSHPASTNEPIVLED
>Acar_XP_003228900.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-T---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIVSVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-SVTE-PHSRGHM--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKASK-TPLKIHPLVRLPLAAIVKEL----AAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLAGIVGKRSYESVAGGGL--P--------------------------------------------------FSANGRAMTSGM---RSSTQPAMKRQKLNPADAPNPVVFVATKDTRALRKALSHMEMRRAARRPNLPLKVK-SVLPLRPVVAPLVPPVHPASTSEPIILED
>Xtro_12433_3
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEDESKQP-T---VGETHRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDQLAEGEPDNRNQQKMEIKVWDPENPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGL-NGA-G-----FQK---GLTCESCHTTVSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-NIGE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINSNSIKAECSVRLPKASK-TPLKILPLVRPSLAAIVKEL----EVES-----A---------X---RGTK-----TPI------------NR---------NQ-LSQSRGLSVLPPKRAFDAVSGVGVIPP--------------------------------------------------FSSNGRSFSSGV---RSSSQPGVKRQKLNLADAPNPVVFVATKDTRSLRKNLTHMEMRRAARRPSQPVKLK-VPLPPRPTNI-LPPPAHPASTSEPIVLED
>Tgut_15594
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------QGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMATLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQVR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Phyml phylogenetic tree
(Lpol_XP_013780199_1:0.16258195,Lpol_XP_013783809_1:0.19481461,(Ptep_10286:1.00486473,(((Hmag_XP_002167188.2:0.87351496,(Adig_v1_22470:0.21776224,(Nvec_v1g107943:0.27161309,Aipt_21044:0.16604334)0.999983:0.12249722)1.000000:0.37673743)1.000000:0.49121751,(Tadh_5571:2.00974789,((Aque_227290:1.31380950,(Pbac_sb3465958:1.56762500,Mlei_63910a:1.23656797)1.000000:3.55905224)0.863699:0.49930257,(Scil_023554_4:1.55724738,Ocar_g6846_t1:1.54065248)0.999629:0.31945386)0.999993:0.31115125)0.440377:0.09420240)0.409285:0.11049244,(((((Cmil_AFO94887.1:0.22516354,((Locu_17197:0.03801435,Drer_45582:0.15352301)1.000000:0.10169258,((Lcha_23454:0.05472089,Xtro_38916_3:0.11182542)0.931248:0.01281825,((Hsap_NP_004680.2:0.01211550,(Mmus_NP_473422.2:0.01352893,Btau_NP_001068982.1:0.13348642)0.468352:0.00398278)1.000000:0.04774656,(Ggal_NP_001012971.1:0.06367107,(Acar_XP_003219926.1:0.09352111,Tgut_17492:0.01901673)0.765223:0.00316152)1.000000:0.02448468)0.978813:0.01633027)0.999928:0.02784199)1.000000:0.07556079)0.999249:0.05179192,((Locu_17947:0.15818411,Cmil_AFO98115.1:0.18807810)1.000000:0.09852490,(Pmar_4885:0.27396012,Pmar_4316:0.73012525)0.626702:0.02927545)0.950003:0.03006068)0.999987:0.07714048,((Cmil_AFO99136.1:0.35792682,((((Btau_NP_001069180.1:0.00496655,(Hsap_NP_004730.2:0.00808547,Mmus_NP_035972.3:0.00866105)0.495276:0.00379777)1.000000:0.03825242,(Cpic_18020_1:0.02655559,Acar_XP_003228900.1:0.02630569)0.999818:0.02000766)0.999994:0.02579692,(Xtro_12433_3:0.06885753,Tgut_15594:0.04716664)0.631640:0.02091712)0.958086:0.02603267,(Drer_71581:0.16940816,Lcha_19909:0.50524110)0.997036:0.05727285)1.000000:0.12973060)1.000000:0.31930470,(Cmil_AFO98674.1:0.22795755,(Lcha_5901:0.19184258,((Drer_109572:0.15789696,Locu_20329:0.05697254)1.000000:0.22473775,((Ggal_XP_419452.2:0.02799118,Tgut_3593:0.02681374)1.000000:0.06151988,(Cpic_8355_1:0.02222769,(Hsap_NP_001269684.1:0.01057314,(Btau_NP_001095434.1:0.02296809,Mmus_NP_001164523.1:0.06326917)0.725984:0.00517565)1.000000:0.09556205)0.545749:0.02031823)1.000000:0.25292530)0.717870:0.02624222)0.803189:0.03703706)1.000000:0.14889032)0.999730:0.06648844)1.000000:0.13585134,(Bflo_8039:0.34346503,Cint_NP_001071762.1:0.86912726)0.563415:0.05014225)0.999821:0.07400578,(((((Smar_13016:0.31848949,(Lpol_XP_013780198_1:0.30945206,Ptep_10287:0.19107369)1.000000:0.11129091)0.711753:0.04470124,((Caqu_8435:0.22088704,Hazt_10631:0.62302520)0.824480:0.12955095,(Dpul_46320:0.77883221,((Tcas_TC008832:0.19267325,(Dple_EHJ72252:0.67114968,(Dmel_NP_001262293.1:0.34542040,Aaeg_AAEL008616+AAEL008611:0.21052883)1.000000:0.08948953)0.999956:0.06292111)0.992257:0.05618406,(Apis_1458+80176:0.85749356,Nvit_NV14853:0.44370000)0.807865:0.05259094)0.998099:0.07507371)0.546706:0.04397730)0.999419:0.06995593)1.000000:0.12045330,(Hrob_18496:0.72538293,(Lana_XP_013387992_1:0.26910251,(Pdum_MTA1/2/3_:0.31199425,(Ctel_184591:0.27624277,(Cgig_EKC18877:0.20045266,((Bgla_5602:0.12872198,Acal_XP_005093441.1:0.11445300)1.000000:0.22243152,(Obim_22015508m+22017021m:0.21083769,Lgig_8404:0.32870637)0.673792:0.05712267)0.977104:0.03870145)0.937445:0.07871506)0.338081:0.00748461)0.924777:0.06248924)0.680860:0.04803079)0.999986:0.07829483)0.997055:0.09874667,(Avag_32611001:1.17141745,((Sman_188270_1:2.25541502,(Smed_15001712:1.71592147,(Sman_168850_1:1.37324910,(Smed_15029727:1.45661738,Sman_049730_2:1.26286905)0.546917:0.09591342)0.797746:0.15197934)0.540083:0.13297668)0.916189:0.21490364,((Bmal_6042e:0.82196611,Cele_T27C4_4a:1.67187967)1.000000:0.50799828,(Hduj_t00095:4.55036765,Hduj_t02297:1.15022057)1.000000:0.86467835)0.990368:0.17136744)0.720531:0.09812741)0.994828:0.11579931)1.000000:0.15411342,(Skow_XP_002734194.1:0.39694693,Spur_XP_003727277.1:0.45144599)0.510353:0.08751242)0.966443:0.06174533)0.423703:0.12823202)1.000000:5.64656930)0.999998:0.67578721);


GATAD2
Protein sequences
>Aaeg_021697754.1
MERMEVDDNVVDLSVGSGRDSLTITPATARDLRALTQNSGLTITPAPPPPAAPSPSASGSTSPVPGRRVLRPRTEPKSYAEVPDIVLLPAKVNGRSYNGAAAGALSESEDDEMPPVFPIKELTAAEIWERERGLRKLREELRSEETKLVLLKKLKQSQQVMMKENIVVTPTNTNINNPLAAIPTALTKGSLSVTPTNAVPLPAHSKSSKSVTVPPVNRGSPINITPVTKPPARPSLPGGATLTPSTPGQRLPIGLTRTGSNLTITPSVTITPTNAPSSNIKQRNLHNSGSIGANSLMDTNLKVQSGQISNSVSITPAPPIPAQISCTTVEPVSLKRDRDTRDEPQTQAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFVYLLGLEHVVDYLTKDKKPNLPQQPYRCAQCKIDFTPVWKWEKQGKRGNPTFQNSPAGKDPKVICEQCVTSNVKKALKAEHTNRLKTAFVKALQQEQEIEARLASQSSPSPVDIRPTPSSTPNLREQRELQQQLEQQQQQERQQAQERQQQQERQQQQERQAAAQQRQKEQEQQLRQQQLQQLQQQQLQQQLQQQQLQQLQQHQEQQQRVHQLQQQHAHLQSQPSKSKTPTPTPRPTPTPPNQQTPPPASSSRSSRHSATANAAAEAAAAQLTALAGLGGLGQLGALGNLGSLGNLNPTAAAAAMQAFQQQLFRGLQQGLSTGNLNNLQAHMMQFSPLIYSYQLAMAQAAASLSAAGKGGSGGGGGGGSSNSGAATAASIAEMQRAMELQRQYLEMLPQSGPSNNRQSNWKS
>Acal_XP_005101494.1
MSEEVGKKRPLETEDAVSEEADDAKRRKVDEPVKSEESSVSVPETESLREEADSESKTSGADAVASASPKPEGVAAVAPAGASEEKTGEDVSMSEKDAGDGKEQSELVEKTGGEESSALKDSLPGAEGDGGVDDAEGKDTELDGSKKGEGLESKTEEEVKKPEDDSDKSEGGVVETKVVGKTEDGGRKTDDGSKTEEEVSEKEGEVSRKEEVSNKEGGVTQAEEEVSRTEEDASKTQVKVEEDGVGKGREKGEEPGSKPAPVVANIKTEPETSPVVNCNGVDYSKAAAVKEEERLGQAAKSGSDDAAESATVKSEGSEKENFGQDRPSGEDVIMLSDEEDESGRGEGKTLRPHSDVLKKIKALQNELRNEEATLVLLKKLRQSQTTQSQEPPPQPPAPKAPAHHPPQVPQHVRQQHSGPPPLVRGSQAAAPKALHNLNQNIHMRGQQLNSHSRSQQGPPPLVMASRAGNGPAVPPQQQQQHHGSRANVPQNLPRNSMNNRNQQQLQQLQQQHQQQQQQQQQQPVAKQAPPPQPPQDTQTPAQRQAAAKQALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFILLLGLEEVVNHMIDFQLIARGQKSPDERFVCTPFTCVQCGSDFTPVWKREKPGSKNVICEHCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQATTTPVPSPQPSASSTPQPPPHGMPSNPPMISAASAAAAAASAAAAAAVANFRPSAEQLRQHHSFLQQAQLRAGQPLGLQAFSHRAPFPYNIPFANQQELQRQYLLDMIPRGNMSWKQ
>Acar_XP_003229323.1
MDRMTEDALRLNLLKRSLDQAEERDDVLAKRLKMEGHEAMERLKMLALLKRKDLAGIEVPHELPVKQDGLKVYEEKLNGNLRPHADGRSSARPGKENINDEPVDMSAKRSDQDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGLEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQALSKLPSRPGAQGVEPQNLRTLQGHSVIRSAANTALPHMLMSQRVIAPNPTQLQGQRIPSKPGLIRTTTPGMSPAISYQPQSSSAVPCQRSSSSTIYMNLASHIQPPGTVNRVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKACSSLLRVEPFSCAQCRTDFTPHWKQEKSGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPASVSSVSKQESIMRHHTLRQAQQPQSTLQRGIPTSARSMLSNFAQAPQLSVAGGLLGMPGVNIAYLNAGIGGHKASSLADRQREYLLDMIPPRSISQSISGQK
>Adig_v1_11388
MASEVVTKGSKRLKLSSSSAEVSEVDDASSSLTTTDPVHSIADEKTIEPKKEEKPNGQDGQSVVIISSSSDDDSDKEQKKDTTEAVIIKKEHIKDDEEGSVLEDGKSNQQKSPQMPSEETANQEIAKLNNNNNNKSEGKDTDSDECISQEDLLAQLGLSSVKELQKKESGCESTALSANANGVEKRPLITHRPKESIVDFLRVPKLTPMDSKKRINGEGKVDYSVTNGDHSDVSRPDSPLSDDNDDDLQAKEKLIEHLRNELRQEEAKLLLLKKLHAAQNDVKANSKLQKENVMEKSVTAPQSNVKSSAQMPPKKGQNLPPPPPLKASTVLASSTFHPPRDVPGQPRLLPKGSGGTQGPPATTAAAKFVGPASQTLKEFAVHQQSLHQPSPQAKHGSSAIADLQNVVTSMANLIQPTPMYPQGRNSPVYSTPTQPAPLRPTPVRAQGVSSLPVSSGYVSFPHHLPSTHQQSIGGKQAAAKMALRKQLERTLLQIPPPKPPPPEWSFIPSLGSPDFMVLVGLEAVVHVMADKDGKKSGAPLQEKVVNPKICSRCNTDFSPSWTKKQDGGLTEATVCEKCSTVNVKKELKAEHTGRLKAAFLKALKQEQEIEKKISDSPTIAPKPHHQGQKTSPQPHLAPAPPRHHIPHHQPIMHHHHQGVQPALYHHHQPHSSSLLFQLQQQHLQQQHQELEAAARQQADARWHPYLNTHHHSGTRNPPHHHSYVSDSDRQYLLDMIPSLPAPTLGYGSSRL
>Aipt_21983
MEFELGPKSPKRAKVANEEDEIKESEISRSEESKTSVDSTSTEQEPTQKSQKADDDVVVISSDDDSDKGKSGEESSADVTVKTEKGEDKTTTDIQTSDQPENSSTEIKEKEDSNKEKPLEETKESSTEKVDKSDNKPLPNSPGSPDECISQEDLLAHLGLGSVRAISNPKPKKDDKVSNGLLTERRPLIPHKPKESIVDLLRAPKLKAHEEKGKTNGETPVTVVNGVSDDDDSAPGTRTPSEADDDDELLAKEQLIEELRQELRNEEAKLLLLKKIQAAQNDPKASIKFIKEKENEKILSTVQYSGNKSGHNQLSSKKNQSLPPPPPLKTHISTSGTYQPPVAIQPKILPKVSNVQSLHVSKQVNQSTSSKXQTRSGTSAIKDLQNVISSMSTNLIHPTPMYPRAGSQGGATVYTTHSQSSPVRPTPVRANNPPSGSSSSGYASFPSHISSKASVSSPPATSAGKQAAAKMALRKQLEKTLLQIPPPKPPPAEWSFIPNLNSTEFMTLVGFEMVVDAISLKENVKKGKSVPLSIKSNIENPKVCGQCNTDFTPXWKTKNKEGVDVLMCEKCSTVNVKKELKTEHTARLKAAFLKALKQEQEIEQKMSESTPIAPKPQLSTKSSSHQSSSSSSSSSRHHHITHHQGVLHASHRHRHVQGLYHHHQQHQDSLLYQLQQQHLQQQQQELEVAARRHGDVRWHPYLPGHHHSSHKPQHHHSLVSESDRQYLLDMIPSLPAQSLNYSSSRI
>Apis_5158
MASQMEIDDDVVDLSISSSRTSQSLRDEPLSLKCTQPDEAHIHMNGHLVNGFSSTGNDSSEESDDDMPLELPPSPKDVTPPEEVREREKLVRVLKENLRTEEMTLVLLKKLQQSQQINQIPQSVTITPQAAHTKDHSNLLSSQLPTGKSAQPPMPHVPHHAKPPPPPLNRLPSSSRSNVHQSHQSMSSNPLMGSSRLPPSNGLQNLQRSSNGRSSHSAHSAHSAHSSPSITLERVMKDHHSSNTSQSERLRNDDGQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLLGLEHVVDFITNGEMIEASIPKDPYKCSQCDSNFTPVWKLEKPSRNKESKIICELCVTSNVKKSLKAEHTNRLKTAFVKALQQEQEIEQRLAQASPPSSVSPAPVHPIHINPPMPSVPKPAPAPKRNPTPPQPHKMHPSDPTGGKFNAAAAAHLALQQQMLRGLSPHPAAAMLQFAPLLYPYQLAMAQASGKNSAAAVAANLAELQRQAVDLQRQYLMEMMPQQGQSRSASQTPTSAHNWKS
>Aque_011404054.2
MSLSMIGGDIPLLSSSTSPSDWRSSFDSFCRSSYIDESKLYSETVCKEVGDKIMHLLKGKPSSLWERDPFCVWVKSKGFALTSYPMLGLKEVLCIPVPDPSAGSASWRRVAYIEEFYDIITKFHIVNGDHLSSTKTHTEVSKHYAGVPQLAIEKYLQLCPGCHGSSSSPVETPVLKEPKREKSGYFMKKGQVEVIDITDKPLGPFCYICLYIDAYSNYHVLFPLSSPSSSSTSEVPFEEIAHNLRKYVFPYFGMPKSLSSSLGSDFIEDLLRETCLHWPDAAVVRNGCKRSERGGERVGKLARRSKSLISELFERCRSNLQDISLTPSACSDLLLSLQYQLNISTRKSSQKCAYELAFNVRPHCSSQSPRLHPPDTSISSSSEDEIEGSVRKWQWDPERLIMKSKRENDFDIIGNDRNSFSNDISPSVEMNRLIQKQSTSSSTNSQQKLHQMLNASSIQAQEQQVTSLRELLRQEESRLELLKKMRQPNESPSIISKDLSSHERGGVVSTGVIRSGDAVITHNGSQGPISARLQQLVDSVAVDQLNSKYSSSTQHNKKKSTITDINKSSSPEVITISDSPSPASPPALISTSTVPGVIHNPPSLSSGEKPDESLVMKTIENSRRYREFLVKQNTVKRTFQKQIDKRISSFPYPKTFRQVWPIIPVQDPSFVKNLGLETVTQFFDQPHTSKGSASSGGTGASKVKPICNQCGCDFASAWQIRKNNSKQVLLCEACDFTNLKLLQRTKLTSQLKEIIEGVKREEDKFNSETEEARKQLIAAERVGVISNTQKSSPQPTSHVSSHGNHIISTSGGGIRHQSLTERVADAMIPSIIGGKGGRPGVGAAGGGRGGGKGLPQAEKTKSPLEISRKRKIDQQETSHSVPSSKTPKTHLDVTLNRITQQLLMKQVDEKVHKRRRKDTSSPSKNRQGKSPPPLEVANHTPHEEKSAPPPLMSATPSNAGGDSRKNRRKGQPKQNIKT
>Avag_62567001
MISSNGLKRKSSVNVPNTDNTNSITTTSTKRFRGTVLNGKIPSNEDQMSYLSSEQLTKMTICNSKQEMTSEYRQLQYELQCQEALLLLMQKLKTNQQISSQTNNIQQPTTTPVNTTKPNSVTPIKQSSNSTNRPIPSKPPHPNQYTVNRANNSNSQQQTSKLSVPLPQASRQSNNSTLPATATRLSSTTTKNSPVTPTTNSSSKNNGITSDQHLLSAKLALRKQLEQTLLQIPTPKPTTCDLTYIPGINGWSEFLTAIGLEQAFNTYNDFLNRRLIPEYSLNLPNICAQCGTDWSVTWHEVPSSNDSDADEKILCDRCRKTSQKKILKQDHSNRLRQAFMKALQQEKELDAKFQQQSSSSSAAASTTATTTTVKSSSSSSSSHNKHSNKPSSAKPTSNHHPTKHSNNHHHHHHHSSGSSTSKTSSSSKQANPLDAFAASLAALPTNEQIEIFQKHFLTNMFPFAVANQAAALAAKTTQQQQQALAASLPAMAASLMRQGNPAQYLLDMIPQAAKQQQQQQQQQHHHRHSK
>Avag_8759001
MTITNGEQRNTFKRLDESEMTPTMLVEYRRLQHELQCQEALLVLMQKLKANQRLASQTNNNTNNGIKQRSSTGIPSTATKLNQQLPNSDGKTPITATKQQSNISNRSTPTKTPHPNQYTVNRSNNNAQISQQQSSKHSLSTPQATRQSNNTTNNNSTLPAAATRISSTVPTSATKNSSVTSNTSSLSKSNGIAAEQHLLNAKLALRKQLEQTLLQIPTPKPSTCDLTFIPGVNGWSEFLAYLGLEQAINTYTDIVIRRAPPDFTMTLPHVCAQCGTDWTVTWHEVVSTNETNSDEKILCDRCSKSSQKKLLKQDHSNRLRQAFIKALQQEKELDAKFQHQTPPSSTSTTPTTNSSTAIKQSSSSHQHSKHSTKSLSTKTSSNHHSHHHNNNSSHNNNNNNHHHHHSHSHHHHHGGKSHNSSSKSHSSSSKSHSTNLSTLAPSPAETLASTLAALQTNEQMEFFQKHFLSNMLPYAVANQAAALAAKSSHQQQQQQAALAALPAMAASLMRQPNPAQYLLDMIPQAAKQQHHHHHHSK
>Bflo_32698
MSAEDHDKVIKKLKEELKSEEAKLILLKKIRQSQVQVQRENTAPGGKVAIPRQPTASGPPPLVRGGQQPNQRGQAGMPQLMRGPMVQQARQQGPPPLIMAPRVSTPSGMNANNMVGMRGTNINIIPLQMIRPVNQNSVAVTTSNLSGSYQPIQVHQVASQHPGTPPSQQQQANDPQTAASRQAAAKLALRKQLEKTLLQIPPPKPPPPELTFLPSAANNEFICLIGLEAVVNNILDMQDPSRNAVRAQPEPLFCKQCKTDFSAMWKQEKPGSPTVICEQCVTTNQKKALKAEHTNRLKTAFVKALQQEQEIEQRMNQTLPTSSSTPSSSSPANLTTTHQHQLQQLRTHQQVRSRGRGRGRGRGRAGVFKNNTCLCPTSFTKYSGTYVISPAYPWTSSCEHFLFPVDLRQTQLLQAHSRQFHSQSRSSNSHVFSHFGQASNMQPGMFPYQVVQNKPSSAADRHREYLLDMIPSRSLPQTTISWKQ
>Bgla_6705
MMENERKRPTDSSNLELEGNEIKRPKYGTAESSDIDKTESENNDMASSTFESCQPLALVKKDVVKGSGNLILNHSKSDSTKQDKEKFGKTFTATDSPLLDEKNKDDMSLVKEEKALNTRKATMESKDNSVTDKLSLNMSMNGSLQEGDLQKEIKSDSEDQTDETSTIKSDGSEKENMDIKKEKAESPDIIMLSDEDDETADPSTRRYRILKKVKALQNQLRNEEATLVLLKKLRQSQITQPQESNMTPTLPKPQSHHPQLSLQHMRQHSGPVSMNRANQQNSKTLHLNQSPHSNRGQAINNTTPSSRPQQGPTPMVMSRSNGQNVPSHHSHSSRGNVPNNLSRNNTNIRSQSNVPQAQQQPQSVQRQVPTPQAPPPPPPPPQDTQTPAQRQAAAKQALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFILLLGLEEVVNHMIDFQLIARGQKNPDERFVCTPFTCVQCGSDFTPVWKREKPGSKNVICEHCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIERMQASTPTPSPQPVSNTTPQPQLPSAPMISAANAAAAAATAAAAAAVANFRPSAEQLRQHHSFFQAQQVQLRAGQPLGLQAFGSRAPFPYNIPFAKQQDLQRQYLLDMIPRGSMPWKQQ
>Bmal_Bm2395f
MVCRGADFVALSYYPFLITCDQYNSVKIVWATDKLFLNIVSKFDRNSNFKLCTAEQARDDASKLFAGSVSHIDFCFISSAMCACESTSKGVNGAVDVHTLEVETFNGFEENGICHESTSSNTDQGGNGDLTVAKAAAVNDGNVSPSSLRRSTRACALKAAERIKLKEALTPVMDGVASHSGEGYISGAENDDEEPFVKKKRYAEGRTLDQTDCKFGIKVENDEVLLMSDESELSSLNDTEFEQVKKVFDRTLHREQTDEQKKEREMMIKTLEAELRKEEAKLSMLRKLRISQQHSVKQIQEANIRKLTANIAQNGSGHAYKPPVAAVQSRSTSNSHSKASTSNASSRAVASAASAAAALMNLNLTPQQQQLLQNAAKSGLLNTAAAQALLQQAQQQAQANNGRLTQHAAALATAALLSQHQQQQQHQQHHHSRNSAAAALAAKETAAQRAAAAKLALRRQLEQQLLQIPPPRPPPPDMHFIPNGNQPDFLMYLGLDIAVQRLLKDKVATKRVTEGPYLCEECGTDFTPVWRAIGADENSLNLYCDACVKAAQKKKLRQEHTALLRKAFNKVMEKEQELEKQIAEGKFETAVPSSSTPRSSTPATPPLNAAAVKTAPSSSGAAVSTAKASTSSAGHQQHHTKSGSYKRPATTNSNTAAQAASQNAAAAAAAAALAAAAGATGTSNFLQQQMAAAVALRQTNPMLAAMMANPLRQCTKYVTVFFFFFFFXXXXXXXANPLLNAPNMLQLQWNPLMQQRLPNLAMAALAQAVQNAQQSSTSGNVASNAAAAAAAAAANPLAALAASMNPAAAAAMFSNSPQMVRQLQQAQQAMQRSFLLEYAKSQSKK
>Btau_NP_001096560.1
MTEEACRTRSQKRALERDPVEDDVESKKIKMERGVLASDLNADGDTRVTPESGAGPAQGLLRGTEATAMGRGEGQVGDGPVDMRTTHSDMKSERRPPSPDVIVLSDNEQPASPRVNGLTEEPPKETSAEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETPTQKPAGSTGSSVTTPPPLVRGTQNIPSGKPSLQTSSARMPGSVIPPPLVRGGQQTSSKLGPQANSQVVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNTSLLVNIPQPSPASLKGTTATSAQANSTPSSVASVVTAADSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQAGRMSAAVVLSREPYMCAQCKTDFTCRWREEKGGTIMCENCMASNQKKALKVEHTSRLKAAFVKALQQEQEIEQRLLQQGAAPAQAKAEPASAPHPVLKQVIKPRRKLAFRSGEARDWSNGAVLQASSQLSRGSATTPRGILHTFSQSPKLQNAASATTLVGRTGRHSERAVSAGKGSTTSNWKKAPLSTGGALAFVSPSLAVHKTSSAVDRQREYLLDMIPPRSIPQSATWK
>Btau_NP_001178976.1
MDRMTEDALRLNLLKRSLDPADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLANLEVPHELPTKQDGSGVKGYEEKLNGNLRPHGDSRTAGRPGKENINDEPVDMSARRSEPDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRGPPKPGLVRTTTPNMNPTINYQPQSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVSSPLPSPSAMTDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASLLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTTAPAVSSVSKQETIMRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVPGGLLGMPGVNIAYLNTGIGGHKAPSLADRQREYLLDMIPPRSISQSISGQK
>Caqu_4654
LSRPSSKWEERDEEDGGREAMEDSPSAPRDDPLPPPPPSLPPPPPPPPPPPPPPPSAADAATLPPHSEGDKPKEAEVGVPMPMPVAPGGGRGGRIGGRGSHHHRPMRRNLRPRTERNYAESPDVIIVSDEEPQLNGYSNGYESDSEEGEMPPSPSVKELDPEERAERDRAIRKLREELRNEEMKLVLLKKLRQSQQMKETLEAAPVTPAAAVGGGSGVPVGGAVGQQPSVMPPKPPMGGVPPKLAPPLSSQQQQVQQQSQQQQVPPPLLRVGQSKQQITPGGINPSLLRGVHGGAPGLLGSRTPVTTPPNVVLGYSMSSSGQQSQDSRTKDAHPSPPTQVSAQDRSRGDDNQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLLGLEHVVDFITRDPRLNQVAPDPFTCSQCNTDFTPVWKWDKNSKGQHSTLSHFRKETKVICEQCVTTNVKKALKAEHTNRLKTAFVKALQQEQEIEQRMAQVANSPHSAHQSDPSSMGSMAP
>Cele_C26C6_5b
MAQVQQVPSSPMNGIPEKNGNGLSIEESASTAVAALAHIQNGAVLFHGTPTKDLNGASTSIDTDDLQLSPSDLRRRSTRASALKAQEKIKLKDDIVQGPQKRANDDDDMEDEELGDEINEQSAPKKRRLENGKEFDQTCFRFGLRANNEGEVYAMTDESENSSIHESEMEVVRYHYEKMKNKEPDEEQLRERLNMRREAENQLREEEAKLLVLRKMKDSQTRAITKLAAETKAADLAEATSAAYKPAVATNGKSVTNGKNSMIESNNKTMNGLKNLSIPQQLELLQKLSSQSPAAKQAYIMAKKNPAQTTQLFQQLITINNQNLQKQKELSAAETNASASASPAVQQSQQAQQPQQAQITQSKLLNQQTPAQRIQAARLAFRAQADKQLTTIPTQKSQPHDITFLPNPNASAFLALHGLDLVVQHVLKDRSNETPYAGPSYECEECKTECAHTWKAIGSTQDDLHLYCENCVRSAQKRKNRTDQTALLKRAFQKITAQEKLLQEFEKKIAEGQLEQYAEAKAAAPATSQTIPTSSTATVSSIPLVPRLPQIPSSTGSSTPTQAVKTSTPIHSTPKSSSSSAKKTAAQLQQQSMQGMNQLFSTAMLRNNPQMQQMLQMYQALAMGGGAANMANNQMAMLFQAQAMQAAQAQVARAQAAKAQAAQAQAAQAQAQAQANREANQQSMLIQALMSNGQVNVQALQQLQKLTPEQQKALIEVVKRQTRK
>Cgig_EKC41807
MEEEDEESASVKESESTDNSDVKKSNEEETEEKSEKMDEESEELETIEKDREKREKEERSGENDSVKSLESESLKSSKDSLEDEKASEEPEESSSVKSEDSEKENRRADADTPIDLTTKSGLPNGNGGSDVIMLSDSEEELMNGVMNGEILDLDECEIRKRRKVVKRLQAELRNEEAKLILLRKMRQSQVSSPSIPEKPKQQHAQPPPLVRPGQQPSQARPAHSQPPQLVRNSNQTPSRSHQQGPPPLVNMRGQNLSNGNSLSQQMRYQGMQGQPGSRGMYGSSSQASQNNNAQVDTQTPAQRQAAAKMALRKQLEKTLLQIPPPKPPPPEMNFVPSLSSTDFIYLLGLEEAVNYIIDANLISKGQKNPDEKMVCNPFTCVQCNTDFTPVWKREKAGSKNVICEHCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQAQEKTSGPSHGSSSPANNSASSSSSNSAMNIPSNSASFKATSEAIRQHQNFLQAHQAVTAHQAALRMGQPLGLAPFGAPGPFPYQIPFGGAKASDLNSLQRKYLLDMIPPNRWSK
>Cint_XP_002121701.1
MEEEKKAESDQEGQSKNSELEPISLKRKSTDLDLDVASKREKTDVEDVTQVKEDVKDDVEAMDIEDNSVAEETKSGTSTPAIQVPDASSELVKSENISDEKLRLDCEEISDKKAKENNEPKDSEQKDQVKGLEQKDEPKDLEEKDQLKDAEKVDDKKDAELKDLPEDQPKEEMVEDLSKSKTIKDDLLKPELPCTPPTLPDEDVEFKAKVEEPAVEEMAVDLCKTVGTVIVLSDDENGKENVTEDDEIEKIKKLRNEQRENIRKLKAELHKEEAHLTLIKRLRQNQMSKPKAINTSSNSPALHEKQRPSHHQNIKPQSPAPNISSNKSSQLKSTMSKSYNQSSSHNKTSSAQAQANRNAMAAMLQMPQLVAAAGGTQNAAALLRAHPSLNLQNAAQLLLGQSPGDLSKMQQLLQQQQKAIQAQSRPQPTLKQQQASAKLALRKQLEKTLLEIPPPKPPPPEINFLPSAASNEFICLVGLEEVVSKIQQLQTKSSNKANEATLPPFSCMQCEKDFSPLWKINAEGNCVMCLQCVMSNQKRALKAEHTNRLKTAFVKALQQEQEIEQKMQKQQSAEKISSSNDSLEAAVAAAANQLQKQQHLKKMQEEQLRQHQQLLQRAQQQLQQRSFGNFRPTAQQIRNAMPQVQFGYNQSSSKHSKNVDRQFLLDMMPNRGNSSKSQSGNWK
>Cmil_AFO98767.1
MTDDVYRTRSQKRALEREGSNSDMESKKPKMECSPKGTEVEVDSDLEEVKKEVKIKTEPADRGGGRTSVLLKGSGEVKATIKVEVQAGDEPVDMSTSKSDVKKEKRPPSPDIIVLSDNEPSSPRMNGLTKVPGKDCNADIMMKSTPEERERMIKRLKEELRLEEAKLVLLKKLRQSQIQKEAIVPKVLTARTSGTVIPPPLVRGGQQMASKMGSQQNPQIVMPPLVRGAQQIHNIRTHTSTAPPPLLLAPRASVPNAVQLQGQRIIPHGLIRVANVPNTSLLVNVPQASSTMKGSGGTSQSNAGGGGLTNSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELTFLPSAANNEFIYLVGLEEVVQNLLETQGKSSAQVVPLEPNVCTQCKTDFTCRWRQEKTGTIMCEQCVTSNKKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPLQSKQESVQHHSMKQSSSQMSRGMQSTSSRAVLHTFSQSSQLQNSVSGLGGRPAKHTERASKGGNTNWRKQIASPAGRWVTMAYVSPSLSVHKSSSAVDRQREYLLDMIPSRSISQSASTWK
>Cpic_15717_2
MTEEACRTRSQKRALEREITQNDVDSKKIKMDKGLLGTDIKTESDIKIKTDPGAGKVQGLLKGGEVKATIKVEVQTGDEPVDMSTSKSDLKREKRVPSPDIIVLSDNEPSSPRMNGLTKIALRETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETTTQKPPGSSGSAVATPPPLVRGTQNVPAGKPSLQTSSSRIPGTVIPPPLVRGGQQASSKLGSQQNTQIVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRIANVPNTSLLVNIPQASPTSIKGTTVTSAQANAATTTSVASIVNSNESPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQGKVSVTASSQEPYMCAQCKTDFTCRWREEKNGTIMCETCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTXSPVQTKSEPIVQHHSLKQTSSQLSRGPPGSTRGVLHAFSQSPKLQNASAAAALGSRPGKHAERPVSKSNATTWKKTPITTGGALAFVNPSLAVHKTSSAVDRQREYLLDMIPPRSIPQSATWK
>Ctel_225755
MSSEMGFLFRECPAGEGGSAPSVPSRSEDAGVKRPMDEEEVEAPEMPDCKRWKSDANERKEQDQKEEELLKEEDEEEEVMHTEDKSAESTEEGPEEAVTKVEPXMIISKMSSEMGFLFRECPVGEGGSAPSVPSRSEDAGVKRPMDEEEVEAPEMPDCKRWKSDANERKEQDQKEEELLKEEDEEEEVMHTEDKSAESTEEGPEEAVTKVEPQVKPEAEAEAEPKVEMKKEVAPVLDLSAKKPEPVPAEEEEEEVKPPVNGDSDKENAPDAPIDLSCANGSKEEQEEEAASPASSPALLPMLNGFCEPKAVTKEGLKCIRKLRDELRNEEAKLVLLKKIRQSQVIQHVQDPAPPPPQSKAAPAKACSQPTVAPHRGPSSQQAQHQQQQPTRGNNVKSSGQQQQQQMLSSRQQQQQQAPAHRGSSNSASSQRTPSNLVSGGGYQRGGASAQVPDQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPAPEMNFIPSLASSEFMMLVGLEDVVKYIVEYDKNKENKGPEVRYVFNPFVCVQCGSDFTPVWKRDKPGSKNVICEQCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIEQRIQSTPSSAPAPSSRNEHQHSSSSSAAIAASSSASPSSAPMNLSKVSTEQLRHHQNLLQAHQAQLRGAAHLSSMGFNPLQLMGYPFQSPMQQASSSSSSSSSKNAELQRQYLLDMIPRSMPGSNVLWRS
>Dmel_NP_001261684.1
MAKMEVDDVVDLSLGSGRDPALTITPAPPPAALSNRDLRALTANNAGLTITPSASPATNNGTTSNSSNTNSNSSSTTTTTNNNNNSSSNTNSSSANNNNNNNSINASDGVTGATSGSIGGGQDENKVQRRVLRPRTEPKSYAEAPDIVLLPARTNGRQQNGNIDSETDDEEMPPYVPIKELSHAELKEREKSLRKLRQDLRNEETKLMLLKKLKQSQQVMKENLVVTPTSVSPNNPLSAIPAALTSKGSLSVTPTSAVPLPAHSKGSRSSLSGSGGPAVSISATNSRTGSSSSAAAAASAIAAAAMSGQHRSGSNSILPPPRSSLPAGATLAAGTTITPATSSSHRSSNLPPRTNLPNLTITPSVTITPTSAPPSSLKPRNPNISDNSKVPGTISNSVSITPALPLSQSHQNQHNDQKNDRSTPREDAQTPAQRQAAAKMALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTDFVYLLGLETVVDYLTVNKKANAVAAPFRCAQCKIDFTPVWKWEKQTNKDPKVICEQCVTSNVKKALKAEHTNRLKQAFVKALQQEQEIEQRLASQSSPSPVDNHGSSGGGNSLSVSAVSSNSSSSHMQREREQLQASHASAAAALVNLPPSVTVIPTKCQTPTPATPRPTPPPPQSQATPPPSSGGSRSSRAAATAAAAAIAAQQAGILSPGPSPAHHHEPTTSSRSSRNDRLDHHHQSQQQQQRDQRERDQQQRDQQSQQQAQNYDKYSAATLAAAAHLSALGGMGGLNINSLASLGNLGNLGNLSQLGNLAALGGLGNFGGASTGSANPAAGLSGSSPAATAAAMQAFQQQLFRALGQGLGGNPQHMMQFAPLLYSYQMAMAQAAQVAAFNNNNKKSSSSSGSAKNSSSSNSMAEVQRAAELQRQYLLEMIPPQQQSGASGSRQNNWKA
>Dple_EHJ75910
MDVDDSAVDLSVSRSLPPELSELRALTASGLTITPAQPPPHGSAGKRVLRPRADQRSYAESPDIVLLPADPPHRKPVLPAPSPFTDVSSKLNTNVNLSITASECARDPMDDEESDGENEPPLPTPAHRELSSAEIWERERRLRSLREKLRAEETRLVLLRKLRQSQQATVTTTKESVCPSPGTALAGSGCVVPPGVTVTPAPPPAHQHAKRGSVSGAAGNLSTARRTASLPGGATLTPGPYRTQSSGGASITPSVTITPAPPPTHAHNNNNTTNNNKASSRSSEDPQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSPSNTDFVYLVGLEHVVDYLTNEDRMPRSSVPAVCAQCGCDFTAVWRWERAPARRQDATFPTPHTHTPRRLCELCVSGNVKRALKAEHTARLKTAFVRALQQEQEIERRLAAPSPPPPASAAPPPAHTHHHRPQTVHTNTRAHTHTTSNTELYRRTRGHHAERARDNEGNNKKGSSSSTSSQGSSKQHQLAAAAAAQMAFEQQSAAAMQALQHQLLRGLSGAGGTGGVSQAAAAAAMMQFSPLLYTYQLAMAQASALGKRSGKGSSNAAMAAEMQRVAEAQRQYLLDMIPGQHARNPWTKN
>Dpul_306877
MSSSPSSRNSSNSQNSSRHSTNVANMAMNLLHQQQQQGHRNSSSNVLSPLMQHQQLQQHQQQLLRGSAGLLAHSRAPITTPPNVVMGLAIGSGAPSPSSPSIQGHDKRDHMRTSTSSPNVAQSGSSSTLGLHHHTSASSSRQAEDPQTAAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPNNTEFIYLLGLEAVVDRLTQGADHPTPPIPFICSQCGTDFSSLWKWDKAATQKPAVMCDQCVTNNVKKALKAEHTNRLKTAFVRALQQEQEIEQRLAQGGNISPPIPHHPMPAPSHASASVHSKAYDSLPASTQIIPFSTKSINSGTPAPAHSPLVGSHSAVSLSIAVGKDRMERERDREREREREREREIREHRERERERERDRERERERERERNENREREKERQANAAAAASAAAAASASFDFSKMPDPTKLFGHQMSAMQNALQAQLLRGMGLPSGSASMSSHAHNPLMNPFSSLLYPYQLAMAASAAQAAAQGRGNSGGGGSGGAGGSGNSSRDNSAAAFTAASLAELQRQYLLDMLPHLPNMAAAAASSAGSRSSQGQSQGHGDGRPNWKS
>Drer_112132
MPSTASHEFLYLLGLEEAVQRLLEGAGPGCPAGVCVPLCCSLCHTDFSSRWIRDDAGVLRCERCVCRAQKQRLKEEHTHRLQAVLTKLSSSSSSSSPAQVKCSPSSSSSSLRLQQVSAQSSRLQSAVMAAALVNRPGEGQQGSKVKHTDSHTVHLSSSSVLHLINLQQLKELIKGKRTHSLHCRHTVERPHYSQ
>Drer_31168
MSEDAGRQTRSQKRALERDVPTPETDVKRVKLERGEPGAVDGLKTKSEQANKVANILRAGEVKATIKVEVQTSDEPVDMSTSKSDIKKERPSTPDDDVIVLSDNEPSSPCMNGVSYTFKKTDTDMLMKSSPAERTHIIKQLQEELRLQEAKLVLLKKLRQSQIQKDAVQKSSNSVAAPPPLVRGSISSTKGPLQVSNRNSGTVIPPPLVRGGAQVSKHSTHNTVVMPPLVRGSQQIATLRQQQQQQHSGSGPPPLLLGTRTSVPTVQVQGQRIIQQGLIRVASVGNANVLVSQASSTGLKTSQSGLGSSSSNANDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELNFLPSAANNEFIYLVGLEMVVQNLLDTLAKSKHQQSDSASNTAPKEPFTCAQCQTDFTSRWRQEKNNGSILCEHCMSSNQKKVLKAEHTSRLKAAFVKALQQEQEIEQRILQQAASPKTTTTSSSSSSSSPVIKAEHVLVSPQYKQVRASLPQQTNRGHYHTTTIKQTPGQLSRTVQQVVNAGARVSHSFSTSSQLQNAATAAALVSRPGKHAVRAGEKGTSSSKATTNTWRKQNSGTTGVTMAYVNPSLSVHRTTSPVDRQREYLLDMIPSRSISQTANTWK
>Drer_36714
XRMERMSEEALRLNLLKRGLEAPDEREEAKRLKMDGHEAMERLKMLALLKRKDLAALEGAAVAAAMAEGKGPCGSQGLMGAVAYEEKMNGSLRVGGHGGPSKNGKENIVDEPVDMSARRSEMVRERRTPSPDVIILSDNEASSPRSTPHPEEKQHQANLEMFKGKTGEERQQMIKALREELRLEEAKLVLLKKLRQSQMQKENVVQKVPVVQNAPSSVQPSPMHSSQGLGKLPVRPGMHSSEPQNLRTAQGHTVIRSAANASLPPMMMSQRVIAPNPAQLQGQRLPSKPGMGRSSTGGLGNAVSYQQAASQQVGVSQRSGSSSAIYMNLAHMQAAGAAGVGVGVSGVGAVSPSTLSSASSVASLNDQASSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKMRGSLPHVEPFFCAQCRTDFTPHWKQEKSGRILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPSSGQTVPSVSKGETMIRHHALRQTPQPQAALQRGLSSSARGVLSNFAQASQLSVASGLLGMTSKRCGSSSSSGGGTSSSRPQHDSRRQIYNIPGLNIAYLNPGAIGGHKASSLADRQREYLLDMIPPRSISQSITGQK
>Ggal_NP_001012570.1
MTEEACRTRSQKRALEREVPHNDVDSKKLKMEKGLLGTEISAEGDMKIKTDPGAGKVQGLLKSGEVKATIKVEVQTGDEPVDMSTSKSEIKREKRVPSPDVIVLSDNEPSSPRMNGLTKIALKETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETTAQKTSSTRIPGTVIPPPLVRGGQQTSAKLGTQQNTQIVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASSPACKFRGRELSSRVLIRVANVPNTSLIVNIPQASPTSIKGTTVTSAQANATTTSAASIVNSNELPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQGKVSIPVSSREPYMCAQCKTDFTCHWREEKNGTIMCETCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPVQSKSDPIVQHHSLKQTSSQMSRGSGAPRGVLHAFSQSPKLQNASSAAALGSRPGKHAERPVSKGSAAAWKKTPINTGGALPFVNPSLAVHKSSSAVDRQREYLLDMIPPRSIPQSATWK
>Ggal_XP_423773.3
MDRMTEDALRLNLLKRSLDQADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLSGIEVPHELPVKQDGVKVYEEKLNGSLRPHGDGRTAGRPGKENINDEPVDMSARRSDQDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKSIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEPQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRVPPKPGLIRTTTPSMNPAINYQPQSSSSVPCQRTSSSAIYMNLASHIQPGTVNRVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASFLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPAVSSVGKQENIMRHHTLRQ
>Hazt_018026377.1
MDLSISSSSTNSGAASGTGVLTDLPTMEGTISPGPSLTSESPLAALNSLTSSVSASVGRHHNSAATTASLPNPTTHTNNNNSDNTTNSNNNISANSSTSNTNRSSTHESAMALNSINNPSAVLLNSDKLGKTHSSWSSSDPSDNSNRTSSSSRSININNFSSSLGNSTHLEQISPPSTSSPSNTINKMNTNCSRPSSRCSTEGNEASIDLTRPSLTRKRNREDDWSGPNSVNGNAGIEETPPGPQTSRRKLNTSNPTYQSNGLSNGSLTNGDDNVLDEDDEDLDAGDDLSSPKWNGGKNGEIGGKDDMDPEESFKDLSPEELAKRKEMVNRLQVQLRTEEMKLVLLKKLKISQQMLKESLPNCDTKAALIKLPANTTAIKLPPSTPSQLHNHHKQESSSSKVSSQSTCISSSSSSNKVQICSTNSQSQRNGSSSSSSGSSVKTPSVSPSLSPTALQAQRHLLARGTTLTSTVGGTSSKPGSPSLLPPSQSCSSSSMGLPASLNLPFNLSREVEIIRKDSPSASPRDSPSHHSKVSSSSLQNNSSSSAAAHSSRSSGNSSSGAAGAADDGLSGGGQTPAQRQAAARLALRKQLEKTLLRIPPPKPPPPEMHFIPNPSNNEFLYLVGLEMSVNRILHNNTKEPVEQQPTPFICSQCGTDFTPAWKLEPHPMLREGSPDVRIMCDACVTTNIKSGLKQEHTNRLKAAFMKALQQEQEIEQRLAAQSSWENENRRQQQQQQQQQQQQQQQQQQQLQQQYRSSSSRSHHSSHHKRSELTLEKVNVSDNSNNNSSNLHRSSTPSVSVTSIKDLQRQQQPHHSSSRSSSSSNNNSNAISASIASISRQHELMLQQQRREREREIERERERERERQLRERERQQRERDLEREREREREREYRAEKERRERERERDQREKDMYLPPGLTKQQKEQFMASMSTAAAMAQAMSSPAALQQMQAAQQQLLRMQGLGGAGTPQITPHLLAPYLLGHYNPFNLQLQQLMAAQLGAAIQQQGANAAAAAAAAASGGGGAAAAAAAAAAAAAAAALVGGVAGGSGSSSSSNSSSTQQQQQQQQNLAVQHEFMRQRQYLLDMIPSAGLQAAAAAQHASAQGGSSSSGGHSSGSSSKWKS
>Hduj_t08773
MSTVVESNTTTTRSVILPTTTETCDELPPLPNGTLLSDDETPAAIITTTTTTTMDDGDVIMEDAKVAPSSPAIAKPILDLDVKLTPESAVKEEPSPHVNTELASDDVEMVDLSSENSVKKEEQVLEVVIMEEEVLPPVTDRDIKRLQSALLLEESQLILMKRMFQLQNAPPKSEKREETLGERERERESRKALLQGKTTNGSVTVHQNGVKGSAKGFMGGKGDKANLKDPKMQSIMKGGTISNNYPRSNVGPAMLELSKSLANKQSVNLAKAQQQQMGANHSAGGQAAGPRGAMLELSKSLANKQSVNLANKQQQQMGANHSAGGQASGPRGDNAAETPGDGYELYSRDHLPGFYRPTGNGTGCQIFRVXPPQPSQAHPLERLEQQLSEEKANLKRQMEKVLLQIMPPKPPATDTNFIPATICPDFIALLGMELAASYAITQKNLVDQSPYPEPFVCLSCQENVCPAWKVDTETGGVVCESCFTASRTNAARLSHIENLKVAFADAIEKESELDRRHAATMAKARASHLAENIAPVVVPVYSPQKPVVQRNSNHHQSVNSNNNSYHHNNNNNTAHHVNRPASKQHQQQHHHQQQQPLYHHQQHHHNPHHSNSGMGHAQQHPPHHRSSLPPAPQSRHSGKPPISSPYAQQIGAPQPYAPPSSSSKVQHLAYHGGGGGGGSASSRQKESSDRQFLLEMISQGKTTHKQHQQQQSAGNSWRK
>Hmag_XP_004210122.1
MSISLECETRSLDQRSTYVEEESDSKKLPEPLKTDLYIKKPTDNGVNHQLNRMSNVTFETIQPNYLAESNTHSTNGDFHDVDLEDEERLLVDESTNDDQLEVSDNEEKLLLSDDENSAGSEYKISIDSEKNKINCFPPVNEENSSKSQFIDCEITSELQKNNDNNENLLSAELNECHHSVAAADTSKESRIAEQLTKVELLKEELKCEEAALIFLKKIVESQQENIYGKLNCGSSNLHSRQITHVPKGNTSSKQLPLQPNKSNQPNQQSQKYYIQVGNQLVPAPAAGTPGTNQSNQYINTTNGSQSSQPQSQKQTSIPPKISAEQKQNAAKTALHRQLEQTLLQIPPPRPPPADWKAIPNVNSMDFMMLVGLDEVVDSILEMDSKPTIKKALAELIPYNPRVCNQCNVDFSPCWKSKDGEDFVLCERCALQNIKRDLKAEHTKRLKDAFLKALTQEQEIEERIKAGEEVNIPSLASNDKIERINQPSPTFLHQIPLISLPQTHPIIQPSHLPQHVQSPTESRNQPSASNHHHRTVGNHHQHKIVSHYPHHTSLVQQLHHQHIQQQQHEIEPQRHSSSRWHPYMSTSSHHHREHGHHRSYNPSPSSGDITNHQEYYVVHHPQHSSVRYISR
>Hrob_18065
MALNLKTNGRSCRKRGFILIYQVDVCICVRVRGRVNLMAPPIPMEYDSVDLTEDDDDDDAPVDLSSQSTRSASNSYNSATPKSFSLQHNNTSNSIYINDVYHHHQNSSECSPPAGEEAPPLTFNDVEEFERTVKKLQEELKIEETKLLLLKSIQSSQLQNNSNIKSAVVNGKVSVIDTASSHTNSSRQKQQSNQQQQYQLSNNVKLPNGTTSKKNANTALQQQKSNTAYQQQNNQQRSHNNAINSTTAATSIKSYTPNQQLSGYSNSSSSSIPAQHHLSQLQEQQRKLLQQQQQAAAILVEQTAAQKLSTAKLAVRKQLERSLLQLPALKANPFDLTLIPNSGTNEFAVLLGLEQVVDNLLSTASTQINFNKPFESVSMEIDKSAETTAELLAITTTTTTASSSTVTSSKDIPICCKCATDFTPKWYEKPSASNSTKVSGTICENCYRADRKRACAKQQEDRMNSAFSRAKQQEKEVEKALVLELEAARQQIEAINNSLASAVPMVSSVFSGSTSKGGPSSQSSSSSLASNAAWDKNVLTTTSSNNKPSNQQLQQHKQQQSAADKQTQQRYHNQNHFQQQQSHQQKSSISKQQQQNQQQQLLSNRQMQNASKKQQQQQSRPQQHHQPSSTSNTSSTFAMPTFPAGIDLESLMLCSEKVASLGSLFFNQFTNSMSSSSSPMLAPSSSSSSPSIKKHHHHPAHHHQKSTPYSRP
>Hrob_18931
MEWQDYKTKTYNNNNNNNASNKRSREDFSYFDFENQFNHKKVHMDPALLAASSSSLASTPSSLYSSFLDPYAFMFHSGLTAPSNSTNNGLNSSKKPFNPMADELLYSQFLPNFPGMNDLARMFQEQTSEFALNLSKKFPDFKNLNAMNSSNPTFSKSSSTSQSSSSSATKSDSLPIDLSRRTQSTDDKKHNKNNVDSCLNNSSLSSSNNVANTSNNNAINNSNNSFKEKKERRLMFRSEQDKNKTLKMLKNELKSEESKLLLLKLIKRSQIVFSHNLKTVSSNMPLSTTTTTTTTSSSSSTSTSTSSCNHVSTSKHHSTTRSKSSPDVPGKVPASDSSHKTNSSHYQSNHSTNKHSTAPYNNNNNNNNSTNNNHNKHSLQATNHFNAPSTTLGATYGSTTNAASLQSVVGSSGSRSGTPLQHTTSSITSSTASIVETASQKQAAAKQALRKQLEKTLLQIPLPKPPLSELNFIPNASSVEFVGLMGLEEVVKYIIDEQTGNVYDQFDMNKYIFNPFKCVQCSTDFTAVWKRDKPGSKSVICERCVTFNQKRSLKHEHTNRLKNAFHKAMQQEQEIDKIYSSSSVSPSPTTFLTTSINSASTLNQPLLSTSTALNNTFLAPSPGPSTSSTSTSLLSSSKNPFSYDALQRLAMADLASLTPLFSLPPSLWSSQNFPLGFPPNSAAIAAAQALSQQLFPFPGMLPKSDLTSAHKQFSMFDMMSNSRNNTSNGGAGSSGGGGGGGGAGSCGSGGGGSGGAGNSKQNTQSGSPLQWRS
>Hsap_NP_001287875.1
MTEEACRTRSQKRALERDPTEDDVESKKIKMERGLLASDLNTDGDMRVTPEPGAGPTQGLLRATEATAMAMGRGEGLVGDGPVDMRTSHSDMKSERRPPSPDVIVLSDNEQPSSPRVNGLTTVALKETSTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKEATAQKPTGSVGSTVTTPPPLVRGTQNIPAGKPSLQTSSARMPGSVIPPPLVRGGQQASSKLGPQASSQVVMPPLVRGAQQIHSIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNTSLLVNIPQPTPASLKGTTATSAQANSTPTSVASVVTSAESPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQAGRMSAATVLSREPYMCAQCKTDFTCRWREEKSGAIMCENCMTTNQKKALKVEHTSRLKAAFVKALQQEQEIEQRLLQQGTAPAQAKAEPTAAPHPVLKQVIKPRRKLAFRSGEARDWSNGAVLQASSQLSRGSATTPRGVLHTFSPSPKLQNSASATALVSRTGRHSERTVSAGKGSATSNWKKTPLSTGGTLAFVSPSLAVHKSSSAVDRQREYLLDMIPPRSIPQSATWK
>Hsap_NP_065750.1
MDRMTEDALRLNLLKRSLDPADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLANLEVPHELPTKQDGSGVKGYEEKLNGNLRPHGDNRTAGRPGKENINDEPVDMSARRSEPERGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEPQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRGPPKPGLVRTTTPNMNPAINYQPQSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVSSPLPSPSAMTDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASLLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTTAPAVSSVSKQETIMRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVPGGLLGMPGVNIAYLNTGIGGHKGPSLADRQREYLLDMIPPRSISQSISGQK
>Lana_XP_013387930_1
MSEVNHSGTNNVTTDNDNDLTSSKRLREEEDEVCADLVVKRAKVDQVTTPGAKSKTDQSCIHYNGSSPNHVEKQTVSKLDNPSKENSTNENSVEKNSCKISKLDGLDLTDHVKKPAKEENKVTTEIEQLDEDSADLSGKGDENSDDSLAEGKREDADLVEGSDESVAQDQDDNYSRLTTDGPDTSNSNSNTDGLHAAVRKDASQNESLSQSEKHQRPNSNSVDTTKMNGDVKECVNTSADPNENGPIDLSTNKNASRDSSPDIIMLSDDDSEELPPRKVNGDVRDLTPEEVMKRDKIIHRLQEELRNEETKLVLLKKIRQSQTINPVTDPSGVVPGKSRHPNTNAPPPLIRGGQNTNSRPQQLPAHMARGQHASSGAQGPPPLVMAPGMRNGSLPQGMRNLPGTTPPNVIPGYRPNQPPSQVSSRSVQAQQQAQQENITPEQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLATGDFIWLVGLEEVVKHILDADKGKSTDVKYVFNPFTCVQCKTDFTPVWKRDKPGSKNVICEQCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIEQRMQSSQQHSNNSSSSPSTTTSSVTAAATSYKPSPDPLRQHPNMIQAHQAAAASQLRSSQLGFQSYNPRMPFNPYQLPFNAKPSDLQRQYLLDMIPRGGLPQSTVLWKS
>Lcha_10078
SDIKKEKRVPSPDIIVLSDNEPSSPRMNGLTKVTSKETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQVQKETPTQKKEIYTSGEGGVRPPPCLVGSRHDCSSRQALACQVSSARSSGTVIPPPLVRGGQQLSSKLGSQQNTQIVMPPLVRGAQQIHGIRQHSSTGPPPLLLAPRASVPNVQIQGQRIIQQGLIRVANVPNTSLLVNIPQASTTTIKGTTVTPSQASATTTNVTSAVNSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLESQGKSSTSLAAKDPHVCAQCKTDFTCRWRQEKNGTIMCENCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPIQTKPEPIVQHHSLKQCETKSFKIYFYISAAFSWLKKPTTWSSGQLSRGLPSANSRGVLHTFSQSPKLQNAAALVSRPGKHPERPVNKVSTTNWKKPTPINSGVTMAYVNPSLSVHKSSSAVDRQREYLLDMIPSRSITQSATTWK
>Lcha_15768
MASGHGICSLVLLRMDRITEDTLCLNLLKRGLDQAEERDDILAKRLKMEGHEAMERLKMLALLKRKDLSGVEVPHDLPVKSDSVKTYEEKVNGNLRPHLEGRTAGRAGKENIGDEPVDMSSRKSDPDHERLTPSPDVIVLSDNEVSSPRCSSRMEEMLKSANLEMFKGKDTEERQQIIKQLRDELRLEEARLVLLKKLRQSQVQKENVVQKTPVVQNAASVVQPSPAHSGQQVLSKLPSRPGVQGVEPQNLRTAQSHSVIRSATNSNLPHLLMSQRVIAPNPAQLQAQRVTPKPSLVRTTTPNLSAAVSYQQQSSSSVPSPRTSSSAIYMNLPAHIQQGAVNRVSSPLPSPSALSDPASSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKGCLPLARVDPFFCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPTVTSLNKQESIIRHHSLRQAPQPQPPLQRGLHASARTMLSNFAQGPPLSVAGGLLGMPGK
>Lgig_23176
MSESANENERKRSRPTDDDDLESEKRSRIDESSNSSMDSTSLPSASSNNGSLESFQNKPLTNGTKSDDSEKENNVDNVDSPMDLTPFPNTDNDKPEDFEVNGYLDEESEEILRVRKKLVKQLQAQLRNEEAKLVLLKKLRQSQLTHFQDRENNKNNVSRQNGGPPPLVRGSQQQIQSSKTNSISNQVNSMRGGSQQMSQGRSGIQGPPPLVMAPNRMGGNNQMSRDGHMRGGLSGSSSNSNLQNYRQGSQSQQMSRDRDAVRERERQQNSTPPQPEQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFIMMLGLEEVVNHIIDSQLIAKGQKNPDEKFVCNPFTCVQCHADYTPVWKREKPGSKNVICELCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQAQGITPTPAAAAASSTPSNNSSRVNSPAPSQSHSMSSSSPLNIPSTYKPSPEQIRQHQNFLQAHQAQLRAAPLGLQAFFPRHPYSYQIPFSKQELQRQYLLEMIPQSRSWKS
>Locu_10595
CRMEHRSEEALRLGLMKRGLEPAEERDREEALAKRLKMEGHEAMERLKMLALLKRKDLAGMEAGGVAGGGVLGEAKAGLGAGSGSVGGGGGYEEKLNGSLRSGGGGHGDPRGGGAKVGKENMGDEPVDMSARRGDLDRERRTPSPDVIVLSDNEASSPRGSSRIEERLRAANVEMFKGKTGEERQQVIKALREELRLEEARLVLLKKLRQSQLQKENLVQKVPVVQNAPSAVQPSPVHSSQQGQAKLPPRPALHASDAHGLRTVPGHTVIRSAANAALPQMMMSQRVIAPNPAQLQGQRVQPKPGIMRASAASVNSGLGYQQPSSQQVAASQRSGSSAIYMNLAHMQAGGVGGVGAVGGVGTVSPSPLPSPGSALPEPVSSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKLRGPLSRMDPFMCAQCKTDFTPHWKQEKTGRILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPSSAPAVPNVSKPESMIRHHALRQAPQPQASLQRSISSSARGVLSNFAQASQLSVAGGLLGMASKRSGGGSRAQHESRRQLYNIPGVNIAYLNPGGVGGHKASSLADRQREYLLDMIPPRSISQSITGQK
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>Tadh_3376
MRDGTNSKTDELLTKHDNTNHEINGNTAYPESTKEKTATHLENENNIARKNSNVNTHSTKLDKINKLKEDLRHEEAKLLLLQLINQSQNIKDSTNDRFSNNTNNSALSDNRYHVKERDRKRPIASNELSHSVSMNNRFSSSVDYSSNSNVMPLLPKRTKLMDIGSPTSSTNLESNQNINTALVNTSYPPKIIYVGSINPIQSSTLTRSGLPPELKTASTTTNNTRVITTNKRAQKVALRQQLDNLLRQLPKPEPYSQPWKVIPNGSNSRFSMLLGLELVAERVTKTDSTSKSISKSSDATHLACADCKTDCTSMWNLLNDDDGNIKLLCIECVTKTRTKSSLENYKAILDEIITKSKEVEKGLANNEPSGSHSGAATSQVTASISGQDATITNSTPILHTSQYQQHGYRPQADYIYQVPQSSYVPFNPVTQHFRHPHLASLSTQSFVNAQQSLERRQREHLLNMIQRPVPLEWN
>Tcas_9782
MGIVSTNSAQSMVYSRRVLRPRTEPRSYVESPDVLINGTLDKPRTNGNADYSSDSSEGEMPPLAPIKELSPSELKQRDRGLRRLREDLRAEEMKLVLLKKLKQSQQLKENVAVLPPSIPQSALPPTGLPSGLSITPTTVKVPSNKNQPPQSLHSRHPNSHKTGQGSVPSLLRGQPPPARSSIHAPPLSGSPLSSRGANLSVPQPPQRSSLGRPPSGFPPGVKDLSPSVTITPAPPQPSKTASGLDSKGLGTSVQTTPLGEPQDRSRDDGQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLVGLEHVVDFLTKETRMPLPPMPFSCSQCNSDFTPVWKWETKGKNRGIKVICEQCVTNNVKKALKAEHTNRLKTAFVKALQQEQEIEQRLAQNGVFTSSSPAPSPVTPEAVPKSATPTPTPRHAATPPAPSAQQTPPPSRSSHSSSDKFSQNAAMQALQQQLLRSLTAGAPPAHMLPFSPLFYPYQMAIAQAAASGKGGTPNMAELQRAAELQRQYLLDMIPPGPGQRHNWKT
>Tgut_14304
MSEDSCRTRSQKRALERESEPDNKKLRMDKGILGSDLGSEGDVKIKADPGAGKIPGMLKSGEVKATIKVELPAGDEPVDMSTSKGECRRERRVPSPDVIVLSDNEPSSPRLNGLARLGLPEPGAEALLRSPEQREKMIKQIEELRLLFFQAAFSRCSLSAFSFSSFPRAPLETLRPPPPPLVRGPQAVPAGKTSLQNSETRGSSGEKGNLSGIAAPPSKLGSQQSPQIVMPPLVRGAQQIHTIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNASLLVNIPQASPTSLKGSAVPSGQAGAALAGSTGACPDSHGSREKPGKNREKARESREKLPASPSSHGVSFSRFFPSLANSRCLSLREGDTPCLSLREGDSGQFQVFVAVAVSCREPYLCAQCHTDFTCRWREEKNGTIMCETCMASNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQAAPPGQPKAEPMGQHHALKQVRPRPRAASAAGKCPRASAWLGSSGQMSRGASRGVLHAFSSSPKLQSSSGGAALGGRPGKHAERAGGKGGAAWKKNPIGTGGALPFVSPSLAVHKSASAVDRQREYLLDMIPPRSIPQSATWK
>Tgut_15900
IPSRPGAQGVEPQNLRTLQGHSVIRSAASSALPHMLMSQRVIAPSPAQLQGQRGPQKPGLVRSSTPGMSPAINYQPQSGSSVPCQRSSSSAIYMNLASHMQPGSVARVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGHCPRSARAFRAFRARSVAAKLWGLGSTGGIPVRSSRTHSHWGLMGWHSNGMERANPALLPQEIEQRLQQQAALSPTAAPAVPSVGKQDGILRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVAGGLLGMPGVNIAYLNAGIGGHKASSLADRQREYLLDMIPPRSISQSISGQK
>Xtro_43100_4
SDQDRGGLTPSPDVIVLSDNEASSPRSVSRWEERIKVANLDMFKGKNLEERQKLIKELRDELRLEEARLVLLKKLRQSQLQKENVLQKNPVAQNAATIVQPSPTHVGQPGLSKMPSRPGVPGLDAQNMRSVQSHGVIRTANSAHPHMLMSQRVIAPNPSQMPGQCVPPKANMIRSSTPSINQPISYPQTSSSIQCQRSASSSMYMNLGSHMPPGSVNRVSSPLPSPSAMTDPVSSQAAAKLALRKQLEKTLLEIPPPKPPAPLLNFLPSAANSEFIYMVGLEEVVQSVIDSQVKGCSSLLHMDPFICAQCRTDFTPHWKREKSGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQHQASLSPGTPPIVSSKQDNLMRHHSLRQPTQPQNVLQRGITNARAMLSNFAQAPQLPVAGGLLAMPGVNIAYLNAGMGGHKSTSLADRQREYLLDMIPPRSISQPISGQK
>Xtro_62129_1
MTDEACRTRSQKRALEREVTQNDVDTKKIKLEKGMLDIKEDGDLLLKTESSKLPGLLKSAEVKATIKLELPAGDEPMDMSTSKSDLKREKRVPSPDVIVLSDNEPSSPRMNGLTKVPKEPSSETFLLMRKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKDTAPQKVHIAMCNSCVTSRISGTVIPPPLVRGGQQAPSKQSTQIVMPPLVRGAQQIHNIRQHPSTGPPPLLLAPRASVPSVQMQGQRIIQQGLIRVANVANTNLLVNIPQASPTSLKGSAGTATSISSANSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELNFLPSAANNEFIYLVGLEEVVQNLLESQGKISQAPSSHEPYICAQCKTDFTSRWRQEKNGTIMCEVCMSSNQKKTLKAEHTNRLKAAFVKALQQEQEIEQRILQQSSSPAQSKADHSVQHHSLKQVLCNRHKGHSLSDTLHSSQTGWALTSPTPISRGLSGTTRGILHTFPPTTKLPNAGTLANRAGKPGDRSLNKSNMTGNWKKSPINAGGTLAFVNPGLAMHKSAAVDRQREYLLDMIPSRSITQSSTWK
Multiple alignment
>Aaeg_021697754.1
MERMEVDDNVVDLSVGSGRDSLTITPATARDLRALTQNSGLTITPAPPPPAAPSPSASGSTSPVPGRRVLRPRTEPKSYAEVPDIVLLPAKVNGRSYNGAAAGALSESEDDEMPPVFPIKELTAAEIWERERGLRKLREELRSEETKLVLLKKLKQSQQVMMKENIVVTPTNTNINNPLAAIPTALTKGSLSVTPTNAVPLPAHSKSSKSVTVPPVNRGSPINITPVTKPPARPSLPGGATLTPSTPGQRLPIGLTRTGSNLTITPSVTITPTNAPSSNIKQRNLHNSGSIGANSLMDTNLKVQSGQISNSVSITPAPPIPAQISCTTVEPVSLKRDRDTRDEPQTQAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFVYLLGLEHVVDYLTKDKKPNLPQQPYRCAQCKIDFTPVWKWEKQGKRGNPTFQNSPAGKDPKVICEQCVTSNVKKALKAEHTNRLKTAFVKALQQEQEIEARLASQSSPSPVDIRPTPSSTPNLREQRELQQQLEQQQQQERQQAQERQQQQERQQQQERQAAAQQRQKEQEQQLRQQQLQQLQQQQLQQQLQQQQLQQLQQHQEQQQRVHQLQQQHAHLQSQPSKSKTPTPTPRPTPTPPNQQTPPPASSSRSSRHSATANAAAEAAAAQLTALAGLGGLGQLGALGNLGSLGNLNPTAAAAAMQAFQQQLFRGLQQGLSTGNLNNLQAHMMQFSPLIYSYQLAMAQAAASLSAAGKGGSGGGGGGGSSNSGAATAASIAEMQRAMELQRQYLEMLPQSGPSNNRQSNWKS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Acal_XP_005101494.1
MSEEVGKKRPLETEDAVSEEADDAKRRKVDEPVKSEESSVSVPETESLREEADSESKTSGADAVASASPKPEGVAAVAPAGASEEKTGEDVSMSEKDAGDGKEQSELVEKTGGEESSALKDSLPGAEGDGGVDDAEGKDTELDGSKKGEGLESKTEEEVKKPEDDSDKSEGGVVETKVVGKTEDGGRKTDDGSKTEEEVSEKEGEVSRKEEVSNKEGGVTQAEEEVSRTEEDASKTQVKVEEDGVGKGREKGEEPGSKPAPVVANIKTEPETSPVVNCNGVDYSKAAAVKEEERLGQAAKSGSDDAAESATVKSEGSEKENFGQDRPSGEDVIMLSDEEDESGRGEGKTLRPHSDVLKKIKALQNELRNEEATLVLLKKLRQSQTTQSQEPPPQPPAPKAPAHHPPQVPQHVRQQHSGPPPLVRGSQAAAPKALHNLNQNIHMRGQQLNSHSRSQQGPPPLVMASRAGNGPAVPPQQQQQHHGSRANVPQNLPRNSMNNRNQQQLQQLQQQHQQQQQQQQQQPVAKQAPPPQPPQDTQTPAQRQAAAKQALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFILLLGLEEVVNHMIDFQLIARGQKSPDERFVCTPFTCVQCGSDFTPVWKREKPGSKNVICEHCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQATTTPVPSPQPSASSTPQPPPHGMPSNPPMISAASAAAAAASAAAAAAVANFRPSAEQLRQHHSFLQQAQLRAGQPLGLQAFSHRAPFPYNIPFANQQELQRQYLLDMIPRGNMSWKQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Acar_XP_003229323.1
MDRMTEDALRLNLLKRSLDQAEERDDVLAKRLKMEGHEAMERLKMLALLKRKDLAGIEVPHELPVKQDGLKVYEEKLNGNLRPHADGRSSARPGKENINDEPVDMSAKRSDQDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGLEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQALSKLPSRPGAQGVEPQNLRTLQGHSVIRSAANTALPHMLMSQRVIAPNPTQLQGQRIPSKPGLIRTTTPGMSPAISYQPQSSSAVPCQRSSSSTIYMNLASHIQPPGTVNRVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKACSSLLRVEPFSCAQCRTDFTPHWKQEKSGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPASVSSVSKQESIMRHHTLRQAQQPQSTLQRGIPTSARSMLSNFAQAPQLSVAGGLLGMPGVNIAYLNAGIGGHKASSLADRQREYLLDMIPPRSISQSISGQK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Adig_v1_11388
MASEVVTKGSKRLKLSSSSAEVSEVDDASSSLTTTDPVHSIADEKTIEPKKEEKPNGQDGQSVVIISSSSDDDSDKEQKKDTTEAVIIKKEHIKDDEEGSVLEDGKSNQQKSPQMPSEETANQEIAKLNNNNNNKSEGKDTDSDECISQEDLLAQLGLSSVKELQKKESGCESTALSANANGVEKRPLITHRPKESIVDFLRVPKLTPMDSKKRINGEGKVDYSVTNGDHSDVSRPDSPLSDDNDDDLQAKEKLIEHLRNELRQEEAKLLLLKKLHAAQNDVKANSKLQKENVMEKSVTAPQSNVKSSAQMPPKKGQNLPPPPPLKASTVLASSTFHPPRDVPGQPRLLPKGSGGTQGPPATTAAAKFVGPASQTLKEFAVHQQSLHQPSPQAKHGSSAIADLQNVVTSMANLIQPTPMYPQGRNSPVYSTPTQPAPLRPTPVRAQGVSSLPVSSGYVSFPHHLPSTHQQSIGGKQAAAKMALRKQLERTLLQIPPPKPPPPEWSFIPSLGSPDFMVLVGLEAVVHVMADKDGKKSGAPLQEKVVNPKICSRCNTDFSPSWTKKQDGGLTEATVCEKCSTVNVKKELKAEHTGRLKAAFLKALKQEQEIEKKISDSPTIAPKPHHQGQKTSPQPHLAPAPPRHHIPHHQPIMHHHHQGVQPALYHHHQPHSSSLLFQLQQQHLQQQHQELEAAARQQADARWHPYLNTHHHSGTRNPPHHHSYVSDSDRQYLLDMIPSLPAPTLGYGSSRL----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Aipt_21983
MEFELGPKSPKRAKVANEEDEIKESEISRSEESKTSVDSTSTEQEPTQKSQKADDDVVVISSDDDSDKGKSGEESSADVTVKTEKGEDKTTTDIQTSDQPENSSTEIKEKEDSNKEKPLEETKESSTEKVDKSDNKPLPNSPGSPDECISQEDLLAHLGLGSVRAISNPKPKKDDKVSNGLLTERRPLIPHKPKESIVDLLRAPKLKAHEEKGKTNGETPVTVVNGVSDDDDSAPGTRTPSEADDDDELLAKEQLIEELRQELRNEEAKLLLLKKIQAAQNDPKASIKFIKEKENEKILSTVQYSGNKSGHNQLSSKKNQSLPPPPPLKTHISTSGTYQPPVAIQPKILPKVSNVQSLHVSKQVNQSTSSKXQTRSGTSAIKDLQNVISSMSTNLIHPTPMYPRAGSQGGATVYTTHSQSSPVRPTPVRANNPPSGSSSSGYASFPSHISSKASVSSPPATSAGKQAAAKMALRKQLEKTLLQIPPPKPPPAEWSFIPNLNSTEFMTLVGFEMVVDAISLKENVKKGKSVPLSIKSNIENPKVCGQCNTDFTPXWKTKNKEGVDVLMCEKCSTVNVKKELKTEHTARLKAAFLKALKQEQEIEQKMSESTPIAPKPQLSTKSSSHQSSSSSSSSSRHHHITHHQGVLHASHRHRHVQGLYHHHQQHQDSLLYQLQQQHLQQQQQELEVAARRHGDVRWHPYLPGHHHSSHKPQHHHSLVSESDRQYLLDMIPSLPAQSLNYSSSRI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Apis_5158
MASQMEIDDDVVDLSISSSRTSQSLRDEPLSLKCTQPDEAHIHMNGHLVNGFSSTGNDSSEESDDDMPLELPPSPKDVTPPEEVREREKLVRVLKENLRTEEMTLVLLKKLQQSQQINQIPQSVTITPQAAHTKDHSNLLSSQLPTGKSAQPPMPHVPHHAKPPPPPLNRLPSSSRSNVHQSHQSMSSNPLMGSSRLPPSNGLQNLQRSSNGRSSHSAHSAHSAHSSPSITLERVMKDHHSSNTSQSERLRNDDGQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLLGLEHVVDFITNGEMIEASIPKDPYKCSQCDSNFTPVWKLEKPSRNKESKIICELCVTSNVKKSLKAEHTNRLKTAFVKALQQEQEIEQRLAQASPPSSVSPAPVHPIHINPPMPSVPKPAPAPKRNPTPPQPHKMHPSDPTGGKFNAAAAAHLALQQQMLRGLSPHPAAAMLQFAPLLYPYQLAMAQASGKNSAAAVAANLAELQRQAVDLQRQYLMEMMPQQGQSRSASQTPTSAHNWKS-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Aque_011404054.2
MSLSMIGGDIPLLSSSTSPSDWRSSFDSFCRSSYIDESKLYSETVCKEVGDKIMHLLKGKPSSLWERDPFCVWVKSKGFALTSYPMLGLKEVLCIPVPDPSAGSASWRRVAYIEEFYDIITKFHIVNGDHLSSTKTHTEVSKHYAGVPQLAIEKYLQLCPGCHGSSSSPVETPVLKEPKREKSGYFMKKGQVEVIDITDKPLGPFCYICLYIDAYSNYHVLFPLSSPSSSSTSEVPFEEIAHNLRKYVFPYFGMPKSLSSSLGSDFIEDLLRETCLHWPDAAVVRNGCKRSERGGERVGKLARRSKSLISELFERCRSNLQDISLTPSACSDLLLSLQYQLNISTRKSSQKCAYELAFNVRPHCSSQSPRLHPPDTSISSSSEDEIEGSVRKWQWDPERLIMKSKRENDFDIIGNDRNSFSNDISPSVEMNRLIQKQSTSSSTNSQQKLHQMLNASSIQAQEQQVTSLRELLRQEESRLELLKKMRQPNESPSIISKDLSSHERGGVVSTGVIRSGDAVITHNGSQGPISARLQQLVDSVAVDQLNSKYSSSTQHNKKKSTITDINKSSSPEVITISDSPSPASPPALISTSTVPGVIHNPPSLSSGEKPDESLVMKTIENSRRYREFLVKQNTVKRTFQKQIDKRISSFPYPKTFRQVWPIIPVQDPSFVKNLGLETVTQFFDQPHTSKGSASSGGTGASKVKPICNQCGCDFASAWQIRKNNSKQVLLCEACDFTNLKLLQRTKLTSQLKEIIEGVKREEDKFNSETEEARKQLIAAERVGVISNTQKSSPQPTSHVSSHGNHIISTSGGGIRHQSLTERVADAMIPSIIGGKGGRPGVGAAGGGRGGGKGLPQAEKTKSPLEISRKRKIDQQETSHSVPSSKTPKTHLDVTLNRITQQLLMKQVDEKVHKRRRKDTSSPSKNRQGKSPPPLEVANHTPHEEKSAPPPLMSATPSNAGGDSRKNRRKGQPKQNIKT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Avag_62567001
MISSNGLKRKSSVNVPNTDNTNSITTTSTKRFRGTVLNGKIPSNEDQMSYLSSEQLTKMTICNSKQEMTSEYRQLQYELQCQEALLLLMQKLKTNQQISSQTNNIQQPTTTPVNTTKPNSVTPIKQSSNSTNRPIPSKPPHPNQYTVNRANNSNSQQQTSKLSVPLPQASRQSNNSTLPATATRLSSTTTKNSPVTPTTNSSSKNNGITSDQHLLSAKLALRKQLEQTLLQIPTPKPTTCDLTYIPGINGWSEFLTAIGLEQAFNTYNDFLNRRLIPEYSLNLPNICAQCGTDWSVTWHEVPSSNDSDADEKILCDRCRKTSQKKILKQDHSNRLRQAFMKALQQEKELDAKFQQQSSSSSAAASTTATTTTVKSSSSSSSSHNKHSNKPSSAKPTSNHHPTKHSNNHHHHHHHSSGSSTSKTSSSSKQANPLDAFAASLAALPTNEQIEIFQKHFLTNMFPFAVANQAAALAAKTTQQQQQALAASLPAMAASLMRQGNPAQYLLDMIPQAAKQQQQQQQQQHHHRHSK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Avag_8759001
MTITNGEQRNTFKRLDESEMTPTMLVEYRRLQHELQCQEALLVLMQKLKANQRLASQTNNNTNNGIKQRSSTGIPSTATKLNQQLPNSDGKTPITATKQQSNISNRSTPTKTPHPNQYTVNRSNNNAQISQQQSSKHSLSTPQATRQSNNTTNNNSTLPAAATRISSTVPTSATKNSSVTSNTSSLSKSNGIAAEQHLLNAKLALRKQLEQTLLQIPTPKPSTCDLTFIPGVNGWSEFLAYLGLEQAINTYTDIVIRRAPPDFTMTLPHVCAQCGTDWTVTWHEVVSTNETNSDEKILCDRCSKSSQKKLLKQDHSNRLRQAFIKALQQEKELDAKFQHQTPPSSTSTTPTTNSSTAIKQSSSSHQHSKHSTKSLSTKTSSNHHSHHHNNNSSHNNNNNNHHHHHSHSHHHHHGGKSHNSSSKSHSSSSKSHSTNLSTLAPSPAETLASTLAALQTNEQMEFFQKHFLSNMLPYAVANQAAALAAKSSHQQQQQQAALAALPAMAASLMRQPNPAQYLLDMIPQAAKQQHHHHHHSK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Bflo_32698
MSAEDHDKVIKKLKEELKSEEAKLILLKKIRQSQVQVQRENTAPGGKVAIPRQPTASGPPPLVRGGQQPNQRGQAGMPQLMRGPMVQQARQQGPPPLIMAPRVSTPSGMNANNMVGMRGTNINIIPLQMIRPVNQNSVAVTTSNLSGSYQPIQVHQVASQHPGTPPSQQQQANDPQTAASRQAAAKLALRKQLEKTLLQIPPPKPPPPELTFLPSAANNEFICLIGLEAVVNNILDMQDPSRNAVRAQPEPLFCKQCKTDFSAMWKQEKPGSPTVICEQCVTTNQKKALKAEHTNRLKTAFVKALQQEQEIEQRMNQTLPTSSSTPSSSSPANLTTTHQHQLQQLRTHQQVRSRGRGRGRGRGRAGVFKNNTCLCPTSFTKYSGTYVISPAYPWTSSCEHFLFPVDLRQTQLLQAHSRQFHSQSRSSNSHVFSHFGQASNMQPGMFPYQVVQNKPSSAADRHREYLLDMIPSRSLPQTTISWKQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Bgla_6705
MMENERKRPTDSSNLELEGNEIKRPKYGTAESSDIDKTESENNDMASSTFESCQPLALVKKDVVKGSGNLILNHSKSDSTKQDKEKFGKTFTATDSPLLDEKNKDDMSLVKEEKALNTRKATMESKDNSVTDKLSLNMSMNGSLQEGDLQKEIKSDSEDQTDETSTIKSDGSEKENMDIKKEKAESPDIIMLSDEDDETADPSTRRYRILKKVKALQNQLRNEEATLVLLKKLRQSQITQPQESNMTPTLPKPQSHHPQLSLQHMRQHSGPVSMNRANQQNSKTLHLNQSPHSNRGQAINNTTPSSRPQQGPTPMVMSRSNGQNVPSHHSHSSRGNVPNNLSRNNTNIRSQSNVPQAQQQPQSVQRQVPTPQAPPPPPPPPQDTQTPAQRQAAAKQALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFILLLGLEEVVNHMIDFQLIARGQKNPDERFVCTPFTCVQCGSDFTPVWKREKPGSKNVICEHCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIERMQASTPTPSPQPVSNTTPQPQLPSAPMISAANAAAAAATAAAAAAVANFRPSAEQLRQHHSFFQAQQVQLRAGQPLGLQAFGSRAPFPYNIPFAKQQDLQRQYLLDMIPRGSMPWKQQ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Bmal_Bm2395f
MVCRGADFVALSYYPFLITCDQYNSVKIVWATDKLFLNIVSKFDRNSNFKLCTAEQARDDASKLFAGSVSHIDFCFISSAMCACESTSKGVNGAVDVHTLEVETFNGFEENGICHESTSSNTDQGGNGDLTVAKAAAVNDGNVSPSSLRRSTRACALKAAERIKLKEALTPVMDGVASHSGEGYISGAENDDEEPFVKKKRYAEGRTLDQTDCKFGIKVENDEVLLMSDESELSSLNDTEFEQVKKVFDRTLHREQTDEQKKEREMMIKTLEAELRKEEAKLSMLRKLRISQQHSVKQIQEANIRKLTANIAQNGSGHAYKPPVAAVQSRSTSNSHSKASTSNASSRAVASAASAAAALMNLNLTPQQQQLLQNAAKSGLLNTAAAQALLQQAQQQAQANNGRLTQHAAALATAALLSQHQQQQQHQQHHHSRNSAAAALAAKETAAQRAAAAKLALRRQLEQQLLQIPPPRPPPPDMHFIPNGNQPDFLMYLGLDIAVQRLLKDKVATKRVTEGPYLCEECGTDFTPVWRAIGADENSLNLYCDACVKAAQKKKLRQEHTALLRKAFNKVMEKEQELEKQIAEGKFETAVPSSSTPRSSTPATPPLNAAAVKTAPSSSGAAVSTAKASTSSAGHQQHHTKSGSYKRPATTNSNTAAQAASQNAAAAAAAAALAAAAGATGTSNFLQQQMAAAVALRQTNPMLAAMMANPLRQCTKYVTVFFFFFFFXXXXXXXANPLLNAPNMLQLQWNPLMQQRLPNLAMAALAQAVQNAQQSSTSGNVASNAAAAAAAAAANPLAALAASMNPAAAAAMFSNSPQMVRQLQQAQQAMQRSFLLEYAKSQSKK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Btau_NP_001096560.1
MTEEACRTRSQKRALERDPVEDDVESKKIKMERGVLASDLNADGDTRVTPESGAGPAQGLLRGTEATAMGRGEGQVGDGPVDMRTTHSDMKSERRPPSPDVIVLSDNEQPASPRVNGLTEEPPKETSAEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETPTQKPAGSTGSSVTTPPPLVRGTQNIPSGKPSLQTSSARMPGSVIPPPLVRGGQQTSSKLGPQANSQVVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNTSLLVNIPQPSPASLKGTTATSAQANSTPSSVASVVTAADSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQAGRMSAAVVLSREPYMCAQCKTDFTCRWREEKGGTIMCENCMASNQKKALKVEHTSRLKAAFVKALQQEQEIEQRLLQQGAAPAQAKAEPASAPHPVLKQVIKPRRKLAFRSGEARDWSNGAVLQASSQLSRGSATTPRGILHTFSQSPKLQNAASATTLVGRTGRHSERAVSAGKGSTTSNWKKAPLSTGGALAFVSPSLAVHKTSSAVDRQREYLLDMIPPRSIPQSATWK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Btau_NP_001178976.1
MDRMTEDALRLNLLKRSLDPADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLANLEVPHELPTKQDGSGVKGYEEKLNGNLRPHGDSRTAGRPGKENINDEPVDMSARRSEPDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRGPPKPGLVRTTTPNMNPTINYQPQSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVSSPLPSPSAMTDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASLLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTTAPAVSSVSKQETIMRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVPGGLLGMPGVNIAYLNTGIGGHKAPSLADRQREYLLDMIPPRSISQSISGQK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Caqu_4654
LSRPSSKWEERDEEDGGREAMEDSPSAPRDDPLPPPPPSLPPPPPPPPPPPPPPPSAADAATLPPHSEGDKPKEAEVGVPMPMPVAPGGGRGGRIGGRGSHHHRPMRRNLRPRTERNYAESPDVIIVSDEEPQLNGYSNGYESDSEEGEMPPSPSVKELDPEERAERDRAIRKLREELRNEEMKLVLLKKLRQSQQMKETLEAAPVTPAAAVGGGSGVPVGGAVGQQPSVMPPKPPMGGVPPKLAPPLSSQQQQVQQQSQQQQVPPPLLRVGQSKQQITPGGINPSLLRGVHGGAPGLLGSRTPVTTPPNVVLGYSMSSSGQQSQDSRTKDAHPSPPTQVSAQDRSRGDDNQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLLGLEHVVDFITRDPRLNQVAPDPFTCSQCNTDFTPVWKWDKNSKGQHSTLSHFRKETKVICEQCVTTNVKKALKAEHTNRLKTAFVKALQQEQEIEQRMAQVANSPHSAHQSDPSSMGSMAP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cele_C26C6_5b
MAQVQQVPSSPMNGIPEKNGNGLSIEESASTAVAALAHIQNGAVLFHGTPTKDLNGASTSIDTDDLQLSPSDLRRRSTRASALKAQEKIKLKDDIVQGPQKRANDDDDMEDEELGDEINEQSAPKKRRLENGKEFDQTCFRFGLRANNEGEVYAMTDESENSSIHESEMEVVRYHYEKMKNKEPDEEQLRERLNMRREAENQLREEEAKLLVLRKMKDSQTRAITKLAAETKAADLAEATSAAYKPAVATNGKSVTNGKNSMIESNNKTMNGLKNLSIPQQLELLQKLSSQSPAAKQAYIMAKKNPAQTTQLFQQLITINNQNLQKQKELSAAETNASASASPAVQQSQQAQQPQQAQITQSKLLNQQTPAQRIQAARLAFRAQADKQLTTIPTQKSQPHDITFLPNPNASAFLALHGLDLVVQHVLKDRSNETPYAGPSYECEECKTECAHTWKAIGSTQDDLHLYCENCVRSAQKRKNRTDQTALLKRAFQKITAQEKLLQEFEKKIAEGQLEQYAEAKAAAPATSQTIPTSSTATVSSIPLVPRLPQIPSSTGSSTPTQAVKTSTPIHSTPKSSSSSAKKTAAQLQQQSMQGMNQLFSTAMLRNNPQMQQMLQMYQALAMGGGAANMANNQMAMLFQAQAMQAAQAQVARAQAAKAQAAQAQAAQAQAQAQANREANQQSMLIQALMSNGQVNVQALQQLQKLTPEQQKALIEVVKRQTRK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cgig_EKC41807
MEEEDEESASVKESESTDNSDVKKSNEEETEEKSEKMDEESEELETIEKDREKREKEERSGENDSVKSLESESLKSSKDSLEDEKASEEPEESSSVKSEDSEKENRRADADTPIDLTTKSGLPNGNGGSDVIMLSDSEEELMNGVMNGEILDLDECEIRKRRKVVKRLQAELRNEEAKLILLRKMRQSQVSSPSIPEKPKQQHAQPPPLVRPGQQPSQARPAHSQPPQLVRNSNQTPSRSHQQGPPPLVNMRGQNLSNGNSLSQQMRYQGMQGQPGSRGMYGSSSQASQNNNAQVDTQTPAQRQAAAKMALRKQLEKTLLQIPPPKPPPPEMNFVPSLSSTDFIYLLGLEEAVNYIIDANLISKGQKNPDEKMVCNPFTCVQCNTDFTPVWKREKAGSKNVICEHCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQAQEKTSGPSHGSSSPANNSASSSSSNSAMNIPSNSASFKATSEAIRQHQNFLQAHQAVTAHQAALRMGQPLGLAPFGAPGPFPYQIPFGGAKASDLNSLQRKYLLDMIPPNRWSK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cint_XP_002121701.1
MEEEKKAESDQEGQSKNSELEPISLKRKSTDLDLDVASKREKTDVEDVTQVKEDVKDDVEAMDIEDNSVAEETKSGTSTPAIQVPDASSELVKSENISDEKLRLDCEEISDKKAKENNEPKDSEQKDQVKGLEQKDEPKDLEEKDQLKDAEKVDDKKDAELKDLPEDQPKEEMVEDLSKSKTIKDDLLKPELPCTPPTLPDEDVEFKAKVEEPAVEEMAVDLCKTVGTVIVLSDDENGKENVTEDDEIEKIKKLRNEQRENIRKLKAELHKEEAHLTLIKRLRQNQMSKPKAINTSSNSPALHEKQRPSHHQNIKPQSPAPNISSNKSSQLKSTMSKSYNQSSSHNKTSSAQAQANRNAMAAMLQMPQLVAAAGGTQNAAALLRAHPSLNLQNAAQLLLGQSPGDLSKMQQLLQQQQKAIQAQSRPQPTLKQQQASAKLALRKQLEKTLLEIPPPKPPPPEINFLPSAASNEFICLVGLEEVVSKIQQLQTKSSNKANEATLPPFSCMQCEKDFSPLWKINAEGNCVMCLQCVMSNQKRALKAEHTNRLKTAFVKALQQEQEIEQKMQKQQSAEKISSSNDSLEAAVAAAANQLQKQQHLKKMQEEQLRQHQQLLQRAQQQLQQRSFGNFRPTAQQIRNAMPQVQFGYNQSSSKHSKNVDRQFLLDMMPNRGNSSKSQSGNWK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cmil_AFO98767.1
MTDDVYRTRSQKRALEREGSNSDMESKKPKMECSPKGTEVEVDSDLEEVKKEVKIKTEPADRGGGRTSVLLKGSGEVKATIKVEVQAGDEPVDMSTSKSDVKKEKRPPSPDIIVLSDNEPSSPRMNGLTKVPGKDCNADIMMKSTPEERERMIKRLKEELRLEEAKLVLLKKLRQSQIQKEAIVPKVLTARTSGTVIPPPLVRGGQQMASKMGSQQNPQIVMPPLVRGAQQIHNIRTHTSTAPPPLLLAPRASVPNAVQLQGQRIIPHGLIRVANVPNTSLLVNVPQASSTMKGSGGTSQSNAGGGGLTNSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELTFLPSAANNEFIYLVGLEEVVQNLLETQGKSSAQVVPLEPNVCTQCKTDFTCRWRQEKTGTIMCEQCVTSNKKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPLQSKQESVQHHSMKQSSSQMSRGMQSTSSRAVLHTFSQSSQLQNSVSGLGGRPAKHTERASKGGNTNWRKQIASPAGRWVTMAYVSPSLSVHKSSSAVDRQREYLLDMIPSRSISQSASTWK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cpic_15717_2
MTEEACRTRSQKRALEREITQNDVDSKKIKMDKGLLGTDIKTESDIKIKTDPGAGKVQGLLKGGEVKATIKVEVQTGDEPVDMSTSKSDLKREKRVPSPDIIVLSDNEPSSPRMNGLTKIALRETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETTTQKPPGSSGSAVATPPPLVRGTQNVPAGKPSLQTSSSRIPGTVIPPPLVRGGQQASSKLGSQQNTQIVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRIANVPNTSLLVNIPQASPTSIKGTTVTSAQANAATTTSVASIVNSNESPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQGKVSVTASSQEPYMCAQCKTDFTCRWREEKNGTIMCETCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTXSPVQTKSEPIVQHHSLKQTSSQLSRGPPGSTRGVLHAFSQSPKLQNASAAAALGSRPGKHAERPVSKSNATTWKKTPITTGGALAFVNPSLAVHKTSSAVDRQREYLLDMIPPRSIPQSATWK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ctel_225755
MSSEMGFLFRECPAGEGGSAPSVPSRSEDAGVKRPMDEEEVEAPEMPDCKRWKSDANERKEQDQKEEELLKEEDEEEEVMHTEDKSAESTEEGPEEAVTKVEPXMIISKMSSEMGFLFRECPVGEGGSAPSVPSRSEDAGVKRPMDEEEVEAPEMPDCKRWKSDANERKEQDQKEEELLKEEDEEEEVMHTEDKSAESTEEGPEEAVTKVEPQVKPEAEAEAEPKVEMKKEVAPVLDLSAKKPEPVPAEEEEEEVKPPVNGDSDKENAPDAPIDLSCANGSKEEQEEEAASPASSPALLPMLNGFCEPKAVTKEGLKCIRKLRDELRNEEAKLVLLKKIRQSQVIQHVQDPAPPPPQSKAAPAKACSQPTVAPHRGPSSQQAQHQQQQPTRGNNVKSSGQQQQQQMLSSRQQQQQQAPAHRGSSNSASSQRTPSNLVSGGGYQRGGASAQVPDQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPAPEMNFIPSLASSEFMMLVGLEDVVKYIVEYDKNKENKGPEVRYVFNPFVCVQCGSDFTPVWKRDKPGSKNVICEQCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIEQRIQSTPSSAPAPSSRNEHQHSSSSSAAIAASSSASPSSAPMNLSKVSTEQLRHHQNLLQAHQAQLRGAAHLSSMGFNPLQLMGYPFQSPMQQASSSSSSSSSKNAELQRQYLLDMIPRSMPGSNVLWRS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Dmel_NP_001261684.1
MAKMEVDDVVDLSLGSGRDPALTITPAPPPAALSNRDLRALTANNAGLTITPSASPATNNGTTSNSSNTNSNSSSTTTTTNNNNNSSSNTNSSSANNNNNNNSINASDGVTGATSGSIGGGQDENKVQRRVLRPRTEPKSYAEAPDIVLLPARTNGRQQNGNIDSETDDEEMPPYVPIKELSHAELKEREKSLRKLRQDLRNEETKLMLLKKLKQSQQVMKENLVVTPTSVSPNNPLSAIPAALTSKGSLSVTPTSAVPLPAHSKGSRSSLSGSGGPAVSISATNSRTGSSSSAAAAASAIAAAAMSGQHRSGSNSILPPPRSSLPAGATLAAGTTITPATSSSHRSSNLPPRTNLPNLTITPSVTITPTSAPPSSLKPRNPNISDNSKVPGTISNSVSITPALPLSQSHQNQHNDQKNDRSTPREDAQTPAQRQAAAKMALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTDFVYLLGLETVVDYLTVNKKANAVAAPFRCAQCKIDFTPVWKWEKQTNKDPKVICEQCVTSNVKKALKAEHTNRLKQAFVKALQQEQEIEQRLASQSSPSPVDNHGSSGGGNSLSVSAVSSNSSSSHMQREREQLQASHASAAAALVNLPPSVTVIPTKCQTPTPATPRPTPPPPQSQATPPPSSGGSRSSRAAATAAAAAIAAQQAGILSPGPSPAHHHEPTTSSRSSRNDRLDHHHQSQQQQQRDQRERDQQQRDQQSQQQAQNYDKYSAATLAAAAHLSALGGMGGLNINSLASLGNLGNLGNLSQLGNLAALGGLGNFGGASTGSANPAAGLSGSSPAATAAAMQAFQQQLFRALGQGLGGNPQHMMQFAPLLYSYQMAMAQAAQVAAFNNNNKKSSSSSGSAKNSSSSNSMAEVQRAAELQRQYLLEMIPPQQQSGASGSRQNNWKA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Dple_EHJ75910
MDVDDSAVDLSVSRSLPPELSELRALTASGLTITPAQPPPHGSAGKRVLRPRADQRSYAESPDIVLLPADPPHRKPVLPAPSPFTDVSSKLNTNVNLSITASECARDPMDDEESDGENEPPLPTPAHRELSSAEIWERERRLRSLREKLRAEETRLVLLRKLRQSQQATVTTTKESVCPSPGTALAGSGCVVPPGVTVTPAPPPAHQHAKRGSVSGAAGNLSTARRTASLPGGATLTPGPYRTQSSGGASITPSVTITPAPPPTHAHNNNNTTNNNKASSRSSEDPQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSPSNTDFVYLVGLEHVVDYLTNEDRMPRSSVPAVCAQCGCDFTAVWRWERAPARRQDATFPTPHTHTPRRLCELCVSGNVKRALKAEHTARLKTAFVRALQQEQEIERRLAAPSPPPPASAAPPPAHTHHHRPQTVHTNTRAHTHTTSNTELYRRTRGHHAERARDNEGNNKKGSSSSTSSQGSSKQHQLAAAAAAQMAFEQQSAAAMQALQHQLLRGLSGAGGTGGVSQAAAAAAMMQFSPLLYTYQLAMAQASALGKRSGKGSSNAAMAAEMQRVAEAQRQYLLDMIPGQHARNPWTKN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Dpul_306877
MSSSPSSRNSSNSQNSSRHSTNVANMAMNLLHQQQQQGHRNSSSNVLSPLMQHQQLQQHQQQLLRGSAGLLAHSRAPITTPPNVVMGLAIGSGAPSPSSPSIQGHDKRDHMRTSTSSPNVAQSGSSSTLGLHHHTSASSSRQAEDPQTAAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPNNTEFIYLLGLEAVVDRLTQGADHPTPPIPFICSQCGTDFSSLWKWDKAATQKPAVMCDQCVTNNVKKALKAEHTNRLKTAFVRALQQEQEIEQRLAQGGNISPPIPHHPMPAPSHASASVHSKAYDSLPASTQIIPFSTKSINSGTPAPAHSPLVGSHSAVSLSIAVGKDRMERERDREREREREREREIREHRERERERERDRERERERERERNENREREKERQANAAAAASAAAAASASFDFSKMPDPTKLFGHQMSAMQNALQAQLLRGMGLPSGSASMSSHAHNPLMNPFSSLLYPYQLAMAASAAQAAAQGRGNSGGGGSGGAGGSGNSSRDNSAAAFTAASLAELQRQYLLDMLPHLPNMAAAAASSAGSRSSQGQSQGHGDGRPNWKS----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Drer_112132
MPSTASHEFLYLLGLEEAVQRLLEGAGPGCPAGVCVPLCCSLCHTDFSSRWIRDDAGVLRCERCVCRAQKQRLKEEHTHRLQAVLTKLSSSSSSSSPAQVKCSPSSSSSSLRLQQVSAQSSRLQSAVMAAALVNRPGEGQQGSKVKHTDSHTVHLSSSSVLHLINLQQLKELIKGKRTHSLHCRHTVERPHYSQ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Drer_31168
MSEDAGRQTRSQKRALERDVPTPETDVKRVKLERGEPGAVDGLKTKSEQANKVANILRAGEVKATIKVEVQTSDEPVDMSTSKSDIKKERPSTPDDDVIVLSDNEPSSPCMNGVSYTFKKTDTDMLMKSSPAERTHIIKQLQEELRLQEAKLVLLKKLRQSQIQKDAVQKSSNSVAAPPPLVRGSISSTKGPLQVSNRNSGTVIPPPLVRGGAQVSKHSTHNTVVMPPLVRGSQQIATLRQQQQQQHSGSGPPPLLLGTRTSVPTVQVQGQRIIQQGLIRVASVGNANVLVSQASSTGLKTSQSGLGSSSSNANDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELNFLPSAANNEFIYLVGLEMVVQNLLDTLAKSKHQQSDSASNTAPKEPFTCAQCQTDFTSRWRQEKNNGSILCEHCMSSNQKKVLKAEHTSRLKAAFVKALQQEQEIEQRILQQAASPKTTTTSSSSSSSSPVIKAEHVLVSPQYKQVRASLPQQTNRGHYHTTTIKQTPGQLSRTVQQVVNAGARVSHSFSTSSQLQNAATAAALVSRPGKHAVRAGEKGTSSSKATTNTWRKQNSGTTGVTMAYVNPSLSVHRTTSPVDRQREYLLDMIPSRSISQTANTWK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Drer_36714
XRMERMSEEALRLNLLKRGLEAPDEREEAKRLKMDGHEAMERLKMLALLKRKDLAALEGAAVAAAMAEGKGPCGSQGLMGAVAYEEKMNGSLRVGGHGGPSKNGKENIVDEPVDMSARRSEMVRERRTPSPDVIILSDNEASSPRSTPHPEEKQHQANLEMFKGKTGEERQQMIKALREELRLEEAKLVLLKKLRQSQMQKENVVQKVPVVQNAPSSVQPSPMHSSQGLGKLPVRPGMHSSEPQNLRTAQGHTVIRSAANASLPPMMMSQRVIAPNPAQLQGQRLPSKPGMGRSSTGGLGNAVSYQQAASQQVGVSQRSGSSSAIYMNLAHMQAAGAAGVGVGVSGVGAVSPSTLSSASSVASLNDQASSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKMRGSLPHVEPFFCAQCRTDFTPHWKQEKSGRILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPSSGQTVPSVSKGETMIRHHALRQTPQPQAALQRGLSSSARGVLSNFAQASQLSVASGLLGMTSKRCGSSSSSGGGTSSSRPQHDSRRQIYNIPGLNIAYLNPGAIGGHKASSLADRQREYLLDMIPPRSISQSITGQK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ggal_NP_001012570.1
MTEEACRTRSQKRALEREVPHNDVDSKKLKMEKGLLGTEISAEGDMKIKTDPGAGKVQGLLKSGEVKATIKVEVQTGDEPVDMSTSKSEIKREKRVPSPDVIVLSDNEPSSPRMNGLTKIALKETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKETTAQKTSSTRIPGTVIPPPLVRGGQQTSAKLGTQQNTQIVMPPLVRGAQQIHNIRQHSSTGPPPLLLAPRASSPACKFRGRELSSRVLIRVANVPNTSLIVNIPQASPTSIKGTTVTSAQANATTTSAASIVNSNELPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQGKVSIPVSSREPYMCAQCKTDFTCHWREEKNGTIMCETCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPVQSKSDPIVQHHSLKQTSSQMSRGSGAPRGVLHAFSQSPKLQNASSAAALGSRPGKHAERPVSKGSAAAWKKTPINTGGALPFVNPSLAVHKSSSAVDRQREYLLDMIPPRSIPQSATWK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ggal_XP_423773.3
MDRMTEDALRLNLLKRSLDQADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLSGIEVPHELPVKQDGVKVYEEKLNGSLRPHGDGRTAGRPGKENINDEPVDMSARRSDQDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKSIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEPQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRVPPKPGLIRTTTPSMNPAINYQPQSSSSVPCQRTSSSAIYMNLASHIQPGTVNRVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASFLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPAVSSVGKQENIMRHHTLRQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hazt_018026377.1
MDLSISSSSTNSGAASGTGVLTDLPTMEGTISPGPSLTSESPLAALNSLTSSVSASVGRHHNSAATTASLPNPTTHTNNNNSDNTTNSNNNISANSSTSNTNRSSTHESAMALNSINNPSAVLLNSDKLGKTHSSWSSSDPSDNSNRTSSSSRSININNFSSSLGNSTHLEQISPPSTSSPSNTINKMNTNCSRPSSRCSTEGNEASIDLTRPSLTRKRNREDDWSGPNSVNGNAGIEETPPGPQTSRRKLNTSNPTYQSNGLSNGSLTNGDDNVLDEDDEDLDAGDDLSSPKWNGGKNGEIGGKDDMDPEESFKDLSPEELAKRKEMVNRLQVQLRTEEMKLVLLKKLKISQQMLKESLPNCDTKAALIKLPANTTAIKLPPSTPSQLHNHHKQESSSSKVSSQSTCISSSSSSNKVQICSTNSQSQRNGSSSSSSGSSVKTPSVSPSLSPTALQAQRHLLARGTTLTSTVGGTSSKPGSPSLLPPSQSCSSSSMGLPASLNLPFNLSREVEIIRKDSPSASPRDSPSHHSKVSSSSLQNNSSSSAAAHSSRSSGNSSSGAAGAADDGLSGGGQTPAQRQAAARLALRKQLEKTLLRIPPPKPPPPEMHFIPNPSNNEFLYLVGLEMSVNRILHNNTKEPVEQQPTPFICSQCGTDFTPAWKLEPHPMLREGSPDVRIMCDACVTTNIKSGLKQEHTNRLKAAFMKALQQEQEIEQRLAAQSSWENENRRQQQQQQQQQQQQQQQQQQQLQQQYRSSSSRSHHSSHHKRSELTLEKVNVSDNSNNNSSNLHRSSTPSVSVTSIKDLQRQQQPHHSSSRSSSSSNNNSNAISASIASISRQHELMLQQQRREREREIERERERERERQLRERERQQRERDLEREREREREREYRAEKERRERERERDQREKDMYLPPGLTKQQKEQFMASMSTAAAMAQAMSSPAALQQMQAAQQQLLRMQGLGGAGTPQITPHLLAPYLLGHYNPFNLQLQQLMAAQLGAAIQQQGANAAAAAAAAASGGGGAAAAAAAAAAAAAAAALVGGVAGGSGSSSSSNSSSTQQQQQQQQNLAVQHEFMRQRQYLLDMIPSAGLQAAAAAQHASAQGGSSSSGGHSSGSSSKWKS-----------------------------
>Hduj_t08773
MSTVVESNTTTTRSVILPTTTETCDELPPLPNGTLLSDDETPAAIITTTTTTTMDDGDVIMEDAKVAPSSPAIAKPILDLDVKLTPESAVKEEPSPHVNTELASDDVEMVDLSSENSVKKEEQVLEVVIMEEEVLPPVTDRDIKRLQSALLLEESQLILMKRMFQLQNAPPKSEKREETLGERERERESRKALLQGKTTNGSVTVHQNGVKGSAKGFMGGKGDKANLKDPKMQSIMKGGTISNNYPRSNVGPAMLELSKSLANKQSVNLAKAQQQQMGANHSAGGQAAGPRGAMLELSKSLANKQSVNLANKQQQQMGANHSAGGQASGPRGDNAAETPGDGYELYSRDHLPGFYRPTGNGTGCQIFRVXPPQPSQAHPLERLEQQLSEEKANLKRQMEKVLLQIMPPKPPATDTNFIPATICPDFIALLGMELAASYAITQKNLVDQSPYPEPFVCLSCQENVCPAWKVDTETGGVVCESCFTASRTNAARLSHIENLKVAFADAIEKESELDRRHAATMAKARASHLAENIAPVVVPVYSPQKPVVQRNSNHHQSVNSNNNSYHHNNNNNTAHHVNRPASKQHQQQHHHQQQQPLYHHQQHHHNPHHSNSGMGHAQQHPPHHRSSLPPAPQSRHSGKPPISSPYAQQIGAPQPYAPPSSSSKVQHLAYHGGGGGGGSASSRQKESSDRQFLLEMISQGKTTHKQHQQQQSAGNSWRK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hmag_XP_004210122.1
MSISLECETRSLDQRSTYVEEESDSKKLPEPLKTDLYIKKPTDNGVNHQLNRMSNVTFETIQPNYLAESNTHSTNGDFHDVDLEDEERLLVDESTNDDQLEVSDNEEKLLLSDDENSAGSEYKISIDSEKNKINCFPPVNEENSSKSQFIDCEITSELQKNNDNNENLLSAELNECHHSVAAADTSKESRIAEQLTKVELLKEELKCEEAALIFLKKIVESQQENIYGKLNCGSSNLHSRQITHVPKGNTSSKQLPLQPNKSNQPNQQSQKYYIQVGNQLVPAPAAGTPGTNQSNQYINTTNGSQSSQPQSQKQTSIPPKISAEQKQNAAKTALHRQLEQTLLQIPPPRPPPADWKAIPNVNSMDFMMLVGLDEVVDSILEMDSKPTIKKALAELIPYNPRVCNQCNVDFSPCWKSKDGEDFVLCERCALQNIKRDLKAEHTKRLKDAFLKALTQEQEIEERIKAGEEVNIPSLASNDKIERINQPSPTFLHQIPLISLPQTHPIIQPSHLPQHVQSPTESRNQPSASNHHHRTVGNHHQHKIVSHYPHHTSLVQQLHHQHIQQQQHEIEPQRHSSSRWHPYMSTSSHHHREHGHHRSYNPSPSSGDITNHQEYYVVHHPQHSSVRYISR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hrob_18065
MALNLKTNGRSCRKRGFILIYQVDVCICVRVRGRVNLMAPPIPMEYDSVDLTEDDDDDDAPVDLSSQSTRSASNSYNSATPKSFSLQHNNTSNSIYINDVYHHHQNSSECSPPAGEEAPPLTFNDVEEFERTVKKLQEELKIEETKLLLLKSIQSSQLQNNSNIKSAVVNGKVSVIDTASSHTNSSRQKQQSNQQQQYQLSNNVKLPNGTTSKKNANTALQQQKSNTAYQQQNNQQRSHNNAINSTTAATSIKSYTPNQQLSGYSNSSSSSIPAQHHLSQLQEQQRKLLQQQQQAAAILVEQTAAQKLSTAKLAVRKQLERSLLQLPALKANPFDLTLIPNSGTNEFAVLLGLEQVVDNLLSTASTQINFNKPFESVSMEIDKSAETTAELLAITTTTTTASSSTVTSSKDIPICCKCATDFTPKWYEKPSASNSTKVSGTICENCYRADRKRACAKQQEDRMNSAFSRAKQQEKEVEKALVLELEAARQQIEAINNSLASAVPMVSSVFSGSTSKGGPSSQSSSSSLASNAAWDKNVLTTTSSNNKPSNQQLQQHKQQQSAADKQTQQRYHNQNHFQQQQSHQQKSSISKQQQQNQQQQLLSNRQMQNASKKQQQQQSRPQQHHQPSSTSNTSSTFAMPTFPAGIDLESLMLCSEKVASLGSLFFNQFTNSMSSSSSPMLAPSSSSSSPSIKKHHHHPAHHHQKSTPYSRP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hrob_18931
MEWQDYKTKTYNNNNNNNASNKRSREDFSYFDFENQFNHKKVHMDPALLAASSSSLASTPSSLYSSFLDPYAFMFHSGLTAPSNSTNNGLNSSKKPFNPMADELLYSQFLPNFPGMNDLARMFQEQTSEFALNLSKKFPDFKNLNAMNSSNPTFSKSSSTSQSSSSSATKSDSLPIDLSRRTQSTDDKKHNKNNVDSCLNNSSLSSSNNVANTSNNNAINNSNNSFKEKKERRLMFRSEQDKNKTLKMLKNELKSEESKLLLLKLIKRSQIVFSHNLKTVSSNMPLSTTTTTTTTSSSSSTSTSTSSCNHVSTSKHHSTTRSKSSPDVPGKVPASDSSHKTNSSHYQSNHSTNKHSTAPYNNNNNNNNSTNNNHNKHSLQATNHFNAPSTTLGATYGSTTNAASLQSVVGSSGSRSGTPLQHTTSSITSSTASIVETASQKQAAAKQALRKQLEKTLLQIPLPKPPLSELNFIPNASSVEFVGLMGLEEVVKYIIDEQTGNVYDQFDMNKYIFNPFKCVQCSTDFTAVWKRDKPGSKSVICERCVTFNQKRSLKHEHTNRLKNAFHKAMQQEQEIDKIYSSSSVSPSPTTFLTTSINSASTLNQPLLSTSTALNNTFLAPSPGPSTSSTSTSLLSSSKNPFSYDALQRLAMADLASLTPLFSLPPSLWSSQNFPLGFPPNSAAIAAAQALSQQLFPFPGMLPKSDLTSAHKQFSMFDMMSNSRNNTSNGGAGSSGGGGGGGGAGSCGSGGGGSGGAGNSKQNTQSGSPLQWRS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hsap_NP_001287875.1
MTEEACRTRSQKRALERDPTEDDVESKKIKMERGLLASDLNTDGDMRVTPEPGAGPTQGLLRATEATAMAMGRGEGLVGDGPVDMRTSHSDMKSERRPPSPDVIVLSDNEQPSSPRVNGLTTVALKETSTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKEATAQKPTGSVGSTVTTPPPLVRGTQNIPAGKPSLQTSSARMPGSVIPPPLVRGGQQASSKLGPQASSQVVMPPLVRGAQQIHSIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNTSLLVNIPQPTPASLKGTTATSAQANSTPTSVASVVTSAESPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQAGRMSAATVLSREPYMCAQCKTDFTCRWREEKSGAIMCENCMTTNQKKALKVEHTSRLKAAFVKALQQEQEIEQRLLQQGTAPAQAKAEPTAAPHPVLKQVIKPRRKLAFRSGEARDWSNGAVLQASSQLSRGSATTPRGVLHTFSPSPKLQNSASATALVSRTGRHSERTVSAGKGSATSNWKKTPLSTGGTLAFVSPSLAVHKSSSAVDRQREYLLDMIPPRSIPQSATWK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Hsap_NP_065750.1
MDRMTEDALRLNLLKRSLDPADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLANLEVPHELPTKQDGSGVKGYEEKLNGNLRPHGDNRTAGRPGKENINDEPVDMSARRSEPERGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGIEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGVEPQNLRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRGPPKPGLVRTTTPNMNPAINYQPQSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVSSPLPSPSAMTDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKSCASLLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTTAPAVSSVSKQETIMRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVPGGLLGMPGVNIAYLNTGIGGHKGPSLADRQREYLLDMIPPRSISQSISGQK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lana_XP_013387930_1
MSEVNHSGTNNVTTDNDNDLTSSKRLREEEDEVCADLVVKRAKVDQVTTPGAKSKTDQSCIHYNGSSPNHVEKQTVSKLDNPSKENSTNENSVEKNSCKISKLDGLDLTDHVKKPAKEENKVTTEIEQLDEDSADLSGKGDENSDDSLAEGKREDADLVEGSDESVAQDQDDNYSRLTTDGPDTSNSNSNTDGLHAAVRKDASQNESLSQSEKHQRPNSNSVDTTKMNGDVKECVNTSADPNENGPIDLSTNKNASRDSSPDIIMLSDDDSEELPPRKVNGDVRDLTPEEVMKRDKIIHRLQEELRNEETKLVLLKKIRQSQTINPVTDPSGVVPGKSRHPNTNAPPPLIRGGQNTNSRPQQLPAHMARGQHASSGAQGPPPLVMAPGMRNGSLPQGMRNLPGTTPPNVIPGYRPNQPPSQVSSRSVQAQQQAQQENITPEQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLATGDFIWLVGLEEVVKHILDADKGKSTDVKYVFNPFTCVQCKTDFTPVWKRDKPGSKNVICEQCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIEQRMQSSQQHSNNSSSSPSTTTSSVTAAATSYKPSPDPLRQHPNMIQAHQAAAASQLRSSQLGFQSYNPRMPFNPYQLPFNAKPSDLQRQYLLDMIPRGGLPQSTVLWKS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lcha_10078
SDIKKEKRVPSPDIIVLSDNEPSSPRMNGLTKVTSKETNTEALMKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQVQKETPTQKKEIYTSGEGGVRPPPCLVGSRHDCSSRQALACQVSSARSSGTVIPPPLVRGGQQLSSKLGSQQNTQIVMPPLVRGAQQIHGIRQHSSTGPPPLLLAPRASVPNVQIQGQRIIQQGLIRVANVPNTSLLVNIPQASTTTIKGTTVTPSQASATTTNVTSAVNSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLESQGKSSTSLAAKDPHVCAQCKTDFTCRWRQEKNGTIMCENCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQTASPIQTKPEPIVQHHSLKQCETKSFKIYFYISAAFSWLKKPTTWSSGQLSRGLPSANSRGVLHTFSQSPKLQNAAALVSRPGKHPERPVNKVSTTNWKKPTPINSGVTMAYVNPSLSVHKSSSAVDRQREYLLDMIPSRSITQSATTWK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lcha_15768
MASGHGICSLVLLRMDRITEDTLCLNLLKRGLDQAEERDDILAKRLKMEGHEAMERLKMLALLKRKDLSGVEVPHDLPVKSDSVKTYEEKVNGNLRPHLEGRTAGRAGKENIGDEPVDMSSRKSDPDHERLTPSPDVIVLSDNEVSSPRCSSRMEEMLKSANLEMFKGKDTEERQQIIKQLRDELRLEEARLVLLKKLRQSQVQKENVVQKTPVVQNAASVVQPSPAHSGQQVLSKLPSRPGVQGVEPQNLRTAQSHSVIRSATNSNLPHLLMSQRVIAPNPAQLQAQRVTPKPSLVRTTTPNLSAAVSYQQQSSSSVPSPRTSSSAIYMNLPAHIQQGAVNRVSSPLPSPSALSDPASSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKGCLPLARVDPFFCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTAAPTVTSLNKQESIIRHHSLRQAPQPQPPLQRGLHASARTMLSNFAQGPPLSVAGGLLGMPGK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lgig_23176
MSESANENERKRSRPTDDDDLESEKRSRIDESSNSSMDSTSLPSASSNNGSLESFQNKPLTNGTKSDDSEKENNVDNVDSPMDLTPFPNTDNDKPEDFEVNGYLDEESEEILRVRKKLVKQLQAQLRNEEAKLVLLKKLRQSQLTHFQDRENNKNNVSRQNGGPPPLVRGSQQQIQSSKTNSISNQVNSMRGGSQQMSQGRSGIQGPPPLVMAPNRMGGNNQMSRDGHMRGGLSGSSSNSNLQNYRQGSQSQQMSRDRDAVRERERQQNSTPPQPEQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLACPDFIMMLGLEEVVNHIIDSQLIAKGQKNPDEKFVCNPFTCVQCHADYTPVWKREKPGSKNVICELCVTTNQKKALKQEHTNRLKSAFVKALQQEQEIERMQAQGITPTPAAAAASSTPSNNSSRVNSPAPSQSHSMSSSSPLNIPSTYKPSPEQIRQHQNFLQAHQAQLRAAPLGLQAFFPRHPYSYQIPFSKQELQRQYLLEMIPQSRSWKS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Locu_10595
CRMEHRSEEALRLGLMKRGLEPAEERDREEALAKRLKMEGHEAMERLKMLALLKRKDLAGMEAGGVAGGGVLGEAKAGLGAGSGSVGGGGGYEEKLNGSLRSGGGGHGDPRGGGAKVGKENMGDEPVDMSARRGDLDRERRTPSPDVIVLSDNEASSPRGSSRIEERLRAANVEMFKGKTGEERQQVIKALREELRLEEARLVLLKKLRQSQLQKENLVQKVPVVQNAPSAVQPSPVHSSQQGQAKLPPRPALHASDAHGLRTVPGHTVIRSAANAALPQMMMSQRVIAPNPAQLQGQRVQPKPGIMRASAASVNSGLGYQQPSSQQVAASQRSGSSAIYMNLAHMQAGGVGGVGAVGGVGTVSPSPLPSPGSALPEPVSSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKLRGPLSRMDPFMCAQCKTDFTPHWKQEKTGRILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPSSAPAVPNVSKPESMIRHHALRQAPQPQASLQRSISSSARGVLSNFAQASQLSVAGGLLGMASKRSGGGSRAQHESRRQLYNIPGVNIAYLNPGGVGGHKASSLADRQREYLLDMIPPRSISQSITGQK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Locu_5915
QKSSPEERERIIKQLKEELRLEEAKLVLLKKLRQSQIQKETSSTQKPTGSSGSVATPPPLVRGSQSIAAGKGALQVSSGRSSGTVIPPPLVRGGQQVSSKLGSQQNAQIVMPPLVRGAQPISVSSQQIHSLRQQQQQHSGSGPPPLLLAPRASVPNVQIQGQRIIQQGLIRVANVPNTSLLVNIPQASPTNLKSSSVTSQAGLAGSGLSSAVNANDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELNFLPSAANNEFIYLVGLEEVVQNLLDTQGKGKQGVPMAVVAPVLKDPYTCAQCKTDFTCRWRQEKSGTIMCEHCMTSNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQQAASGPGTPSAGAGSAGKGGEPQALVTQPMKQARPAALTHSRGAPISRHHSSIKQSPGQLSRSVPQAGTRGVLHTFSQSSQLQSAAAAAAALVTRPGKHAMRPGNKASSSGSSSSGRNSSPAASAWRKQSTVSPGVTMAYVNPSLSMHKSSSAVDRQREYLLDMIPSRSISQTAQTWK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lpol_XP_013777745_1
MQRETYNNWPDITYIQEGENDNMGESEVADLSIRKRKYRDNDEVSETIDLSMKKRKISENQEILAVDSNVPSIGNNDGEDIEKLQLRSSSFKAVCFRESYDQSYCSDHVESYQKVEQNDNQPESSDSDDVELPPLPKLKDLNEEELCEKEMKICKLREELRNEEVKLVLLKKLRQSQTVKDNMLSATQPLPGKIAPPASRNVQSSSGSIFLDRGRHSVLSGKIFEQNAPQHPLTVSQMIRNQNLQGSSSVLMGSKSGLHSTLPANVMLQQSVMRPGMGPLSRTHVTTPPNVVMGYPASNRSNSHQINNGHTLSLAQSSASISPQTTQGSERIENQTPAQRQAVAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNANNQEFVCLLGLEKVVDFMMHDSTATKSPPDPFFCIQCGTDFTPVWKWQDTLADFGKKKTSVICETCVTTNIKKALKAEHTNRLKTAFVKALQQEQEIEQNMSLVVPSPPPSTSPLTQPLSSIPTTVFSNSHGTPPPSSHSPIPRIGISNPSAAAAAVATAAANSAALLQQLPKLTPAQQSILQAQAHQLHQLAQGLPHQPQPAHMLPFSPLLPQAYSYQMLGKPAVTSTDLQRQYLLDMIPSRSLPQNSMNWKS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lpol_XP_013788674_1
MIIYNLLVTVIVKTEKRYSLLDLNHSDLLDFVNLMIRITRLTRLKMDKKLNSQILSQNLLIQRMELPPLPKLKELSEDELQEKELKIRKLREELRNEEMKLILLKKLRQSQTVKENMLSSSQPLPGKVAPPIGRSVQSNFGAYSGGRGSHAILPNKHFSQNLPQHSPLTVSQMLKNKNLQGSAITGSRSGIQSTLPANVMLQQSLMRPGIGPLSRTPVTTPPNVVMGYKSSGQQSLAQPSTSLSPQSVQGSERVDNQTPAQRQAVAKLALRKQLEKTLLQIPPPKPPPPELHFIPNANNQEFVCLLGLEKIVDFMMHDGTTTRSPPEPFSCVQCGTDFTPVWKWQDTLTESGKKKPAVICEMCVTTNIKKALKAEHTNRLKTAFVKALQQEQEIEQSMSQVISSPPPSTSPLMHTQSSIPTTVFSNNRGTPPPSSHSPIQRMGSSNSNAVVAAAAANSAALLQQMPKLTPTQQSILQAQAHQLHQLAQSLPHQPQPAHMLPFSPLLAQTYPYSMLGKPPVTTSDLQRQYLLDMIPSHTLPQHSMNWKS---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lpol_XP_013788735_1
MQRETCGSDVIFTPENDNKEIAEVADLSMKKRKCRDDEVPEMIDLSIKKRKIDTLQEGLNIDNSASSFSTSFDDETSGKKKSLRCQPFRAVRYCDSYNQNTAIDQVQHGQQARECDSLPDSSDSEEVELPLPTLKELSEEELREKEKKLHKLREELRNEEMKLVLLKKLRQSQTMKENMNTAQPIPGKVAPPVGRSIQSNSGHSVEQGHHSILHGKNFGQNLLHQSPFTISQLMRNQSLQGSSSVMMGPRSGMHSTLPANVMLQQSVMRPGSGSLSRTPVTTPPNVVMGYPAQNRSTGQQVNSGHAQSLPRPLASSSPQTTQGNERMDNQTPAQRQAVAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNANNQEFICLLGLEKIVDFMMQDNQTARAPPEPFLCIQCDTDFTPVWKWQDTITESGKKHPAVICEMCVTSNIKKALKAEHTNRLKTAFVKALQQEQEIEQSLSQVIPSPPPSTSPLTQAQSSTSAPTTTVFSNRGTPPPSSHSPIPRMNATNPSAAAVAAAANSAALLQQIPKLTPAQQSILQAQAHQLHQIAQGLPHQPQPAHMIPFNPLLAQAYSYQMLGKAPFTSPDLQRQYLLDMIPPRSLPQSPMNWKS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Mlei_143037a
MSDSPVAKKLKIEDSEVTNGETVTTNGTADSVDKKENNSNNHQTEVVDEKKLADQTNNNNNNSIPHLNNNVEAAPPAQPTPPQPQPLAAAPATAAAPVTPATAAAPQATPTSQANRLDPNEIIAQLKESLRQEEAKLQFLRKLKLTQAKLKERQERIAAQNQTKEESKESATTLPAAASAATTLPPPPPLLKSAEQVAAVRCTNSPNISQSKATKPFSVIVSNSQTIKPKPDTSSLVNSLQSLSSISAPVIPTTNMHRTPGVSSIQPNRAAMAKILEEMILQQPSPKPKVLQWPICPNINDQEYLHYTGLEFIVDRLKNPTKPDTAAPSLDITCVVCGLDFSPEWEKTDFEDKFECYYCFTSKLRKTVREEHTERLKQGFIKVVQKEKEFERQLQNQQREEQLMQQKLAEQQRQQQQQIMEQQQRTLQLQLQQQTLEQLQRQQIANQLLQHLQKSRQQPGSTNSALNTLLQFTQDPTNQLLAQLTKRGQQASNTLNLLQNSASSNSEADKSSSGDHGGQSGQLREYLLDLLPRLPTQ--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Mmus_NP_647465.1
MDRMTEDALRLNLLKRSLDPADERDDVLAKRLKMEGHEAMERLKMLALLKRKDLANLEVPHELPTKQDGSGVKGYEEKLNGNLRPHGDNNRTAGRPGKENINDEPVDMSARRSEPDRGRLTPSPDIIVLSDNEASSPRSSSRMEERLKAANLEMFKGKGMEERQQLIKQLRDELRLEEARLVLLKKLRQSQLQKENVVQKTPVVQNAASIVQPSPAHVGQQGLSKLPSRPGAQGIEPQNMRTLQGHSVIRSATNTTLPHMLMSQRVIAPNPAQLQGQRGPPKPGIVRTTTPNMNPAISYQPQSSSSVPCQRTTSSAIYMNLASHIQPGTVNRVSSPLPSPSAMSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGKNCASLLRVEPFVCAQCRTDFTPHWKQEKNGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQQQAALSPTTAPAVSSVSKQETIMRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVPGGLLGMPGVNIAYLNTGIGGHKAPSLADRQREYLLDMIPPRSISQSISGQK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Mmus_XP_017168203.1
MSEEACRTRSQKRTLEPDLTEDDVENKKMKMEKGSSELTVDGDSRVMPEPSAGSAQGLLRTTEAMGTGSGEGLLGDGPVDMRTSHSDMKSEKRPPSPDVIVLSDSEQPSSPRVNGLTTVALKDTSTEALLKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKEATAQKPTASSGSTVTTPPPLVRGTQNIPAGKTSLQTSSTRIPGSIIPPPLVRGGQQVSAKLGPQASSQVVMPPLVRGAQVSQQIHNIRQHSSTGPPPLLLAPRASVPSMQIQGQRIIQQGLIRVANVPNTSLLVNIPQPTAASMKGTAVASAQANSTPTSVASVVASAESPASRQAAAKLALRKQLEKTLLEIPPPKPPAPEMNFLPSAANNEFIYLVGLEEVVQNLLETQAGRISATAAAAVLSREPYMCVQCKTDFTCRWREKGGAVMCENCMTSNQKKALKVEHTSRLKAAFVKALQQEQEMEQRLLQQGVGTASIKAEPAAPHPTLKQVIKPRRKLAFRSGEARVWNNGSSLQASSQLSRGSATAPRGVLHTFSQSPKLQNAASATALVSRTGRHSERVVGTGKGTASNWKKTPLSTGGTLAFVSPSLAVHKTSSAVDRQREYLLDMIPPRSIPQSATWK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Nvec_v1g247547
MDSEIVSKESERKKLSPEIGDGIREVASEENSEKSIETSAASETATKSPSTENTGSTKSDKDDVVEISSDDDSDKISANPTDVQEPMDLTAPKPDSDMSNPTEEKPNDTKLGIVKEKSDEGVKKGDTLADKEGVVKEGSDSDECISQEDMLAKLGLSSVKSKKKESMSNGVDKRPLIPHKPKESIVDFLRAPKLKNTEPPKQKLNGDAAIVINGVNSDESNPGTPEVVDEDELEDDNELQAKEQLIEELRQELRNEEAKLMLLKRLQAAQNDTSRNTSKYQKEKENEKLLSSMQFSTKSVGQLPSKKGQGLPPPPPLKTHVTTAGTYQPPIAIQPKLLPKVGVQQSQHASSLNTAKQPSTVQGIKGSAASPCTGTSAIKDLQNVISSMSTNLIHPTPLYMRTGNQASVYTASSQSSPVRPTPVRANSSTGASSSSPSGYSSFPAHGSTGPNKACLSQAMSAGKQAAAKMALRKQLEKTLLQIPPPKPPPPEWSFLPSLNSTEFMTLVGFEMVVDVLAHKKSVTGGSELSSPSLCGQCGTDFTPGWKAKPKNKEGVLMCEKCSTVNVKKELKAEHTARLKAAFLKALKQEQEIEQKMGEVTPIAPKPQSQKGSSSSSSSGHQHHHVSHSQGILHRHHQHVQPGIYHHHGQQHSDSLLFQLQQQHIQQQQQELEVARHQADIRWHPYLNTQHHHSHKPQHHHSYVSDSDRQYLLDMIPSLPAQSLGYSSSRI-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Nvit_12007
MVRGENEEEPLRENDDNNNRVITNNEDAVLVVQDDTTTTTTTTTMSSLKSCTDVATTAAQDNGTCWDSLPSVILLEIFSYLPHESRIQASQVCRHWRYGLFHPSFWKKITFTLTDNDSIVWSRCLSSWFQFSVQEVTIRCESANNFVREALFVLKKLSSNKQLRKLLLEPTSCMFEYPTQDVNGKKLLEQLLTIMETSNSLEALSLGCIEELTEDLTYILEPLKNNHSNHLTHLSLASVKDDPDRYDFLELECSMFRSFSKLTILTIDYDHVSDELLQALNSGLMERLVIHVHGWNGEYIGASNNAWMAFTEKNPSCELRLNLIHSYNAVRVLDSEILQPAMPLTHLKVLFCESVNFMALNQLSHWYPNTLQSLIWIDSFNSQKNTVNQMYDVDDVDGPDPLVIAAWQCKNLSEIVLIGKKYCLHNLLAIVRLRHNMKKLEFAESDIVYEESASDREAIIDEVKDVMGKQWKLLSDKELPKVVINPLNGDSREVIMPMVLRDQKAIKSMEAMDLDGDAVVDLSVGSSNRRESPTVPANSVNDAGPPLDLGVNYSTTSPSVDNNMPEPRNIQNSSRGILAPKSGDERRPRRNLRPRTERSYAESPDEPRMNGYLNGNASDSDEAEMPPLLPIKELSSDELAERERTLRKLKEELRSEEMKLVLLKKLKQSQQLKENIAAVPKVPCRIPPPVICQPATSHSHRTGKAPPPLLRGQPAPSRNSSLHAPPPGMLMAPTTGRNAISSTGMPPNMVIPQPPHPRVRSSGNPSVSSYHPPADRTERSTKDPTPSPAHQVQSKLIGPQDNKPAAPHNAPVIPEQDRSSRDDSQTPAQRQAAAKQALRKQLEKTLLQIPPPKPPPPEMHFVPSPSNPEFIYLVGLEHVVDFITKEPAIPPPPEPFECTQCKTDFTPVWKWEKPANSNKKDGPQGQHATFQRPAAGRDPRVICEHCVTTNVKKALKAEHTNRLKTAFVKALKQEKEIDERLAQTACPSPDPPAPKSVPKTSTPNRRVTTPPAPSPQVQVPPPAPTPPTPNRQDHPLVKLAAESNKFQHPAAAAAAAAALQQQLLRELTKNPVPGLSPHQPLPAHMMPAFNPLLYPYQLAMAQAAGGKGLAELQRQAADIHRQYLLDMIPSQASQGQGNQAPPRAHPHNWKT
>Obim_22024278m
MKPKEGERDGSNVKREDDASPVKSEDSEKENLAMDMPVDLSTKPPSSPDIITLSDDSDDEKKALNGAKELTADEKRMRKKLVKTLQAELRNEEAKLVLLKKLRQSQLSHQLQEQSNVVANNKQLSNRQQQQQQQQQQQQQQQQQSVPPPLVRGNHTNNQPLQSSKSNSSTHQFMRGSQQMAAQMRAQQMQHQQGPPPLVMTPRMHSMQNMRTNHNQMSNSNNNLMSGFRPIHTPPVQSQPPAPPAQPVETTAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLASNEFIMLLGLEEVVNYIVDSDLIARGEKNLDHKMICNPFSCVQCNTDFTPVWKREKPGSKNVICEQCVTSNQKKALKQEHTNRLKSAFVKALQQEQEIERMQSQGINMPTTVANNLNMGTTAPMNLTNSYNKPTTDHFRHHQTLMHAHQMQRPNQPIGLQPFTARGPFHYQLPFTKPDLHRQYLLDLIPPRPRGTMPWKS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ocar_comp34239_c0
MAADTKGDKAESKKSERADSSAKRHKPSLSDDSGLSEDELKRLEDELRAEEAKLTAMQQSLSKMKETRKEKKKPPPLVHPPHSSSSNGFSGPPPLRRPDSDSGDQATKKTKLNYLGKGRVGKGTPKGAPSVISDFMNRPGLDRRLIDSVSEDDVREAKWRLKVRHMTSRQTFYKQLERSFANVSSPRPPPDQWPLCPWAASSHFSSLLGLEIVVGFVQTGKLPSDQEGTGVAAHQYMKCSNCGLDFSPVWRLVRDAQKQCIVCEKCENSRIKQALLSQHSRRLQGAFSQAAHQEKEFEATLKQQVMEEAVRIKGEKIYRGPTGAYPMQNQPVQPRLVMGDGIRVDAGPKVVS*------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Pbac_comp46758_c0
MNGDTVVTTITNGDSDCVEKKENNSNNHQIDTTNSDDKVDEGSNGSAPIPQEMMNTTPPAAPVAPPVGVIEALQSSSPPTPMDTTAAVIPPAQGIEAVAASPPVSAPTAPTAQTNNRIDPNEIIAQLKESLRQEEAKLQFLRKLKMTQAKLKERQEKFASPGSGGVQTKDESREGTPPVSAIPPPPPLLKPTDNNIAANNNNNNSSPGNTKPYSVIVSNSSASSQGNIKPKTDPASLASSLQSIASIPAPTIQSSSGGSLGRSTVQPNRAAMAKILEEMILQQPSPKPKVLQWPICPNINDQEYLLYTGLEFIVGRLKGGPKQAKVVNPSVDISCRECGLDFSPEWEKTDTDEKFECYYCFTSKLRKQVREEHTERLKQGFIKVVQKEKEFERQLQVQQREEQLLQQKLAEQQRQQQQQIIEQQQRTLQLQLQQQTLEQLQRQQIANQLLQHLQKSRTQPNSSTNALSSLLQDPANQLLAQLQKRSQQNNSAASVLAGVGSPLFSINKLSKLVSTHLLKPPLLPKKKKV----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Pdum_GATAD2A_comp224048_c2_seq7
MSQEVAEPAVNAGNGKTEEDIKHTNEETPSKTVKSDIAPPLQNGKRPRENEDESDKEENGEVEDKEIEAKRLKVSDEDKKEAAPEMNDVNAKSKDSAPQSNGDSDEASKSEKAESPEKMDTAESPKEEEAATKDVEKASEEKKSDDEAKSNSEEKEKSKDSKEVPPASDDGPLDLGVKKDSSKAAPSSSDKSDKSSKVKSSDAKGSESDKENVDEGPMDLSKPLNLSSKTGEEAMVMSDEDGSENENGRRPRLTNGSVEMSTEQVRERKKLVRLLQENLRNEEAKLVLLKKIRQSQMMHTLQDSQSNQVNKGQGSQNSSRGAIPPPLVRGQPNSQSLSGMRHSNSMPVLNNRPSSGSGHSRSSSSNNQGPPPLVMAPHHGSQSMSREHGSGSSSRSGMHSVASSPNLMQGYRGQSSSSQSQSNQPEQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMNFIPSLVGNEFIMLVGLEDVVKRITEKEKEGKGEVKYVFNPFTCVQCSTDFTPVWKRDRPGSKNVICEACVTSNQKKALKQEHTNRLKSAFVKALQQEQEIEQRMQQQQQREREREKDREKEREREREREREREREREKERETQAAHLAHTAAALSAQHAMAAAAAGVITSPMNLSTAMKPTSEQMRQHQNLIQAHQAQLRAAGPLGLQPFNPRGMPFPFTPITKADIQRQYLLDMIPQRSLSGNSMIWKT*------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Pmar_1039
RPAVKKDKENMCDEPVDMSTNKSDAKKEKRGPSPDVIVLSDNESSSPTANGYCKDEAYVAAHTRAKSSTPEEREKMIKRLKDELRLEEAKLVLLKKLRQSQMQKENVTQKQMTMPRNQGSVVPPPLVRGGQQGPPKFSHHQSSQVVMPPLVRGPQRLEQMHGSRPGTAPPPLMMAPRVTTPSQMQGSRGLSSSGLVRVTTVTPPTSGVVNYTQSMVRGSGGASSSPTPARSESPASRQAAAKLALRKQLEKTLLEIPPPKPPPPELNFLPSAANSEFVYLIGLEEVVQSLLETQGKAAPQPMGREPFKCLQCQTDFTARWRHEKGGTVICEQCLSSNQKKALKAEHTNRLKMAFVKALQQEQEIEQQIQQQTVSTPTQNAKSHMQQLPLKQQQSTRPSQSMVQRGHQPPHRGVLHSFPQPPQMQASSKLLGLQAGVNMAYVTPNLSGQHKPSTSTAASPAERQREYLLDMLPSRSISHPTVHRP-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ptep_10240
MNSEIIPKARRSRGRPRKTSSSLPNIAKSATPLKHSPSYTPKRKQLLDAPSDEIQVIGFNGFETSQAKKPKSEDLSDPNAAKRLLPHRAARFTESYGGTSPDVVIISDEEQGGDDSDSDSDSDCGPIPSPVIVVKSKEELEQYEENIQHLKQMLCDEEMKLVLLKKLQDSQKSKDLRRESNSSPLPTTGQPSSSSKSSSTVTLKSGVQIQPLPSKQLISNNKFLSSKKEMKFESTSHFNKAVPKASSVSSSVKHTVKAELNDSVASSVSSNSAEKINASHLQQYPLLKNLSAQITITAVPPVGSPAPTNHSQPATVSNSNKSTPAPVSKEDKGESLSHRQAAAKLALRKQLEKTLLQIPLPKPPPLKLNFFPNANSIEFLCLLGLDFVVDFLTKTKKSSVANPLTCAQCSTDFTCAWKWKEVDKNGVKSYDVFCEACINSNIRKSLKAQHTNSLKAAFLKALHQEKEIDKLTTMPSKSHSPTPRESSRTHLPSPSPAHQNSSMSVHSLPKHGAPVPYIPKVAPSLNHAAALAQMTKLSPQYQQLLQIQAQHLFATGVPLHPSMLSPFMSPSPNHHSRGKSSVPSDLRRQYRSDRVQSPSIPHSSSSWKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Ptep_12931
MDEWREKPFSYESRDRGSYSTSSYGLDETMDLSTKWRAPPLAERKPLGSISSTFPQSASTSNTSEPGSGERNSELKRSKSSHHVRMLPRKRLHISSESQPPNNSASSCSSPDVIVLSDEDKPRLNGHINGYESDSRNSDPEPMEMPPLPVEKVWDPIELKEKRRLLRELRDELRSEEMKLVLLKKLHQSQMIKENILNQAAAAVAGKMVPSANRGTSNAVPPPLVRSGQISQSQNKMLSQQLSHQSSVMNSSLICNQNAHGAPPPLIGQRGNNSTSGSTVSSNIMGNMMRNSHNSISRTPVTTPPNIVMGYNMHNLSQSAQSNQHQLPINQASAPQACPSPSSSIQSSQMERIDNQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFVPNANNQEFICLLGLEKVVDLITEDPNINRPPPEPFECVQCGTDFSPVWKWQDAGRSRMLKPSVICETCVTSNIKKALKAEHTNRLKTAFVKALQQEQEIEQRMSQAMSSPPPPIGISPTHTPCSTPTPAIVTSSGPSIPTPPAPHSPVHGLMSKMSNNGGVSGSSSSQSSLVNSASLLQHLPKLSAAHQSLLHAQAQQLQHFAQTMPQPQPAHMYPFGPLLAAQAYSYQLLGKNPMSSAELQRQYLLDMIPPRSLPQGSMNWKT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Scil_5034_1
MDKRLTMEQVRKLQSQLAAEEMKLTIMKQMRQSQRTDPREDFPGGKSASQSQQHKQEMGQLEQHQQEIGGHSSGSLSRQRHDQLQPAPPPLQPTYRSSTAQRSYQSSPPSSKVASTAVHEYSSSSRHHHHQQMQPRSATHAPYPSQSTTYPRHHDRYRQSPSSSRQRYNDPTARMDYAAHDARLPQSDRGRSVSQPDLSSEQAMDCVPPPPLLQHVHRAGGRRVESSGSHSAPLPSMDAPPSLLPSSQVPMERDHHLHGQTSSQMGGAPSLKQQQHDSIRDMPSYHHRQSPNSLSRGRSNQVAKSHHQHVPAAHSRVDYANQRPSTYRPGDARDMRAHALPVNASAPDAPQGGTWHQVAKRMGQLIEDREQYIRRGHIPNKPPQYTWSLVPTAAPATILGLIGMDECVRRVELAMANLPPPDPERLAQTHRPVCAHCKADFAQFWRSFEEDNKMVIVCENCDWARVKRPFVMQHTARLKESLHKVDAINEEMEELQVKSGVTLVKMDQGPGR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Skow_002736406.1
MSDDASERVTRSGRRSMPSSPTKLSERRSSADSSSSERCTLTGKRQRTCDSEDDNPGSPGKSSLSSLAKRSDPDQCDGLHSSKRARTSDDDHSVSSQELSSNRENNGDHYSVQNVDGENFIMDDSDPEVSFKENSFRVTEEDVKSDNEGEAETNVDVDKSDVPLTKEPTKVESLSVSDVLSNDDQGNSQDSENGVKNTDILEKEPVKTGDNDVKSISADVLDINAKEESVESVPEISESKTEPKNSEKDFDKKLNDKSKEPEKKVALADEQETVCEKDETTELKETTSEKDETKESNTSEKDETKESKNVSVKNIEAVENTATEIGDESGKDKGEQKDVEMMEVIEDESSDKPQSESCKEPQNLSVINDASENKDEAHNKENDSQCANTDSSAESERIQRLREERKNSSSPEDIIVLSDDSSGPMMNGIEDDSSDASSPRPPKNGIKTLTPEQNSERDKLIRRLQEELRNEEAKLLLLKRLRQSQLQPAVVKDQSTAQSGVAGKLPIPRNPTAAPPPLVRGGQVPKQQQQVIMPQLVRGNQLQTLRTQGGAQGPPPLMLGPRSGLHIQQPQLVRPPIVRVGNSSNLVTYATTPTTYTSMQQMVQSQQIKVSTPMSSMSNESPASRQAAAKLALRKQLEKTLLQIPPPKPPPPELHFLPSAANNEFIYLVGLEEIVNRLMEDPNKVKEFIEPFICTQCKTDFSTVWKRDTKRTTGVVCENCVVTNQKKALKAEHTNRLKTAFVKALQQEQEIEQRMSQSTASTNNSTHTTHREHLQKVQQEQMRQHQQLVQAHQQQMQQRQQARQVYTHIPQAHLQPGITYAYIPQILPKSQVITTTAQANDRQREYLLDMIPSRTIQTVNWKQ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Sman_ModelPK
MEPTTKRQCFDDVLDLSRKSNHVTNGNDKLSSRNDDDVIMLSEDEDDRLLGSLCDEMEKENAPKQSLLSKSRAFLFKLESELRNEESALLLLQQLRANQRSHALQPKSTKVSSSVTTTVRSTQSPVNQVRPAVSQAVTRNVPSTAGSRATQSPAQNTTAVNPTNATPITKVTKGMAIHALEQQCSGKKAMLRKQLERTLDKVVLPKPAVGNGLSVVPFVPSTLTNEFTSMIGLEEIVTTIQDFDPLNTDKSSEQSRFINPFSCSRCGTDFTPVWKRXRPGSSEVVCEACIVDSQRSVIHKAYSSVISAALKQHAASEREIEHEYQDVVNSPAKLEAFIKEHERKLLVTQQAQVAQQQQQQMQQVASATGLHNQRYHQQRQGFQSQNVFNNASSSRHGQTNVVNSASSSQLGMPNVSSRRQAASNNVSVNSPVSLPIQQQGHAAGNVVQQLASRYQQPTKAAVAAVVGGGQSPVNHSVANNSATANLMMTAATNPMLAAAAAVSATNQQHQSVAQQQLTAAALAQXRLAAVAALNFQHQQPHHTQPSAGAVTPNSPIDHLAQFTQMQTLLMSSLLGNAAAATGAQATANTRQQQQQILQHALLQYTYLLQQQQAAAAAQAQQQQNQQVNAAALQQLMSGAAANPAACMTLLQNLWALNAASNGVKK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Smar_015736
MADSSGDNLSKVGRKRSRPTTPEDADPRRWLTSFREANYTENDAKRSLDDFDMDQPADLSVKKEYNNDSPSMNKCMDLSEGPQSAESSSRSSRAHQDENVSPENDVIVLSDEEAPRMNGHVNGCTVNSCSDDDLPLPSSELREMTQEELQEREKLVRRLRSQLRNEEMKLVLLKKLKQSQQMKESLAIGQNASKGTNLSGRNMPPTNIPPPLVRGGMNQSSKQLSHHQSQQHLMMPPLGPPPLVMAPRVTSSSSTTLPANVMLQQSMIRGSGIMGRLPMNTPPNMVLGYPIQGQSQSSLLQSNNSSGNQSGNQNQGLSLERLDNQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLVGLEVIVNFIIDDKKLDEPPKPFECVQCGTDFTPVWKWDNINKQTVICEQCVTSNIKKALKAEHTNRLKTAFVKALQQEQEIEQSMAQVSNSPPQRDATSNSVPTQLAKLAAEPQLRQSAAANLSLAHQQMLRLPQHQPLPAHMLSFSPLLSQGYPYQVLGKTPVSSPDLQRQYLLDMIPPRSLAQGAINWKT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Smed_15001007
MEIEVLDLSQKPICLNENDLPTAMDLSRKVNSQGSGVICLSEDEDDENINQLLTKLNIEKPSMKTIEACQLLLHQLDERLRNEETIEILLAQMKHTQKKIPPSTSPANTSTIRQNGHVAQPITNNNISNTTNNNNPISQNSNRPNNETSIENSPNNQTDAQAVPGNRTSAHGASNNTTAPYTNESNKSSSNGPRMTREMAMQALDQQYLARKALLRKQADKALSEVPLARPPQGAMAQSDLNLIPSTATNEFVALVGLEEVVKNLQEYRNLALGHNTNEVRMVFTPFNCVQCGTDFTPLWKRERPGSSKVVCESCCGENYRRALQNDYQDKIRLVLKKYQDQERDLDRDYKDMLDSPKKFELFRKEQEKKLLAMSTTNNRPNATTTQPGSRTSTGHHHQTPTSTVTATQSQGRPSHRPSNTVSTVSGAARTAPTTVSGGYGQQQQMRHQNTAASGISATSTAPSQLTVDQLAYMQMFQALNQLGSSSNLNQQATRQQQQLMQQILQMAYMSSASTLLGGSTNNAAANSFVQFLSNMAGLLNNPSSTPETTGASANSGNNNALLNYYLSMLQQQQATANSDK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Spur_784127.2
MSEEASDVTTGSAPGKRPLELSSDINADSDDSSVAPKRIKVVDENNKVDSPKSHNAISNGGLDSPTSNGEDKHEPEDNGNREDQADAVPSSVAQAEKTQAESPLQPEANGKDEDTAGTPASETNSEEPAPCNSNSDKSEQAETSDEQTEVDPPSEKDTDQSDEHKEESNSVNVRDVKPDRTDNSGSCNGEGSKQKNNASDADAVQSSEKEESEGDKVNGAESDSEAMEVDVENDTVDTAGTSSGKAEPKSESKSELESAPKSEPKSEPVSTSEPHSVSDTSVPKDSSGAQTVDTSKSEQPVEEDMDSQHSAKDSDSNDKMEITPDDKDNDSEKLNNIQPEDREKEETETSEKKTMEDSTNDAVVVSEENKENKVEILKDCLHLLSEEQHEARSIIMKKLQEELRNEETKLLLLKKLRLNQQQPVSVPTKPEGAAAAAAAVAGANGTGPAVGHRTGLPPTMAHSSMTGTKPHASIQPQSNSSSHRPDMPQLMRGSHIQRQLHNYQKGHSGPPPLIMAQQTSRSSSSSSTSQSGQMVRAPVVRISTSAGASTTPTHSVSRQMQHQQQSSSRQSQMANDGQSAASRQAAAKLALRKQLEKTLLQIPPPKPPPPELHFLPSAANNEFIILVGLEEVVNTILDLDKKDKNQSKGFVQPYKCAQCNTDFTTIWKQVKMDPKQGIMCESCIVSNQKKALKAEHTNRLKTAFVKALQQEQEIEQRIQQSQSTTQQPSTSRVSSSSQRHRTQNIVHRSQASSMHHSSSSSSSQAHRQRVMNPAPSQRVVQQPIHYAYIPNFPVSAPQIQIIPKQHMVATHRTSADRQREYLLDMIPSKGLGHPQNSVIWKR---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Tadh_3376
MRDGTNSKTDELLTKHDNTNHEINGNTAYPESTKEKTATHLENENNIARKNSNVNTHSTKLDKINKLKEDLRHEEAKLLLLQLINQSQNIKDSTNDRFSNNTNNSALSDNRYHVKERDRKRPIASNELSHSVSMNNRFSSSVDYSSNSNVMPLLPKRTKLMDIGSPTSSTNLESNQNINTALVNTSYPPKIIYVGSINPIQSSTLTRSGLPPELKTASTTTNNTRVITTNKRAQKVALRQQLDNLLRQLPKPEPYSQPWKVIPNGSNSRFSMLLGLELVAERVTKTDSTSKSISKSSDATHLACADCKTDCTSMWNLLNDDDGNIKLLCIECVTKTRTKSSLENYKAILDEIITKSKEVEKGLANNEPSGSHSGAATSQVTASISGQDATITNSTPILHTSQYQQHGYRPQADYIYQVPQSSYVPFNPVTQHFRHPHLASLSTQSFVNAQQSLERRQREHLLNMIQRPVPLEWN-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Tcas_9782
MGIVSTNSAQSMVYSRRVLRPRTEPRSYVESPDVLINGTLDKPRTNGNADYSSDSSEGEMPPLAPIKELSPSELKQRDRGLRRLREDLRAEEMKLVLLKKLKQSQQLKENVAVLPPSIPQSALPPTGLPSGLSITPTTVKVPSNKNQPPQSLHSRHPNSHKTGQGSVPSLLRGQPPPARSSIHAPPLSGSPLSSRGANLSVPQPPQRSSLGRPPSGFPPGVKDLSPSVTITPAPPQPSKTASGLDSKGLGTSVQTTPLGEPQDRSRDDGQTPAQRQAAAKLALRKQLEKTLLQIPPPKPPPPEMHFIPNPSNTEFIYLVGLEHVVDFLTKETRMPLPPMPFSCSQCNSDFTPVWKWETKGKNRGIKVICEQCVTNNVKKALKAEHTNRLKTAFVKALQQEQEIEQRLAQNGVFTSSSPAPSPVTPEAVPKSATPTPTPRHAATPPAPSAQQTPPPSRSSHSSSDKFSQNAAMQALQQQLLRSLTAGAPPAHMLPFSPLFYPYQMAIAQAAASGKGGTPNMAELQRAAELQRQYLLDMIPPGPGQRHNWKT-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Tgut_14304
MSEDSCRTRSQKRALERESEPDNKKLRMDKGILGSDLGSEGDVKIKADPGAGKIPGMLKSGEVKATIKVELPAGDEPVDMSTSKGECRRERRVPSPDVIVLSDNEPSSPRLNGLARLGLPEPGAEALLRSPEQREKMIKQIEELRLLFFQAAFSRCSLSAFSFSSFPRAPLETLRPPPPPLVRGPQAVPAGKTSLQNSETRGSSGEKGNLSGIAAPPSKLGSQQSPQIVMPPLVRGAQQIHTIRQHSSTGPPPLLLAPRASVPSVQIQGQRIIQQGLIRVANVPNASLLVNIPQASPTSLKGSAVPSGQAGAALAGSTGACPDSHGSREKPGKNREKARESREKLPASPSSHGVSFSRFFPSLANSRCLSLREGDTPCLSLREGDSGQFQVFVAVAVSCREPYLCAQCHTDFTCRWREEKNGTIMCETCMASNQKKALKAEHTNRLKAAFVKALQQEQEIEQRILQQAAPPGQPKAEPMGQHHALKQVRPRPRAASAAGKCPRASAWLGSSGQMSRGASRGVLHAFSSSPKLQSSSGGAALGGRPGKHAERAGGKGGAAWKKNPIGTGGALPFVSPSLAVHKSASAVDRQREYLLDMIPPRSIPQSATWK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Tgut_15900
IPSRPGAQGVEPQNLRTLQGHSVIRSAASSALPHMLMSQRVIAPSPAQLQGQRGPQKPGLVRSSTPGMSPAINYQPQSGSSVPCQRSSSSAIYMNLASHMQPGSVARVSSPLPSPSALSDAANSQAAAKLALRKQLEKTLLEIPPPKPPAPLLHFLPSAANSEFIYMVGLEEVVQSVIDSQGHCPRSARAFRAFRARSVAAKLWGLGSTGGIPVRSSRTHSHWGLMGWHSNGMERANPALLPQEIEQRLQQQAALSPTAAPAVPSVGKQDGILRHHTLRQAPQPQSSLQRGIPTSARSMLSNFAQAPQLSVAGGLLGMPGVNIAYLNAGIGGHKASSLADRQREYLLDMIPPRSISQSISGQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Xtro_43100_4
SDQDRGGLTPSPDVIVLSDNEASSPRSVSRWEERIKVANLDMFKGKNLEERQKLIKELRDELRLEEARLVLLKKLRQSQLQKENVLQKNPVAQNAATIVQPSPTHVGQPGLSKMPSRPGVPGLDAQNMRSVQSHGVIRTANSAHPHMLMSQRVIAPNPSQMPGQCVPPKANMIRSSTPSINQPISYPQTSSSIQCQRSASSSMYMNLGSHMPPGSVNRVSSPLPSPSAMTDPVSSQAAAKLALRKQLEKTLLEIPPPKPPAPLLNFLPSAANSEFIYMVGLEEVVQSVIDSQVKGCSSLLHMDPFICAQCRTDFTPHWKREKSGKILCEQCMTSNQKKALKAEHTNRLKNAFVKALQQEQEIEQRLQHQASLSPGTPPIVSSKQDNLMRHHSLRQPTQPQNVLQRGITNARAMLSNFAQAPQLPVAGGLLAMPGVNIAYLNAGMGGHKSTSLADRQREYLLDMIPPRSISQPISGQK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Xtro_62129_1
MTDEACRTRSQKRALEREVTQNDVDTKKIKLEKGMLDIKEDGDLLLKTESSKLPGLLKSAEVKATIKLELPAGDEPMDMSTSKSDLKREKRVPSPDVIVLSDNEPSSPRMNGLTKVPKEPSSETFLLMRKSSPEERERMIKQLKEELRLEEAKLVLLKKLRQSQIQKDTAPQKVHIAMCNSCVTSRISGTVIPPPLVRGGQQAPSKQSTQIVMPPLVRGAQQIHNIRQHPSTGPPPLLLAPRASVPSVQMQGQRIIQQGLIRVANVANTNLLVNIPQASPTSLKGSAGTATSISSANSNDSPASRQAAAKLALRKQLEKTLLEIPPPKPPAPELNFLPSAANNEFIYLVGLEEVVQNLLESQGKISQAPSSHEPYICAQCKTDFTSRWRQEKNGTIMCEVCMSSNQKKTLKAEHTNRLKAAFVKALQQEQEIEQRILQQSSSPAQSKADHSVQHHSLKQVLCNRHKGHSLSDTLHSSQTGWALTSPTPISRGLSGTTRGILHTFPPTTKLPNAGTLANRAGKPGDRSLNKSNMTGNWKKSPINAGGTLAFVNPGLAMHKSAAVDRQREYLLDMIPSRSITQSSTWK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Phyml phylogenetic tree
(Avag_62567001:0.17866103,Avag_8759001:0.28897289,((Hduj_t08773:3.00223092,(Smed_15001007:1.56448460,Sman_ModelPK:2.01437320)0.998000:1.12506961)0.212000:0.09136525,(Hrob_18931:2.10282357,((((Bflo_32698:0.45472192,Skow_002736406.1:0.58225923)0.996000:0.38987657,(Spur_784127.2:0.80598924,(((Drer_36714:0.13763206,Locu_10595:0.11302094)0.962000:0.08589884,(Lcha_15768:0.10291346,(Xtro_43100_4:0.21601233,((Ggal_XP_423773.3:0.01015228,(Mmus_NP_647465.1:0.00939569,(Btau_NP_001178976.1:0.00309431,Hsap_NP_065750.1:0.00313401)0.741000:0.00159897)0.998000:0.02823859)0.818000:0.01011498,(Tgut_15900:0.23906291,Acar_XP_003229323.1:0.02091455)0.833000:0.01360763)0.891000:0.01808561)0.942000:0.02935029)0.974000:0.08046591)1.000000:0.58560002,(Pmar_1039:0.42407810,(Cmil_AFO98767.1:0.17913023,((Lcha_10078:0.10661955,(Xtro_62129_1:0.19492206,((Mmus_XP_017168203.1:0.07485695,(Hsap_NP_001287875.1:0.01605187,Btau_NP_001096560.1:0.05608393)0.000000:0.01747473)1.000000:0.16184186,(Cpic_15717_2:0.02758444,(Tgut_14304:0.44972334,Ggal_NP_001012570.1:0.05978685)0.789000:0.01026438)0.921000:0.01856869)0.973000:0.03413988)0.967000:0.04626490)0.959000:0.04293209,(Locu_5915:0.11442907,(Drer_112132:2.78084664,Drer_31168:0.24552251)0.050000:0.08959272)0.978000:0.08301241)0.476000:0.04208700)1.000000:0.25757873)0.805000:0.10692687)1.000000:0.42333556)0.918000:0.18627549)0.963000:0.20998432,(((((Aque_011404054.2:6.11826133,(Ocar_comp34239_c0:1.99688943,Scil_5034_1:6.57756071)0.498000:0.90239032)0.749000:0.75891783,((Mlei_143037a:0.17799060,Pbac_comp46758_c0:0.36504851)1.000000:3.62076907,((Bmal_Bm2395f:1.44050251,Cele_C26C6_5b:2.59344506)0.965000:1.29670995,Tadh_3376:3.84267670)0.181000:0.25411604)0.575000:0.16290902)0.811000:0.15457760,(Hmag_XP_004210122.1:1.81070243,(Adig_v1_11388:0.38635809,(Aipt_21983:0.25011904,Nvec_v1g247547:0.24785784)0.449000:0.15421514)0.996000:1.03157589)0.985000:0.84960525)0.818000:0.14228009,(Ptep_10240:2.15209181,((Smar_015736:0.41921088,(Ptep_12931:0.45212862,(Lpol_XP_013788735_1:0.14758655,(Lpol_XP_013788674_1:0.25120529,Lpol_XP_013777745_1:0.14518234)0.951000:0.08405846)0.998000:0.32552482)0.991000:0.26725652)0.997000:0.44669135,(Cacq_4654:0.34214611,(Nvit_12007:0.46561097,(Tcas_9782:0.35171004,(Apis_5158:0.71585498,((Dple_EHJ75910:0.73525495,(Aaeg_021697754.1:0.23681422,Dmel_NP_001261684.1:0.24041511)0.974000:0.15250449)0.429000:0.12660468,(Dpul_306877:0.95535191,Hazt_018026377.1:1.21465887)0.892000:0.25098620)0.819000:0.08857923)0.325000:0.08855268)0.069000:0.12074452)0.963000:0.24058594)1.000000:0.52411352)0.167000:0.15268685)0.881000:0.17755405)0.833000:0.17988838,Hrob_18065:3.24249017)0.201000:0.08828814)0.895000:0.20629594,(Cint_XP_002121701.1:1.69770081,((Obim_22024278m:0.43817525,(Cgig_EKC41807:0.54664634,(Lgig_23176:0.41439300,(Acal_XP_005101494.1:0.25334942,Bgla_6705:0.27648811)1.000000:0.30453868)0.870000:0.11007816)0.905000:0.11178666)0.985000:0.21759334,(Lana_XP_013387930_1:0.74037506,(Pdum_GATAD2A_comp224048_c2_seq:0.64539863,Ctel_225755:0.90888070)0.887000:0.14644185)0.071000:0.09389745)0.991000:0.45216262)0.510000:0.17814585)0.834000:0.16798465)0.786000:0.15507802)1.000000:2.70376256);
MTA1/2/3
Protein sequences
>Pbac_sb3465958
MIRGKCFVFLLTVVDSPMEVLSKEDNFFFILGYDAATHEIHEDKGSIMLGRRYQAEMPDFAINLAEPDQDTLIWDPSKCDDMKYEQLCFLSKSLQELRNIMCYTPNTAALNPQPDDLLFGAMDALHATGYGISEVPARLVEHRGILDSWSVDERVIFERALLKLGKQFNVIRQEFLPWKSSESIIRFYYHWKGTDSYKVWKAQYQDTSGLKELNLCLKTPKEEGPLRAGKCPGCMCKECSWYLWGPEHASRHICWTCSLDWRKYGGFWDAPELDLSWDSSVGSSPSSSIFLCRQCGKSFKTKSHMRRHEALVHTNKGEHVDVWMCGKEGMRSRRKIGRRRIRVAARRPFRLILGEL
>Mlei_63910a
EPVTEKKIGDYVFAELSTREPFWICKIEEIQKQANSDVQIKVKLFFRRRHISADLLVIADKYTWELAEEPAYNPDYVKLHYKLLQRNLFVSKENVIISADMIRGRCYVFLLTTVDSPMDVLTNDNKFFFLLAYDVSNQEVHEDKGSIMIGDSYQANLPVCKGRSSPDEEERDPIIWDPQKCSDKTYSQLNSVVRSVQRYKHFAKTNLKTRPLQVHRDVHLFGAMEVLNRENYELESAGLALVLEQQLTADVIDTWNRDEITIFERAMYKYGKQFQYIRQEFLPWKSWENMIQFYYHWKGTESYRLWKQQYYIDQGLKEIGVELGTPPLTGSETSTTKCPGCVPKLPDSWFSWGPLSDSVRICKTCAVYWKRFAGFPDSPALEKVWESLSLVDLPHRKLFKCDVEGCSKAFKCKSGLRRHQLLLHDPNRGQLFVCTEGTLAARKCLGIKSIRHIARRPCQAARNR
>Ptep_10286
LMDKCSTDAEFDSYWDNEAKNQNRNRIRVGRQYQATIPPLLKPGEKDGRKLEDLETLKWKPDQLSDQKLEEYMSMAKGISLFSKSVSSSRSPEDNSLQSAIKGLTEFVASHHPCHHDDGCRQVLKPSSSSTESVSKVNTNTWSQSEAQLFAQALEACGKNFSAIKKEFLPWKPVRSIIEYYYQIKPTDKVIPKAEEEPIPSCSEEKPCVKEEKVEEPQTVNTEDPPKDSINFLDHSRVTDPCSPQDVPATSTVGSLKFFQWKHSNHNKKHKKKFAYSYSSSGTQKPLPDPLGLLLCSSSWTPPDGQESIDVDTSSKTSEGYSPSRTSKIDTIKHDFASNELWVKTDNCIISDASKNASLSGKNSPNQCYSSPMKKEVLNHKSALSHGRSVKSPCYQSRSSHSSSPLLKQRPLPSSLSPVYIDLRSSTKESAIDLSSKSDNGLRSEECILCESDPDSEFSPQSSNFTPSAEKEPSCTACNDQLSGTNKESDDNSQLSYLPYHCALPKCTKDYTLEEHIYIINDIDENMCEKNPNWSKYIPYYSHCYPYYVSYGVTSNSAESTDTEVSEAPLDLSSTETKPEKLPNVEKISSSEEVSQN
>Lpol_XP_013780199_1
MDASSDADFDSYWEDESKSKNRNRIRVGRQYQATVPQLLKPGESDGRQLEDLETLKWKPNNDLSDQQLDQFFSVARAVSFFARAIDKYQHSDDKCIQTALRGLTEYVTSHHPCHHDANCQLSQGSSDPQPSGSNSSNDWTYGEAQLFARALEACGKNFGAIKKDFLPWKPVKSIIEYYYQGKPSTSMFSVVEPKKEIIDCDLGDPHTSPDSSEEPDNSEERIDEPSDDKQDDETGSHPNLPTTKAKPVTATSPLGSLQFYQWKVPFPCSQCKKKYVELYEDSRTVQEGFAIVWPEESFGAPSPQSPALSEWRHGRATPYDGTSPSDPSDSDISPLQSPTDKIVKDDLCIKPEVSPCSHHNIEGRKIPFYSSCHKQDPQKFNTLEEVKRPFSQVNCTDVSQQIECSVPISYPSKLKQEVPLDLSIKSSQPSVNKLHAVETNCQTDGKLPDESHPPGLNRSSKQIKRSSFSSPDVRPSVSSFKSSPVGGISKQHSADNKLTLSSNTLHPGSATWTNPDILSPTHTWASLTSYQEQHSGLMPIYNMAYPYPANCVENVNGVSAFLKNMEDVTSSPSSKEKEIPAWTNRPTDYIPLYPHIYSYYPYAYNLSQSWNGAVTPTEASDAPLDLSSPPDNIPCSPKQKETIVSRAVQVPKSLGF
>Lpol_XP_013783809_1
MQDLAFVDDTSCKLISEYADFDSYWEDESKSKNRNRIRVGRQYQAIIPPLLKPGESDGRRLEDLETLKWKPNNLNDQELDEYFSVARAVSFFGRAIDKCQDLHDKCIQTALRGLLPWKPVKSIIEYYYQGKASTSMFSPAKLKKESADMEAGDPHTSLDSSEEPDNSEEHVEEPLESKQDGETESHPDPSTIKTELVPATSILGTLQFYQWKVPFPWKQYKKKYVELSEDGGTTQGGFAVVWPEESLVAPSPQSPSLTECRHGRTTPHDGNSPSDPSDSDVSPLHSPVDKLKLKEELCVKPETSPSAHHEVEGRKTPLYIPCHQQDPQKVGSLNKTKRFFSHVNCDASTSKSEKSGSSVPISYSSKLNKGEVPLDLSLKSTHSPPNKSHAIESNWQTSEKLTNEPSLCEFSESSSQIKLSPSSSPPDLRSSLFSLKSSPVCSVSKQHLLNLASSSNTLTPARTKWTKPASLASSQEQQEGLMPIYNVAYSYPTNCIENVNGGSPFSMDIEDKNSPSCSQEKEEIPTWTNRPVNYFPFYPPHIYSYYPYAYNLAQSWNGTATPAEESDNPLDLSLPLEKRTCSPEQKSPVGTATQVPNSIQPQHV
>Hduj_t00095
LPERMTSVGDHLFFETSPSGPFQIRRVDDFVKNGNSVDARVFVYSRKADLPFAVQKEISGFIQLIAERNAPSPHTQRQLLDHFISSREVFLNKDVETLPTSLIRGKCSVLHHVVGAPKHHYTEVADTFFYHRSWDLQTGEIIVDQKQIQTGTWYQAAIPRLLSAEEQYESSCTDKATLAWIPNRIPDEDILTFIQAAIAVGLMARCVSASTIASREELSTVSKIAGMDCSMVAAYDLLHGNNYDLARSVSALVGEGLWSKRSLLETFDDIDMSFFRIGLHETSRDLKAIHEEWLPWRSFSDLVSFYYLFKTTSYYKAFRTSKGAKQEKGITCVSMAAYETRSCLIRHVPEGQVCYGCYEEADTWYAWGLARSQVRLCTSCWDFWKRYGCLKRPWKSPSQSFKNPTPLVIPTRPPSSADLPPCSPAPKATISVAKQLLLTHRSPPPPQAPQKGWVEKSQAEEFQFTAGDEWRLARRVAGEQYDPKQLARYPLLACGDTEQTEGYFRSCPGLVVDFYRKSKGRKKKMEQVISRKLLAQPHFLIIDN
>Smed_15001712 MTTNNMYRVGDFVYFETSVTAPYQIRKIEELNKTPQGAVEAKAICYYRRRDISKSLIQQAEKHRFLEDDEFFHDSESPSS
SPKIHNPKYLETNDIGYFKDSHLLNPIQCHQAKHRELFLSRQIETLPATHIRGKCNVTLYNDAEPIFDYLNKEDTFFYKFTYDPSQKTLHADRNAIRVGSDFQTQVKADKKKVQKSQKPEGLAYNLSSDKDISQFILITRSLGTLARAFEPYSYTHNPELLFSAASASRDFTLQRAHDYWFESNGCIATAVSLILPGGCPRLFKDELEQWTANEYSLFHQGMEKYGKDFYTIRNQLLPWKSLKGIIEFYYMWKSTDKYWSAKRHKSNNTLDHLKQVYIPSFLKPNPAVLCTKPLDHNSHGCESCLATKSPQWYSWGPQHLSCRLCVSCWSYWKRYGGLRNPASRELANENGPETNLANGEISNSDNNFKCTQPNCKEFRVKSQLYRHLYNIHGIKSLNNGSSRGMMKPRSTLVFKINLRFRLGRVLLSDYIKPKHIAKKPNSMDSSDMELFFKKIEKFPFKSISNDRLNSILKFTLKKIPIDETILTLWEKKGVILNMPDFLDINLSESINRQTTNGVYENTSSLSVKRPFNGEIDQFEPLSKSCKQIIDNGVRPNNSFNEDSNDNSIFVNSVDLTKS
>Sman_168850_1
ASNNMYRVGDFVYFESSATAPYQIRRIDELNKTPTGAVEAKVACYYRRRDVSSALINQAEKYCKCSVTLHNDAEPLTNYLVRDEAFYYKLIYDPTLKTLQEDRGSMRIGSDYQSEIQCLLKSSGQPIIYRDQLEDWSANETNLFEEALDKYSKVFADILSNCLPWKTHKSIVELYYFWKTTDRYVRQRRTKLAAQEHKLKQVYIPNYNKPNPAVLNTDKTISRPCEGCGSLNSSQWYAWGPSNANSRLCTDCWSYWKRYGGLKSIERQQQLNSSTVETNSGGPINITGSVNHQFKSHSIGLSGDIDIYTNDHHHNNNTSATNMTDNANSFFGLAGTPRGTQCFRTPSIIRLARILCPNLVQPLRLARHPGGEISKQQIQHESKTDNLSESNMMLMYATLKAAAQPIISRIDPSILLTRPRRTRRLNDVIDLMASRKGSVAPVYDRKRPPVFTNAPSSKKLHETDDKVNRSKNSSMLTENKCNGRSTASVITKSDCSLSPTSTAVSSRPKSAFTTDPSLMNQNLILTSNGISTDDRTIISKFESELIQ
>Tadh_5571
DYGYFETESQTPYQIRRIKEFIKLPDGNFEVRALCYYRRRDLPQALHALADRTTYQLRQDNNPEMTDETALTEFKHREVFLSRHIESLPTSCIRGKCTVRLLSEVETIDNYLKEPDTFYYTLIFDPQLKTLVPDQANIRIGSDYQAVVPMDTTEVDHTICEDVETLQWTSNNLLTDEEIDQFGLVTKSVGTFARALEQSTSITQPSLHITAAAACRDTTRLFAMKTLHENSYDIAKATSSLVPATGPVYCMDEMEQWSIDEAKRFEEGLHKYGKDFLDLQQEFLPWKPIGCIIEYYYMWKTSDRYLEQKRLKVLTKQHSVKQITITPRESRSENTTANSKKVAIMNGNGPDSRVQDWLNQQNCINCSITSSTSWHTWNVANSNCKLCSNCWWYWKKFGCFKIIPKGDKFPLIMFTVNKHCLNRHLSLTHDMVPPVKKISKASLRPKVEFSMRSTLATKIARRLYKQLKTIKHMARKPLDAIDITAIQTLCKGYKFVLVRIMLGNKIITDISIFQINNLLRFKNWNYTVPKICYSSKKSPLDSRCCKKVKPG
>Ocar_g6846_t1
LDRGLFRGEYVYMEVPAPAPYKVCRLEELSKTAEGRIEALVTCMYRRRDLPASLAQLADKFSIDFEEEDGCSWLTEQLDAKEKHRLKHRELFLCRDYETYEICLIRGKCSVTLLCEVETPESYLNRSDTFYYSLIYDPQARTLQTDRNSIRVGERYQAQTPGLSKEDDNMAEDTASPASPLWRPDSMPNREIDQYMVLARAMITSKTFQPSLHASAAAASRDVTLLHAMTSLHRAGYDLATAVSYLVPQGGPLLCRDEMENWTAEEANIFERALQACGKDFHEIRKDHLPWKSTKSIVEYYYMWKTSDRYTYTKQQKFLERQNKLKDFAIKRASHHHHHHHGGSGGGGGGGGGGGGGGGNHGDANLSGKPCECCKVSLSTRWHSWGPADQHLKLCFDCWAYWRKYAGLNLATKWEASQTAVVDSYKHCNRHFTRKERLATHGCYSSAKSAKKYKVANATSRIFVMRPKSATFLARKLLGGKELRQCARKLGRSVNLALLKGTDEPSRRIPRCYRIRDGSWYRLITNASSEAAPFAATSCAETLQEGEDKGGSYRGSAEGSSGAAQEGAYPRETISGFVRK
>Sman_188270_1
MSVVESEDVRLTEVHEELVWSPSHSLTAQEIDMFCLLAKAVGTYGRAHDTSSSTKQPLLLSATASASRDITRQHAHDILHEANYDLNKAINLLLPG
>Aque_227290
MAEGLYRIGECIFMEVPPPTPYQICKVEELRKNSKGSVEVAAKCFYRRKDLPSHLLLAADRHAMAVEEENPRANNYHKLTDLQKHQIKHRELFLSRQIDTYKIDMVRGKCSVSFLNELEDISSYMEKEDTFFYTMVYDPNQKTLLVDKGEIRVGGDYQAVVPPYIPPRPGSEKKLVHPGDQLWEPNKMADNKVEQFLVVSRSIGTFARALLDGSKKPQISLRLGAAAASRDITLFHAMDVLHQSSYDINAATGKLVPRGPVLCADELEAWSQEEAKRFEEGLQDEKNFLYIQRRYLPWKPLKSIIAYYYMWKTTDRYQIQKRHRMIEKQNDLKEVIVHIRSAPPSGPRTGKAASAGELNLTIPPENTPIPLASDGKGCESCRITVSTRWVSWGPAHDHCRLCGHCYVYWRKYGGLKLPSRWEIVECDASTAGDAPLIEKKPLKERQDKANKKGIRGKDDLTCIPHLPFNMIPSATVLYTREKVGRTLLRKAARVSNFLISPPHSVVTPSDKELQEAIVKHKKRQRCQIDKKLDRVRKALSSPPKQIRLHNSPMPISPSYRAKPRLSCKPTGGSGASSTISTSGTYVPPKPPPGSPPLLATAVSAGSYGNNVVPVRKREPPELEDMRSAKIPKSDASGLVYNEVFFKVNNQIRDVRQGHGRKKIRKLARLSTKTTLE
>Hduj_t02297
ANANLYKAGDFCYFEVASSGPYQIRRIEELIKTSNSHVEVRATAYCRKRDLPTKLQERIANYEDGQDDDDKNGNGEVNEEKLREHRIGHREIYLTRLVENLPASLIRGKCTVHLLVDWEAKATYLREDDVYFYTHTWDPNTKSLSREKGDIRVGSGFQAEVPSTLEEPSERAESNPVVLVWLPNKMTDTEIDNFLMVMRSVGTMGRALDGNSNTKQPGLHITAAAASRDITIASGLDVLHCSNYELSKALTEIVAEGPLICRDQMELWTATEAGLFEEALVKYGKDFEEIKKDLLSWKTMCQIIEYYYMWKTSDRFVQRKRLKQADQDGRLKQIYIPAYDQPSSNDGPDTVKVCEGCHATQSPNWYAWGPEKNRLCRSCWTYWKKYGDLVRPVAGEKKVMLHYGPGIAVHQKAGAVADGHFAAAAAGGDKKGYLLPPNQRSSAHLGNFGYMPPRTSYRTRPAIYFIATQMMKEVRRVGEHIFKPRRAARRPFHWINSAPIKEFYQADAASVQRSKETRSRKKVTRSSAHLGNFGYMPPRTSYRTRPAIYFIATQMMVRRVGEHIPRRAARRPFHWINSAPIKEFYQNADAASVQRSKETRSRKKVFVQRESSGPNDPRIRSAVVYTKGGGTAAARNSSTIERIPSPHAKRMKIDPGDVGAPSKLVIRGRRYGRLIAPNSPEDFFYHLSPALKTERKYMKTVELKKAGRSQRNMMDSVPVSASSSVPPVVAAVPEVPALATAAVTTAE
>Smed_15029727
ASNNMYRVGDFVYFETSAGAPYQIRKIEELNKTTTGAVEAKVVCFYRRRDLSNSLLQMADKENNSQENLMSTLTEEQLHLLKHRELFITRQLETLPATHIRGKARVTQFNDNELILNYSNTENTFFYNLVYDCVQKTVHSGKGSIRIGSQYQVNVPRQASENANYKRRNYETLMWEPNNKMSNEEIENFITICRSLGTYARSLDLTSSVRQPNLAAAVAAATRDITLTEAYNKMQQANYIFEDAVSFLTPGGALTLVRDEMEDWSANEGKLFEEGLGKYGKSFHHIYNDFLPWKSPKKLVEFYYMWKTSQHYLQLKRIKRCENEHKLKQVYIPNYTKPNPAVLGLLSAANPQTNSGCESCGSLSSGQWFAWGPPNLHCKLCDTCWSYWKRYGGLKNPTRRQSKEFQNSSPQSSATMLVHKSVTALYQCPQIGCKHFRQAVQLHNHITTTHSMELVDQNNPLLYEFKNQKNGFFMKPSPEFKIGCKLFNEKLRINFRMSRCFDRENRMHLALKCITKFEMKNLLNEFFKNPKLDLLKKKYISRNFSNLQAVIEKISKVCPTEKLCTNEIVNLKHLRSNNISSDKQPVISEHTRPVNETDKRLYINTGLSVKRNTISNEALCLVPTFQVSEEIRNLRLKIGASFLRKLSRKPFHQN
>Sman_049730_2
TSNNMYRVGDFVYFEVAAASPYHIRKIEELNKTPTGAVEAKVVCFYRRRDLSPNLIQLADKHQKELGTCGDDTQPDILHQIHHRELFLSRHLETLPATHIRGKCTVTLHTETEPYHIYLTKDDTFFFQLVYDPLQKTLQADQGSIREGPQYQAEIEPPCLESADESIHEQLLWRPDNNLTPSDLDSYLLLIRSLATLGRSFYPPHILRQPNLTMSAAAAARDTTHQFALDTLHSANYNISQALQMLAPRGQPILKLDEMEQWSASEGNLFEEALEKYGKCFYEIQNDFLPWKYPKSLVEFYYMWKTTDHYVQQKRMKAIEAEHHLKQVYIPNYNKPNPAVLYPVTSDSGSSASGCEGCPNLTSTMCSDSKTMGVSKTNISITELQARKNSSTVSTDHSTKSNDLGVNNSNAYMLASKVRVSFHFVASVTLRIARRLCVTSNPRRRARQPFKTFDTLPLLTKLTPAESHKLTQRFRNKCGVSLHSLVSRLHKTKCRSSNGVETVFTGEPLSMTTPRYASSDTALDLAVDGSVTTCDSGSLKDPGSMEHSDADCISNKNPPDDDSNVEVISNNHGCINLGPKRFTVGSDVDGASTLMYRATQLIKRSRRFLSLAELRRFGRHPWFDFNVGLSQNGQHPVSSSNLKSHTVTTNSNPGIVTS
>Cele_T27C4_4a
STRVTYAVGDFVYFDDATDAPYQIRKIEELVKTEKGGVDARCVVYLRRRDIPQHLLKIADQAQPTEMEEDEAEPLGVDKLTPDQRLKLRQHEIFMTRQSEILPAAAIRGKCRVVLLGDGEEAQNYLPLDDTFYHSLVYDPNAQTLLADKGAIRVGEKYQAVVDEWMAEDEPELKNEEKEETLVWHPHHALTDRDIDQYMIVARSVGLFARAIDGASAPKLPTLQLAAAFASRDVTIFHAHAILHQANYDVGQAVKYLVPVGGPILCRDQLEEWSTPEMNLFEDALDKVGKDFNEIRAEYLPWKSIRDIVEYYYLMKASNRYTDRKKNKSTTTDEKFTNIYIPPFNKPIAASIYNTSQTTLMNNDNPCENCGTLDALNWYQWGGVGDKKVLCSTCWIQWKKFAGLNQKHPVEAATAAVNTLTPQQQQRAAAANMLMTITQEQFLQLKNQAQIQQQIQQQQQRQAQTTPQVVATPRKKTTPATKPAIVFYTTICRRAVRRILPKAFNLRKLSRRPNLAIDDEKILRAMISAQAAAGDKRSLIVESEFHKGITHLQHALTQAATGKRSAPQAVASGEPSAKMAKQQQQPTAFAASGSSSWTPIVAPSLEDVGNSLLAVNHACGGDGGGCVSNNDAPILRQYLTNHQGPATRIDSVRELMRTRTDSRWFVVKDEDVKMRAGPRMKTKRRLLTRHESRRIARHPCEFHQFLEPFCPIIYPFFTGQQSRTTES
>Scil_023554_4
MCEGLYRVGDFVFMEVSNKEPYYICRLDSISKSSSGTVEATVSRYMRMRDMNTTLKLTAAKHLEDVEEDSNNGFFPSKLSTDQQHQLSHRHLFLTRDNDTFEVSLIRGRCEVTLLCEEESPDYYLKENHKFFYSLVYDSQQRTLVEESGEIRTGPKYQAEIPDMLPPGQEDENEPAAAATQVWCPDNLTSQQVDQFMVLARSVGTFARAMISSRNQPSLCVSAAAASRDVTLFHAMSTLHRYRYNLSQAVCALVPQGGPLLCRDELENWTPDEVAQFEQSLVKYGKDFFDIQKNSLVWKSVKSLVEYYYMWKTTERYLRVKQQKHNEKNGNLKQIRISISKNQPGGAASTPRTVGQASNGNGAQLATAASRHEGRCEGCPATSSVRWHKWNHGGDTNALCSPCWEYWMRYGGLKRPTIHEASQPENRGEHNVCGKTFSRKERPYPCGLKGCKSFKSKAGAQRHMITMHGIGEEGVKNDAPSKPFHLRPFATAIAARRSIPAIALRHSARKPSAPRDNLVLQNGAFYPGVGRQKMWWKVKGRKPINDMIEVLVNMPSSARYRTVRSPTPNYSTHRGSQSSVRARTAAIRMARPGGESPRLLPAKNGDTAPSSAATVAAYMAARQGEEVPRQGAAGVDVVDLTSGEAAAPPKIKRAADENGMLLVFLLLSIHVYDDHYSVLHTSSMCVMCLVEQCSLHPPI
>Avag_32611001
MASCMYRVGDYVYFEGNPTEPYLIRRIEELNKTQNGNVEARVACFYRRRDISSYLVNQVDRLKDDISTDTPSPQPSDFTDTQKHQLRHRELFLTRQIETLLATNIRGKCLVTLHNETESFLSYLNAEDLYFYQLVYDPNQKSLNADRGEIRVGGKYQADVPTLYTDGMVEENPEVREEIIWNCDGGLTEKQVEQFLIVARSIGTFARALDCPTALKHPSLHMSAASASRDATLFFAMDILHKHHYDLAIATCSLVPNTGPILVKDQMEDWSAAEANSFEDAIEKCGKDFGEIQKEYLPWKSLKGIIEYYYMWKTTDRYVAQRRLKAAEQENKLKQVFIPNYTKAHQCLLSQRPQNENKPCESCGSTTSAQWYQYSTAQPHTRLCAECWAYYKKAGGLKYLKKSGPDRRQAANINKLISYKCTVTGCKDCKNKAALQRHYALGHGIMLRSGSPRPLSKPRNTFALFTTPLTRAVRPLCPIRRLARHLSDSINIDDIRNQWEDKSVEDIRSTCLQLRKLGNEVHKTMHLIDLFPCKTENNESKTFDEYLSEYEQRQIQENESNLSTRYPKLLDDTSEFYTQFAHNHTSIMKKRPYESNSNDGPSPKRTISRQNLIKTKSPGAAKLPRRAYTVPFIDPPDGIYLRVTKQIKRLRKEIPPKEIRRVARSPWKKLNTNFDDIVVLD
>Pmar_4316
HCSLLCLLSDYVFFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSNLISLADKHAPVPKQDLGDERQCERKSEHPFCKEKKTSGRLGSAPALHSRGKCRVTLLNETEALNSYLDKEDCFFYSLVYDPTQKTLLADKGEIRVGPRYQADIPDFLKDGEPDCRDQLKLEARVWDPENPLMQRHIDQFLVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLVGRWDAMHENVNQIMSPLEKLTPNVHDALPSDKLTSLVINSASTFFSGNGPSSKDQAEILTDFLPWKTLSSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIAATPVKAAVANGTPPIGLVLSAPQNVGRACESCFATISCQWYSWGPPNMQCRLCSACWTYWKKYGGLKMPTRLESDRAALLRAGGLGPHSSVSRSNGSPKFTLKTRQAFYLQTTKLTRLARRLCRDLLHPLQAARRPFLPINTTAIKATCPQSLAELERSGLVEQLLLTSPRITVLIYAQTSPWDPLEKSVENEQDISPVDTRVAKMSKVCNILKSKLIGMRQTSVQYNVMCGLSNHGQVRQLALGTRPYLINGKPYPANVKLLKPGGMSLVKRRRMNWIDAPDDVFFMATDETRKVRKLLPSLEMKRAARRPYRRITVKPLLGLGLPSVARQPINDEPIVIED
>Bmal_6042e
LSTLIRRVRCFVYFEISSAAPYQVRKIEELNKTPSGNVEAKVSCFCRRRDLPTSLLKVADRAEDDGMKKDHESKGAENLTPKERHVLRQHELYLTRQIEALPATHIRGKCNVTLLSEVETPDMYLDRDDAFFYSLVFDPTAMTLLADKGEIRVGEKYQCEVPDDMEDDDDEGTVVTKREFLVYHPHHNLTDRDIDQFLIVARAVGTFSRALDTSSSMKLPSLHMTAAAASRDVTLFHAMALLHQANYDMGQAVKYLVPPGGPILCRDQMEEWSAAEANLFEEAVEKYGKDFSDIRADYLPWKSMRDIVEYYYMWKTTNRYVEVKKNKAVEQESKLKQVYIPNYNKPNPNLVGPPNPSGQPMKGTSACESCQTDESTQWYAWGPAHLQLRLCSVCWCQWKKYGGLKRVHESYQKVTSAVTTAGFINSAAATAAGSTTSTRNGINGRGTNQMLGRLPSGHSQAQQKMSGGGHSSVKTRVAFYLNTTLSMRIARRLAPKLFNIRRSARRPFLPINGHAIKQFCTDALVAQIASSIIASSAQFGAAVSNIQKRHGSDKGGPPIKRQHLQQTVAQTQQQSAIYHHVLSVATPGPPPSLPATAPPLPPPPPPPTLPSTPPPPPPPPPPPSLPSQPHIAASGAHISSTIVTSPSKIVCTTIRHVTGATTAMHNFAKPVAAVTPLSLSTSVLVPPTITAAATIQQQQQVQQLQAVAATVARTTTTSAPQSQAPQPALLIGVDTTAHDKKATTSGSVLATVGTSRKKNFHPDLKILRRRICPKKIGIALHPCRSSDFVIKH
>Cint_NP_001071762.1
ASSNMYRIGDYVYFENSPSNPYSIRRIEELNKTSSGNVEAKVICFYRRRDISNSLLLLADKHAKDMEEDMDEASTDLSENERHQLNHKELYLSRQLDSLPATYIRGKCSVTLLNETEDLKSYLNKSDTFFYSLVYDPAQKTLLADRGEIRVGCKYQAEIPPLINENGYDGKEDESREEMVWNPNNELSKQQVDQFMVISRSVGTFARALDCNSSIRQPALHVSAAAASRDITLFHTLTCLHKNKYNIADAISSLVPKTGPMLCKDEMEDWSPSEANLFEEALEKYGKDFLDIKQDFLPWKTIASIVEYYYMWKTSDRYVQQKKLKAAEAEGKLKQVYIPNYNKPNPNLIKPVNGESNGKACEGCFCTSSFQWYTWGPPNMGCRLCATCWMYWKKYGGLKMPPSSRLEMHNHKIKGTDKELRYRPPNSGVAIVATGGPQRIHKTKQAFFLNATKLTRLARRLCNETFSIRHYSRRPFEAINIAAIKAECQVRLSSSPKVTTKFPQKKWPPLSVVVVRLLTLRPQLTHQSVKKSLSKIKTSVEVATNNNHHLLPSSGSLKRSHHNGIAGQKMGDNGSIYRVSNGPQKKRCLNSTDASDDMLFVCTDRIRDIRKRIKSSDQRSAARKPTKFLINMPKFAMPPTKHINPEPIVIDD
>Hrob_18496
MAANMYRVGDCVYFETSSAAPYQIRRIEELCKTPTGNVEARVMCFYRRRDISQNLVSLADKHQGGSEEENVVAAKEELNEKQRHQLRHRELFLSRQCETLPATHIRGKCNITLLNETEFFSSYLNRDDTFFYSLVYDPTQKTLLADRGEIRVGPRFQADPTTLLKKGENDGRNLSDLEDLIWDPSNSLTDKQIENFQIVARSVGTFARSLDCSSTVRQPSLHMSAAAASRDITLFHAMNLLHKNNYAIADAISDLIPSTGPVLCRDEMEEWSTSEANLFEEALDKYGKDFIEIRADYLPWKSHKSLIEYYYMWKTTDRYIQQKRIKAAEAESKLKQVYIPSYNKPNPAQVPDKPDGRPCESCYTSSSNQWYLWGPAVMQCRVCSSCWVYWKKYGGLKIPTQSNNNANANNNNASNNKHGHSSNTTASKVFKCTVQGCGKDFRSKANLLQHLSSVHGMSMTSNSPCPVMKTRAAFCLITTPLTRISRQICKSSLDMRRACRKPFHLINTALVKQECQQRLPELMSKLRMLKSRQRIPMEKVSAKLGIDTKMDKPSLLHHHSSKVLGLNGDTNSGASGAVERGGQSKKRARDNDDEGMPPKMAPPLVAAPSLAPSSSAAAAQLSSSSSQPATRTGSVVKQSQPKMRGSQHQQQQSSNNSTTNANNNTSKQQRYRQHSTFEALEDIFFHATESVKQVRKQMTTQDFKKGGRKPWRPISLQQSSSSSSSLPSSSQTDDGAASNAGIVVLD
>Cpic_8355_1
MLADKHAKEVEEESETTNEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQLSSNNGKPGAVNGAMGASYQTQTSLIGRACESCYATQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQSEEEKLSPCQTTEDPRIRTHMSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCLTKLARQVCKNTLRLRQAARRPFVPINCAAIRAEYADRHCEIVGSPLKIKSTRKPLSCIIGYLEIHPAMKPNVVRSMPSLQTPTAKRMLATPNHSSRSILGKRNYSHHNGLEERSCCISD
>Ggal_XP_419452.2
GSVPVLPLRYYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHAKEVEEESETTIEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKIWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPATVNGAMGASYQAQASLIGRACESCYTSQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQTDEDKLSSSQPAEESHVRTHMSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYADRHYEIAGNPLKIKSTRKPLSCIIGYLEIHPAMKPNVIRSTPSLQSPSTKRLLAPSNHSSLSILGKRNYSHHNGLDESSSHSTRTIVHITNGKALQASASTIKTSAIPVKRQRQNWLDASDDGFFIATEETRKIRKFSSLQLKRASRTPCSPILAKTK
>Tgut_3593
FFLADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHAKEVEEESETTIEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPALKTLLADKGEIRVGPRYQADVPDMLVEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAIGVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPAAVNGAMGASYQAQTTVIGRACESCYTPQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQTDEDKLSSSQPTEESHVRTHLSRQATQGTPVRNTGSPKSAVKTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYADRHCELAGNPLKIKSTRKPLSCIIGYLEIHPAVKPSVIRSTPSLQSPSAKRLLAPSNHSSLSILGKRNYSHHNGLDG
>Mmus_NP_001164523.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNTLIMLADKHAKETEEESETPVEADLTEKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPKYQADIPDMLPEGDSDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEACLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISSSNGKAGTVNGAVGTQFQPQSALLGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQSDEEKSPSPTAEDPRARSHMSRQALQGMPVRNTGSPKSAVKTRQAFFLRTTYFTKIARQVCKSTLRLRQAARRPFVAINYAAIRAEYADRHAELSGSPLKSRSTRKPLSCIIGYLEIHPAKKPNVIRSPPSLQTPATKRMLAAPNHTSLSILGKRNYSHHNGLDGT
>Btau_NP_001095434.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTATGNVEAKVLCFYRRRDISNTLIMLADKHAKEIEEESETTVEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHSMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISTSNGKPGAVNGAVGTTFQPQNPLLGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQSEEEKLPPSPATEDPRVRSHMSRQAMQGMPVRNTGSPKSAVNTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVPINYAAIRAEYADRHADLSGSPLKSKSTRKPLACIIGYLEIHPSKKPNVIRSTPSLQTPTTKRMLATPNHTSLSILGKRNYSHHNGLDERLMK
>Hsap_NP_001269684.1
MLADKHAKEIEEESETTVEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHSYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYKPNPNQISTSNGKPGAVNGAVGTTFQPQNPLLGRACESCYATQSHQWYSWGPPNMQCRLCAICWLYWKKYGGLKMPTQSEEEKLSPSPTTEDPRVRSHVSRQAMQGMPVRNTGSPKSAVKTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVAINYAAIRAEYADRHAELSGSPLKSKSTRKPLACIIGYLEIHPAKKPNVIRSTPSLQTPTTKRMLTTPNHTSLSILGKRNYSHHNGLDELTCCVSD
>Bgla_5602
TAVEENGGGRGMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAETIPYIDKATEDLRKLEDLEELVWDPNNGLSDKEIDQFQIVARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMDTLHRHAYDIAKAIKSLVPSGGPVLCRDEMEEWSASEANLFEDAIEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNPAAINTKVNGTDGPVSGRACESCYTAHSSQWYSWGPIHMQCRLCSNCWSYWKKYGGLKMPTRLGMMEKDLHQMQD
>Acal_XP_005093441.1
MSANMYRVGDYVFFETSSTAPYQIRRIEELNKTQNGNVEAKVMCFYRRRDISNSLIILADKHHEDPVEENGGGLGMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEMIPLSEGEGDVRKSEDLEELVWDPLHGLSEKEIDQFQIIARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMNTLHQHKYNIAKAIQSLVPSGGPVLCRDEMEEWSASEANLFEDAIEQYGKDFNGIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNPAAITNKLNGADGQVSGRACESCYTAHSNQWYSWGPVHMQCRLCSNCWSYWKKYGGLKMPTRLDGERPAPNQRQEIAQMNSIRMQKCTFTGCGKEFKLKAHLNRHMATSHGMPIQPGSPRPVMKTRAAFCLVTTELTRISRRLCRDLLRPRHATRCPFTPINTSLIKQECQLRLSERPSYQQPAKYRTPATLDPVVARLGIDIKQEKPSLLLKGPNYGGGDRSSTPKERPQENVKVGSGHPSIMKKRGYEQTNGPAAKRPNMGVIKTPGVTRGSVLNHNSVNGRSRFCGKSRMQLVGWMDNPDDVYFVATAATRKIRKQLQMNDFKRLARNPWKTLNVKPPLPSGSLSGGHRPTVPQEVVVLD
>Lpol_XP_013780198_1
MAANMYRVGDYVYFETSSTTPYQIRRIEELIKTPNGNVEAKVMCFYRRKDISSSLVLMADKHQSALDEEQEQEVELLSERDRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESMASYLNKEDCFFYTLVFDPHQKTLLADKGEIRVGSRYQAEITPILKEGEEDGRRLEDLETIVYTPHHNLSDRQIDQFLIICRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHQHNYDIASAISSLVTSKGPILCRDEMEEWSASEANLFEEALEKYGKDFIDIRQDFLPWKSLKNIVDYYYMWKTTDRHVQQKRVKAVEAESKLKQVYIPNYNNKPTTLNGPNGENLVSGGRPCESCYTLSSHQWYAWGPPHLQCRLCQPCWSFWKRYGGLKYPSKGEDSSYSCRDCNKVFQERLTAHMAAHRPHRCGFSSCGKEFKLKAHLVRHCASVHDSAIRVGSPRPIIKTRVAFYLCTTPLTRLARRVCAHLLQPHHAARNPFKAINVVAVKQECQTKLLEGLPKIPIAKSRNRGSILDISHRLGAPNIPIPEWLIAMPKNKLPQPERLAFPPPPRGKDGQLLIPWPHKEESRSVGINSVLPTILRKRGYEQQNGVDPAAKHRAVVGSSPDLYKMADLPQGTIITRLNGRAKMTTIRFGRKQTISLVDAPDDVYFIATPATRKLRRQLGLNEVRRAARRPSRKLYVKLQYGIPSYRQVITQE
>Apis_1458+80176
GGSNMYRVGDYVYFEAQQQQPFQIRRIEELNKTAGGNVEAKVMCFYRRRDLPAQLVALADKHQLSATDKDATSEINETVKEEQKQQLKQRELFLSRQVETLAATHIRGKCTVTLYNETESLDSYLEREDTFFYCLVFDPVQKTLLADKGEIRVGHKYQAEVPPLFRDDDEDDKDVDDLETLIWRPQNRLTDRQIDQFLVVSRSLGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHRHGYDLGTATCSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFGDIRHDFLPWKTHKNIVEYYYMWKTTDRYVQQKRVKAVEQESKLKQVYIPSYTTSGGKQQAITSGLTIKSSQQQQQLVNGNSAAVSITGCDLCDVVSSQQWYSYHQQNGPNTLCHECWTHWKKYGGPRTATRSMAMNLNVSAGGGRSHGPTMSTPPHHHAHRCTIIGCAAPFKSKSQLLRHYSTAHGIGINSNSSRPVMKTRTAFYLRCTSLAKASRRRSAQLARPRNVARRPFIPQTAHSYKHECMHAPVHELRAYLRAAAVKARPGVTRVANALATAADIAVPDWLSLPSQQHQHQSSSRTGGRVAFPKPPKAPDGSLLYERVPNKQEAAAALLVRQMINRQRGLMMHRQQQQSTGHHHHSQQHQTSQGGSGAGGGSIVAHQQQQQQQRGGTSSGGPLQLTGTGSGGKHHQSQQQQHQQHNHYRTPSMARTRKHVISWTDAPDDLYYRCTTLSRSLRKRMTGKELRRSARKPWQPIAALLPFDMSTGGSAGSSNPSAMSNQSAAPIVAP
>Dple_EHJ72252
MESRHKDRRCRCRSSPVSVVLNAIHVSTTPTPNFTSTKQRAKMAMEEESELPGSDGLAPKQRHQAKQRELFLSRHVETLPATHIRGKCTVTLLNETESLLSYLNKDDAFFYCLVFDPSQKTLLADKGEIRVGSKYQTEVTNLLKEGEMISLTSYDESNKIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHKSGYSIEAALSSLVPASGPVLCRDEMEEWSASEANLFEEALEKYGKDFADVRKDFLPWKTLKNLVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPALLSSGAAAITSAAAPPPPGPRGGTNCASCQVTNSNQWYAWGPQHLQYRLCGACWQYWKKYGGLKTAGVFGESEAEAGRGVEADDTALSVSHRPHRCSVVNCAKEFKLRAHLARHMATAHGGAGEGARPVMKTRAAFYLRASPFTRLARRLARALRRPRHYARSPFSPINLHQVKHECTVGGVGGVVPAEVRGVARARGPVGAVAARLAAALGTSAPRAQDWLTLTPRERLPTPNHVAFPKPPKAPDGSLMYERVVSRAELEARRSEAAAPALKRRAYDDINGLDRGCPPAKRPNKHPAPMQRPSREQYAAMCARAQATGQPLPAHVFAHVNGKPTNLTGRGRRHVISWMDAPDDLYFRATETAKAARRTLSCGELRRGARAPWRVMRGAVVLGAAAAAGAGAASAPLQLVILD
>Lgig_8404
MENMYKVGDYVYFETSSTSPFQIRRIEELNKTPNGHVEAKVMCFYRRRDISSSLIMLADKHQSLLEENGPEEKEEEQSEKGSHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETEALTSYLNKEDMFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITSLLEGEDTRKLSELEDLIWCPENGITDKEIDQFQIVAKSVGTFARALDCTSTVRQPSLHMSAAAASRDISLFNAMHTLHEYKYNIANAVTSLVPDGGPVLCKDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAERKLKQVYIPNQNPAHPAVLSGKMNGDQMSGRACESCYSSHSNLWYAWGPSHLQCRLCSSCWTYWKKYGGLKMPTRLVEFKLKTHLARHLATAHGLAIRPGSPKPVMKTRTAFCLVTTALTRLSRRLCKDLLRPKHAARLPFIPINIAAIKQECK
>Spur_XP_003727277.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKTASGNVEAKVVCFYRRRDIPNSLIQLADKHAMALEEEQEEALEELNEKQRHQLKHRELFLSRQLETLPATHIRGKCTVTLLNETESLLSYLSKDDAFFYSLVYDPQQKTLLADKGEIRVGSRYQADVTPLLKEEETDGRDLANLEALTWNPEHCMNDRSIDQFLVLARSVGTFGRALDCSSSIRQPSLHMSAAAASRDITLFHAMDVLHQQTYELAKAMAILVPAGGPVICRDQLEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNPVPPPVQPCARACESCHASNSFQWYSWGPANMQCRLCATCWVYWKKCGGLKMPTRLDGERPGNLRNRTRPPMPLSGMHRPFCCTISGCGKEFKLKAHLARHCQTVHGLTIRTSNPRALLKTRQAFMLVTTPLTRLSRFLCKNMLNLPHVARCPFDPINVATVKQECQNQLTPGVIPTMPKLKPKTWPRVDVVMANLDQDRPKKPVPQRPTPNGNVRPQPTNPIGTLSNIRKRQLDDSGGREEKQTKRTTISAPRQYRRTEYDEDGKLREVGQGDPLSRKRPISWLDAPDDVFFHADSNTRKLRKQLSVQAQRRLARRPWTMAVRPLNPGVVPSQPVPSTVKPPADPIVIDD
>Dpul_46320
NVLLISDYVYFETAPSMPYQIRRIEELNKTSSGNVEAKVMCYFRRRDIPATLLSLADKHQEAVEKVEKEPVDEELNLKQKNQLNQRELFLSKQVEILPATNIRGKCSVTLLNETESFSSYIDKEDAFFYTLVYDPVQRTLLADRGEIRVGSRFQAEITPLMKEGTTDGRNMEELEVLTWTPEHGLSDREIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDALHQSEYDLGKAMCALIPPTGPILCRDQMEEWSASEANLFEEAMEKYGKDFNDVRQDFLNWKVPSSLIEYYYLWKTTDRYVQQKRVKAVEAESKLKQVYIPTYNKPHPAAIGPPLPQSSKNGAHQIEIGLPGKFCECCAVATSVQWYAWSPNNTQSRLCQSCWSYWKKYGDLTVSNKAALPASSDEENLSGGPEALTSRPHRCTTQGCGKTRTAFYLAVTPTTRLARRFSAHLLRPRHAARFPFLPISAAAIRQDCKLISESPKESSW
>Nvit_NV14853
MTANMYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFFRRRDLPSTLIMLADKHQGGVDRPNGIGGLSELTPKQRHQMKHRELFLSRQVETMPATHIRGKCCVTLLNETESLLSYLNKEDSFFYCLVFDPAQRTLLADKGEIRVGSRYQADIAPLTPAREADPRRLQDLETLVWTPRHSITDREIDQFLVICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDNLHRYNYDMSKAMSCLVPNSGPMLCRDEMEEWSASEANLFEEALEKYGKDFSDIRADFLPWKTLKNVIEYYYMWKTTDRYVQQKRVKAVEAENKLKQVYIPNYKNQSGPGTGGASNGKAAVSILNGSSNGNGKPCESCQSSQSPQWYAWGSTHLQCRLCQACWSYWKKYGGLKIPTRMDRSGTVGVGLAAGGGGSPRPVMKTRSAFYLRTSALARAARRLCAAQLRTRHAARAPHQPVNAAPLRHLCASKTPAELRVLARALRPRARPRVTDIATRLGDHPQPKTPGDWDWLQLTAPGQRKQPDRVSFPRPPKAPDGSLLYERIPNKPEVDRLPVTPPVQPALQTQQAFDEINGADCIPLNSLPLPKRANHGQPPMDHASGAVVAGASPATAAGVLPPLVTPLNGRLPPQAQMSRSNRKQVMSWMDAPDDVYFRPTEQIKRLRRSLTSVEVRRAARKPWRLLSVPQRVADDMVVILD
>Pdum_MTA1/2/3_ comp223915_c0_seq6
MAANMYRVGDYVFFETSSSTPYQIRRIEELNKTPSGNVEAKVMCFYRRRDISGSLIQLADKHQSALEEEHEEQSSDELSDKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYYNKEDAFFYSLVYDPQQKTLLADKGEIRVGSKYQAEVQRLLKEGETDGRNLKDLEELQWRPDHGHSDRTIDQFMVIARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHSYETAKAISSFVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAETKLKQVYIPNYNKPNPAQITGKVNGADGSSGRACESCYSGHSNQWYAWGPVHMNCRLCAACWVYWKKYAGLKMPTRLGDDGDRPAPIQRQEVGQMQGLRMHRCTIGGCGKEFKLKAHLARHLATAHGLAIQAGSPRPVMKTRAAFCLITTPLTRISRQLCKDILRIRKAARQPFIHINIAAIKTECQARLPDGMKKMKELKPRDRKGMNEVVVRKGRPIDVDLPTILRRTDLGNKEPKKIFFPAPAEMPKPRVPQEDKSDSPAAPQPSIMKKRGYEQTNGVDGKVLWVVVCRAAINVVLVGCVVLSFQIVSYLPLLFRVFIL
>Dmel_NP_001262293.1
MATNMYRVGDYVYVETTPNSPYLIRRIEELNKNQTGNVEAKVMCFYRRRDLPNPLVQLADKHQTAALDEERDAEKGEALTSKQRYQIKHRELFLSRQVESIPATQIRGKCSVTLLNETESLQSYLNKDDTFFYCLVFDPNQKTLLADKGEIRVGSRYQCDIPAKLKDTATDDRKLEELESLVWTPEHSLTDRKIDQFLVVSRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMNILHKHEYSIEESMSSLVPSTGPVLCRDEIEDWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKQIIEYYYMWKTTDRYVQQKRVKAVEAELKLKQVYIPQYNNNGKGNGTSTKAGGGIYNGTTNGNGKPCESCGTTKSSQWNSVSSGHSTSRLCLSCWEYWRRYGSMKSATKAGLAGLATTPTAVVDDDEKISDLTNRQLHRCSIVNCGKEFKLKTHLARHYAQAHGIAISSGSPRPIMKTRTAFYLHTNPMTRVARAICRSIVKPKKAARQSAYAINAMLVKQEFTGKSQAEIKKLLLLKPKDRGSVTKIANRLGAPGSGPHEWLVLTPKDKMPLPAVVSFPKPPKAPDGSLVYDRVPNKSPDVVAPELTIIPTQATSTIRKRAHEDQNGTEVTIPPAKRPNKDPMPSHCPSPEQFAAMMAASGQPLSRHHLNGKQKIAQMARGGNRKQVISWMDAPDDVYFRANDTHKKTRKILSAVDLRRAARKPWRTLPIKPASATKLLSSSASRFQHPPFPYTMDALLN
>Hazt_10631
MCYYRRRDIPSHLLAVANLKHHNERHQLGHRELFLSRQIETLPATHIRGKCTVTLLNETESLASYMSKEDTFFYSLVFDPIAKTLLADKGEIRIGPNYQADPTALLKEGEADGRAMSELETLVWTPDHGLTDRQIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFEAMSLLHEQDYELAKALSCLVPGSGPLLCRDQMEEWAASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKANPAVLSNGSTNCKSVTLLNGSSSGLGFSCEGCSATTSSQWHSWGPVQKPGKLCSDCWLYWKKLGGLKKASRSAKEEGKYFS
>Cgig_EKC18877
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVVCFYRRRDISSSLTLLADKHQGGLDDSELESKLDEVGDKQKHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAEVPDLEGEDTDNRKMEELEDLIWNPENGLSDRQVDQFLIISRSVGTFARALDCTSTVRQPSLHMSAAAASRDITLFHAMDNLHKSVYELSKAYASLVPTGGPMLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAAINGKMNGVDGQVSGRACESCYAAHSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDGERPTPNQRQEIAQINSMRMHRCTIAGCGKEFRLKAHLARHLATAHGLVVRSGSPRPVMKTRAAFCLITTPLTRISRRLCKDILNPRRAARSPFIPVNIAAIKQECQLRLTEGEEYVPNIKPRSPTTLEPVVARLGINTKMEKPALLHKSENDHKKPEKIFFPPSASQPQFKAHTTSPSKLNAGSPSIMKKRGYEQANGVDGPVAKRPNMGVIRQIGSSMRSQVRGNLMNHNMNGRGKVMGVRGMRMQMINWLDAPDDVYFVATDATRKLRKQLQAQDFKRTARNPWRNVLIKPDSEVVVLD
>Ptep_10287
MTANMYRVGDYVYFETSSTAPYQIRRIEELIKTPNGNVEAKVMCFFRRRDIATSLVMMADKQRISALEEEQEREAEQLAEKERHQLKHRELFLSRQVETLPATHIRGKCSVTLLNETESLLYYLNKEDCFFYSLVFDPQQKTLLADKGEIRVGPRYQAEIPPMLPEGTEDPRKLEDLEELVYTPHHNLTDRQIDQFLIICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHKHNYDITTALASLVPSGGPVLCRDEMEEWSASEANLFEEALEKYGKDFIDVRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNNKPGVLNGANPGESPSASGRPCESCYTPTSSQWYAFGPAHLQCRLCQSCWNYFKRFGGLKYPTRLESGSGDKLQSHIASHRPHRCTISGCGKEFKLKAHLARHCATAHGLVIRAGSPRPIMKTRAAFYLHTTPLTRKARRYASHLVKPRHAARNPFQPINILAIKQEFHTRMIEGQPDLPKLGPHERGRVVDVSHRLGTPNLPPPEWLLPTPLDKIPKLEREAFPPPPRNEDGSLSIPKHPMDMEENNVLTPSIASASPTILRKRGYEQQNGVEPGVIKPTPDIFNVSSLARSSVVNNPLNGRAKMATITRVGRKQMISWVDAPDDVYFVATDSTKKLRKQITIPELRRSARKPCRKLNVKIPPVVPPPAPSTAAAPETLAVID
>Obim_22015508m+22017021m
MAANMYRVGDYVYFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLILLADKHQAGMEEDSEEINDDITEKQRHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITPLLKEGEKDGRSLDELEQLIWGPDNTLTPKEIDQFLILARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHRSGYDIAKAVTSLVPQGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAAISGKVNGVDGQVSGRACESCYAANSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDHRIEKSEADRIDPRERLAHLNAMRMHRCTIAGCGKEFKLKPHLARHLATAHGLAIRAGSPRPMMKTRAAFCLITTPLTRISRRLCKDILRPRHAARCPFVPINIAAIKQESALTEGGSNRLSMNIKAKTPATLESIVSRLGIDIKMEKPSMFCRPEGDQRKQPQRLSFPPVSSPMTRLPEPKMEPIVPRVSTSQPSIMKKRGYEQSNGLDARISHKPQQYERPKQNLWNKAYEAHDQLD
>Ctel_184591
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLIMLADKHQEDDTDAHDDEDLCEKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETEALLSYLNKDDSFFYSLVYDPQQKTLLADKGEIRVGSKYQAEANSMLKDGEHDGRSLEELESLVWHPDSGLNDKHLDQFLVIARSVGTFARALDCTSTVRQPSLHMS
>Lana_XP_013387992_1
MAANMYRVGDYVYFETSSTSPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISNSLIMLADKHQSTLEDDQEMEENDDVSEQQRHQLKHRELFLSRQVETLPATHIRGKSTVTLLNETELLASYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGGRYQADVQPLLKEGESDGRKMEDLEELVWNPETHLSDRQIDQFMVIARAVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHQYNTATAISSLVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNPAQLPNNKNGSAASAAAGAAAPGLSRACESCYTAHSSQWYAWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDGERPAPNQRQELAQMAALRMHKCTISGCGKEFKLKAHLARHLATAHGLAIRSGSPRPVMKTRAAFCLVTTPLTRISRRVCRDILKPRRAARSPFTPINIAAIKQECQLPDAAKNITIKPKPQITMEKVGAGLSLDVSGEHPPWLAHSEKKAEPARYAYPRPSAEELNQFWERQHVHVEEEEDMEGESPSAKPSIMKKRGYDQGGLEGPPAKRPTMGVIRQSSSIKQRGPYMNGRGKPGTATRKLNWVDAPDDVFFLATDNTRRLRKQLNGTEFRKAARKPWRVLENVKWPSSTKQEPIVILD
>Tcas_TC008832
MYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFYRRRDLPSQLIQLADKHQGSPVSDSGSRGCESLNPKQRHQMKHRELFLSRQVETLPATHIRGKCSVTLFNETESLSSYLGKDDMFFYCLVFDPTQKTLLADKGEIRVGSRYQCDVTPLLKEGESDERDLSELETLIWTPDHNLTDRQIDQFLVVSRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHHHNYDLASALCSLVPSSGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPAALNNNKGVVNGNSNGNSDTAGGKSCESCNVTVSTQWYAWGPSHMQCRLCHQCWQYWKKYGGLKIPTRFGNGGKKKSGSDDDDRTSAMPHRPHRCNIGGCGKEFKLKAHLGRHYATSHGIVVRSGSPRPIMKTRTAFYLFTTPLTRISRRLCRHIMKPRHAARAPFFAINIQAVKQECAGKSLADLKQLLVYRKKNRGSVTAIATRLGNPGSITPQWLILTDKDSLPKPEKVAFPKPPKAPDGSLVYERVPNKPEADKIPLNNMSPSLKRRAYDEMNGIDSSPPPKRLSKDPISMVRPDQYSMISSSIVPGQVLPRHISQINGKPKIAHMTRAGSRKQVISWMDAPDDVYFRATEGSKRMRRQVTLAELRRAARKPWRQLKTKMEHPIVVLD
>Aaeg_AAEL008616+AAEL008611
VIINDHRSDTYVYVETSSTTPYQIRRIDELNKTPNGNVEAKVMCFYRRRDLPTPLVQLADKHQESPNSTGSGNDRGEQLNPKQRHQMKHRELFLSRQVETLPATQIRGKCSVTLLNEEESLLSYLNKDDTFFYCLVFDPTQKTLLADKGEIRVGSRYQTEVQAMLKDGEKYERNLEDMETLVWTPRHSLSDKKIDQFLVVSRSVGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHKHSYSIENAMCSLVPSSGPVLCRDEMEEWSASEANLFEDALEKYGKDFNDIRNDFLPWKTLKSIVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYTKPSPALITNNNKNILNGNSNGSSGGVGGKPCESCSTLASPQWYSWGPSHMSCRLCQICWTYWKRYGGLKVASRLASAGMRHLPTVGVFVLNVLFSVRSPSFKCSIVNCGKEFKLKAQLGRHYAQAHGIQIRSGSPRPIMKTRTAFYLFTNLTTRLSRRLCRQIVRSKKAARQPSYAINTAAVKQEFTGKSIADIRRLLTYKKRDRGSVTHIANRLGNPGPTVGDWLILTPKDKMPKPEVVAFPKPPKAPDGSLIYDRIPNKVEAEPKPASTPITPIPPASLKRRNYEDANGIDGPPPTKRPNKDPMPSHRPTPEQYAAMMAAAQAAGQPLPRHHMNGKPKIAQMARTGSRKQVISWMDAPDDVYYRSTEASRKTRRKIPIVELRRSARKPWRHLAPKYGSTNNNSSSSNNKADLQVVILD
>Caqu_8435
MSGDTFFYSLVYDPQQKTLLADRGEIRVGSRYQAEATPLLAEGEPDPRGGQELETLVWTPHHGLSDRQIDQFLVISRSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTLHEHGYNLASALSSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPN
>Smar_13016
MAANMYRVGDYVYFETSSTSPFQIRRIEELNKTPNGNVEAKVMCFYRRRDISGSLILLADKHQSALEDDHDGEQQDSLADKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAESIPLVKDGEEDDRKLSDLETLIWTPYHSLTDRQIDQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTIHRHNYDVAEAISSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNPAAISNNKPGLMNGSNTNDPQAVSGKPCESCYIFQSSQWYAWGPLQMQCRLCSICWSYWKKYGGLKQPTRLDNEGLRVIFDSAERAAHMASHRPHRCTISGCGKEFKLKAHLARHCATAHGLAIRAGSPRPIMKTRAAFYLCTSPVTRVARRLCRDLLRPRHAARNPFQPVNHVAIKQECTGRSTDDLKVYLKNKDKPRTKVVEVSNRLGMESNSTPEWLLPTEKSKLPQPDRIAFPPPPRGEADGRYLVDPIIYREREFEKSTPGINNLSPTLLRKRVYEEQNGPAAKRPLRPVPGVMKTSTDIFTPNLIARSSVINHLNGRARLATVNKLRKQVISWEIKKTTDVYRTKKSREEAQPEDHFGSGRTDRHSRLSQ
>Hmag_XP_002167188.2
PASNIYRVGDYVFVETQPSLPYQIRRIEELTKTTNGQVEAKVSCFYRRRDLSNALATQADKHALSAEEENEIDVGTNNLSDEQHHQLKHREVFLSRQLEIINANTIRGKCSVTLYSEVEKLIDYLYEDDWFYYLLVYDPQQKTLLADRGEIGVGEEYQADFKDRTRSSPEDDRDLSELETMQWTPDNPLTDKQVDQYLVVARSIGTFARALDSGSSVKEPSLHLTAAAASRDITLLSALLMLHKNDYDIGKAVSALIPDGGPILCRDEMEEWSSGEAALFEEGIRKHGKEFIEIQQEYLPWKSISNIVEYYYMWKTTDKYVQQKRLKAQEGDSKVTQIFIPSSNTAINLTLAIQASSQYQVNSVGALVTPSYMCESCFTKESVLWYPWGQSSSQCKLCKECWVYWKKCGGLKKSTKSTEASSENEAVYRICNKKFNRAERLSSHMTTRGDGCGKTFTLKAHLTRHLAKSHCIFPLDSKMKVKTPFVMTSTPFMKVARYLCKDKLRLHHFARTPTDMIDLMEIKEDASSKIPKPLDEIVLNVKKKPKPSSLKLISTSITKECSPEQRNSPVGRVSSPSFQLKSPIMSGSHKRSADSDQNDYPSTKRQQPMQSASSPLGRKGFEGKVLHNQMSLQHHIQAHHPQIHIPQTDPHKRSFQHYHDMPPYSHKHKPRLPVGATSRKQSYKGINRRDPDYVDPPQEFLFNASKDSKKARRSLPSKAQRKIARKPFVQIKCSQLHDAIVCKRSSDIRSADPIVIDD
>Locu_17197
MYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHAREMEEEMENSEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALTSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEDDGRDQSKLETKVWDPNSPLTEKQIDQFLVVARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKNGYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNNIKPGLVNGAGTTAGPQGQSAGLGRACESCYTTSSYQWYSWGPPNMQCRLCATCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPVRHSGSPKFAVKTRQAFYLQTTKLTRVARRLCRDILRPKYLARHPYTPVNSAAVKAECSLRLPEGSKSPLTLKQAIRKPLETVVRYLEAHPCPKPDPPRSISMGSLTPIKSTPILNNGSPTILGKRSYEQHNGLDGEWPSGVLAQAEGIPNHGQTRQMGPSPKLRLNGKSYPSARLIRGGSRPPIKRRTMSWIDVPDDLLFMANKETRKIRKLIATSETKRAARRPYAPIVIEPQTGQSLRPPVNEEPIVIED
>Drer_45582
MAANMYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISATLIALADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALKSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEEDDRELEKLEEKVWDPSNPLTEKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNGYDMTRAIAALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNSVKPGLVNGAGALPGAPGQPVGLGRACESCYTTSSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPVRHSGSPKFAVKTRQAFYLHTSQMTKAARRVCQDLLRSKYLARHPYTPVNTIAIKAECAVRLPDMSKKPASLKQTVRKPLESVVRYLEAHPLPPKADPPRGISTGSLTPIKSTPILNNGSPTILGKRNYEQHNGLDGSKPKVLAPQWEIMAKRMSEAGRTPSVLQDEVHELD
>Xtro_38916_3
MAANTALVDYVYFENSSSNPYLIRRIEELNKFLNDNIEKAICKFRYMDLLTLLKESAERSGIGEMEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLEEGAEDGRDQANLETKVWEASNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNTYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPAVVNGTAVQGQNVAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWAYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPMRNSGSPKFAMKTRQAFYLHTTKLTKIARRLCRDIFRPRYAARHPYMPINSAAIKAECTTRLPEASKTPLILKQVVRKPLEEVMRYIEAHPCPPKQDLIKNTSINNSLTPTKSSPVINNGSPTILGKRSYEQHNGMDGNVKKRLLMPSRGIPNHGQTRQMGPNRNLLLNGKSYPAKVRLIRGGCMPPVKRRRMNWIDAPDDVFYMATEETRKVRKLLSSSETKRAARRPYRHIVIRQQVGQLMRQPVNDEPIVIED
>Lcha_23454
MEEVIWRCADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDFLKEGEDDDRDQLNLETKVWDANSPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRNNYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQGPSPAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGLPIRSSGSPKFAMKTRQAFYLHTTKLTKIARRLCRDILRPWQAARHPYVPINSAAIKAECTVRLPEAAKNPLILKQIVRKPLESVLKYLETHPCPPKPDPSKSSALNNLTSAKITPVINNGSPTILGKRSYEQHNGMDGNVKKRLLMPNRGMPNHGQTRQMGAGRNLLLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKQIIIKQQAALLLRQPMNDEPIIIED
>Acar_XP_003219926.1
MGCNIYQLGNYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRFQADITDFLKEGEDDGRDQSKLETKVWEAFNPLIDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNVVKPGVVNGTGVQTQNMGTGRACESCYMTQSHQWYSWGPPNMQCRLCTSCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHSGSMRNNGSPKFAMKTRQAFYLHTTKLTRLARRLCRDILRPWHAARHPHTPINSAAIKTECATRLPDASENLLLLKQVVRKPLEAVLRYLESHPCSLKPDPAKSGSLNSVPCTKFSAMINNGSPTILGKRSYEQHNGIDGSVKKRLLMPSKGLPNHGQTRQMGPSRSLLLNGKSYPTKVRLIRGGTMFPVKRRRMNWIDAPDDVFYMATEETRKIRKFLSFSEAKRAARRPYKTIVLQPQGPHLQQPVNDEPIIIED
>Ggal_NP_001012971.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHAREMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSIGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQAQNAAAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHGVPVRNSGSPKFAMKTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASENPLLLKQVVRKPLEAVLRYLESHPCPPKPDPAKSTSLNNLTPAKFTPVINNGSPTILGKRSYEQHNGMDGNMKKRLLMPSRGTKPKLAAQWEIIPNKSPINSWWIHASSEKEEDELD
>Tgut_17492
LKSLFFFLSDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHASSKMEEEMENPEMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGVQAQNAGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNLSPHGVPVRNSGSPKFAMKTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASENPLLLKQVVRKPLEAVLRYLESHPCPPKPDPAKSSSLNNLTPAKFTPVINNGSPTILGKRSYEQHNGMDGNMKKRLLMPSRGLPNHGQTRQMGPSRNLLLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSEAKRAARRPYKPIILRPQAVQLRQPMNDEPIIIED
>Btau_NP_001068982.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISSSLIALADKHATGEIEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGGWGAAGPAPPAPVAGPSTLP
>Mmus_NP_473422.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSSLIALADKHAREVEEEVENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSKLETKVWEAHNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISASSVKATVVNGTGTPGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRNNMSPHGIPARSSGSPKFAMKTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYMPINSAAIKAECTARLPEASQSPLVLKQVVRKPLEAVLRYLETHPRPPKPDPVKSSVLSSLTPAKSAPVINNGSPTILGKRSYEQHNGVDGNMKKRLLMPSRGLANHGQTRHMGPSRNLLLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPLRPPPPAPVNDEPIVIED
>Hsap_NP_004680.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHATGEIEEEMENPEMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSRLETQVWEAHNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNNVKAGVVNGTGAPGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRSNMSPHGLPARSSGSPKFAMKTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYLPINSAAIKAECTARLPEASQSPLVLKQAVRKPLEAVLRYLETHPRPPKPDPVKSSVLSSLTPAKVAPVINNGSPTILGKRSYEQHNGVDGNMKKRLLMPSRGLANHGQARHMGPSRNLLLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPPRPPPPAPVNDEPIVIED
>Aipt_21044
NPANVFRVGDYVFVETNPSLPYQIRRIEELTKTSNGQVEAKVQVFYRKRDLSSTLXLQAEXHLLQAEEDAEVEMGDKELEDVLRHQLGHREVFLTRQYENINANTIRGKCLVTLYNEAEEFPKYLEKEDWFCYFLVYDPQQKTLVADRGEMGIGSSYQANVPKTIIDPKTDDRNLSDMETLVWTPENSLSDREIDQFLVIARSVGTFARALDCSSSVKQXSXHMSAAAASRDVTLFHAMTXXHNNLYGLSKALSQLVPSGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIHKDFLPWKNLSCLVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLAPSNPXQPGRKQTSTIILTPXPGVTNNLVGATCEGCFXTTXQQWYPWSPNNSPHKLCTLCWIYWKKYGGXKRPDGFSGRGQDNLEPRYRLCGKVFNRAERLSSHMMTKSRGCDKLFNSKATLQRHLTGGHGYRPPSPRKLKPRSPFYMKSTMLTRISRRLCSDLINLTHACRVPGAPMDIXQIKGQCXKRITDPKQTAILKGERMKKRVLEKAVEFIKAHPQKPAKXPKPTTSPGLTVTSPARKMMPVKNYLSGQPSTPVSNMWKAXKTVTQTSNHMMARKRSYEQQNGIDGPTPKRMPLGKKGCECSYQASLTHHEQTMHSSSEAPKQRSYPAYCDVTATGPGYNGQGQPTGNRRSLSQGNGAYSRDKMNAQYIDPPEEFQFTANHKIRKARKTMHVESQRKVARCPWKEAKCNALRELMMQPFVTKEKKLQETNKQEAIVIDD
>Nvec_v1g107943
DYVYVETNPSLPYQIRRIEELTKTSNGQVEAKVQCFYRKRDLSSTLGIQAEKHLLQAEEDAEVEMGDIELEDVSRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEVLPKYLEKEDWFCYFLVYDPQQKSLVADRGEMGIGPNYQCLVPKKCIDPSTDDRDLSQMETLVWKPDNSLSDRQVDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMTTLHNSMYQVGKALSQLVPSGGPVLCRDEMEDWSAGEANLFEEALQKYGKDFNDIQKDFLPWKSFSSIVEYYYMWKTTDRYLQQKRQKAVSKECNLTQIYIPGLAPSNPAQPGKKQTSTIILTPPPGVTSNLVGATCEGCYGCTSQQWYPWSPSNSQHKLCTLCWIYWKKYGGLKKPGKTLMPENVKNASRAFSSVFAHLSRHLTCNHGYRPPSPRKLKPRSPFYMCSTHLTRVSRRLCGDLIDVRHWARAPGANLNLAEIKAQCKWKEVQY
>Adig_v1_22470
NASNVFRVGDYVYVETNPALPYQIRRIEELTKTSNGQVEAKVQCFYRRRDLSSALSIQAEKHLLQAEEDAEIEMGDNEMEDVLRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEILPKYLEKEDWFHYFLVYDPQQKTLVADRGEMGIGTAYQAHVPKTMIKGRQDDRDLSKLETLMWDPSNSLQDPHIEQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLAHAMFCLHNNGYNISKAIANLVPEGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIQKDFLPWKSLPSIVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLGGSTTQSGKKQTSTIILTPPPGVATNLVGVSCESCYGTSSQQWYPWGVPNSQHKLCTLCWIYWKKYGGLKRPDGLSGKGHGGLEPRYRVCGKVFNRAERLSSHMGTKMSHCGKVFNSQPNLTRHLTAVHGCRPPSPRKLKPRSPFYIKATPLTRLARRLCQDLYNKVHHCRVPGGTLNVQDIRAQCLKRLETPKADAIIKAKKKPKPPKPTLLPIPKEHSPTSPSPPIASSKSPIQPTPPKASDWKYAAIPSAKPVQQPPQQGSNHMMARKRPHDQQNGIDASLTHHEQTMHASAEPPKQRSYPAYCDVSPAMGPGYNGQGDAVPNKVMVVDQSAKPAVNKTNQNFIDPPEEFQFLSNKLSRKARRALSVDIQRKVARRPWKEVTCSVLRALIYAIPAPQESDNVEAIVIDD
>Pmar_4885
VTTSVAFVADYVFFENSSSNPYLIRRIEELNKTPSGNVEAKVVCFYRRRDISSTLITLADKHASEEMEEEMESVDDLSEKQRHQLKHRELFLSRQFESLAATHIRGKCSVTLLNETEALSSYLEREDCFYYSLVYDPAQKTLLADKGEIRVGPRYQADVPDMLKEGPEDDRDQVKLETKIWDPESPLTDRQIDQFMVIARSVGTFARALDCTSSVRQPSLHMSAAAASRDITLFHAMDTLHRSTYEVAKAIGLLVPQGGPVLCRDEMEEWSAAEANLFEEALEKYGKDFTDIRLDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIFTKQGVPNGSGTAGPGQASGTGRACESCFASQSQQWYSWGPPAMQCRLCSSCWTYWKKYGGLRLPTRLDGERPGPNRASSGLHGLSVRSQGSSRVALKTRQAFYLHTTKLTRIARRLCCDIFSGRQAARRPFQPINATTIKTECTARLPEAAKTPLKVKPVVRKPLESVVKYMEAHPCPVRVAQPLPPRTVSSITPTKVLSVLNHGSPTILGKRSYDQHNGTDGNTKKRMLMPCRVAKNHTQVKPTVSANRCYLVNGKPFAGSARFVAKGATPPMKRRRLNCINAPDDVFFMATADTRKVRKLLVALEMKRSARRPYQRIATRPSSTQRAVLPVNTEPIVIED
>Skow_XP_002734194.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKDIFFYSLVYDPQQKTLLADKGEIRVGSRYQADIPPMLGEDDKDERELPKLETIVWDPRCGITDRHIDQFMIVSRSVGTFARALDCSSSVRQPSLHMSAAAASRDVTLFHAMNILHKHDYDIAKAIANLVPQAGPVLCRDQMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLPSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISNKPGIQPPTAGGRACESCYAGSSFQWYSWGPANMQCRLCAACWIYWKKYGGLKMPTRLDGDRPVPNRVLDGSVAEGDRPSPTNRSDPEFKLKSHLARHCQTVHGLTIRSSSTKPTVLKTRQAFFLSATTLTRISRRVCKDILNSRHHARSPFSPINITAIKQECQVRLPTAAKTLALKNKKWPDSNVVVSKLGIDVKCELPALLERTKSEPPRLSFPPPLSMPIFPRVDQNDKANTQSINSISPTILRKRGYEQHNGIDGLTAKRSSYSLSGITRLSARIISAKGGDKTVVHPPGMNGSRQYPSGRVETMPMRKRRRINWMDAPDDVYFHANENTKKLRKQMTLSQHRRIARRPWSSTGIKLVYAQPPPPPIPPEPIVIDD
>Bflo_8039
MAANMYRVGDYVYFENSSSNPYQIRRIEELTKTPNGNVEAKCVCFYRRRDISSSLISLADKHAKAALEEERDDAEFENLAEVDRHQLKHKELFLSRQLESLPATHIRGKCSVTLLNETESLQSYLNKEDAFFYTLVYDPVQKTLLADKGEIRVGSRYQAEVPPLLKEDEGDGRELAKMESKIWDPENPLEDRQIDQFMVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMNTLHKTQYDATKAITSLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLNSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQITNKPGTPNSLMNGQGEKPTRACEGCYATNSHQWYSWGPPNMQCRLCSVCWSYWKKMGGLKMPTRLGEKLAHLARHCATAHGLTIRQSNSPKFTVKTRQAFFLCATPLTRLSRRLCKDILKPRHAARVPFDPVNIASIKIECQTRMPEDPQKVLKKRKRTRPDLKYKSMFPDHPVREPKPNAERGGDEKPGSVPSNPATILNNVSPPIMKKRPYDQMNGMDGNGVNPHLMTGSGVLNAPGTRPPGVPGMTNHNGSNRQFAKTLAINRPVKRRRINWIDAPDDVFFVATEETRKLRRQLVPAEQRRAARSPCRKVHLPNPKSAAVPSEPEPIVIED
>Locu_17947
MAANMYRVGDYVYFENSSSNPYSVRRIEELNKTANGNVEAKVVCFYRRRDIPSNLIALADKHAKELEEEMEGESLQQLTEKQRHQLKHRELFLSRQLESLPATHIRGKCCVTLLNETEALFSYLEKEDCFFYCLVYDPQQKTLLADKGEIRVGPRFQADITDLLNEGEEDGRDQAELETKIWEPESPLTDKQIDQFLVIARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHRTGYDMSRAITALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFADIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINVNNAKTGLVNGSSSQGPSGNAGWACESCYSIQCYQWYSWGPPNMQCRLCAICWSYWKKYGGLKMPTRLEGERPGPARNSMAPFSYWVKNANPKYTLKTKQAFYLQTAKLTRLARYLCRALLQPRRAARRPFVPINSAAIKAECTARLPEAEKQIVKLKPATRKPLEVIVKYLELHPYVKPEPVKPAVSLASHPGSTSVAPVINHGSTTILGKRSYEQHNGVEGNVKKRLLMPSRGLPNHSQVRQIATLNKSYLLNGKSLERSQRMLKQGSLPPVKGRRMNWIDAPDDVFFMATNDTRKVRKLLASFDIKRAARQPYKQICIKHQSDLETPLQLRHPVNEEPIVIED
>Cmil_AFO98674.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTVNGNVEAKVVCFYRRRDISNSLIILADKHAKEMEEEMEMTIISELTENQKHQLKHRELFLSRQYESLPATHIRGKCSISLLNETELVSCYLDKEDGFFYSLVYDPLQKTLLADKGEIRVGPRYQADIPDMLKEGESDGRDQAKMEVKVWDPENPLNERQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKYNYDLTNAISILVPQGGPVLCRDEMEDWSASEASLFEDALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQILSSNGKPAVVNGPVGGVLYQTPNSAVGRPCESCFTIQSQPWYSWGPSTMHCRLCALCWSYWKKYGGLKMPTRTEGEKGEKVSPTHNVSEPHVRSQGQPGQCLPIHSTGSPKSTLKTRQSFFLQTTRLTKLARHVCRDILQLKQAARRP
>Cmil_AFO94887.1
MAANMYRVGDYVFFENSSSNPFLIRRIEELNKTASGNVEAKCVCFYRRRDISGSLIALADKHAMELEEEMENSELQELSEKERHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETELFLSYLEREDTFFYSLVYDPQLKTLLADKGEIRVGPRYQADIIDLLKEGEDDERDQSKMEIKIWDAENSLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITQFHAMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFNDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINGGSAKVGAVNGGSVLTQNGAAAGPGRACESCFTTQSYQWYSWGPPNMQCRLCAACWVYWKKYGGLKMSTRLDGERPGPNRSNLNALGLPIHNSTSPKFALKTRQAFYLQTTNLTKAARRLCRDILQPLQAARHPYVPINSAAIKAECAVRLPDVTKMPTALKQAVRKPLEAVVKYLEAHPCPKREPAKSTSSSLHISSLTHAKAIPILNNGSPTILGKRSYEQHNGIDGTKKRLLMPCRGVTNHGQGRPMGAAGNYMINGKSCPASVRVLRGGSMPPVKRRRLNWIDAPGDVLFMATDETRKIRKLLSSFERRRGARQPHEPISIEQHANPAQASRQPTNDQPIVIED
>Drer_109572
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISQSLIQLADKHAKDLEEEKESPPESDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETEVVLSYLEKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPEMLQEGEADDRDQSKLEMKMWDPECPLTNKQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSALSVLVPQGGPVLCRDEMEEWSSSEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISVSNGKMATVNGAAAGTGSFHTAGGGRACESCFAVQSAQWYSWGPPNMQCRLCVSCWMYWKKYGGLKMPSRAEGAEEKTPPSPAPNESRSRGHCARQSSHMVPIRNSGSPKSSMKTKQAFLLQATRLTKLARHMCRDLIRLRRAARRPFVPINCGAIKAEYMIRVSEGMTGRPLKPKSSPRSTLTSVLQYLESRPATHVQRPHRTPGLQVQPPRRLLSSLPSHGPLGMLGKRSYHHHSRVESAERRAGATGQENPAHIVGPILQHNGSSTGGSSLRGSGLMLRKRRPNWIDAPDDSFFLVSRETRKARRMLSRSQLRRACRQPCEQISLRRPQGPSQVPILPHPSLRMRGPIVIHD
>Locu_20329
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNSLIQLADKHAKELEEEKENPSEPDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPDMLQEGEPDERDQSKLEVKMWDPHCPLTNRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSAISVLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISASNGKTATMNGAAGAGSFQQPGLGRACESCFSMQSPQWYSWGPPNMQCRLCVSCWVYWKKYGGLKMPSRAEGEEKMSPSPAPNEPRSRGHGPRQSAHAVPVRNSGSPKSSMKTRQAFLLQATRLTKLARHMCRDLIRLRQAARRPFVPINIAAVKAEYMSRLPEGVERPAKMKASPRVTLSSVLKYLESRPPLHSPRVARTPSLQCQPAKRLLSSLPSHGPLGILGKRSYNHHSRIEGLERRGNIIGHDNMSHIMGPVLQHNGRASSNPARAAGTFLRKQRPNWIDAPDDGFFLVSQETRRVRKLLSRTQLRRACRQPCEQIRVRRVYCPSYPSLRTHGPIIIHD
>Cmil_AFO98115.1
MAANMYRVGDYVYFENSSSNPFLIRRIEELNKTANGNVEAKVVCFYRRRDIPSTLIGLADKHASEDLEEEMETDSLQQLTEKQQHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETEAVFSYLEKEDSFFYCLVYDPQQKTLLADKGEIRVGPRYQADIPDLLKEGEEDGRDQVKLEAKIWDTDNPLTDRQIDQFLVLARSVGTFARALDCSSSIRQPSLHMSAAAASRDVTLFHSMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFSDIRQDFLPWKALTSIVEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINSTVAKSAMVNGAAVPGQNGGAGRACESCYTTQSYQWYSWGPPNMQCRLCATCWNYWKKYGGLKMPTRLEGERPGPNRSSANPHGYWVKNANPKFTLKTRQAFCLQTTKLTKIARYFCRSLFHTRQSARRPFTPINSAAIKAECTARLPEIGEKPIKLKPSVRKTLESIAKYLELHPSVKPICSLAVSGSVTPAKILPVLNHGSPTILGKRGYEQHNGIDGTMKKRLLMPFRGKTLAQSCSRLHSHPNHGQVRQMYMINGKPYSRSSKILKPGSLPPMKGRRMNWIDAPDDVLFIATEETRKIRKLLGPVDMKRAARQPYKQIFIRQARVSCAVSQPSRQPVNEEPIIIED
>Lcha_5901
MLKEGEPDDRDQSKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLTSALSILVPQGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFIPWKSLTSIVEYYYMWKTTDRYVQQKSLFSAEKEMKIRNIFLNTYSKPNPNQISNSNGKPSAMNGAMGGTTYQAQNSVVGRACESCYTMQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTRAEGEKLAANQTNMDSRSRGHVPRQGGHSVPIRNTGSPKSAMKTRQAFFLQTTRLTKIARHVCKDILQLRQAARRPFVPINFAAVKAEYIARHPEGDQGTLKSKGTLRKPLSSIIKYLEVHPSIKSKIIRSLPSLQSPAPKRLLTVPTHSSPTILGKRSYSHHNGVEGYENVKCFYSW
>Cmil_AFO99136.1
YRVGDYVYFENSSSNPYLIRRIEELNKTGSGNVEAKVVCLYRRRDISGNLNGLADSHAREFEEDSKQPAMEEHDRHQLKHRELFLSRQFESLPATHIRGKCNVALLNETEKLSEYLVREDCFYYSLVFDPLQKTLIADQGEIRVGPKYQADIPDRLGEGEGDNRNQVKLEAKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRSGYELGGAMSRLVPQGGPVLCRDEMEDWSSSEAILFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKVAEADSKLKQVYIPTYTKPNPNQIVSVGAKGGMLNGAAGYQKPSSSPACESCFTSQSQQWYAWGPPNMQCRLCASCWVYWKKYGGLKTPTALDGDKPRPPSDLRPKGPCGRQDGGSGGCNNNNNNSSNLLAKNRQTFLLQTTKLTRIARRLCRDLLWPRRAARRPYIPVNTAIIKTECALRLPKGPTQPLRVRTTTRPTLAHITKVLEELAALRGERPGIVRSNISPGKRGFSKQQNGIEVSPIPIHIRQMTASPHPADGRPLPGGAKVERGCSEPPFKRQKVNSGDTPDPIVFVATDHTRTIRKALTQSEMRRAARRPCLQVNVKPIALNRPSSLTEPIVLGD
>Drer_71581
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISASLNTLADSNARDFEEESKQPSTSEQQKHQLKHRELFLSRQFESLPATHIRGKCNVTLLNETDVLTGYLEREDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDKLAEVEADSRVQEKLETKVWDPNNQLKDPQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASVVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQITAPGNKPGMNGATGYQKGLSCESCHTAQSQQWYAWGPPNMQCRLCSSCWIYWKKYGGLKTPTQLEGATRASSEAAPRGHMTRQEVQGMSPFTSSAGRAKLLAKNRQTFILQTTKLTRIARRVCQDILQSRRAARRPYASINANAVKAECMIRLPKAAKSGVKNRPIPRPSLINIVKDLAIQAPLKLKAPRGAPTPINRNQVNQPRSASALLGKRPFDNAGGHLLSTNGRPFAMGMRAANQSVIKRQKVSQGDAPNPVVFVATKDTSPPGQSLDTPVVVFQAQ
>Lcha_19909
LILSFFFLPDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSNLNSLADSNAREFEEESKQPSVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGSKFQAEIPDKIDKADCTRVQEKLETKVWDPSNPLTDRQIDQFLVVARAIGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLSKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGVNGAGGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLDGAARGGMAWSPKRGSLLAEVGEGRGEILGSSKRGPLLFEHRAVNLHTPKRVSFVFRLICVSVTXKKKKKKKKKKKVNHMWLQLICGIKTASCLPTGFKMSQVVLSRVIMGEPNASLNNNLKKKKKRGAAPPAKFAPAHATENEAHSLGLDSAHVAGGLQFSANGRPLVSGMRSSTQPTVKRQKLNPADAPNPVVFVATKETRPGLGQNLQIYQSDYIVVVFWGG
>Cpic_18020_1
TSSVSILSADYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARSATEPHSRGHMSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKELAAQAPLKPKTPRGTKTPINRNQMSQNRGLAGIVGKRAYDSVAGSGVPFSANGRPMTSGMRSSAQPAVKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPVLPIRPVVAPLVPPAHPASTSEPIILED
>Hsap_NP_004730.2
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLVEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGATRGTTEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLSQNRGLGGIMVKRAYETMAGAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPTLIAVRPPVPLPAPSHPASTNEPIVLED
>Mmus_NP_035972.3
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILNQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARGTTEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLTQNRGLGGIMVKRSYETMAGAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPTLMTVRPPVPLPASSHPASTNEPIVLED
>Btau_NP_001069180.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPGVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPMQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARGTTEPHSRGHLSRPEAQGLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAKTPLKIHPLVRLPLATIVKDLVAQAPLKPKTPRGTKTPINRNQLTQNRGLGGIMVKRAYETMAGVPFSANGRPLASGIRSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVKPPLMAVRPPVPLPPSSHPASTNEPIVLED
>Acar_XP_003228900.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEEESKQPTVSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIVSVGSKPGMNGAGFQKGLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARSVTEPHSRGHMSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKASKTPLKIHPLVRLPLAAIVKELAAQAPLKPKTPRGTKTPINRNQLTQNRGLAGIVGKRSYESVAGGGLPFSANGRAMTSGMRSSTQPAMKRQKLNPADAPNPVVFVATKDTRALRKALSHMEMRRAARRPNLPLKVKSVLPLRPVVAPLVPPVHPASTSEPIILED
>Xtro_12433_3
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAREFEDESKQPTVGETHRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDQLAEGEPDNRNQQKMEIKVWDPENPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGLNGAGFQKGLTCESCHTTVSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQLEGAARNIGEPHSRGHLSRPEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINSNSIKAECSVRLPKASKTPLKILPLVRPSLAAIVKELEVESAXRGTKTPINRNQLSQSRGLSVLPPKRAFDAVSGVGVIPPFSSNGRSFSSGVRSSSQPGVKRQKLNLADAPNPVVFVATKDTRSLRKNLTHMEMRRAARRPSQPVKLKVPLPPRPTNILPPPAHPASTSEPIVLED
>Tgut_15594
QGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMATLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQVR
Multiple alignment
>Pbac_sb3465958
---------------------------------------------------------------------------------------------------------MIRGKCFVFLLTVVDSPMEVLSKEDNFFFILGYDAATHEIHEDKGSIMLGRRYQAEMPDFAIN--LAEPDQ---DTLIWDP-SKCDDMKYEQLCFLSKSLQELRNIM-------CYTPNTAALNPQPDDLLFGAMDALHATGYGISEVPARLVEH--R----GILDSWSVDERVIFERALLKLGKQFNVIRQEFLPWKSSESIIRFYYHWKGTDSYKVWKA--QYQDTSGLKELNLCLKTPK--------EEGP-LRAGK----------------CPGCMCK-ECSWYLWGPEHASRHICWTCSLDWRKYGGFWDAP-----------------------------------------------------------------ELDLSWDS-SVGSSPSSSIFLC--RQCGKSFKTKSHMRRHEALVHT-NKGEHVD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------VWMCGKEGMRSRRKIGRRRIRVAARRPFRLILGEL-----------------------------
>Mlei_63910a
EPVTEKKIGDYVFAELSTREPFWICKIEEIQKQANSDVQIKVKLFFRRRHISADLLVIADKYT-WELAEEP----AYNPDYVKLHYKLLQRNLFVSKENVIISADMIRGRCYVFLLTTVDSPMDVLTNDNKFFFLLAYDVSNQEVHEDKGSIMIGDSYQANLP-VCKG--RSSPDEEERDPIIWDP-QKCSDKTYSQLNSVVRSVQRYKHFA-------KTNLKTRPLQVHRDVHLFGAMEVLNRENYELESAGLALVLE--QQLTADVIDTWNRDEITIFERAMYKYGKQFQYIRQEFLPWKSWENMIQFYYHWKGTESYRLWKQ--QYYIDQGLKEIGVELGTPP--------LTGSETSTTK----------------CPGCVPKLPDSWFSWGPLSDSVRICKTCAVYWKRFAGFPDSP-----------------------------------------------------------------ALEKVWESLSLVDLPHRKLFKCDVEGCSKAFKCKSGLRRHQLLLHDPNRGQ-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LFVCTEGTLAARKCLGIKSIRHIARRPCQAARNR------------------------------
>Ptep_10286
----------------------------------------------------------------------------------------------------------LMDKCSTD-----AEFDSYWDNE--------------AKNQNRNRIRVGRQYQATIPPLLKPGEKDGRKLEDLETLKWKPDQ-LSDQKLEEYMSMAKGISLFSKSVSSSRSPEDNSLQSAIKGLTEFVASHHPCHHDDGCRQVLKPSSSSTESVSK-----VNTNTWSQSEAQLFAQALEACGKNFSAIKKEFLPWKPVRSIIEYYYQIKPTDKVIPKAE-EEPIPSCSEEKPCVKEEKVEEPQ--TVNTEDPPKDSINFLDHSRVTDPCS-PQDVPATSTVGSLKFFQWKHSN-HNKKHKKKFAYSYSSSGTQKPLPDPLGLLLCSSSWTPPDGQESIDVD---TSSKTSEGYSPSRTSKIDTIKHDFASNELWVKTDNCIISDASKNAS--LSGKNSP--NQCY-SSPMKKEVLNHKSALSHGRSVKSPCYQSR----SSHSSSPLLKQRPLPSSLSPVYIDL----RSS----TKESAIDLSSKSDNGLRSEECILCESDPDSEFSPQSSNFTP--------SAEKEPSCTACN-------DQLSG----------------------TNKESDDNSQLSYLP-YHCALP---KCTKDYTLEEHIYI-INDIDENMCEKN----PNWSK----YIPYY-SHCYPYY-VSYGVTSN-SAESTDTEVSEAPLDLSST-ETKPEKLPNVEKISSSEEVSQN-------
>Lpol_XP_013780199_1
------------------------------------------------------------------------------------------------------------MDASSD-----ADFDSYWEDE--------------SKSKNRNRIRVGRQYQATVPQLLKPGESDGRQLEDLETLKWKPNNDLSDQQLDQFFSVARAVSFFARAIDKYQHSDDKCIQTALRGLTEYVTSHHPCHHDANCQ--LSQGSSDPQPSGS-----NSSNDWTYGEAQLFARALEACGKNFGAIKKDFLPWKPVKSIIEYYYQGKPSTSMFSVVEPKKEIIDCDLGDPHTSPDSSEEPDNSEERIDEPSDDKQDDETGSHPNLPTTKAKPVTATSPLGSLQFYQWKVPF-PCSQCKKKYVELYEDSRTV---QEGFAIVWPEESFGAPSPQSPALSEWRHGRATPYDGTSPSDPSDSDISPLQSPTDKI-VKDDLCIKPEVSPCSHHNIEGRKIPFYSSCHKQDPQKFNTLEEVKRPFSQVNC---TDVSQ----QIECSVPISYPSKL-KQEVPLDLSI----KSSQPSVNKLHAVETNCQTDGKLPDESH-PPGLNRSSKQIKRS-SFSSPDVRPSVSSFKSSPVGGISKQHSADNKLTLSSNTLHPGSATWTNPDILSPTHTWASLTSYQEQHSGLMPIYNMAYPYPANCVENVNGVSAFLKNMEDVTSSPSSKEK-EIPAWTNRPTDYIPLY-PHIYSYYPYAYNLSQSWNGAVTPTEASDAPLDLSSPPDNIPCSPKQKETIVSRAVQVPKSLGF---
>Lpol_XP_013783809_1
-----------------------------------------------------------------------------------------------------MQDLAFVDDTSCKLISEYADFDSYWEDE--------------SKSKNRNRIRVGRQYQAIIPPLLKPGESDGRRLEDLETLKWKPNN-LNDQELDEYFSVARAVSFFGRAIDKCQDLHDKCIQTALRGL---------------------------------------------------------------------LPWKPVKSIIEYYYQGKASTSMFSPAKLKKESADMEAGDPHTSLDSSEEPDNSEEHVEEPLESKQDGETESHPDPSTIKTELVPATSILGTLQFYQWKVPF-PWKQYKKKYVELSEDGGTT---QGGFAVVWPEESLVAPSPQSPSLTECRHGRTTPHDGNSPSDPSDSDVSPLHSPVDKLKLKEELCVKPETSPSAHHEVEGRKTPLYIPCHQQDPQKVGSLNKTKRFFSHVNCDASTSKSE----KSGSSVPISYSSKLNKGEVPLDLSL----KSTHSPPNKSHAIESNWQTSEKLTNEPS-LCEFSESSSQIKLSPSSSPPDLRSSLFSLKSSPVCSVSKQHLLN--LASSSNTLTPARTKWTKP---------ASLASSQEQQEGLMPIYNVAYSYPTNCIENVNGGSPFSMDIEDKNSPSCSQEKEEIPTWTNRPVNYFPFYPPHIYSYYPYAYNLAQSWNGTATPAEESDNPLDLSLPLEKRTCSPEQKSP-VGTATQVPNSIQPQHV
>Hduj_t00095
LPERMTSVGDHLFFETSPSGPFQIRRVDDFVKNGN-SVDARVFVYSRKADLPFAVQKEISGFI-QLIAERN--APSPHTQRQLLDHFISSREVFLNKDVETLPTSLIRGKCSVLHHVVGAPKHHYTEVADTFFYHRSWDLQTGEIIVDQKQIQTGTWYQAAIPRLLSAEEQYESSCTDKATLAWIP-NRIPDEDILTFIQAAIAVGLMARCVSASTIASREELSTVSKIAGMDCSMVAAYDLLHGNNYDLARSVSALVGE-GLWSKRSLLETFDDIDMSFFRIGLHETSRDLKAIHEEWLPWRSFSDLVSFYYLFKTTSYYKAFRTSKGAKQEKGITCVSMAAY-----------ETRSCLIRHVP-----------EGQVCYGCY-EEADTWYAWGLARSQVRLCTSCWDFWKRYGCLKRPW---------KSPSQSFKNPTPLVIPTRPPSSADLPPCSPAPKATISVAKQLLLTHRSPPPPQAPQKGWVEKSQAEEFQFTAGDEWRLARRVAGEQYDPKQLARYPLL--ACGDTEQTEG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YFRSCPGLVVDFYRKSKGRKKKMEQVISRKLLAQPHFLIIDN------------------------------
>Smed_15001712 MTTNNMYRVGDFVYFETSVTAPYQIRKIEELNKTPQGAVEAKAICYYRRRDISKSLIQQAEKHRFLEDDEFFHDSESPSS
-SPKIH---NPKYLET------------------------------------NDIGYFKDSHL----------------LNPIQCHQAKHRELFLSRQIETLPATHIRGKCNVTLYNDAEPIFDYLNKEDTFFYKFTYDPSQKTLHADRNAIRVGSDFQTQV----KADKKKVQKSQKPEGLAY---NLSSDKDISQFILITRSLGTLARAFEPYSYTHNPELLFSAASASRDFTLQRAHDYWFESNGCIATAVSLILPGGCPRLFKDELEQWTANEYSLFHQGMEKYGKDFYTIRNQLLPWKSLKGIIEFYYMWKSTDKYWSAKRHKSNNTLDHLKQVYIPSFLKPNPAVL---CTKPLDHNSHG---------------CESCLATKSPQWYSWGPQHLSCRLCVSCWSYWKRYGGLRNPA----SRELANENGPETNLANGEISNSDNNFKCTQPNCK-EFRVKSQLYRHLYNIHGIKSLNNGSSRGMM--KPRSTLVFKINLRFRLGRVLLSDYIKPKHIAKKPN-SMDSSDMELFFK-----KIEKFPFKSIS--NDRLNSILKFT----LKKIPIDETILTLWEKK-----------GVILNMPDFLDINLSESINRQ----------TTNGVYENTSSLSVKR---PFNGE-----------------------------------------------------------IDQFEPLSKSCKQIIDNGVRPNNSFNEDSNDNSIFVNSVDLTKS-----------------------------------------------------
>Sman_168850_1
ASNNMYRVGDFVYFESSATAPYQIRRIDELNKTPTGAVEAKVACYYRRRDVSSALINQAEKYC----------------------------------------------KCSVTLHNDAEPLTNYLVRDEAFYYKLIYDPTLKTLQEDRGSMRIGSDYQSEIQCLL------------------KSS-------------------------------------------------------------------------GQPIIYRDQLEDWSANETNLFEEALDKYSKVFADILSNCLPWKTHKSIVELYYFWKTTDRYVRQRRTKLAAQEHKLKQVYIPNYNKPNPAVLNTDKTIS--------------------RPCEGCGSLNSSQWYAWGPSNANSRLCTDCWSYWKRYGGLKSIER--QQQLNSSTVETNSGGPINITGSVNHQFKSHSIGLSGDIDIYTNDHHHNNNTSATNMTDNANSFFGLAGTPRGTQCFRTPSIIRLARILCPNLVQPLRLARHPGGEISKQQIQHESKTDNLSESNMMLMYATL--KAAAQPIISRIDPSILLTRPRRTRRLNDVIDLMASRKGSVAPVYDRKRPPVFTNAPSSKKLHET----------DDKVNRSKNSSMLTEN---KCNGRSTASVI-----------------------------------------------------TKSDCSLSPTSTAVSSRPKSAFTTDPSLMNQNLILTSNGISTDDRTIISKFESELIQ----------------------------------------
>Tadh_5571
---------DYGYFETESQTPYQIRRIKEFIKLPDGNFEVRALCYYRRRDLPQALHALADRTT-YQLRQDN----NPEMTDETALTEFKHREVFLSRHIESLPTSCIRGKCTVRLLSEVETIDNYLKEPDTFYYTLIFDPQLKTLVPDQANIRIGSDYQAVVPM--DTTEVDHTICEDVETLQWTSNNLLTDEEIDQFGLVTKSVGTFARALEQSTSITQPSLHITAAAACRDTTRLFAMKTLHENSYDIAKATSSLVPATGPVYCMDEMEQWSIDEAKRFEEGLHKYGKDFLDLQQEFLPWKPIGCIIEYYYMWKTSDRYLEQKRLKVLTKQHSVKQITITPR-ESRSENTTANSKKVAIMNGNGPDSRVQDWLNQ--QNCINCSITSSTSWHTWNVANSNCKLCSNCWWYWKKFGCFKIIP-------------KGDKFPLIMFTVNKH-----------------CLNRHLSLTHDMVPPVKKISKASL--RPKVEFSMRSTLATKIARRLYKQLKTIKHMARKPLDAIDITAIQTLCK-----GYKFVLVRIML--GNKIITDISIF----------------------------------------------------------------------QINNLLRFK-------------------------------------------------------------------------------------------NWNYTVPKICYSSKKSPLDSRC--------------CKKVKPG------------------------------
>Ocar_g6846_t1
LDRGLFR-GEYVYMEVPAPAPYKVCRLEELSKTAEGRIEALVTCMYRRRDLPASLAQLADKFS-IDFEEEDGCSWLTEQLDAKEKHRLKHRELFLCRDYETYEICLIRGKCSVTLLCEVETPESYLNRSDTFYYSLIYDPQARTLQTDRNSIRVGERYQAQTPGLSKEDDNMAEDTASPASPLWRPD-SMPNREIDQYMVLARAM--------ITSKTFQPSLHASAAAASRDVTLLHAMTSLHRAGYDLATAVSYLVPQGGPLLCRDEMENWTAEEANIFERALQACGKDFHEIRKDHLPWKSTKSIVEYYYMWKTSDRYTYTKQQKFLERQNKLKDFAIKRASHHHHHHHGGSGGGGGGGGGGGGGGGNHGDANLSGKPCECCKVSLSTRWHSWGPADQHLKLCFDCWAYWRKYAGLNLAT---KWEASQTAVVDSYKHCNRHFTRKER-----------------------LATHGCYSSAKSAKKYKVANATSRIFVMRPKSATFLARKLLGG-KELRQCARKLGRSVNLALLKGTDE---PSRRIPRCYRIRDGSWYRLITNASSE---------------------------------------------------------------AAPFAATSCAETLQEG-------------------------------------------------------------------------------EDKGGSYRGSAEGSSGAAQEGAYPRETISGFVRK---------------------------------------------------
>Sman_188270_1
----------MSVVES-------------------------------------------------------------------------------------------------------------------------------------EDVRLTEVH--------EE-------------LVWSPSHSLTAQEIDMFCLLAKAVGTYGRAHDTSSSTKQPLLLSATASASRDITRQHAHDILHEANYDLNKAINLLLPG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Aque_227290
MAEGLYRIGECIFMEVPPPTPYQICKVEELRKNSKGSVEVAAKCFYRRKDLPSHLLLAADRHA-MAVEEENPRANNYHKLTDLQKHQIKHRELFLSRQIDTYKIDMVRGKCSVSFLNELEDISSYMEKEDTFFYTMVYDPNQKTLLVDKGEIRVGGDYQAVVPPYIPPRPGSEKKLVHPGDQLWEP-NKMADNKVEQFLVVSRSIGTFARALLDGSKKPQISLRLGAAAASRDITLFHAMDVLHQSSYDINAATGKLVPR-GPVLCADELEAWSQEEAKRFEEGLQD-EKNFLYIQRRYLPWKPLKSIIAYYYMWKTTDRYQIQKRHRMIEKQNDLKEVIVHIRSAPPSGPRTGKAASAGELNLTIPPENTPIPLASDGKGCESCRITVSTRWVSWGPAHDHCRLCGHCYVYWRKYGGLKLPSR--WEIVECDASTAGDAPLIEKKPLKER--------------------QDKANKKGIRGKDDLTCIPH------LPFNMIPSATVLYTREKVGR-TLLRKAARVSNFLISPPHSVVTPS---DKELQEAIVKHKKRQRCQIDKKLDRV--RKALSSPPKQIRLHNSPMPISPSYR-AKPRLSCKPTGGSGASSTISTSGTY----------VPPKPPPGSPPLLATA---VSAGSYGNNVVPV---------------------------------------------------RKREPPELEDMRSAKIPKSDASGLV----YNEVFFKVNNQIRDVRQGHGRKKIRKLARLSTKTTLE-------------------------------
>Hduj_t02297
ANANLYKAGDFCYFEVASSGPYQIRRIEELIKTSNSHVEVRATAYCRKRDLPTKLQERIANYE-DGQDDDDKNGNGEVNEEKLREHRIGHREIYLTRLVENLPASLIRGKCTVHLLVDWEAKATYLREDDVYFYTHTWDPNTKSLSREKGDIRVGSGFQAEVPSTLEE--PSERAESNPVVLVWLP-NKMTDTEIDNFLMVMRSVGTMGRALDGNSNTKQPGLHITAAAASRDITIASGLDVLHCSNYELSKALTEIVAE-GPLICRDQMELWTATEAGLFEEALVKYGKDFEEIKKDLLSWKTMCQIIEYYYMWKTSDRFVQRKRLKQADQDGRLKQIYIPAYDQPSS------NDGPDTV-----------------KVCEGCHATQSPNWYAWGPE--KNRLCRSCWTYWKKYGDLVRPVA--GEKKVMLHYGPGIAVHQKAGAVADGHFAAAAAGG--DKKGYLLPPNQRSSAH-LGNFGYMPPRTSY--RTRPAIYFIATQMMKEVRRVGEHIFKPRRAARRPFHWINSAPIKEFYQADAASVQRSKETRSRKKVTRSSAHLGNF-----GYMPPRTSYRTRPAIYFIATQMM---VRRVGEHIPRRAARRPFHWINSAPIKEFYQNA-DAASVQRSKETRSRKKVFVQRESSGPNDPRIR-----------------SAVVYTKGGGTAAARNSSTIERIPSPHAKR----MKIDPGDVGAPSKLVIRGRRYGRLIAPNSPEDFFYHLSPALKTERKYMKTVELKKAGRSQRNMMDSVPVSASSSVPPVVAAVPEVPALATAAVTTAE
>Smed_15029727
ASNNMYRVGDFVYFETSAGAPYQIRKIEELNKTTTGAVEAKVVCFYRRRDLSNSLLQMADKEN---NSQEN----LMSTLTEEQLHLLKHRELFITRQLETLPATHIRGKARVTQFNDNELILNYSNTENTFFYNLVYDCVQKTVHSGKGSIRIGSQYQVNVPR--QASENANYKRRNYETLMWEPNNKMSNEEIENFITICRSLGTYARSLDLTSSVRQPNLAAAVAAATRDITLTEAYNKMQQANYIFEDAVSFLTPGGALTLVRDEMEDWSANEGKLFEEGLGKYGKSFHHIYNDFLPWKSPKKLVEFYYMWKTSQHYLQLKRIKRCENEHKLKQVYIPNYTKPNPAVLGLLSAANPQTN--------------SG--CESCGSLSSGQWFAWGPPNLHCKLCDTCWSYWKRYGGLKNPTR--RQSKEFQNSSPQSSATMLVHKSVTALYQCPQIGCK-HFRQAVQLHNHITTTHSMELVDQNNPLLYEFKNQKNGFFMKPSPEFKIGCKLFNEKLRINFRMSRCFDRENRMHLALKCITKF--EMKNLLNEFFK--NPKLDLLKKKY----ISRNFSNLQAVIEKISKVCP--------------TEKLCTNEIVNLKHL----------RSNNISSDKQPVISEH-------------------------------------------------------------------TRPVNETDKRLYINTGLSVKRNTISNEALCLVPTFQVSEEIRNLRLKIGASFLRKLSRKPFHQN---------------------------------
>Sman_049730_2
TSNNMYRVGDFVYFEVAAASPYHIRKIEELNKTPTGAVEAKVVCFYRRRDLSPNLIQLADKHQ---KELGT----CGDDTQPDILHQIHHRELFLSRHLETLPATHIRGKCTVTLHTETEPYHIYLTKDDTFFFQLVYDPLQKTLQADQGSIREGPQYQAEIEPPCLESADESIHEQ----LLWRPDNNLTPSDLDSYLLLIRSLATLGRSFYPPHILRQPNLTMSAAAAARDTTHQFALDTLHSANYNISQALQMLAPRGQPILKLDEMEQWSASEGNLFEEALEKYGKCFYEIQNDFLPWKYPKSLVEFYYMWKTTDHYVQQKRMKAIEAEHHLKQVYIPNYNKPNP------AVLYPVTSDSGSSA--------SG--CEGC-------------PNLTSTMCSDSKTMGVSKTNISITE---LQARKNSSTVST---------------------------------DHSTKSNDLGVNNSN--AYMLASKVRVSFHFVASVTLRIARRLCVT-SNPRRRARQPFKTFDTLPLLTKLT---PAESHKLTQRFRNKCGVSLHSLVSRL----HKTKCRSSNGVETVFTGE----------PLSMTTPRYASSDTALDLAVD------------GSVTTCDSGSLKDPGSMEHSDADCISNKNPPDD------------------------------------------------DSNVEVISNNHGCINLGPKRFTVGSDVDGASTLMYRATQLIKRSRRFLSLAELRRFGRHPWFDFNVGLSQNGQHPVSSSNLKSHTVTTNSNPGIVTS
>Cele_T27C4_4a
STRVTYAVGDFVYFDDATDAPYQIRKIEELVKTEKGGVDARCVVYLRRRDIPQHLLKIADQAQPTEMEEDEAEPLGVDKLTPDQRLKLRQHEIFMTRQSEILPAAAIRGKCRVVLLGDGEEAQNYLPLDDTFYHSLVYDPNAQTLLADKGAIRVGEKYQAVVDEWMAEDEPELKNEEKEETLVWHPHHALTDRDIDQYMIVARSVGLFARAIDGASAPKLPTLQLAAAFASRDVTIFHAHAILHQANYDVGQAVKYLVPVGGPILCRDQLEEWSTPEMNLFEDALDKVGKDFNEIRAEYLPWKSIRDIVEYYYLMKASNRYTDRKKNKSTTTDEKFTNIYIPPFNKPIAASIYNTSQTTLMNND---------------NPCENCGTLDALNWYQWGGVGDKKVLCSTCWIQWKKFAGLNQKHPVEAATAAVNTLTPQQQQRAAAANMLMTITQEQFLQLKNQAQIQQQIQQQQQRQAQTTPQVVATPRKKTTPATKPAIVFYTTICRRAVRRILPKAFNLRKLSRRPNLAIDDEKILRAMISAQAAAGDKRSLIVESEFHKGITHLQHALTQAATGKRSAPQAVASGEPSAKMAKQQ---------QQPTAFAASGSSSWTPI----------VAPSLEDVGNSLLAVN---HACGGDGGGCVSN--------------------------NDAPILRQYLTNHQGP---------ATRIDSVRELMRTRTDSRW------FVVKDEDVKMRAGPRMKTKRRLLTRHESRRIARHPCEFHQFLE--PFCPIIYPFFTGQQSRTTES-------
>Scil_023554_4
MCEGLYRVGDFVFMEVSNKEPYYICRLDSISKSSSGTVEATVSRYMRMRDMNTTLKLTAAKHL-EDVEEDSNNGFFPSKLSTDQQHQLSHRHLFLTRDNDTFEVSLIRGRCEVTLLCEEESPDYYLKENHKFFYSLVYDSQQRTLVEESGEIRTGPKYQAEIPDMLPPGQEDENEPAAAATQVWCPD-NLTSQQVDQFMVLARSVGTFARAM--ISSRNQPSLCVSAAAASRDVTLFHAMSTLHRYRYNLSQAVCALVPQGGPLLCRDELENWTPDEVAQFEQSLVKYGKDFFDIQKNSLVWKSVKSLVEYYYMWKTTERYLRVKQQKHNEKNGNLKQIRISIS-KNQPGGAASTPRTVGQASNGNGAQLATAASRHEGR-CEGCPATSSVRWHKWNHGGDTNALCSPCWEYWMRYGGLKRPT---IHEASQPENRGEHNVCGKTFSRKERPYPCGLKGCK-SFKSKAGAQRHMITMHGIGEEGVKNDAPS------KPFHLRPFATAIAARRSIPA-IALRHSARKPSAPRDNLVLQNGAF---YPGVGRQKMWWKVKGRKPINDMIEVL----VNMPSSARYR------------------TVRSPTPNYSTHRGSQSSVRARTAAI-----RMARPGGESPRLLPAK-----NGDTAPSSAAT------------------------VAAYMAARQGEEVPRQG----------AAGVDVVDLTSGEAAAPPKIKRAADENGMLLVFLLLSIHVYDDHYSVLHTSSMCVMCLVEQCSLHPPI-----------------------------
>Avag_32611001
MASCMYRVGDYVYFEGNPTEPYLIRRIEELNKTQNGNVEARVACFYRRRDISSYLVNQVDRLK-DDISTDTPSP-QPSDFTDTQKHQLRHRELFLTRQIETLLATNIRGKCLVTLHNETESFLSYLNAEDLYFYQLVYDPNQKSLNADRGEIRVGGKYQADVPTLYTDGMVEENPEV-REEIIWNCDGGLTEKQVEQFLIVARSIGTFARALDCPTALKHPSLHMSAASASRDATLFFAMDILHKHHYDLAIATCSLVPNTGPILVKDQMEDWSAAEANSFEDAIEKCGKDFGEIQKEYLPWKSLKGIIEYYYMWKTTDRYVAQRRLKAAEQENKLKQVFIPNYTKAHQCLL---SQRPQNEN----------------KPCESCGSTTSAQWYQYSTAQPHTRLCAECWAYYKKAGGLKYLKK--------SGPDRRQAANINKLI----SYKCTVTGCK-DCKNKAALQRHYALGHGIMLR-SGSPRPLS--KPRNTFALFTTPLTRAVRPLCPI----RRLARHLSDSINIDDIRNQWEDKSVEDIRSTCLQLR-KLGNEVHKTMHLI----DLFPCKTENNESKTFDEYLSEYE-----------QRQIQENESNLSTRYPKLLDDTSE-FYTQFAHNHTSIMKKRPYE-SNSNDGPSPKRT---------------------------------------------------ISRQNLIKTKSPGAAKLPRRAYTVPFIDPPDGIYLRVTKQIKRLRKEIPPKEIRRVARSPWKKLNTNF----------------------DDIVVLD
>Pmar_4316
HCSLLCLLSDYVFFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSNLISLADKHA-PVPKQDL----GDERQCERKSEHPFCKEKKTSGRLGSAPALHSRGKCRVTLLNETEALNSYLDKEDCFFYSLVYDPTQKTLLADKGEIRVGPRYQADIPDFLKDGEPDCRDQLKLEARVWDPENPLMQRHIDQFLVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLVGRWDAMHENVNQIMSPLEKLTPNVHDALPSDKLTSLVINSASTFFSGNGPSSKDQAEILTDFLPWKTLSSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQIAATPVKAAVANGTPPIGLVLSAPQNVGRACESCFATISCQWYSWGPPNMQCRLCSACWTYWKKYGGLKMPTR--LESDRAALLRAGG-----------------------------------LGPHSSVSRSNGSPKFTL--KTRQAFYLQTTKLTRLARRLCRDLLHPLQAARRPFLPINTTAIKATCP-QSLAELERSGLVEQLLLTSPRITVLIYA----QTSPWDPLEKSVENEQDISPVDT-----RVAKMS---------------------------KVCNILKSKLIGMR---Q-TSVQYNVMCGL--------------------------SNHGQVRQLALGTRPYLIN------GKPYPANVKLLKPGGMSLVKRRRMNWIDAPDDVFFMATDETRKVRKLLPSLEMKRAARRPYRRITVKP------LLGLGLPSVARQPINDEPIVIED
>Bmal_6042e
LSTLIRRVRCFVYFEISSAAPYQVRKIEELNKTPSGNVEAKVSCFCRRRDLPTSLLKVADRAEDDGMKKDHESK-GAENLTPKERHVLRQHELYLTRQIEALPATHIRGKCNVTLLSEVETPDMYLDRDDAFFYSLVFDPTAMTLLADKGEIRVGEKYQCEVPDDMEDDDDEGTVVTKREFLVYHPHHNLTDRDIDQFLIVARAVGTFSRALDTSSSMKLPSLHMTAAAASRDVTLFHAMALLHQANYDMGQAVKYLVPPGGPILCRDQMEEWSAAEANLFEEAVEKYGKDFSDIRADYLPWKSMRDIVEYYYMWKTTNRYVEVKKNKAVEQESKLKQVYIPNYNKPNP------NLVGPPNPSGQPMK--------GTSACESCQTDESTQWYAWGPAHLQLRLCSVCWCQWKKYGGLKRVHESYQKVTSAVTTAGFINSAAATAAGSTTSTRNGINGRGT----NQMLGRLPSGHSQAQQKMSGGGHSSV--KTRVAFYLNTTLSMRIARRLAPKLFNIRRSARRPFLPINGHAIKQFCTDALVAQIASSIIASSAQFGAAVSNIQKRHGSDKGGPPIKRQHLQQTVAQTQQQSAIYHHVLSVATPGPPPSLPATAPPLPPPPPPPTLPST-PPPPPPPPPPPSLPSQPHIAASGAHISSTIVTSPSKIVCTTIRHVTGATTAMHNFAKPVAAVTPLSLSTSVLVPPTITAAATIQQQQQVQQLQAVAATVARTTTTSAPQSQAPQPALLIGVDTTAHDKKATTSGSVLATVGTSRKKNFHPDLKILRRRICPKKIGIALHPCRSSDFVIKH
>Cint_NP_001071762.1
ASSNMYRIGDYVYFENSPSNPYSIRRIEELNKTSSGNVEAKVICFYRRRDISNSLLLLADKHA-KDMEEDM-DE-ASTDLSENERHQLNHKELYLSRQLDSLPATYIRGKCSVTLLNETEDLKSYLNKSDTFFYSLVYDPAQKTLLADRGEIRVGCKYQAEIPPLINENGYDGKEDESREEMVWNPNNELSKQQVDQFMVISRSVGTFARALDCNSSIRQPALHVSAAAASRDITLFHTLTCLHKNKYNIADAISSLVPKTGPMLCKDEMEDWSPSEANLFEEALEKYGKDFLDIKQDFLPWKTIASIVEYYYMWKTSDRYVQQKKLKAAEAEGKLKQVYIPNYNKPNP-------NLIKPVNGES-----------NGKACEGCFCTSSFQWYTWGPPNMGCRLCATCWMYWKKYGGLKMPP-----------SSRLE------------MHNHKIKGTDKELRYRP-------PNSGVAIVATGGPQRIH--KTKQAFFLNATKLTRLARRLCNETFSIRHYSRRPFEAINIAAIKAECQ-VRLSSSPKVTTKFPQKKWPPLSVVVVRL----LTLRPQLTHQSVKKSLSKIKTSV-----EVATNNNHHLLPSSGSLKRSHHNGIAGQKM-------GDNGSIYRVS-----NGPQ-----------------------------------------------------------------------------KKRCLNSTDASDDMLFVCTDRIRDIRKRIKSSDQRSAARKPTKFLINMP----------KFAMPPTKHINPEPIVIDD
>Hrob_18496
MAANMYRVGDCVYFETSSAAPYQIRRIEELCKTPTGNVEARVMCFYRRRDISQNLVSLADKHQ-GGSEEENVVA-AKEELNEKQRHQLRHRELFLSRQCETLPATHIRGKCNITLLNETEFFSSYLNRDDTFFYSLVYDPTQKTLLADRGEIRVGPRFQADPTTLLKKGENDGRNLSDLEDLIWDPSNSLTDKQIENFQIVARSVGTFARSLDCSSTVRQPSLHMSAAAASRDITLFHAMNLLHKNNYAIADAISDLIPSTGPVLCRDEMEEWSTSEANLFEEALDKYGKDFIEIRADYLPWKSHKSLIEYYYMWKTTDRYIQQKRIKAAEAESKLKQVYIPSYNKPNP------AQVPDKP---------------DGRPCESCYTSSSNQWYLWGPAVMQCRVCSSCWVYWKKYGGLKIPTQSNNNANANNNNASNNKHGHSSNTTASKVFKCTVQGCGKDFRSKANLLQHLSSVHGMSMT-SNSPCPVM--KTRAAFCLITTPLTRISRQICKSSLDMRRACRKPFHLINTALVKQECQ-QRLPELMSKLRMLKSRQRIPMEKVSAKLGIDTKMDKP---SLLHHHSSKVLGLNG-----DTNSGASGAVERGGQSKKRARDNDDEGMPP-KMAPPLVAAPSLAPSS---------------------------SAAAAQLSSSS----SQPATRTGSVVKQSQPKMRGSQHQQQQSSNNSTTNANNNTSKQQRYRQHSTFEALEDIFFHATESVKQVRKQMTTQDFKKGGRKPWRPISLQQSSSSSSSLPSSSQTDDGAASNAGIVVLD-
>Cpic_8355_1
--------------------------------------------------------MLADKHA-KEVEEESETT-NEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQLSSNNGKPGAVNGAMGASYQTQTSL-IGRACESCYATQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--SEEEKLSPCQTTE-----------------------DPRIRTHMSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCLTKLARQVCKNTLRLRQAARRPFVPINCAAIRAEYA-DRHCEIVGSPLKIKST-RKPLSCIIGYL----EIHPAMKPNVVRSMPSLQTPTAK-----RMLATPNHSS------------------------------RSILGKRNYSHHNGLE--------------------------------------------ERSCCISD-------------------------------------------------------------------------------------------------------
>Ggal_XP_419452.2
GSVPVLPLRYYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHA-KEVEEESETT-IEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADVPDMLAEGELDDREQAKLEVKIWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPATVNGAMGASYQAQASL-IGRACESCYTSQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--TDEDKLSSSQPAE-----------------------ESHVRTHMSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYA-DRHYEIAGNPLKIKST-RKPLSCIIGYL----EIHPAMKPNVIRSTPSLQSPSTK-----RLLAPSNHSS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ESSSHSTRTIVHITNGKALQASASTIKTSAIPVKRQRQNWLDASDDGFFIATEETRKIRKFSSLQLKRASRTPCSPILAKTK-----------------------------
>Tgut_3593
-----FFLADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISNSLIMLADKHA-KEVEEESETT-IEVDLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLEKEDTFFYSLVYDPALKTLLADKGEIRVGPRYQADVPDMLVEGELDDREQAKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLSSAIGVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISSNNGKPAAVNGAMGASYQAQTTV-IGRACESCYTPQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTQ--TDEDKLSSSQPTE-----------------------ESHVRTHLSRQ--ATQGTPVRNTGSPKSAV--KTRQAFFLHTTCWTKLARQVCKNTLRLRQAARRPFVPINCAAIKAEYA-DRHCELAGNPLKIKST-RKPLSCIIGYL----EIHPAVKPSVIRSTPSLQSPSAK-----RLLAPSNHSS------------------------------LSILGKRNYSHHNGLD--------------------------------------------G--------------------------------------------------------------------------------------------------------------
>Mmus_NP_001164523.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNTLIMLADKHA-KETEEESETP-VEADLTEKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPKYQADIPDMLPEGDSDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEACLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISSSNGKAGTVNGAVGTQFQPQSAL-LGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQ--SDEEK-SPSPTAE-----------------------DPRARSHMSRQ--ALQGMPVRNTGSPKSAV--KTRQAFFLRTTYFTKIARQVCKSTLRLRQAARRPFVAINYAAIRAEYA-DRHAELSGSPLKSRST-RKPLSCIIGYL----EIHPAKKPNVIRSPPSLQTPATK-----RMLAAPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------GT-------------------------------------------------------------------------------------------------------------
>Btau_NP_001095434.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTATGNVEAKVLCFYRRRDISNTLIMLADKHA-KEIEEESETT-VEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSVKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHSMDTLYRHGYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISTSNGKPGAVNGAVGTTFQPQNPL-LGRACESCYATQSHQWYSWGPPNMQCRLCATCWLYWKKYGGLKMPTQ--SEEEKLPPSPATE-----------------------DPRVRSHMSRQ--AMQGMPVRNTGSPKSAV--NTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVPINYAAIRAEYA-DRHADLSGSPLKSKST-RKPLACIIGYL----EIHPSKKPNVIRSTPSLQTPTTK-----RMLATPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ERLMK----------------------------------------------------------------------------------------------------------
>Hsap_NP_001269684.1
--------------------------------------------------------MLADKHA-KEIEEESETT-VEADLTDKQKHQLKHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPSLKTLLADKGEIRVGPRYQADIPEMLLEGESDEREQSKLEVKVWDPNSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLYRHSYDLSSAISVLVPLGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTY-KPNPNQISTSNGKPGAVNGAVGTTFQPQNPL-LGRACESCYATQSHQWYSWGPPNMQCRLCAICWLYWKKYGGLKMPTQ--SEEEKLSPSPTTE-----------------------DPRVRSHVSRQ--AMQGMPVRNTGSPKSAV--KTRQAFFLHTTYFTKFARQVCKNTLRLRQAARRPFVAINYAAIRAEYA-DRHAELSGSPLKSKST-RKPLACIIGYL----EIHPAKKPNVIRSTPSLQTPTTK-----RMLTTPNHTS------------------------------LSILGKRNYSHHNGLD--------------------------------------------ELTCCVSD-------------------------------------------------------------------------------------------------------
>Bgla_5602
----------------------------------------------------------------TAVEENGGGR-GMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAETIPYIDKATEDLRKLEDLEELVWDPNNGLSDKEIDQFQIVARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMDTLHRHAYDIAKAIKSLVPSGGPVLCRDEMEEWSASEANLFEDAIEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNP------AAINTKVNGTDGPV--------SGRACESCYTAHSSQWYSWGPIHMQCRLCSNCWSYWKKYGGLKMPTR--L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GMME----------------KDLHQMQD---------------------------------------------
>Acal_XP_005093441.1
MSANMYRVGDYVFFETSSTAPYQIRRIEELNKTQNGNVEAKVMCFYRRRDISNSLIILADKHHEDPVEENGGGL-GMEEIPEKLRHQLKHRELFLSRQVETLPATHIRGKCCVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEMIP-LSEGEGDVRKSEDLEELVWDPLHGLSEKEIDQFQIIARSVGTFARALDCTSTVRQPSLHMSAAAASRDITIFHAMNTLHQHKYNIAKAIQSLVPSGGPVLCRDEMEEWSASEANLFEDAIEQYGKDFNGIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKASEAESKLKQVYIPNYNKPNP------AAITNKLNGADGQV--------SGRACESCYTAHSNQWYSWGPVHMQCRLCSNCWSYWKKYGGLKMPTR--LDGERPAPNQRQE----IAQMNSIRMQKCTFTGCGKEFKLKAHLNRHMATSHGMPIQ-PGSPRPVM--KTRAAFCLVTTELTRISRRLCRDLLRPRHATRCPFTPINTSLIKQECQ-LRLSERPSYQQPAKYRTPATLDPVVARLGIDIKQEKP-----------------------SLLLKGPNYGGGDRSSTPKERPQENVKVGS--------GHPSIMKKRGYEQT---------NGPAAKRPNMGVIKTPGVTRGSVL----NHNSVNGRSRFC-----------------------------GKSRMQLVGWMDNPDDVYFVATAATRKIRKQLQMNDFKRLARNPWKTLNVKP-----PLPSGSLSGGHRPTVPQEVVVLD-
>Lpol_XP_013780198_1
MAANMYRVGDYVYFETSSTTPYQIRRIEELIKTPNGNVEAKVMCFYRRKDISSSLVLMADKHQ-SALDEEQ-EQ-EVELLSERDRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESMASYLNKEDCFFYTLVFDPHQKTLLADKGEIRVGSRYQAEITPILKEGEEDGRRLEDLETIVYTPHHNLSDRQIDQFLIICRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHQHNYDIASAISSLVTSKGPILCRDEMEEWSASEANLFEEALEKYGKDFIDIRQDFLPWKSLKNIVDYYYMWKTTDRHVQQKRVKAVEAESKLKQVYIPNY-NNKP------TTLNGPNGENLVS---------GGRPCESCYTLSSHQWYAWGPPHLQCRLCQPCWSFWKRYGGLKYPSKGEDSSYSCRDCNKVFQERLTAHMAAHRPHRCGFSSCGKEFKLKAHLVRHCASVHDSAIR-VGSPRPII--KTRVAFYLCTTPLTRLARRVCAHLLQPHHAARNPFKAINVVAVKQECQTKLLEGLPKIPI-AKSRNRGSILDISHRLGAP-NIPIP---EWLIAMPKNKLPQPE-----RLAFPPPPRG-KDGQLLIP-WPHKEESRSV----GINSVLPTILRKRGYEQQNGVD-------PAAKHR-----AVVGSSPDLYK----MADLPQGTI-----ITRLNGR-AKMTTIRF-------------GRKQTISLVDAPDDVYFIATPATRKLRRQLGLNEVRRAARRPSRKLYVKL--------------QYGIPSYRQVITQE-
>Apis_1458+80176
GGSNMYRVGDYVYFEAQQQQPFQIRRIEELNKTAGGNVEAKVMCFYRRRDLPAQLVALADKHQLSATDKDATSE-INETVKEEQKQQLKQRELFLSRQVETLAATHIRGKCTVTLYNETESLDSYLEREDTFFYCLVFDPVQKTLLADKGEIRVGHKYQAEVPPLFRDDDEDDKDVDDLETLIWRPQNRLTDRQIDQFLVVSRSLGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHRHGYDLGTATCSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFGDIRHDFLPWKTHKNIVEYYYMWKTTDRYVQQKRVKAVEQESKLKQVYIPSYTTSGGKQQAITSGLTIKSSQQQQQLVNGNSAAVSITGCDLCDVVSSQQWYSYHQQNGPNTLCHECWTHWKKYGGPRTATRSMAMNLNVSAGGGRSHGPTMSTPPHHHAHRCTIIGCAAPFKSKSQLLRHYSTAHGIGIN-SNSSRPVM--KTRTAFYLRCTSLAKASRRRSAQLARPRNVARRPFIPQTAHSYKHECMHAPVHELRAYLRAAAVKARPGVTRVANALATAADIAVP---DWLSLPSQQHQHQSSSRTGGRVAFPKPPKA-PDGSLLYERVPNKQEAAAALLVRQMINRQRGLMMHRQQQQSTGHHHHSQQHQTSQGGSGAGGGSIVAHQQQQQQ----QRGGTSSGGPLQLTGTGSGGKHHQSQQQQHQQHNHYRTPSMARTRKHVISWTDAPDDLYYRCTTLSRSLRKRMTGKELRRSARKPWQPIAALLPFDMSTGGSAGSSNPSAMSNQSAAPIVAP
>Dple_EHJ72252
---------------------MESRHKDRRCRCRSSPVSVVLNAIHVSTTPTPNFTSTKQRAK-MAMEEESELP-GSDGLAPKQRHQAKQRELFLSRHVETLPATHIRGKCTVTLLNETESLLSYLNKDDAFFYCLVFDPSQKTLLADKGEIRVGSKYQTEVTNLLKE--------GEMISLTSYDESN----KIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHKSGYSIEAALSSLVPASGPVLCRDEMEEWSASEANLFEEALEKYGKDFADVRKDFLPWKTLKNLVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------ALLSSGAAAITSAAAPPPPGPRGGTNCASCQVTNSNQWYAWGPQHLQYRLCGACWQYWKKYGGLKTAGV---FGESEAEAGRGVEADDTALSVSHRPHRCSVVNCAKEFKLRAHLARHMATAHGGA---GEGARPVM--KTRAAFYLRASPFTRLARRLARALRRPRHYARSPFSPINLHQVKHECTVGGVGGVVPAEVRGVARARGPVGAVAARLAAALGTSAPRAQDWLTLTPRERLPTPN-----HVAFPKPPKA-PDGSLMYERVVSRAELEAR----RSEAAAPALKRR-AYDDINGLDR----GCPPAKRPNKHPAPMQRPSREQYA----AMCARAQATGQPLPAHVFAHV-NGKPTNLT-----------GRGRRHVISWMDAPDDLYFRATETAKAARRTLSCGELRRGARAPWRVMRGAV-----VLGAAAAAGAGAASAPLQLVILD-
>Lgig_8404
-MENMYKVGDYVYFETSSTSPFQIRRIEELNKTPNGHVEAKVMCFYRRRDISSSLIMLADKHQ-SLLEENGPEE-KEEEQSEKGSHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETEALTSYLNKEDMFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITSLLEG--EDTRKLSELEDLIWCPENGITDKEIDQFQIVAKSVGTFARALDCTSTVRQPSLHMSAAAASRDISLFNAMHTLHEYKYNIANAVTSLVPDGGPVLCKDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAERKLKQVYIPNQNPAHP------AVLSGKMNGDQM----------SGRACESCYSSHSNLWYAWGPSHLQCRLCSSCWTYWKKYGGLKMPTR------------------------------------LVEFKLKTHLARHLATAHGLAIR-PGSPKPVM--KTRTAFCLVTTALTRLSRRLCKDLLRPKHAARLPFIPINIAAIKQECK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Spur_XP_003727277.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNKTASGNVEAKVVCFYRRRDIPNSLIQLADKHA-MALEEEQ-EE-ALEELNEKQRHQLKHRELFLSRQLETLPATHIRGKCTVTLLNETESLLSYLSKDDAFFYSLVYDPQQKTLLADKGEIRVGSRYQADVTPLLKEEETDGRDLANLEALTWNPEHCMNDRSIDQFLVLARSVGTFGRALDCSSSIRQPSLHMSAAAASRDITLFHAMDVLHQQTYELAKAMAILVPAGGPVICRDQLEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNP------NPVPPPVQPCA-------------RACESCHASNSFQWYSWGPANMQCRLCATCWVYWKKCGGLKMPTR--LDGERPGNLRNRT-RPPMPLSGMHRPFCCTISGCGKEFKLKAHLARHCQTVHGLTIR-TSNPRALL--KTRQAFMLVTTPLTRLSRFLCKNMLNLPHVARCPFDPINVATVKQECQNQLTPGVIPTMPKLKPKTWPRVDVVMANL----DQDRP-------KKPVPQRPTPN-----GNVRPQPTNPIGTLSNIRKRQLDDSGGREEKQTKRTTISAPRQYRRTEYDED--------------------------------------------------------GK-LREVGQGD-----------PLSRKRPISWLDAPDDVFFHADSNTRKLRKQLSVQAQRRLARRPWTMAVRPL----NPGVVPSQPVPSTVKPPADPIVIDD
>Dpul_46320
---NVLLISDYVYFETAPSMPYQIRRIEELNKTSSGNVEAKVMCYFRRRDIPATLLSLADKHQ-EAVEKVEKEP-VDEELNLKQKNQLNQRELFLSKQVEILPATNIRGKCSVTLLNETESFSSYIDKEDAFFYTLVYDPVQRTLLADRGEIRVGSRFQAEITPLMKEGTTDGRNMEELEVLTWTPEHGLSDREIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDALHQSEYDLGKAMCALIPPTGPILCRDQMEEWSASEANLFEEAMEKYGKDFNDVRQDFLNWKVPSSLIEYYYLWKTTDRYVQQKRVKAVEAESKLKQVYIPTYNKPHP------AAIGPPLPQSSKNGAHQIEIGLPGKFCECCAVATSVQWYAWSPNNTQSRLCQSCWSYWKKYGDLTVSNK-----AALPASSDEENLSGGPEALTSRPHRCTTQGCG---------------------------------KTRTAFYLAVTPTTRLARRFSAHLLRPRHAARFPFLPISAAAIRQDCK------------------------------------------LISESPKES----------------------------------------------------------------------------------------------------------------------------------------------------SW-----------------------------------------------------------------------
>Nvit_NV14853
MTANMYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFFRRRDLPSTLIMLADKHQ-GGVDRPNGIG-GLSELTPKQRHQMKHRELFLSRQVETMPATHIRGKCCVTLLNETESLLSYLNKEDSFFYCLVFDPAQRTLLADKGEIRVGSRYQADIAPLTPAREADPRRLQDLETLVWTPRHSITDREIDQFLVICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDNLHRYNYDMSKAMSCLVPNSGPMLCRDEMEEWSASEANLFEEALEKYGKDFSDIRADFLPWKTLKNVIEYYYMWKTTDRYVQQKRVKAVEAENKLKQVYIPNYKNQSG------PGTGGASNGKAAVSILNGSSNGNGKPCESCQSSQSPQWYAWGSTHLQCRLCQACWSYWKKYGGLKIPTRMD---------------------------RSGTVGVG------------LAAGGG------GSPRPVM--KTRSAFYLRTSALARAARRLCAAQLRTRHAARAPHQPVNAAPLRHLCASKTPAELRVLARALRPRARPRVTDIATRLGDHPQPKTPGDWDWLQLTAPGQRKQPD-----RVSFPRPPKA-PDGSLLYERIPNKPEVDRL---PVTPPVQPALQTQQAFDEINGADCIPLNSLPLPKRANHGQPPMDHASGAVVA----GASPATAAGVLPPLVTPLNGRLPPQAQMSR-----------S-NRKQVMSWMDAPDDVYFRPTEQIKRLRRSLTSVEVRRAARKPWRLLSV-----------PQRVADDMV------VILD-
>Pdum_MTA1/2/3_ comp223915_c0_seq6
MAANMYRVGDYVFFETSSSTPYQIRRIEELNKTPSGNVEAKVMCFYRRRDISGSLIQLADKHQ-SALEEEHEEQ-SSDELSDKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYYNKEDAFFYSLVYDPQQKTLLADKGEIRVGSKYQAEVQRLLKEGETDGRNLKDLEELQWRPDHGHSDRTIDQFMVIARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHSYETAKAISSFVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAETKLKQVYIPNYNKPNP------AQITGKVNGADGS---------SGRACESCYSGHSNQWYAWGPVHMNCRLCAACWVYWKKYAGLKMPTRLGDDGDRPAPIQRQE----VGQMQGLRMHRCTIGGCGKEFKLKAHLARHLATAHGLAIQ-AGSPRPVM--KTRAAFCLITTPLTRISRQLCKDILRIRKAARQPFIHINIAAIKTECQARLPDGMKKMKE-LKPRDRKGMNEVVVRKGRPIDVDLP---TILRRTDLGN-KEPK-----KIFFPAPAEM------PKPRVPQEDKSDSP------AAPQPSIMKKRGYEQTNGVD------------------------------------------GKVLWVVVCRAA-INVVLVGC-----------VVLSFQIVSYLPLLFRVFIL-------------------------------------------------------------
>Dmel_NP_001262293.1
MATNMYRVGDYVYVETTPNSPYLIRRIEELNKNQTGNVEAKVMCFYRRRDLPNPLVQLADKHQTAALDEERDAE-KGEALTSKQRYQIKHRELFLSRQVESIPATQIRGKCSVTLLNETESLQSYLNKDDTFFYCLVFDPNQKTLLADKGEIRVGSRYQCDIPAKLKDTATDDRKLEELESLVWTPEHSLTDRKIDQFLVVSRSIGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMNILHKHEYSIEESMSSLVPSTGPVLCRDEIEDWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKQIIEYYYMWKTTDRYVQQKRVKAVEAELKLKQVYIPQYNNNGK------G---NGTSTKAGGGIYNGTTNGNGKPCESCGTTKSSQWNSVSSGHSTSRLCLSCWEYWRRYGSMKSATKAGLAGLATTPTAVVDDDEKISDLTNRQLHRCSIVNCGKEFKLKTHLARHYAQAHGIAIS-SGSPRPIM--KTRTAFYLHTNPMTRVARAICRSIVKPKKAARQSAYAINAMLVKQEFTGKSQAEIKKLLL-LKPKDRGSVTKIANRLGAP-GSGPH---EWLVLTPKDKMPLPA-----VVSFPKPPKA-PDGSLVYDRVPNKSPDVVAPELTIIPTQATSTIRKRAHEDQNGTEV----TIPPAKRPNKDPMPSHCPSPEQFA----AMMAASG---QPLSRHHLNGK-QKIAQMAR-----------GGNRKQVISWMDAPDDVYFRANDTHKKTRKILSAVDLRRAARKPWRTLPIKPASATKLLSSSASRFQHPPFPYTMDALLN-
>Hazt_10631
------------------------------------------MCYYRRRDIPSHLLAVANLKH------------------HNERHQLGHRELFLSRQIETLPATHIRGKCTVTLLNETESLASYMSKEDTFFYSLVFDPIAKTLLADKGEIRIGPNYQADPTALLKEGEADGRAMSELETLVWTPDHGLTDRQIDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFEAMSLLHEQDYELAKALSCLVPGSGPLLCRDQMEEWAASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKANP------AVLSNGSTNCKSVTLLNGSSSGLGFSCEGCSATTSSQWHSWGPVQKPGKLCSDCWLYWKKLGGLKKASR-------------------------------SAKEEGKYFS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cgig_EKC18877
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVVCFYRRRDISSSLTLLADKHQ-GGLDDSELES-KLDEVGDKQKHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAEVPDLEGE-DTDNRKMEELEDLIWNPENGLSDRQVDQFLIISRSVGTFARALDCTSTVRQPSLHMSAAAASRDITLFHAMDNLHKSVYELSKAYASLVPTGGPMLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AAINGKMNGVDGQV--------SGRACESCYAAHSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLD--GERPTPNQRQE-IAQI---NSMRMHRCTIAGCGKEFRLKAHLARHLATAHGLVVR-SGSPRPVM--KTRAAFCLITTPLTRISRRLCKDILNPRRAARSPFIPVNIAAIKQECQLRLTEGEEYVPN-IKPRSPTTLEPVVARLGINTKMEKP---ALLHKSENDH-KKPE-----KIFFPPSASQ--------PQFKAHTTSPSK-----LNAGSPSIMKKRGYEQANGVD-----G-PVAKRPNMGVIRQIGSS-------------MRSQVRGNLMNHNMNGR-GKVMGVRG-----------M--RMQMINWLDAPDDVYFVATDATRKLRKQLQAQDFKRTARNPWRNVLIKP--------------DSEV------VVLD-
>Ptep_10287
MTANMYRVGDYVYFETSSTAPYQIRRIEELIKTPNGNVEAKVMCFFRRRDIATSLVMMADKQR-ISALEEEQER-EAEQLAEKERHQLKHRELFLSRQVETLPATHIRGKCSVTLLNETESLLYYLNKEDCFFYSLVFDPQQKTLLADKGEIRVGPRYQAEIPPMLPEGTEDPRKLEDLEELVYTPHHNLTDRQIDQFLIICRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDILHKHNYDITTALASLVPSGGPVLCRDEMEEWSASEANLFEEALEKYGKDFIDVRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNY---------------NNKPGVLNGANPGESPSASGRPCESCYTPTSSQWYAFGPAHLQCRLCQSCWNYFKRFGGLKYPTRLE---------SGSG-DKLQSHIASHRPHRCTISGCGKEFKLKAHLARHCATAHGLVIR-AGSPRPIM--KTRAAFYLHTTPLTRKARRYASHLVKPRHAARNPFQPINILAIKQEFHTRMIEGQPDLPK-LGPHERGRVVDVSHRLGTP-NLPPP---EWLLPTPLDKIPKLE-----REAFPPPPRN-EDGSLSIPKHPMDMEENNV-LTPSIASASPTILRKRGYEQQNGVE-----P------------GVIKPTPDIFN----VSSLARSSV----VNNPLNGR-AKMATITR-----------VG-RKQMISWVDAPDDVYFVATDSTKKLRKQITIPELRRSARKPCRKLNVKIPPVVPPPAPSTAAAPETL------AVID-
>Obim_22015508m+22017021m
MAANMYRVGDYVYFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLILLADKHQ-AGMEEDSEEI-ND-DITEKQRHQLKHRELFLSRQVETLPATHIRGKCVVTLLNETESLLSYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGSKYQAEITPLLKEGEKDGRSLDELEQLIWGPDNTLTPKEIDQFLILARSVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHRSGYDIAKAVTSLVPQGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKSLKSIIEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AAISGKVNGVDGQV--------SGRACESCYAANSSQWYSWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLDHRIEKSEADRIDP-RERLAHLNAMRMHRCTIAGCGKEFKLKPHLARHLATAHGLAIR-AGSPRPMM--KTRAAFCLITTPLTRISRRLCKDILRPRHAARCPFVPINIAAIKQESALTEGGSNRLSMN-IKAKTPATLESIVSRLGIDIKMEKP---SMFCRPEGDQRKQPQ-----RLSFPPVSSP-------MTRLPEPKMEPIV---PRVSTSQPSIMKKRGYEQSNGLD-----A-------------------------------------RISHKPQQYER-PKQNLWNK-----------AYEAHDQLD------------------------------------------------------------------------
>Ctel_184591
MAANMYRVGDYVFFETSSTTPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISSSLIMLADKHQ----EDDTDAH-DDEDLCEKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETEALLSYLNKDDSFFYSLVYDPQQKTLLADKGEIRVGSKYQAEANSMLKDGEHDGRSLEELESLVWHPDSGLNDKHLDQFLVIARSVGTFARALDCTSTVRQPSLHMS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Lana_XP_013387992_1
MAANMYRVGDYVYFETSSTSPYQIRRIEELNKTPNGNVEAKVMCFYRRRDISNSLIMLADKHQ-STLEDDQEME-ENDDVSEQQRHQLKHRELFLSRQVETLPATHIRGKSTVTLLNETELLASYLNKEDTFFYSLVYDPQQKTLLADKGEIRVGGRYQADVQPLLKEGESDGRKMEDLEELVWNPETHLSDRQIDQFMVIARAVGTFARALDCTSTVRQPSLHMSAAAASRDVTLFHAMDTLHKHQYNTATAISSLVPPGGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKSIVEYYYMWKTTDRYVQQKRIKAAEAESKLKQVYIPNYNKPNP------AQLPNNKNGSAASAAAGAAAPGLSRACESCYTAHSSQWYAWGPAHMQCRLCSSCWIYWKKYGGLKMPTRLD--GERPAPNQRQE-LAQM---AALRMHKCTISGCGKEFKLKAHLARHLATAHGLAIR-SGSPRPVM--KTRAAFCLVTTPLTRISRRVCRDILKPRRAARSPFTPINIAAIKQECQ---LPDAAKNIT-IKPKPQITMEKVGAGLSLDVSGEHP---PWLAHSEKKA--EPA-----RYAYPRPSAEELNQFWERQHVHVEEEEDME---GESPSAKPSIMKKRGYDQ-GGLE-----G-PPAKRP--------------------TMGVIRQSSSIKQRGPYMNGR-------GK-----------PGTATRKLNWVDAPDDVFFLATDNTRRLRKQLNGTEFRKAARKPWRVLE--------NVKWPSSTKQEPI------VILD-
>Tcas_TC008832
----MYRVGDYVYFETSSTSPYQIRRIEELNKTASGNVEAKVMCFYRRRDLPSQLIQLADKHQ-GSPVSDSGSR-GCESLNPKQRHQMKHRELFLSRQVETLPATHIRGKCSVTLFNETESLSSYLGKDDMFFYCLVFDPTQKTLLADKGEIRVGSRYQCDVTPLLKEGESDERDLSELETLIWTPDHNLTDRQIDQFLVVSRSVGTFARALDCSSSVKQPSLHMSAAAASRDITLFHAMDTLHHHNYDLASALCSLVPSSGPVLCRDEMEEWSASEANLFEEALDKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------AAL-NNNKGVVNGNSNGNSDTAGGKSCESCNVTVSTQWYAWGPSHMQCRLCHQCWQYWKKYGGLKIPTRFGNGGKK---KSGSD-DDDRTSAMPHRPHRCNIGGCGKEFKLKAHLGRHYATSHGIVVR-SGSPRPIM--KTRTAFYLFTTPLTRISRRLCRHIMKPRHAARAPFFAINIQAVKQECAGKSLADLKQLLV-YRKKNRGSVTAIATRLGNP-GSITP---QWLILTDKDSLPKPE-----KVAFPKPPKA-PDGSLVYERVPNKPEADKI----PLNNMSPS-LKRRAYDEMNGID-----SSPPPKRLSKDPISMVRPDQYSMI----SSSIVPGQV-LPRHISQINGK-PKIAHMTR-----------AGSRKQVISWMDAPDDVYFRATEGSKRMRRQVTLAELRRAARKPWRQLKTKM--------------EHPI------VVLD-
>Aaeg_AAEL008616+AAEL008611
VIINDHRSDTYVYVETSSTTPYQIRRIDELNKTPNGNVEAKVMCFYRRRDLPTPLVQLADKHQESPNSTGSGND-RGEQLNPKQRHQMKHRELFLSRQVETLPATQIRGKCSVTLLNEEESLLSYLNKDDTFFYCLVFDPTQKTLLADKGEIRVGSRYQTEVQAMLKDGEKYERNLEDMETLVWTPRHSLSDKKIDQFLVVSRSVGTFARALDCTSSVKQPSLHMSAAAASRDITLFHAMDTLHKHSYSIENAMCSLVPSSGPVLCRDEMEEWSASEANLFEDALEKYGKDFNDIRNDFLPWKTLKSIVEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYTKPSP------ALITNNNKNILNGNSNGSSGGVGGKPCESCSTLASPQWYSWGPSHMSCRLCQICWTYWKRYGGLKVASRLASAGMRHLPTVGVF-VLNVLFSVRSPSFKCSIVNCGKEFKLKAQLGRHYAQAHGIQIR-SGSPRPIM--KTRTAFYLFTNLTTRLSRRLCRQIVRSKKAARQPSYAINTAAVKQEFTGKSIADIRRLLT-YKKRDRGSVTHIANRLGNP-GPTVG---DWLILTPKDKMPKPE-----VVAFPKPPKA-PDGSLIYDRIPNKVEAEPKPASTPITPIPPASLKRRNYEDANGID-----GPPPTKRPNKDPMPSHRPTPEQYA----AMMAAAQAAGQPLPRHHMNGK-PKIAQMAR-----------TGSRKQVISWMDAPDDVYYRSTEASRKTRRKIPIVELRRSARKPWRHLAPKYGSTNNNSSSSNNKADLQV------VILD-
>Caqu_8435
------------------------------------------------------------------------------------------------------------------------------MSGDTFFYSLVYDPQQKTLLADRGEIRVGSRYQAEATPLLAEGEPDPRGGQELETLVWTPHHGLSDRQIDQFLVISRSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTLHEHGYNLASALSSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKTLKNIIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPN---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Smar_13016
MAANMYRVGDYVYFETSSTSPFQIRRIEELNKTPNGNVEAKVMCFYRRRDISGSLILLADKHQ-SALEDDHDGE-QQDSLADKQRHQLKHRELFLSRQVETLPATHIRGKCTVTLLNETESLLSYLNKDDTFFYSLVYDPQQKTLLADKGEIRVGSRYQAESIPLVKDGEEDDRKLSDLETLIWTPYHSLTDRQIDQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMDTIHRHNYDVAEAISSLVPSTGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLKNVIEYYYMWKTTDRYVQQKRVKAVEAESKLKQVYIPNYNKPNP------AAISNNKPGLMNGSNTNDPQAVSGKPCESCYIFQSSQWYAWGPLQMQCRLCSICWSYWKKYGGLKQPTRLDNEGLRVIFDSAER-AAHM---ASHRPHRCTISGCGKEFKLKAHLARHCATAHGLAIR-AGSPRPIM--KTRAAFYLCTSPVTRVARRLCRDLLRPRHAARNPFQPVNHVAIKQECTGRSTDDLKVYLK-NKDKPRTKVVEVSNRLGME-SNSTP---EWLLPTEKSKLPQPD-----RIAFPPPPRGEADGRYLVDPIIYREREFEK-STPGINNLSPTLLRKRVYEEQNG---------PAAKRPLRPVPGVMKTSTDIFT----PNLIARSSV-----INHLNGR-ARLATVNK-----------L--RKQVISWEIKKTTDVYRTKKSR---------------------------EEAQPEDHFGSGRTDRHS------RLSQ-
>Hmag_XP_002167188.2
PASNIYRVGDYVFVETQPSLPYQIRRIEELTKTTNGQVEAKVSCFYRRRDLSNALATQADKHAL-SAEEENEIDVGTNNLSDEQHHQLKHREVFLSRQLEIINANTIRGKCSVTLYSEVEKLIDYLYEDDWFYYLLVYDPQQKTLLADRGEIGVGEEYQADFKDRTRSSPEDDRDLSELETMQWTPDNPLTDKQVDQYLVVARSIGTFARALDSGSSVKEPSLHLTAAAASRDITLLSALLMLHKNDYDIGKAVSALIPDGGPILCRDEMEEWSSGEAALFEEGIRKHGKEFIEIQQEYLPWKSISNIVEYYYMWKTTDKYVQQKRLKAQEGDSKVTQIFIPSSNTAINLTLAIQASSQYQVNSVGA-----LVTPS--YMCESCFTKESVLWYPWGQSSSQCKLCKECWVYWKKCGGLKKSTK--STEASSENEAVY-RICNKKFNRAER--LSSHMTTRGDGCGKTFTLKAHLTRHLAKSHCIFPLDSKM--KVKTPFVMTSTPFMKVARYLCKDKLRLHHFARTPTDMIDLMEIKEDASSKIPKPLDEIVLNVKKKPKPSSLKLISTS----ITKECSPEQRNSPVGRVSSPSFQLKSPIMSGSHKRSADSDQNDYPSTKR----------QQPMQSASSP--LGRKGFEGKVLHNQMSLQHH-------------------IQAHHPQIHIPQTDPHKRSFQHYHDMPPYSHKHKPRLPVGATSRKQSYKGINRRDPDYVDPPQEFLFNASKDSKKARRSLPSKAQRKIARKPFVQIKCSQLHDAIVCKRSSDIRSA------DPIVIDD
>Locu_17197
----MYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHA-REMEEEMENS-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALTSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEDDGRDQSKLETKVWDPNSPLTEKQIDQFLVVARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKNGYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNNIKPGLVNGAGTTAGPQGQSAGLGRACESCYTTSSYQWYSWGPPNMQCRLCATCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPVRHSGSPKFAV--KTRQAFYLQTTKLTRVARRLCRDILRPKYLARHPYTPVNSAAVKAECSLRLPEGSK-SPLTLKQAIRKPLETVVRYL----EAHPC-PKPD---------P---PRSISMGS-LTP------------IK----------STPILNNGSPTILGKRSYEQHNGLDGEWPSGV-------------------LAQAEGIPNHGQTRQMGPSPKL-------RLNGKSYPS-ARLIRGGSRPPIKRRTMSWIDVPDDLLFMANKETRKIRKLIATSETKRAARRPYAPIVIEPQTGQSLRP----------PVNEEPIVIED
>Drer_45582
MAANMYRVGDYVYFENSSSNPLLIRRIEELNKTANGNVEAKVVCFYRRRDISATLIALADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCCVTLLNETEALKSYLDREDAFFYSLVYDPQQKTLLADKGEIRVGNKYQADITDLLKEGEEDDRELEKLEEKVWDPSNPLTEKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNGYDMTRAIAALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQLSVNSVKPGLVNGAGALPGAPGQPVGLGRACESCYTTSSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPVRHSGSPKFAV--KTRQAFYLHTSQMTKAARRVCQDLLRSKYLARHPYTPVNTIAIKAECAVRLPDMSK-KPASLKQTVRKPLESVVRYL----EAHPLPPKAD---------P---PRGISTGS-LTP------------IK----------STPILNNGSPTILGKRNYEQHNGLDGSKPK-V-------------------LA-----------------PQW-------EIMAK------RMSEAGRTPSVLQDEVHELD---------------------------------------------------------------------
>Xtro_38916_3
MAANT-ALVDYVYFENSSSNPYLIRRIEELNKFLNDNIE-KAICKFRYMDLLTLLKESAERSGIGEMEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLEEGAEDGRDQANLETKVWEASNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNTYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPAVVNGTAV----QGQNVAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWAYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPMRNSGSPKFAM--KTRQAFYLHTTKLTKIARRLCRDIFRPRYAARHPYMPINSAAIKAECTTRLPEASK-TPLILKQVVRKPLEEVMRYI----EAHPCPPKQD---------L---IKNTSINNSLTP------------TK----------SSPVINNGSPTILGKRSYEQHNGMDGNVKKRL-------------------LMPSRGIPNHGQTRQMGPNRNL-------LLNGKSYPAKVRLIRGGCMPPVKRRRMNWIDAPDDVFYMATEETRKVRKLLSSSETKRAARRPYRHIVIRQQVGQLMRQ----------PVNDEPIVIED
>Lcha_23454
MEEVIWRCADYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDFLKEGEDDDRDQLNLETKVWDANSPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRNNYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QGPSPAVGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGLPIRSSGSPKFAM--KTRQAFYLHTTKLTKIARRLCRDILRPWQAARHPYVPINSAAIKAECTVRLPEAAK-NPLILKQIVRKPLESVLKYL----ETHPCPPKPD---------P---SKSSALNN-LTS------------AK----------ITPVINNGSPTILGKRSYEQHNGMDGNVKKRL-------------------LMPNRGMPNHGQTRQMGAGRNL-------LLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKQIIIKQQAALLLRQ----------PMNDEPIIIED
>Acar_XP_003219926.1
MGCNIYQLGNYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRFQADITDFLKEGEDDGRDQSKLETKVWEAFNPLIDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNVVKPGVVNGTGV----QTQNMGTGRACESCYMTQSHQWYSWGPPNMQCRLCTSCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHSGSMRNNGSPKFAM--KTRQAFYLHTTKLTRLARRLCRDILRPWHAARHPHTPINSAAIKTECATRLPDASE-NLLLLKQVVRKPLEAVLRYL----ESHPCSLKPD---------P---AKSGSLNS-VPC------------TK----------FSAMINNGSPTILGKRSYEQHNGIDGSVKKRL-------------------LMPSKGLPNHGQTRQMGPSRSL-------LLNGKSYPTKVRLIRGGTMFPVKRRRMNWIDAPDDVFYMATEETRKIRKFLSFSEAKRAARRPYKTIVLQPQGPHLQQ-----------PVNDEPIIIED
>Ggal_NP_001012971.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHA-REMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSIGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QAQNAAAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHGVPVRNSGSPKFAM--KTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASE-NPLLLKQVVRKPLEAVLRYL----ESHPCPPKPD---------P---AKSTSLNN-LTP------------AK----------FTPVINNGSPTILGKRSYEQHNGMDGNMKKRL-------------------LMPSRG-------------------------------TKPKLAAQWEIIPNK--------SPINSWWIHASSEKEEDEL-------------------------------------------------D
>Tgut_17492
LKSLFFFLSDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIVLADKHASSKMEEEMENP-EMVDLPEKQKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEDDGRDQSKLETKVWEAFNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNVYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINVNNVKPGVVNGTGV----QAQNAGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------LSPHGVPVRNSGSPKFAM--KTRQAFYLHTTKLTRIARRLCRDILRPWHAARHPYLPINSAAIKAECTARLPEASE-NPLLLKQVVRKPLEAVLRYL----ESHPCPPKPD---------P---AKSSSLNN-LTP------------AK----------FTPVINNGSPTILGKRSYEQHNGMDGNMKKRL-------------------LMPSRGLPNHGQTRQMGPSRNL-------LLNGKSYPTKVRLIRGGSMPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSEAKRAARRPYKPIILRPQAVQLRQ-----------PMNDEPIIIED
>Btau_NP_001068982.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISSSLIALADKHATGEIEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GWGAAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PAPP-------APVAGPSTLP--
>Mmus_NP_473422.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSSLIALADKHAR-EVEEEVENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSKLETKVWEAHNPLVDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISASSVKATVVNGTGT----PGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RNN--------------------------------MSPHGIPARSSGSPKFAM--KTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYMPINSAAIKAECTARLPEASQ-SPLVLKQVVRKPLEAVLRYL----ETHPRPPKPD---------P---VKSSVLSS-LTP------------AK----------SAPVINNGSPTILGKRSYEQHNGVDGNMKKRL-------------------LMPSRGLANHGQTRHMGPSRNL-------LLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPLRPPPP-------APVNDEPIVIED
>Hsap_NP_004680.2
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCFYRRRDISSTLIALADKHATGEIEEEMENP-EMVDLPEKLKHQLRHRELFLSRQLESLPATHIRGKCSVTLLNETESLKSYLEREDFFFYSLVYDPQQKTLLADKGEIRVGNRYQADITDLLKEGEEDGRDQSRLETQVWEAHNPLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKNIYDISKAISALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFTDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQISVNNVKAGVVNGTGA----PGQSPGAGRACESCYTTQSYQWYSWGPPNMQCRLCASCWTYWKKYGGLKMPTR--LDG---ERPGPN-RSN--------------------------------MSPHGLPARSSGSPKFAM--KTRQAFYLHTTKLTRIARRLCREILRPWHAARHPYLPINSAAIKAECTARLPEASQ-SPLVLKQAVRKPLEAVLRYL----ETHPRPPKPD---------P---VKSSVLSS-LTP------------AK----------VAPVINNGSPTILGKRSYEQHNGVDGNMKKRL-------------------LMPSRGLANHGQARHMGPSRNL-------LLNGKSYPTKVRLIRGGSLPPVKRRRMNWIDAPDDVFYMATEETRKIRKLLSSSETKRAARRPYKPIALRQQALPPRPPPP-------APVNDEPIVIED
>Aipt_21044
NPANVFRVGDYVFVETNPSLPYQIRRIEELTKTSNGQVEAKVQVFYRKRDLSSTLXLQAEXHLL-QAEEDAEVEMGDKELEDVLRHQLGHREVFLTRQYENINANTIRGKCLVTLYNEAEEFPKYLEKEDWFCYFLVYDPQQKTLVADRGEMGIGSSYQANVPKTIIDPKTDDRNLSDMETLVWTPENSLSDREIDQFLVIARSVGTFARALDCSSSVKQXSXHMSAAAASRDVTLFHAMTXXHNNLYGLSKALSQLVPSGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIHKDFLPWKNLSCLVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLAPSNPXQPGRKQTSTIILTPXPG-----VTNNLVGATCEGCFXTTXQQWYPWSPNNSPHKLCTLCWIYWKKYGGXKRPDG--FSGRGQDNLEPRYRLCGKVFNRAER--LSSHMMTKSRGCDKLFNSKATLQRHLTGGHGYRPPSPRKL-KPRSPFYMKSTMLTRISRRLCSDLINLTHACRVPGAPMDIXQIKGQCXKRITDPKQTAILKGERMKKRVLEKAVEFI----KAHPQKPAKX---------PKPTTSPGLTVT-SPARKMMPVKNYLSGQPSTPVSNMWKAXKTVTQTSNHMMARKRSYEQQNGIDGPTPKRMPLGKKGCECSYQASLTHHEQTMHSSSEAPKQRSYPAYCDVT-ATGPGYNGQGQPTGNRRSLSQGNGAYSRDKMNAQYIDPPEEFQFTANHKIRKARKTMHVESQRKVARCPWKEAKCNALRELMMQPFVTKEKKLQETNKQEAIVIDD
>Nvec_v1g107943
---------DYVYVETNPSLPYQIRRIEELTKTSNGQVEAKVQCFYRKRDLSSTLGIQAEKHLL-QAEEDAEVEMGDIELEDVSRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEVLPKYLEKEDWFCYFLVYDPQQKSLVADRGEMGIGPNYQCLVPKKCIDPSTDDRDLSQMETLVWKPDNSLSDRQVDQFLVVARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLFHAMTTLHNSMYQVGKALSQLVPSGGPVLCRDEMEDWSAGEANLFEEALQKYGKDFNDIQKDFLPWKSFSSIVEYYYMWKTTDRYLQQKRQKAVSKECNLTQIYIPGLAPSNPAQPGKKQTSTIILTPPPG-----VTSNLVGATCEGCYGCTSQQWYPWSPSNSQHKLCTLCWIYWKKYGGLKKPGK--TLMPENVKNASRAFSSVFAH----------------------------LSRHLTCNHGYRPPSPRKL-KPRSPFYMCSTHLTRVSRRLCGDLIDVRHWARAPGANLNLAEIKAQCK--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------WKEVQY------------------------------------------------------------------
>Adig_v1_22470
NASNVFRVGDYVYVETNPALPYQIRRIEELTKTSNGQVEAKVQCFYRRRDLSSALSIQAEKHLL-QAEEDAEIEMGDNEMEDVLRHQLSHREVFLSRQYENINANTIRGKCLVTLYNEAEILPKYLEKEDWFHYFLVYDPQQKTLVADRGEMGIGTAYQAHVPKTMIKGRQDDRDLSKLETLMWDPSNSLQDPHIEQFLVIARSVGTFARALDCSSSVKQPSLHMSAAAASRDVTLAHAMFCLHNNGYNISKAIANLVPEGGPVLCRDEMEEWSAGEANLFEEALQKYGKDFTDIQKDFLPWKSLPSIVEYYYMWKTTDRYLQQKRLKAVSKECNLTQIYIPGLG-GSTTQSGKKQTSTIILTPPPG-----VATNLVGVSCESCYGTSSQQWYPWGVPNSQHKLCTLCWIYWKKYGGLKRPDG--LSGKGHGGLEPRYRVCGKVFNRAER--LSSHMGTKMSHCGKVFNSQPNLTRHLTAVHGCRPPSPRKL-KPRSPFYIKATPLTRLARRLCQDLYNKVHHCRVPGGTLNVQDIRAQCLKRLETPKADAIIKAKKKPKPPKPTLLPIP----KEHSPTSPSP---------PIASSKSPIQPT-PPKASDWKYAAIPSAKP---------VQQPPQQGSNHMMARKRPHDQQNGIDASLTHHE-------------------QTMHASAEPPKQRSYPAYCDVSPAMGPGYNGQGDAVPNKVMVVDQSAKPAVNKTNQNFIDPPEEFQFLSNKLSRKARRALSVDIQRKVARRPWKEVTCSVLRALIYAIPA-----PQESDNVEAIVIDD
>Pmar_4885
VTTSVAFVADYVFFENSSSNPYLIRRIEELNKTPSGNVEAKVVCFYRRRDISSTLITLADKHASEEMEEEME---SVDDLSEKQRHQLKHRELFLSRQFESLAATHIRGKCSVTLLNETEALSSYLEREDCFYYSLVYDPAQKTLLADKGEIRVGPRYQADVPDMLKEGPEDDRDQVKLETKIWDPESPLTDRQIDQFMVIARSVGTFARALDCTSSVRQPSLHMSAAAASRDITLFHAMDTLHRSTYEVAKAIGLLVPQGGPVLCRDEMEEWSAAEANLFEEALEKYGKDFTDIRLDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---FTKQGVPNGSGT--AGPGQASGTGRACESCFASQSQQWYSWGPPAMQCRLCSSCWTYWKKYGGLRLPTR--LDG---ERPGPN-RAS--------------------------------SGLHGLSVRSQGSSRVAL--KTRQAFYLHTTKLTRIARRLCCDIFSGRQAARRPFQPINATTIKTECTARLPEAAK-TPLKVKPVVRKPLESVVKYM----EAHPCPVRVA---------QPL-PPRTVSSI-TPT------------KV---------L--SVLNHGSPTILGKRSYDQHNGTDGNTKKRM-------------------LMPCRVAKNHTQVKPTVSANRC------YLVNGKPFAGSARFVAKGATPPMKRRRLNCINAPDDVFFMATADTRKVRKLLVALEMKRSARRPYQRIATRPSSTQRAVLPV----------NTEPIVIED
>Skow_XP_002734194.1
MAANMYRVGDYVYFETSSSQPYLIRRIEELNK-------------------------------------------------------------------------------------------------DIFFYSLVYDPQQKTLLADKGEIRVGSRYQADIPPMLGEDDKDERELPKLETIVWDPRCGITDRHIDQFMIVSRSVGTFARALDCSSSVRQPSLHMSAAAASRDVTLFHAMNILHKHDYDIAKAIANLVPQAGPVLCRDQMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLPSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---SNKPGIQPPTAG-----------GRACESCYAGSSFQWYSWGPANMQCRLCAACWIYWKKYGGLKMPTR--LDG---DRPVPN-RVLDGSVAEGDR--PSPTNRSDPEFKLKSHLARHCQTVHGLTIRSSSTKPTVL--KTRQAFFLSATTLTRISRRVCKDILNSRHHARSPFSPINITAIKQECQVRLPTAAKTLALKNKKWPDSNVVVSKLGI----DVKCELPALL---------ERTKSEPPRLSF-PPPLSMPIFPRVDQNDK---------ANTQSINSISPTILRKRGYEQHNGIDGLTAKRS-------------------SYSLSGITRLSARIISAKGGDKTVVHPPGMNGSRQYPSG----RVETMPMRKRRRINWMDAPDDVYFHANENTKKLRKQMTLSQHRRIARRPWSSTGIKLVYAQPPPPPI----------PPEPIVIDD
>Bflo_8039
MAANMYRVGDYVYFENSSSNPYQIRRIEELTKTPNGNVEAKCVCFYRRRDISSSLISLADKHAKAALEEERDDA-EFENLAEVDRHQLKHKELFLSRQLESLPATHIRGKCSVTLLNETESLQSYLNKEDAFFYTLVYDPVQKTLLADKGEIRVGSRYQAEVPPLLKEDEGDGRELAKMESKIWDPENPLEDRQIDQFMVIARSVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMNTLHKTQYDATKAITSLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLNSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQI---TNKPGTPNSLMN-----GQGEKPTRACEGCYATNSHQWYSWGPPNMQCRLCSVCWSYWKKMGGLKMPTR--L--------GEK-LAHLARHC---------------------------ATAHGLTIRQSNSPKFTV--KTRQAFFLCATPLTRLSRRLCKDILKPRHAARVPFDPVNIASIKIECQTRMPEDPQ-KVLKKRKRTRPDLKYKSMFP----D-HPVREPKP---------NAERGGDEKPGS-VPS------------NP---------A--TILNNVSPPIMKKRPYDQMNGMDGNGVNPH-------------------LMTGSGVLNAPGTRPPGVPGMTN-----HNGSNRQFAKTLAINR-----PVKRRRINWIDAPDDVFFVATEETRKLRRQLVPAEQRRAARSPCRKVHLPNPKSAAVPSEP------------EPIVIED
>Locu_17947
MAANMYRVGDYVYFENSSSNPYSVRRIEELNKTANGNVEAKVVCFYRRRDIPSNLIALADKHAK-ELEEEMEGE-SLQQLTEKQRHQLKHRELFLSRQLESLPATHIRGKCCVTLLNETEALFSYLEKEDCFFYCLVYDPQQKTLLADKGEIRVGPRFQADITDLLNEGEEDGRDQAELETKIWEPESPLTDKQIDQFLVIARSVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHRTGYDMSRAITALVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFADIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINVNNAKTGLVNGSSS----QGPSGNAGWACESCYSIQCYQWYSWGPPNMQCRLCAICWSYWKKYGGLKMPTR--LEG---ERPGPA-RNSMAPFS-----------------------------------YWVKNANPKYTLKTKQAFYLQTAKLTRLARYLCRALLQPRRAARRPFVPINSAAIKAECTARLPEAEK-QIVKLKPATRKPLEVIVKYL----ELHPYVKPEP---------V---KPAVSLAS-HPG------------ST---------SVAPVINHGSTTILGKRSYEQHNGVEGNVKKRL-------------------LMPSRGLPNHSQVRQIATLNKS------YLLNGKSLERSQRMLKQGSLPPVKGRRMNWIDAPDDVFFMATNDTRKVRKLLASFDIKRAARQPYKQICIKHQSDLETPLQL------RHPVNEEPIVIED
>Cmil_AFO98674.1
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTVNGNVEAKVVCFYRRRDISNSLIILADKHAK-EMEEEMEMT-IISELTENQKHQLKHRELFLSRQYESLPATHIRGKCSISLLNETELVSCYLDKEDGFFYSLVYDPLQKTLLADKGEIRVGPRYQADIPDMLKEGESDGRDQAKMEVKVWDPENPLNERQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLHKYNYDLTNAISILVPQGGPVLCRDEMEDWSASEASLFEDALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQILSSNGKPAVVNGPVGGVLYQTPNSAVGRPCESCFTIQSQPWYSWGPSTMHCRLCALCWSYWKKYGGLKMPTR--TEGEKGEKVSPT-HNVSEPHVRSQG-----------------------QPGQCLPIHSTGSPKSTL--KTRQSFFLQTTRLTKLARHVCRDILQLKQAARRP----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
>Cmil_AFO94887.1
MAANMYRVGDYVFFENSSSNPFLIRRIEELNKTASGNVEAKCVCFYRRRDISGSLIALADKHAM-ELEEEMENS-ELQELSEKERHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETELFLSYLEREDTFFYSLVYDPQLKTLLADKGEIRVGPRYQADIIDLLKEGEDDERDQSKMEIKIWDAENSLTDKQIDQFLVVARSVGTFARALDCSSSVRQPSLHMSAAAASRDITQFHAMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFNDIQQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPNYNKPNPNQINGGSAKVGAVNGGSV-LTQNGAAAGPGRACESCFTTQSYQWYSWGPPNMQCRLCAACWVYWKKYGGLKMSTR--LDG---ERPGPN-RSNL--------------------------------NALGLPIHNSTSPKFAL--KTRQAFYLQTTNLTKAARRLCRDILQPLQAARHPYVPINSAAIKAECAVRLPDVTK-MPTALKQAVRKPLEAVVKYL----EAHPCPKREP---------AKSTSSSLHISS-LTH------------AK---------AI-PILNNGSPTILGKRSYEQHNGIDGTKKRLL-------------------MPCRGVTNHGQGRPMGAAGN--------YMINGKSCPASVRVLRGGSMPPVKRRRLNWIDAPGDVLFMATDETRKIRKLLSSFERRRGARQPHEPISIEQHANPAQASRQ--------PTNDQPIVIED
>Drer_109572
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISQSLIQLADKHAK-DLEEEKESP-PESDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETEVVLSYLEKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPEMLQEGEADDRDQSKLEMKMWDPECPLTNKQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSALSVLVPQGGPVLCRDEMEEWSSSEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISVSNGKMATVNGAAA-GTGSFHTAGGGRACESCFAVQSAQWYSWGPPNMQCRLCVSCWMYWKKYGGLKMPSR--AEGAE-EKTPPS-PAPNESRSRGHC--AR-------------------QSSHMVPIRNSGSPKSSM--KTKQAFLLQATRLTKLARHMCRDLIRLRRAARRPFVPINCGAIKAEYMIRVSEGMTGRPLKPKSSPRSTLTSVLQYL----ESRPATHVQR---------P---HRTPGLQV-QPP------------RR---------LLSSLPSHGPLGMLGKRSYHHHSRVESAERRAG-------------------ATGQENPAHIVGPI--------------LQHNGSSTGGSS---LRGSGLMLRKRRPNWIDAPDDSFFLVSRETRKARRMLSRSQLRRACRQPCEQISLRRPQGPSQVPIL----PHPSLRMRGPIVIHD
>Locu_20329
MAANMYRVGDYVFFENSSSNPYLIRRIEELNKTASGNVEAKVVCFYRRRDISNSLIQLADKHAK-ELEEEKENP-SEPDLTEKQKHQLRHRELFLSRQYESLPATHIRGKCSVALLNETESVLSYLDKEDTFFYSLVYDPTQKTLLADKGEIRVGPRFQADVPDMLQEGEPDERDQSKLEVKMWDPHCPLTNRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHRHGYDLSSAISVLVPQGGPVLCRDEMEEWSASEANLFEEALEKYGKDFNDIRQDFLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKLKQVYIPTYNKPNPNQISASNGKTATMNGAAG--AGSFQQPGLGRACESCFSMQSPQWYSWGPPNMQCRLCVSCWVYWKKYGGLKMPSR--AEG-E-EKMSPS-PAPNEPRSRGHG--PR-------------------QSAHAVPVRNSGSPKSSM--KTRQAFLLQATRLTKLARHMCRDLIRLRQAARRPFVPINIAAVKAEYMSRLPEGVE-RPAKMKASPRVTLSSVLKYL----ESRPPLHSPR---------V---ARTPSLQC-QPA------------KR---------LLSSLPSHGPLGILGKRSYNHHSRIEGLERRGN-------------------IIGHDNMSHIMGPV--------------LQHNGRASSNPA----RAAGTFLRKQRPNWIDAPDDGFFLVSQETRRVRKLLSRTQLRRACRQPCEQIRVRRVYCPSYPSLR----------THGPIIIHD
>Cmil_AFO98115.1
MAANMYRVGDYVYFENSSSNPFLIRRIEELNKTANGNVEAKVVCFYRRRDIPSTLIGLADKHASEDLEEEMETD-SLQQLTEKQQHQLKHRELFLSRQLESLPATHIRGKCSVTLLNETEAVFSYLEKEDSFFYCLVYDPQQKTLLADKGEIRVGPRYQADIPDLLKEGEEDGRDQVKLEAKIWDTDNPLTDRQIDQFLVLARSVGTFARALDCSSSIRQPSLHMSAAAASRDVTLFHSMDTLHKNNYDVSKAISALVPQGGPVLCRDEMEEWSASEANMFEEALEKYGKDFSDIRQDFLPWKALTSIVEYYYMWKTTDRYVQQKRLKAAEAESRLKQVYIPNYNKPNPNQINSTVAKSAMVNGAAV----PGQNGGAGRACESCYTTQSYQWYSWGPPNMQCRLCATCWNYWKKYGGLKMPTR--LEG---ERPGPN-RSSANPHG-----------------------------------YWVKNANPKFTLKTRQAFCLQTTKLTKIARYFCRSLFHTRQSARRPFTPINSAAIKAECTARLPEIGE-KPIKLKPSVRKTLESIAKYL----ELHPSVKPIC---------SLAVSGSV-----TPA------------KI---------LP-VL-NHGSPTILGKRGYEQHNGIDGTMKKRL-------------------LMPFRGKTLAQSCSRLHSHPNHGQVRQMYMINGKPYSRSSKILKPGSLPPMKGRRMNWIDAPDDVLFIATEETRKIRKLLGPVDMKRAARQPYKQIFIR-QARVSCAVSQ----PSRQPVNEEPIIIED
>Lcha_5901
--------------------------------------------------------------------------------------------------------------------------------------------------------------------MLKEGEPDDRDQSKLEVKVWDPDSPLTDRQIDQFLVVARAVGTFARALDCSSSVRQPSLHMSAAAASRDITLFHAMDTLHKHNYDLTSALSILVPQGGPVLCRDEMEEWSASEASLFEEALEKYGKDFNDIRQDFIPWKSLTSIVEYYYMWKTTDRYVQQKSLFSAEKEMKIRNIFLNTYSKPNPNQISNSNGKPSAMNGAMGGTTYQAQNSVVGRACESCYTMQSHQWYSWGPPNMQCRLCASCWIYWKKYGGLKMPTR--AEG---EKLAAN-QTNMDSRSRGHV--PR-------------------QGGHSVPIRNTGSPKSAM--KTRQAFFLQTTRLTKIARHVCKDILQLRQAARRPFVPINFAAVKAEYIARHPEGDQ-GTLKSKGTLRKPLSSIIKYL----EVHPSIKSKI---------I---RSLPSLQS-PAP------------KR---------LL-TVPTHSSPTILGKRSYSHHNGV----E--------------------------------------------------GYENVKCFYSW------------------------------------------------------------------------------------------
>Cmil_AFO99136.1
-----YRVGDYVYFENSSSNPYLIRRIEELNKTGSGNVEAKVVCLYRRRDISGNLNGLADSHAR-EFEEDSKQP-A---MEEHDRHQLKHRELFLSRQFESLPATHIRGKCNVALLNETEKLSEYLVREDCFYYSLVFDPLQKTLIADQGEIRVGPKYQADIPDRLGEGEGDNRNQVKLEAKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRSGYELGGAMSRLVPQGGPVLCRDEMEDWSSSEAILFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKVAEADSKLKQVYIPTYTKPNPNQIVSVGAKGGMLNGAAG-----YQKPSSSPACESCFTSQSQQWYAWGPPNMQCRLCASCWVYWKKYGGLKTPTA--LDG------DKP-RPPSDLRPKGPC--GR-------------------QDGGSGGCNNNNNNSSNLLAKNRQTFLLQTTKLTRIARRLCRDLLWPRRAARRPYIPVNTAIIKTECALRLPKGPT-QPLRVRTTTRPTLAHITKVL----EELAALRGER---------PGIVRSNI-----SPG------------KR---------GF-SKQQNGIEVSPIPIHIRQMTAS----P--------------------------------------------------HPADGRPLPGGAKVERGCSEPPFKRQKVNSGDTPDPIVFVATDHTRTIRKALTQSEMRRAARRPCLQVNVK-PIALNRPSSL-----------TEPIVLGD
>Drer_71581
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISASLNTLADSNAR-DFEEESKQP-S---TSEQQKHQLKHRELFLSRQFESLPATHIRGKCNVTLLNETDVLTGYLEREDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDKLAEVEADSRVQEKLETKVWDPNNQLKDPQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASVVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQITAPGNKPGM-NGATG-----YQK---GLSCESCHTAQSQQWYAWGPPNMQCRLCSSCWIYWKKYGGLKTPTQ--LEG------ATR-ASSE-AAPRGHM--TR-------------------QEVQGMSPFTSSAGRAKLLAKNRQTFILQTTKLTRIARRVCQDILQSRRAARRPYASINANAVKAECMIRLPKAAK-SGVKNRPIPRPSLINIVKDL----AIQAPLKLKA---------P---RGAP-----TPI------------NR---------NQ-VNQPRSASALLGKRPFDNAGGH----L--------------------------------------------------LSTNGRPFAMGM---RAANQSVIKRQKVSQGDAPNPVVFVATKDT----------------SPPGQSL--------DTPVVVFQAQ---------------
>Lcha_19909
LILSFFFLPDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSNLNSLADSNAR-EFEEESKQP-S---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGSKFQAEIPDKIDKADC-TRVQEKLETKVWDPSNPLTDRQIDQFLVVARAIGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQKNGYDLSKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGV-NGAGG-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LDG------AAR-GGMAWSPKRGSL--LA-------------------EVGEGRGEILGSSKRGPLLFEHRAVNLHTPKRVSFVFRLICVSVTXKKKKKKKKKKKVNHMWLQLICGIKTASCLP-TGFKMSQVVLSRVIMGEPNA----SLNNNLKKKK---------K---RGAA-----PPA------------KF---------AP-AHATENEAHSLGLDSAHVAGGL----Q--------------------------------------------------FSANGRPLVSGM---RSSTQPTVKRQKLNPADAPNPVVFVATKET-----------------RPGLGQNLQ-IYQSDYIVVVFWGG---------------
>Cpic_18020_1
TSSVSILSADYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-SATE-PHSRGHM--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKEL----AAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-MSQNRGLAGIVGKRAYDSVAGSGV--P--------------------------------------------------FSANGRPMTSGM---RSSAQPAVKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PVLPIRPVVAPLVPPAHPASTSEPIILED
>Hsap_NP_004730.2
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLVEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------ATR-GTTE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LSQNRGLGGIMVKRAYETMAGAGV--P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PTLIAVRPPVPLPAPSHPASTNEPIVLED
>Mmus_NP_035972.3
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILNQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKFQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-GTTE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLGGIMVKRSYETMAGAGV--P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PTLMTVRPPVPLPASSHPASTNEPIVLED
>Btau_NP_001069180.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-G---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPMQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-GTTE-PHSRGHL--SR-------------------PEAQGLSPYTTSANRAKLLAKNRQTFLLQTTKLTRLARRMCRDLLQPRRAARRPYAPINANAIKAECSIRLPKAAK-TPLKIHPLVRLPLATIVKDL----VAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLGGIMVKRAYETMAGV----P--------------------------------------------------FSANGRPLASGI---RSSSQPAAKRQKLNPADAPNPVVFVATKDTRALRKALTHLEMRRAARRPNLPLKVK-PPLMAVRPPVPLPPSSHPASTNEPIVLED
>Acar_XP_003228900.1
MAANMYRVGDYVYFENSSSNPYLVRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEEESKQP-T---VSEQQRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLDKEDCFFYSLVFDPVQKTLLADQGEIRVGCKYQAEIPDRLAEGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLAKAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIVSVGSKPGM-NGA-G-----FQK---GLTCESCHTTQSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-SVTE-PHSRGHM--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINANAIKAECSIRLPKASK-TPLKIHPLVRLPLAAIVKEL----AAQAPLKPKT---------P---RGTK-----TPI------------NR---------NQ-LTQNRGLAGIVGKRSYESVAGGGL--P--------------------------------------------------FSANGRAMTSGM---RSSTQPAMKRQKLNPADAPNPVVFVATKDTRALRKALSHMEMRRAARRPNLPLKVK-SVLPLRPVVAPLVPPVHPASTSEPIILED
>Xtro_12433_3
MAANMYRVGDYVYFENSSSNPYLIRRIEELNKTANGNVEAKVVCLFRRRDISSSLNSLADSNAR-EFEDESKQP-T---VGETHRHQLKHRELFLSRQFESLPATHIRGKCSVTLLNETDILSQYLEKEDCFFYSLVFDPVQKTLLADQGEIRVGSKYQAEIPDQLAEGEPDNRNQQKMEIKVWDPENPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMSTLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQKRLKAAEADSKLKQVYIPTYTKPNPNQIISVGSKPGL-NGA-G-----FQK---GLTCESCHTTVSAQWYAWGPPNMQCRLCASCWIYWKKYGGLKTPTQ--LEG------AAR-NIGE-PHSRGHL--SR-------------------PEAQSLSPYTTSANRAKLLAKNRQTFLLQTTKLTRIARRMCRDILQPRRAARRPYAPINSNSIKAECSVRLPKASK-TPLKILPLVRPSLAAIVKEL----EVES-----A---------X---RGTK-----TPI------------NR---------NQ-LSQSRGLSVLPPKRAFDAVSGVGVIPP--------------------------------------------------FSSNGRSFSSGV---RSSSQPGVKRQKLNLADAPNPVVFVATKDTRSLRKNLTHMEMRRAARRPSQPVKLK-VPLPPRPTNI-LPPPAHPASTSEPIVLED
>Tgut_15594
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------QGESDNRNQQKMEMKVWDPDNPLTDRQIDQFLVVARAVGTFARALDCSSSIRQPSLHMSAAAASRDITLFHAMDTLQRNGYDLARAMATLVPQGGPVLCRDEMEEWSASEAMLFEEALEKYGKDFNDIRQDFLPWKSLASIVQFYYMWKTTDRYIQQVR--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Phyml phylogenetic tree
(Lpol_XP_013780199_1:0.16258195,Lpol_XP_013783809_1:0.19481461,(Ptep_10286:1.00486473,(((Hmag_XP_002167188.2:0.87351496,(Adig_v1_22470:0.21776224,(Nvec_v1g107943:0.27161309,Aipt_21044:0.16604334)0.945000:0.12249722)1.000000:0.37673743)1.000000:0.49121751,(Tadh_5571:2.00974789,((Aque_227290:1.31380950,(Pbac_sb3465958:1.56762500,Mlei_63910a:1.23656797)1.000000:3.55905224)0.457000:0.49930257,(Scil_023554_4:1.55724738,Ocar_g6846_t1:1.54065248)0.915000:0.31945386)0.956000:0.31115125)0.141000:0.09420240)0.615000:0.11049244,(((((Cmil_AFO94887.1:0.22516354,((Locu_17197:0.03801435,Drer_45582:0.15352301)1.000000:0.10169258,((Lcha_23454:0.05472089,Xtro_38916_3:0.11182542)0.503000:0.01281825,((Hsap_NP_004680.2:0.01211550,(Mmus_NP_473422.2:0.01352893,Btau_NP_001068982.1:0.13348642)0.325000:0.00398278)1.000000:0.04774656,(Ggal_NP_001012971.1:0.06367107,(Acar_XP_003219926.1:0.09352111,Tgut_17492:0.01901673)0.748000:0.00316152)0.977000:0.02448468)0.737000:0.01633027)0.958000:0.02784199)0.995000:0.07556079)0.726000:0.05179192,((Locu_17947:0.15818411,Cmil_AFO98115.1:0.18807810)1.000000:0.09852490,(Pmar_4885:0.27396012,Pmar_4316:0.73012525)0.739000:0.02927545)0.829000:0.03006068)0.955000:0.07714048,((Cmil_AFO99136.1:0.35792682,((((Btau_NP_001069180.1:0.00496655,(Hsap_NP_004730.2:0.00808547,Mmus_NP_035972.3:0.00866105)0.000000:0.00379777)0.995000:0.03825242,(Cpic_18020_1:0.02655559,Acar_XP_003228900.1:0.02630569)0.913000:0.02000766)0.958000:0.02579692,(Xtro_12433_3:0.06885753,Tgut_15594:0.04716664)0.660000:0.02091712)0.730000:0.02603267,(Drer_71581:0.16940816,Lcha_19909:0.50524110)0.930000:0.05727285)0.994000:0.12973060)1.000000:0.31930470,(Cmil_AFO98674.1:0.22795755,(Lcha_5901:0.19184258,((Drer_109572:0.15789696,Locu_20329:0.05697254)1.000000:0.22473775,((Ggal_XP_419452.2:0.02799118,Tgut_3593:0.02681374)0.985000:0.06151988,(Cpic_8355_1:0.02222769,(Hsap_NP_001269684.1:0.01057314,(Btau_NP_001095434.1:0.02296809,Mmus_NP_001164523.1:0.06326917)0.326000:0.00517565)1.000000:0.09556205)0.049000:0.02031823)1.000000:0.25292530)0.788000:0.02624222)0.678000:0.03703706)0.995000:0.14889032)0.938000:0.06648844)0.997000:0.13585134,(Bflo_8039:0.34346503,Cint_NP_001071762.1:0.86912726)0.194000:0.05014225)0.920000:0.07400578,(((((Smar_13016:0.31848949,(Lpol_XP_013780198_1:0.30945206,Ptep_10287:0.19107369)1.000000:0.11129091)0.342000:0.04470124,((Caqu_8435:0.22088704,Hazt_10631:0.62302520)0.569000:0.12955095,(Dpul_46320:0.77883221,((Tcas_TC008832:0.19267325,(Dple_EHJ72252:0.67114968,(Dmel_NP_001262293.1:0.34542040,Aaeg_AAEL008616+AAEL008611:0.21052883)0.983000:0.08948953)0.940000:0.06292111)0.897000:0.05618406,(Apis_1458+80176:0.85749356,Nvit_NV14853:0.44370000)0.649000:0.05259094)0.920000:0.07507371)0.106000:0.04397730)0.910000:0.06995593)0.992000:0.12045330,(Hrob_18496:0.72538293,(Lana_XP_013387992_1:0.26910251,(Pdum_MTA1/2/3_:0.31199425,(Ctel_184591:0.27624277,(Cgig_EKC18877:0.20045266,((Bgla_5602:0.12872198,Acal_XP_005093441.1:0.11445300)1.000000:0.22243152,(Obim_22015508m+22017021m:0.21083769,Lgig_8404:0.32870637)0.247000:0.05712267)0.851000:0.03870145)0.817000:0.07871506)0.000000:0.00748461)0.494000:0.06248924)0.217000:0.04803079)0.941000:0.07829483)0.791000:0.09874667,(Avag_32611001:1.17141745,((Sman_188270_1:2.25541502,(Smed_15001712:1.71592147,(Sman_168850_1:1.37324910,(Smed_15029727:1.45661738,Sman_049730_2:1.26286905)0.159000:0.09591342)0.715000:0.15197934)0.231000:0.13297668)0.768000:0.21490364,((Bmal_6042e:0.82196611,Cele_T27C4_4a:1.67187967)0.987000:0.50799828,(Hduj_t00095:4.55036765,Hduj_t02297:1.15022057)0.993000:0.86467835)0.918000:0.17136744)0.204000:0.09812741)0.937000:0.11579931)0.986000:0.15411342,(Skow_XP_002734194.1:0.39694693,Spur_XP_003727277.1:0.45144599)0.000000:0.08751242)0.872000:0.06174533)0.644000:0.12823202)1.000000:5.64656930)0.958000:0.67578721);


TDG
Protein sequences
>Mlei_073270a
GGCSEEEIRSTLPQLIKNLSILFVGINPGLYSAYKGHYYSKKGNYFWPCLVQANLVPSENDQDCLQSIGFTDIVSRCTRAQSELRDEEFGEGAKLRAKLLKYNPMVVVFNGKQIYARFVCGRQSYHSVFYTMSNTSPLNAHFPNVQSRMFFYDEIKALIAQQK
>Smed_15000491
LNSNMDSEFLILPDIIKNLDILFVGINPSIASMKTSHHYAGKSNSFWKCFNASKIVPLTDDYRLLYGIGFTNICSRATVTANDLSKEELEVSVNLKEKIVKYRPKIVVFNGILIYKTIFTGLQEFNSILFVMPSTSGKNAKFPKFNDKLIFFLKLKEIRDNLY
>Ocar_comp33578_c0_seq3
GDLSEEDVLQGLPDLFEDLDIVFIGINPSLDAAYVGHYYAGNSNHFWTCMNETQLVAALDDNYCLQGVGFTCMVKKTTRGAADLTKVEMLEGCELKTKLKEHQPKIACFNGKGMFEMFLLGEQSFDTIFYVMPSTSARAASFPRASDKFKFFLELKAIVQKLK
>Hduj_nhd315_core_32_85_1__protein__BV898_01320_p01
MDDISDRLPDYFKGLDILFVGFNPGFNSASNKHHYAGPGNHFWKCLHLSGLVPEHDDIRILFNIGLTNIVSRPSQSSSDLSKTELKEGAELRRKILQYRPRIVVFNGLGIYEAFTLGKQPEDVQLYVMPSSSPRGTKWPRLQDKLKFYQGIAHLRDFLL
>Mbre_XP_001749567_1
EGTPESEALRGLPDLLLNLRVLIIGINPGVWSAARGHHYAAGVQTDMSCGYGIGFTNSVARTTRGQMDLDKSEIEDGVRLRQLIQEYQPAIAAFNGKGVSEIFFLGLQQEETRLYIMPSTSPRGATRPRWQDKLPFFRELAALAKPAI
>Nvit_XP_001603860_2
DGLSEEEVKKTLKDILEDLDLVFVGINPSLMAAHTGRYYAGPGNHFYKLLYESKLIPEEEDDKLLHNIGLTNIVSRATRSSADLSKSEIRKGAFVQEKLKRFKPKIAIFNGKCIYEEFAFGLQPHDTTLWVVPSSSARCANFPRMQDKLHFYTSLKKYLSFLK
>Hmag_2_216884
GGLSEVEVMKMVPDLLEHLDIIFVGINPGLVSAYRGHHYSGNNNHFWPLLFESGLISEQNDYKCLYKIGMTNIVSRTTRSAAELTNSEIRSGKSIVEMIKKLNPLVVCFNGKGIYEVFSIGQQENNSAVYVMPSTSGLVTQYPRKEDKLVFFQQLKELRDRLK
>Tadh_6342
DVLKKLPDYLANLDLLFVGINPGVWSAAYGHHYGNPRNHFWPCLSESGLINQDNDADCLFGIGFTNIVDRTTPSYADLSRTEIKDGIGLLNKIIAFKPRIVCFNGKGIYEIFSYGLQPDTCNIYVMPSTSPRTASFPTAKDKIKFFQELKDLRDNCK
>Smed_15013836
NNSSSNDPILILPDYIKDLDMVVIGLNPSLTSAQIGHYFAGPGNHFWSCISEVGLVPEYDDARMLYSIGFTNACSRATKGAADLSKKELKDGMLLLAKLQRFCPKIVVFNGKGTYETFVMGKQPNNSVVFVMPSSSARCAQLPRAADKIPFFSALKDLRDKIK
>Aque_Aqu2_1_42632_001
GGRTEEEIMQLLPDHLQDLDIVFIGINPGLLSAHLGHHYCNSNNHFWPCMYESGLIPRKEDAECLYGIGFTNIVPRTTRSSNELSRKEIKEWSVMIDRMKELKPLVACFNGKGIYEIFSVGIQPDETVVYVMPSTSGRAASHPRRVDKLKFFHELKQLRDRLK
>Hmag_2_228998
GGLSIDDVMKSLPDYMRGLDIVFVGINPGLAAAFSGKYYTGPGNHFWKCLYLSGLIDKNDDQKLLYNIGFTNMVSRTTKGSNDLCKEELIAGSVLKEKIQLYRPLIVVFNGKISYQVFSFGKQSEDTHIWVMPSSSARCAQLPRAEDKVPFFTGLKRFCLYLK
>Smed_15014651
NGNNDEKPVLNLPDILRNLDIVVVGITPSGMLGVSNHHFSGPGNHFWRCITEVGMVSHEDDTQMLYGIGFISFCTRPNKGTTELSRKEMKIGALMVEKIKKYKPKIVVFNGIGIYEAFIMGLQPNDSVIFVMPSSSARCAQLPRAEDKIPFFVSLKKLRDHMR
>Bflo_egw769_3_1
KGTPESELLLTLPDHLSNLDIVIIGINPGLMAAYVGHHYPGPGNHFWKCIYMSRLIDRMDDFKLYGIGFTNVVERTTPGSKDLSRKEMGEGAILVGKLQKYQPRIAAFNGKSIYDAFSFGQQPDNTRIFVMPSSSARCAQFPRAQDKVQFYLRLKRLRNELK
>Pmar_00000006987
NGVTEAELLLTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLTDQLDDKSLPYGIGFTNMVERTTPGSKDLKSKEIREGGILLQKLQKFKPTIAVFNGKCIFEIFFFGEQPNDIIVYVMPSSSARCAQFPRAQDKVHFYIKMKELRNSTK
>Drer_XP_687336_3
NGMSVEEVMAKLPDVITNLDMLIIGINPGLLSAYKGRHYPNPGNHFWKCLFLSGLTNEMHDQTLPYGIGFTNMVERTTPGSKDLSNKEIREGGQLLEKLQTYRPLIAVFNGKCIYEIFCFGLQPYETVCYLMPSSSPRCAQFPRAQDKVHFYIKLKELRDQLK
>Drer_NP_001018587_1
KGMSEEEVMKTLPDILINLDYVIIGINPGLMAAYIGRWFPGPGNHFWKCLFLSGFTEKMDDQSLPYGIGFTNMVARATPGSKDLSSKELREGGILVEKIKQFKPLIAVFNGKCIYEMFCFGLQPHDTALYLMPSSSARCAQFPRAQDKVHFYIKLRELRDQLK
>Cmil_XP_007893492_1
NGTTEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLVDKMDDNSLPYGIGFTNMVERTTPGSKDLSSKEIREGGILLQKLQKFKPLIAVFNGKCIYENFSFGQQPHETVVFVMPSSSARCAQFPRAQDKVHYYIKLKELRNHLR
>Lcha_XP_006004189_2
NGVSEAELLKTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSSEMDDHTLPHGIGFTNMVERTTPGSKDLSSKEFREGGILLQKLQKYKPRIAVFNGKCIYEIFSFGLQPHETMCYLMPSSSARCAQFPRAQDKVHYYIKLKELRDQLK
>Locu_XP_006633153_1
AELMTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSDTLDDQSLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVEKLKKYKPLVAAFNGKCIYEIFSFGLQPHETVCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Xtro_XP_012814292_1
NGVSEAELMTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSDMLDDHSLPYGIGFTNMVERTTPGSKDLSSKEFREGGILLEKLQKYKPRVAAFNGKCIYEIFSFGIQPHDTVCYVMPSSSARCAQFPRAQDKVHHYIKLKELRNQLK
>Acar_XP_003220953_1
NGVTEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSEEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPKIAVFNGKCIYDIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKELRDQLK
>Mmus_NP_766140_2
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Btor_NP_001077165_1
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Hsap_NP_003202_3
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Cpic_XP_005310770_1
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSEEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAVFNGKCIYDIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Ggal_NP_990081_1
NGVSEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSNEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAAFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Tgut_XP_012424704_1
NGVSEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSNEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAAFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Obim_KOF77379_1
RSKILQEPVRYWQRHTTFFQFPSTKSTHHGYRKCLLLSELIPEYDDSKLLHGIGFTNIVDRTTRGSGDLSKKEIRDGGQLLEKLKFYSPKIAVFNGKGENRYLTIFVMPSSSARCSQLPRAIDKVPFYVALRRLRDFLV
>Adig_16804
GEMSEEDVLKTLPEHLGNLDILFVGINPGLMSAYKGHHYPGANNHFWPCLFESGLVPELDDVRCPFGIGLTNMVERTTRGSADLSRKEMRDGKILITKVQQYKPLIVCFNGKVIYELFAVGRQKDDSAVYVMPSTSGRTQTYPRASDKLPFFLELKNLRDELK
>Avag_00048605001
DGTPEEELTKLLSDILQNLDIVFVGINPSLYAVHKGHHYGGPGNHFWKLLHMSELIPNEDDYRMPYGIGFTNIVQRPSKAGSDITKDEITAGAVLMHKIKTYRPKIVAFNGRGIYEVYAYGKQPEDTHVFVMPSSSARCSQLPRAEDKLPFYNGLRKLRDFVN
>Scil_006112_2
DGKSVETALTKLPDYLANLDVIFIGINPGVVSAARGHHYFNPTNHFWPLMFQSGLIDEKEDAQCLKGFGLTNMVARTSHAASDLSRSELKDGADTVSMLQELRPKVACFNGKGIYETFSLGRQEKDVVVYVMPSTSARAAQFPSVASKLRFFTELKEIIDECN
>Aipt_21190_Q13569
MRTTRGSSDLSRKEIKDGVDLISKIKRLKPLVACFNGKGIYEIFSIGNQPDDVPVYVMPSTSGRTMTYPRASDKLRFFQELKELRDARK
>Nvec_205250
GGMSEEDVMKLLPDRVANLDILFIGINPGLTSAYKGHHYAGPNNHFWPCLYDSGLVPERDDEKCPYGIGLTNIVERTTRGSSDLSRKEIKDGVALIVKVKRLKPLVACFNGKGIYEIFSIGRQTKNVVVYVMPSSSGRTMTYPRASDKLKFFTELKSLRDEAK
>Sman_149220_1
NNLSEEELKNSLPDHLKGLDIVIVGINPSLASAHVGHHYAGPGNHFWTCLSQAGLVPMYDDSKMLYGIGFTNVCTRPTKGAAELTRKEMKAGAIMLEKMRKYKPKIAVFNGKGIYEAYVMGRQPTDIVIFVMPSSSARCAQLPRAEDKLPFFLALRKLRDYVR
>Smed_15039016
NGLSEEEVVQTLPDYLKNLDLIVVGINPSMTSACVGHHYAGIGNHFWTCIAEAGLVPEYDDYRMVYGIGFTNVCSRPTKGAAEISRKEMKAGAVMLEKMRKYKPKIAVFNGKGIYEAFIMGKQPKDIIVFVMPSSSARCAQLPRAEDKLPFFIALRKLRDHVN
>Cint_XP_009861570_1
KGVTKEELMTLLPDRIKGLDILIIGINPGLFAAYKGHHYAGPGNHFWKCINLSGMVGKDNDVELMYGIGFSTIVQRTTPSAKDLTSKEIREGGELIEKIKIYQPKIAVFNGKGIYEIFSFGRQAENTHIFVMPSSSARCAQFPRAQDKVHYYIQIKRLRDEIN
>Sros_XP_004996952_1
AGVREADALQKLPDILSDLAVLFVGINPGVWSSARGHHYAGPGNHFWPCLNASGLLPQEDDLNCIYGIGFTNMVSRTTRGMADLPKHEIKAGTHVMAVVANYRPRVVCFNGKGIYEIFSYGLQDAPVFVMPSTSPRGAAFPRWTDKLQFFQQLQ
>LPol_XP_022245450_1
NGMPEEDVLHKLPDHLANLDIVIIGFNPGLCAAYRGHHYAGPGNHFWKCLFLSGLIPQMDDYKLIHGIGFTNIVERTTRSSADLSKKELKEGAVLVKKLQTISPKIAVFNGKGIYEIFCLGMQPENIRIFVMKCYLINMQKKA
>Spur_XP_011671297_1
NGMPEEEVVKTLPDILVNLDIVIIGINPGLMAAYKGHHYAGPGNHFWKCLYLSGLVPEMDDVKLPFGVGFTNIVGRTTRGSADLKRKEIKEGAVVVEKIQKYLPLIACFNGKGIYEIYSVGRQPEETVVYVMPSSSARCSQFPRAQDKVPFYITLKELRDKLK
>Smar_011779
QGNAERAEESSIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEDDDFRLIHGVGFTNMVERTTRGSADLTRKEIKEGAILLKKLQKYLPKIAVFNGKGIYEIFSFGKQPDTTIIFVMPSSSARCAQLPRAIDKVPFYQALKKLRDHII
>Skow_TDGmodelPK
HGMPEEEVLKTLPDHLDNLDIAIVGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEMDDFKLHYGIGFTNIVTRTTRGSADLTRKEIKEGGELLEKMKKYQPKIACFNGKGIYEIFSIGKQPDNTAVFVMPSSSARCSQFPRATDKVPFYLKLKELRDSIT
>Ptep_aug3_g26272_t1
DGMPEEEVMKSLPDHLSGLDIVIIGINPGLMAAYKGHHYAGPGNHFWKCLFLAGLIPEVDDFKLIHGIGFTNIVSRPTKGSADLSRKEIREGAILLSKLRKYQPKIAVFNGKMIYEVFSFGRQPDGISVFVMPSSSARCAQLPRAVDKVPFYIALKKLRDHLC
>Hazt_009593
GGLEEEEVAKTLPDHLKGLDIVIIGINPGLFAAFKGHHYAGPGNHFWKCLYLSGLIPEEDDGSLLYNIGFTNIVARTTRGSAELTRLEIKQGGMLVSKLRFYRPRIAVFNGKGIYEIFSFGKQPEDTYVWVMPSSSARCAQLPRALDKVPFYSALRKFRDYLN
>Tcas_XP_970220_2
NGMPEEEVSKTLPDHLTNLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTQQDEDYKLLVGIGFTNMVQRATKGSADLTRKEIKEGSILLEKLRKFRPKIAVFNGKLIYEVFSFGRQPDNTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Nvit_XP_008212725_1
DGMPEEEVSKVLPDHLTDLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLHLSGLTPEDDDYKLLLGIGFTNMVARATKGSADLTRKEIKEGSILLEKLRKYKPKIAVFNGKLIYEVFSFGRQPNNTYMWVMPSSSARCAQLPRAADKVPYYAALKKFRDYLN
>Apis_XP_008178380_1
NGMPEEEVSKTLPDHLTNLDIVIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTPEDDDYKLLNGIGFTNMVERATKGSADLTRKEIKEGSILLEKLQRFKPKIAVFNGKLIFEVFSFGRQPENTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dple_200103
NGMSEEEVSRTLPDHLANLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTREDEDYKLLFGIGFTNMVSRPTKGSADLTRREIKEGSILLEKLQTFRPKVAVFNGKLIYEVFSFGKQPDNTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dmel_NP_651925_1
NGMSEEEVIKTIPDHLCNLDIVIVGINPGLFAAYKGHHYAGPGNHFWKCLYLAGLTQEDEDHKLIQGIGFTNMVARATKGSADLTRKEIKEGSILLEKLQRFRPKVAVFNGKLIFEVFSFGRQPDDTFIWVMPSSSARCAQLPRAADKVPFYAALKKFRDFLN
>Caqu_003094
NGMSEEEVSRTLPDHLMNLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEDDDYKLLYGVGFTNMVSRATKGSADLTRREIKEGSILLEKLQKFKPKIAVFNGKLIYEVFSFGRQPESTYIWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dpul_43853
NGMTEEEVRSTLPDHLANLDVVIIGINPGLFAAYKGHHYAGPGNHFWKCLYLAGLVPEDDDFKLMFGIGFTNMVARATKGSADLTRKEIREGGILLEKLQQYRPKIAVFNGKGIYEVFSFGKQPENTFIWVMPSSSARCAQLPRAMDKVPFYSALKKFRDYLN
>Pdum_TDG
KGMSEEEVLKLLPDHLADLDILIVGINPGLCAAFVGHHYAGPGNHFWKCLFLSGLIPTYDDYKLLHGIGFTNIVARTTRGSADLSKKEIKEGAILTEKVLKYRPKIAVFNGKGIYEVFCFGKQPEETTVFVNPSSSARCTQLPRAVDKVPFYAALKRYRDYLR
>Acal_XP_005111670_1
NGMPEEEVLQLLPDRLANLDIIIIGINPGLFAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDFKLLFGIGFTNICARTTRGSSDLKRVEIKEGAILKRKILEYKPKIAVFNGKGIYEVFSIGKQPDDTVFYVMPSSSARCAQLPRALDKVPFYLGLKKLRDYLR
>Bgla_XP_013086292_1
NGTPEEEVLLLLPDHLANLDILIIGINPGLFAAYVGHHYAGPGNHFWKCLYLAGLIPEYDDYKLLYGIGFTNICARTTKGSADLKKHEIREGAILRKKIVLYKPKIAVFNGKGIYEVFSIGKQPEDTILFVMPSSSARCAQLPRAADKVPFYLALKKLRDHLR
>Lgig_XP_009064984_1
NGMPEEEVALLLPDHLANLDILIVGINPGLFAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDFKLIHGIGFTNICARTTRGSADLKKPEIQEGGILKEKLQKYRPKIAAFNGKGIYEIFVIGKQPEDTVVYVMPSSSARCAQLPRAVDKVPFYEALKKLRDHIK
>Cgig_23562_1
NGMSEDEVMKELPDHLHNLDILIVGINPGLCAAYVGHHYAGPGNHFWKCLFLSGLIPEYDDYKLVYGIGFTNIVARTTRGSADLTRKEIKEGAILSEKVKKYRPKIAVFNGKGIYEVFVFGKQPEETLVYVMPSSSARCSQLPRAIDKVPFYTALKKLRDYLR
>Hrob_71611
NGRTEEEVLGKLPDHLKDLDIIIIGINPGLTAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDAKLLFGIGFTNIVERTSRGSADLTKKEIQIGAILQEKIAKYQPKIAVFNGKGIYEVFCIGKQPDNTVIYVMPSSSARCSQLPRAVDKVPFYAALKKLRDYLN
>Lana_XP_013416975_1
KGMTEEEVLQTLPDHLTGLDIVIVGINPGLTAAFVGHHYAGPGNHFWKCLFLSELIPEYDDYKLKFGIGFTNIVERTSRGSADLTKKEIKEGGILKGKIQKYKPKIAVFNGKGIYEVFVIGKQPDDTAIFVMPSSSARFTQLPRAVDKVPFYQALKKYRDYLR
>Ctel_106574
NGMSEEEVLKTLPDHLHGLDIAIIGINPGLTAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDTKLRFGIGFTNIVERTSRGSADLTRKEIKEGGILRSKIQKYKPKIAVFNGKGIYEIFCIGKQPEDTAVFVMPSSSARCSQLPRAVDKVPFYIALKKLRDHYR
>Hrob_124128
NGLTEEDVLKTVPDLLSNLDIIIIGSCPGLTAAYLGHHYAGPGNHFWKCLYLSGLIPESDDYKLKYGIGFTNFVARCTKGSVEFSRREIKEGISLTEKIQMYKPKIAVFNGKGIYEVFCIGKQPENTVVYVMPSSSARCSQLPRASDKVPFFVALRKLRDHLL
Multiple alignment
>Mlei_073270a
GGCSEEEIRSTLPQLIKNLSILFVGINPGLYSAYKGHYYSKKGNYFWPCLVQANLVPSENDQDCLQSIGFTDIVSRCTRAQSELRDEEFGEGAKLRAKLLKYNPMVVVFNGKQIYARFVCGRQSYHSVFYTMSNTSPLNAHFPNVQSRMFFYDEIKALIAQQK
>Smed_15000491
LNSNMDSEFLILPDIIKNLDILFVGINPSIASMKTSHHYAGKSNSFWKCFNASKIVPLTDDYRLLYGIGFTNICSRATVTANDLSKEELEVSVNLKEKIVKYRPKIVVFNGILIYKTIFTGLQEFNSILFVMPSTSGKNAKFPKFNDKLIFFLKLKEIRDNLY
>Ocar_comp33578_c0_seq3
GDLSEEDVLQGLPDLFEDLDIVFIGINPSLDAAYVGHYYAGNSNHFWTCMNETQLVAALDDNYCLQGVGFTCMVKKTTRGAADLTKVEMLEGCELKTKLKEHQPKIACFNGKGMFEMFLLGEQSFDTIFYVMPSTSARAASFPRASDKFKFFLELKAIVQKLK
>Hduj_nhd315_core_32_85_1__protein__BV898_01320_p01
----MDDISDRLPDYFKGLDILFVGFNPGFNSASNKHHYAGPGNHFWKCLHLSGLVPEHDDIRILFNIGLTNIVSRPSQSSSDLSKTELKEGAELRRKILQYRPRIVVFNGLGIYEAFTLGKQPEDVQLYVMPSSSPRGTKWPRLQDKLKFYQGIAHLRDFLL
>Mbre_XP_001749567_1
EGTPESEALRGLPDLLLNLRVLIIGINPGVWSAARGHHYA------------AGV---QTDMSCGYGIGFTNSVARTTRGQMDLDKSEIEDGVRLRQLIQEYQPAIAAFNGKGVSEIFFLGLQQEETRLYIMPSTSPRGATRPRWQDKLPFFRELAALAKPAI
>Nvit_XP_001603860_2
DGLSEEEVKKTLKDILEDLDLVFVGINPSLMAAHTGRYYAGPGNHFYKLLYESKLIPEEEDDKLLHNIGLTNIVSRATRSSADLSKSEIRKGAFVQEKLKRFKPKIAIFNGKCIYEEFAFGLQPHDTTLWVVPSSSARCANFPRMQDKLHFYTSLKKYLSFLK
>Hmag_2_216884
GGLSEVEVMKMVPDLLEHLDIIFVGINPGLVSAYRGHHYSGNNNHFWPLLFESGLISEQNDYKCLYKIGMTNIVSRTTRSAAELTNSEIRSGKSIVEMIKKLNPLVVCFNGKGIYEVFSIGQQENNSAVYVMPSTSGLVTQYPRKEDKLVFFQQLKELRDRLK
>Tadh_6342
------DVLKKLPDYLANLDLLFVGINPGVWSAAYGHHYGNPRNHFWPCLSESGLINQDNDADCLFGIGFTNIVDRTTPSYADLSRTEIKDGIGLLNKIIAFKPRIVCFNGKGIYEIFSYGLQPDTCNIYVMPSTSPRTASFPTAKDKIKFFQELKDLRDNCK
>Smed_15013836
NNSSSNDPILILPDYIKDLDMVVIGLNPSLTSAQIGHYFAGPGNHFWSCISEVGLVPEYDDARMLYSIGFTNACSRATKGAADLSKKELKDGMLLLAKLQRFCPKIVVFNGKGTYETFVMGKQPNNSVVFVMPSSSARCAQLPRAADKIPFFSALKDLRDKIK
>Aque_Aqu2_1_42632_001
GGRTEEEIMQLLPDHLQDLDIVFIGINPGLLSAHLGHHYCNSNNHFWPCMYESGLIPRKEDAECLYGIGFTNIVPRTTRSSNELSRKEIKEWSVMIDRMKELKPLVACFNGKGIYEIFSVGIQPDETVVYVMPSTSGRAASHPRRVDKLKFFHELKQLRDRLK
>Hmag_2_228998
GGLSIDDVMKSLPDYMRGLDIVFVGINPGLAAAFSGKYYTGPGNHFWKCLYLSGLIDKNDDQKLLYNIGFTNMVSRTTKGSNDLCKEELIAGSVLKEKIQLYRPLIVVFNGKISYQVFSFGKQSEDTHIWVMPSSSARCAQLPRAEDKVPFFTGLKRFCLYLK
>Smed_15014651
NGNNDEKPVLNLPDILRNLDIVVVGITPSGMLGVSNHHFSGPGNHFWRCITEVGMVSHEDDTQMLYGIGFISFCTRPNKGTTELSRKEMKIGALMVEKIKKYKPKIVVFNGIGIYEAFIMGLQPNDSVIFVMPSSSARCAQLPRAEDKIPFFVSLKKLRDHMR
>Bflo_egw769_3_1
KGTPESELLLTLPDHLSNLDIVIIGINPGLMAAYVGHHYPGPGNHFWKCIYMSRLIDRMDDFKL-YGIGFTNVVERTTPGSKDLSRKEMGEGAILVGKLQKYQPRIAAFNGKSIYDAFSFGQQPDNTRIFVMPSSSARCAQFPRAQDKVQFYLRLKRLRNELK
>Pmar_00000006987
NGVTEAELLLTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLTDQLDDKSLPYGIGFTNMVERTTPGSKDLKSKEIREGGILLQKLQKFKPTIAVFNGKCIFEIFFFGEQPNDIIVYVMPSSSARCAQFPRAQDKVHFYIKMKELRNSTK
>Drer_XP_687336_3
NGMSVEEVMAKLPDVITNLDMLIIGINPGLLSAYKGRHYPNPGNHFWKCLFLSGLTNEMHDQTLPYGIGFTNMVERTTPGSKDLSNKEIREGGQLLEKLQTYRPLIAVFNGKCIYEIFCFGLQPYETVCYLMPSSSPRCAQFPRAQDKVHFYIKLKELRDQLK
>Drer_NP_001018587_1
KGMSEEEVMKTLPDILINLDYVIIGINPGLMAAYIGRWFPGPGNHFWKCLFLSGFTEKMDDQSLPYGIGFTNMVARATPGSKDLSSKELREGGILVEKIKQFKPLIAVFNGKCIYEMFCFGLQPHDTALYLMPSSSARCAQFPRAQDKVHFYIKLRELRDQLK
>Cmil_XP_007893492_1
NGTTEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLVDKMDDNSLPYGIGFTNMVERTTPGSKDLSSKEIREGGILLQKLQKFKPLIAVFNGKCIYENFSFGQQPHETVVFVMPSSSARCAQFPRAQDKVHYYIKLKELRNHLR
>Lcha_XP_006004189_2
NGVSEAELLKTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSSEMDDHTLPHGIGFTNMVERTTPGSKDLSSKEFREGGILLQKLQKYKPRIAVFNGKCIYEIFSFGLQPHETMCYLMPSSSARCAQFPRAQDKVHYYIKLKELRDQLK
>Locu_XP_006633153_1
-----AELMTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSDTLDDQSLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVEKLKKYKPLVAAFNGKCIYEIFSFGLQPHETVCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Xtro_XP_012814292_1
NGVSEAELMTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSDMLDDHSLPYGIGFTNMVERTTPGSKDLSSKEFREGGILLEKLQKYKPRVAAFNGKCIYEIFSFGIQPHDTVCYVMPSSSARCAQFPRAQDKVHHYIKLKELRNQLK
>Acar_XP_003220953_1
NGVTEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSEEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPKIAVFNGKCIYDIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKELRDQLK
>Mmus_NP_766140_2
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Btor_NP_001077165_1
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Hsap_NP_003202_3
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSEVMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILVQKLQKYQPRIAVFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Cpic_XP_005310770_1
NGVSEAELLTTLPDILTNLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFLSGLSEEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAVFNGKCIYDIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Ggal_NP_990081_1
NGVSEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSNEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAAFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Tgut_XP_012424704_1
NGVSEAELLTTLPDILTDLDIVIIGINPGLMAAYKGHHYPGPGNHFWKCLFMSGLSNEMDDHTLPYGIGFTNMVERTTPGSKDLSSKEFREGGILMQKLQKYKPRIAAFNGKCIYEIFSFGLQPHETLCYVMPSSSARCAQFPRAQDKVHYYIKLKDLRDQLK
>Obim_KOF77379_1
RSKILQEPVRYWQRHTTFFQF------PSTKSTHHGYR---------KCLLLSELIPEYDDSKLLHGIGFTNIVDRTTRGSGDLSKKEIRDGGQLLEKLKFYSPKIAVFNGKGENRYLT---------IFVMPSSSARCSQLPRAIDKVPFYVALRRLRDFLV
>Adig_16804
GEMSEEDVLKTLPEHLGNLDILFVGINPGLMSAYKGHHYPGANNHFWPCLFESGLVPELDDVRCPFGIGLTNMVERTTRGSADLSRKEMRDGKILITKVQQYKPLIVCFNGKVIYELFAVGRQKDDSAVYVMPSTSGRTQTYPRASDKLPFFLELKNLRDELK
>Avag_00048605001
DGTPEEELTKLLSDILQNLDIVFVGINPSLYAVHKGHHYGGPGNHFWKLLHMSELIPNEDDYRMPYGIGFTNIVQRPSKAGSDITKDEITAGAVLMHKIKTYRPKIVAFNGRGIYEVYAYGKQPEDTHVFVMPSSSARCSQLPRAEDKLPFYNGLRKLRDFVN
>Scil_006112_2
DGKSVETALTKLPDYLANLDVIFIGINPGVVSAARGHHYFNPTNHFWPLMFQSGLIDEKEDAQCLKGFGLTNMVARTSHAASDLSRSELKDGADTVSMLQELRPKVACFNGKGIYETFSLGRQEKDVVVYVMPSTSARAAQFPSVASKLRFFTELKEIIDECN
>Aipt_21190_Q13569
--------------------------------------------------------------------------MRTTRGSSDLSRKEIKDGVDLISKIKRLKPLVACFNGKGIYEIFSIGNQPDDVPVYVMPSTSGRTMTYPRASDKLRFFQELKELRDARK
>Nvec_205250
GGMSEEDVMKLLPDRVANLDILFIGINPGLTSAYKGHHYAGPNNHFWPCLYDSGLVPERDDEKCPYGIGLTNIVERTTRGSSDLSRKEIKDGVALIVKVKRLKPLVACFNGKGIYEIFSIGRQTKNVVVYVMPSSSGRTMTYPRASDKLKFFTELKSLRDEAK
>Sman_149220_1
NNLSEEELKNSLPDHLKGLDIVIVGINPSLASAHVGHHYAGPGNHFWTCLSQAGLVPMYDDSKMLYGIGFTNVCTRPTKGAAELTRKEMKAGAIMLEKMRKYKPKIAVFNGKGIYEAYVMGRQPTDIVIFVMPSSSARCAQLPRAEDKLPFFLALRKLRDYVR
>Smed_15039016
NGLSEEEVVQTLPDYLKNLDLIVVGINPSMTSACVGHHYAGIGNHFWTCIAEAGLVPEYDDYRMVYGIGFTNVCSRPTKGAAEISRKEMKAGAVMLEKMRKYKPKIAVFNGKGIYEAFIMGKQPKDIIVFVMPSSSARCAQLPRAEDKLPFFIALRKLRDHVN
>Cint_XP_009861570_1
KGVTKEELMTLLPDRIKGLDILIIGINPGLFAAYKGHHYAGPGNHFWKCINLSGMVGKDNDVELMYGIGFSTIVQRTTPSAKDLTSKEIREGGELIEKIKIYQPKIAVFNGKGIYEIFSFGRQAENTHIFVMPSSSARCAQFPRAQDKVHYYIQIKRLRDEIN
>Sros_XP_004996952_1
AGVREADALQKLPDILSDLAVLFVGINPGVWSSARGHHYAGPGNHFWPCLNASGLLPQEDDLNCIYGIGFTNMVSRTTRGMADLPKHEIKAGTHVMAVVANYRPRVVCFNGKGIYEIFSYGLQDA--PVFVMPSTSPRGAAFPRWTDKLQFFQQLQ-------
>LPol_XP_022245450_1
NGMPEEDVLHKLPDHLANLDIVIIGFNPGLCAAYRGHHYAGPGNHFWKCLFLSGLIPQMDDYKLIHGIGFTNIVERTTRSSADLSKKELKEGAVLVKKLQTISPKIAVFNGKGIYEIFCLGMQPENIRIFVM-----KC-----------YLINMQKKA----
>Spur_XP_011671297_1
NGMPEEEVVKTLPDILVNLDIVIIGINPGLMAAYKGHHYAGPGNHFWKCLYLSGLVPEMDDVKLPFGVGFTNIVGRTTRGSADLKRKEIKEGAVVVEKIQKYLPLIACFNGKGIYEIYSVGRQPEETVVYVMPSSSARCSQFPRAQDKVPFYITLKELRDKLK
>Smar_011779
QGNAERAEESS------------IGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEDDDFRLIHGVGFTNMVERTTRGSADLTRKEIKEGAILLKKLQKYLPKIAVFNGKGIYEIFSFGKQPDTTIIFVMPSSSARCAQLPRAIDKVPFYQALKKLRDHII
>Skow_TDGmodelPK
HGMPEEEVLKTLPDHLDNLDIAIVGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEMDDFKLHYGIGFTNIVTRTTRGSADLTRKEIKEGGELLEKMKKYQPKIACFNGKGIYEIFSIGKQPDNTAVFVMPSSSARCSQFPRATDKVPFYLKLKELRDSIT
>Ptep_aug3_g26272_t1
DGMPEEEVMKSLPDHLSGLDIVIIGINPGLMAAYKGHHYAGPGNHFWKCLFLAGLIPEVDDFKLIHGIGFTNIVSRPTKGSADLSRKEIREGAILLSKLRKYQPKIAVFNGKMIYEVFSFGRQPDGISVFVMPSSSARCAQLPRAVDKVPFYIALKKLRDHLC
>Hazt_009593
GGLEEEEVAKTLPDHLKGLDIVIIGINPGLFAAFKGHHYAGPGNHFWKCLYLSGLIPEEDDGSLLYNIGFTNIVARTTRGSAELTRLEIKQGGMLVSKLRFYRPRIAVFNGKGIYEIFSFGKQPEDTYVWVMPSSSARCAQLPRALDKVPFYSALRKFRDYLN
>Tcas_XP_970220_2
NGMPEEEVSKTLPDHLTNLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTQQDEDYKLLVGIGFTNMVQRATKGSADLTRKEIKEGSILLEKLRKFRPKIAVFNGKLIYEVFSFGRQPDNTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Nvit_XP_008212725_1
DGMPEEEVSKVLPDHLTDLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLHLSGLTPEDDDYKLLLGIGFTNMVARATKGSADLTRKEIKEGSILLEKLRKYKPKIAVFNGKLIYEVFSFGRQPNNTYMWVMPSSSARCAQLPRAADKVPYYAALKKFRDYLN
>Apis_XP_008178380_1
NGMPEEEVSKTLPDHLTNLDIVIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTPEDDDYKLLNGIGFTNMVERATKGSADLTRKEIKEGSILLEKLQRFKPKIAVFNGKLIFEVFSFGRQPENTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dple_200103
NGMSEEEVSRTLPDHLANLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLTREDEDYKLLFGIGFTNMVSRPTKGSADLTRREIKEGSILLEKLQTFRPKVAVFNGKLIYEVFSFGKQPDNTYMWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dmel_NP_651925_1
NGMSEEEVIKTIPDHLCNLDIVIVGINPGLFAAYKGHHYAGPGNHFWKCLYLAGLTQEDEDHKLIQGIGFTNMVARATKGSADLTRKEIKEGSILLEKLQRFRPKVAVFNGKLIFEVFSFGRQPDDTFIWVMPSSSARCAQLPRAADKVPFYAALKKFRDFLN
>Caqu_003094
NGMSEEEVSRTLPDHLMNLDIIIIGINPGLFAAYKGHHYAGPGNHFWKCLYLSGLIPEDDDYKLLYGVGFTNMVSRATKGSADLTRREIKEGSILLEKLQKFKPKIAVFNGKLIYEVFSFGRQPESTYIWVMPSSSARCAQLPRAADKVPFYAALKKFRDYLN
>Dpul_43853
NGMTEEEVRSTLPDHLANLDVVIIGINPGLFAAYKGHHYAGPGNHFWKCLYLAGLVPEDDDFKLMFGIGFTNMVARATKGSADLTRKEIREGGILLEKLQQYRPKIAVFNGKGIYEVFSFGKQPENTFIWVMPSSSARCAQLPRAMDKVPFYSALKKFRDYLN
>Pdum_TDG
KGMSEEEVLKLLPDHLADLDILIVGINPGLCAAFVGHHYAGPGNHFWKCLFLSGLIPTYDDYKLLHGIGFTNIVARTTRGSADLSKKEIKEGAILTEKVLKYRPKIAVFNGKGIYEVFCFGKQPEETTVFVNPSSSARCTQLPRAVDKVPFYAALKRYRDYLR
>Acal_XP_005111670_1
NGMPEEEVLQLLPDRLANLDIIIIGINPGLFAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDFKLLFGIGFTNICARTTRGSSDLKRVEIKEGAILKRKILEYKPKIAVFNGKGIYEVFSIGKQPDDTVFYVMPSSSARCAQLPRALDKVPFYLGLKKLRDYLR
>Bgla_XP_013086292_1
NGTPEEEVLLLLPDHLANLDILIIGINPGLFAAYVGHHYAGPGNHFWKCLYLAGLIPEYDDYKLLYGIGFTNICARTTKGSADLKKHEIREGAILRKKIVLYKPKIAVFNGKGIYEVFSIGKQPEDTILFVMPSSSARCAQLPRAADKVPFYLALKKLRDHLR
>Lgig_XP_009064984_1
NGMPEEEVALLLPDHLANLDILIVGINPGLFAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDFKLIHGIGFTNICARTTRGSADLKKPEIQEGGILKEKLQKYRPKIAAFNGKGIYEIFVIGKQPEDTVVYVMPSSSARCAQLPRAVDKVPFYEALKKLRDHIK
>Cgig_23562_1
NGMSEDEVMKELPDHLHNLDILIVGINPGLCAAYVGHHYAGPGNHFWKCLFLSGLIPEYDDYKLVYGIGFTNIVARTTRGSADLTRKEIKEGAILSEKVKKYRPKIAVFNGKGIYEVFVFGKQPEETLVYVMPSSSARCSQLPRAIDKVPFYTALKKLRDYLR
>Hrob_71611
NGRTEEEVLGKLPDHLKDLDIIIIGINPGLTAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDAKLLFGIGFTNIVERTSRGSADLTKKEIQIGAILQEKIAKYQPKIAVFNGKGIYEVFCIGKQPDNTVIYVMPSSSARCSQLPRAVDKVPFYAALKKLRDYLN
>Lana_XP_013416975_1
KGMTEEEVLQTLPDHLTGLDIVIVGINPGLTAAFVGHHYAGPGNHFWKCLFLSELIPEYDDYKLKFGIGFTNIVERTSRGSADLTKKEIKEGGILKGKIQKYKPKIAVFNGKGIYEVFVIGKQPDDTAIFVMPSSSARFTQLPRAVDKVPFYQALKKYRDYLR
>Ctel_106574
NGMSEEEVLKTLPDHLHGLDIAIIGINPGLTAAYVGHHYAGPGNHFWKCLYLSGLIPEYDDTKLRFGIGFTNIVERTSRGSADLTRKEIKEGGILRSKIQKYKPKIAVFNGKGIYEIFCIGKQPEDTAVFVMPSSSARCSQLPRAVDKVPFYIALKKLRDHYR
>Hrob_124128
NGLTEEDVLKTVPDLLSNLDIIIIGSCPGLTAAYLGHHYAGPGNHFWKCLYLSGLIPESDDYKLKYGIGFTNFVARCTKGSVEFSRREIKEGISLTEKIQMYKPKIAVFNGKGIYEVFCIGKQPENTVVYVMPSSSARCSQLPRASDKVPFFVALRKLRDHLL
Phyml phylogenetic tree
((((Adig_16804:0.29139675,(Aipt_21190_Q13569:0.10578788,Nvec_205250:0.10598808)0.802000:0.05902264)0.344000:0.07419980,(Aque_Aqu2_1_42632_001:0.31255809,(Mlei_073270a:1.25472975,Hmag_2_216884:0.29419166)0.860000:0.15412944)0.824000:0.07005412)0.871000:0.04672714,(Ocar_comp33578_c0_seq3:0.81880915,(Spur_XP_011671297_1:0.16962280,(Skow_TDGmodelPK:0.15609724,((((Drer_NP_001018587_1:0.16628644,Drer_XP_687336_3:0.14079004)0.908000:0.04379591,(((Lcha_XP_006004189_2:0.03076787,(((Ggal_NP_990081_1:0.00000001,Tgut_XP_012424704_1:0.00000001)0.947000:0.01938598,(Btor_NP_001077165_1:0.00000001,(Hsap_NP_003202_3:0.00000001,Mmus_NP_766140_2:0.00000001)0.000000:0.00000001)0.935000:0.01961846)0.764000:0.00621254,(Acar_XP_003220953_1:0.03239918,Cpic_XP_005310770_1:0.00000001)0.483000:0.00655735)0.849000:0.01907620)0.839000:0.02613237,(Locu_XP_006633153_1:0.03670499,Xtro_XP_012814292_1:0.03173092)0.753000:0.03150775)0.745000:0.02013834,(Cmil_XP_007893492_1:0.05491232,Pmar_00000006987:0.11883087)0.864000:0.05027839)0.367000:0.02662489)0.986000:0.15502872,(Cint_XP_009861570_1:0.41267866,Bflo_egw769_3_1:0.21257192)0.054000:0.04083616)0.943000:0.08029792,((LPol_XP_022245450_1:0.32650574,(Ptep_aug3_g26272_t1:0.12912119,Obim_KOF77379_1:0.78115474)0.000000:0.00000002)0.497000:0.04166428,((Smar_011779:0.21377572,((Dpul_43853:0.10059539,(Caqu_003094:0.04737418,(Apis_XP_008178380_1:0.03295459,(Nvit_XP_008212725_1:0.06149375,(Tcas_XP_970220_2:0.02577355,(Dple_200103:0.05403594,Dmel_NP_651925_1:0.11170880)0.833000:0.01860769)0.858000:0.02257341)0.740000:0.00994465)0.808000:0.01687181)0.905000:0.06018230)0.750000:0.01991294,(Hazt_009593:0.18164479,((Hmag_2_228998:0.35795434,Hduj_nhd315_core_32_85_1__protein__BV898_01320_p01:0.69238454)0.122000:0.08488853,(Nvit_XP_001603860_2:0.52836324,Avag_00048605001:0.40798998)0.793000:0.10304311)0.711000:0.10003931)0.836000:0.05448957)0.886000:0.06332578)0.224000:0.03834509,((Acal_XP_005111670_1:0.10272689,(Lgig_XP_009064984_1:0.13013682,Bgla_XP_013086292_1:0.10077370)0.087000:0.02278872)0.936000:0.05172576,((Hrob_71611:0.14762498,(Ctel_106574:0.05091840,Lana_XP_013416975_1:0.13644359)0.821000:0.04760412)0.855000:0.02713342,((Hrob_124128:0.21299656,(Sman_149220_1:0.12881973,(Smed_15039016:0.08648014,(Smed_15013836:0.39370183,(Smed_15014651:0.31159085,Smed_15000491:1.13561172)0.367000:0.09072501)0.918000:0.10576638)0.016000:0.05132757)1.000000:0.32076840)0.788000:0.03593360,(Pdum_TDG:0.13017730,Cgig_23562_1:0.06930432)0.947000:0.08657578)0.000000:0.00052527)0.885000:0.03904111)0.908000:0.06093547)0.843000:0.03984490)0.883000:0.04700590)0.824000:0.03047509)0.024000:0.01416000)0.984000:0.20953561)0.387000:0.04324685)0.829000:0.09253622,Scil_006112_2:0.57092742,(Tadh_6342:0.31824665,(Sros_XP_004996952_1:0.27846759,Mbre_XP_001749567_1:0.74830513)0.912000:0.25371986)0.819000:0.16221950);
