Дополнительные материалы 1. Аминокислотные последовательности, использованные для поиска L31-транспозонов, и последовательности транспозаз, включенных в филогенетический анализ.

Последовательности используемые в качестве образца для поиска элементов L31.
Mariner-31_CGi (транспозаза)

MENRNKLGRXYVNGKELSEDLRRIVIDNLVEGGANVSDLQLPRGLRQRVSKKFGISANCISSIWKRYVTVGTVRRRPRRGGPSKIVQQEDVDHIAVLKTINPTMSLKSVKDNILQYSNTLQNISLPTVSNIIRKDLHMTLKRVTFCHGNRFTLPNLQYTQRFLQYVNNEDPFALKFMDEMGFVVCDGNKXYGHSAKGTPCVAVAKFNAKIHFTISLIVGVSGVKFVKIVEGSSNSIEFLHFLGEAGNVATDEGERVLQRGDSLIVDNAPTHRNMSEVVLRNWLPTIGVQYIFLPTYSPDLNPAELCFRKVKILLKTEKYTALLAQNIKVALYSAFSEITVHDTLSFFRATDYIDV

Mariner-31_CGi (ОРС2)

MAVFEESVREVFLKIHHECNGVKRVSPVSVEFSELTSFIGLKSAIYAEIKAIGLMSSPILAYRDEEGDYVDLTGKHYNRFLKFVSSTDSNINIKVIDGGSEPVMQKTPQSMPETQIYVQEKAPDIFQNYTYQTPIEHSMNNLKQEILELEVQSESALEHLQNLKDKFYHNSRQCRLEKCVSSQQCGDINKHQEEKALVESANDVLRKIQKELKTKTVEYETKFKASESVKNSFSEKXRCHLINSNKQKYLVQVSDGNFLPRSGIVNCDIAKLEKYYQGKCPDNLDIASNFFGNIISNFDREHAQFSRNTGSNSAKRILEENTIFPVKFPRRLPVSTHPNPDSTYQNKVAAPHLPLKKR

Последовательности транспозаз L31-элементов шестилучевых кораллов, которые были выявлены в данном исследовании.
>L31(a)-5_EPal-tr
MINTKGRTFIKGQALSYXFRRSIIDEIVQLGGDVVSGYFPGHFSDVANTFKVSRETVKNIWNRLXNDGTIDPKKKMGAGNPSSLTQGDLQLIEVLKNERPTCSLKEIHEKLEEFGNIPNGTSYSAISRALKGRMLSGKQYSRKKVSPIAQERFTVENMAYTQLFIDYLYSKDPFKLKFFDECGLKTPSHGKRLYGHSPVGERCVEFMRYHQSPNITVNVLAGLNGIEYMNTIHGPSDTLIFLDFFSQAGKAANIETGRPALEVGDIIVMDNCPFHHNAGGTXLREWLGDRNIELVYTPTYSPDFNPVEFVFNKMRTVMNYDLQDVVAYDIEVAAIEACKHVKSEDMYGFYACTNYLDI*
>L31(a)-4_EPal-tr
MAAVNSLQRPYTPGKPLSIAERQHIIELFNGGLTKTKVSERLRVTFRCVTNVIEHYRRYGSANPLGHSGKQPVVLTDDILEVVEVWKHQKPSLYASEIKDRLILEGICHWSTAPXVSAINRAXSTKLDMXWKKITSVPSEYYNNEYKVDDYLEITSRLDPSTLXFFDESSVIKTTSNRLYGSSFKGYRAIEIQRYASNATFTVNLLHSILGVDYYNVIPGASNGEELVAFFSYALDCERQNGLPVFMNGDTVIMDNCGFHHGHITEQALRHILGAKGVNLVYQPPYSPHLNTCEYCFNQMKQTLKLDEHFSQAYTELAIMHAVNNITPTQSLNYFKKCGYVF*
>L31(a)-3_EPal-tr
MIVTKKGRTFHRGKSLGFDVRTAIVDHMISKGGDIVTXHFPGSLREVAEHFKVSKTTVKKIWRQCSETADIDVQWKGGNNPPHLQSHHLDFIEGLKTIKPSMPYSKIHEAVNMHCPIPAGTSRSSLGKAVQNRLQGGRWTWKRMSRANGDKFLPANTNYCQDFLNYMNTIDPYRIKYFDEAGFCLPDVGKPTYGHSQINTKCVEIGRYHNAPNVTLNLLIGLDGVVYANTEDGPSDTLKFLNFWGEASNSRIPSGFPALQYGDIVVLDNCATHHNNGGFILAEFLDQFGIDVVYLPVYSPELNPCELAFNKFKKLAQRSDIKAVFNRNVHDGVYECLQHLTSLDCAGFYREVGYLSM*
>L31(a)-2_EPal-tr
MATVSRKGRTYQKGQPLCSDLRKLIIDEIVLNGGDQLTGYFPGFFKNVADKFRVSSSTVKNLWTNFIRTNNINPLPKKGGNPSHFSDGDLQLVETLVMASPTITQKEIYSELXQFGDILGGTSIPAISSAMRSRMPSGKNYSHKKVLNTATERFTQNNMIYTQLFINYLHSKDPFRLKFFDEAGLKVPNAHKRTHGFAPVGERCVEIIRYHESPNITLNLLAGIEGIKYANIVDGPADTVDFLQFWGETSRAGDVTTGRXVLEVGDIIVMDNCPTHHYLGGEILNDFLDDIGIELVFTPTYSPDFNPXEFVFSKMRNVMHYQLSERVKENLKLATYESLQSVTASDMEGYYRATSYI*

>L31(a)-1_EPal-tr
MAGISLSAKGRTYSRGKAANEDLRTIIIDKIVSDGGDMATGYFGGSFKDIANMYHVSETFVAKIWNQVCETLDHLPSKRKSGNPPHLQQEDIDLVELLKLENPSKSYKSIKENIDSYCNVNGGTSLTAIGNVVRNKLSEGPFTRKRLAKPSQNKFTPVNLNYCQNFLDTISTLPPESLKFFDEAGVHSGSGNSVYGHSLRGTHAIEISKNKKGXNVTLNLLCGLEGVLYANTVEGSSDTITFLDFFDEAGQAMTDYGNPAIEFGDYIILDNCAIHRFEAAQTLHRWLMLRGANLIFTPSLSPEFNAAEYCFNKMKVTLKREEFAPILRQNVHAAIYQSLGHINVSDMYGFYSKLL*

>L31(a)-2_AVir-tr
MEVNSFGRTYARGKVLPDEFRSLIIDEIVENGGDIVTGFFPGSFDNIARTLKLNRNTVKKVWKTFCSTGDFKRPKPSSSGVKHLQPQDVQFIEFLKTNRPSITTGDLLKNVNEFCQLPTGTSKQALNRTVRNCMQGGKWSLKRMVRPSAEKFTHENIQYCQDFIDYISSVDPHRLKFFDESGIKLPDIANPRYGHSLVGTPCVEIMRNAQSPNITLNLLCGPNGIMYANTIRGASDTLNFLQFFEEASTCFQLNGRPVLEYGDHVILDNCATHRYLGGEILCEWLDDVGCVLVYLPTYSPEFNPTELVFNKLKTVLKRIEYRELLRDNLHIAVCESLKQITAADMRGFYENTGYIQF*
>L31(a)-1_AVir-tr
MNSFGRTFCQGKPLSNDLKSLIIDNILSEGGDVGTGHFGGSFRAIGAKYQVTAATVSKVWKTFCLTGNLSHSKSLGQPNKLEDPELDLIQLLKKNRPSITYCEIKENLEAHTTARVSLSTIGKAVRGRLPEGEMSWKKMIRPAAEKFTPNNIAYCQSYINFMSTEDPYRVKFFDESGIKLPDCANPKYGHSAKGTPCVEVMRNAQTPNVTLNLLCGVKGIMYANTLQGASNTVEFLNFFHEASQFTQPDGNPILEYGDIIVLDNVAFHRFDGGEILAEWLDNLGITLIYLPVYSPELNPVEYVFNNLKTVLHRYEYRDLLRFNIDAAIYRGLQDIYTQDFRGFYNKVGYFKF*
>L31(a)-4_ATen-tr
MAVNQKGRTYRKGSPLDPDLRSLIFDEILLNGGHQATGYFPGQFLQIANKFRVSNSTVKSLWEMFCNRNTLDPLPKKGGNPSHLNNGDLVLIEVLINASPTITQKELLNELQQYGNIIGGTSTSAISKALCERMPTGKAYSRKKVSYVAEERFTAVNMIYTQMFINYLHSKDPNKLKFFNEAGLNIPDSYKRVYGHAPKGERCVDFVRCHESPNITLNLLAGIEGIKYANIVDGPSDTIHFLNFWAEAAQASDIVTGRPALEVGDIVIMDNCPTHHNAGGQALEDFLSDLGIELVYLPTYSPDFNPVELVFSKMRNVMQYRLQNNVHLNLKASTYDALNSVDSSDMEGYFRATSYI*
>L31(a)-3_ATen-tr
MNVYGRTFNQGKTFGSDLKSLIIDEILRQGGDVSTEYFAGSFRTIGSRYKISGVAVSKIWQTFCRXGELFPLHPVRGHPKKLEEPDLDLIPLMIKSRPSITYKEIKENVDAHPTAEVSISTIGRAAREHLPEGKMSWKKVIRPAAEKFSPDNIAHCQSYINFMSTEDPYRVKFFDEAGFELPDCANPKYGHSVIGTPCVEVMRNSQTPNVTLNLLCGRKGIMYANTLREASNTVEFLNFFYEASQFTQPDGNSILEYGYIIVVDNVAFHRFDGGEILTEWLDSFGMTLIYLPVYSSELNPVELVFNELKTVLHRYEYRDLLKFNMDVAIYRALQDVTPNDLRGFYNKVEYLRRI*
>L31(a)-2_ATen-tr
SKKARNFANGKALSEDIRSNIIDSVVRQGGDYVSGFFAGNLSEIGRNYNVSGQTVKNVWERFCQDGEIGPRDKKGSQNPSYLTPTELEFIEFVKRSSPSVPYNKVLDAVGQYCNVLGNTSQSAIGRAVRKRMPSGPMSWKRTSNRPTNKFSQENIDYCQDFLTYLSTVDPYRIKCFDEAGFKLPDVANPHYGHSNVGVPCIEIERYIDSPNVTLMLLAGMEGVLYANTTEGATTTLDFLDFFGEASNSFLENGEPVLRYGDHILLDNHATHHNAGGYALGHRMDQHGIKIVYLPTYSPEFNPVELAFNKMKKAAKREENRCTFHRNIHVGIYECIDGITESDMRAFYRNTGYIYV*
>L31(a)-1_ATen-tr
MYRINTKGRTFIKGQSLSYDIRRSIIDEIVRNGGDPVTGYFPGHFSDVANTFKVSRDTVKNIWKRLYNDGTIETKKNIGGGNPSSLTQGDLELVEVLKNERPTCSLKEIHEKLEEFGNIPNGTSHSAISRALKERMLSGKQYSRKKVSTIAQERFTVENIAYTQMFIDYLYNKDPFKLKFFDECGLKTASHGKRLYGHSPVGERCVELMRYHQSPNITVNLLAGLNGIEYMNTVHGPSDTLIFLDFFDQAGKAANIDTGRPALEVGDVIVMDNCPFHHNAGGDILQEWLDDRNIELVYTPTYSPDFNPVELVFNKMRTVMNYDLQDVVAYNIELAAIEAFKQVTSGDMYNFYRCTNYLDV*

>L31(a)-6_PCru-tr
LKQEDVDLIELLKVENPSKTYKSIKENIDTYCTVDGGTSLTAIGNVVRHKLSDGPFTRKRLAKTSSDKFTPENLNYCQNFLDTISVLPPERLKFFDEAGVHSGTGNPLYGHSLRGTHAIEISKNKKGANTTLNLLCGLEGVLYANTVEGSSDAMTFLDFFEDAGKATTDYGNPVIEFGDYIILDNCAIHRFEAGQTLQRWLMLRGANLIFTPSLSPEFNAAEYCFNKMKTVLRREEFAPLLKQNVHVAIYQALGHINVSDMFGFYSTIL*
>L31(a)-5_PCru-tr
HMHVIPSYPPRSSSKSISLCEIVETLDELGAAQTSMSAVSRAIKHRLPSGQRYSRKRLTKIAQERFTQQNMFYTQLFINYLSSKDPRRLKFFDEAGVKIPDVGSRQYGHSAIGTRAVEVARKLESPNTTLNMLVSLNGPEYYNLVAGATNTMHFLEFFEEAGLAVNIETGRPCLEVGDIVVMDNLSSHHYEGGEVLEEWFQTMGIELLYTPSYSPDLNPVELCFNKVKTVLNGELRELVHSNTNLAIMEAAEKINSQDLVGFYEATSYLFV*

>L31(a)-4_PCru-tr
NKDDGIYVNGSRLPQFYRERVLDLNHEGHSQRAIARRMRCSVGFVNKVITEYTLNNNSFLPNRRTPFRSVVTPEVAEYVEVEKNCKPSTYTDEIKNRLLMDGVCPPNRVPSHSAIKKCIREDCIMSKKKITAVPTETLTQENTNYKDYYLGEVGQLDKTTTHFFDESSVITTSGNRAYGNSYVGEKAIEFQKYASNANFTLNLLHSISGVDYFNILRGPSNGMELLNFFNEAVNVDRPDGSTLLERGDTLIMDNCGFHHGAFVEPMLRDILNDFGVRLLFLPPYSPHLNPCELCFQQIKSYLRRNTVLTANQTEIAMTEGIATITAANSLAYFRHCGYFL*
>L31(a)-3_PCru-tr
DDSILLETIVQTKGSTSIREIKEQLIDFAGCGELSNATISRHVRKDLPSAVEYSRKRLGKCATERFTHENLVYTQLYLDYLSDKDPASIKFFDETGFQLPDSGHRMYGYSPIGEQCVDVRRYLSKANITMNFLAGIDGLKYANLLQGASNSIEFLRFFSEAIETVDPNTNRPVLEVGDIVIVDNFAAHHGDAEVALRSCLEDLGMELLYLPAYSPDFNPVEEVFSKLKYLLKYQYEDIVFDNLEHAVWCAISDLEAADMYGYYRHAGLL*

>L31(a)-2_PCru-tr
MAAQPRARINQMQGIYNHGRPLPLYLRDIVLDFNHQGFSQREIARQLRTSRHFVQNVLQDYDLTNSYVQPPRKKRQRTILRQDIADSLEVEMIMKPSVYAAELQNRLVLDGLVHPIDVPHATTITKFFRKELLMTRKKIHSVPSESKCEGVETYTDFYLDQVSNLDYSTVHFFDESSVTKTTMNRRYGSATVGQTAIEIQRYSSNATFTINLLHSCLGVDHVEVIEGASNGNEMLLFFERAVDITRPDGSVLLERGDTVVMDNCPFHHGRFTELALRGLLGHYGIRLLFQPPYSPHLNTCELCFNQIKQFLKNNQQLAEHQTEIAILQACQNITAQNS
>L31(a)-1_PCru-tr
MNSYGRTFTKGKALGKDVKSLIVDEIQQQGGDVSTGYFGGSFRAIGSRFRVSTGTVSKVWKTFCQTPGEYSTAHSGGHPEKLEDHHLDLIQLLIKSRPSITYKEIKENVDGHSNARVSVTTIGKAVRDRLPEGQMTWKKMVRPAAEKFTPDNIAYCQSYINFMINEDPYRVKFFDESGFKLPDCANPKYGHSVKGTPCVEIQRNVQTPNVTLNLMCGLNGIMYANTVPGASNTVEFLNFFLEASQFTQANGNPILEYGDIIVVDNASIHRFNGGQILAEWLDRLGITLIYLPVYSPELTPVELLFNKLKTVLHRYEYRDLLKFNVEVAIYHALEEVSPNDLRGFYKNVAYFRGI*

>L31(a)-5_AEqu-tr
MDDTRICVNRLGKYYNSGKAYPKIEREQVLDMHHNGLSQNTISREVRVSRYFVQNVLSNYDRTGSAVPSLKKWPHRTKMTPQVIDCLEIEKLIKSSVFISELQERLLLDGIVNNAIDVPHRSTLSKCLREDLNMTRKKIQQIPVESLSNENIQRRNQFLDEISDLTAGNIHCFDESSVIKTTSNRRYGNSPCGVPAFELQRYASNATYTVNLLHSSPFGVDFVNVLDGPSNGQELLLFFEDAVNLTRVDGSAVLERGDTVIMDNCGFHHGHFIEPLLTAMLNACGVRLLFQPPYSPEFNTCELCFGQIKDFLRRNQRLSDEETAYAIYEASGTITQENSMGYFQHCGYLF*
>L31(a)-4_AEqu-tr
MAVNQKGRTYRKGSPLDPDLRSLIIDEILLNGGHQATGYFPGQFLQIANKFRVSNSTVKSLWEMFCNRNTLDPLPKKGGNPSHLNNGDLVLIEVLINASPTITQKELLNELQQYGNIIGGTSTSAISKALCERMPTGKAYSRKKVSYVAEERFTAVNMIYTQMFINYLHSKDPNKLKFFDEAGLNIPDSYKRVYGHAPKGERCVDFVRCHESPNITLNLLAGIEGIKYANIVDGPSDTIHFLNFWAEAAQASDIVTGRPALEVGDIVIMDNCPTHHNAGGQALEDFLSDLGIELVYLPTYSPDFNPVELVFSKMRNVMQYRLQNNVHLNLKASTYDALNSVDSSDMEGYFRATSYI*
>L31(a)-3_AEqu-tr
SKKARNFANGKALSEDIRSNIIDSVVRQGGDYVSGFFAGSLSEIGRNYNVSGQTVKNVWERFCQDGEIGPRDKKGSQNPSYLTPTELEFIEFVKRSSPSVPYNKVLDAVGQYCNVLGNTSQSAIGRAVRKRMPSGPMSWKRTSNRPTNKFSQESIDYCQDFLTYLSTVDPYRIKCFDEAGFKLPDVANPHYGHSNVGVPCIEIERYIDSPNVTLMLLAGMEGVLYANTTEGATTTLDFLDFFGEASNSFLENGEPVLRYGDHILLDNHATHHNAGGYALGHPMDQHGIKIVYLPTYSPEFNPVELAFNKMKKAAKREENRCTFHRNIHVGIYECIDGITESDMRAFYRNTGYIYV*
>L31(a)-2_AEqu-tr
MYRINTKGRTFIKGQSLSYDIRRSIIDEIVRNGGDPVTGYFPGHFSDVANTFKVSRDTVKNIWKRLYNDGTIETKKNIGGGNPSSLTQGDLELVEVLKNERPTCSLKEIHKKLEEFGNIPNGTSHSAISRALKERMLSGKQYSRKKVSTIAQERFTVENIAYTQMFIDYLYNKDPFKLKFFDECGLKTPSHGKRLYGHSLVGERCVELMRYHQSPNITVNLLAGLNGIEYMNTVHGPSDTLIFLDFFDQAGEAANIDTGKPALEVSDVIVMDNCPFHHNAGGDILQEWLDDRNIELVYTPTYSPDFNPVELVFNKMRTVMNYDLQDVVAYNIELAAIEACKQVTSGDMYNFYRCTNYLDV*

>L31(a)-1_AEqu-tr
MNVYGRAYNQGKTLGSDLKSLIIDEILGEGGDVSTGYFAGSFRAIGSRYKISGVAVSKIWQTFCRTGELFPLHPVRGHLKKLEEPDLDLIQLMIKSRPSITYKEIKENVDAYSTAGVSISTIGRAVREHLPEGKMSWKKMIRPAAEKFSPDNIAYCQNYINFMSTEDPYRVKFFDEAGFKLPDCANPKYGHSVIGTPCVEVMRNSQTPNVTLNLLCGRKGIMYANTLREASNTVEFLNFFYEASQFTQPDGNPILEYGDIIVVDNVAFHRFDGGEILAEWLDSFGITLIYLPVYSPELNPVELVFNKLKTVLHRYEYRDLLKFNMDVAIYRAIQDVTINDLRGFYNKVEYLRRM*

>L31(a)-6_HMag-tr
MLLKNYFNYFIECLVRQNHNGGTYDHGRRHSQVIRERILDLHHDNFSQRAIVQVTRVSKSFVQKVIERYDKENTSLPAIKSSTGGPIRKIDDDVLQFLEVEKLQKPSIYASELQERLVLDGVVNRADLPSTSQINRRLKRDLLMSKKKITVQPSEANNHRTVQLTDEYLFEISQINPTKLHFFDESSVTKTTCNRKYGNSTIGTRAIEQQRYSSNVNYTVNLLISFSGVDYFNILEGPSNGMELLNFFGEALQVQNPDGSVILERGDVVVMDNCGFHHGNFVEPILRNMFANHGIGLIFLPPYSPHLNPCEVCFNQMKAFLRREQRLAREETKIAIGMALQSISVNNTMNYYKQCGYL*
>L31(a)-5_HMag-tr
MDSLTCKKVN*FGRTYTTGKPLGEDLKHLIIDRILQEGGDRLTGFLPKTYSFFAEEMLVSRKAIKTVWERFCLDYSLTPKPRGGMRWRKLDEEDLELIEVLKIHTPSISFAEIIETVSQFGGPNISTSTVSNALKSARLPSGQRYSRKKLTKVAIERFTAENIFYTQLFINYLSSKDPRKIKFFDEAGVKQPDVGTRSYGHSPTGSRCVEVV*KLESPNQTLNLLVSLNGSEYHNLIHGATNTLHFLQFFQEAAESVNPSTGRPSLEVGDIIVMDNLSAHHYEGGLILEEWLQEMGIELLYTPSYSPDLNPVELCFNKVKGLLNGELRDLVNLNIRLATMEAVEKVSPQDMVGFYEATSYLFV*

>L31(a)-4_HMag-tr
MLSAKGRTFTNGKALDEDTRSNIIDSIVKQGGDHISGFFAGNFSQIGKNYNVSGQTIKKVWKRFTQDGEIGPRDKKGSQNPSHLTPTELEFIEVLKKSSPSMPYKKVHDAVSQYCNVIGNTSQSAIGRAVRKRMPSGPMSWKRTSNRPTNKFLQENIDYCQDFLNYMSTVDPYAIKCFDEAGFKLPDVANPHYGHSNVGVPCIEIERNIDTPNVTLMYLAGMEGVMFANTIDGATTTLDFLNFFGEASNSFLRNGEPVLRYGDHILLDNHATHHNEGGYALGQWMDQQGIEIVYLPTYSPEFNPVELAFNKMKYVAKREEIRRAFNRNIHVGTYDCIDQITESDMKGFYRHTGYIYV*
>L31(a)-3_HMag-tr
MAYNGKGRFYKHRKSLPDCLKDKIIDSVLEAGGDSLTGYFPSNWMEIGDKHKVYGKTVKGIWETFVCTGGVEEKQ*FSGNPAKLAPRKLHFIEAIKADKPSLSYRNILPSVPAGTCFSCWLCSEK*DVGGPNDLKTDEREQ*Q*V*TNANINYCQDFLDFMSQVVPYQLKFFDESGVSLYDCNKQYSHLAVNKPCMEVGRYLNSQNITLNLLAGLNGKLYANTLNGAADTVEFLNFFLEASQNSQRNGNPVLMAEDIIVLDNCRTHHYAGGFAFGQWLDTMGIDVVYLPTY*PELNPVELIFQKLKIVLKKEKCSHLCAQ
>L31(a)-2_HMag-tr
NTSINAISRAIKSRLPSGLRYSRKKITQIAKERFTPINKMYTQLFIDYLSSKNPYKIKFFDEAGIKTPDVGTRIYGHAPVGERCVEINRKCESPNLTLNALTSLYDGVAYYNVIDGATNTIEFLSYFTEVIDALSPTTNRPILECGDILVMDNLSSHHYEGGEILEDCLTDIGVELLYTPVYSPDLNPIEAVFSKVKTELNYDLQPLVNFNLKYAVSVAVDNVNAWDVHGFYNNTSYMFV*
>L31(a)-1_HMag-tr
MAEVSNRGRVYERGKALSIDLKRNIIGDIVEQGGDITTGLFPGSINEIALKYKVKYDTVQKIWKRFCDSGVLESEICTRGAKHLQQDHQQFIRFLKTDRPSITTGELYKHVNEFCHVPGGTSTSAIRRAVKNDMDVKKWTWKKLTLPSAEKFTQRNLMYCQDFLDYASTLNPYKLKFFDECGIKLPDVGKPNYGHSLIGTPAVEVARNLYSPNITLNLLCGLDGIIYANTINGSSTSLTFLQFFDDSTNVYLEDGRCSYSYGDHIILDNAAIHHHRSGQALGEWLDDMGCVAVYLPTYSPEFNPAENVFNKLKTTLKSYDFRELLKDNIHVAVHEALKQISRQDMLGFFRFTGYINV*
>L31(a)-1.3_SMer-tr
LKQDDIDLVEFLKVENPSKTYKSIKENIDYYSTLHGGTSLTAIGNVVRHKRSDGPFTRKRLAKPS*DKLNYCQTFLDTISILPPEKLKFFDEAGVHSGTGNSVYGHSLRGTHAIEISKNKRGTNIILNLLCDLEGVLYANTIGGSDAMTFLDFFGEAGKATTYGNPAIEFGD*IILDNCAIHRFEAAEALQRWLMLRGANLIFTPSLSPEFNAAEYCFNKMKTVLRREEFAPPLKQNVHAAIYQALGHIDVSDMFGFY
>L31(a)-1.5_SMer-tr
MFSINKEGRNYQKGVPLSNDIRNQVIELAQHHSFAEVGRRLRVSNVTVSNIVKKYNLSGSTCPKKLDHARTASKCSFQDSILLETIVQSSSSSSLKEVREQLSIHGNCGELSTSTISRHIRKQLPSARQYSRKRLGKCASERFTRENIVYTQLYLDYLSDKDPSSVKFFDESGFQLPDTGHRNYGYSPVGETCIEVRRYLSTANLTLNFLVGFDGVKYGNAIEGASNSVQFLRFFHEVSQTVDPITQRPVLEVGDIVVLDNLAAHHGEAERALRSFLTDLGMELVFLPIYSPDMNPVEEVFSKLKYLLRYRYRELVMENLEYAVLKAIEDVTAADLYGYYRHVGYLV*
>L31(a)-1.4_SMer-tr
MFSVNKKGRTYVPGKAIDECLRGSIIDNMIADGGDTATGFFPGKYAEVAERYRVTPQFVSKLWKTLCTSNEFLPAKKLSGNPSHLKPEDVELIEFLKKDKPSLPYQSMKDDLEKYGFIDGGTSLTAVGNVVRNKLPEGPFTRKRLTKVATGKFTPTNIVYCQQFVNTLSVVPPEKLKFFDEAGVHVGSGKPLYGNSLRGQPAFEAISGNLKGANVTLSLLCGLEGVLYANTVDGASDSTKFLNFFAEVGQATTSLGNPAVDSGDYIILDNCATHRYETGNILQRWLMQMGANIIYTPSLSPEFNVSELLFNKLKTVLRREEFRLLLQENTHVAIYEALELITTEDMYGFHRHIL*

>L31(a)-1.2_SMer-tr
MAARNDKGRIYEPGKPLSDACRQEILNLYNNGVSKKKISRDLMVSTPVVRKIITHFQLYGTVKLLSHGGSKPRKITDVLHCMEI*KLQKPTIYAAEIQNKLLLKGVCNRNTLPSIPAIKRSLHRKLDMTQKRICQIPKEQAANIWKVDDFFEITSRLSPTTLHFFDESSVVKTTCNHLYGSSYRGHQAIEIQRYASNATYTVNLLHIVFGVDYYNIIPGPSNGEELIAFFDYALDGRKENGLPIFIEGDTVIMDNCGFHHGRITETALRQMLATRGVTLLFQPPYSPRLNTCEYCFHQMKQGLRKNEHYSQEYTEMAIIDALNNITATQSLNYL*
>L31(a)-1.1_SMer-tr
MAAFNELGRYYERGKCLNTHIKGDIVDFIITNGGDSTTGYFPGNWTEVGKRYKVHGKTVKYIWEHFVTNGSVSPRKRISGNPKKLGLGEVQLVEALKTQKPSTSYKNILSHVLQHGNLQTGTSISAIGRTVRNSLLDGSWSWKRMSRNVHDKFTNANVDYCQDYLDYMHQVDPFKLKFFDESGVSLYDSNKRYGHSLKNTPCIEVGRYLKSPNATLNLLVGLDGVLYANTLDGASNTIEFLTFFDEASKNFQRNGNPILMAGDIVVMDNCAVHHYNGGFVLGHWLDQMGIDVVYLPTYSPELSPVELVFQKLKIVLKNEELSPLVSMNLHAAIYTALEEITQNDMMGFYRKTQYIFV*
>L31(a)-1.3_HCri-tr
MATRNSLGRVYVPGRPLPDIIRQEIIHLSNSGLSNKAISRQFRISAWGVQKILLHYQRQGTVRPFSQGVSVPFKMTDDILNLIEIWKLQKSSIYAYEIRERLLLEGICNLNDLPSHSAINHCLRRKLEMTHKKISPVPQEQAINIWKVDEYLDRMHGICPTKLHFFDESSVVKTTSNRTYGSSYRGTPAIEVQRYAPNATYTVNLLHSVFGVDYFNILLGSSNGDELIAFFNYALDCQRQNCLPVFMHGDVLVMDNCGFHHGRVTEMILRHMLAARGVELIFQPPYSPHLNTCELCFHQMKETLRSSETYAQQYTEMAINDALKNITAHDSANYFRHCGYLY*
>L31(a)-1.1_ASol-tr
TKKPSISYSEILDALYDFGDLPLGSTTTTAIGRAVRHRLPSGEAFSFKKTTHIAQERFTIQNMTYTQLFVDYLYTKDPYTLKYFDECGVKLPINGARKYGHAPIGERAFEVKRYCETSNTTVNLMCGLTGISYMNTVDGPSNTVEFIWFFEEAYNSVNPITGRPCLEVGDTVVMDNCPIHHHEGGNVLENFLQDLNIELVYMPAYSPDFNPAEYVFGKLKTLLSYTFQDLTNTDLISSLYTSINYITLADLREFFRITGYLRV*
>L31(a)-1.2_HCri-tr
MKNVWVGNLSYAIDKLCYLGGDRTSQYVPPGSYTVVSNDVKVSPTTVKKIWIQFCNEYMITRKETGGDRCSKLESEDLELIEIMKKYKGSVTLKEIYSTLEDFGNIGGNISISSISRALKSRMESGKVYTRKKITQAASQRFTYEDMLYTQIFMDYLRSKDPSCLKFFDEAGVKYPDVGTRTYGHAPKGE*CVEIMKKCESPNATVNLIVSLNGPEYYDVTDGATNTMEFLDFFEKAANATNLETMRPVLQVGDVVVMDNLSVHHYEGGTVLEEYFEEMGIELLYTPVYSPDLNPVELCFNKMKTVMNYELKDITGENTKLAAMLAIEKISHRDMINFFKHTSYLFP*
>L31(a)-1.1_HCri-tr
DYVALYAEYLMVIDPMIYLSEIQRLLEIDLNLLPHDVPSIASIHNHLKESGLTRKKAVHSAIQRYTPINLLRRKAFCVWRNAIDPRRIFFADETSFEVGVGRSYGRSEMGVPCVVYDRKGKGEKWSALALIGYDGLLQALPIPGNVTGLMFDFVLEHYFLPLLPYNSYVVIDNASIHNNQRIAQVLARRRITLVKLPTYSYDLNPIEMVFAFVKASTRRNFRQVQSLAVKIMDAFLEVTPQAVQNCYRKSWRITV*
>L31(a)-1.3_SHel-tr
NVNQRNGFYNNGKALPQIYRERILDLHHQGFSRREIAENVRVSLGYVHKVVQHYEENNTSLPELRKAPGRQKLTADVVEYIESEKLCKPSVYSKEIQQRVLLDGVCAPHNLPSQSAIKKCLREDCFMTKKKISQVPSESMTQTNVDYTDYYLSEVAQFDFTRLHFFDESSVIVTSGNRIYGTSPKGEPAIELQRYASNANFTLNLLHSALGVDYFSILRGPSNGMETLNFFNEALEVDRPDGTTVLEFEDVVIMDNCGFHHGNFVEPLLRDILQEHGIRLLFQPAYSPHLNTCEYCFHEVKCYLRRNTELTVNETEIAIIEGVGEISASSSLGYFRKCGYVD*
>L31(a)-1.2_SHel-tr
VSIKTVKSVWYRFCEDMTTSAKPKGGLTSEKLQQEDLEFIEVLKVHRPSMSLSEIIEVLEDMGGPQMSMSAVSRAIKNRLPSGQEYSRKKITRVARERFTPDNLLYTQLFMNYLSSKDPRRLKFFDEAGVKIPDVGTRVYGHSPKGSRCVEVVRKAQSPNSTLNMLVSLNGVEYYNIISGATSTVSFLSFFEEAGEAVNIERLRPCLEVGDIIIMDNLSSHHFEGGEIIEEWLDDMGIELLYTPIYSPDLNPIELCFNKVKTELNGKIQELVHRNINLAIAEAVEAITAQDMVGYYEATSYLFI*
>L31(a)-1.1_SHel-tr
MAFSTRGRYYEKGKPVCQEIRGQIIDCILENGGDRISGQFPGEWKQLGQKFAMEGSTVKRIWEKFVSTGSTSPKPKVSGNPPKLKRGELQLIETIKTFKPSISSKHIQNELLQHGNLPTGISRTAVNYATRNFLSEGKWSWKRMTRNVTNKFTPANINYCQDYLNYMCQVNPYRLKFFDESGVSLYDTNKRYGHSLVNSTCIEVGRYMKSPNITLNLLAGLDGVLYANTLQGASDTLEFLNFFHEAAQAVQPNGNPALMAGDIVVLDNCATHHNRGGFILGQYLDMIGVDVVYLPTYSPEFNPVEEVFQVLKVLLKREEMSPLVNTSLDAAIYRALDEITPHHMQGFYRDTGYIFI*
>L31(a)-1.7_DLin-tr
LRDMVLDFNQEGFSQREIV*QL*TSRHFIQNVLKEYDLTNSCVQLPRKKRPQTVLRQDIADCLKVEMIMKPSVYTAELQNRLVLDGLVHPIDLPHSTTITKYFRKELLMTRKRIQSVPSESKCEGVETYTDFYQMSNLHYSTVHFFDESSVTKTTTNQSYGSATVGQTVIEIQRYASNATFTINLLHSCLGVDHVEVIEGASNGNEMLPFFKRTVEITRPDGSVLLERGDTVVMDNCPFHYARFTEVALRGLLQDYGIRLLFQPPYSPHLNTCELCFNQVKQYLRNNQQLAENQTEIAILQACQTITAQNSLAYFKKCGYFICKNKQTNKQLVYMI*
>L31(a)-1.6_DLin-tr
MSWRINKFNGVYKYGSAYPLQKRVQIIVSFINTQSFYQTALECNVSYNCVRRLVTIFRTKATLLPQSAENARPKVFPWWLETYIQAILVMYPTMYIREIQQRVAHDFNLNPADIPSLSSIRAILYRSNITRKRCVQVAIERFSPYIQNRRRDYIRWRRTVDPRLLYFFDETGFASDTDLRVHGYCERGFALPSYQSKCQPSSHSI*VLIGYREGVITAIPIEGNYNTLLVNDVIVKQVLPLLPMDCYLVADNASIHNDVQLANILLVKNITLVKLPAYSYDFNPIEMQFALAKSMARKTPGALKANPLLAAVDAFIQISPITVRKHYRRAWRIVQ*
>L31(a)-1.5_DLin-tr
MAKNKEGGFYLPGRPLPNYLRQEIIDMYNGWESISRISKKLKMSKGTVSKILQHYRLHGSIEPFSCGGKNPSLITDDILELIEIFKILKPSVTATEIRHRLIRDGVFRNDNAPKVRQIQNVINKKLGMTYKKLTVIPSEHMTPENLLKVDEYLDLVSRLDSNSLHFFDESSVVITTGNRVYGSAYRGKPAIEVQKYASNANFTVNLLHSPTGVDHYNILDGPSNGQYMIDFFYDVLDMTRENGTRIFLPGDHVIMDNCGFHHGRVTERVLRGMLQSRGVHLIFQPPYSPHLNTCELCFRQMKVNLRQNERYAVEQTEMAINDSIHEISAMNSLRYFRHCGYII*
>L31(a)-1.4_DLin-tr
GSFNQIAQQLNISRSTVQKLWSQCTETADVGALWTGGNNPPRLQGQDLDVIEGLKAIQPSMPYRKILDEVNANCFIPGVTSKSAVAHAVQHRLEGGRRTWKRLSRATVDKFSPQNLNYCQNFLNFMSGVNPYRVKCFDESGFRMPDFCRPSYGHSVVNTPCVEIGRYINAPNVTLNLLIGLQGVLYANTENGATDAQTFLNFLGETAVNALPNGCPILEYGDIILMDNCATHHYAAGYALAEWLNERGIDFVYLPVYSPELNPVELVYNKLKILSKQDNMRAIFNRNIYQEIYECLERVIALDCNGFYRKCEYFDMQMNSVSMLT*
>L31(a)-1.3_DLin-tr
MFKVSKKGRTYCCGRALSSDTRIGIIDNIIARGGNHVNGVFQGKFTEVAQLFNVSSAVVSKIWKRFCDHRTISPKKHSGGHPSSLSNGDLQLLEVIKRQNPSVSTSELLDNLYNFGDLPYGSTSRSSVGRAVSNNLPSGKFSYKKITKIAQERFTIQNLAYTQLFVDYLFGKDPYTLKYFDECGIKLPSSGTRNYGHASKSERAVEIVRYCETSNTTVNLMCSLTGISYMNTVDGPSNTIEFLRFFEEAYNSVNPITGRPCLEVGDTVVMDNCPIHHNEGGRVLADFLNDLNIELVYMPAYSPDFNPTEYVFGKLKSLLNGPFQRMTNTDLIGSLYTSINYITLADLREYFRITGYLNV*
>L31(a)-1.1_DLin-tr
MDTFRVNRFGRSYRTGVALSQDMRTMIIDRILQEGGDRASGYVPKSIRYFSEELQLSHNTVAKVWRQFCETFSIDSRPKGGIRWSKLSDDDLELIEVLKIEKPSMSLAEILTCLEEMNAGHVDVSMATVSRAIKQRLPSGHYTRKKITKIASERFTATNIFYTQLFINYLATKDPRRLKFFDEAGVKLPDVGTRLYGHSSVGTRCVEVTRKAESPNTTLNMLVSLKGPEYYNLINGATNTLQFLTFFEEAGNCVNLQFGRPCLQVGDIIVMDNLSAHHFEAGEILEDWLGEMGIELLYLPTYSPDLNPIEQCFNKVKTLLNEELQRLTYTNTNLAVMEAVERITNQDMAGFYKATSYLFV*
>L31(a)-1.2_DLin-tr
MDTFRVNRFGRSYRTGVALGQDMRTMIIDRILQEGGDRATGYVPKSIRYFSEKLQLTHNTVAKVWRQFSIDSRPKGGIRWSKLSDDDLELIEVLKIEKPSMSLAEILTCLEEMNAGYVDVSMATVLRAIKQRLPSGYYTRKKITKIASERFTATNIFYTQLFINYLATKDPRRLKFFDEAGVKLPDVGTRLYGHSSVGTRCVEVTRKAESPNTTLNMLVSLKGPEYYNLINGASNTLQFLTFFEEDVNCVNLQFGRPCLQVGDIIVMDNLSVHHFEAGEILEDWLGEMGIELLYLPTYSSDLNPIEQCFNKVKTLLNGEL*RLTYTNTNLAVMEAVERITNQDMAGFYKATSYLFV*
>L31(s)-1_PRus-tr
DLELIEVLKRQKPSITHAEVMDCLYDCGDLPFGTTSVTAVRNAVRNRLPSGKKFTFQKIAHVAQERFTIANMAHTQLFVDYLYAKDPNTLKYFDECCVKLPSNNTRKYGHAPIGERAIEVTRYAENPNTTVNLLCSLTGVTYMNTVDGVANTLDFLQFFEEAYNSLNPVTLRPCLEVGDTIVVDNCPTHHHQGGRILQEFLDDLNIELVYMPTYSPDFNPAQYVFGKLKCLLKNQLWELTTTHLKESLYTAASFITPGDMHGFFRITGYLEV*
>L31(s)-3_PDam-tr
NQAGGLFDNGRRLPNFVRERVLDLHHDGVSQRTIAQQLWASRRFVQNVLRDYDLTNSCFQPPKRYKGHTVLTPDAAECIEIEKICKPSIYTSELQNRLVLDGVLHPADLPHPSTITKFVRNELLMTKKKIHAVPSESRTAEIEARTNFFLDQVSDLVVSTIHFFDEASVTKTTMNRRYGNSIIGTPAFEIQRFASNATFTINFLHSCLGVDFVNIVEGASNGNELLFFFEEAVEITRRDSSVLL*RDDTVIMDNCLFHHGRFTEKALKDLLGEYGVNLLFQPPYSPHLNTCELCFHQIKAFLNRNQLLAAGETEIAIHEACDRIT
>L31(s)-2_PDam-tr
IGSKYEVSRVTVSNVWKTFCQTGETLPRHTVGRGQPKRLEEPELDLVQVLIKCRPLITYKEIKANIEAHSTPTASISAIGPAVRDRLPEGKMT*KKMIRLAGEKFTPDNIAYCQSYINFMTTADPFRVKFFDEAGFKLPDCANPKYGHSMKGQPCTEITRITQTPNVTPNFLSVLNGVMYANTLNGASNTVEFFNFFHEASQFTQPNGNAILEYGDIVVVDNATLHRFDGGQALAEWLDSFGVTLIYLPVYSLIG*FLTKLKLCYIGMNIVI
>L31(s)-1_PDam-tr
YDNGKVLPQVYRERVLDLHHQGFSQRQISQNMRVSVGYVNKVVQFYENNNSSLAAPRTTPVRNKMSGDVVEYLESEKLCKPSMYTSELQQRLLLDGVSPPGQLPSTSAIKKCIREDCRMTKKKVSQVPKESLSEEHTEYTDFYLDQIAHHDYTKLHFFDECSVIVNSGNRVYGNSYIGKPAIEIQQYASNANYTLNLLHSANGVDYFDVLRGPSNGMELLNFFNEALSINRVDGSTILENGDVVIMDNGGFHHGHFTEAVLRDILNEHGVHLLFQPAYSPHLNTCEFCFHPVKCYLKQNSSLTADETEIVIGEAVSKTSPANSIAYFRKCGYV*
>L31(s)-4_MCap-tr
MNYCVSKKGRILVPGRAIDADFRRLVIDHMISNGGDILTEYFPGSVNSVADHFKLSRSYVAKLWNGACERATVDPQWMGGNNPAHLQSQDLDLLEALKLAKPSMPYNEIREAINANCAIPSGTSTSAIGRAVQKRLSGGPWTWKRMSTFKNEKFTPENVNYCQDFLSYISSADPYKLKFFDEAGFALPGVGKANYGHSLANHPCVEIGRHLCVPNVTLNMLIGLEGILYANTEDGATDTLAFLNFFGEAIQNYMPNGQPILQYGDHVILDNCATHHFEGGYALAESLDNVGVEVICLPTYNPELKPIELSFNKLKKVAQKDRIRDVSARNVHEGVYECLEEITVNDCAAFFKHVGYISY*
>L31(s)-3_MCap-tr
MAYSVNSKGRTLIRGKSIDESLRGSILDSIIAEGGDPASGFFPGRYSDVADRFRVSNQFVSKLWQNFCTTGEHLPSKKKSGNPSHLKPEDVQLMEFLKKEKPSLPYESIKEVLENYSTLDGGTSLSAIGNAIRNKLPEGPFTRKRLTKASVEKFTPANTLYWQQFLNTLSALPPEKLKFFDEAGVHTGTGNPVYGNSLRGEAAVEVISGNKKGANVTLNLLCGLEGVLYANTVEGASDSTNFLNFFAEAGQVTTPLGNPAIEFGDYIILDNCPTHRYETGNILQRWLLQMGAQIIYTPSLSPEFNVAEYVFNKMKTVLKREEFGRLLRENVHVAIYEALELVTTEDMFGFYKFKL*
>L31(s)-2_MCap-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGERVTGYIPRSFRYFSEELKFSVNTITKIWRKFCEELSINP*AKGGTKWSKLTGDDLELIEILKIEKPSVSLAEIISCLAEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRFKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTMQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-1_MCap-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKPKGGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSPKGSRCVEVGRKLESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMAGFYEATDYLFV*
>L31(s)-5_AMil-tr
GGIYDNGRPLPTMYRDRILDLHHDGLSERQISREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIKCCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINIVSHTQHAMTRKRITVVPRESATPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTRNRKYGSAVLGEPAIEVQRYASNANYTINFLHSINGVDFFNILDGPSNGMELLTFFDEALQLEQEDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLLAELETKIAITEAILQISPENSFSYFRHCGYVF*
>L31(s)-4_AMil-tr
MNVNNKGRAYTSGKSCHDDLKWLIISKCLEHGGDPANCFLPVAFNTIAQETGVATNTVRKIWNQFCSARTLTPFSKGGDFSSKLSAGDLALIETLKTMRGSISLRELQAVLADIGDVQDISLSALSKAIKSKLLSGKRYSRKKITHVAKERFTYENMVYTQLFINYLSSKDPTKVKFFDEAGIKTPDCGTRLYGNSPVGERCVEIARKVESPNYTLNLLLSLNGAEYYNITDGPTNTVEFWNFFEEAANAANISTGRPALEVGDIVVMDNLAVHHYEGGEVLEEYLADMGVELIFTPTYSPDLNPVELSFNKVKCLLNGRLADTMNENLKIAVWEAVEAVSSTDARNFYSATSYLFPAV*
>L31(s)-3_AMil-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGDRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTLQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-2_AMil-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AMil-tr
MARYSVNSKGRTFIRGKSVGESLRANIIDDMVAEGGDPASGYFAGEYKQVADRYRVTGPFVSKLWRTFCETGSHLPEKKKSGNPSHLKPEDVEMINFLKKEKPSKTYKSIKEDLDTYCTLEGGTSVTAIGNIVRNGLPEGPFSRKRLTKASSEKFTPENLAYCQQFIDTVSSLPPEKLKFFDEAGFHCGIGRPVYGNSLKGTPAIEVIYGNTKGANITLSLLCGLEGVLYANTVEGASDSMKFLNFFEEAGQVNTANGNPAIELGDYIILDNCATHRFQTGDVLQRWLMQMGASIIYTPSLSPEFNVAELVFNKLKTVLKREEFKPLLQVNVHVAIYEALNLITTDDMFGFYNFIL* 
>L31(s)-6_AMyr-tr
MAAKNLHGRNYEPGKPLSEQFRGEIVNMFNRGFSKKQISRDLQVAPRTVRKIIRHFQSYGTVSAFSRGGSDPRKVTEDVLQCIEIWKLQKPTTYAREIQSKLLLEGICDGFTVPSVSSITHSQRGKLGMTRKKICQIPTEQARNIQKVDDFLQNTQRLSPTTLHFFDEASVIKTTSNRLYGSSYRGFKAVEVQKYASNATFTVNLLHSVFGVDYYNVIPGASNGEGLIAFFDYALDCERDNGLPVFLEGDTLIMDNCGFHHGRITESALRAMLATRGVTLLFQPPYSPHLNTCEYCFHQMKEGLRQDEHYSQECTEMAIMDSINSITASQSVNYFRHCGYIY*
>L31(s)-5_AMyr-tr
MFSINKKRRNYQKGIPLSSDLRNQVKELVQEYSFSEVGRRLRISKGAVSKIVKQYNLTGSTAPKKLNHVRTVPKCTFQDSILLETMVQASGSSSLKELRDYLAVHGDCRELSTSTISRNIRNKLPSSRNYSRKRLGKCASERFTPENIVYTQLYIDCLKDKDPSSVKFFDESGFQLPDAGHRNFGFSPVGEDCVEARRYLSTANLTLNFLVGYDGVKYGNIIEGASNSVQFLRFFDEASQTVDPITQRPILEVGDIVVVDNLAAHHGEAERALRSFLNDLGMELVFLPVYSPDLNPVEEVFSKLKYLLKYRYQELVWDNLEYAVLRAVGDVTAADMYGYYKHVGYCF*
>L31(s)-4_AMyr-tr
NAYGRTFHHRKSIEKDMRSLIIDDILSGGGDVSTEYYP*SFRAIGSKYKVSSVTVSNAWKTF*QTGENLPRHTAARGLLIKCRPLRTYKDIEENIEAHSTATASISTIGRAVRDHLPEGKMTWIKMMRPTGKKFTPDNIAYCESYVNFMGTLDPFRVKFFNEAGFKLPDCANPKYGHSVAGQPRIEIMRNTQTPNVTLNLLCGLNGVMYANTLHGASNTLQFLNFFHGASQFTQPDGNPILEYGDITVVDNVALHRFDGGQALAAWLDSFGITLVYLPVYSPELTPVELVFNKKKTLLHRYEYRDLLGFNIDVAIYRALQEISISDLHGFYDQVGYFNRV*
>L31(s)-3_AMyr-tr
MSVQLRINQAGGLFDNGRRLPSFVRERVLDLHHDGVSQRTIAQQLCTSRRFVQNVLRDYDLTNSCFPPPKRHKGHTVLTPDAAECIEIEKICKPSIYTSELQNRLVLDGVLHPADLPHPSTITKFVRNELLMSKKKIHAVPSESRTAEIEARTNVFLDQVSDLVVSTIHFFDEASVTKTTMNRRYGNSIIGTPAFEIQRSASNATFTINLLHSCLGVDFVNILEGASNGNELLFFFEEAVEITRRDGSVLLERGDTVIMDNCPFHHGRFTERALRDLLSDYGVNLVFQPPYSPHLNTCELCFHQIKAFLNRNQLLAASETEIAIHEACDRITQQNSMSYFRHCGYLI*
>L31(s)-2_AMyr-tr
MKRLNASGRTYVKGRPLSADFRESIIDEILRNGGDIYTGYFPGRFENVAKQFKVSRSCAENVWRRLCRERTLEPRRHGGGNPTNLTQGDLQLIETCKKERPSSSLKEIHDVLNEFGDIPNGTSISAISRSLRNNMLSGLKYSRKKISSFAQERFSVENMAYTQMFIDYLHAKNPYKLKFFDECGLKLPFHGKRLYGHAPVGERCIEFIRYHESPNITVNLLAGLSGV*YMNTVHGASDTIDFLHFFGEAGNVVNIETERPALEVGDIVVMDNCPTHHFAGGEALQEWLSDRNIELVYTPTYSPDFNPAEFVFNKMRSVMRYDLWELTNENIELAAVTAAVDYVTSDNMMDFFRYTSYINV*
>L31(s)-1_AMyr-tr
MAFNEKGRFYERGKGLSEEFKGQIIDKILETGGDRISGYFPAKWTELGDKFGVSGKTAKNVWQKFVYDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNIREQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVTLYDCNKRYGHSPVNAGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVFMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEGNLHAAVYSALDQITANDMRGFYRETGYIAI*
>L31(s)-6_AEch-tr
NRHGQIYDMGKSYPQVIRENILDLHNNGLSIRQISAQAQVSTGFITKVIKEYNENNYSVPRRALSGCKESVLTENVRSYLEVENLCKPSLYSDELQRRLLLDGVCLPGEVPSNASVRRFFNKELIMTKKKITQVPLESTEGPNIDGPNAFLAEISRLNPSSLHFFDETSVIRTEGNRKYGNSFIGERALEYQKYASNATYTVNLLHSALRVDHYNIIDGPSNGNEMLLFFEDALTMDNPDRSAVLERGDTVVMDNCSFHHGHFAEGMLRDMFDEYGVRLLFQPAYCPHLNTCELCFNQLKSFLRRFTLYAQQETRIAIAEGISSITQQNCVAYFKCCGYL*
>L31(s)-5_AEch-tr
NQRGGFYDNGRALSLCHRERVLDLYHDGNSERRIAREVCVSRSYVNNIIKRYNEANTSLRAPKVCRGPQKVDLCASEYIEVQRLVKPSIYASEIRQRLLLDGVLHPTDLPSTSQINKLSRNEHAMTRKKISVIPRESTTTEVTDRIDDYLNEISTFHPTQLHFFDETGVMKTSGNRIYGSAPVGVPAFEVQRYASNANYTLNLMHSITGVDFFNILDGPSNGMELLNFFDEALKLEREDGSAVLERGDCVIMDNCGFHHARFVEPVLRGMLGDFGLGLIYQPPYSPDFNTCELCFHQIKGFLQRHQLLAEHETKIAIADGVLEITPRQSWSFFHHVGYVS*
>L31(s)-4_AEch-tr
MFSINKYGRNFKPGIPLSMDLRNEVIQMAVTRPISEICERYRINRSTVHKYTKQYRETGNIEPLSRKHIRTRSKLSFGDSMLLETIVQGKGSTSLKEIKSELSNFGDCGELSLSTLSRHIRKNLPSGKDYSRKRLGKCAGERFTHENLVYTQLFLDYLSDKDPSSVKFFDETGFQLPDSGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYANIVQGASNSIEFLRFFSEASQTVDPNTLRPVLEVGDIVVVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEVFSKLKYLLKYQYQDIVFENLEYAVWCAVGDLEAADMYGYYRHAGYLI*
>L31(s)-3_AEch-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKPKAGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAEIKIPDVGTRTYGHSPKGSRCVEVGRKLESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMAGFYEATDYLFV*
>L31(s)-2_AEch-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNHLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AEch-tr
MAFNKKGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYISNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLDGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEANLHAAAYSALDQITANDMRGFYRETGYIDIRTCTERGLL*
>L31(s)-7_MEff-tr
NYITKIWRKFCEELSINPQAKGGRKWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDSKEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRLLKFFDEAGIKLPDVGTRLYRHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNVIDGATNTM*FLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSVHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELPHTNTKLAVMEAVERITTKDMAGFYEGTSYLFV*
>L31(s)-5_MEff-tr
MAYSVNSKGRTLIRGKSIDESLRGNILDSIIAEGGDPASGFFPGRYSDVADRFRVSNQFVSKLWQNFCTTGEHLPSKKKSGNPSHLKPEDVQLMEFLKKEKPSLPYESIKEVLENYSTLDGGTSLSAIGNAIRNKLPEGPFTRKRLTKASVEKFTPANTLYCQQFLNTLSALPPEKLKFFDEAGVHTGTGNPVYGNSLRGEAAVEVISGNKKGANVTLNLLCGLEGVLYANTVEGASDSTNFLNFFVEAGQVTTPLGNPAIEFGDYIILDNCPTHRYETGNILQRWLLQMGAQIIYTPSLSPEFNVAEYVFNKMKTVLKREEFGRLLRENVHVAIYEALELVTTEDMFGFYKFIL*
>L31(s)-4_MEff-tr
MIEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGDRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTKWSKLTGDDLELIEILKIEKPFVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNFIDGATNTVQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQDLTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-3_MEff-tr
MAHMTKTGSIYERGRALNDDLRRNIIQDIVENGGDFVTGFFPGNFSEIALKNRTKYDTVKKIWKQFSESGTTKFQSQAGGSKHLQPDDIELIRFLKTSRASMATGELYKHVNDLCNVAGGTSLAAIHRALQKDMNDGKWTWKKLTQPVAEKFSPENLNYCQEFVNYIYTVDPYKLKFFDESGIKLPDVGRPNYGHSLIGTPAVETLNLLCGLDGIIYANTIDGTSNSMTFLNFFEESSNVFFPDGKPPYNYGDHIIMDNAPIHHNRAGEALGEWLDDIGCTLVYLPTYSPEFNPAELVFNKLKTILKRFEFRELLRDNLHVAVYEALKTITQEDMSGFFRFTGYINL*
>L31(s)-2_MEff-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKPKGGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSPKGSRCVEVGRKLESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMAGFYEATDYLFV*
>L31(s)-1_MEff-tr
MAAKNLHRRNYEPGKPLSEQFRGEIVNILNRGFFKKQISRDLQVAPRTVRKIILQNDPRKVTEDALQCIEIWKLQKPTTYAREIRSKLLLEGICDGFTVPSVSSITHSQRGK*GMTRKKICQIPTERARNIQKVDVFLQNTQGLSPTTLHFFDEASVIKTTSTRLYGSSYRGFKAVEVQKYASIATFTVNLLHSIVSVDYYNVIPGASNGEGLVAFFDYALDCERNNGLPVFLEGDTLIMDNCGFHHGRITESALRAMLDTRGVTLLFQPSYSPHLNTCEYCFHQMKEGLRQDENYSRECTEMAIMDSIDSITASQSVNYFRHCGYIY*
>L31(s)-5_MCac-tr
MAYSVNSKGRTLIRGKSIDESLRGNILDSIIAEGGDPASGFFPGRYSDVADRFRVSNQFVSKLWQKFCTTGEHLPSMKKSGNPSHLKPEDVQLMEFLKKEKPSLPYESIKEELENYSTLDGGTSLSAIGNAIRNKLPEGPFTRKRLTKAYVEKFTPANTLYCQQLLNTLSALPPEKLKFFDEAGVHTGTGNPVYGNSLRGEAAVEVISGNKKGANVTLNLLCGLEGVLYANTVEGASDSTNFLNFFAEAGQVTTPLGNSAIEFGDYIILDNCPTHRYETGNILQRWLLQMGAQIIYTPSLSPEFNVAEYVFNKMKTVLKREEFGRLLRENVHVAIYEALELVTTEDMFGFYKFIL*
>L31(s)-4_MCac-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGDRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTKWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMGGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTMQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-3_MCac-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKPKGGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSPKGSRCVEVGRKLESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMAGFYEATDYLFV*
>L31(s)-2_MCac-tr
VSNEVLEFMSVEKIMKPRVHASEIRQRLLLDGVVDANDLRSASQINKRMTRDLVKSKKKLSVIPSESTSPEQIARQDEYLNVISTFQPHQIHFFDEASVIKTSGNRSYGNATVGEKAVEFQRYASNANFTINLLHSARGVDCYNILDGP*NGL*LLHFFEDAVEI*RPDGSVLLERGDCVVMDNCGFHHGLFVEPVLRELLNDYGVQLIYQLPYSPHLNTCEYCFHQIKEFLRRCQMLAIEETEIAIAEGVSLISAANSNNYFRNCGYI*
>L31(s)-1_MCac-tr
MAFNKKGRFYERGKGLSEELKGQIVDKILETGGDRISGAFPAKWTELGDKFGVSGKTAKNVWQKFVHDGTVSPKKRISGNLPKLSTGDLQLIETMKTIKPSTSSKNIREQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPINSGCVELGRHLKSPNITLNFLAGLEGVLYANTLEGASITLEFLKFFDEATKATQINGNPVFMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEGNLHAAIYSALDQITGNDMRGFYRETGYIAI*
>L31(s)-7_AYon-tr
GGIYDNGRPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIECCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINRVSHTQHAMTRKRITVVPRESTTPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLEREDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILQISPENSFSYFRHCGYVF*
>L31(s)-6_AYon-tr
MFSINKYGRNFKPGIPLSKDFRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPLSRKHIRTRSKLSFGDSMLLETIVQSKGSTSLKEMKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRLGKCAGERFTHENLVYTQLFLDYLSDKDPSAVKFFDETGFQLPDSGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYANIVQGASNSIEFLRFFSEASQTVDPNTLRPVLEVGDIVVVDNFAAHHGDAEVALRSFLNDVGMELLYLPTYSPDLNPDEEVFSKLKYLLKYQYQDIVFENLEYAVWCAVGDLEAADMYGYYRHAGYLI*
>L31(s)-5_AYon-tr
MEALKVNKFGRTYRTGIALDQDMRLLIIDRILQEGGDRVTG*IPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRVKGGTKWSKLTGDDLELIEILKIEKPSVSLAEIITCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALGRFTQTNIFYTQLFINYLATKNPRQLKFFHEAGVKLPDVGTRLYGHISAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTMQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHANTKLAVMEAVERITTEDMAGFYEGTSNLFV*
>L31(s)-4_AYon-tr
MEARKVNQYGRSYRPGVALAQDLKFLISDSIIRDGGDRITGYIPQSVTQFARELRVSVNTIKSVWFRYCEEIITTPKPKGGLTSEKLKEDNRELIEVLKLHSPSMSLSEIMEELEKLGGQGISVSAVSRAIKSRLPSGHQYSRKKLTKVAMERFTPDNLFNTQLFINDVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSRKGSRCVGVGRKRESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMAGFYEATDYLFV*
>L31(s)-3_AYon-tr
MKRLNASGRTYVKGRPLSADFRESIIDEILRNGGDIYTGYFPGRFEDVAKQFKVSRSCAENVWRRLCRERTIGPRRHGGGNPTNLTQGDLQLIETCKKARPSSSLKEIHDVLNEFGDIPNGTSISAISRSLRNNMLSGLKYSRKKISSFAQERFTVENMAYTQIFIDDLHAKNPYKLKFFDECGLKLRFHGKRLYGHAPVGERCVEFIRYHESPNITVNLLAGLNGVEYMNTVHGACDTIDFLHFFGEAANAVNIETERPALDVGNIVVMDNCPTHHFAGGEALQEWLSDRNIELVYTPTYSPDFNPAEFVFNKMRSVMRYDLWELTNENIELAAVTAAVDYVTSDNMMDFFRYTSYINV*
>L31(s)-2_AYon-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKDIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AYon-tr
NKEGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPNLSTGDFQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLHDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDRASNTLEFVNFFDKATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFVFNKLKIVLKMEEMRLLVEANLHAAVYSALDQITANDMRGFYRETSYIAI*
>L31(s)-3_ATen-tr
MEARQILKRQRTYVKGRPLSADFRESIIDEILRNGGDIYTGYFPGRFEDVAKQFKVSRSCAENVWRRLCRERTIEPRRHGGGNLTNLTQGDLQLIETCKKARPSSSLKEIHDVLNEFGDIPNGTSISAISRSLRNNMLSGLKYSRKKISSFAQERFTVENMAYTQIFIDYLHAKNPYKLKFFDECGLKLPFHGKRLYGHAPVGERCVEFIRYHESPNITVNLLARLNGVEYMNTVHGACDTIDFLHFFGEAANAVNIETERPALEVGDIVVMDNCPTHHFAGGEALQEWLSDRNIELVYTPTYSPDFNPAEFVFNKMRSVMRYDLWELTNENIELAAVTAAVDYVTSDNMMDFFRYTSYINV*
>L31(s)-2_ATen-tr
MAFNKEGRFYEKGKCLSEELKGQIVEKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPK*VPEIFS*WKL*KPSTSSKNITEQLHGKFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLGEANLHTAIYSALDQITANDMRGFYRETSYIAI*
>L31(s)-1_ATen-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKDIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-5_ASel-tr
QNIKGGIYDNGRPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIKCCRLMSPSIYGSEIRQRLLLDGIVHPVDLPSVSQINRVSHTQHAMTRKRITVVPRKSTTPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNVNYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLGREDGSAILERGDCVIMDNCGFHHAQFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILQISPENSFSYFRHCGYVF*
>L31(s)-4_ASel-tr
MNVNNKGRAYTSGKSCHDDLKWLIISKCLEHGGDPANCFLPVAFNTIAQETGVATNTVRKIWNQFCSARTLTPFSKGGDFSSKLSAGDLALIETLKTMRGSISLRELQAVLADIGDVQDISLSALSKAIKSKLLSGKRYSRKKITHVAKERFTYENMVYTQLFINYLSSKDPTKVKFFDEAGIKTPDCGTRLYGNSPVGERCVEIARKVESPNYTLNLLLSLNGAEYYNITDGPTNTVEFWNFFEEAANAANITTGRPALEVGDIVVMDNLAVHHYEGGEVLEEYLADMGVELIFTPTYSPDLNPVELSFNKVKCLLNGRLADTMNENLKIAVWEAVEAVSSTDARNFYSATSYLFPAV*
>L31(s)-3_ASel-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-2_ASel-tr
MARYSVNSKGRTFIRGKSVGESLRANIIDDMVAEGGDPASGYFAGEYKQVADRYRVTGPFVSKLWRTFCETGSHLPEKKKSGNPSHLKPEDVEMINFLKKEKPSKTYKSIKEDLDTYCTLEGGTSVTAIGNIVRNGLPEGPFSRKRLTKASSEKFTPENLAYCQQFIDTVSSLPPEKLKFFDEAGFHCGIGRPVYGNSLKGTPAIEVIYGNTKGANITLSLLCGLEGVLYANTVEGASDSMKFLNFFEEAGQVNTANGNPAIELGDYIILDNCATHRFQTGDVLQRWLMQMGASIIYTPSLSPEFNVAELVFNKLKTVLKREEFKPLLQVNVHVAIYEALNLITTDDMFGFYNFIL*
>L31(s)-1_ASel-tr
NKKGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNCMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCTTHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVRKMEEMRLLVEANLHAAVYSALDQITANDMRGFYRETGNVAI*
>L31(s)-5_ANas-tr
NQRHRIYDNGKALPQFYRERVLDLHHQGFSRRQIAQDMRVSVGYVNKVVQFCEHSNSSLAAPRHTPVRNKFTGDVIEYVESEKLCKPSVYRSEIQQRLLLDGISPPGYVPSQSGIKKCLREDCKMTKKKVSQVPTESLSLAITEYTDHFLEQVSQRQCTKLHFFNESSVIVTTGNRVYGNSYIGEGAIEFQRYASDANYTLTLLHSVHGVDYFNILRGPSNGMDLLNFFNEALAVNRVDGSTILEIGDIVIMDNCGFHHGHFVEPLLRNMLQDYGVDLLYQPAYSPHLNTCEFCFHQIKCYLKQNSSLTANETEIAIGEGVSKISAANSIAYFQKCGYI*
>L31(s)-4_ANas-tr
MFSINKYGRNFKPGIPLSKDIRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPFSRKHTRTRSKLSFGDSMLLETIVQSKGSTSLKEIKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRSGKCAGERFTHENLVYTQLFLDYLSDKDPSSFKFFDEIGFQLPDSGHRVYGYSPVGEQCFDVRRYLSTANITFNFLAGVDGLMYANIVQGASNSIEFLRFFAEASQTVDPNTLRPVLEVGDIVVVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEVFSKLRYLLKYQYQDIVFENLEYAVWCAVGDLEAADMYGYYRHAGYLISHVNNKRIHESKIKFLYLFT*
>L31(s)-3_ANas-tr
MARYSVNSKARTFIRGKSVGESLRANIIDDMVAEGGDPASGYFAGEYKQVADRYRVTGPFVSKLWRTFCETGSHLPEKKKSGNPSHLKPEDVEMINFLKKEKTFKDLQIKEDLDTYCTLEGGTSVTAIGNIVRNGLPEGPFSRKRLTKASSEKFTPENLAYCQQFIDTVSSLPPEKLKFFDEAGFHCGIGRPVYGNSLKGTPAIEVIYGNTKGANITLSLLCGLEGVLYANTVEGASDSMKFLNFFEEAGQVNTANGNPAIEFGDYIILDNCATHRFQTGDVLQRWLMQMGASIIYTPSLSPEFNVAELVFNKLKTVLKREEFKPLLQVNVHVAIYEALNLITTDDMFGFYNFIL*
>L31(s)-2_ANas-tr
MSKVNKCGRTYNPGEAIIIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFYEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_ANas-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKPKGGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSPKGSRCVEVGRKVESPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKIKCELNGNLKELVHSNINLAIAEAVETIRARDMGGFYEATDYLFV*
>L31(s)-3_AMur-tr
GGIYDNGRPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIKCCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINIVSHTQHAMTRKRITVVPRESATPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLEREDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILEISPENSFSYFRHCGYVF*
>L31(s)-2_AMur-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AMur-tr
MAFNKEGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGETAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYISNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLDGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMGEMRLLVEANLHAAAYSALDQITANDMRGFYRETGYIDIRTCTERGLL*
>L31(s)-7_AMic-tr
GGIYDNGHPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIKCCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINRVSHTQHAMTRKRITVVPRESATPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLEREDGSAILERGDCIIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILQISPENSFSYFCHCGYVF*
>L31(s)-6_AMic-tr
MEARKVNQFGRSYRPGVALAQDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSLWFRYCEEMITTPKPKGGLTFEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSTVSRAIKSRLPSGDQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDKAGIKIPDVGTRTYGHSPKGSPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVGDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPF*TSRPDIR*VRSSTAIDDPTQFMYIGHVCNINLAIAEAVETIRARDMGGFYEATDYLFV*
>L31(s)-5_AMic-tr
MAFNKKGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLNTGDLQPIETMKSIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWNWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFALDQITANDMRGF*
>L31(s)-4_AMic-tr
MFSINKYGRNFKPGIPLSRDIRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPFSRKHIRTRSKLSLGDSMLLETIVQSKGSTSLKEIKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRSGKCAGERFTHENLVYTQLFLDYLSDKDPSSVKFFDETGFQLPDSGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYANIVQGASNSIEFLRFFSEASQTVDPNTLRPVLNVGDIVVVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEAFSKLKYLLKYQYQDIVFENLEYAVT*
>L31(s)-3_AMic-tr
MSVNNKGRAYTSGKSCHDDLKWLIISKCLEHGGDPANCFLPVAFNSIAQETGVATNTVRKIWNQFCSARTLTPFSKGGDFSSKLSAGDLALIETLKTMRGSISLRKLQAVLADIGNVQDISLSALSKAIKSKLLSGKRYSRKKITHVAKARFTYENMVYTQLFINYLSSKDPTKVKFFDEAGIKTPDCGTRLYGNSPVGERCVEIARKVESPNYTLNLLLSLNGAEYYNITDGPTNTVEFWNFFEEAANAANITTGRPALEVGDIVVMDNLAVHHYEGGEVLDEYLADMGVELTFTPTYSPDLNPVELSFNKVKCLLNGRLADTMNENLKIAVWEAVEAVSSTDARNFYSATSYLFPAV*
>L31(s)-2_AMic-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGATNSFTFLNFFGEAGQATSALGNPAIEHGDFIKMDNCAIHRFEAGTALQTWLMDMGANVIYTHSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AMic-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGDRVTGYIPRSFRYFSEELKLSVNIITKIWRKFCEELSINPRAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTLQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-4_AInt-tr
GGIYDNGRPLPTMYRDRILDLHQDGLSERQIAQEVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIECCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINRVSHTQHAMTRKRITVVPRESTTPTVTEAVDAFLDEISHFRAPKLHFFVESSVVRTAGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILESPSNGMELLTFFDEALQLEREDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFR*IKGYLRRFQLFAELETKIAIAEAILQISPENSFSYFRHCGYVF*
>L31(s)-3_AInt-tr
MFSINKYGRNFKPGIPLSMDLRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPLSRKHIRTRSKLSFGDSMLLETIVQGKGSTSLKEIKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRLGKCAGERFTHENLVYTQLFLDYLSDKDPSSVKFFDETGFQLPDGGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYANIVQGASNSIEFLRFFSEASQTVDPNTLRPVLEVGDIVVVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEVFSKLKYLLKYQYQDIVFENLEYAVWCAVGDLEAADMYGYYRHAEYLI*
>L31(s)-2_AInt-tr
MEARKVNQYGRSYRPGVALAKDLKFLIIDSIIRDGGDRITGYIPRSVTQFARELRVSVNTVKSVWFRYCEEMITTPKSKGGLTSEKLKEDDRELIEVLKLHSPSMSLSEIMEELEQLGGQEISMSAVSRAIKNRLPSGHQYSRKKLTKVAMERFTPDNLFYTQLFINYVSSKDPRNLKFFDEAGIKIPDVGTRTYGHSSKGSRCVEVGRKLKSPNTTLNMLVSLNGPEYYSIVSGATNTARFLSFFQEAGESVNIETGRPCLEVVDIVIMDNLSSHHFEGGEILEEWFGTMGIELLYTPSYSPDLNPIELCFNKINVN*
>L31(s)-1_AInt-tr
MLTVSKSGRSYIPGKPLSFDLRHLIIDKIVEGGGDPLTMIFPGRFVDIANELNVSSATVSKIWKNYCETGSLSPLKHRGGNPSRLSNGDLELIEVLKRQKPSITHAEVMDCLYDCGDLPFGTTSVTAVCNAVRNRLPSGKKFTFKKIAHVAQERFTIANMAYTQLFVDYLYAKDPYTLKYFDECGVKLPSNTTRKYGNAPIGERAIEVTRYAENPNTTVNLLCALTGVTYMNTVDGAANTLDFLQFFEEAYNSLNPITLRPCLEVGDTIVMDNCPTHHHQGGRILQEFLDDLNIELVYMPAYSPDFNPAEYVFGKLKCLLKNQLWELTTTHLKESLYTAANFITPGDMHGFFRITGYLEV*
>L31(s)-4_AGem-tr
YDNGKALPQFYRERVLDLHHQGFSQRQIAQDMRVSVGYVNKVVQFYEHSNSSLAAPRHTPVRNKFTGDVIEYVESEKLCKPSVYTSEIQQRLLLDGISPPGYVPSQSGIKKCLREDCKMTKKKVSQVPTESLSLAITEYTDHFLEQVSQRQCTKLHFFDESSVIVTTGNRVYGNSYIGEAAIEFQRYATNANYTLNLLHSVHGVDYFNILRGPSNGMELLNFFNEALAVNRVDGSTILEIGDIVIMDNCGFHHGHFVEPLLRNMLQAYGVDLLYQPAYSPHLNTCEFCFHQIKCYLKQNSSLTANETEIAIGEGVSKISAANSIAYFRKCGYI*LTAVFHSIFRSQA*
>L31(s)-3_AGem-tr
MEALKVNKFGRTYRTEIALDQDMRSLIIDRILQEGGDRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTLQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-2_AGem-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEHVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCGIHRFEAGIALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AGem-tr
MAFNKKGRFYEKGKCLSEELKGQIVHKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEEKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSRVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEANLHAAVYSALDQITANDMRGFYRETGYIAI*
>L31(s)-6_AFlo-tr
MYIFCIANVQLRLNRHGGCFDSGRSYPDVIRERVLDLAHAGTSQRQIAIELRVSRGYVQKVLQQYTHKNISIRSPRTSFFVPKVTDEVLEFMSVEKIIKPSIYASELRERLLLDGVVDADDLPSASQINKRMRRDLVMSKKKLSVIPSESNTPEQIARQDEYLNVISTFKPHQIHFFDQASVIKTTGNRSYGNATVGEKAIEFQRYASNANFTVNLLHSLSGVDYYNILDGPSNGFEFLHFFEDTVEIQRPDGSVLLERGDCVVMDNCGFHHGLFVEPVLRELLNDYGVQLIYQPPYCPHLNTCEYCFHQLKEFLRRCHILAMEETKIAIAEGVSSISTTNSHNYFRNCGYL*
>L31(s)-5_AFlo-tr
MFSINKYGRNFKPGIPLSMDLRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPLSRKHIRTRSKLSFGDSMLLETIVQGKGSTSLKEIKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRLGKCAGERFTHENLVYTQLFLDYLSDKDPSSVKFFDETGFQLPDGGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYANIVQGASNSIEFLRFFSEASQTVDPNTLRPVLEVGDIVVVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEVFSKLKYLLKYQYQDIVFENLEYAVWCAVGDLEAADMYGYYRHAEYLI*
>L31(s)-4_AFlo-tr
KCFRTYVKGRPLSADFRESIIDEILRNGGDIYTGYFPGRFENVGKQFKVSISCAENVWRRLCRERTIEPRRHGGRNPTNLTQGDLQLIETCKKARPSSSLKEIHDVLNEFGDIPNVTSISAISRSLRNNMLSGLKYSRKKISSFAQERFSVENMAYTQIFIDYLHAKNPYKLKFFDECGLKLPFHGKRLYGHAPVGERCVEFIRYHESPNITVNLLAGLNGVEYMNTVHGACDTIDFLHFFGEAANAVNIETERPALEVGDIVVMDNCPTHHFAGGEALQEWLSDRNIELVYSPTYSPDFNPAEFVFNKMRSVMRYDLWELANENIELAAVTAAVDYVTSDNMMNFFR*TSYINV*
>L31(s)-3_AFlo-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILPEGGDRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNPIDGATNTLQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSARHYEGGEILEVWLEEMGIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-2_AFlo-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSSPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AFlo-tr
MARYSVNSKGRTFIRGKSVGESLRANIIDDMVAEGGDPASGYFAGEYKQVADRYRVTGPFVSKLWRTFCETGSHLPEKKKSGNPSHLKPEDVEMINFLKKEKPSKTYKSIKEDLDTYCTLEGGTSVTAIGNIVRNGLPEGPFSRKRLTKASSEKFTPENLAYCQQFIDTVSSLPPEKLKFFDEAGFHCGIGRPVYGNSLKGTPAIEVIYGNTKGANITLSLLCGLEGVLYANTVEGASDSMKFLNFFEEAGQVTTANGNPAIEFGDYIILDNCATHRFQTGDVLQRWLMQMGASIIYTPSLSPEFNVAELVFNKLKTVLKREEFKPLLQVNVHVAIYEALNLITTDDMFGFYNFIL*
>L31(s)-6_ADig-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGGRVTGYIPRSFRYFSEELKLSVNTITKIWRKFCEELSINPQAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYMRKKITKIALERFTQTNIFYTQLFINYLATLNMLVSLDGPEYYNLIDGATNTMQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHDYEGGEILEV*LEEMGIELIHLPTYSLDLNPIEFCFNKVKALLNVDFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-5_ADig-tr
GGIYDNGRPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIKCCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINIVSHTQHAMTRKRITVVPRESATPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLEREDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILEISPENSFSYFRHCGYVF*
>L31(s)-4_ADig-tr
MAAKNLHGRNYEPGKPLSEQFRGEIVNMFNRGFSKKQISRDLHVAPRTVRKIIRHFQSYGTVSAFSRGGSDPRKVTEDVLQCIEIWKLQKPTTYAREIQSKLLLEGICDGFTVPSVSSITHSQRGKLGMTRKKICQIPTEQARNIQKVDDFLQNTQRLSPTTLHFFDEASVIKTTSNRLYGSSYRGFKAVEVQKYASNATFTVNLLHSVFGVDYYNVIPGASNGEGLIAFFDYALDCERDNGLPVFLEGDTLIMDNCGVHHGRITESALRAMLATRGVTLLFQPPYSPHLNTCEYCFHQMKEGLRQDEHYSQECTEMAIMDSINSITASQSVNYFRHCGYIY*
>L31(s)-3_ADig-tr
FSAPFVSKLWKTFCLQGDHMPQKRSSGSLSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTWKKLTRPKAEKFTPQNLAYCGQFLNFISALPHEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEASTALQTWLMDMGANVIYTSSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-2_ADig-tr
MFSINKYGRNFKPGIPLSMDLRNEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIEPLSRKHIRTRSKLSFGDSMLLETIVQGKGSTSLKEIK*ELSNFGDCGELSLSTLSRHVRKNLPSGKDYSRKRLGKCSGERFTHENLVYTQHFLDYLSDKDPSSVKFFDETGFQLPDSGHRVYGYSPVGEQCFDVRRYLSTANITLNFLAGVDGLKYASIVQGASNSIEFLRFFSEASQTVDPNTLRPVLEVGDIVLVDNFAAHHGDAEVALRSFFNDVGMELLYLPTYSPDLNPDEEVFSKLKYLLKYQYQDSVFENLEYAVWCAVGDLEAADMYGYYRHAGYLI*
>L31(s)-1_ADig-tr
MNYCVSKKGRILVPGRAIDADFRRLVIDHMISNGGDILTGYFPGSVNSVADHFKLSRSCVAKLWNGACERATVDPQWKGGNNPAHLQSQDLDLLEALKVAKPSMPYNEIREVINANCAIPSGTSTSAIGRAVQKRLSRGPWTWKRMSTFKYEKFTPENVNYCQDFLSYISSVDPYKLKFFDEAGFALPGVGKANYGHSLANHPCVEIGRHLCVPNVTLNMLIGLEGILYANTEDGATDTLAFLNFFGEASQKHMPNGQPILQYGDLVILDNCATHHFEGGYALAESLDSVGVEVVYLPTYSPELNPIELAFNKLKKVAQKDRIREVFARNIHEGVYECLEEITVNDCAGFFKHVGYISYEPI*
>L31(s)-6_ACyt-tr
MNVNNKGRAYTSGKSCHDDQKWLIISKCLEHGGDPANCFLPVAFNTIAQETGVATNTVRKIWNQFCSARTLTPFSKGGDFSSKLSAGDLALIETLKTMRGSISLRELQAVLADIGDVQDISLSALSKAIKSKLLSGKRYSRKKITHVAKARFTYENMVYTQLFINYLSS*DPTKVKFFDEAGIKTPDCGTRLYGNSPVGERCVEIARKVESPNYTLNLLLSLNGAEYYNITDGPTNTVEFWNFFEEAANAANITTERPALEVGDIVVMDNLAVHHYEGGEVLEEYLADMGVELIFSPTYSPDLNPVELSFNKVKCLLNGRLADTMNENLKIAVWEAVEAVSSTDARNFYSATSYLFPAV*
>L31(s)-5_ACyt-tr
MLTVSKSGRSYIPGKPLSSDLRHLIIDKIVEGGGDPLTMIFPGRFVDIANELNVSSATVSKIWKNYCETGSLSPLKHRGGNPSRLSNGDLELIEVLKRQKPSITHAEVMDCLYDCGDLPFGTTSVTAVCNAVRNRLPSGKKFTFKKIAHVAQERFTIANMAYTQLFVDYLYVKDPYTLKYFDECGVKLPSNNTRKYGHAPIGERAIKATRYAENPNTTVNLLCALTGVTYMNTVDGAANTLDFLQFFEEAYNSLNPITLRPCLEVGDTIVMDNCPTHHHQGGRILQEFLDDLNIELVYMPAYSPDFNPAEYVFGKLKCLLKNQLWELTTAHLKESLYTAANFITPGDMHGFFRITGYLEV*
>L31(s)-4_ACyt-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAMGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYSSSLK*TKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCVIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-3_ACyt-tr
NQRGGFYDNGRALSLCHRERVLDLYHDGNSERGIAREVRVSRSYVNNIIKRYNEANTSLRAPKVCRGPQKVDLYASEYIEVQRLVKPSIYASEIRQRLLLDGVLHPTDFPSTSQINKLSRNEHAMTRKKISVIPRESTTTEVTDRIDDYLNEISTFHPTQLHFFDETGVMKTSGNRIYGSAPVGVPAFEVQRYASNANYTLNLMHSITGVDFFNILDGPSNGMELLNFFDEALKLEREDGSAVLERGDCVIMDNCGFHHARFVEPVLRGMLGDFGLGLIYQPPYSPDFNTCELCFHQIKGFLQRHQLLAEHETKIAIADGVLEITPRQSWSFFHHVGYVS*
>L31(s)-2_ACyt-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_ACyt-tr
MAFNKKGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHNFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLAGESNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDAVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEANLHAAVYGALDQITANDMRGFYRETGYIAI*
>L31(s)-3_AAwi-tr
GGIYDNGRPLPTMYRDRILDLHHDGLSERQIAREVRVSHTYVGKVIKRYDESNTDLRAQRSHFVKPKVDQTASEYIECCRLMSPSIYGSEIRQRLLLDGVVHPVDLPSVSQINRVSHTQHAMTRKRITVVPRESTTPTVTEAVDAFLDEISHFRAPKLHFFDESSVVKTTGNRKYGSAVLGEPAIEVQRYASNANYTINLLHSINGVDFFNILDGPSNGMELLTFFDEALQLEREDGSAILERGDCVIMDNCGFHHARFVEPILRNMFADCGITLLFQPPYSPDFNTCEFCFRQIKGYLRRFQLFAELETKIAIAEAILQISPENSFSYFRHCGYVF*
>L31(s)-2_AAwi-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGMNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AAwi-tr
MLTVSKSGRSYIPGKPLSSDLRHLIIDKIVEGGGDPLTMIFPGRFVDIANELNVSSATVSKIWKNYCETGSLSPLKHRGGNPSRLSNGDLELIEVLKRQKPSITHAEVMDCLYDCGDLPFGTTSVTAVCNAVRNRLPSGKKFTFKKIAHVAQERFTIANMAYTQLFVDYLYAKDPYTLKYFDECGVKLPSNNTRKYGHAPIGERAIEVTRYAENPNTTVNLLCALTGVTYMNTVDGAANTLDFLQFFDEAYNSLNPITLRPCLEVGDTIVMDNCPTHYHQGGRILQEFLDDLNIELVYMPAYSPDFNPAEYVFGKLKCLLKNQLWELTTTHLKESLYTAANFITPGDMHGFFRITGYLEV*
>L31(s)-4_AAcu-tr
MAFNKKGRFYEKGKCLSEELKGQIVDKILETGGDKFLGYFPGKWTELEDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLNTGDLQLIETMKNIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWNWKRMSRNVTHKFTRANVDYCQDLFNSMSNVDPFRLKFFDESGVSLYDCNERYGHSPVSSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFVDEATKATQINGNSVLMAGRILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFALDQITANDMRGF*
>L31(s)-3_AAcu-tr
MSKVNKCGRTYNPGEAIGESLRASIINRMLLDGGDPATGYFGGRFKNIGDCFGVSAPFVSKLWKTFALQGDHMPQKRSSVNPSHLKPEDVQLVEFLKKEKLSATLASIKETIENYCNLNGGTSLSAIGNTVRNRLPDRPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALPPEKIKVFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGLATSALGNPAIEQGDFIIMDNCSIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-2_AAcu-tr
MEALKVNKFGRTYRTGIALDQDMRSLIIDRILQEGGDRVTGYIPISFRYFSEELKLSVNTITKIWRKFCEELSINPRAKGGTNWSKLTGDDLELIEILKIEKPSVSLAEIISCLEEMDGEEVSMATVSRALKHRLPSGPYTRKKITKIALERFTQTNIFYTQLFINYLATKNPRRLKFFDEAGVKLPDVGTRLYGHSSAGTRCVEVMKKAESPNTTLNMLVSLDGPEYYNLIDGATNTLQFLQFFEEAGNCVNLQTGRPCLQVGDIIVMDNLSAHHYEGGEILEVWLEEMRIELIYLPTYSPDLNPIEFCFNKVKTLLNGEFQELTHTNTKLAVMEAVERITTEDMAGFYEGTSYLFV*
>L31(s)-1_AAcu-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATDFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGDHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDRPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISVLPPEKIKFFDEAGVNSGTGNPVYGSSLKGTKSIEIAAIPRGVNITLNLLVGLEGILYANTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_PVer-tr
MSVQLRINQAGGLFDNGRCLPNFVRERVLDLHHDGVSQRTVAQQLFASRRSVQNVLRDYDLTNSCFQPPKRHKGHTVLTPDAAECIEIEKNYKPSIYTPELQNRLVLDGVLHPADLPHPSTITKFVRNELLMTKKKIHTSPSESRTAEIEARTNFSLNQVSDLVVSTIHFFDEASVTKTTMNRRYGNSIIGTPAFEIQRSASNATFTINLLHSCLGVDFVNILEGASNGNELLFFFEEAVEITRRDSSVLLERGDTVIMVNCPFHHGRFTERALRDLLGEYGVNLLFQPPYSPHLNTRELCFYQITAFLNRNQLLAASETEIAVHEAWDRITQKNSMSYFRHCGYLIQKETHKEFLIFLFYVNICTWQSYE*
>L31(s)-4_PSpe-tr
MFSTNKYGRNFKPGIPLSKDFRKEVIQMAATRPISEICERYRINRSTVHKYTKQYRETGNIDPLSRKHIRTLSKLSFGDSMLLETIVQSKGSTSLKEIKSELSNFGDCGELSLSTLSRHVRKNLPSGKDYWRKQLGKCAGERFTHENLVYTQLFLDYLSDKDPSSVKFFDETGFQLLDSRHRVYGYSPVGEQCFDVRRYLSTANITLNFSSRC*WIKLRKHCSRCVELY*IFEIFL*SVTNS*SKYLDASSGGWRHVVVDNFAAHHDDAEVALRSFLNDVGMELLYLPAYSPDLNPDEEVFSKLKYLLKYQYQDIVFENLEYAVWCLVCDLEAADMYGYYRHAGYLI*
>L31(s)-3_PSpe-tr
NRHGGCYDRGRSYPDIMRERVLDLAHAGTCQRQIATELRVSRGYVQNVLEQYNDKNISMRSPRASFFVPKVTNEVLEFMSVEKIINPSIHASELRERLLLDGVVDADDLPSSSQINKRMRCDLVMSKKKLSVIPSESNNPERIARQDEYLNVISTFNPHQIHFFDEASVIKTTGNRSYGNATVAEKAIEFQRYASNANFTVNLLHSLFGVDYLNILDGPSNGFELLHFFEDAVEIQRPDGSVLLERGDCVVMDNCGFHHGLFVEPVLRELLNDYGVQLIYQPPYCPHLNTCEYCFHQLKEFLR*CHISAMEETKIAISEGVSLISTTNSHNYFRNCGYI*
>L31(s)-2_PSpe-tr
MERLSGKGRTYVKGRTLSYDL*TSIVDEIIRNGGDINTGYCPGQFSDVANYLRVSRSCVENLWRRLHKDRTIEPKQHGGGNPIRLADGDLQLIETWKKARPTSSVREIYDGLNKFGDILNGTSIPAILHALNCSMLSGLIYSRKRISTFAHERFKVENMAYTQMYIDYLHAQNPHKLKFFDECGLKLPFHEKRLYGHAPVGERCVEFMRYHGSPNITVNLLAGLNGVEYINIVQGASDTIIFLQFFGEAGNSANIETGRPAIDLGDIVVMDNCPTHHFAGGEALEEWLGDRNIELVYTPTYSPDFNPVEFVFHKMGSVMRYELWELTNENIDLAAVKAAMDYISSDNMQDFFRYTSFMNV*
>L31(s)-1_PSpe-tr
MNYCVSKKGRILVPGRAIDADFRRLVIDHMISNGGDVLTGYFSGSVSSVADHFKLSRSCVAKLWNGACERATIDPQWKGGNNPTHLQSQDLDLLEALKSAKPSIPYNEIREVINANCAIPSGTSTSAIGRAVQRRLSGGPWTWKRMSTFKYEKFTPENANYRQDFLSYISSVDPFKLKFFDEAGFALPGVGKANYGHSRANHPCVEIGRHLGAPNVTLNMLIGLEGVLYANTEDGATDTLAFLNFFGEASHNSMPNGQPILQYGDHVILDNCATHHFEGGYALAESLDNIGVEVVYLPSYSPELNPIELAFNKLKKVAQKDEIREVFARNVPLGVYECLEEITVNDCAGFFKHVGYINY*
>L31(s)-4_PSin-tr
NRYGGSFDNGRALPSMGRERVLDLYHDGFGNRQIAREIRSSPGFVQKVINRYNEQNTSLRGIRVGFPSPKIDEQALEYIEAQKLMKPSTYSTELQQRLLLDGVVHPANLPSVSQINKVIRKELVMTRKKLTTIPLESTTPEATTAIDDFLSEIASINPTTLHFFDESSVIKTTGNRNYGSAPLGQAAFEIQRYASNANFTINLLHSFSGVDFYNILDGPSNGFELLNVFDEVLQEHRADGSAVLERGDCVVMDNCGSHHGHRIEPVLRDMLADCGVRLLFQPPYSPHFNTCEYCFHEIKAFLRRHQMLAASETKIAIAQAMLNITANSSYAYFKHCGYFL*
>L31(s)-3_PSin-tr
NRQQGIYDNGKFLPQVYRERVLDLHHQGFSQRQISQNVRVSIGYVNKVVQLYEESNSSLPRPRKTPVRNKMSADVVEYVESEKLCQPSIYTSELQQRLLLDGISPPGHLPSQSAIKKCIREDCRMTKKKVSQVPKESLSQANTEYTDYFLDQISQRDYTKLHFFDECSVIVTSGNRVYGNSYIGEPAIEIQRYASNANHTLNLLHSVNGVDYFDVLRGPSNGMELLNFFNEALSVDRADGSTILENDDVVIMDNCGFHHGQFAEAVLRDILQEHGVDLIFQPVYSPHLNTCEFCFHQIKCYLKQNTSLTANETEIAICEAVSKITPANSISYFRNCGYV*
>L31(s)-2_PSin-tr
MAYSVNRKGRSLIRGKAIDESLRGSIIDSIILEGGDPASGFFPGRYSDVADRFRVSNQFVSKLWQNFCTTGEHLPSKKKSGNPSHLKPEDIQLMEFLKKEKPSLPYKSIKEVLENYSTLDGGTSLSAIGNATRNKLPEGPFTRKRLTKASAEKFTPANTVYCQQFLNTVSALPPEKLKFFDEAGVHTGTGNPVYGNSLRGEAAVEVISGNKKGANVTLSLLCGLEGVLYANTVEGASDSINFLNFFAEAGRVTTALGNPAIEFGDYIILDNCPTHRYDTGNILQRWLLQMGAQIIYTPSLSPEFNVAEYVFNKMKTVLKREEFGRLLRENVHVAIYEALDLVTTEDMFGFYNFIL*
>L31(s)-1_PSin-tr
MAFNKKGRFYERGKGLSEELKGQIIDKILETGGDRISGCFPAKWT*LGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTRDLQLIETMKTIKPSTSSKNIKEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFFNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFHEATEATQINGNPVFMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMQLLVKANLHAAVYSALDQITANDMRGFYRETGYIAI*
>L31(s)-2_PAus-tr
NRYGGCFDNGRPLPEMQKERVLDLYHDGFGHRQIAREVRSSPGFVQKVIDRYNEQNTSLKAARVDYPRPKIDEAALEYIEVQKVRKPSIYSSEIQQRLLLDGVVHPANLPSVSQINKVIGKDLVMTRKKITAIPLESTTPETTVAIDDFLTEIADINPTTLHFFDESSVIKTTGNRKYGSAPLGSLLNAFEIQRYASNANFTINLLHSFCGVDFYNILEGPSNGLEMLNFFNEVLQEQRADGSAVLERGDCVIMDNCGFHHGHRVEPVLRAMLADCGVRLLFQPPYSPHFNTCEYCFNAIKAFLRRHNMLAVNETKIAIAQAILNITADNSYAYFKHCGYF*
>L31(s)-1_PAus-tr
MFSINKKGRNYQKGVPLSSDLRNQVKELAQDYCFSEVGRRLRISKGSVSKIVKQYNLTGSTAPKKLNHVRTVPKCTFQDSILLETMVQARGSSSLKELRDDLAIHGDCGELSTSTISRNIRNKLPSGRNYSRKRLGKCASERFTPENIVYTQLYIDYLKDKDPSSVKFFDESGFQLPDAGHRNFGFSPVGEDCVEARRYLSTANLTLNFLVGYDGVKYGNTIEGASNSVQFLRFFDEASQTVDPITQRPILEVGDIVVVDNLAAHHGEAERALRSFLNDLGMELIFLPVYSPDLNPVEEVFSKLKYLLKYRYQELVWDNLEYAVLRAIGDVTAADMYGYYKHVGYFF*
>L31(s)-3_AHya-tr
MANVQLRLNRHGGCYDSGRSYPDVIRERVLDLAHAGTSQRQIAIEL*VSQGYVQKVLQQYTHKNISIQSPRTSFFVPKVTNEVLEFMSVEKIIKPSIYASELRERLLFDDVVDADDLPSASQINKRMRRDLVMSKKKLSVIPSESNTPQQIARQDEYLNVISTFKPHQIHFFDEASVIKTTGNRSYGNATVGEKAIEFQRYASNTNFTVNLLHSLSGVDYYNILDGPSNGFELLHFFEDTVEIQRPDGSVLLERGDCVVMDNCGFHHGLFVEPVLRELLNDYGVQLIYQPLYCPHLNTCEYCFHQLKEFLRRCHILAMEETKIAIAEGVSSISTTNSHNYFRNCGYI*
>L31(s)-2_AHya-tr
MSKVNKCGRTYNPGEAIGESLRASIIDRMLLDGGDPATGFFGGRFKNIGDCFGVSAPFVSKLWKTFCLQGVHMPQKRSSGNPSHLKPEDVQLVEFLKKEKPSATLASIKETVENYCNLNGGTSLSAIGNTVRNRLPDGPFTRKKLTRPKAEKFTPQNLAYCGQFLNFISALAPDTLDGASNSFTFLNFFGEAGQATSALGNPAIEQGDFIIMDNCAIHRFEAGTALQTWLMDMGANVIYTPSLSPEFNAVELVFNKLKILLKREEYVPLLKENVHVAIYESLDQIDTNDMYGFYSLIL*
>L31(s)-1_AHya-tr
MAFNKKGRFYEKGKCLSEELKGQIVDKILETGGDRFSGYFPGKWTELGDKFGVSGKTAKSVWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNITEQLQLHGNFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFRLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEANLHAAVYSALDQITANDMRGFYRETGYIAI*
>L31(s)-6_CGra-tr
IANQFKVSRSCVENVWRRQFRERAIEPKSHGGGNPSNLTQGDLQLIETCKKARPTSSLREIHDLLNEFGDIPNGTSISAISRSLKNNMLSGLKYTRKKISPVAEERFSVENMAYTQMFIDYLNAKNPFKLKFLDECGLKLPFHGKRLFGHAPVGERCVEFIRFHESPNITVNLLAGLNGVEYMNTVHGASDTIDFLQFFGEAGNATNAETERPALEVGDIVVMDNCPTHHFAGGEALREWLDDCNIELVYTPSYSPDFNPAEFVFNKMRSVMRYELWELTKENIELAAVIAAVDHITSDDMMEFFRYTSYINV*
>L31(s)-5_CGra-tr
MLGSKTGRSYHPGKALSNDIRSGIIDTIVQAGGDFTTGFFMGNYSDVAREFNVSRQTVKNVWDNFVESGESGPGDKKGAQNPPHLTGTELELIEFLKRDTPSMPLSKIYDVVETYCDVPGGTSKAAISRAVRKRMSCGPMTWKRTSNRPVNKFSPENVDYCQDFLNYMSTVDPCKIKCFDEAGFRMPDVANPHYGHSVVGEPCIDVQRNMDSPNVTLQVLAGVEGILYANTVDGATTTIDFLEFFGEASNSFLPNGEPVLRYDDHILLDNHATHHNGGGYALGRWMDQQGIEVVYLPTYSPEFNPIELAFNKMKIVAKRENICRSFYRNVHVGVYNCVEQITDQDMRGFYRHTEYINV*
>L31(s)-4_CGra-tr
MKTRKVNKFGRSYRPGVALGQDFKCSIIDRIISDGGDRITGYIPRSFTQFANELRVSVNTVKSVWYRYCEDMQTLAKPKGGQTYEKLQEDDLELIEVLKINSPSMSLSEIVEELEQFGTQQISMSAVSRALKNRLPSGQQYSRKKLTKVASERFTPDNLFYTQLFINYLSSKDPRRLKFFDEAGIKIPEVGTRTYGHSAKGTRCVEVVRKLESPNTTLSMLVSLNGPEYYNVVRGATNTARFLSFFQEAGEAVNIETGRPCLEVGDIVIMDNLSSHHYEGGEILEEWFDTMGIELLYTPSYSPDLNPIELCFNKIKTELNGELRELVYSNINLAIAEAVETIKARDMAGFYEATAYLFV*
>L31(s)-3_CGra-tr
MAEATSKRGRCYINGRPLQLDLRRKIVEDIVEDGGDFVTGFFPGNFSAIAERNRVKFDTVRKIWKEVVEKGDTEITKTRAAGVKHIQQDDIDFIRFLKTDRASMTAGELYKHTNEHCNIAAGTSNTAIRRVLRNNMTDGKWTWKKLTRPVTEKFTPDNINYCQHYVNYISTVDPYKLKFFDESGIKLPDVGRPNYGHSLIGTPAVEIVRYATSPNITLNLMCGLDGIVYANTVDGNSNALTFLNFFEEAASVYLPDGTPAYSYGDHVVFDNAPIHHHRAGQVLGEWLDDIGCTAVYLPTYSPEFNPAEHVFNKLKTILRRFEYRELLRDSLHVAVHEALKEITPGDMRGFFAYSGYI*
>L31(s)-2_CGra-tr
NRQQGIYDNGKALPQVYRERALDLHHQGFSQRHISQNMRVSVGYVNKVVQFYEDNNSSLAGPRKTPVRNKMSADVVEYVESEKICKPSMYTSEIQQRLLLDGISLPGQLPSQSAIKKCIREDCGMTKKKVSQVPKESLSQANTEYADYFLDQIGQHDYTKLHFFDESSVIVTSGNRVYGNSYIGEPAIEIQRYASNANYTLNLLHSVNGVDYFDVLRGPSNGMELLNFFNEALSVNRVDGSTILENGDIVIMDNCGFHHGHFAEAVLRDILQEHGVDLLFQPAYSPHLNTCELCFNQVKCYLKQNSSLTASETEIAICEAVTKISPANSIAYFRKCGYV*
>L31(s)-1_CGra-tr
MAEFNKKGRFYEREKALSGEMKGQIIDKILENGGDRKSGYFPAKWTQLGDKFGVSGKTAKDVWRKFVNDGTISPKRRISGNPPKLGVGDLQLIETMKTIKPSTSSKNIKEQLLLHGNFPPGISTSAINRAIRTSMSEGKWSWKRMSRNVTLKFTRANVDYCQDFLNHMSNVDPYRLKFFDESGVSLYDCNKRYGHSPVNSPCVELGRHLKSPNITLNLLAGLEGVLYVNTLDGASNTLEFLNFFDEATKATQINGNPVLMAGDILILDNCATHHNEGGFALGQWLDTMGIGVVYLPTYSPEFNPVEFAFNKLKIVL*MEEMQALVEWNLDAAIYTALDQITVNDMRGFYRETGYIFI*
>L31(s)-5_CJar-tr
LSQDLQKLIVDEIVRNGGDINTGYFPGKFSDVVNAFKVSRTTVKNSWQRLHMERTTERRRHGGGKNSNLTQGDLQLIQTIKRERPTLSLSEIYDVLTEFDDIPKGTSRSAISHSLSNNMLSGLKYSWKKISTVAKERFTVENMA*TQMFIDYLHAKDPFKLKFFDECGLKLPFHGKRLYGHASVGERCIELLRYHSSPNITVNLLAGLHGVEYMNTVHGASDTIEFLRFFGEAGSAANIETARPALKVGDIVVMDNCATDHFAGREALQEWLNERNIELVYTPTYSPDFNPAEFVFNKMRSVIRYHR*DLTNKNIELAAYEAVDHITSHVANFFRHTSYINT*
>L31(s)-4_CJar-tr
MAYSVNRKGRSLIRGKAIDESLRGSIIDSIILEGGDPASGFFPGRYSDVADRFRVSNQFVSKLWQNFCTTGEHLPSKKKSGNPSHLKPEDIQLMEFLKKEKPSLPYKSIKEVLENYSTLDGGTSLSAIGNATRNKLPEGPFTRKRLTKASAEKFTPANTVYCQQFLNTVSALPPEKLKFFDEAGVHTGTGNPVYGNSLRGEAAVEVISGNKKGANVTLSLLCGLEGVLYANTVEGASDSINFLNFFAEAGRVTTALGNPAIEFGDYIILDNCPTHRYDTGNILQRWLLQMGAQIIYTPSLSPEFNVAEYVFNKMKTVLKREEFGRLLRENVHVAIYEALDLVTTEDMFGFYNFIL*
>L31(s)-3_CJar-tr
MNPFTRQGKALPNNVRDKIVDDWLQGKGLTEIGKELKLDKQTVSSIVDNFVRKGHVEAGKGGNKIRSARTDDVMYYAEYCKQTQPSIYGSEIQRKMVENNVCLAQNVPSRSAISQILTQDLGYSFKKVSAIPQESLTQDAEARLIQYLTVCAGIDPITMHFFDECSVVKTSGNRHYGNSPVGQPALQVQRYASNATFTVNLLHSMYGVGHVNLLPGPSNGLELLNFFAEALQEEDLFGNPLLKDGDTVIMDNCGFHHARHVKPVLRNMLAIRGVSLIYQPPYHPQYNPCELCFRHLKGWLRKHSQFAQSHTDIAIFHGLSTITAGISKNFFKLCGYIYE*
>L31(s)-2_CJar-tr
MAHMSMAGRVYERGKALNEDLRRNIIQDVVEKGGDLVTGYFPGSFSEIALKNRTTYNTVRKIWKQFFETGSTRYESHAAGSKHLQQDDLDFIRFLKTSRASMATGEVYRYVNEFCNVACGTSNAAIQRALRNHLTDGSWTWKRLTQPVAEKFSPENVHYCQQFVNYIYTVDPYKLKFFDESGIKLPDVGKPNYGHSLKGTPAVEISRNMNSPNITLNLMCGLDGIIYANTINGTSNSMTFLNFFEEASHVFLPDGRPPYIYGDHIIMDNAAIHHNRAGDALGEWLDDIGCSFVYLPTYSPEMNPAEYVFNKLKTIMKRFEFRELLRENLHVAVHEALKEVTTDDMREFFKYTGYINI*
>L31(s)-1_CJar-tr
MAFNKKGRFYERGKSLSEELKGQIIDKILETGGDRISGYFPGTWTEIGDKFGVSGKTTKNIWQKFVHDGTVSPKKRISGNPPKLSTGDLQLIETMKTIKPSTSSKNIKEQLQQHGHFPSGISTSTINRAIRTSLSEGKWSWKRMSRNVTHKFTRANVDYCQDFLNYMSNVDPFKLKFFDESGVSLYDCNKRYGHSPVNSGCVELGRHLKSPNITLNFLAGLEGVLYANTLDGASNTLEFLNFFDEATKATQLNGNPVFMAGDILVLDNCATHHNAGGFALGQWLDTMGIDVVYLPTYSPELNPVEFAFNKLKIVLKMEEMRLLVEANLHAAVYSALDQITVNDMRGFYRETGYIAI*
Последовательности транспозаз L31-элементов двустворчатых моллюсков.
>L31-2a_MCor
GKTTGQDLKILIVQEMIEAGANLITGEVPRGVYTKIANKFKINRQSVTNF*YRYVTVGSISEKKKEKTLLGRRKLNEQGVRLIEFIKKENPSITARKLKDKLLRCSPGNDNVYVFTIYRTMSRYLDFTLKRSHCLSGGYVNTGKYEIYITQAYLDFVQTKRPHQTKFMNESDFKLVTANRKYGHSQKGEQCIEIGRFIPGANFTLNFFIGFDCVSYYNFVDGPSNSERYLNFLHEASLTQDGYSRPTFFQGDLIIVDNCVIHHHQAERILTNFFNMQGIDYGFLPVYSPDLNSV*MCFSKLKTVIKQERLKELISQNLKLAAI*AIQQINKYDINGFNRHIGYFSV*

>L31-1a_MCor
TKPSIQFLNYVSNKIPFTVKFMDEMGVMLVDGQPVYGHSRKGTPFVEITRYDPHANFTASLNLGITGVKYVKIIEEASDSVEYLQFIGKASQSYTND
>L31-2a_MEdu
MATKKNIYGREYLAGKATGRDMRSLIVQEMIEAGANLKTGEVPRGVYTKIADKFKINRQSVTNFWKRYVSEGTISQKKKEKTMLGRRKLNEPDVRLIEFIKKENPSITARELKDTLLRYSPASANVDVSTIYRTMSRDLDFTFKRLHRPSGDRFTPRNMRYTQAYLDFCQTKRPHQIKFMDESGFKLVTANRNYGHSKKGEQCIEIGRFIEGANLTLNCLIGLDCVLYFNFVDGPSNSERYLNFWHEASLSQDCYGRPTFLPGDLIIVDNCAIHHNQSERILNTFFNMQGIDYGFLPVYSPDLNPIEICFSKIKTVIKQERFKELVSKNLKLAVIKAIQEINQSDIHGFYRHTGYFNV*

>L31-2b_MEdu
MERQNKYGRRFKQGFKLSDDFRTLTIDKCLEYGGNSDNQTIPRGTFSKVSEELKVTDFFVRKMWKQFCIDKEVKCKPHKGLQPKLSNPDREYILAKKMEKPTISLSELREKLLHHSVVPNNNVSRMTICRVIKKDLNMTFKKVSRPKAERFTAANLRYTQAFIDHIQTLDANKILFMDESGYVVTVAHRTRGHSEVGTRCVEVERYHPNPNVTLNLIVGLNGRMYHNFVDGTSDTNTYLQFMGEASHANTENGISVISPGDTIIVDNSPLHRNRAEVTLANFFAPMGVTLIFMPVYSPDLSAAEPVFMKSKIVLKQERFQTIIKENLKFAVSLSLGEVTTSDTREFFNGTGMFNV*

>L31-1a_MEdu
MTYKRIAHYKKNRFTVRNLQYTQQFLNYVSNKDPFTLKFMDEMGVKLVDGQPVYGHSRKGTPCVKLQDMTLMQISQLASDSGEYLQFIGEASQSYTNDGESVFQPGECLVVDNAPTHHNMSERVLRNWLPTVGMEYLFLPAYSPDLNPAEHCFRKVK

>L31-1a_MGal
MKRNNSQGRQYSAGKALGDDLRGLIVHELKESGVHVGNSIPKGIAPKVAEKYKITKQTVHNIWKKYNEDLSVSRRPCAGGRPRKYGIDEIEFVNVLKTERPSVEQNTLRDQLLQYSAISSISTSTVSRIITNDLNMTYKRTCITHYKKNRFMVRNLQYTQQFLNYVSNKDPFTLKFMDEMGVKLVDGQPVYGHSGKGTPCVEITRYDPHANFTASLIIGITGVKYVKIIEGASDSGEYLQFIGEASQSYTNDGESVFQPGECLVVDNAPTHHNMSERVLRNWLPTVGMEYLFLPAYSPDLNPAEQCFRKVKKLLKSDRFGPVLRQDLKVAVYKAFNEITLMDTRSFFKATEYMNI*

>L31-2b_MGal
MERQNKYGRRFKQGFKLSDDFRTLTIDKCLEYGGNSDNQTIPRGTFSKVSEELKVTDFFVRKMWKQFCIDKEVKCKPHKGLQPKLSNPDKEYILAKKMEKPTISLSELREKLLHNSVVPNNNVSRMTICRVIKKDLNMTFKKVSRPKAERFTAANLRYTQAFIDHIQTLDANKILFMDESGYVVTVANRTRGHSEVGTRCVEVERYHPNPNVTLNLIVGLNGRMYHNFVDGTSDTNTYLQFMGEASHANTENGISVIAPGDTIIVDNSPLHRNRAEVTLANFFAPMGVTLIFMPVYSPDLSAAEPVFMKSKIVLKQERFQTIIKENLKFAVSLSLGEVTTSDTREFFNGTGMFNV*

>L31-2a_MGal
QRKNIYGREYLAGKATGRDMRSLIVQEMIEAGANLKTGEVPRGVYNRQSITNFWKRYVSEGSISQKKKEKTMLGRRKLNEPDVRLIEFIKKENPSITARELKDTLLRYSPASANVDVSTIYRTMSRDLDFTFKRLHRPSGDRFTLRNMRYTQAYLDFCQTKRPHQIKFMDETGFKLVTANRNYGHSKKGEQCIEIGRFIEGANLTLNCLIGLDCVLYFNFVDGPSNSERYLNFWHEASLSQDCYGRPTFLSGDLIIVDNCAIHHNQSERILNTFFNMQGIDYGFLPVYSPDLNPIEICFSKIKTVIKQERFKELVSKNLKLAVIKAIQKINQSDIQGFYRHTGYFNV*
>L31-3a_GPla
MSIPSGDRTNKFGRVYYKGASLSSDFRQLLIDNVIKNGANAVNGDVPRGLYSALGRSHGVSRTAVRSVWLKYCEDGRYEPRPKKDVGAGSQRKLNDGALVFVQSILKEKPSTSYCEIADKLEQFSNWESVKTVPSVRNYLLSGKFSFKRITRQMGDKYNQNNMKYYQHFVNYVSQMDPSKSKYFDESGFKLTTAHRKYGHSLVEEKCVEVGRLVENPNTTLNLLVSVNGINHFNFVDGASNTNTFVNFFFEAANSVSENGFPILEPGDLVSVDNCPIHRFNGEVRVSIFFFTADGSRIHFFLPRYSPELNIAEHCFLKMKTVLKQERFLNTVRANLKVVIGQALQEITIHDLKEFCVATGC*

>L31-1a_MPhi
MEKKSISGRSYINGKALGDGLRSLIIDDLKDAGAKIGEKMPKGLVGRVAEKYKVCQTTIYRLWKKYSEDLSIKRRPYSTGRPKKYGVEELEFVHVLKKERPSMQLKTVKDQLLQYSNIEAISYASISRMIHNDLNMTYKRVTHYKKERFTLGNLQYTQQFLNYVHNKDPFLLKFMDEMGVNLTNAQPKYGHSEKGTPCVELTRYNRHSNFTVSLIVGVTGVKYVKVIEGSSDSVEFLQFIGEAIQSYTDDGEPVFTPGQCLVVDNAPTHHNLSERVLRRFLPTVGLEYLFLPAYSPDLNPAENCFRKVKALLQTDRYIPFVKNDLKVAVYKAFGEISLADTCSFFQATEYIDV*

>L31-1b_MPhi
IEKRNSQCRVYVQGKAMSDDLRYLILDDIKNEGAVSGQNLPKGLAGKISSKFKIKDDIEFVKVLKKEKPSIQYKSLKDQLLQHSTLESISQGTLCNIVRKDLGMTYKK*QTMTKIDTL*ITCNIHNSF*ITLKIKIHLH*NLWILLDGQPVYGHSKKGMKCIELTRYDKHANLTVTLIVGVTGVKYVNIIEGSSDSVEFLSFIGEAVESYTDDGEPAFFPGDCLVVDNAPIHHNMSERVLRAWLPTMGLEYLFLPSYSPDLNPAEQCFRKVKALLKTDKYSILMAKDLKVAVYIAFGEITLLDTRSFFSTTEYIDV*
>L31-3b_MPhi
MNQKNIFGRNYSKGKALSEDIRELIVTDLLENGANAASCHIPRGLPTKLSTKYKVSDRTVKNIWVKYCENGEVGRRPAAGGRDRALSDGDLELIEVLLKEKPTISYANISSKLQQYSALPYALSKQRISDAVRKYLPSGKMTFKKVSRQSGDRYTQRNLNYTQHFLTYASRANPHKLKFFDESGFKITVCHRNYGHSKVGEPCIEIGRYKENRNLTLNLLVSLSGVCYYNFLDGPSNTDSSIQFWQEAAESVNENATSALEPGDIVIVDNCPIHRNNGELIVSNFLDRMGIEYMFLPIYSPDLNPAES*FSQIKNILKQERFVGMAIANLKVAIGEAIKEITGENIAGYYRATGYINV*

>L31-2b_MPhi
MESEDSCSKTNDFGRQFQKGRALSLEFRQLIVQEIKKLSGGSLLEVPFGIYSKVGRKFKIHTSSVTKIWRRFLENGCPSERPRHGKQNVGKLTPDDFQFIEVLKREKPSICIKDIREKLYEHSDIDGGVSLSTIGRAVRNNLTGGKWTLKKLERPLGDRFSIPNLRYTQAYLDYIFQQDVERLKFFDESGFKTLTANKTRGHSLKGRRCIEVGPFRDSPNITLNLLVGIDGVKYFNFVDGASNSAFYVNFFHEAIESVTDEGVPVLSPGDIVVVDNAAFHHNDSEVILSNYFSMQNIGYVFLPTYSPDMNPVELCFSKIKQTLQNRYNYLVKDNLKLAVTLAVEDISPKDLQGFYLHTETFNM*

>L31-2a_MPhi
MATRKNSHGRECMPGKAIGQDLRQLIVQNVLESGGNASTGEVPLGTYTNIASKLKISRQSVVNIWRRFISDASVAEKKRTSNGNPKLTEPDVRMIEFLKRETTSITAKELKEKLTRYSPVTGNVHETTVYRAINQKLNFTFKRLIRPIGDRFSAYIYMRYTQAFIDYCQTKQPHQIKFMDESGFKVVTANRQYGHSERGKPCIEIRKYHPGPNLTLNFFISVDCVLYYNFVSGPSNTATYLNFWHEASLSQDIFGRPLFLPGDLVIVDNCAIHHNQAEQVLAHFFGMRGVEYAFLPTFSPDLNPAENCFLKIKTVLKQRRYSGIVEQNLKLSIIKAISEIKQEDLIGFYRHTGYLNV*

>L31-3a_MPhi
NKFGRVYHKGASLSSDFRQLLMDNLIRNGADTVTGDVPRGYILV*SRNHRVTRTTVRSVWLKYCGKYEPRPKKGIGAGRQRKLNDGDLVFVQSILKEKPSSSYSEIADKLEQYSATGRVSKQCLSHSVRNYLPSGKFSFKRITRQMGDKYYQNNVNYYQHFVNYISHMDPSKCKYFDESGFKITTAHRNYGHIIVGEKCVEVGRLVDNPNTTLN*LVSVNGINH*NFVDGALNTDTFVNFFFEAANSVSENGFSALEPGDLVIVDACPIHRFNGEVRVSNFLQQMGVGYIFLPRYSPELNTAENCFLNVKTVLKQKRFLNLVRANLKVAIGQTLQEITLHDLKEFIIATGCLNVQ*

>L31-4a_MPhi
MEKEKRFISQKGVSLSKDMRKLIVTKLKELGSDEESKFSPRGAFSIVRSNLNLDRRLVGRVWSEFCERRDFSTLKDKNKGGRTTSLSNSDIGYLEFLKTSDPAISYKQMNEKLKMFSTTNVSVGKIQRAVKGKFLGGEWTYKKLTTFSKDRFTDGNIEYTESFMELLHRADPYKLRFMDESGFCTPDVGTPKYGHALKGTRGVMVNPNRKTPMTTLDLLVGLTGVMHAKTFRGSVDSFDFMDFITECVHSVNQFGELALQPGDILVVDNSPLHHSEVARSTKRWLEAQGIDVVFTPRYSPDMNPVELCFSKLKKILNRPNFRSRLVEDMPGCIYDILGELTPSDMQGFFRETGYISI*

>L31-1b_CGig
MENRNKLGRFFVNGKELSEDLRRIVIDNLVEGGANVSDLQLPRGLRQRVSKKFGISANCISSIWKRYVTVGTVRRRPRRGGPSKTVQQEDVDHIAVLKTINPTMSLKSVKDNILQYSNTLQNISLPTVSNIIRKDLHMTLKRVTFCHGNRFTLPNLQYTQRFLQYVNNEDPFTLKFMDEMGFVVCDGNKVYGHSVKGTPCVAVAKFNAKIHFTISLIVGVSGVKFVKIVEGSSNSIEFLHFLGEAGNVATDEGERVLQRGDSLIVDNAPTHRNMSEVVLRNWLPTIGVQYIFLPTYSPDLNPAELCFRKVKILLKTEKYTALLAQNIKVALYSAFSEITVHDTLSFFRATDYIDV*

>L31-2a.1_CGig
MCTKRNMYGREYQQGIELSTDFRSLLIQDLIDRGCDSASGKVPWGALSATAKKFKVSVKTVNKIWRRFVEHGTCTEKMRNKSGPRKLTEPDQRFIECLKRETPSMSCKEIQEKLRRYSPVSGEVSLPTINRCILKNLKFTYKRLKYSRIERFTNDNMIYSQAYIDFCQTKNTRQIKFMDESGFKLTNANRTYGHSRRGEPCVEIGRFVKDRNLTLNLLIGKDCVLYYNFVDGSLNMYTYLNFWEEAAQNQDEYGRAVLIPGDFVVVDNCPIHRNNSERVLRHYFGMQGVQYGFLPVYSPDFNPVENCFLKLKKILSQEKYLPYLQVSLKLAITQALKEISSNDIRQFYRQTGYLNV*

>L31-1a_CVir
MAKINSAGRVYDKGTPLGIDLRRSIINYMEEQGAKFGSLQLPRGLPQKVSEIFKVSHPLVTKIWKQYCIEGIVKLPEYKGGRKRKLDQEDVQHIHFLKETKPSMPLKSVKEEVLKYSNAVIKVSESTISRHLKNDLNMTYKRIARYSKNRFTPQNMNYTQNFLNYVGQKDPFSLKFMDEMGVKLSDGQNVYGHSLKGTPCIEMTRHNPHRNVTASVIVGISGVKYVKIFDGASNGTEYTQFIAEATQSYTDEGEPVFNPGDCLIADNAPIHHNMAERELNNYLPTVGVEYVFLPTYSPDLNPAEQVFRKVKKILKCDRYITLLNLDLKVAVYEAFKEISTADTLSFFRSTEYIKNP*

>L31-1d_SGlo
MEKRNKYGRVFVNGKPLSNDLRGLIVQDICEMGGVPKGVKKELAKKYKLNPDTITRVWLKHIEGEQISKKPTGRPKILDEEDVEFISALKTARPSMQLETIRDQVIQNSNTVQNVSTSTVCRALKNDLSMTYKRITKYDKDRFTLNNLIFTQRFLNYIQNKNPYTLKFMDEMGVSLSSGNPNYGHSVKGTRCVELTRYKRHTNFTVSIIVGITGVKYVSIVDGPSNTAEFLKFVGEAVNSYTDEGEAVFSHGDCLVVDNAPTHHNTSERILRTFLPTMGIDYLFLPAYSPDMNPAEQCFRKVKTLLKRDRYIVHMEQCLKVAVFKAFSEVSAADTRSFFHATEIVNC*

>L31-2a_SGlo
MATNKQGREYSNGVGVSKDLRALIVQEVIERGGSSVTGKVPRGVFTAVSEKFKVVVQTVSNVWKRYLSTGDLSERRRNTQGRPKLTEPDVRMIQFLKQESPSVTGREVLDKLKKYSPVSGNVTVRTINRSLRRDLNFTFKRLKRPICDRFTQGNMFYTQAYINY*QTKQPHQIKFMDESGFKTTCVNRNYGHSEKGTSCIEVGRYLPGRNLTLNLLVSVDCVLYYNFIDGPSNTEKYLNFWQEASLGQDDYGRPVFLPGDAVIVDNCAIHHNQAERVLSNFLGLKGIDYGFLPTYSPDFNPVENCFGKIKKILSQERFHGIVGQNLKLAITQAIKEISQSDLIRFYRHTGYLNV*

>L31-1b_OLur
MEKQNEFGRTYKCGKELNEDMRRMVAEDGSRSSNERRSRCLNSKIAERIASIYRKEIWYFCELR*YVTLGTACRGPCRGGRPKTVQQDDVNHVAVLEIINPTMLLKSIKDNILQYSNTLQNISLQTVSKI*I*HLNVS*CVMVTDLQYTQRFLQYVNNKDPFSLDEMGFEASNGNKVYGHAIPKLHSKVHYTVSLIVGVSGVKYVKIVDGSSDSLEFLHFLGEAGHSYTNEGEKVLQGGDVSLIVDNASIHHNMSEMVLRDWLPTIGVKHLFLPTYAPDLNPAERCFRKVKILLKSEKYCRLLSENVKAAFYTAFNEITVHDTLSFFRATEYIDV*

>L31-2a_CHon
MCTKRNMYGREYQQDIGLSTDFRSLLIQDLIDRGCDSASGKVPWGALSATAKKFKVSVKTVNKIWRRFVEHGTCTEKMRNKSGPRKLTEPDQRFIECLKRETPSMSCKEIQEKLRRYSPVSGEVSLPTINRCILKNLKFTYKRLKYSRIERFTNDNMIYSQAYIDFCQTKNTRQIKFMDESGFKLTNANRTYGHSRRGEPCVEIGRFVKDRNLTLNNFVDGSSNMYTYLNFWEEAAQNQDE*GRAVLIPGDFVVVDNCPIHRNNSERVLRHYFGMQGVKYGFLPVYSPDCNPVENCFLKLKKILSQEKYLPYLQVSLKLAITQALKEISSNDIRQFYRQTGYLNV*

>L31-1a_CAri
MLSVNRRNIAGRVYEKGIPTGIDYRRSIIDYMESNGARLGEYSLPRGLQKTASQQFKVSPATITNFWTQYCNEGCVKVPVQTNRGRKKKLLEEDVEYVRFLKHVRPSMPLQTVRDELLKNSNSMETVGLSTISRTLKEDLNMTYKRISKINKNRFTPQNMNYTQHFINHINQKDPFTLKFMDEMGIKLADGQNNYGHSVKGLPCIELSRYNPHANVTVNAIVGMSGVKYVKIFDGPSNGTEYVQFIAEAAQSFTDEGEPVFHPGDILIADNAAIHHNRAERELRNFLPTVGVEYFFLPTYSPDLNPVEAVFRKIKKIMKGDKYITLLHADLKVAVYEAFKEITSADTLSFFKNTEYINY*

>L31-1c_CAri
MESLSKQGRLNINGKSLSRDMRNAVICDLVNGGASAGDLKFPRGLGANLAKKYKISKSTVSNIWRKYNENFSISPRKPMNTKDRKIGNEDREFIKALKNERPSIQLQTIRDELLKHSNTITSISISTISNTIRKDLSMTYKKICLYNKNRFTLQNLQYTQQFLNYVFNKDPFRLKFMDEMGIRLVDGQPTYGHSVKGSKCVEMTRYSRTSNYTVNLLVGITGVKYVNILDGPSDTTKYVDFVGEAANSFTDDGERAIQVGDVLVVDNAPIHHHAAERILRNWLPTIRAEYLFLPTYSPDLNPAEQCFRKVKTLLKNDRYRVRLSNNFKMAVLEAFGEITISDTLSFFHATECVHTG*
>L31-1c.2_CHon
MESLSKQGRLNINGKSLSRDMRNAVICDLVNGGASVGDLKFPRGLSLFL*RSGPSFERQKSIKFQNRLFQISWRNIMKTFPFLLVNQ*TQKIGK*EIKIVNLSRH*KTKHLLFSFKQFEMNCSNILTQLQASVFQQLAKPFEKICQ*HTKKFCLYNKNIFTLQNLQYTQQFLNYVNKDPFMLKFMDEMGIRLADGQPTYGHSVRGSKCVEMTRYSRTSNYTVNLLVGITGVKYFNILDGPSETTKYVDFVGEAANSFTDDGERAIQVGDVLVVDNVPKHHHAAERILRNWLPTIGAEYLFLPNYSPDLNPAEQCFRKVKTLLKNDWYRVRLSDNFKMAVLEAFGEITISDTMSFFHATECVHTG*
>L31-1c.1_CHon
M*DLSKQGRLNINGKSLSRDMRNAVICDLINGGALVGDLKFPRGLSANLAKKYKISKSTVSNLWAKYNETFSISPRKPMNTKDRKIGNEDQEFIKALKNERPSIQLQTIRDELPKHSNTITSISI*TIGKTIRKDLSMTYKKKLSLQQKQINFTKSSVYPTIFEFCFNKDPFRLKFMDEMGIRLADGQPTYCHSVRGSKCVEMTRYSRTFNYTVDLLVSITGVKYVNILDGPSDTTKYVDFVGEAANSFTDDGERAIQEGDVLVVDIAPIHHHAAERILRN*LPAIGAEYLFLPTYSPDLNPAEQYFRKVKNLLKNDRYGVRLSDNFKMAVLEAFGEITISDTLSFFHATECVHTG*
>L31-1a.1_CHon
MLSVNRRNIAGRAYEKGIPTGIDYRRSIIDYMESNGARLGEYSLPRGLRKTASQKFKVCPATITSFWTQYCNEGCVKVPVQTNRGRKKKLLEEDVEYVRFLKHVRPSMPLTTVRDELLKNSNSIETLGLSTISRTLKEDLNMTYKRISKINKNRFTPQNMNYTQHYINHINQKDPFTLKFMDEMGIKLANYGHSLKGLPCIELTRYNPHANVTVNAIVGMSGVKYVKIFDGPSNGTEYVQFIAEATQSFTDEGEPVFHPGDVLIADNAAIHHNRAERELRNFLPTVGVEYFFLPTYSPDLNPVEAVFRKIKNILKGDKYITLLHADLKVAVYEAFEEITSADTLSFFKNTEYINY*

>L31-1a.2_CHon
MLSVNRRNIAGRAYEKGIPTGIDYRRSIIDYMESNGARLGEYSLPRGLRKTASQKFKVCPATITTFWTQYCNEGCVKVPIQTNRGRKKKLLEEDVEYVRFLKHVRPSMPLTTVRDELLKNSNSIETLGLSTISRTLKEDLNMTYKRISKINKNRFTPQNMNFTQHYINHINQKDPFTLKFMDEMGIKLADGQNNYGHSVKGLPCIELTRYNPHANVTVNAIVGMSGVKYVKIFDGPSNGTEYVQFIAEATQSFTDDGEPVFHPGDVLIADNAAIHHNRAERELRNFLPTVGVEYFFLPTYSPDLNPVEAVFRKIKNILKGDKYITLLHADLKVAVYEAFKEITSADTLSFFKNTEYINY*

>L31-1b_CHon
MENRNKLGRFFVNGKELSEDLRRIVIDNLVEGGANVSDLQLPRGLRQRVSKKFGISANCISSIWKRYVTVGTVRRRPRREGPSKTVQQEDVDHIAVLKTINPTMSLKSVKDNILQYSNTLQNISLPTVSNIIRKDLHMTLKRVTFCHGNRFTLPNLQYTQRFLQYVNNEDPFTLKFMDEMGFVVRDGNKVYGHSVKGTPCVAVAKFNAKIHFTISLIVGVSGVKFVKIVEGSSNSIEFLHFLGEAGNVATDEGERVLQRGDSLIVDNAPTHRNMSEVVLRNWLPTIGVQYIFLTTYSPDLNPAELCFRKVKILIKTEKYTALLAQNIKVALYSAFSEITVHDTLSFFRATDYIDV*

>L31-1c.3_CHon
MESLSKQGRLNINGKSPSRDMRYAVICDLVNGGASVGDLKFPRG*SANLAKKYKISKSTVSNLWAKYNENFSISPRKPMNTRDRKIGNEDREFINALKNERPSIQLQTIRDELLKHSNTITSVSISSISRTIRKDLSMTYKKICLYNKNRFTLQNLQYTQQFLNYVFNKDPFRLKFMDEMGIRRATNLWSLCKGFKVRRNDPIQQNF*

>L31-2a.2_CGig
MCTKRNMYGREYQQGIGLSTDFRSLLIQDLIDRGCDSASGKVPWGALSATAEKFKVSVKTVNKIWRRFVEHGTCTEKMRNKSGPRKLTEPDQRFIECLKRETPSMSCKEIQEKLRRYSPVSGEVSLPTINRCILKNLKFTYKRLKYSRIERFTNDNMIYSQAYIDFCQTKNTRQIKFMDESGFKLTNANRTYGHSRRGEPCVEIGRFVKDRNLTLNLLIGKDCVLYYNFVDGSSNMYTYLNFWEEAAQNQDEYGRAVLIPGDFVVVDNCPIHRNNSERVLRHYFGMQGVQYGFLPVYSPDFNPVENCFLKLKKILSQEKYLPYLQVSLKLAITQALKEISSNDIRQFYRQTGYLNV*

>L31-1a_CGig
MLSVNRRNIAGRAYEKGIPTGIDYRRSIIDYMESNGARLGEYSLPRGLRKTASQKFKVCPATITTFWTQYCNEGCVKVPVQTNRGRKKKLLEEDVEYVRFLKHVRPSMPLTTVRDELLKNSNSIETLGLSTISRTLKEDLNMTYKRISKINKNRFTPQNMNYTQHYINYINQKDPFTLKFMDEMGIKLADGQNNYGHSVKGLPCIELTRYNPHANVTVNAIVGMSGVKYVKIFDGPSNGTEYVQFIAEATQSFTDEGEPVFHPGDVLIADNAAIHHNRAERELRNFLPTVGVEYFFLPTYSPDLNPVEAVFRKIKNILKGDKYITLLHADLKVAVYEAFKEITSADTLSFFKNTEYINY*

>L31-1c_SGlo
METVNQRGRPYVKGKALSKDMRSLLIYDLIQGGAVKGNPTIPRGLGVELMRKFKVSKSTANLWKKYNEKFSVSPRKPFHASTRKIGEEDCEFIKVLKTEQPSMQLKTIKNELLRHSNSITHVGIRTISNTIEDLNMTYKKMCLYHKNRFNIHNLQYTQRFLNYVANKDPYTLKFKDEMGIKLVDGQPNYGHSIKGTRCVEMTRYDRTANYTVNLIVGITGVKYVSIIDGPSDTFKYVGFIGEAANSFTDEGERAFQLGDTLVIDNAPIHHHTAERILRNWLPTIGVDVLLPTYSPDLNPAEKYFLKVKTLIKSDRYVTALHKDMKEAVLQAFGEITMADTLSFFHATDCIITKAYKGQIRK*

>L31-3a_SGlo
MRRSKLGREYNQGKALSDDYRASLITSLKISGARVDTGFIPRGEISNVANNFNVHPSTVKRIWKNFCKGGDVCPGVRGGKKPRKLSEHDVVFIEACLREKPTTTYKEIVEKLKQFSPTPDVTEKDISNAVIKFLPSGRFTFKKITRMAKERFTVENMQYTQTYIDILSQLNPRKVKFFDESGFKTTVAHRHYGHSKYNERAIELGRFIPNANITLNLFVSLEGPAYFNFVDGPSNAQAFLNFWAEAAETFTPNGVTANEPGDVIIVDSCAIHKYQAEIELTRFFNRMGVTYFFLPTYSPDLNPEERCFNKLKLLLKQQRYHDLVQNNLKVAVGNAIQEINADDLCLF*KCTGCLNV*

>L31-2a_AIrr
MATRKNKYGREYHNGTGISQDLRSLIIQEIIELGGNSQSGNVPRGIYVKVANTFRVDEKSVRTFWKKYISEGSMSETARHKAGNPKLNGADVQLVSFLKRNTPSVTGNKIKRNLCKYSPVSGNVHNSTIYRAMSRELDLTYKRINRPSCDRFTQYNMQYTQAFIDFCQTKRADQIKFMDESGFKLTTTNPAYGHSKKGQACVEIGKYRPGRNLTLNLLVGLNGVLYFNFVNGASNMNTYLNFWGEASACQDNMGCPLFKPGDVVIVDNCSIHHNHAERVLRQYFSMQGVQYTFLPVYSPNFNPVENCFAKIKNIFTQERFQDLAGINLKLAIGDFRKDGDDVTQRYIRALKGTTLYIYT*

>L31-5_MYes
MEVTQSGRYFTKGERITDAEKTKVIELYSAGLPYSQIAKSTGITKGCCFKITQTFTTDKPQRDPVISPKLTNEVLQFIE*QKIAKPSIYAKEIYVKLLETNVCTMNNIPSVRTIHHALKSILGMTHKVLQRIPSETTTDQFENKLNRFLT*LLLYTPEQLHFFDEASIVRTDGNRKRGHNYRGEKAVEIQKYASNATFTINLCTWYFGIDHFGIIEGSSNANIMLKFFDEAMQEMNIVGNPVLALGDCIVIDNCGFHHQRFGEAFLRHMLGIRGINLVFLPPYSPELNPCEYVFKLMRYRLRQNTALTYEYTEYAVVNAVTGI

>L31-2a_PMax
MTTRKNASGREYKKGDGISSDLRKLIVQETLHLGGNVLTGEIPRGVFNKVAEKYKVNRQTVTNFWRQYVSDGALSEKTRNTLGRPKLNTTDIEMIHFLKKDRPSITGTELKQKLIEYSPVSGKVDTSTIYRTMSKKLDLTYKRITRPSCDRFSQHNMVYTQAYMDFCKTVRPCQVKFMDESGFKITTTNSNYGHSKKGVACVEIGKFHPGRNLTLNLVVGLNGVIYYNFVDGPSNMNTYLNFWNEASLSQDRLGRSAFLPGDVVVVDNCAIHHNNAEIALSQFFQMQGVGYTFLPVYSPDLNPVENCFAKIKSLMTQERFRELASVNLKLSIIRAIEEITPTDMKGFYRHTGCFNV*

>L31-5_AIrr
MNRNVDINVNGRVYKKGKPLDDDSRYTVICLRDSGLPYSKISKQTGVSASTCHKIATNNLTIPIRVKKKPVSVGKKITTPVMKFIEFESVKRPSIYDREIRSKLLTSNICTAENVPSKTSINKVRHQYLDMTFKKISQIPEETTRPNHEDTVTRFIAKMTNFTPQQMHFFDEASVISTSGNRSYGHSTIGKKAYEVQRYASNKTFTVNACCGYFGLDYFDVLEGPSNAMEMLSFFEEALRQTNDLGNRVFAMGDVVVMDNCGFHHQRAGERILRTMLDNAGVELVFQPPYSPQYNIAECVFHAMRCRLRDNTSFTENFTELAIVTALGDIPNRELANYFRLCGYV*

>L31-4b_PImb
MKKSHVNNKGRRYDWGKPLGEDLRSLIVQYLLEKGANSESRFIPRGEMAKAGERFNVSNNTIKNIWTLYCDSGDVKHRQGARGRPKLLDEEDFNYIAAIKKEKPFETLENIKEKLLQNANKEVTTMTISNALRKDLIGGQWTRKVLTKTATERFTPANEQYTEAYIAEIQSKPPLRLKFMDEAGFALSEAVNRTRGHAPKGLRAIEAQKRMKTTNLTLNLMIGLDGTVFSTFVDGPSNRDEFLKFIDEAATSFSDDGSPVLQPGDVLVVDNATIHRFEAERILRIFFNNIGVEYIFLPKYSPDMNPVEFSFNYIRTMLKSEIFSALANDNLQYAILKVLDTISQDDIAGFFSKVGYIEA*

>L31-4a.1_PImb
MSKSKKGRLYKFGTSLSADFRLNIISKLKDYGANDDTGSIPRGIKAKVSKELLIDKNCVTRAWLSWINDKNVESKPKGPTKGSTMSLDQNDLHYIEFLKRERPSISLREIHNKLLENCNKIIHESTISHALKQNLAAGEFTRKRLCKPARERFTSDNLKYTEALMYYLSQKDVHRIKYFDEAGFNSRDCSPIYGHALRGERAVEVSSKAKSTNLTLNLMIGVNGVVHCNIVDGATDTIQYLNFFDQAIDSYTDEGYHALVPGDIVVVDNAPVHRYSGGNALSVFLDQFGIEYVFTPTYSPDLNPVENVFSKIRQIMQRNEFKQLIETNLEYAIFKSVSQISPVDCKSYYTNLGYLSM*

>L31-3a_PImb
MATRMNVRGRPYTNGKAISDDLRELIVSALIENGADKETGKVPRGIFTKVSMQFKVSNSSATNIWKKNCEDGSVSRRPGGVKPRKLSDGDIGLIQTIVSTTPSISYKKISEELEKYSSTGRVQEQLIGKAVRKYLPSGENTRKIITRQNRNRYTDGNMAYTQWYLNYIQQKNVRKLKFFDESGFKITDANKRYGHSPIGEKCIEIGKYVATPNLTLNFMVSLDGVSYYNFVEGAADTDNFVEFFYEAAESYTSIGMPVLEPGDVVVLDNCPTHKHEGERRAKDFLGRMGIELVFLPVYSPDLNPAEMCFSKIKTLLKDESYQNLVPANLKVAIGMAISEISVSNVKGYYRCTEYLQV*

>L31-3b.1_PImb
KGKRCIEIGKYQGSNVTPNMIISLNGILYYNFVDGASDTEIFVNF*TEAVESLSPNDNATLQPGDIVILDNCPVHKNEGERCVSAFLASMGIELVFLPTYSPDLNVIENCFGLLKSILKQDGLLQIVQENPKVCIAEAMRRISSVDTEKFYLDT

>L31-3b.2_PImb
LSEDLRTLIIRTLKDNGANDVLNTCPRGLLTTTSVQFKVSSQCVKKKSGNNTVQVVTQHARNDPKYLFSEGDLELIEALLREKPTMSYRKISEKLMQYSSIPKHVSKQRISDAVRKRLPSGMFTNKKVRRKQEDRFTNENIRYTKAFITYISHKNPRKLTFFDECGVKVSSCNPTRGMSEKRKRCIEIGKYQQGSNVTFNMLISLDGILYYNFVDKASDAETFVNFWTEADATL*PGDIVILDNCPIHKNEGERRVSAFLASMGI*LIFLLTYSPDLNVIENCFGLLKSILKQD

>L31-4c.1_PImb
MYQKSNSLG*TYDNGKATGSDLRSLIIDHLKNSGANVELRHLPRGLIDVKYFQSFLGICEEDMGRLL*FRFCEAITTFWRENRYSQSARFGILYFLKKERPSLSLKEVREKINENCGKDVSLSTISRAINTKLNEGNWSYKVLTAPSTERFSDHNVNYLDAYIQEIRTKDPYKLKFLDEAGFAMSVAVNRKRERSPIGLRAIETQISK*EPNSTLNLLLGLNGEVCVDFIYGASNSAEFLRFFHEAATTYSDDDRPYIEPGDTVVVDNASIHRFEAERALRIYFAGIGVEYIFLPTVSP*MNPVEHAFNFNRTKLQYEFSDMTKENLPIYAILEITKKIDLECIAGFFRPVGYILN*
>L31-4c.2_PImb
QHSGGKTDILSQQDLEYIYSL*KERPSLSLKEVREKINKNCGKAVSLSTISRAINTKLNEGNWSY*VLTTPATERFSDHNVNYLDAYIQEIRTKDPYKLKFMDEAGFAMSVSINRKRGHSPIGLRAIVTQISKQEPNSTLNLLLGLNGVVCADFIYGASNSDEFLEAATTYSDDDRPHIEPCDTVVVDNASIHRFDAERALRIYFAGIVVEYIFLPTYSPDMNTVEHAFNFIRTKLQYEFSDMAKENHPYAIWKNIDLECIAGFFRSVGYILN*
>L31-4a.2_PImb
MSKSKKGRLYKFGTSLSADFRLNIISKLKDYGANDDTGSIPRGIKAKVSKELLIDKNCVTRAWLSWINDKNVESKPKGPTKGSTMSLDQNDLHYIEFLKRERPSISLREIHNKLLENCNKIIHESTISRALKQNLPAGEFTRKRLCKPARERFTSDNLKYTEALMYYLSQKDVHRIKYFDEAGFNSRDCSPIYGHALRGERAVEVSSKAKSTNLTLNLMIGVNGVVHCNIVDGATDTIQYLNFFDQAIDSYTDEGYHALVPGDIVVVDNAPVHRYSGGNALSVFLDQFGIEYVFTPTYSPDLNPVENVFSKIRQIMQRNEFKQLIEANLEYAIFKSVSQISPVDCKSYYTNLGYLSM*

>L31-1a_MCal
MKRINSQGRQYSAGKALGDDLRDLILHELRESGANVGNSIPKGIAPKVAEKYKINKQTVRNIWNKYNEDLSVSRRPCAGGRPRKYGIDEIEFVNVLKTERPSVEQSTLRDQLRQYSAINNISRSTVSRIITNDLKMTYKRIAHYKKNTFTVRNLQYTQQFLNYVSNKDPFTLKFMDEMGVKLVDGQPVYGHSRKGPCIEITRYDPHANFTASLILGITGVKYVKIIEGASDSVEYLQFIGEASQSYTNDGESVFQPGECLVVDNAPTHHNMSERVLRNWLPTVGMEYLFLPAYSPDLNPAEQCFRKVKKLLKSDRFGPVLRQDLKVAVYKAFNEIKLMDTRSFFKATEYMNI*

>L31-2a.1_MCal
MATKKNSYGREYLVGKATGRDMRSLIVQEMIEAGANLKTGEVPRGVYTKIADKFKINRQSVTNFWKRYVSEGSISQKKKEKTMLGKRKLNEPDVRLIEFIKKENPSITARELKDKLLRYSPANANVDVSTIYRTMSRDLDFTFKRLHRPSGDRFTPGNMRYTQAYLDFCQTKRPHQIKFMDESGFKLVTANRNYGHSQKGEQCIEIGRFIPGANLTLNFLIGLDCVLYYNFVDGPSNSERYLNFWHEASLTQDCYGRPTFFPGDLIIVDNCAIHHHQSERILNNFFNMQGIDYGFLPVYSPDLNPVEMCFSKIKTVIKQERFKELVSQNLKLAVIKAIQEINQSDIKGFYRHTGYFNV*

>L31-2a.2_MCal

LNEPDVRLIEFIKKENSTITARELKDKLLRYSPANAYVDVSTSIYRTMSRDLDFTFKRLHLPTGDRFTPGNVRYTQAYLDFCQTKRPHQIKFMDENGFKLVTANRNYGHSLKGEQCIEIGRFIPGANLTLNFLIGLHFVTVTADRPFFPGDLIIVDNCAFYHHQSERILNNFFNMQGIDYGSLPVYSPDLNPVEMCFSKIKTVIKQERFKELVNLKLAVIKAIREINQSDIKGFYRHTGYFNVFVFFVSLQQ*

>L31-2a.3_MCal

TQAYLDFCQTKRPHQTKFMDESDFELVSANRKYGHSQKGEQCIEIGRIIPGANFTLNFLLDLTASFYNFVDGPSNSGRYLNFCMRQV*HRTVIRPTFFPGDLIIVDNCAFHHYQAERILNNSFNMQGIDYGFLPVYSPDLNSIEMCFSKLKTVIKQERLKELIRQNLKLAVISAIQQINKSDINGFYRHIGYYSV*

>L31-4a_SGra

GGNQIDGTLPRGVLSRVSLCLGVNKNTAKAVWQSYCQTGGVSRPYHHGGGRSRKLTDEQERYMDFLVTETPSLSLGDIQLRIKQMFDINIATCNISRLLNRLKTRKRIVRPAAARFDANNVAYTNVFLRTISTVDHRRLKFFDESGFSIPDICNPRYGRAPPGERAIEVYTLNLMIGSNGVEHFNILEGPSNVETFEEFFVQAVNGTNNAGEFSLKPGDIVIMDNCPIHHGRAEVVIRHLLNTVHVDIVFLPTYSPHLNPVELCFQHIKTVFKSNDVARRLAKDNLEFAIAHVVNSVTAENRSSYFKHVRYVNI*

>L31-4a_EMer

MATSSKPKGGRPLSSDFRNLIIKKMINFGADENLNIKPRGAYTSVARQLEIDRGTVRNIWNKYCATKNCAPSPYIRHASGKLTDEHKQYIIFLVQQTPSLSLGSIKDKLSAMCNVDISKPAICGFLKKEMTRKILTKPAAERFNDENMMYTRAFLAVMYRTDPKKMKFLDESGFHKPDVCNRRYGRSTKGERAIEIQTRTRTKNVTLNLLIGIDGVCHANILDGASNADTFMEFVFNALNSTTNYGDLALRPGDFLILDNCPIHRFRAEDVLSRMLDRFGIEYILLPTYSPHLNPVELCFNHIKTLMKTEDIRSVAKDNLEYAIMCCVNSITADDCMGYYSHVGYLRM*

>L31-4a_CSin
MKRLEKKILSEDFRLLVIRKIKDLGGDTETNTVPRGTYATVARSCGVHQTTVKNIWDKYCLTGEVKVMPKNGGRKKTFGTEEMNFLNYLVKQKPSISLGELKDKLSEQCDLEVSTSTVSRYLTKYNTRKLLTRPAADRFTDINRIYTQAFIDALHRQDVASIKFFDESGFALPDVANPRYGRSPRGDRAIEIHDRKRIPNKTLNLLIGINGVMFANILDGPSNTDTYVNFFLQAINATNNAGDFALRPGDLLIVDNCPLHHHRAEEILKFFLYRHGIEYIFAPTYSPHLNPVELCFQHIKNLFKFEPVRSLAKENLQYAIMHCVNSISSRNCEMYYRHVGYLNV*
>L31_Mariner-53_CGi_(Repbase)
MLSVNRRNIAGRAYEKGIPTGIDYRRSIIDYMESNGARLGEYSLPRGLRKTASQKFKVCPATITTFWTQYCNEGCVKVPVQTNRGRKKKLLEEDVEYVRFLKHVRPSMPLTTVRDELLKNSNSIETLGLSTISRTLKEDLNMTYKRISKINKNRFTPQNMNYTQHYINHINQKDPFTLKFMDEMGIKLADGQNNYGHSVKGLPCIELTRYNPHANVTVNAIVGMSGVKYVKIFDGPSNGTEYVQFIAEATQSFTDEGEPVFHPGDVLIADNAAIHHNRAERELRNFLPTVGVEYFFLPTYSPDLNPVEAVFRKIKNILKGDKYITLLHADLKVAVYEAFKEITSADTLSFFKNTEYINYLNKNQYCLAFVFLSLFFKCKKKNPCCRKEEASLKSGYLGRKNSXIACIPXRDTXYKYLLFNIFXINFRVASRLHGNK

>L31_Mariner-31_CGi_(Repbase)

MENRNKLGRXYVNGKELSEDLRRIVIDNLVEGGANVSDLQLPRGLRQRVSKKFGISANCISSIWKRYVTVGTVRRRPRRGGPSKIVQQEDVDHIAVLKTINPTMSLKSVKDNILQYSNTLQNISLPTVSNIIRKDLHMTLKRVTFCHGNRFTLPNLQYTQRFLQYVNNEDPFALKFMDEMGFVVCDGNKXYGHSAKGTPCVAVAKFNAKIHFTISLIVGVSGVKFVKIVEGSSNSIEFLHFLGEAGNVATDEGERVLQRGDSLIVDNAPTHRNMSEVVLRNWLPTIGVQYIFLPTYSPDLNPAELCFRKVKILLKTEKYTALLAQNIKVALYSAFSEITVHDTLSFFRATDYIDV

Последовательности ITm-транспозаз, которые были использованы для филогенетического анализа.
>Famar1_Forficula_auricularia_(AAO12863)

MENQKEHFRHILLFYFRKGKNASQAHKKLCAVYGDEAFKERQCQNWFAKFRSGDFSLKDEKRSGRPVEVDDDLIKAIIDSDRHSTTREIAEKLHVSHTCIENHLKQLGYVQKLDTWVPHELKETHLTQRINSCDLLKKRNENDPFLKRLITGDEKWVVYNNIKRKRSWSRPGEPAQTTSKAGIHQKKVLLSVWWDYKGIVYFELLPPNRTINSVVYIEQLTKLNNAVEEKRAELTNRKGVVFHHDNARPHTSLVTRQKLLELGWDVLPHPPYSPDLAPSDYFLFRSLQNSLNGKNFNNDDDVKSYLIQFFANKNQKFYERGIMMLPERWQKVIDQNGQYITE

>Dmmar1_Drosophila_mauritiana_(AAA28678)

MSSFVPNKEQTRTVLIFCFHLKKTAAESHRMLVEAFGEQVPTVKKCERWFQRFKSGDFDVDDKEHGKPPKRYEDAELQALLDEDDAQTQKQLAEQLEVSQQAVSNRLREMGKIQKVGRWVPHELNERQMERRKNTCEILLSRYKRKSFLHRIVTGDEKWIFFVSPKRKKSYVDPGQPATSTARPNRFGKKTMLCVWWDQSGVIYYELLKRGETVNTARYQQQLINLNRALQRKRPEYQKRQHRVIFLHDNAPSHTARAVRDTLETLNWEVLPHAAYSPDLAPSDYHLFASMGHALAEQRFDSYESVKKWLDEWFAAKDDEFYWRGIHKLPERWEKCVASDGKYLE

>Tvmar1_Trichomonas_vaginalis_(AAP45328)

MYMMSMLYFGAMPGYKMNFETRGGFAGNFGGIFFIFLMNHKENILALAKKCKDCKKIYETLVKCFGMDAPSYSTVTYHVRMYHFMNKKAPIIKIDKKSPDQRKIKAILQALDEDPRASLRRIEEMTKIPRTTVSYYLHNYLNYKLAYTRWVPHNLNSVQKKSRVQSSKELLSILGAYQSKKFRFLVTGDESWFQYATEAKIMWIPKDENPQTFPKKKIDTPMMMLSVFWGVNGIIAIDILQKPNTMNAQYLIDNVLTQIINSDEFEKSKQQKQKFAIHFDNSRVHKSHKVMNYLVENNVKVVPNPIYSPDIAPSDFYLFGTLKKRAEGREFASPDDLENFVREQFEQFSHDDLKRVFQAWIDRCERVIESNGDYI

>Hsmar1_Homo_sapiens_(AAC52010)
MEMMLDKKQIRAIFLFEFKMGRKAAETTRNINNAFGPGTANERTVQWWFKKFCKGDESLEDEERSGRPSEVDNDQLRAIIEADPLTTTREVAEELNVDHSTVVRHLKQIGKVKKLDKWVPHELSENQKNRRFEVSSSLILRNNNEPFLDRIVTCDEKWILYDNRRRPAQWLDREEAPKHFPKPNLHQKKVMVTVWWSAAGLIHYSFLNPGETITSEKYAQQIDEMHRKLQRLQPALVNRKGPILLHDNARPHVAQPTLQKLNELGYEVLPHPPYSPDLSPTDYHFFKHLDNFLQGKRFHNQQDAENAFQEFVESRSTDFYATGINKLISRWQKCVDCNGSYFD

>Bytmar1_Bythograea_thermydron_(CAD45367)

MGKIEYHAVIKFLTKVGKNAKEIHDRLVAVYNDTASSYATVTRWHKEFRHGRESLEDDSRVGRTFEATSEDTVDRVEAMIMENRRVKVEEISLEIRISHGSVCTIINHHLGMSKVSARWVPRNLSLHDRLQGQTSSEELLTLYNAYPAGFKSRVMTGDETWVHHWDPETKLESMAWKQKGSPTPLKFWTQPLAGKIMATIFWDAGGVLLVDVLPRGSTITGKYYAGVLGRLRDSIRQKRRGKLTRGVLLLLHDNAPVHKAHHAQAALRDCGFEQFNHPSYSPDLAPNDYFLFRQLKSSLRGRRFDDNDEVKEAVMMWLEEQLESFWLAGIQSPSRQVVQMYSIKGNYIEK

>Quetzal_(AAB02109)

MTREELSVSKRQDIIRLHGAQGKSYTEIAMLTNINRNTVARVIQRYKYEGRVSNLPRKGRPSVCTDRMRRAIKRLVDAEPEISAQSVAIVLNERHGIAISCETVRRYIHKFGYKAYNRRKKPQISPINRKRRLEFAKKYVNHPPEFWKKVLFTDESKFNIFGWDGTIKVWRPPGEGLNPKYTAKTVKHNGGGVLVWGCMAANGVGNLQVIDGIMDQYVYINILKQNLGPSLEKLGMSQDYWFQQDNDPKHTAFNSRLFLLYNTPHQLKSPPQSPDLNPIEHAWELLERKIRQTRIKNRVDLENKLKEAWITISEDYTQNLVNSMPRRLAEVIKMKGYATRY

>Mariner-14_CGi_(Repbase)

MGRKGSELCASEKESILSLSKANIKLKEISEITGRPISTICSFLKRQERRGITENKNRSGRPRKCSVQGERQLIRLVKNNRRRTLTELTNVSNENGASRLSESTVKRILRKGGYRRRLVKKKLRIREVNKKKRVNWCKQYRHKTVDDFWNNIIFSDECKVMIDGEQRVYVWRKDGEEWDPPCVAPPPGRRLDLMVWGCITAHGVGTLCIVDGNINAEKYIEIIDSNLWPVVAMHFPNNQYIFQDDNAPVHRARVVKDFVTREGITTLEWPAQSPDLNIIENCWKKMKHEINRNVHNLRTNDDLAAAVRQAWENIPLQFIQRLYQSIPRRIQAVIKSKGCLTKY

>SsTRT_(Zhang_et_al._2016)

MGQKRDLTDSEKSKILKSISEECSTLEIAKILGRDHRTIKRFVANSQQGRKNRVEKKRRKLTAKDLRRIKREATRNPLSSSAVIFQNCNLPGVPRSTRCSVLRDMAKVRKAETRPPLNKTHKLKRQDWAKKYLKTDFSKVLWTDEMRVTLDGPDGWARGWISNGHGAPLRLRRQQGGGGVLVWGGIIKDELVGPFRVEDGLKLNSQTYCQFLEDTFFKQWYRKKSASFKKTMIFMQDNAPSHASKYSTAWLASKGLKDERIMTWPPSSPDLNPIENLWSLLKRTIYGEGKQYTSLTSVWEAVVAAAQKVDGQQIKKLTDSMDGRLMTVIEKKGGYIGHRFFF

>An-gambiae1_(AF378002)

MEAERREKIVHNYLENPLWSASRLAKKLKFPRNTVWRVIKRYKEILTTIRKPQANRRSGTVDQNLRSKILKTIKGNPNLSDRDLARKFGATHSTVRRTRLREGIKSYRASKQSNRTIKQNSLIKTRARKLYDQVLTKFDGCLLMDDETYVKADFGQIPGQTFYLATGRGDVPAKFKFVFADKFARKFMIWQGICSCGKKTKVFVTNKTMTSELYQKECLQKRILPFIRSHDHPVMFWPDLASCHYSKVVREWYAEKGVLFVPKNLNPPNCPQFRPIEKYWAIMKRRLKAKGKVVKDINQMTTWWNKIAKTMDEEDVRRLMSRVKGKNREFLRNREE

>Guest_Ca-sativa_(XP010462775)

MTDGERLKVYHALLERSNNGTLKRTHTREVANLLSVPLLTVQRIWKLAKDIPNGEVVDVSHKRKGKCGGKNIVFDLDRIVDIPFNRRKTLRSLAAALKISRTTLWRCLKRGLIKRHSNAIKPRLTENNMRARLQFCLSMLDRTTLLGHPKFVDMHNVVHIDEKWFYMTKRSENYYLHPSEEEPYRTCQSKNYIGKVMFLAAMARPRFDNNGNETFSGKIGVFPFVTMQPAQRHSRNREAGTLELKPMTSIKRENINDFLIGKVLPRIRERWPQEDFEKTIFIQQDNARTHVDPRDEDFRAASSHHGFDIRLMCQPPNSPDLNILDLGFFNAIQTLQHEVCPKTIEELVSAVEVMFDEYPPYLVNRIFVTLQSCMQEIMKV

>Guest_Soymar1_(AF078934)

MQRKVKMLSNEERITIYQLLLQKSVDGKLPQGVKESVASSFSVCRKTIDRIWKRAKESETHDVSHKKTKNSGRKRVEIDLSQLREIPLSQRTTVRTLAVAMKTNTSAMYRLIQSGAIKRHSSAIKPQLTEEGKRLRLEFCLSMLEGIPHDPMFQSMYNIIHIDEKWFYMTKKSERYYLLPDEDKPHRSCKSKNFVPKVMFLTAVARPRFDSEKNVTFSGKIGIFLFVTQEPAKRTSVNRVAGTMETKAITSINRDLIRSVFIEKVLPATKEVWPRDELGSTIFIQQDNARTHINPDDPEFVQAATQDGFDIRLMCQPPNSPDFNVLDLGFFSAIQSLHYKEAPKTIDELVNAVVKSFENYCVVKSNFIFLSLQLCMIETMKAKGSNRYTSQHMQKEKLETEEQLPIQLKCDPILVQETLDYLNNN

>Guest_Br-oleracea_(XP013589454)

MTDEERVEVYHALLERSNNGKLLKNSTREVSGLLDVPLQTVQNIWKRAKNTGYGEVVDVSHRRKGKCGRKKKQIDWLKVVDIPLHRRTTIRSLAAALGMSPTVVFRSLKEGQLRRHSNAIKPLIKEDNKKTRVKFCLSMLNKNALPHQPKFVDMYNVVHIDEKWFYMTKKTQTYYLLPSEEDPLRTCQSKNYISKVMFLAAMARPRYDGEGNETFSGKIGIFPFVTLQKAQRRSCNREAGTMELKPMVSIKREDIKHFLIEKVLPRIYERWPAEDFGKTIFIQQDNAKTHVTVNDEEFQVAALQHGLDIQLMCQPPNSPDLNIFDLGYFRAIQALQHHVCPKTVEDLVTAVEEAYDEYPPNLVNRVFLTLQSCMIEIMKIGGGNNYKIPHLKKDTLEREGLLPVQMDCDPNLVEEAMNYVAC

>Guest_Phyllostachys_edulis_(ADP24264)

MANLDLNQPIHWEEIEDYDGPVIDLNFDLVFHDSDEGEDGGPTHGEEDGTLAHGEEDGGAPSHGEEDGAPAHGEEDGAPAPNAYETISTNKAKNCGRKWVAFDPEAIKDVPLSSRTTIRDLAGALNISKSTLFRRMKEGKFRRHTNDIKFTLTEDNKRARVKFCLSMLDKLSMPQEPTFEGMYNIVYIDEKWFYRTRKCQNYYLALDEDKPERTTKSKNFIEKVMLLAAIARPRFDGDGNVTFSGKIGIFPFTFVEPAKRSSANRPAGTLVTKAMTSVTKETSREYLVNKVLPAIKQKWPAEEVGTPIFIQQDNARTHIAINDDEFCRAASADGFDISLMCQPPNSPDLNVLDLGFFAAIQSMFQKSSPSNVEDIVAKVIQAFDEYPVDRSNRIFLTHQSCMREILRQKGGQHYAIPHLKKQSLERNGVLPVSLQCDPEVVNEAIVYIN

>Guest_Pisum_sativum_(AAX51974)

MYIYHELLQKSVDGKLRKGATNEVASSNSVPLRTVQRIWKRAKESETRDVSHRKTKNCGRKRISIDENQIRELPFSQRTNIRSLAFALKTNPTSVFRLIKSGAIRRNSNAIKPLLKEENKISRLEFCLSMLEGTPHDPMFKSMHNIIHIDEKWFYMTKKSEKYYLLPDEDEPYRTCKSKNFIAKVMFLVAQTRPRFDSEENETFSGKIGVFPFVTHEPAIRSSINRVAGTMVTKAITTVNRDVVRSFLIDKVLPAIREKWPRDEFESTIFIQQDNARTHINHDDPLFREAATKDGFDIRLMCQPANSPDLNILDLGFFSAIQSLQYKEAPKTIDELISAVVKSFENFPSIKSNRIFVSLQLCMIEIMKEKGSNKYKIPHVNKERLERVGQLPIQIKCDPILVQEVKNYLNME

>pogoR11_(S20478)

MGKTKRVVGLTLKEKLQIIELVTNKVDKKEICAKFKCDRSTVNRILQKTNEIHEAVAASGLKRKRQRKGAHDLVEEALYIWFGQQESKNVILDRHVILAKAKEFCQKFNDAFEPDASWLWRWRKRHNIKYGKIHGETATNDSVSANEYKNDILPGLLKGYNPEDIFNADETALFYKAMPNATFFTCGKQLNGQKSQRVRLTLLFICNATGTYKKTFVIGRSKSPRCFKNANVPIPYYANKKAWMTKDLWRKIMTGFDEEMKKQNRKILLFIDNATSHTTVKDFENIKLCFMPPNATALLQPLDQGIIHSFKLEYRRILVKQQLIAVNCGKSTVEFLKSLSLLDALYFVNQGWKNVKMLTIQNCFKKAGFKFSFENEDTIAEKDKQCVEVDIVSNINWNEYANVDADEACHGQLDDDEIVRSLVQDAKTSDNEESHSDEDVDDTERPTFKDGFAAIKALKSIFMRNNNDEFLQNLNSMEDKLFNLHINSAVLQKKITDYF

>Tigger1_(U49973)

MASKCSSERKSRTSLTLNQKLEMIKLSEEGMSKAEIGRKLGLLRQTVSQVVNAKEKFLKEIKSATPVNTRMIRKRNSLIADMEKVLVVWIEDQTSHNIPLSQSLIQSKALTLFNSMKAERGEEAAEEKLEASRGWFMRFKERSRLHNIKVQGEAASADGEAAASYPEDLAKIIDEGGYTKQQIFNVDETAFYWKKMPSRTFIAREEKSMPGFKASKDRLTLLLGANAAGDFKLKPMLIYHSENPRALKNYAKSTLPVLYKWNNKAWMTAHLFTAWFTEYFKPTVETYCSEKKISFKILLLIDNAPGHPRALMEMYKEINVVFMPANTTSILQPMDQGVISTFKSYYLRNTFRKAIAAIDSDSSDGSGQSKLKTFWKGFTILDAIKNIRDSWEEVKISTLTGVWKKLIPTLMDDFEGFKTSVEEVTADVVEIARELELEVEPEDVTELLQSHDKT

>Fot1_(Q00832)

MPVYSADDLENAIADFKNGVSLKTAAKKNGLPPSTLRGRLTGAQSRQVARQEQLRLTTDQEDDLERWILRQEKLGHAPTHAQVRTIVRSVLARHGDHAPLGRKWTTRFVERHPALKTKLGRRTDWERVNAATPANIKRLFDVYETVDWIPPERRYNADEGGIMEGQGVNGLVIGSSQESPNAVPVKTATVRTWTSIIECISAVGVVLHPLVIFKAKTIQEQWFRREFLQKHLGWQVTFSKNGWTSNSIALEWLEKVFLPQTAPADPADARLLIVDGHGSHATEQFMAKCYLNNVYLLFLPAHCSHVLQPLDLGCFSSLKAAYRTLVGEHTALTDSTRVGKQRFLDFYARAREIGFRKVNIRSGWRAAGLWPVNINKPLASRWVMVLTKSALPPSETLDIATPKRGGDVVKLFSAKSSSPSSRLSIRKAAAALDKVAIELAMKDREIERLRAQLEAAQPKKKRKIRQDPNECFISLAQILAEANREPDQRVIQSQKGDLDCIVVDGKSSSESEEDPAPVRRSTRVRRATKMYIRQDLSSEESD

>Tan1_(U58946)

MPPKASIPSKSQVEREGRILLAIEAIRKGQITSIREAARVYDVARTTLQARLSGRVFAKNMTNARQKLSNNEEESLVKWILSLDKRGASPRPLDIRDMANLIISKRGYSTVEQVGINWAYSFVKRHESLRTRFARRLNYQRAKMEDPEVIKDWFKRVQEVIQEYGISSDDIYNFDETGFAMGMIATYKVVTSSQRAGRPSLVQPGNREWVTAIECIRSNGEVLPSTLIFKGKTHLKAWYEGQSIPPTWRFEVSDNGWTTDKIGLRWLQKHFIPLIRGKSVGKYSLLVLDGHGSHLTPEFDQSCAENEVIPICMPAHSSHLLQPLDVGCFSVLKRTYGGMVQKQMQYGRNHIDKLDFLEVYPKAHQCALSKSNIISGFRATGLVPLDPDQVLSRLHIRLKTPPTPDSQSSGSVLQTPHNIKHLLKHPKSVERLLRKRQASPTSPTNSTLRQLLKGCELAITNSIILAKENAELRASHEKQLPKRKRSRKQVIYTEGTTVEEAQRAIQEVEEVQNDEDIEVEPQSQYTETPSRAPPRCSNCFNIGHRRTQCSKPPTN

>Pot2_(Z33638)

MKQYTEKQLISAINDVNNGNPIAKTSRKWGIPRSTLQSRLKGSQPYKKAQSPFQRLSTEQEKHLADWVLTQTALGLPPTHQELRFFAERILQAAGETKGLGKRWITRFLARYPILKTQRPRRIDNARVNGATTEVIKSWWLYITNPVINAIKPENRWNMDETGIMEGKGSNGLVLGLNGIRPLQRKEPGTRGWTTIIECISATGVALPPLVIFKGKNVQQQWFPTDLSPFDNWQFHATENGWTNNQTAIEWLKKVFIPYTQPLTPEKRLLVLDGHGSHITDEFMLLCLQNNIQLLYLPPHSSHVLQPLDLSVFGPLKEAYRRQLGFVSQFCCSTVIGKRNFLLCYRKARLKAFIAKTIQSGWRTTGLWPVNLVKPLLSPFLLENSNANVIKDKNNGLQRDKTPESPAQKINDPSLLIWKTPKTTRDIRLQLQKLSQSNKTNATSRLLFAKVQKSFEAKDTLLASAQQKISLLEAQLEAIRPVKRRRVVPDPNELLVNKQNIIGLQENDIENLEPLADEEEVNEPEKRENDCIFVR

>In_Rhinella_marina_(Sang_et_al._2019)

MGKKGDLSAFKRGMVVGARRAGLSISETADLLGFSRTTISRVYREWSEKEKTSSERQFCGRKCLVDARGQRRMGRLVRADRKATVTQIATRYNQGRQKSISERTVRRTLRQMGYSSRRPHRVPLLSAKNRKLRLQFAQAHRNWTVEDWKNVAWSDESRFLLRHSDGRVRIWRQQHESMDPSCLVSTVQAGGGGVMVWGIFSWHSLGPLVPIEHRCNATAYLSIVADHVHPFMTTMYPTSDGYFQQDNAPCHKAGIISDCFLEHDNEFTVLKWPPQSPDLNPIEHLWDVVEREIRIMDVQPTNLRQLCDAIMSIWTKISEECFQHLVESMPRRIEAVLKAKGGPTRY

>DD35E_TR-Xihe_(Zong_et_al._2020)

MVISKETRAVIIALHKNGLTGKRIAARKIAPQSTIYRIIKNFKERGSIVAKKAPGRPRKTSKRQDRLLKVFQLRDRATSSAELAQEWQQAGVSASARTVRRRLLEQGLVSRRAAKKPLLSRKNIRDRLIFCKRYREWTAEDWGKVIFSDESPFRLFGTSGKQLVRRRQGERYHQSCLMPTVKHPETIHVWGCFSAKGVGSLTVLPKNTAMNKEWYQNVLREQLLPTVQEQFGDEQCLFQHDGAPCHKAKVISNWLREQNIEILGPWPGNSPDLNPIENL

>DD38E_IT_At_(Gao_et_al._2020c)

MGKTKEHSQETRGIIIGLHKSGKSNREISRLQKMPRQTVDYIVKKFASEGTVCNNRRPGRPRATTSSEDLNIVIKSKRNRRLTAPEIAAHFNMGRDKPVSVSTVKRRLLDAGLKGCIAVSKPLLKTINKKKRLNWAREHKNWITEDWKKVLWTDESKFEIFGSKRRVFVRRQSNERVIDACTVASVKHGGGSVMVWGCFGGSAVGDLVRIEGILKKEGYKTILENSAVPSGTRLIGPGFVFQHDNDPKHTSKLCKDFLKGKEQQNVLKLMMWPPQSPDLNPIELLWDQLDRQIRNRCPTSQEDLWRKLQDEWQKISKTTLDKLVARMPKLCEAVIKNKGGHIDESKI

>TLEWI-1_BPl_(Puzakov_et_al._2020)

MAMGKVNRLSISTRHLIIEYSKKGLSAVHIQRLLHRKYNITTTRQSIFMFVKRYSSTGVLAPATRRDNKFPRKLTDFQRRCIDMWLRHNSELTSQALVDRLFRVFDVRVKTSYMSKVRKALGWCTRTLQYCQLISHTNKLCRLQWSLDALRSKETFDNVIFTDETSVEMGADGGAFFYKRTSDLDFLPAKKMKPKHAYKVHV*SGISYRGRTSICIFSGIMDSVIFQNILQSNLLPFVEHQFPDGFRLYQDNDSKHVSKSTKKWMEEHGILDKVMTTPASSPDINPIENLWSALKGHLLKEVKPKTKDELIGGIRTFWESLTKEKCCSYIDHIHRVIPFVILNGGGPSDF

>pogo-5_PBac_(Puzakov et al. 2021)

MPSRGRSRPLYQRAKKPRKTTRQSWTVENMSLAIQAVKSGQHGYLAAANKYGVPRSTLERRVKDRNKIATGTKKMLGNSLSVLPPDLELKLVDYVKTMEERLFGLTANDLRRLAYQLAERNNLTHMFNKEEGMAGYHWMHGFLNRHPELSLRKPENVSANRSRSFNAANVKKFFDILVKVQEEHGFGPYDIYNADEKGLSTVPNYPPRILALKGKKQVGTLASAERGVNTTVLLCGNAAGEFVPPFYIFPRKKQNLELLRGASAGSKHFNVPSGWMTNEAFYAWLEHFIGHIKCSNEKKALLILDGHVTHVKSLPPLELAKANGLIILCLPPHCTHKMQPLDVCVMSPLETGFAKYCKDWMRNNPGDVITIKNVAELFTNAYKAVVQSPSMASGFEKTGIWPLQPSRFDDQFTSAHQKSCTVSDTPAAEPSTPTSPQVDANSSNQSIATNPEDVIPIPVIEYKDKKKKKDRSGKTAIVTSSPYLKELRLETENKELKEQVKLLKRENKALKKGTVVQKKQEKKKNAKKRGKKREPSLSPISEPPTPRDPDDTTPNGPRRRICITNSRASSQVRINRIRKYRSLIG

>pogo-2_BOva_(Puzakov et al. 2021)

MAKSPVKRARKRTRGEGYCYKRKSSTRQSWNGTDMRKAISAVRNKECGYELASKTYLVPKTTLVRRVKGKNKVVLGSEKGMGHRTVLPIELEKRLVQHILRMEEALFGLTYTDVRKLAYELAEQNGIANNFNRTAKTAGYYWLYGFLRRNPEITLREPENTSIARSRSFNKTNVDRFFELYQKLLDEHNFTPNRIFNCDEKGVTTVPNNPPKILARSGKKQVGTVGSGEKGVNTTVLLCACADGNLLPPMFVFPRVKDNPDLLRGAPVGSIQANNKSGWVVQDSFIQWLKHFIKCSSSSISNPCLLILDGHSEHIKSIEAINIARDNGVHILCLPPHCTHRMQPLDVTCMKPLSSALAREVQLWHRDNPSNTLKINHIAEIFCNAYKGSIGPAVVLSGFAKCGIFPLQPHVFDDCFTSAHQTSTNAPGDDPPNATHSNEPTTIILDEVQKACTTAGVSPQADVVIDKHSPSGSDLDSSFKILPEDIIPVPKVIYKDNEGATKKPGKAKGATNIVTSSPYLKKLTIEEENKKLKEDVKNFSREIKALKKALKSKDAGKDSTAKADVRRELFSEKGKSKKKKKNKVLNIENDEVPKVISSVVRTPSTLDCSNLAPGQFVLVSFNDFGVCDLTADNPTSSKESKPVFYAGFIKRLCSKTDVETKFLRRSDLKKGNQIKFIYPEEEDLCTHPIDNIVLLLPKPKTAVGKSKRLGSILEFEDERLLDFSPIM

>VS-Maze_(Shen_et_al._2020)

MSKRLTREERIEIVLISGERSNRVIAADFNARHPTRPPISHATVSKLLAKFRETGSVLDLPKCGRMKTVTNEETSVAVLASFSKSPQRSTRRMSLESGISRTSLRRILATHKWHPYKLQLLQHLNEDDPDRRTEFAEWAKQKLEQDPQFTQKILFSDEANFYVNGEVNKQNHLYWSDTNPHWMDPSKTVGTTKVMVWCGIWGTTIVGPFFINGNLKATGYLKLLHDDVFPSLCTEAGTFPEFFQQDGAPPHYGCQVRAFLDEQFPGKWIGRRGPVEWPPRSPDLTPLDFYLWGHLKAIVYGVKIRDVQHLKLRILDACAGISPAVLLSVCEEWEKRVALTIQHNGQHIEHIL

>Gambol_(AAAB01008815)

MADSNVPGVDVPNETNSRDNPTDGNNPDEVNVPGTSRLNRKHKTTSNEDRERIIAANENGYSTTLIAEMLSINRSTVYSILKKYWKTGEIEAQRRGGVKQKKLTNAAVIHIQSWIDEDCSISLKKLKSKVLERHGIEVSTSTIARAIKGFNYSFKRVKLLPARRNNSNTVAERKEYALSYNRCTQRLPQASIIFIDEVGFNVSMRTMMGRSEVGTAATKVVPQLRSRNISIVCAMNRTGILHYISRNRAINQEVFVDFIRQLKENLNGDNIGHPPLLIMDNVAFHKCTAVREAIIEEGCEVKYLPPYSPFLNPIENLFSKWKTIVKRANPQNEGELMTAIQQGASLITSQDCDGYFCNMYRYIEKCVLGEEITD

>Gambol_(AAAB01008960)

MLNLHRATVYSIIKKFQKTWNVEAAKRGGNRAKLLPEEAVQSIRTWIDEDCTVTLKALAEKVHERYSVRVSTSTIARQIKGFNYTFKRIHNLPERRNTSSTIEERKSYATMFYQLSVENSNTGIVFLDEVGFNLSMRTSQGRSQKGTIPTLVVPQLRSRNISIICAMDKNGIVHYHSHNRAVNRELFKQFILQLKEKLRTRGIDESYLIMDNVAFHKCIEVKEAIGNEEDKPLYLPPYSPFLNPIENMFSKWKNLVKRSNAQNEEELMAAIADSSTFITSQDCEGYFRNMTAYLARCFRGEVIED

>Gambol_(AAAB01008968)

MLNMNRGTVYSIIKKFQNTWEVAAAKRGGNRAKLLSEEAAQSIRAWIDEDCTVTLKALVEKVYERFNVRVSTTTVAREIKGFNYSFKRIHNLPERRNTDSTIEERRSYASMFYQISMENPDTDIVFLDEVGFKVSMRTSKGRSLKGTTPTIVVPQLRSRNISIVCAMNKSGIVHYLSHNRAINRELFTQFIYELKEKLRMREIHRTFMVMDNVAFHKSSEVKEAKGYDEDKPVYLPPYSPFLNPIENLFSKWKNLVKRANAQNEQELMEAITNCANLVTSQDCEEYFRNMGAYLARCLRGEVIED

>Gambol_(AAAB01016702)

MDIDNSEQEESVQTPKRNNRTTTIEDRKRIITAYEKGVSIANICTSFDMNRNTVYTILRKVKLTGDIEPGKRGGKKPKKLSDEAICSIKQWIDEDCTLSLRKIRQKLEAEHNIVVSITSIGRAIEGFNYSFKRVHRQPEKRNALSNIQIRKEYAIQIMALPRQMSEFNIIYIDEVGMNVSMRASMGRSAVGKPAVVVVPQLRNRNISIACAMTRQGILHYEAKTTAINRISFKKFLTELQEKMVEKGIHAAVMVMDNVAFHKCQEIKELVTQQNNKLLYLPPYSPFLNPIENMFSKWKNTVKRANPQNEMQLMTAIENGASLITQEDCDGYVRNMWSYVERCIREEEITD

>Gambol_(AAAB01006894)

MLNIKRPTVYGIINKYNATWQIAAAKRGGTCKKKLSQDAVESIRAWIDEDCAITLKSLAQKVFERHGVHVSISTIAREVKGFNYSFKMLQKIPERRNTTATIEERTTYARNFYQITRAFPVSGLIYLDEVGFNVSMRTSKGRSQKGTPAVTVVPQIRTRNISIVCAMNSNGIVHYVTHNQPVNRELFTNFIYELKDILRSKNINRSYLIMDNVAFHKSQSVQEAIGTVIDKPLYLPPYSPFLNPIENMFSKWKNYVKRSNCTNHDQLMEAICNGANYVTAEDCEGFINNMWNYMSRCLSGEEILD

>Gambol_(AAAB01006919)

MFGLNRFTVYSILRKVRLTGVVEARKRGGTKPKKLSNDVIDSIKRWIDQDCTISLRKMQQKLEQEHNIQASITTITRAIEGFHYSFKRVNRHPERRNAPSNIEERRKYAVEFMSLPREYSERNIIYIDEVGMNVSMRATMGRSAVGKPAVVVVPQLRSRNISIVCAMARHGIVHYVAKTTAIERVSFKDFILQLKGKLEEVGIFEPVLVMDNVAFHKCNEVKECITQHINARLLYLPPYSPFLNPIENMFSKWKNIVRRANPENENDLMTAIENGASLITFQDCEGYVRNMWEYINRSLSGEQILD

>Gambol_(AAAB01008879)

MLNIKRPTVYGIINKYNATWQIAAAKRGGTCKKKLSQDAVESIRAWIDEDCAITLKSLAQKVFERHGVHVSISTIAREVKGFNYSFKMLQKIPERRNTTATIEERTTYARNFYQITRAFPVSGLIYLDEVGFNVSMRTSKGRSQKGTPAVTVVPQIRTRNISIVCAMNSNGIVHYVTHNQPVNRELFTNFIYELKDILRSKNINRSYLIMDNVAFHKSQSVQEAIGTVIDKPLYLPPYSPFLNPIENMFSKWKNYVKRSNCTNHDQLMEAICNGANYVTAEDCEGFINNMWNYMSRCLSGEEILD

>Gambol_(AAAB01008849)

MLNMKRQTVAGIIKKFNETSVIEAGLRGGTRAKKLSTEQEEQIRAWIDEDCSISLKKLAAKVHEAFQITVSKTTIAKVIEGFNYTLKRVHKVPVRRNVDETIESRRQYAVEYTTLGGRYPQYEVIFIDEVGFNVSMRDTRGRALAGKPAVKELPALRARNISVVCAMSRNGIVHYVSRTRAINKEFFVSFIDELHDKLEEKLITNAILILDNVAFHKSYEVKQKIESYGYKIMYLPPYSPFLNPIENMFAQWKQITKRANPNNETELMHTIETGATLITSADCENYYKHMWTYLPLCLNGERI

>Gambol_(AAAB01008958)

MLNIKLGTVYGIIKQYKATWKVTAKKRGGHNAKLLTQEAVDRIQRWIDEDCTVSLKVLAEKVFQEYGIRVSTSTVAREVKGFNYSYKMIQRIPERRNAAANIEERTTYAAEFYTLTRDFPVNGLIYLDEVGFNVSMRTSKGRSAKGTPATTIVPQLRTRNISIICAMNASGIVLYTVHNQAVNREKFIELILELKATLRAKAIARSYFIMDNVAFHKCSSVKEAIGNNEDKPLYLPPYSPFLNPIENLFSQWKNHVKRAKPNNQEELMEAISNGASYVTAEDCESYIRNMWFYMARCLRGEIILD

>L18-1_HVul_(Puzakov, Puzakova 2022)
MGKVIGKSNLAASLKKRIAELGKLGKSKAEVAAAIGCSEKSIQRYWRKPVNTNFNEKKRCGRPTVLSPASKNLITSEMKDKWGSSTRSCAKKLNFSERYITRKKQISRSTVQRFVQHQPWGKVAYHKPIKPLLTEKNQNDRLKFRDWLEQNGYLQDEHVGRQKRGHVLWTDESPVELFPVPNRQNMRIWTDDKSKITPAVCPKFGLKIMVCGGMSRYGLTELVVVPEKQTVDADYYINHILPKYVEATTRNHQGDTADKRKMFFNQDMILFQQDGAPAHSAKIVQQFCAKNFPSMIPKELWPGNSPDINVIEHLWNFLQQSVFEAPKPKNRVELVERVKDKWSSVTGDYLCLLVKSLPKRVQEIRAANGGHSSY

>Z-1_POch_(Puzakova, Puzakov 2022)
AWNVEGISNREIARRLGVPEGTVRYNLRKQRETGSMDPRPKSGRLRATLPREDRHLMQTCRRNRFLCAPELAMDLARTSGVEVHRSTVSRRLADAGLHGRVARHRHKPRLTPIHKQRRLAWARDHLTWTADDWSRVLRSDESRFQLYQSDGRVYVRRTVGEEFAENCVVPSVKHGGSGIMVWGCMCSAGVGVLARVEGNINAVAYIDILRDHMLPSAHRLIGHEFLFQHDNAPPHTARITQEFIADPTPDFIREMGGSWEFEVMVWPAQSPDLNPIENLWNELGRRVQRENRPRNQGELYQILNRVWEGLDLNVITSLLASMPRRCQDVIDAAEAFTPY

>Bmmar1_(maT/B)

MEWGDKENRIAVIALHKVGMEPNAIFKTLHTLGISKMFVYRAINRCNETSSVCDRKRSGRPRSVRTKKVVKAVRERIRRNPVRKQKILSREMKIAPRTMSRILKDDLGLAAYKRRTGHFLTDNLKENRVVKSKQLLKRYAKGGHRKILFTDENFFTIEQHFNKQNDRIYAQSSKEASQLVDRVQRGHYPTSVMVWWGISYEGVTEPYFCEKGIKTSAQVYQDTILEKVVKPLNNTMFNNQEWSFQQDSAPGHKARSTQSWLETNVSDFIRAEDWPSSSPDLNPLDYDLWSVLESTACSKRHDNLESLKQSVRLAVKIFPMERVRASIDNWPQRLKDCIAANGDHFE

>IS630Ss_(X05955)

MPIIAPISRDERRLMQKAIHKTHDKNYARRLTAMLMLHRGDRVSDVARTLCCARSSVGRWINWFTQSGVEGLKSLPAGRARRWPFEHICTLLRELVKHSPGDFGYQRSRWSTELLAIKINEITGCQLNAGTVRRWLPSAGIVWRRAAPTLRIRDPHKDEKMAAIHKALDECSAEHPVFYEDEVDIHLNPKIGADWQLRGQQKRVVTPGQNEKYYLAGALHSGTGKVSCVGGNSKSSALFISLLKRLKATYRRAKTITLIVDNYIIHKSRETQSWLKENPKFRVIYQPVYSPWVNHVERLWQALHDTITRNHQCSSMWQLLKKVRHFMETVSPFPGGKHGLAKV

>IS630Se_(NP_073225)

MPIIAAIPDEERQLMRKEAQQTHDKNHARRLIAMLMLHQGMTVTDVARLLCAARSSVGRWINWFTLHGVEGLKSLRPGRAPRWPVADILQLLPLLVQRSPKDFGWLRSRWSTELLALVINRLFDVTLHRSTLHRYLRQADMVWRRAAPTLKIKDPHYEEKRLVIDQALAQEQTAHPVFYQDEVDIDLNPKIGADWMPKGQQKRIATPGQNQKHYLAGALHSGTGRVHYVSGSSKSSDLFISLLETLRRTYRRAKTITLVADNYIIHKSRKVERWLEENPKFRLLFLPMYSPWLNPIERLWLSLHETITRNHQCRYMWQLLKQVAQFMNAASLFPGNQQGLAKVER

>IS630_Citrobacter_braakii_(STH95988)
MPIIAPIPRGERRLMQKAIHKTRDKNHARRLTAMLMLHRGERVSDVARTLCCARSSVGRWINWFTHSGIEGLKSLPAGRSRRWPFEHICTLLRELIKHSPGDFGYQRSRWSTELLAIKINEITGCQLHAGTVRRWLPSAGLVWRRAAPTLRIRDPHKDEKMAVIHKALDECSAEHPVFYEDEVDIHLNPKIGADWQLRGQQKRVVTPGQNEKYYLAGALHSGTGKVSYVGGNSKSSALFIALLKHLKATYRRAKTITLIVDNYIIHKSRETQRWLKANPKFRVIYQPVYSPWVNHVERLWQALHDTITRNHQCRSMWQLLKKVRHFMETASPFPGGKHGQAKV

>IS630_Escherichia_coli_(GDW80866)
MPIIAPIPRTQRRLMQKTIHKTKDKNHARRLTAMLMLHRGDTVSYVARTLCCARSSIGRWINWSTLSGVEGLKSLPSGRGSRWPFEHICALLRELVKHSPGDFGYQRSRWSTELLAIKIRDVTGCPLHASTIRRWLPAAGLVWRRAAPTLRIRDPHKEEKMAAIHEALAKCSAENPVFYEDEVDIHLNPKIGADWQLRGQQKRVVTPGQNEKYYLAGALHSGTGKVSYIGGNSKGSSLFIRLLKHLKATYRRAKTITLIVDNYIIHKSRETLRWLKANPKFRVIYQPVYSPWVNHVERLWQALHETITRNQQCRLMWQLLKKVRHFMDTGSPFPGGKHGLAKV

>IS630_Shigella_dysenteriae_(VDG84061)
MPIIAPISRDERRLMQKAIHKTHDKNYARRLTAMLMLHRGDRVSDVARTLCCARSSVGRWINWFTQSGVEGLKSLPAGRARRWPFEHICTLLRELVKHSPGDFGYQRSRWSTELLAIKINEITGCQLNAGTVRRWLPSAGIVWRRAAPTLRIRDPHKDEKMAAIHKALDECSAEHPVFYEDEVDIHLHPKIGADWQLRGQQKRVVTPGQNEKYYLAGALHSGTGKVSYVGGNSKSSALFISLLKRLKATYRRAKTITLIVDNYIIHKSRETQSWLKENPKFRGIYQPVYSPWVNHVERLWQALHDTITRNHQCRSMWQLLKKVRHFMETVSPFPGGKHGLAKV

>IS630_Shigella_flexneri_(SRR10263
MPIIAPISRDERRLMQKAIHKTHDKNYARRLTAMLMLHRGDRVSDVARTLCCARSSVGRWINWFTQSGVEGLKSLPAGRARRWPFEHICTLLRELVKHSPGDFGYQRSRWSTELLAIKINEITGCQLNAGTVRRWLPSAGIVWRRAAPTLRIRDPHKDEKMAAIHKALDECSAEHPVFYEDEVDIHLHPKIGADWQLRGQQKRVVTPGQNEKYYLAGALHSGTGKVSYVGGNSKSSALFISLLKRLKATYRRAKTITLIVDNYIIHKSRETQSWLKENPKFRGIYQPVYSPWVNHVERLWQALHDTITRNHQCRSMWQLLKKVRHFMETVSPFPGGKHGLAKV

>TBE_AAA18578_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFSTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETKKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB42017_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLSITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB42032_Oxytricha_fallax_(Dupeyron et al. 2020)

SDEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLGITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB49643_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYXIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLXITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB49646_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRHSNIEVYDQKVKVQTMAILGGISEDXGLETYXIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKXTRKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58026_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGVSEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLGITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58028_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNREVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLSITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58030_Oxytricha_fallax_(Dupeyron et al. 2020)

AXEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLSITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58032_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGVSEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLGITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58034_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58036_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_AAB58377_Oxytricha_fallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILXGISEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_TBE1_Oxytricha_fallax_(Dupeyron et al. 2020)

SDEAVFTFNTFIQKSWYKRNSNIEVYDQKVKVQTMAILGGISEDAGLETYIIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLGITPVFNVPYSPQFNGIEFYWGIL

>TBE_AAB42034_Oxytricha_trifallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRHSNIEVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKETRKSYEQLRITPVFNVPYSPQFNGIEFYWGI

>TBE_EJY78953_Oxytricha_trifallax_(Dupeyron et al. 2020)

ADEAVFTFNTFIQKSWYKRHSNIEVYDQKVKVQTMAILGGISEDAGLETYVIHPRSIKTEQYIKFLEQLREKYPEQEIILFVDNLSVHKTKRNKE

>TBE_EJY85485_Oxytricha_trifallax_(Dupeyron et al. 2020)

ADEAVFTFNTFINKSWYKKYDNIEVYDQKVKVVTHAILAGISEDSGLESYVIHPRSIKREQYIEFLHKLREKYSNQQIILFVDNLSVHKTKESKKAYEELNITPVYN

>HvSm_XP_004209659_Hydra_vulgaris_(Dupeyron et al. 2020)

IFFIDEVGVSLSMQVRRGRSLAGKRATQTLTNIRSRNISVCCAMNKNGILKFKAQTKAFNTESVLDFIRLVLAQLAVNEVVGAILILDNVRFHKTAVVHNEIVCAGHSLIFLPPYSPFLNPIENMFSEWKQ

>HvSm_XP_004212365_Hydra_vulgaris_(Dupeyron et al. 2020)

IFFIDEAGFSLSMQVRRGRSLAGKRATQTVTNIRSRNISVCYAMNKNGILKYEAQTRAFNTESFFDFIRLVLAQLAVNEVVGSILILDNVQFHKTDVVHNEIVRAGHSLIFLPPYSPFLNPIENMFSEWKQ

>HvSm_XP_012557766_Hydra_vulgaris_(Dupeyron et al. 2020)

IFFIDEVGFSLSMRVRRGRSLAGKRVTQTVTNIRLRNISVCCAMNKNGILKYEAQTRAFNTESFLDFIRLVLAQLAVNEVVRAILILDNVRFHKTAVVHNEIVRAGHSLIFLPPYSPFLNPIENMFSEWKQ

>HvSm_M-6_SM_Schmidtea_mediterranea_(Dupeyron et al. 2020)

FIDEVGFKVSTRVSRGRSLVGTPAVAIVPTIRSRNIICCAMTRAGIVHYQTQTTPFNTACFMAFINGLIVRLRETNVQSAIFIMDNVAFHRTNAVRDLIIAEGFSYDFLPPYSPFLNPIENMFSKWKE

>Tec_AAA62601_Moneuplotes_crassus_(Dupeyron et al. 2020)

VVYIDECSFNRSALPLYTWHAKGTEAPKLIRSSNQRYNCIAAQVCNHKLFHVKQDTTKEDSFIEFLENLHDKLRTILSKRQLSKRTIYVFDNASIHLTQKVVKCVTDRKMVCFTIPPYCPELNKVEHTFGLLKN

>Tec_AAA91339_Moneuplotes_crassus_(Dupeyron et al. 2020)

IVYIDECSFNASALPLYTWNKIGDEPVKLIRSTNQRFNCIAAQVEQHKIFHIKTETTKDQNFITFLEKLNSLLKTMIAKKQLMKRTVYVFDNASIHSTEKVVKAITGMKMVCFTIPPYSPELNKIEHTFGTLKR

>Tec_AAM80490_Moneuplotes_crassus_(Dupeyron et al. 2020)

VVYIDECSFNASALPLYTWHAKGTEAPKLIRSSIQRYNCIAAQVCNHKLFHIKQDTTKEDSFIEFLENLHDKLRTILSKRQLTKRTIYVFDNASIHLTKKVVKCVTDRKMVCFTIPPYCPELNKVEHTFGLLKN

>Tec_Tec1_Euplotes_crassus_(Dupeyron et al. 2020)

YIDECSFNASALPLYTWNKIGDEPVKLIRSTNQRFNCIAAQVEQHKIFHIKTETTKDQNFITFLEKLNSLLKTMIAKKQLMKRTVYVFDNASIHSTEKVVKAITGMKMVCFTIPPYSPELNKIEHTFGTLKR

>Sailor_Mo_Batpla_(Shi et al. 2021)

YVDETWVNENDSPFKKWTSPQGETSNPPPSGKGKRLIILHEGSADSGFIDGYELVFKAKKGEGDYHAEMNTTVFMDWFTNTLIPALDSPSVIVIDNAVYHNKITEQSQSPVSSHRKGEMIGWLELQGINVDPKLIKSEIYQIVRQHKPNPKYVTDEIAMENGHFVLRTPIRHCELNAIELIW

>Sailor_Mo_Cepnem_(Shi et al. 2021)

YLDETWINAHHTSEKEWQSMDGKIKRYVPSSKGQRLVIAHAGSTHNGLLQNAGLVFVSKHTDNRDYHNEMNGNVFRDWLENTVLPSLDRPSCLIMDNASYHNVVAQEDKIPTASSAKEAIKIWLRRENIPFPETYFKLQLLSLVKQAQKSKKFQIDKLIEEHGHRCLRLPPYHSHLNPIELVW

>Sailor_Mo_Cragig_(Shi et al. 2021)

YLDETWLNTNHVARGDWVDCPRTSTSAFESHRGGHGRFVPSGKGSRLIIVDAGSSAVGMIPGSALIFESKTGNQDYHDEMNSENFTKWFTEQLLPNLPANSVIVMDNASYHSHLDPESRCPTSSAPKAEIQSWLDRKGIHYNPRMIKAELVTLVKQHKPRPKYVIDDLASQSGHTVLRLPPYHCELNPIELVW

>Sailor_Mo_Cycsin_(Shi et al. 2021)

YVDETWVNANHCVKGEWSDSSVNDMSRLLGNEKGACEFIPSGKGKRLIVLDAGCRNVGLIPGVGEVFVAQNESGDYHNEMNHEHFFNWWKNTLIPALPGPSTIVVDNASYHSVLTDDTRSPTTATRKDDIKVWLQERHIHFTDDMVKAELLEIVRRSKPRPKFVIDEYAMESCQKVLRLPPRHCELNPIELVW

>Sailor_Mo_Hallae_(Shi et al. 2021)

YTDETWVNKNHSTDRMWLSCDMSSAPKIPSGKGKRLIILHAGRRECGLIPGCDLVFEVNSSEGDYHKEMNSQVFMEWLEHQXXXXXHNPSVIVLDNASYHNVKVESTVSPSMASKMCVMQSWFKDHDVSFHAKDIKPKRPEQIKVNKPKPQYQTDALAGSQGHDVLRAPARHCELSPIELIW

>Sailor_Mo_Halrub_(Shi et al. 2021)

YLDETWVNANHTAARQWLPTDPSDGRKIPTGKGERLIVLHAGSHRGFLPGCDLVFRSKSTDGRDYHTEMNSTVFTQYVEEQLLPALPYKSLVVMDNAPYHSVRDPNNRCPTSNTKKSDMQQWLTNNNIQFSIKATKPQLYSLIKPNKPPPTYNIDNMLRQHGHKVLRLPPYHCDLNPIELIW

>Sailor_Mo_Halruf_(Shi et al. 2021)

FLDETWVNASHTASSQWVPSGDCKESGRKLPMGKGERLIVLHAGSASQGFLPDCDLVFRAKAKDNRDYHTEMNGNVFLEWVKDKLVPALPTKSLIVMDNAPYHSVQDPESKTPTSNNRKGDMVTWLQRRNITFPSRATKPQLYEIIKTMKPDPVYKVDSYIKGQGHAVLRLPPYHCDLNPIELVW

>Sailor_Mo_Limfor_(Shi et al. 2021)

YLDETWLNTNHVVKGDWLDHPSTSMSVFEPPCKGCGRVLPTGKGTRMIILDAGSSQQGLIPGCGLIFESKTSSSDYHDEMNSEHFTEWFRDKLIPRLLPRSIIVMDNAPYHSHLVPDSKVPNTGSRKSEISAWLERNDVQYDKEMVKAELLDLVKQHKPRPRYVIDELASDHGHEVLRLPPHHCELNPIEMVW

>Sailor_Mo_Mermer_(Shi et al. 2021)

YLDETWIDTSHTAKYCWRSVEERGVAAPFSKGQRLIVVHAGGQNGFVPGAELVFKANCATGDYHHEMNGPNFEKWLKEKLLPNLRVKCVIIMDNASYHSVQSEKTPSSSTRKADIQEWLRNRDIPFGEKLTRPELLNIVKMYKPKEKVYRIDSLIKERGHEVLRLPPYHCEFNPIELIW

>Sailor_Mo_Modphi_(Shi et al. 2021)

YTDETWIDTSYTAKFCWQSTEESGVLLPISRGKRLIEVHAGGNKGFVPGALLVSKATSNTGDYHKEMNGENFKKWFTEKLLDNLHEKSIVVMDNALCHSVKSEKCPTSSTRKADIQAWLTKHGIRFDSKMLRPQLLALAKSHKVDPQYVIDDIAKDRGHIILRLPPYHPDLNPIELVW

>Sailor_Mo_Mytcor_(Shi et al. 2021)

YLDETWLNTNHVVKGDWLDVPSTSMSVFEPHCKGTHRKVPSGKGTRLIILDVGSSQQGLIPGCGLIFESKTNSSDYHDEMNKEHFTEWFRDTLIPKLPPQSVIVMDNAPYHSHLDPDSRVPNTNSNKSEISAWLEKSNVHYDKKMKKTELLDLVKQKKPQPRYIIDDLASANGHEILRTPPYHCELNPIEMVW

>Sailor_Mo_Pinimb_(Shi et al. 2021)

YLDETWVNKNHSTDFMWLPSDSSDAPKIPSGKGKRLIVLHAGTAKEGLIKGCDLVFVAKTKDGDYHNEMNSEVFLDWFENQLLPALKAPSVIVLDNASYHNTKTEQTTTPNMNNRKAVMQEWLKQHHITFAQSDTKPVLYEKIKRHKPQIVYQTDELAHQNGHVVLRTPVRHCELNPIELIW

>Sailor_Mo_Rudphi_(Shi et al. 2021)

YTDETFLHTSHTVAKSWQSTFVGLKSPLNKGDRLIVVHAGNENGFIEGASLVFKSKSSTGDYHSEMNGENFLKWVREKLVPNLPARSVLIVDNAPYHNLQTDKCPTQANRKAEIQDWLRRHGIVFEDNMLKAQLLQLCKSNKPAPRYVLDSLLKDHGHEVLRLPAYHADLNAIELVW

>Sailor_Mo_Sacglo_(Shi et al. 2021)

YLDETWLNTNHVARGDWVDCPRTSTSAFESHREGHGRFVPPGKGSRLIIVDAGSSAVGMIPGSSLVFESKTGTQDYHDEMNSGNFTRWFTEQLLPNLPGNSVIVMDNASYHSHLDPESKCPTSSARKAEIQSWLDRKGIHYTPAMIKAELLTLVKQHKPRPKYVIDDLASQAGHTVLRLPPYHCELNPIELVW

>Sailor_Mo_Teggra_(Shi et al. 2021)

YMDETYINSSHTVPKCWQLDWNGLSVPIGAGDRLVVVDAGSEKGFVPNASLIYKAKSSTGDYHHEMNAENFTKWLREKLIPNLEPNSVLVVDNASYHNVQEDKKPTTSWKKKDIQEWLTKHNIKFTEDMVRAQLLTICKQQIIPPSYRIDYILREHGHKILRLPPYHTDLNPIELIW

