>DM_validatal
MLGWVQRVLPQPPGTPQKTKQEEEGTEPEPELEPKPETAPEETELEEVSLPPEEPCVGKEVAAVTLGP
QGTQETALTPPTSLQAQVSVAPEAHSSPRGWVLTWLRKGVEKVVPQPAHSSRPSQNIAAGLESPDQ
QAGAQILGQCGTGGSDEPSEPSRAEDPGPGPWLLRWFEQNLEKMLPQPPKISEGWRDEPTDAALGP
EPPGPALEIKPMLQAQESPSLPAPGPPEPEEEPIPEPQPTIQASSLPPPQDSARLMAWILHRLEMALPQ
PVIRGKGGEQESDAPVTCDVQTISILPGEQEESHLILEEVDPHWEEDEHQEGSTSTSPRTSEAAPADEE
KGEVVEQTPRELPRIQEEKEDEEEEKEDGEEEEEEGREKEEEEGEEKEEEEGREKEEEEGEKKEEEGREKEE
EEGGEKEDEEGREKEEEEGRGKEEEEGGEKEEEEGRGKEEVEGREEEEDEEEEQDHSVLLDSYLVPQSEE
DQSEESETQDQSEVGGAQTQGEVGGAQALSEESETODQSEVGGAQDQSEVGGAQAQGEVGGAQ
EQDGVGGAQDQSTSHQELQEEALADSSGGSFQMSPFEALQECEALKR
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>DM_validata?2
MSDASLRSTSTMERLVARGTFPVLVRTSACRSLFGPVDHEELSRELQARLAELNAEDQNRWDYDFQ
QDMPLRGPGRLQWTEVDSDSVPAFYRETVQVGRCRLLLAPRPVAVAVAVSPPLEPAAESLDGLEEAP
EQLPSVPVPAPASTPPPVPVLAPAPAPAPAPVAAPVAAPVAVAVLAPAPAPAPAPAPAPAPVAAPAP
APAPAPAPAPAPAPAPDAAPQESAEQGANQGQRGQEPLADQLHSGISGRPAAGTAAASANGAAIK
KLSGPLISDFFAKRKRSAPEKSSGDVPAPCPSPSAAPGVGSVEQTPRKRLR
11111111121121221211221211212271221211212211212212112112112122122121 12111112
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
111111111211212212112212112122712212112122112122712112112122122122121 12111112
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
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>DM_validata3
MAEDADMRNELEEMQRRADQLADESLESTRRMLQLVEESKDAGIRTLVMLDEQGEQLDRVEEGMN
HINQDMKEAEKNLKDLGKCCGLYICPCNKLKSSDAYKKAWGNNQDQVVASQPARVVDEREQMAIS
GGFIRRVTNDARENEMDEDLEQVSGIIGNLRHMALDMGNEIDTONRQIDRIMEKADSNKTRIDEAN
QRATKMLGSG
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
11111111121121221211221211212271221211212211212212112112112122122121 12111112
111111211121121221211221212212212212112122112122 111111121

>DM_validata4
MNAADRMGARVALLLLLVLGSPQSGVHGEEGLDFPEYDGVDRVINVNAKNYKNVFKKYEVLALLYH
EPPEDDKASQRQFEMEELILELAAQVLEDKGVGFGLVDSEKDAAVAKKLGLTEEDSIYVFKEDEVIEYD
GEFSADTLVEFLLDVLEDPVELIEGERELQAFENIEDEIKLIGYFKNKDSEHYKAFKEAAEEFHPYIPFFATF
DSKVAKKLTLKLNEIDFYEAFMEEPVTIPDKPNSEEEIVNFVEEHRRSTLRKLKPESMYETWEDDMDGIH
IVAFAEEADPDGYEFLEILKSVAQDNTDNPDLSIIWIDPDDFPLLVPYWEKTFDIDLSAPQIGVVNVTDA
DSVWMEMDDEEDLPSAEELEDWLEDVLEGEINTEDDDDEDDDDDDDD



111111111211212212112212112122712212112122112122121121 1211212212212 12111112
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11111111121121221211221211212271221211212211212212112112112122122121 12111112
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>DM_validatab
VLSEGEWQLVLHVWAKVEADVAGHGQDILIRLFKSHPETLEKFDRFKHLKTEAEMKASEDLKKHGVTV
LTALGAILKKKGHHEAELKPLAQSHATKHKIPIKYLEFISEAIIHVLHSRHPGDFGADAQGAMNKALELF
RKDIAAKYKELGYQG
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
111111111211212212112212112122712212112122112122121121 1211212211212 12111112
111

>DM_validata6
MATIATGLNIATQRVFVTSENRPVCLAGPVHLNNSWNLGSRTTNRMMKLQPIKAAPEGGISDVVEKS
IKEAQETCAGDPVSGECVAAWDEVEELSAAASHARDKKKADGSDPLEEYCKDNPETNECRTYDN
11111111121121221211221211212271221211212211212212112112112122122121 12111112
111111211121121221211221211212212212112122112122111111121

>DM_validata7
MKKRNRLKKNEDFQKVFKHGTSVANRQFVLYTLDQPENDELRVGLSVSKKIGNAVMRNRIKRLIRQA
FLEEKERLKEKDYNIARKPASQLTYEETKKSLQHLFRKSSLYKKSSSK
111111111211212212112212112122712212112122112122712112112122122122121 12111112
111111111211212212112212112122112121 12112

>DM_validata8
MPRSLKKGPFIDLHLLKKVEKAVESGDKKPLRTWSRRSTIFPNMIGLTIAVHNGRQHVPVFVTDEMVG
HKLGEFAPTRTYRGHAADKKAKKK
111111111211212212112212112122712212112122112122712112112122122122121 12111112
11111111121121111

>DM_validatall
VSFRQKRTRIPLLAMTVTALAAAVCGVTTAPAATGAEVAVPLSVGAAAGNATPIPGYVIQSSAQVSD
DSAVSKPGFPTSGWYPVSSRSTVYAGLLQNGKYADPFYSTNMQNVPAAQFSVPWWYRTDLNVDD
TSSRTYLDFSGVLSKADVWVNGTKVATKDQVNGAYTRHDLDITAQVHTGVNSVAFKVYPNDPNRD
LSMGWIDWAQTPPDQNMGIVRDVLVRRSGAVALRSAHVIQKLNSALDHADLTVKADVRNDSANA
VOQTTVAGTVAGKPISQTVSLAAKERKTVTFPLVGLDRPNVWWPAGMGGQHRYDLDLTASVGGTPS
DAAKSKFGVRDVKATLNSSGGRQYSVNGKPLLIRGGGYTPDLFLRWNETAAADKLKYVLNLGLNTVR
LEGHIEPDEFFDIADDLGVLTMPGWECCDKWEGQVNGEEKGEPWVESDYPIAKASMFSEAERLRDH
PSVISFHIGSDFAPDRRIEQGYLDAMKAADFLLPVIPAASARPSPITGASGMKMNGPYDYVPPVYWYD
KSQKDRGGAWSFNSETSAGVDIPTMDTLKRMMSASELDTMWKNPSAKQYHRSSSDTFGNLKLFGD
ALTKRYGASANLNDFVRKAQLSQYENVRAEFESHSRNYTDSTNPSTGLIYWMLNSPWTSLHWQLFD
AYMDQNGAYYGAKKANEPLHIQYSHDNRSVVVINQTSNAVSGLTATTKLYNLDGTEKYSNTKTGLS
VGALGAKATAVTVPAVSGLSTTYLAKNVLTDSSGKEVSRNVYWLSTKADTLNWGGSDWYYTPQSAF
ADLSGLNNLGQSAVGATANSVAGADGTTTTTVTLKNTSGGRLPAFYVDSKVVDSAGKPVLPVEWN
DNAVSLWPGETTTLTAKYRTADLKGSKPSVRISGWNTGTQTVPADGSGPGPSDPVDYQAEDATIVQ
GAVESNHAGYTGTGFVNYDNVAGSSVEWTVTVPSAGTYDVVVRYANGTTTSRPLDFSVNGSISASG



VAFGSTGTWPAWTTKTVRVTLAAGVNKIKAVATTANGGPNVDKITL
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>DM_validatal8
MLNRETHMKKVRKIFQKAVAGLCCISQLTAFSSIVALAETPETSPAIGKVVIKETGEGGALLGDAVFELK
NNTDGTTVSQRTEAQTGEAIFSNIKPGTYTLTEAQPPVGYKPSTKQWTVEVEKNGRTTVQGEQVENR
EEALSDQYPQTGTYPDVQTPYQIIKVDGSEKNGQHKALNPNPYERVIPEGTLSKRIYQVNNLDDNQY
GIELTVSGKTVYEQKDKSVPLDVVILLDNSNSMSNIRNKNARRAERAGEATRSLIDKITSDSENRVALVT
YASTIFDGTEFTVEKGVADKNGKRLNDSLFWNYDQTSFTTNTKDYSYLKLTNDKNDIVELKNKVPTEA
EDHDGNRLMYQFGATFTQKALMKADEILTQQARQNSQKVIFHITDGVPTMSYPINFNHATFAPSYQ
NQLNAFFSKSPNKDGILLSDFITQATSGEHTIVRGDGQSYQMFTDKTVYEKGAPAAFPVKPEKYSEMK
AAGYAVIGDPINGGYIWLNWRESILAYPENSNTAKITNHGDPTRWYYNGNIAPDGYDVFTVGIGING
DPGTDEATATSFMQSISSKPENYTNVTDTTKILEQLNRYFHTIVTEKKSIENGTITDPMGELIDLQLGTD
GRFDPADYTLTANDGSRLENGQAVGGPQNDGGLLKNAKVLYDTTEKRIRVTGLYLGTDEKVTLTYNV
RLNDEFVSNKFYDTNGRTTLHPKEVEQNTVRDFPIPKIRDVRKYPEITISKEKKLGDIEFIKVNKNDKKPL
RGAVFSLQKQHPDYPDIYGAIDQNGTYQNVRTGEDGKLTFKNLSDGKYRLFENSEPAGYKPVQNKPI
VAFQIVNGEVRDVTSIVPQDIPAGYEFTNDKHYITNEPIPPKREYPRTGGIGMLPFYLIGCMMMGGVLL
YTRKHP
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>DM_validatal9
SERFPNDVDPIETRDWLQAIESVIREEGVERAQYLIDQLLAEARKGGVYNVAAGTGISNYINTIPVEEQPE



YPGNLELERRIRSAIRWNAIMTVLRASKKDLELGGHMASFQSSATIYDVCFNHFFRARNEQDGGDLVY
FQGHISPGVYARAFLEGRLTQEQLDNFRQEVHGNGLSSYPHPKLMPEFWQFPTVSMGLGPIGAIYQA
KFLKYLEHRGLKDTSKQTVYAFLGDGEMDEPESKGAITIATREKLDNLVFVINCNLQRLDGPVTGNGKII
NELEGIFEGAGWNVIKVMWGSRWDELLRKDTSGKLIQLMNETVDGDYQTFKSKDGAYVREHFFGKY
PETAALVADWTDEQIWALNRGGHDPKKIYAAFKKAQETKGKATVILAHTIKGYGMGDAAEGKNIAH
QVKKMNMDGVRHIRDRFNVPVSDADIEKLPYITFPEGSEEHTYLHAQRQKLHGYLPSRQPNFTEKLEL
PSLODFGALLEEQSKEISTTIAFVRALNVMLKNKSIKDRLVPIIADEARTFGMEGLFRQIGIYSPNGQQYT
PQDREQVAYYKEDEKGQILQEGINELGAGCSWLAAATSYSTNNLPMIPFYIYYSMFGFQRIGDLCWA
AGDQQARGFLIGGTSGRTTLNGEGLQHEDGHSHIQSLTIPNCISYDPAYAYEVAVIMHDGLERMYGE
KQENVYYYITTLNENYHMPAMPEGAEEGIRKGIYKLETIEGSKGKVQLLGSGSILRHVREAAEILAKDYG
VGSDVYSVTSFTELARDGQDCERWNMLHPLETPRVPYIAQVMNDAPAVASTDYMKLFAEQVRTYV
PADDYRVLGTDGFGRSDSRENLRHHFEVDASYVVVAALGELAKRGEIDKKVVADAIAKFNIDADKVN
PRLA
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>DM_validata20
MNTINIAKNDFSDIELAAIPENTLADHYGERLAREQLALEHESYEMGEARFRKMFERQLKAGEVADNA
AAKPLITTLLPKMIARINDWFEEVKAKRGKRPTAFQFLQEIKPEAVAYITIKTTLACLTSADNTTVQAVAS
AIGRAIEDEARFGRIRDLEAKHFKKNVEEQLNKRVGHVYKKAFMQVVEADMLSKGLLGGEAWSSWH
KEDSIHVGVRCIEMLIESTGMVSLHRQNAGVVGQDSETIELAPEYAEAIATRAGALAGISPMFQPCVVP
PKPWTGITGGGYWANGRRPLALVRTHSKKALMRYEDVYMPEVYKAINIAQNTAWKINKKVLAVANV
ITKWKHSPVEDIPAIEREELPMKPEDIDMNPEALTAWKRAAAAVYRKDKARKSRRISLEFMLEQANKFA
NHKAIWFPYNMDWRGRVYAVSMFNPQGNDMTKGLLTLAKGKPIGKEGYYWLKIHGANCAGVDKV
PFPERIKFIEENHENIMACAKSPLENTWWAEQDSPFCFLAFCFEYAGVQHHGLSYNCSLPLAFDGSCS
GIQHFSAMLRDEVGGRAVNLLPSETVQDIYGIVAKKVNEILQADAINGTDNEVVTVTDENTGEISEKY
KLGTKALAGQWLAYGVTRSVTKRSVMTLAYGSKEFGFRQQVLEDTIQPAIDSGKGLMFTQPNQAAG
YMAKLIWESVSVTVVAAVEAMNWLKSAAKLLAAEVKDKKTGEILRKRSAVHWVTPDGFPVWQEYKK
PIQTRLNLMFLGQFRLQPTINTNKDSEIDAHKQESGIAPNFVHSQDGSHLRKTVVWAHEKYGIESFALI
HDSFGTIPADAANLFKAVRETMVDTYESSDVLADFYDQFADQLHESQLDKMPALPAKGNLNLRDILE
SDFAFA
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>DM_validata2l
MEKYNPHAIEAKWQRFWEEKGFMKAKDLPGGRGKQYVLVMFPYPSGDLHMGHLKNYTMGDVLAR
FRRMQGYEVLHPMGWDAFGLPAENAALKFGVHPKDWTYANIRQAKESLRLMGILYDWDREVTTCE
PEYYRWNQWIFLKMWEKGLAYRAKGLVNWCPKCQTVLANEQVVEGRCWRHEDTPVEKRELEQWY
LRITAYAERLLKDLEGLNWPEKVKAMQRAWIGRSEGAEILFPVEGKEVRIPVFTTRPDTLFGATFLVLAP
EHPLTLELAAPEKREEVLAYVEAAKRKTEIERQAEGREKTGVFLGAYALNPATGERIPIWTADYVLFGYG
TGAIMAVPAHDQRDYEFARKFGLPIKKVIERPGEPLPEPLERAYEEPGIMVNSGPFDGTESEEGKRKVIA
WLEEKGLGKGRVTYRLRDWLISRQRYWGTPIPMVHCEACGVVPVPEEELPVLLPDLKDVEDIRPKGKS
PLEAHPEFYETTCPKCGGPAKRDTDTMDTFFDSSWYYLRYTDPHNDRLPFDPEKANAWMPVYDQYIG
GVEHAVLHLLYSRFFTKFLHDLGMVKVEEPFQGLFTQGMVLAWTDFGPVEVEGSVVRLPEPTRIRLEIP
ESALSLEDVRKMGAELRPHEDGTLHLWKPAVMSKSKGNGVMVGPFVKEQGADIARITILFAAPPENE
MVWTEEGVQGAWRFLNRIYRRVAEDREALLETSGVFQAEALEGKDRELYGKLHETLKKVTEDLEALRF
NTAIAALMEFLNALYEYRKDRPVTPVYRTAIRYYLQMLFPFAPHLAEELWHWFWPDSLFEAGWPELD
EKALEKDVVEVAVQVNGRVRGTIHIPKDAPLEVARAEALKVRNVRAHLEGKEVVKEIYVPGKILNLVVR
G
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>DM_validataz24
AQKPLSDDEKFLFVDKNFVNNPLAQADWSAKKLVWYVPSEKHGFEAASIKEEKGDEVTVELQENGKKV
TLSKDDIQKMNPPKFSKVEDMAELTCLNEASVLHNLRERYFSGLIYTYSGLFCVVINPYKQLPIYSEKIID
MYKGKKRHEMPPHIYAIADTAYRSMLQDREDQSILCTGESGAGKTENTKKVIQYLAVVASSHKGKKD
TSITQGPSFSYGELEKQLLQANPILEAFGNAKTVKNDNSSRFGKFIRINFDVTGYIVGANIETYLLEKSRAI
RQAKDERTFHIFYYLIAGASEQMRNDLLLEGFNNYTFLSNGHVPIPAQQDDEMFQETLEAMTIMGFT
EEEQTSILRVVSSVLQLGNIVFKKERNTDQASMPDNTAAQKVCHLMGINVTDFTRSILTPRIKVGRDV
VOKAQTKEQADFAIEALAKAKFERLFRWILTRVNKALDKTKRQGASFLGILDIAGFEIFEINSFEQLCINY
TNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIELIERPTNPPGVLALLDEECWFPKATDTS



FVEKLIQEQGNHAKFQKSKQLKDKTEFCILHYAGKVTYNASAWLTKNMDPLNDNVTSLLNQSSDKFV
ADLWKDVDRIVGLDQMAKMTESSLPSASKTKKGMFRTVGQLYKEQLTKLMTTLRNTNPNFVRCIIPN
HEKRAGKLDAHLVLEQLRCNGVLEGIRICRQGFPNRIVFQEFRQRYEILAANAIPKGFMDGKQACILMI
KALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKI
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>DM_validata26
MAQAGFILTRHWRDTPQGTEVSFWLATDNGPLQVTLAPQESVAFIPADQVPRAQHILQGEQGFRLT
PLALKDFHRQPVYGLYCRAHRQLMNYEKRLREGGVTVYEADVRPPERYLMERFITSPVWVEGDMHN
GTIVNARLKPHPDYRPPLKWVSIDIETTRHGELYCIGLEGCGQRIVYMLGPENGDASSLDFELEYVASRP
QLLEKLNAWFANYDPDVIIGWNVVQFDLRMLQKHAERYRLPLRLGRDNSELEWREHGFKNGVFFAQ
AKGRLIIDGIEALKSAFWNFSSFSLETVAQELLGEGKSIDNPWDRMDEIDRRFAEDKPALATYNLKDCEL
VTQIFHKTEIMPFLLERATVNGLPVDRHGGSVAAFGHLYFPRMHRAGYVAPNLGEVPPHASPGGYV
MDSRPGLYDSVLVLDYKSLYPSIVRTFLIDPVGLVEGMAQPDPEHSTEGFLDAWFSREKHCLPEIVTNI
WHGRDEAKRQGNKPLSQALKIIMNAFYGVLGTTACRFFDPRLASSITMRGHQIMRQTKALIEAQGYD
VIYGDTDSTFVWLKGAHSEEEAAKIGRALVQHVNAWWAETLQKQRLTSALELEYETHFCRFLMPTIRG
ADTGSKKRYAGLIQEGDKQRMVFKGLETVRTDWTPLAQQFQQELYLRIFRNEPYQEYVRETIDKLMA
GELDARLVYRKRLRRPLSEYQRNVPPHVRAARLADEENQKRGRPLQYQNRGTIKYVWTTNGPEPLDY
QRSPLDYEHYLTRQLQPVAEGILPFIEDNFATLMTGQLGLF
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>DM_validata27
MTPLRVFRKTTPLVNTIRLSLLPLAGLSFSAFAAQVNIAPGSLDKALNQYAAHSGFTLSVDASLTRGKQ
SNGLHGDYDVESGLQQLLDGSGLQVKPLGNNSWTLEPAPAPKEDALTVVGDWLGDARENDVFEH
AGARDVIRREDFAKTGATTMREVLNRIPGVSAPENNGTGSHDLAMNFGIRGLNPRLASRSTVLMDGI
PVPFAPYGQPQLSLAPVSLGNMDAIDVVRGGGAVRYGPQSVGGVVNFVTRAIPQDFGIEAGVEGQL



SPTSSQNNPKETHNLMVGGTADNGFGTALLYSGTRGSDWREHSATRIDDLMLKSKYAPDEVHTENS
LLQYYDGEADMPGGLSRADYDADRWQSTRPYDRFWGRRKLASLGYQFQPDSQHKFNIQGFYTQTL
RSGYLEQGKRITLSPRNYWVRGIEPRYSQIFMIGPSAHEVGVGYRYLNESTHEMRYYTATSSGQLPSGS
SPYDRDTRSGTEAHAWYLDDKIDIGNWTITPGMRFEHIESYQNNAITGTHEEVSYNAPLPALNVLYHL
TDSWNLYANTEGSFGTVQYSQIGKAVQSGNVEPEKARTWELGTRYDDGALTAEMGLFLINFNNQYD
SNQTNDTVTARGKTRHTGLETQARYDLGTLTPTLDNVSIYASYAYVNAEIREKGDTYGNLVPFSPKHK
GTLGVDYKPGNWTFNLNSDFQSSQFADNANTVKESADGSTGRIPGFMLWGARVAYDFGPQMADL
NLAFGVKNIFDQDYFIRSYDDNNKGIYAGQPRTLYMQGSLKF
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>DM_validata4l
MGTTTMGVKLDDATRERIKSAATRIDRTPHWLIKQAIFSYLEQLENSDTLPELPALLSGAANESDEAPT
PAEEPHQPFLDFAEQILPQSVSRAAITAAYRRPETEAVSMLLEQARLPQPVAEQAHKLAYQLADKLRN
QKNASGRAGMVQGLLQEFSLSSQEGVALMCLAEALLRIPDKATRDALIRDKISNGNWQSHIGRSPSL
FVNAATWGLLFTGKLVSTHNEASLSRSLNRIIGKSGEPLIRKGVDMAMRLMGEQFVTGETIAEALANA
RKLEEKGFRYSYDMLGEAALTAADAQAYMVSYQQAIHAIGKASNGRGIYEGPGISIKLSALHPRYSRA
QYDRVMEELYPRLKSLTLLARQYDIGINIDAEEADRLEISLDLLEKLCFEPELAGWNGIGFVIQAYQKRC
PLVIDYLIDLATRSRRRLMIRLVKGAYWDSEIKRAQMDGLEGYPVYTRKVYTDVSYLACAKKLLAVPNLI
YPQFATHNAHTLAAIYQLAGONYYPGQYEFQCLHGMGEPLYEQVTGKVADGKLNRPCRIYAPVGTH
ETLLAYLVRRLLENGANTSFVNRIADTSLPLDELVADPVTAVEKLAQQEGQTGLPHPKIPLPRDLYGHG
RDNSAGLDLANEHRLASLSSALLNSALQKWQALPMLEQPVAAGEMSPVINPAEP
111111111211212212112212112122712212112122112122712112112112122122111 12111112
111111111110000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000011111100000000000000000011111100
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000001111112122112121121121121221221211212221221211211211212112
>DM_validata4?2
MAFAPIPRITWEHREVHLVQFHEPDIYNYSALLLSEDKDTLYIGAREAVFAVNALNISEKQHEVYWKVS
EDKKAKCAEKGKSKQTECLNYIRVLQPLSATSLYVCGTNAFQPACDHLNLTSFKFLGKNEDGKGRCPF
DPAHSYTSVMVDGELYSGTSYNFLGSEPIISRNSSHSPLRTEYAIPWLNEPSFVFADVIRKSPDSPDGED
DRVYFFFTEVSVEYEFVFRVLIPRIARVCKGDQGGLRTLQKKWTSFLKARLICSRPDSGLVFNVLRDVFV



LRSPGLKVPVFYALFTPQLNNVGLSAVCAYNLSTAEEVFSHGKYMQSTTVEQSHTKWVRYNGPVPKP
RPGACIDSEARAANYTSSLNLPDKTLQFVKDHPLMDDSVTPIDNRPRLIKKDVNYTQIVVDRTQALDG
TVYDVMFVSTDRGALHKAISLEHAVHIIEETQLFQDFEPVQTLLLSSKKGNRFVYAGSNSGVVQAPLAF
CGKHGTCEDCVLARDPYCAWSPPTATCVALHQTESPSRGLIQEMSGDASVCPDKSKGSYRQHFFKH
GGTAELKCSQKSNLARVFWKFQNGVLKAESPKYGLMGRKNLLIFNLSEGDSGVYQCLSEERVKNKTYV
FQVVAKHVLEVKVVPKPVVAPTLSVVQTEGSRIATKVLVASTKHHHHHH
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>DM_validata43
MADNLPSDFDVIVIGTGLPESIIAAACSRSGQRVLHVDSRSYYGGNWASFSFSGLLSWLKEYQENND
VVTENSMWQEQILENEEAIPLSSKDKTIQHVEVFCYASQDLHKDVEEAGALQKNHASVTSAQSAEAA
EAAETSCLPTAVEPLSMGSCEIPAEQSQCPGPESSPEVNDAEATGKKENSDAKSSTEEPSENVPKVQD
NTETPKKNRITYSQIIKEGRRFNIDLVSKLLYSRGLLIDLLIKSNVSRYAEFKNITRILAFREGTVEQVPCSRA
DVENSKQLTMVEKRMLMKFLTFCVEYEEHPDEYRAYEGTTFSEYLKTQKLTPNLQYFVLHSIAMTSETT
SCTVDGLKATKKFLQCLGRYGNTPFLFPLYGQGELPQCFCRMCAVFGGIYCLRHSVQCLVVDKESRKC
KAVIDQFGQRIISKHFIIEDSYLSENTCSRVQYRQISRAVLITDGSVLKTDADQQVSILTVPAEEPGSFAV
RVIELCSSTMTCMKGTYLVHLTCMSSKTAREDLERVVQKLFTPYTEIEAENEQVEKPRLLWALYFNMR
DSSDISRDCYNDLPSNVYVCSGPDSGLGNDNAVKQAETLFQQICPNEDFCPAPPNPEDIVLDGDSS
QQEVPESSVTPETNSETPKESTVLGNPEEPSE
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>DM_validatad7
MTTSESPDAYTESFGAHTIVKPAGPPRVGQPSWNPQRASSMPVNRYRPFAEEVEPIRLRNRTWPDRY
IDRAPLWCAVDLRDGNQALIDPMSPARKRRMFDLLVRMGYKEIEVGFPSASQTDFDFVREIEQGAIP
DDVTIQVLTQCRPELIERTFQACSGAPRAIVHFYNSTSILORRVVFRANRAEVQAIATDGARKCVEQA
AKYPGTQWRFEYSPESYTGTELEYAKQVCDAVGEVIAPTPERPIFNLPATVEMTTPNVYADSIEWMSR
NLANRESVILSLHPHNDRGTAVAAAELGFAAGADRIEGCLFGNGERTGNVCLVTLGLNLFSRGVDPQI
DFSNIDEIRRTVEYCNQLPVHERHPYGGDLVYTAFSGSHQDAINKGLDAMKLDADAADCDVDDML
WQVPYLPIDPRDVGRTYEAVIRVNSQSGKGGVAYIMKTDHGLSLPRRLQIEFSQVIQKIAEGTAGEGG
EVSPKEMWDAFAEEYLAPVRPLERIRQHVDAADDDGGTTSITATVKINGVETEISGSGNGPLAAFVHA



LADVGFDVAVLDYYEHAMSAGDDAQAAAYVEASVTIASPAQPGEAGRHASDPVTIASPAQPGEAG
RHASDPVTSKTVWGVGIAPSITTASLRAVVSAVNRAAR
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>DM_validata56
MDQRQKLQHWIHSCLRKADKNKDNKMNFKELKDFLKELNIQVDDGYARKIFRECDHSQTDSLEDEEI
ETFYKMLTQRAEIDRAFEEAAGSAETLSVERLVTFLOQHQQREEEAGPALALSLIERYEPSETAKAQRQM
TKDGFLMYLLSADGNAFSLAHRRVYQDMDQPLSHYLVSSSHNTYLLEDQLTGPSSTEAYIRALCKGC
RCLELDCWDGPNQEPIIYHGYTFTSKILFCDVLRAIRDYAFKASPYPVILSLENHCSLEQQRVMARHLR
AILGPILLDQPLDGVTTSLPSPEQLKGKILLKGKKLGGLLPAGGENGSEATDVSDEVEAAEMEDEAVRS
QVQHKPKEDKLKLVPELSDMIIYCKSVHFGGFSSPGTSGQAFYEMASFSESRALRLLQESGNGFVRHN
VSCLSRIYPAGWRTDSSNYSPVEMWNGGCQIVALNFQTPGPEMDVYLGCFQDNGGCGYVLKPAFL
RDPNTTFNSRALTQGPWWRPERLRVRIISGQQLPKVNKNKNSIVDPKVIVEIHGVGRDTGSRQTAVIT
NNGFNPRWDMEFEFEVTVPDLALVRFMVEDYDSSSKNDFIGQSTIPWNSLKQGYRHVHLLSKNGD
QHPSATLFVKISIQD
111111211121121221212121121221211221212121221221211212212212112112112122120000
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>DM_validata58
MGSVTPIPLPKIDEPEEYNTNYILFWNHVGLELNRVTHTVGGPLTGPPLSARALGMLHLAIHDAYFSIC
PPTDFTTFLSPDTENAAYRLPSPNGANDARQAVAGAALKMLSSLYMKPVEQPNPNPGANISDNAYA
QLGLVLDRSVLEAPGGVDRESASFMFGEDVADVFFALLNDPRGASQEGYHPTPGRYKFDDEPTHPVV
LIPVDPNNPNGPKMPFRQYHAPFYGKTTKRFATQSEHFLADPPGLRSNADETAEYDDAVRVAIAMG
GAQALNSTKRSPWQTAQGLYWAYAGSNLIGTPPRFYNQIVRRIAVTYKKEEDLANSEVNNADFARLF
ALVDVACTDAGIFSWKEKWEFEFWRPLSGVRDDGRPDHGDPFWLTLGAPATNTNDIPFKPPFPAYPS
GHATFGGAVFQMVRRYYNGRVGTWKDDEPDNIAIDMMISEELNGVYNRDLRQPYDPTAPIEDQPGI
VRTRIVRHFDSAWELMFENAISRIFLGVHWRFDAAAARDILIPTTTKDVYAVDNNGATVFQNVEDIRY
TTRGTREDEEGLFPIGGVPLGIEIADEIFNNGLKPTPPEIQPMPQETPVQKPVGQQPVKGMWEEEQAP
VVKEAP
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000000000000000000000000000000000000000000000000000000000000000000000000000
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>DM_validata68
MSDGAVQPDGGQPAVRNERATGSGNGSGGGGGGGSGGVGISTGTFNNQTEFKFLENGWVEITAN
SSRLVHLNMPESENYRRVVVNNMDKTAVNGNMALDDIHAQIVTPWSLVDANAWGVWFENPGDW
QLIVNTMSELHLVSFEQEIFNVVLKTVSESATQPPTKVYNNDLTASLMVALDSNNTMPFTPAAMRSET
LGFYPWKPTIPTPWRYYFQWDRTLIPSHTGTSGTPTNIYHGTDPDDVQFYTIENSVPVHLLRTGDEFAT
GTFFFDCKPCRLTHTWQTNRALGLPPFLNSLPQSEGATNFGDIGVQQDKRRGVTQMGNTNYITEATI
MRPAEVGYSAPYYSFEASTQGPFKTPIAAGRGGAQTDENQAADGNPRYAFGRQHGQKTTTTGETPE
RFTYIAHQDTGRYPEGDWIQNINFNLPVTNDNVLLPTDPIGGKTGINYTNIFNTYGPLTALNNVPPVY
PNGQIWDKEFDTDLKPRLHVNAPFVCQNNCPGQLFVKVAPNLTNEYDPDASANMSRIVTYSDFW
WKGKLVFKAKLRASHTWNPIQQMSINVDNQFNYVPSNIGGMKIVYEKSQLAPRKLY
1111112111211212121121121121221211111111000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
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>DM_validata69
MHNDKDLSTWQTFRRLWPTIAPFKAGLIVAGVALILNAASDTFMLSLLKPLLDDGFGKTDRSVLVWM
PLVVIGLMILRGITSYVSSYCISWVSGKVVMTMRRRLFGHMMGMPVSFFDKQSTGTLLSRITYDSEQV
ASSSSGALITVVREGASIIGLFIMMFYYSWQLSIILIVLAPIVSIAIRVVSKRFRNISKNMQNTMGQVTTSA
EQMLKGHKEVLIFGGQEVETKRFDKVSNRMRLQGMKMVSASSISDPIIQLIASLALAFVLYAASFPSVM
DSLTAGTITVVFSSMIALMRPLKSLTNVNAQFQRGMAACQTLFTILDSEQEKDEGKRVIERATGDVEFR
NVTFTYPGRDVPALRNINLKIPAGKTVALVGRSGSGKSTIASLITRFYDIDEGEILMDGHDLREYTLASLR
NQVALVSQNVHLFNDTVANNIAYARTEQYSREQIEEAARMAYAMDFINKMDNGLDTVIGENGVLLS
GGQRQRIAIARALLRDSPILILDEATSALDTESERAIQAALDELQKNRTSLVIAHRLSTIEKADEIVVVEDG
VIVERGTHNDLLEHRGVYAQLHKMQFGQ
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>DM _validata73



WKWWEEERYPEGIKWKFLEHKGPVFAPPYEPLPENVKFYYDGKVMKLSPKAEEVATFFAKMLDHEYT
TKEIFRKNFFKDWRKEMTNEEKNIITNLSKCDFTQMSQYFKAQTEARKQMSKEEKLKIKEENEKLLKEY
GFCIMDNHKERIANFKIEPPGLFRGRGNHPKMGMLKRRIMPEDIIINCSKDAKVPSPPPGHKWKEVRH
DNKVTWLVSWTENIQGSIKYIMLNPSSRIKGEKDWQKYETARRLKKCVDKIRNQYREDWKSKEMKVR
QRAVALYFIDKLALRAGNEKEEGETADTVGCCSLRVEHINLHPELDGQEYVVEFDFLGKDSIRYYNKVP
VEKRVFKNLQLFMENKQPEDDLFDRLNTGILNKHLODLMEGLTAKVFRTYNASITLQQQLKELTAPDE
NIPAKILSYNRANRAVAILCNHQIAPPKTFEKSMMNLQTKIDAKKEQLADARRDLKSAKADAKVMKD
AKTKKVVESKKKAVQRLEEQLMKLEVQATDREENKQIALGTSKLNFLDPRITVAWCKKWGVPIEKIYN
KTQREKFAWAIDMADEDYEF
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000001111111211111111112
1111112111211212212121211212212112112121212212212112122122121111100000000000000
00000000000000000000000000000000000000

>DM_validata80
ASIFGVFDIKTDAVELRKKALELSRLMRHRGPDWSGIYASDNAILAHERLSIVDVNAGAQPLYNQQKT
HVLAVNGEIYNHQALRAEYGDRYQFQTGSDCEVILALYQEKGPEFLDDLQGMFAFALYDSEKDAYLI
GRDHLGIPLYMGYDEHGQLYVASEMKALVPVCRTIKEFPAGSYLWSQDGEIRSYYHRDWFDYDAVK
DNVTDKNELRQALEDSVKSHLMSDVPYGVLLSGGLDSSISAITKKYAARRVEDQERSEAWWPQLHS
FAVGLPGSPDLKAAQEVANHLGTVHHEIHFTVQEGLDAIRDVIYHIETYDVTTIRASTPMYLMSRKIKA
MGIKMVLSGEGSDEVFGGYLYFHKAPNAKELHEETVRKLLALHMYDCARANKAMSAWGVEARVPFL
DKKFLDVAMRINPQDKMCGNGKMEKHILRECFEAYLPASVAWRQKEQFSDGVGYSWIDTLKEVAA
QQVSDQOQLETARFRFPYNTPTSKEAYLYREIFEELFPLPSAAECVPGGPSVACSSAKAIEWDEAFKKMD
DPSGRAVGVHQSAYK
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>DM_validata81
MSIEQTLSQYLPSHPKPQGVTFTYGTAGFRMKADKLDYVTFTVGIIASLRSKYLQGKTVGVMITASHN
PPEDNGVKVVDPLGSMLESSWEKYATDLANASPSPSNDSEGEKNSLVEVIKNLVSDLKIDLSIPANVVI
ARDSRESSPALSMATIDGFQSVPNTKYQDFGLFTTPELHYVTRTLNDPDFGKPTEDGYYSKLAKSFQEI
YTICESNNEKIDITIDAANGVGAPKIQELLEKYLHKEISFTVVNGDYKQPNLLNFDCGADYVKTNQKLPK
NVKPVNNKLYASFDGDADRLICYYQNNDNKFKLLDGDKLSTLFALFLOQQLFKQIDPTKISLNIGVVQT
AYANGSSTKYVEDVLKIPVRCTPTGVKHLHHEAENFDIGVYFEANGHGTVIFNPEAEKKIFDYKPNND
NEAKAIKVLONFSQLINQTVGDAISDLLAVLIVVHYLKLSPSDWDNEYTDLPNKLVKVIVPDRSIFKTTN
AERTLVEPKGMQDEIDKLVAQYPNGRSFVRASGTEDAVRVYAEADTQNNVEELSKAVSELVK
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>DM_validata83
EFALLTCRLDPPSQDLKDGTQEEATKRQEAPVDPRPEGDPQRTVISWRGAVIEPEQGTELPSRRAEVP
TKPPLPPARTQGTPVHLNYRQKGVIDVFLHAWKGYRKFAWGHDELKPVSRSFSEWFGLGLTLIDALD
TMWILGLRKEFEEARKWVSKKLHFEKDVDVNLFESTIRILGGLLSAYHLSGDSLFLRKAEDFGNRLMPAF
RTPSKIPYSDVNIGTGVAHPPRWTSDSTVAEVTSIQLEFRELSRLTGDKKFQEAVEKVTQHIHGLSGKK
DGLVPMFINTHSGLFTHLGVFTLGARADSYYEYLLKQWIQGGKQETQLLEDYVEAIEGVRTHLLRHSE
PSKLTFVGELAHGRFSAKMDHLVCFLPGTLALGVYHGLPASHMELAQELMETCYQMNRQMETGLSP
EIVHFNLYPQPGRRDVEVKPADRHNLLRPETVESLFYLYRVTGDRKYQDWGWEILQSFSRFTRVPSGG
YSSINNVQDPQKPEPRDKMESFFLGETLKYLFLLFSDDPNLLSLDAYVENTEAHPLPIWTPA
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
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>DM_validata84
MAVVYYLLLAGLIACSHALAAGTPALGDDRGRPWPASLAALALDGKLRTDSNATAAASTDFGNITSA
LPAAVLYPSSTGDLVALLSAANSTPGWPYTIAFRGRGHSLMGQAFAPGGVVVNMASLGDAAAPPRI
NVSADGRYVDAGGEQVWIDVLRASLARGVAPRSWTDYLYLTVGGTLSNAGISGQAFRHGPQISNVL
EMDVITGHGEMVTCSKQLNADLFDAVLGGLGQFGVITRARIAVEPAPARARWVRFVYTDFAAFSAD
QERLTAPRPGGGGASFGPMSYVEGSVFVNQSLATDLANTGFFTDADVARIVALAGERNATTVYSIEA
TLNYDNATAAAAAVDQELASVLGTLSYVEGFAFQRDVAYAAFLDRVHGEEVALNKLGLWRVPHPWL
NMFVPRSRIADFDRGVFKGILQGTDIVGPLIVYPLNKSMWDDGMSAATPSEDVFYAVSLLFSSVAPN
DLARLQEQNRRILRFCDLAGIQYKTYLARHTDRSDWVRHFGAAKWNRFVEMKNKYDPKRLLSPGQD
IFN
111111211121121221211211212212112111111211000000000000000000000000000000000000
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>DM_validata91



MNKRIVTTALALATLLGVALLSGCQDVSTELKAPKYKTGIAETETKMSAFKGQFPQQYASYMKNNED
RIMTDYKGSVPYHKNDNVNPLPKGFKHAQPYLKNLWLGYPFMYEYNETRGHTYAIDDFLNIDRINRF
AADGKGNLPATCWNCKTPKMMEWVSQYGDKFWSMDVNEFRAKDKINAHDETIGCANCHDPAT
MELRLYSEPLKDWLKRSGKDWQKMSRNEKRTLVCAQCHVEYYFTHKDNGPAAKPVFPWDNGFNPE
DMYQYYKGHGAKGPDGKPGPFVDWVHAASKVPMIKMQHPEYETFQDGPHGAAGVSCADCHMQ
YVREDGKKISSHWMTSPMKDPEMRACRQCHADKTGEYLRQRVLYTQQKTFDQLLKAQEMSVKAHE
AVRLANAYEGHRAANYEALMAEAREMVRKGQLFWDYVSAENSVGFHNPAKALDTLMTSMECSQK
AVDLATEATDFGIAPALAGDIKKLVPPILTLSRKLQQDPEFLKQNPWTRLLPALPKAEQVWEGQDRA
1111112111211212211211211212212111211111100000000000000000000000000000000000000
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>DM_validata93
MADYLISGGTSYVPDDGLTAQQLFNCGDGLTYNDFLILPGYIDFTADQVDLTSALTKKITLKTPLVSSP
MDTVTEAGMAIAMALTGGIGFIHHNCTPEFQANEVRKVKKYEQGFITDPVVLSPKDRVRDVFEAKAR
HGFCGIPITDTGRMGSRLVGIISSRDIDFLKEEEHDCFLEEIMTKREDLVVAPAGITLKEANEILQRSKKGK
LPIVNEDDELVAIARTDLKKNRDYPLASKDAKKQLLCGAAIGTHEDDKYRLDLLAQAGVDVVVLDSS
QGNSIFQINMIKYIKDKYPNLQVIGGNVVTAAQAKNLIDAGVDALRVGMGSGSICITQEVLACGRPQ
ATAVYKVSEYARRFGVPVIADGGIQNVGHIAKALALGASTVMMGSLLAATTEAPGEYFFSDGIRLKKY
RGMGSLDAMDKHLSSQNRYFSEADKIKVAQGVSGAVQDKGSIHKFVPYLIAGIQHSCQDIGAKSLTQ
VRAMMYSGELKFEKRTSSAQVEGGVHSLHSYEKRLF
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>DM_validata95
EPKLDMNKQKISPAEVAKHNKPDDCWVVINGYVYDLTRFLPNHPGGQDVIKFNAGKDVTAIFEPLHA
PNVIDKYIAPEKKLGPLQGSMPPELVCPPYAPGETKEDIARKEQLKSLLPPLDNIINLYDFEYLASQTLTK
QAWAFYSSGANDEVTHRENHNAYHRIFFKPKILVDVRKVDISTDMLGSHVDVPFYVSATALCKLGNP
LEGEKDVARGCGQGVTKVPQMISTLASCSPEEIEAAPSDKQIQWYQLYVNSDRKITDDLVKNVEKLG
VKALFVTVDAPSLGQREKDMKLKFSNTKAGPKAMKKTNVEESQGASRALSKFIDPSLTWKDIEELKKK
TKLPIVIKGVQRTEDVIKAAEIGVSGVVLSNHGGRQLDFSRAPIEVLAETMPILEQRNLKDKLEVFVDGG
VRRGTDVLKALCLGAKGVGLGRPFLYANSCYGRNGVEKAIEILRDEIEMSMRLLGVTSIAELKPDLLDLS
TLKARTVGVPNDVLYNEVYEGPTLTEFEDA
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>DM_validatal08
QDGKTTFEKEGGGGRGPRILENMHESSCKYEKNWPICYDDDWGTKCPSCCRMQGIIDDTDQNYSQ
RIDNIRQQLADSQNKYKTSNRVIVETINILKPGLEGAQQLDENYGHVSTELRRRIVTLKQRVATQVNRI
KALQNSIQEQVVEMKRLEVDIDIKIRACKGSCARSFDYQVDKEGYDNIQKHLTQASSIDMHPDFQTTT
LSTLKMRPLKDSNVPEHFKLKPSPEMQAMSAFNNIKOMQVVLERPETDHVAEARGDSSPSHTGKLIT
SSHRRESPSLVDKTSSASSVHRCTRTVTKKVISGPDGPREEIVEKMVSSDGSDCSHLQGGREGSTYHFS
GTGDFHKLDRLLPDLESFFTHDSVSTSSRHSIGSSTSSHVTGAGSSHLGTGGKDKFTDLGEEEEDDFGG
LQPSGFAAGSASHSKTVLTSSSSSFNKGGSTFETKSLKTRETSEQLGGVQHDQSAEDTPDFKARSFRPA
AMSTRRSYNGKGTQK
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>DM_validatal25
MASPRELTQNPLKKIFMPYSNGRPALHASQRGVCMTNCPTLIVMVGLPARGKTYISKKLTRYLNFIGV
PTREFNVGQYRRDMVKTYKSFEFFLPDNEEGLKIRKQCALAALNDVRKFLSEEGGHVAVFDATNTTRE
RRAMIFNFGEQNGYKTFFVESICVDPEVIAANIVQVKLGSPDYVNRDSDEATEDFMRRIECYENSYESL
DEEQDRDLSYIKIMDVGQSYVVNRVADHIQSRIVYYLMNIHVTPRSIYLCRAGESELNLKGRIGGDPGL
SPRGREFSKHLAQFISDQNIKDLKVFTSQMKRTIQTAEALSVPYEQFKVLNEIDAGVCEEMTYEEIQDH
YPLEFALRDQDKYRYRYPKGESYEDLVQRLEPVIMELERQENVLVICHQAVMRCLLAYFLDKAAEELPY
LKCPLHTVLKLTPVAYGCKVESIFLNVAAVNTHRDRPQNVDISRPSEEALVTVPAHQ
11111121112112122112112112122121111111100000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
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>DM_validatal29
QASVEYDNEEDSPQIDARAHRPLDKRQEAAPTLRPVAPPISGTGYQPRPPKQDKQAMKKGPIIYPDA
GGCKHPLDELGVLCPTGCELQTTLLKQEKTVKPVLRDLKDRVAKFSDTSTTMYQYVNMIDNKLVKTQ
KQRKDNDIILSEYNTEMELHYNYIKDNLDNNIPSSLRVLRAVIDSLHKKIQKLENAIATQTDYCRSPCVA
SCNIPVVSGRECEDIYRKGGETSEMYIIQPDPFTTPYRVYCDMETDNGGWTLIQNRQDGSVNFGRAW
DEYKRGFGNIAKSGGKKYCDTPGEYWLGNDKISQLTKIGPTKVLIEMEDWNGDKVSALYGGFTIHNEG
NKYQLSVSNYKGNAGNALMEGASQLYGENRTMTIHNGMYFSTYDRDNDGWLTTDPRKQCSKEDG
GGWWYNRCHAANPNGRYYWGGTYSWDMAKHGTDDGIVWMNWKGSWYSMKKMSMKIKPYFP
D
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>DM_validatal30
MTSSLSLHSSFVPSFADLSDRGLISKNSPTSVSISKVPTWEKKQISNRNSFKLNCVMEKSVDGQTHSTV
NNTTDSLNTMNIKEEASVSTLLVNLDNKFDPFDAMSTPLYQTATFKQPSAIENGPYDYTRSGNPTRD
ALESLLAKLDKADRAFCFTSGMAALSAVTHLIKNGEEIVAGDDVYGGSDRLLSQVVPRSGVVVKRVNT
TKLDEVAAAIGPQTKLVWLESPTNPRQQISDIRKISEMAHAQGALVLVDNSIMSPVLSRPLELGADIV
MHSATKFIAGHSDVMAGVLAVKGEKLAKEVYFLQNSEGSGLAPFDCWLCLRGIKTMALRIEKQQENA
RKIAMYLSSHPRVKKVYYAGLPDHPGHHLHFSQAKGAGSVFSFITGSVALSKHLVETTKYFSIAVSFGS
VKSLISMPCFMSHASIPAEVREARGLTEDLVRISAGIEDVDDLISDLDIAFKTFPL
1111111112112122121122121121227122121129122112122712112112122122122121 12111112
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>DM_validatal3l
MLKIFNTLTRQKEEFKPIHAGEVGMYVCGITVYDLCHIGHGRTFVAFDVVARYLRFLGYKLKYVRNITDI
DDKIIKRANENGESFVAMVDRMIAEMHKDFDALNILRPDMEPRATHHIAEINELTEQLIAKGHAYVAD
NGDVMFDVPTDPTYGVLSRQDLDQLQAGARVDVVDDKRNPMDFVLWKMSKEGEPSWPSPWGA
GRPGWHIECSAMNCKQLGNHFDIHGGGSDLMFPHHENEIAQSTCAHDGQYVNYWMHSGMVMV
DREKMSKSLGNFFTVRDVLKYYDAETVRYFLMSGHYRSQLNYSEENLKQARAALERLYTALRGTDKTV
APAGGEAFEARFIEAMDDDFNTPEAYSVLFDMAREVNRLKAEDMAAANAMASHLRKLSAVLGLLEQ
EPEAFLQSGAQADDSEVAEIEALIQQRLDARKAKDWAAADAARDRLNEMGIVLEDGPQGTTWRRK
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111111111100000000000000000000000000000000000000000000000000000000000000000
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000000000000000000000000000000000000000000000000000000000000000000000000000
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>DM_validatal39
HRPLNPAMVAFSNDPLLNDLALNSSYSLLFAVNNMKSEKSAEQFYGKMDNQKMLDLVRASSTKIDF
DPTLLPTMNSNPATYQGKRKNLVILLQESLGAQFVGSLGGLPLTPNLDELMQEGWQFTQMYATGTR
SVRGIEAVTTGFPPSPSRAVVKLSKSQTGFFTIADLLKEQGYHTQFIYGGEANFDNMKTFFFGNGFDQI
VEEKNYTNPGFVGSWGVSDEDLYNKADEEFERLSKGDKPFFSLVFTSSNHSPYEYPEGKIEQYDSEHM
TRNNAVKYSDYALGTFFDKAKKSSYWDDTIFIVIADHDARVFGANLVPVKHFHIPALIIGKDIQPRKDD
RIANNIDMPPTLLSLIGVDAKTPMIGRDLTKPLAREDERAMMQYDKNFGYLTRDNLVVLSPGEKVST
MEYDFESQTMKPLEVDESVIDRAKANALFASKAYQNNWYSSKRTN
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>DM_validatal50
GIPSETPQAEVGPTSACGVSLGIPSETPQAEVGPTGCPHRSGPHSAKGSLEKGSPEDKEAKEPLWIRPD
APSRCTWQLGRPASESPHHHTAPAKSPKILPDILKKIGDTPMVRINKIGKKFGLKCELLAKCEFFNAGGS
VKDRISLRMIEDAERDGTLKPGDTIIEPTSGNTGIGLALAAAVRGYRCIIVMPEKMSSEKVDVLRALGAEI
VRTPTNARFDSPESHVGVAWRLKNEIPNSHILDQYRNASNPLAHYDTTADEILQQCDGKLDMLVAS
VGTGGTITGIARKLKEKCPGCRIIGVDPEGSILAEPEELNQTEQTTYEVEGIGYDFIPTVLDRTVVDKWEFK
SNDEEAFTFARMLIAQEGLLCGGSAGSTVAVAVKAAQELQEGQRCVVILPDSVRNYMTKFLSDRWM
LQKGFLKEEDLTEKKPWWWHLR
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000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000001111121121111111

>DM_validatal62
GAMDIVVNDDLSCRFLEGFNTRDALCKKISMNTCDEGDPFFVADLGDIVRKHETWKKCLPRVTPFYA
VACNDDWRVLGTLAALGTGFDCASNTEIQRVRGIGVPPEKIIYANPCKQISHIRYARDSGVDVMTFDC
VDELEKVAKTHPKAKMVLRISTDDSLARCRLSVKFGAKVEDCRFILEQAKKLNIDVTGVSFHVGSGSTD
ASTFAQAISDSRFVFDMGTELGFNMHILDIGGGFPGTRDAPLKFEEIAGVINNALEKHFPPDLKLTIVAE
PGRYYVASAFTLAVNVIAKKVTPGVQTDVGAHAESNAQSFMYYVNDGVYGSFNCILYDHAVVRPLP
QREPIPNEKLYPSSVWGPTCDGLDQIVERYYLPEMQVGEWLLFEDMGAYTVVGTSSFNGFQSPTIYYV
VSGLPDHVVRELKSQKS
111111211121121221121121121221211111111000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000011111111000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000001111
111111111100000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000001111112111211112

>DM_validatal64
SESNKAGEDGASTVERETQEDDTNSIDSSDDLDGFVKILKEIVKLDNIVSSTWNPLDESILAYGEKNSVA
RLARIVETDQEGKKYWKLTIIAELRHPFALSASSGKTTNQVTCLAWSHDGNSIVTGVENGELRLWNKT
GALLNVLNFHRAPIVSVKWNKDGTHIISMDVENVTILWNVISGTVMQHFELKETGGSSINAENHSGD
GSLGVDVEWVDDDKFVIPGPKGAIFVYQITEKTPTGKLIGHHGPISVLEFNDTNKLLLSASDDGTLRIW
HGGNGNSQNCFYGHSQSIVSASWVGDDKVISCSMDGSVRLWSLKQNTLLALSIVDGVPIFAGRISQ
DGQKYAVAFMDGQVNVYDLKKLNSKSRSLYGNRDGILNPLPIPLYASYQSSQDNDYIFDLSWNCAG
NKISVAYSLQEGSVVAIPG
111111211121121211211211212121211111000000000000000000000000000000000000000000
000111111000000000000000001111110000000000000000000000000000000000000000000



000000000000000000000000000000000000000011111111111111200000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000011111111111
11100000000000000000000000000000000000000000000000

>DM_validatal68
MLRVRCLRGGSRGAEAVHYIGSRLGRTLTGWVQRTFQSTQAATASSRNSCAADDKATEPLPKDCPV
SSYNEWDPLEEVIVGRAENACVPPFTIEVKANTYEKYWPFYQKQGGHYFPKDHLKKAVAEIEEMCNIL
KTEGVTVRRPDPIDWSLKYKTPDFESTGLYSAMPRDILIVVGNEIIEAPMAWRSRFFEYRAYRSIIKDYFH
RGAKWTTAPKPTMADELYNQDYPIHSVEDRHKLAAQGKFVTTEFEPCFDAADFIRAGRDIFAQRSQV
TNYLGIEWMRRHLAPDYRVHIISFKDPNPMHIDATFNIIGPGIVLSNPDRPCHQIDLFKKAGWTIITPPT
PIIPDDHPLWMSSKWLSMNVLMLDEKRVMVDANEVPIQKMFEKLGITTIKVNIRNANSLGGGFHCW
TCDVRRRGTLQSYLD
11111121112112122121212112122121122121221221221211212212212111112000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000

>DM_validatal72
MTMEKGMSSGEGLPSRSSQVSAGKITAKELETKQSYKEKRGGFVLVHAGAGYHSESKAKEYKHVCKR
ACQKAIEKLQAGALATDAVTAALVELEDSPFTNAGMGSNLNLLGEIECDASIMDGKSLNFGAVGALS
GIKNPVSVANRLLCEGQKGKLSAGRIPPCFLVGEGAYRWAVDHGIPSCPPNIMTTRFSLAAFKRNKRK
LELAERVDTDFMQLKKRRQSSEKENDSGTLDTVGAVVVDHEGNVAAAVSSGGLALKHPGRVGQAA
LYGCGCWAENTGAHNPYSTAVSTSGCGEHLVRTILARECSHALQAEDAHQALLETMQNKFISSPFLA
SEDGVLGGVIVLRSCRCSAEPDSSQNKQTLLVEFLWSHTTESMCVGYMSAQDGKAKTHISRLPPGAV
AGQSVAIEGGVCRLESPVN
11111121112121212212112112122121121112111211200000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000110000000000000000000000000011112112212112122122121121212122122 12112112
111111110000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000011111111111111000000000000
000000000000000000000000000000000000000001111

>DM_validatal74
MSRPLLFALTALSLTAASLAHAADKKAADKPAPSAVSKADKALHDKFLTLDTHLDTPAHFGRPGWDI
ADHHEVEHDFSQVDLPRMNQGGLDGGFFVVYIGQGELTEKGYTYARDYALHRTIEIREMLAANPDTF
EMALTSDDARRIAKAGKKFAFVSMENSWPVYGEDLSLVETFYKEGLRMAGPVHFRNNQLADSSTDPK
GKIWNGYSPLGLRWLAEANRLGIVIDVSHASDDVVDQSVALSKAPIIASHSGPKAVYDHPRNLDDAR
LKKIADAGGAICINSIYLTDTTPSPERKAALEALGRAPDMKTATPEAVKAYADKRAAIDKAHPAARGDF
DLYMKSMLHVLKVAGPKGVCVGADWDGGGGMDGFEDITDLPKITARLKAEGYSDADIEAIWSGNVL
RIVDAAQAYAKSVTK
111111211121121221121121121221211111111000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000001111111



111000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000011

>DM_validatal80
MAPVGGKKAKKGILERLNAGEIVIGDGGFVFALEKRGYVKAGPWTPEAAVEHPEAVRQLHREFLRAGS
NVMQTFTFYASEDKLENRGNYVLEKISGQEVNEAAADIARQVADEGDALVAGGVSQTPSYLSAKSET
EVKKVFLQQLEVFMKKNVDFLIAEYFEHVEEAVWAVETLIASGKPVAATMAIGPEGDLHGVPPGEAAV
RLVKAGASIIGVNCHFDPTISLKTVKLMKEGLEAAQLKAHLMSQPLAYHTPDANKQGFIDLPEFPFGLE
PRVATRWDIQKYAREAYNLGVRYIGGCCGFEPYHIRAIAEELAPERGFLPPASEKHGSWGSGLDMHTK
PWVRARARKEYWENLRIASGRPYNPSMSKPDGWGVTKGTAELMQQKEATTEQQLKELFEKQKFKS
Q
111111111100000000000000000000000000001111111111111000000000000000000000000
111111211121121211111121110000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000111111211121121212111211100000000000000000000000000001111
1111111112112122111111121121211

>DM_validatal82
SAVAPAEINEARLVAQYNYSINILAMLLVGFGFLMVFVRRYGFSATTGTYLVVATGLPLYILLRANGIFG
HALTPHSVDAVIYAEFAVATGLIAMGAVLGRLRVFQYALLALFIVPVYLLNEWLVLDNASGLTEGFQD
SAGSIAIHAFGAYFGLGVSIALTTAAQRAQPIESDATSDRFSMLGSMVLWLFWPSFATAIVPFEQMPQ
TIVNTLLALCGATLATYFLSALFHKGKASIVDMANAALAGGVAIGSVCNIVGPVGAFVIGLLGGAISVV
GFVFIQPMLESKAKTIDTCGVHNLHGLPGLLGGFSAILIVPGIAVAQLTGIGITLALALIGGVIAGALIKLT
GTTKQAYEDSHEFIHLAGPEDEHKAERLVLEAKTEIQGLKNRIDAAVLSAKSEG
111111100000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000111111
111111111211211212211212121

>DM_validatal91
MGSSSSGLVPRGSPTVTPTVNRENKPTCYPKAEISRLSASQIRNLNPVFGGSGPALTGLRNLGNTCYM
NSILQCLCNAPHLADYFNRNCYQDDINRSNLLGHKGEVAEEFGIIMKALWTGQYRYISPKDFKITIGKI
NDQFAGYSQQDSQELLLFLMDGLHEDLNKADNRKRYKEENNDHLDDFKAAEHAWQKHKQLNESII
VALFQGQFKSTVQCLTCHKKSRTFEAFMYLSLPLASTSKCTLQDCLRLFSKEEKLTDNNRFYCSHCRAR
RDSLKKIEIWKLPPVLLVHLKRFSYDGRWKQKLQTSVDFPLENLDLSQYVIGPKNNLKKYNLFSVSNHY
GGLDGGHYTAYCKNAARQRWFKFDDHEVSDISVSSVKSSAAYILFYTSLG
11111121112121212212121211212212112111211121220000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000111111111000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000001

>DM_validatal95
MNPKSLTRGPRDKPTPLEELLPHAIEFINQYYGSFKEAKIEEHLARLEAVTKEIETTGTYQLTLDELIFATK



MAWRNAPRCIGRIQWSNLQVFDARNCSTAQEMFQHICRHILYATNNGNIRSAITVFPQRSDGKHDF
RLWNSQLIRYAGYQMPDGTIRGDAATLEFTQLCIDLGWKPRYGRFDVLPLVLQADGQDPEVFEIPPD
LVLEVTMEHPKYEWFQELGLKWYALPAVANMLLEVGGLEFPACPFNGWYMGTEIGVRDFCDTQRY
NILEEVGRRMGLETHTLASLWKDRAVTEINVAVLHSFQKQNVTIMDHHTASESFMKHMQNEYRARG
GCPADWIWLVPPVSGSITPVFHQEMLNYVLSPFYYYQIEPWKTHIWQNE
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
011111000000000000000000000000000000000000000000000000000000000111110110000
000000000000000000000000000000011111122122121121121121221211211212212212110
0000000000000000000000000000000011111211122112112122121212112111211200000000000
0000000000

>DM_validatal99
GSHMTPPHNYLAVIKVVGIGGGGVYNAVNRMIEQGLKGVEFIAINTDAQALLMSDADVKLDVGRDST
RGLGAGADPEVGRKAAEDAKDEIEELLRGADMVFVTAGEGGGTGTGGAPVVASIARKLGALTVGVVT
RPFSFEGKRRSNQAENGIAALRESCDTLIVIPNDRLLOQMGDAAVSLMDAFRSADEVLLNGVQGITDLI
TTPGLINVDFADVKGIMSGAGTALMGIGSARGEGRSLKAAEIAINSPLLEASMEGAQGVLMSIAGGSD
LGLFEINEAASLVQDAAHPDANIIFGTVIDDSLGDEVRVTVIAAGFDVSGPGRKPVYMGETGGAHRIESA
KAGKLTSTLFEPVDAVSVPLHTNGATLSIGGDDDDVDVPPFMRR
111111111100000000000000000000000000000000000000000000000000001111111111000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000001110000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000001111211221211211211212112212112122122122 212122122122 121 11112
1111111

>DM_validata207
MASYPCHQHASAFDQAARSRGHNNRRTALRPRRQQEATEVRPEQKMPTLLRVYIDGPHGMGKTTT
TQLLVALGSRDDIVYVPEPMTYWRVLGASETIANIYTTQHRLDQGEISAGDAAVVMTSAQITMGMPY
AVTDAVLAPHIGGEAGSSHAPPPALTLIFDRHPIAALLCYPAARYLMGSMTPQAVLAFVALIPPTLPGT
NIVLGALPEDRHIDRLAKRQRPGERLDLAMLAAIRRVYGLLANTVRYLQCGGSWREDWGQLSGTAV
PPQGAEPQSNAGPRPHIGDTLFTLFRAPELLAPNGDLYNVFAWALDVLAKRLRSMHVFILDYDQSPA
GCRDALLQLTSGMVQTHVTTPGSIPTICDLARTFAREMGEAN
11111111121121221211221121121221221211121121111000000000000000000000000001111
000000000000000000000000000000000000000000000000000000000000000000000000111
110000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000011111111111110000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
1

>DM_validata219
AEDDPYLGRPEQMFHLDPSLTHTIFNPEVFQPQMALPTADGPYLQILEQPKQRGFRFRYVAEGPSHG
GLPGASSEKNKKSYPQVKICNYVGPAKVIVQLVTNGKNIHLHAHSLVGKHCEDGICTVTAGPKDMVV
GFANLGILHVTKKKVFETLEARMTEACIRGYNPGLLVHPDLAYLQAEGGGDRQLGDREKELIRQAALQ
QTKEMDLSVVRLMFTAFLPDSTGSFTRRLEPVVSDAIYDSKAPNASNLKIVRMDRTAGCVTGGEEIYLL
CDKVQKDDIQIRFYEEEENGGVWEGFGDFSPTDVHRQFAIVFKTPKYKDINITKPASVFVQLRRKSDLE
TSEPKPFLYYPEIKDKEEVQRKRQK



111111211121121221211211212212112111211121220000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000000001111111111111
>DM_validata226
MDTVNNYRVLEHKAAGHDGTLTDGDGLLIFKPAFPQELEFYKAIQVRDVSRRKSSADGDAPLCSWM
PTYLGVLNEGAKIEQSGDAALLKIDERLSDSTDNLDSIPVKSEKSKQYLVLENLLYGFSKPNILDIKLGKTL
YDSKASLEKRERMKRVSETTTSGSLGFRICGMKIQKNPSVLNQLSLEYYEEEADSDYIFINKLYGRSRTD
QNVSDAIELYFNNPHLSDARKHQLKKTFLKRLQLFYNTMLEEEVRMISSSLLFIYEGDPERWELLNDVD
KLMRDDFIDDDDDDDDNDDDDDDDAEGSSEGPKDKKTTGSLSSMSLIDFAHSEITPGKGYDENVIE
GVETLLDIFMKFLE
1111112111211212111211121111000000000000000000001111111111121000000000000000000
11111121112121212211211211212121211111120000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000011111111111112
1111111112111111200000000000000000000000000000000000000000

>DM_validataz244
MGSDKIHHHHHHMADTAPQLKRKREQEAEEAETPSTEEKEAGVGNGTSAPVRLPFSGFRVQKVLRES
ARDKIIFLHGKVNEDSGDTHGEDAVVILEKTPFQVEHVAQLLTGSPELKLQFSNDIYSTYNLFPPRHLSD
IKTTVVYPATEKHLQKYMRQDLRLIRETGDDYRTITLPYLESQSLSIQWVYNILDKKAEADRIVFENPDP
SDGFVLIPDLKWNQQQLDDLYLIAICHRRGIRSLRDLTPEHLPLLRNILREGQEAILKRYQVTGDRLRVY
LHYLPSYYHLHVHFTALGFEAPGSGVERAHLLAQVIENLECDPKHYQQRTLTFALRTDDPLLQLLQKA
QQERN
1111112111212121221212121121221211211212121221221111200000000000000000000000000
000000111111000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000011110000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000001

>DM_validata246
MGCFFSKRRKADKESRPENEEERPKQYSWDQREKVDPKDYMFSGLKDETVGRLPGTVAGQQFLIQD
CENCNIYIFDHSATVTIDDCTNCIIFLGPVKGSVFFRNCRDCKCTLACQQFRVRDCRKLEVFLCCATQPI
IESSSNIKFGCFQWYYPELAFQFKDAGLSIFNNTWSNIHDFTPVSGELNWSLLPEDAVVQDYVPIPTTE
ELKAVRVSTEANRSIVPISRGQRQKSSDESCLVVLFAGDYTIANARKLIDEMVGKGFFLVQTKEVSMKA
EDAQRVFREKAPDFLPLLNKGPVIALEFNGDGAVEVCQLIVNEIFNGTKMFVSESKETASGDVDSFYNF
ADIQMGI
1111112111211212212121211212121211111111000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000000

>DM_validata252
MENKGEKIAMNPTVQTLAQKGDKLAVKLVTRGWASLSTNQKRRAEMLAGYTPAILAFTPRRPRMTN
PPPRTSRNSPGQAGKSMTMSKTELLSTVKGTTGVIPSFEDWVVSPRNVAVFPQLSLLATNFNKYRITA



LTVKYSPACSFETNGRVALGFNDDASDTPPTTKVGFYDLGKHVETAAQTAKDLVIPVDGKTRFIRDSA
SDDAKLVDFGRIVLSTYGFDKADTVVGELFIQYTIVLSDPTKTAKISQASNDKVSDGPTYVVPSVNGNE
LQLRVVAAGKWCIIVRGTVEGGFTKPTLIGPGISGDVDYESARPIAVCELVTQMEGQILKITKTSAEQPL
QWVVYRM
111111111211212212112212112122712212112122112122712112112122122122121 12111112
111111000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000

>DM_validata259
GPLGSMNEMENTDPVLQDDLVSKYERELSTEQEEDTPVILTQLNEDGTTSNYFDKRKLKIAPRSTLQFK
VGPPFELVRDYCPVVESHTGRTLDLRIIPRIDRGFDHIDEEWVGYKRNYFTLVSTFETANCDLDTFLKSSF
DLLVEDSSVEGRLRVQYFAIKIKAKNDDDDTEINLVQHTAKRDKGPQFCPSVCPLVPSPLPKHQTIREA
SNVRNITKMKKYDSTFYLHRDHVNYEEYGVDSLLFSYPEDSIQKVARYERVQFASSISVKKPSQQNKHF
SLHVILGAVVDPDTFHGENPGIPYDELALKNGSKGMFVYLQEMKTPPLIIRGRSPSNYASSQRITVR
111111211121121221121121121221211111111100000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000111111
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000111111100
000000000000000000000000000000000000000011111

>DM_validata267
GGRRAVRVWCDGCYDMVHYGHSNQLRQARAMGDYLIVGVHTDEEIAKHKGPPVFTQEERYKMVQ
AIKWVDEVVPAAPYVTTLETLDKYNCDFCVHGNDITLTVDGRDTYEEVKQAGRYRECKRTQGVSTTD
LVGRMLLVTKAHHSSQEMSSEYREYADSFGKCPGGRNPWTGVSQFLQTSQKIIQFASGKEPQPGETV
IYVAGAFDLFHIGHVDFLEKVHRLAERPYIIAGLHFDQEVNHYKGKNYPIMNLHERTLSVLACRYVSEV
VIGAPYAVTAELLSHFKVDLVCHGKTEIIPDRDGSDPYQEPKRRGIFRQIDSGSNLTTDLIVQRIITNRLE
Y
100000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000111111111112
11111111121112111111100000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000011111

>DM_validata269
MGHHHHHHSHMDVAPLNLGMIAAYYYINYTTIELFSMSLNAKTKVRGLIEISNAAEYENIPIRHHEDN
LLRQLAQKVPHKLNNPKFNDPHVKTNLLLQAHLSRMQLSAELQSDTEEILSKAIRLIQACVDVLSSNG
WLSPALAAMELAQMVTQAMWSKDSYLKQLPHFTSEHIKRCTDKGVESVFDIMEMEDEERNALLQLT
DSQIADVARFCNRYPNIELSYEVVDKDSIRSGGPVVVLVQLEREEEVTGPVIAPLFPQKREEGWWVVIG
DAKSNSLISIKRLTLQQKAKVKLDFVAPATGAHNYTLYFMSDAYMGCDQEYKFSVDVKEAETDSDSD
1111112111211212211211211212212112112111212111000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000001111111

>DM_validata278



VPPIPKQDGGEQNGGMQCKPYGAGPTEPAHPVDERLKNLEPKMIELIMNEIMDHGPPVNWEDIAG
VEFAKATIKEIVVWPMLRPDIFTGLRGPPKGILLFGPPGTGKTLIGKCIASQSGATFFSISASSLTSKWVGE
GEKMVRALFAVARCQQPAVIFIDEIDSLLSQRGDGEHESSRRIKTEFLVQLDGATTSSEDRILVVGATN
RPQEIDEAARRRLVKRLYIPLPEASARKQIVINLMSKEQCCLSEEEIEQIVQQSDAFSGADMTQLCREAS
LGPIRSLQTADIATITPDQVRPIAYIDFENAFRTVRPSVSPKDLELYENWNKTFGCGK
111111211121121221211211212212112111211120000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000001111100000000000000
000000000000000001111111110000000000000001111000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000011000000000000
0000000000000000000000000000000011

>DM_validata279
GMNSNFSYPALGVDGISSQISPIRDVWSTNLQQEMNLIMSLIERYPVVSMDTEFPGVVARPLGVFKSS
DDYHYQTLRANVDSLKIQIGLALSDEEGNAPVEACTWQFNFTFNLQDDMYAPESIELLTKSGIDFKKH
QEVGIEPADFAELLIGSGLVLQEEVTWITFHSGYDFAYLLKAMTQIPLPAEYEEFYKILCIYFPKNYDIKY]
MKSVLNNSKGLQDIADDLQIHRIGPQHQAGSDALLTARIFFEIRSRYFDGSIDSRMLNQLYGLGSTGS
VLWHNNSSTPQIQFRDLPGAHPSPTPSNAGIPTTLTNTSSAPNFANSTFRFPPRVYV
111111111111111110000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000001111111111211211211112112112
111111111211111212212212112112112

>DM_validata281>DM_validata286
AQRVOQLTATVSENQLGQRLDQALAEMFPDYSRSRIKEWILDQRVLVNGKVCDKPKEKVLGGEQVAI
NAEIEEEARFEPQDIPLDIVYEDEDININKPRDLVVHPGAGNPDGTVLNALLHYYPPIADVPRAGIVHRL
DKDTTGLMVVAKTVPAQTRLVESLQRREITREYEAVAIGHMTAGGTVDEPISRHPTKRTHMAVHPMG
KPAVTHYRIMEHFRVHTRLRLRLETGRTHQIRVHMAHITHPLVGDPVYGGRPRPPKGASEAFISTLRKF
DRQALHATMLRLYHPISGIEMEWHAPIPQDMVELIEVMRADFEEHKDEVDWL
11111111121121221211221211212271221211212211212212112112112122122121 12111112
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000

>DM_validata288



MSNEVEQKKNIKTINDLPGISQTVINKLIEAGYSSLETLAVASPQDLSVAAGIPLSTAQKIIKEARDALDIR
FKTALEVKKERMNVKKISTGSQALDGLLAGGIETRTMTEFFGEFGSGKTQLCHQLSVNVQLPPEKGGL
SGKAVYIDTEGTFRWERIENMAKALGLDIDNVMNNIYYIRAINTDHQIAIVDDLQELVSKDPSIKLIVVD
SVTSHFRAEYPGRENLAVRQQKLNKHLHQLTRLAEVYDIAVITNQVMARPDMFYGDPTVAVGGHTL
YHVPGIRIQLKKSRGNRRIARVVDAPHLPEGEVVFALTEEGIRDAEE
111111211121121221212121121221211221212121221221211212212212112112112122120000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000001111111121112111211211212120000000000000000000
000000000000000000000001

>DM_validata290
MSSLPPAIFLMGPTAAGKTDLAMALADALPCELISVDSALIYRGMDIGTAKPSRELLARYPHRLIDIRDP
AESYSAAEFRADALAAMAKATARGRIPLLVGGTMLYYKALLEGLADMPGADPEVRAAIEAEAQAEG
WEALHRQLAEVDPESAARIHPNDPQRLMRALEVYRLGGVSMSDLRRRQSAEKADFDASGRNQLPYT
VAQLAIAPEQRQVLHARIAQRFROMLEQGFIAEVEALHARSDLHAGLPSIRAVGYRQVWDYLDGKLS
YAEMTERGIIATRQLAKRQFTWLRSWSHLHWMDSLAGDNLPRALRYLKTVSILA
110000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000011111111212212211112112112122 12112112
1111112111211212212112112122121121112121212212111111000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000

>DM_validata291
GSSGHIEGRHMPAAPSPAPAGAVAGGPAAGVPAAASGAAEAAMPLPAALPGALAGSHAPRLPLAA
GGRLARTRAVREFFDYCLTAQGELTPAALDALVRREIAAQLDGSPAQAEALGVWRRYRAYFDALAQL
PGDGAVLGDKLDPAAMQLALDQRAALADRTLGEWAEPFFGDEQRRQRHDLERIRIANDTTLSPEQK
AARLAALDAQLTPDERAQQAALHAQQDAVTKIADLQKAGATPDQMRAQIAQTLGPEAAARAAQM
QQDDEAWQTRYQAYAAERDRIAAQGLAPQDRDARIAQLRQQTFTAPGEAIRAASLDRGAG
1111112111211212212112112122121121112111212111000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000011111110000000000000
000000000000000000000000000000000000000010001100000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000

>DM_validata294
MSTAAKQNRSTSRVSKKKTAAPKEGAAKKSDKGHKYEYVELAKASLTSAQPQHFYAVVIDATFPYKT
NQERYICSLKIVDPTLYLKQQKGAGDASDYATLVLYAKRFEDLPIIHRAGDIIRVHRATLRLYNGQRQF
NANVFYSSSWALFSTDKRSVTQEINNQDAVSDTTPFSFSSKHATIEKNEISILOQNLRKWANQYFSSYSV
ISSDMYTALNKAQAQKGDFDVVAKILQVHELDEYTNELKLKDASGQVFYTLSLKLKFPHVRTGEVVRIR
SATYDETSTQKKVLILSHYSNITFIQSSKLAKELRAKIQDDHSVE
1111112111212121221121121121221211111120000000000000000000000000000000011110000
000000000000111111100000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000011111

>DM_validata296



MANRSHHNAGHRAMNALRKSGQKHSSESQLGSSEIGTTRHVYDVCDCLDTLAKLPDDSVQLIICDP
PYNIMLADWDDHMDYIGWAKRWLAEAERVLSPTGSIAIFGGLQYQGEAGSGDLISISHMRQNSKM
LLANLIWNYPNGMSAQRFFANRHEEIAWFAKTKKYFFDLDAVREPYDEETKAAYMKDKRLNPESVEK
GRNPTNVWRMSRLNGNSLERVGHPTQKPAAVIERLVRALSHPGSTVLDFFAGSGVTARVAIQEGRN
SICTDAAPVFKEYYQKQLTFLQDDGLIDKARSYEIVEGAANFGAALQRGDVAS
1111112111211212211211211212121211111120000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000001111111110000
0000000000000011111

>DM_validata297
MEPHSLRYNLMVLSQDESVQSGFLAEGHLDGQPFLRYDRQKRRAKPQGQWAEDVLGAETWDTETE
DLTENGQDLRRTLTHIKDQKGGLHSLQEIRVCEIHEDSSTRGSRHFYYNGELFLSQNLETQESTVPQSS
RAQTLAMNVTNFWKEDAMKTKTHYRAMQADCLQKLQRYLKSGVAIRRTVPPMVNVTCSEVSEGNI
TVTCRASSFYPRNITLTWRQDGVSLSHNTQQWGDVLPDGNGTYQTWVATRIRQGEEQRFTCYMEH
SGNHGTHPVPSGKVLVLQSQRTDFPYVSAAMPCFVIIILCVPCCKKKTSAAEGP
100000000000000000000000000000000000000000000000000000000000000000000000000
000000111111000000000000000000000000000000000000000000000000000000000000011
00000000000000000000000000111111212212112212112122122121 2129122122122 12112112
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
1111111112112121111

>DM_validata298
MPKRGKKGAVAEDGDELRTEPEAKKSKTAAKKNDKEAAGEGPALYEDPPDQKTSPSGKPATLKICSW
NVDGLRAWIKKKGLDWVKEEAPDILCLQETKCSENKLPAELQELPGLSHQYWSAPSDKEGYSGVGLL
SRQCPLKVSYGIGDEEHDQEGRVIVAEFDSFVLVTAYVPNAGRGLVRLEYRQRWDEAFRKFLKGLASR
KPLVLCGDLNVAHEEIDLRNPKGNKKNAGFTPQERQGFGELLQAVPLADSFRHLYPNTPYAYTFWTY
MMNARSKNVGWRLDYFLLSHSLLPALCDSKIRSKALGSDHCPITLYLAL
1111112111211212212112112122121121112112121221200000000000000000000000000000000
000000000000000000000000001111111111100000000001111100000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000

>DM_validata302
SEGVGTFRMVPEEEQELRAQLEQLTTKDHGPVFGPCSQLPRHTLQKAKDELNEREETREEAVRELQE
MVQAQAASGEELAVAVAERVQEKDSGFFLRFIRARKFNVGRAYELLRGYVNFRLQYPELFDSLSPEAV
RCTIEAGYPGVLSSRDKYGRVVMLFNIENWQSQEITFDEILQAYCFILEKLLENEETQINGFCIHENFKGFT
MQQAASLRTSDLRKMVDMLQDSFPAWFKAIHFIHQPWYFTTTYNVVKPFLKSKLLERVFVHGDDLS
GFYQEIDENILPSDFGGTLPKYDGKAVAEQLFGPQAQAENTAF
1111112111212121221212121121221211221121212122122121121212121200000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000011111111112

>DM_validata307



MRLRKYNKSLGWLSLFAGTVLLSGCNSALLDPKGQIGLEQRSLILTAFGLMLIVVIPAILMAVGFAWKY
RASNKDAKYSPNWSHSNKVEAVVWTVPILHIFLAVLTWKTTHALEPSKPLAHDEKPITIEVVSMDWK
WEFFIYPEQGIATVNEIAFPANTPVYFKVTSNSVMNSFFIPRLGSQIYAMAGMQTRLHLIANEPGTYDGI
SASYSGPGFSGMKFKAIATPDRAAFDQWVAKAKQSPNTMSDMAAFEKLAAPSEYNQVEYFSNVKP
DLFADVINKFMAHGKSMDMTQPEGEHSAHEGMEGMDMSHAESAH
1111112111211212111211121121120000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000011111111111111112
11111111121111112

>DM_validata310
MLESKLKAPVFTATTQGDHYGEFVLEPLERGFGVTLGNPLRRILLSSIPGTAVTSVYIEDVLHEFSTIPGV
KEDVVEILNLKELVVRFLDPKMASTTLILRAEGPKEVRAGDFTPSADVEIMNPDLHIATLEEGGKLYME
VRVDRGVGYVPAERHGIKDRINAIPVDAIFSPVRRVAFQVEDTRLGQRTDLDKLTLRIWTDGSVTPLEA
LNQAVAILKEHLNYFANPEASLLPTPEVSKGEKRESAEEDLDLPLEELGLSTRVLHSLKEEGIESVRALLAL
NLKDLRNIPGIGERSLEEIRQALAKKGFTLKE
111110000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
111111111211111

>DM_validata322
MLEADDQGCIEEQGVEDSANEDSVDAKPDRSSFVPSLFSKKKKNVTMRSIKTTRDRVPTYQYNMNFE
KLGKCHINNKNFDKVTGMGVRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMQDLLKKASEEDHT
NAACFACILLSHGEENVIYGKDGVTPIKDLTAHFRGDRSKTLLEKPKLFFIQACRGTELDDGIQADSGPI
NDTDANPRYKIPVEADFLFAYSTVPGYYSWRSPGRGSWFVQALCSILEEHGKDLEIMQILTRVNDRVA
RHFESQSDDPHFHEKKQIPCVVSMLTKELYFSQ
11111121112112122121212112122122112211212121221221211212121212121110000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000111111111111111000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000

>DM_validata325
MIGGDFAVVKAKKSLERRGFGVKRGDKIYLHPLEVVYLQIKGIESFGELEDVLSWAESRMEDFSTYYFVY
EDLRDRGNKVKIQGEFLLTKKPYLPISERKTIRMEEIAEKARNFDELRLAVVDEESEITYFRVYEPDMMGE
QKEELPEIAGVLSDEYVITKQTEIFSRYFYGSEKGDLVTLSLIESLYLLDLGKLNLLNADREELVKRAREVER
NFDRRYEVYRNLKERGFVVKTGFKFGSEFRVYRKVESVDDLPHSEYLVDIADSREIRLIDLARAVRLAQN
VRKRMVFAYGKNYLCFERVKV
111111211121121221212121121221211221121212122122121121221212121111110000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000

>DM_validata355



ISSETGEMGILWEFDPIINKWIRLSMKLKVERKPFAEGALREAYHTVSLGVGTDENYPLGTTTKLFPPIEM
ISPISKNNEAMTQLKNGTKFVLKLYKKEAEQQASRELYFEDVKMQMVCRDWGNKFNQKKPPKKIEFL
MSWVVELIDRSPSSNGQPILCSIEPLLVGEFKKNNSNYGAVLTNRSTPQAFSHFTYELSNKQMIVVDIQ
GVDDLYTDPQIHTPDGKGFGLGNLGKAGINKFITTHKCNAVCALLDLDVKLGGVLSGNNKKQLQQG
TMVMPDILPELMPSDNT
111100000000000000000000000000000000000000000000000000000000111000000000000
000000000000000000000001100000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000001111111212212211112112112122122121
>DM_validata359
SDPPLVANQVVTCPDKKSTAAVILTPTENHFTLKCPKTALTEPPTLAYSPNRQICPAGTTSSCTSKAVTL
SSLIPEAEDSWWTGDSASLDTAGIKLTVPIEKFPVTTQTFVVGCIKGDDAQSCMVTVTVQARASSVVN
NVARCSYGADSTLGPVKLSAEGPTTMTLYCGKDGVKVPQDNNQYCSGTTLTGCNEKSFKDILPKLTE
NPWQGNASSDKGATLTIKKEAFPAESKSVIIGCTGGSPEKHHCTVKLEFAGAAGSAKSAAGTASHVSIF
AMVIGLIGSIAACVA
111000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000111111121221221211211211212212212
>DM_validata362
FLDGIDKAQEEHEKYHSNWRAMASDFNLPPVVAKEIVASCDKCQLKGEAMHGQVDCSPGIWQLDC
THLEGKVILVAVHVASGYIEAEVIPAETGQETAYFLLKLAGRWPVKTVHTDNGSNFTSTTVKAACDWA
GIKQEDGIPYNPQSQGVIESMNKELKKIGQVRDQAEHLKTAVQMAVFIHNKKRKGGIGGYSAGERIV
DIIATDIQTKELQKQITKIQNFRVYYRDSRDPVWKGPAKLLWKGEGAVVIQDNSDIKVVPRRKAKIIRDY
GKQMAGDDCVASRQDED
000000000000000000000000000000000000000000000011111111100000000000000000000
000000000000000000000000000000000000000000000000000000000000000011111111111
110000000000000000000000000000000000000000000000000000000000011111111111112
11111111121121221211211212271221221211212212212112122112111 11112
>DM_validata372
DPEDVYDGGYGSKHSPVQLRIGNGGAGQSGLVKELADAFIKSKVDSGSAPFKVAWYKSDTTVTINYL
KDGIVDVGITYSPVAERISIKHGISESPSYYAFRDHFMLIGPPSNPAKLSGDSDIADMFSKMHDAAEAG
NTKPPVRFLSRYDKSATNIKEAELWLSIGQVPWATAYSTWYHQYITFPIQALTAAILLREYTITDYGTYLS
IPRGLRDQMVIYKKGTNDADDPLLNPAHLLVGARAKNAEMAKEFAKWLVSKEGGQKVIEGFKKDGQ
QLYSPAPYRH
11111111121121221211221211212271221211212211212212112112112122122121 12111112
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000000000000000000000001

>DM_validata394
VILPNNDRHQITDTTNGHYAPVTYIQVEAPTGTFIASGVVVGKDTLLTNKHVVDATHGDPHALKAFPS
AINQDNYPNGGFTAEQITKYSGEGDLAIVKFSPNEQNKHIGEVVKPATMSNNAETQTNONITVTGYP
GDKPVATMWESKGKITYLKGEAMQYDLSTTGGNSGSPVFNEKNEVIGIHWGGVPNEFNGAVFINEN
VRNFLKQNIEDINFANDDQPNNPDNPDNPNNPDNPNNPDNPNNPDEPNNPDNPNNPDNPDNG



DNNNSDNPDAA
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000111111111
1111111112112122121122121121221221211211211212212

>DM_validata396
HHHHHHMASTACFLHHHAAISSPAAGRGSAAQRYQAVSIKPNQIVCKAQKQDDNEANVLNSGVS
RRLALTVLIGAAAVGSKVSPADAAYGEAANVFGKPKKNTEFMPYNGDGFKLLVPSKWNPSKEKEFPG
QVLRYEDNFDATSNLSVLVQPTDKKSITDFGSPEDFLSQVDYLLGKQAYFGKTDSEGGFDSGVVASA
NVLESSTPVVDGKQYYSITVLTRTADGDEGGKHQVIAATVKDGKLYICKAQAGDKRWFKGAKKFVES
ATSSFSVA
111111111211212212112212112122712212112122112122121121 1211212211212 12111112
1111112111211212111211121121212000000000000000000000000000000000000000000000000
000000000000000000000000001111111112121112111210000000000000000000000000001111
100000000000000000000000000000000000000000000000

>DM_validata397
ATLKDITRRLKSIKNIQKITKSMKMVAAAKYARAERELKPARVYGVGSLALYEKADIKTPEDKKKHLIGV
SSDRGLCGAIHSSVAKQMKSEAANLAAAGKEVKIIGVGDKIRSILHRTHSDQFLVTFKEVGRRPPTFGD
ASVIALELLNSGYEFDEGSIIFNRFRSVISYKTEEKPIFSLDTISSAESMSIYDDIDADVLRNYQEYSLANIIY
YSLKESTTSEQSARMTAMDNASKNASEMIDKLTLTFNRTRQAVITKELIEIISGAAAL
000000000000000000000000000000111112121121121121221221212121221221 2212112112
10000000000001111111111211212211212112122112122712112212122122122121 12112112
111111211121121221212121121222122122121212122122121121221221211211121100000000000
00000000000000000000000000000000000000000000000

>DM_validata402
MWNSGFESYGSSSYGGAGGYTQSPGGFGSPAPSQAEKKSRARAQHIVPCTISQLLSATLVDEVFRIG
NVEISQVTIVGIIRHAEKAPTNIVYKIDDMTAAPMDVRQWYVDTDDTSSENTVVPPETYVKVAGHLRSF
QNKKSLVAFKIMPLEDMNEFTTHILEVINAHMVLSKANSQPSAGRAPISNPGMSEAGNFGGNSFMP
ANGLTVAQNQVLNLIKACPRPEGLNFQDLKNQLKHMSVSSIKQAVDFLSNEGHIYSTVDDDHFKSTD
AE
1111112111211212212112112122121121112111212111000000000000000000000000000000000
000000000000000000000000000000000111111111000000000000000000000000000000000
00000000000000000000000011111211212212112212112122122122 2129122122122 12112112
111111111211212212112112122121111111121111111

>DM_validata415
ATCATAWSSSSVYTNGGTVSYNGRNYTAKWWTQNERPGTSDVWADKGACGTGGEGPGGNNGFV
VSEAQFNQMFPNRNAFYTYKGLTDALSAYPAFAKTGSDEVKKREAAAFLANVSHQTGGLFYIKEVNE
ANYPHYCDTTQSYGCPAGQAAYYGRGPIQLSWNFNYKAAGDALGINLLANPYLVEQDPAVAWKTG
LWYWNSQNGPGTMTPHNAIVNNAGFGETIRSINGALECNGGNPAQVQSRINKFTQFTQILGTTTGP
NLSC
1111112111211212212121211212212212211212121221221211212121212110000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000000



>DM_validata418
MISSIRLDLFRTKVFVMPLKFPLSICLLGTFLVTSAQAQEAVKGVVELFTSQGCASCPPADEALRKMIQK
GDVVGLSYHVDYWNYLGWTDSLASKENTERQYGYMRALGRNGVYTPQAILNGRDHVKGADVRGIY
DRLDAFKREGQGLNVPVSSKFAGDEVEIDIGAGNGKADVVVAYFTREQTVDVQKGENQGKKMSYW
HSVYDVQTVGMWDGSPMTVKLPASVVAKVKKGGCAVLLQTANASGDPAAIVGASILLGNETQLE
11111121112112122121121121221211211111100000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000011111110000000000000000000000000000000
000000000000000000000000000000000000000

>DM_validata426
FDWDAYLEETGSEAAPAKCFKQAQNPPNNDFKIGMKLEALDPRNVTSTCIATVVGVLGSRLRLRLDG
SDSQNDFWRLVDSTEIHAIGHCEKNGGMLQPPLGFCMNASSWPGYLCKILNNAMVAPEEIFQPEPP
EPEENLFKVGQKLEAVDKKNPQLICCATVDAIKDDQIHVTFDGWRGAFDYWCNYRSRDIFPAGWCA
RSCHPMQPPGHKSRMDSSSSKQRCPRPRYTVVAESEAMVPASPATAHFHPNCKGGPFINNSK
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000011111111111112
1111112111211212212112112122121111111

>DM_validata427
EQSSSEIKIVRDEYGMPHIYANDTWHLFYGYGYVVAQDRLFQMEMARRSTQGTVAEVLGKDFVKFD
KDIRRNYWPDAIRAQIAALSPEDMSILQGYADGMNAWIDKVNTNPETLLPKQFNTFGFTPKRWEPFD
VAMIFVGTMANRFSDSTSEIDNLALLTALKDKYGVSQGMAVFNQLKWLVYNPSAPTTIAVQESNYPLK
FNQQONSQTAALLPRYDLPAPMLDRPAKGADGALLALAAGKNRETIAAQFAQGGANGLAGY
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000001111111111111112
11111111121121211211211212212111112

>DM_validata437
HEGVHRKPSLLAHPGPLVKSEETVILQCWSDVRFQHFLLHREGKFKDTLHLIGEHHDGVSKANFSIGP
MMQDLAGTYRCYGSVTHSPYQLSAPSDPLDIVITGLYEKPSLSAQPGPTVLAGESVTLSCSSRSSYDM
YHLSREGEAHERRFSAGPKVNGTFQADFPLGPATHGGTYRCFGSFRDSPYEWSNSSDPLLVSVTGNP
SNSWPSPTEPSSETGNPRHLHAAAEQKLISEEDLNLDLVPRGSSSHHHHHHSSG
111100000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000001111111211211112111112
11111111121121121221221211211211

>DM_validata453
AQVQPWVDEDLKDSTEDLQVEEDAEEWQEAEESVEHIPFSHTRYPEQEMRMRSQEFYELLNKRRSV
RFISSEHVPMEVIENVIKAAGTAPSGAHTEPWTFVVVKDPDMKHKIREINEEEEEINYMKRMGKRWVTD
LKKLRTNWIKEYLDTAPVLILIFKQVHGFAANGKKKVHYYNEISVSIACGLLLAALQNAGLVTVTTTPLN
CGPRLRVLLGRPSHEKLLVLLPVGYPSRDATVPDLKRKALDQIMVTV
1111112111212121211211211212121211111100000000000000000000000000000000000000000
000000000000000000000000000000000000000000000001111111211121112111211112000000
000000000001111111111111000000000000000000000000000000000000000000000000000



000000000000000000000000000

>DM_validata455
SSGLVPRGSHMAEMGSKGVTAGKIASNVQKKLTRAQEKVLQKLGKADETKDEQFEQCVQNFNKQL
TEGTRLOKDLRTYLASVKAMHEASKKLNECLQEVYEPDWPGRDEANKIAENNDLLWMDYHQKLVD
QALLTMDTYLGQFPDIKSRIAKRGRKLVDYDSARHHYESLQTAKKKDEAKIAKAEEELIKAQKVFEEMN
VDLQEELPSLWNSRVGFYVNTFQSIAGLEENFHKEMSKLNQNLNDVLVGLEK
1111112111211212212121211212212112112121212212212111112000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000011111110000000000000000000000000000000000000000000000
00000000000000000000000011

>DM_validata463
MSEQQVQELEKKWYALQVEPGKENEAKENLLKVLELEGLKDLVDEVIVPAEEKVVIRAQGKEKYRLSLK
GNARDISVLGKKGVTTFRIENGEVKVVESVEGDTCVNAPPISKPGQKITCKENKTEAKIVLDNKIFPGYIL
IKAHMNDKLLMAIEKTPHVFRPVMVGGKPVPLKEEEVQNILNQIKRGVKPSKVEFEKGDQVRVIEGPF
MNFTGTVEEVHPEKRKLTVMISIFGRMTPVELDFDQVEKI
111100000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000011111112112122122121121212112122 12112112
111111111211211212111121

>DM_validata469
MMFNKQIFTILILSLSLALAGSGCISEGAEDNVAQEITVDEFSNIRENPVTPWNPEPSAPVIDPTAYIDP
QASVIGEVTIGANVMVSPMASIRSDEGMPIFVGDRSNVQDGVVLHALETINEEGEPIEDNIVEVDGKE
YAVYIGNNVSLAHQSQVHGPAAVGDDTFIGMQAFVFKSKVGNNCVLEPRSAAIGVTIPDGRYIPAG
MVVTSQAEADKLPEVTDDYAYSHTNEAVVYVNVHLAEGYKETS
1111112111212121221211211212212112111111211000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000

>DM_validata472
PVEEVMPVLEEKERSASYKPVFVTEITDDLHFYVQDVETGTQFQKLMENMRNDIASHPPVEGSYAPRR
GEFCIAKFVDGEWYRARVEKVESPAKIHVFYIDYGNREVLPSTRLGTLSPAFSTRVLPAQATEYAFAFIQ
VPQDDDARTDAVDSVVRDIQNTQCLLNVEHLSAGCPHVTLQFADSKGDVGLGLVKEGLVMVEVRK
EKQFQKVITEYLNAQESAKSARLNLWRYGDFRADDADEFGYSR
1111112111212121221211211212212112111211121200000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000011111111111112111112
11111111121121221211221211212271221211212211212212112112112122122121 12111112
111111111211212211112

>DM_validata511
SSEVVLMKPYEKLVERFNEMAAEFLSYFPTVKSVGNLESELDKRRFVILFRAMLRLRNEVKGYNEFDAE
DLTIEEQRFADYQSKYLDMSNEFAITSEKEDAESILQDIDFELELVHRDIINVMYILALLQDLKPESSSYPK
DRKAVLDTMDSNPELRSKIALIDNFIKLHIDGRQSNDLPADMESDLDKYIATQKAIAIEQVATEEGIDST
LLHEYISEYEYLGKPKNE
111111000000000000000000000000000000000000000000000000000000000000000000000
00000000000000111111221221211211211212112212112122122121 212122122122 12111112



111111111211212212112212112122712212112122112122121121 1211212212212 12111112
1111

>DM_validatab17
SSFKKILGLSSKSHKKSKKMGLPPPYDESSPMETQPSAPLSNDFFGMEDMDLYDKDSLRYEKFRFMLK
MTVRSNKPFRSYDDVTAAVSQWDNSYIGMVGKRPFYKIIALIGSSHLQATPAVLADLNQPEYYATLTG
RCFLPHRLGLIPPMFNVSETFRKPFNIGIYKGTLDFTFTVSDDESNEKVPHVWEYMNPKYQSQIQKEGL
KFGLILSKKATGTWVLDQLSPFK
111111211121212121121212112122121121112111211000000000000111110000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000

>DM_validata526
GSHMLGERLGIPAPRRIEAFDNSNIYGADPVSALVVFLDGKPAKKEYRKYKVKTVAGPNDYETMREVV
RRRYTRVLKEGLPLPDLINIDGGKGHLSAVRDVLENELGLDVPLAGLAKDEKHRTSELLAGDPPDVVPLD
ROQSQEFYLLQRIQDEVHRFAVMFHRKTRQKTMFHSVLDDIPGVGEKRKKALLNYFGSVKKMKEATVE
ELQRANIPRAVAEKIYEKLHE
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000011111111000000000000000000000000000
00000000001111111121221221221211211212112212112122122121 12122112122 12111112
1

>DM_validata528
MEINEKLLRQIIEDVLSEMKGSDKPVSFNAPAASAAPQATPPAGDGFLTEVGEARQGTQQDEVIIAVG
PAFGLAQTVNIVGIPHKSILREVIAGIEEEGIKARVIRCFKSSDVAFVAVEGNRLSGSGISIGIQSKGTTVIH
QQGLPPLSNLELFPQAPLLTLETYRQIGKNAARYAKRESPQPVPTLNDQMARPKYQAKSAILHIKETKY
VVTGKNPQELRVAL
11111121112112122121212112122121121121212122121212100000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000000000000000000000000000000
>DM_validata533
MGSDKIHHHHHHMTTIPSTAEAKLEMLTTINRAIAGSRPEALPPYPVPAPLSRAEILHQFEDRILDYGA
AYTHVSAAELPGAIAKALGNARRVIVPAGIPAPWLTVGMDVLRDEPPLSHAELDRADAVLTGCAVAIS
ETGTIILDHRADQGRRALSLIPDFHICVVREDQIVQTVREGVEAVAASVREGRPLTWLSGGSATSDIELV
RVEGVHGPRRLQVIVVG
111111211121212122112121211212212112112121212212121111200000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000001111111111100000000000000
>DM_validata538
AETVESCLAKSHTENSFTNVWKDDKTLDRYANYEGCLWNATGVVVCTGDETQCYGTWVPIGLAIPE
NEGGGSEGGGSEGGGSEGGGDDIFGELSSGKNAPKTGGGAKGNNASPAGSGNTKNNGASGADIN
NYAGQIKSAIESKFYDASSYAGKTCTLRIKLAPDGMLLDIKPEGGDPALCQAALAAAKLAKIPKPPSQA
VYEVFKNAPLDFKPAAAHHHHHH
000000000000000000000000000000000000000000000000000000000000000001111111111
11111121112112122121212112122121121121221221221111200000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000001111111



>DM_validata539
QQFFFENDALGQSSTDFATNFLNLWDNNREQLLNLYSPQSQFSVSVDSTIPPSTVTDSDQTPAFGYY
MSSSRNISKVSSEKSIQQRLSIGQESINSIFKTLPKTKHHLQEQPNEYSMETISYPQINGFVITLHGFFEET
GKPELESNKKTGKNNYQKNRRYNHGYNSTSNNKLSKKSFDRTWVIVPMNNSVIIASDLLTVRAYSTG
AWKTASIAIAQAAGS
000000000000000000000000000000000000000000000000011111111211211211112112112
111111111111000000000000000000000000000000000000000000000000000011111111111
11111111121112112111200000000000000000000000000000000000000000000000000000
>DM_validata566
MMQPSIKPADEHSAGDIIARIGSLTRMLRDSLRELGLDQAIAEAAEAIPDARDRLYYVVOQMTAQAAER
ALNSVEASQPHQDQMEKSAKALTQRWDDWFADPIDLADARELVTDTRQFLADVPAHTSFTNAQLL
KIMMAQDFQDLTGQVIKRMMDVIQEIERQLLMVLLENIPEQESRPKRENQSLLNGPQVDTSKAGVV
ASQDQVDDLLDSLGF
111100000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000011111121122121121121212122121212111200000000000000
>DM_validata593
SNQRMNDYSQPESQSDLAPKSSTIQPQPQPLLSKTPSMSLNLLSSSGPNRQVLPSEPSNFMTLMGQ
NGALLTVWALAKRNWLWAYPNIYSQDFGNIRNWKMEPGKHREYFRFVNQSLGTCVEAYGNGLIHD
ICSLDKLAQEFELLPTDSGAVVIKSVSQGRCVTYNPVSTTFYSTVTLSVCDGATEPSRDQTWYLAPPVL
EATAVN
11111121112112122112112112122121121112111211000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000000000000000000000000

>DM_validata603
MGTPKQPSLAPAHALGLRKSDPGIRSLGSDAGGRRWRPAAQSMFQIPEFEPSEQEDASATDRGLGPS
LTEDQPGPYLAPGLLGSNIHQQGRAATNSHHGGAGAMETRSRHSSYPAGTEEDEGMEEELSPFRGR
SRSAPPNLWAAQRYGRELRRMSDEFEGSFKGLPRPKSAGTATOMRQSAGWTRIIQSWWDRNLGKG
GSTPSQ
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
111111111211212212112212112122712212112122112122712112112112122122111 12111112
11111111121121221211211212212212212112122122111 1211111

>DM_validata613
MAAAKDTHEDHDTSTENTDESNHDPQFEPIVSLPEQEIKTLEEDEEELFKMRAKLFRFASENDLPEWK
ERGTGDVKLLKHKEKGAIRLLMRRDKTLKICANHYITPMMELKPNAGSDRAWVWNTHADFADECPK
PELLAIRFLNAENAQKFKTKFEECRKEIEEREKKAGSGKNDHAEKVAEKLEALSVKEETKEDAEEKQ
1111111112112121111112000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000001111112212112112112121121 121121211

>DM_validata628
MSSKEQKTPEGQAPEEIIMDQHEEIEAVEPEASAEQVDPRDEKVANLEAQLAEAQTRERDGILRVKAE
MENLRRRTELDIEKAHKFALEKFINELLPVIDSLDRALEVADKANPDMSAMVEDIELTLKSMLDVVRKF
GVEVIAETNVPLDPNVHQAIAMVESDDVAPGNVLGIMQKGYTLNGRTIRAAMVTVAKAKA
11111121112121212211211211212212111211111100000000000000000000000000000000000000



000000000000000000000000000000000111111100000000000000000000000000000000000
00000000000000000000000000000000000000000000000

>DM_validata636
EEMKKGHLERECMEETCSYEEAREVFEDSDKTNEFWNKYKDGDQCETSPCONQGKCKDGLGEYTCT
CLEGFEGKNCELFTRKLCSLDNGDCDQFCHEEQNSVVCSCARGYTLADNGKACIPTGPYPCGKQTLE
RRKRSVAQATSSSGEAPDSITWKPYDAADLDPTENPFDLLDFNQTQPERGDNNLTRIVGGQE
111111111211212212112212112122712212112122112122712112112112122112121 12111112
111110000000000000000000000000000000000000000000000000000111111111111111112
1111111112112122121121121221211111111212212111

>DM_validata665
HAGIFTFEEPVTHVSESIGIMEVKVLRTSGARGNVIVPYKTIEGTARGGGEDFEDTCGELEFQNDEIVKTI
SVKVIDDEEYEKNKTFFLEIGEPRLVEMSEKKALLLNELGGFTITGKYLYGQPVFRKVHAREHPIPSTVITIA
EEYDDKQPLTSKEEEERRIAEMGRPILGEHTKLEVIIEESYEFKS
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000111111211212212112212112122122122 212922122122 12112112
1111111112111111100000000000000000000000

>DM_validata668
MSSRKKPSRRTRVLVGGAALAVLGAGVVGTVAANAADTTEATPAAAPVAARGGELTQSTHLTLEAA
TKAARAAVEAAEKDGRHVSVAVVDRNGNTLVTLRGDGAGPQSYESAERKAFTAVSWNAPTSELAKR
LAQAPTLKDIPGTLFLAGGTPVTAKGAPVAGIGVAGAPSGDLDEQYARAGAAVLGH
1111112111211212212112112122121121121212122121212100000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000011

>DM_validata673
MPLVLDLARPVSEEELRRLSELNPGYQWERSPEGRLWVSPTGGESGRRSLQLAYQLARWNEERGLGV
VFDSSTGFKFPDGSILSPDAAFVERGAWEALSEAEREGFPPLAPKAVFEVRSASQDPEELRAKMGIYLR
NGVLLGVLVDPYARAVEVFRPGKPPLRLEGVERVSLDPELPGFALSLPPLW
1111112111211212211211211212121211111120000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000

>DM_validata675
ASTFSGVQSLPKFEIHDVRDDPAEGTMTRVAVDGKLLLISQYPQLGPRKVDPNDLSPQFDADRRISVR
LRHVDLAYLVGVCKERVPRHRMETKAYTLDFEKSAQGYHLHGKVHRVASQRMEDWSVKFDNHFAV
TLEHFLESALDESFGFRQHYATRAAEGGEKIAATSSAEGGARRKRSYSDTSRYH
111111110000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000111111211211112112112122121111111

>DM_validata683
MSYYLESTSLYKKAGSENLYFQGASIKKVYRGMKNGAETINDDLEAINSELTSGGNVVHKTGDETIAGK
KTFTGNVEVNGSLTLPTKSWSGELGGGIILSLRKKGTTVEYSIGGEISSSILANSNLYNRSVPNEFCPRNR
CSLVGHMVGGWNAFHIDIPSSGVCQWFGPTASSGTPRGTGTYPID
11111121112112122121121121221211211111120000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000000000000000000000000



>DM_validata691
RTEAGDAYYSKFANNTPLPALMVSRKKFGSSYVYDKSYKTWDVPIAEQMEQKAKINIFAVAEYTDTQK
IKVTVKGKILEGNTLPKSMVQVYLLEDKLIAPQVDGNTTVENYEHNHVLRGAVNGIWGEEFVNLKDYL
YTYAVEPLSGMSFVAENYSIVAFVYDVQTFEVYDVVHVKINPQSDGK
1111112111211212212112112122121121121212122122121112112200000000000000000000000
0000000000000000000011111121112111211121212000000000000000000000000000000000000
000000000000000000000000000000111

>DM_validata693
NSNTGFLTPESVNGDTPSNPLRPIADDTIDHASHTPGSVSSAFILEAMVNVISGPKVLMKQIPIWLPLG
VADQKTYSFDSTTAAIMLASYTITHFGKATNPLVRVNRLGPGIPDHPLRLLRIGNQAFLQEFVLPPVQL
PQYFTFDLTALKLITQPLPAATWTDDTPTGSNGALRPGISFHPK
111111211121121221121121121221211211111120000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000001111111121121221211212

>DM_validata701
MEPHAKKKSKISASRKLOQLKTLLLQIAKQELEREAEERRGEKGRALSTRAQPLELAGLGFAELQDLARQL
HARVDKVDEERYDIEAKVTKNITEIADLTQKIFDLRGKFKRPTLRRVRISADAMMQALLGARAKESLDL
RAHLKQVKKEDTEKENREVGDWRKNIDALSGMEGRKKKFES
111100000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000011111111110000000000000000111111211112111112
1111111112111212112112112112111

>DM_validata767
GPLGSHMSQAVQTNGTQPLSKTWELSLYELQRTPQEAITDGLEIVVSPRSLHSELMCPICLDMLKNT
MTTKECLHRFCADCIITALRSGNKECPTCRKKLVSKRSLRPDPNFDALISKIYPSRDEYEAHQERVLARIN
KHNNQQALSHSIEEGLKIQAMNRLQRG
111111111211121121111110000000000000000000000000111100000000000000000000000000
0000000000000000000000000000000000000000000001111112211112112112122 12112112
11111111121111112

>DM_validata769
MMRTVQLRTLRPCIRAQQQPVRPSTSATAAAATAPAPARKCPSSLFAKLGGREAVEAAVDKFYNKIV
ADPTVSTYFSNTDMKVQRSKQFAFLAYALGGASEWKGKDMRTAHKDLVPHLSDVHFQAVARHLSD
TLTELGVPPEDITDAMAVVASTRTEVLNMPQQ
111111211121121221121212112122121121112121212111200000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000000

>DM_validata770
TSKKKRQRGSRTHGGGSHKNRRGAGHRGGRGDAGRDKHEFHNHEPLGKSGFKRPQKVQEEAATID
VREIDENVTLLAADDVAEVEDGGFRVDVRDVVEEADDADYVKVLGAGQVRHELTLIADDFSEGAREK
VEGAGGSVELTDLGEERQAEAEETEDADADEE
1111112111211212212112112122121121121221221221111110000000000000000000000000
000000001111111100000111000000000000000000000000000000000000000000000011111
11111111121111

>DM_validata773
MKALRGMISEKGGWNLTVNNDNNTVVSSGGALDLSSGSKNLKIVKDGKKNNVTFDVARDLTLKSIKL



DGVTLNETGLFIANGPQITASGINAGSQKITGVAEGTDANDAVNFGQLKKIETEVKEQVAASGFVKQ
DSDTKYLTIGKDTDGDTINIANNKSDKRT
111111111110000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000001111121111211211211112112112
1111111112111

>DM_validata784
MQTSHSLPSAQLPLFQEAFWASNGAPLLDDVIDSPSSASIEEPAAFSELSLSGLPGHCLTLLAPILRELSE
EQDARWLTLIAPPASLTHEWLRRAGLNRERILLLQAKDNAAALALSCEALRLGRSHTVVSWLEPLSRA
ARKQLSRAAQLGQAQSLNIRLG
111111211121121221211211212212112111211212111000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000

>DM_validata797
DEAKISAQSFYQRLLLLNEEAILSGQDFGVRIDVDTRRLTFLQLTADKGWQKWQNDKMTNQTTLKEG
LQLDFELGGGAWQKDDRLFNPGSLFDEEMFADEKKEQKQEPAPQLFVLSSGEVTPFTLSIFPKGQEPD
EQWRVTAQENGTLRLLAPGESDEE
000000000000000000000000000000000000000000000000000000000000000000000000000
111111211121121211211211212121111100000000000000000000000000000000000000000000
000001111

>DM_validata811
MSGGLLKALRSDSYVELSQYRDQHFRGDNEEQEKLLKKSCTLYVGNLSFYTTEEQIYELFSKSGDIKKII
MGLDKMKKTACGFCFVEYYSRADAENAMRYINGTRLDDRIIRTDWDAGFKEGRQYGRGRSGGQVR
DEYRQDYDAGRGGYGKLAQNQ
111111211121121211211211212121111210000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000001111111211211211112111112
111111

>DM_validata831
MDYKESCPSVSIPSSDEHREKKKRFTVYKVLVSVGRSEWFVFRRYAEFDKLYNSLKKQFPAMALKIPAK
RIFGDNFDPDFIKQRRAGLNEFIQNLVRYPELYNHPDVRAFLQMDSPRHQSDPSEDEDERSTSKPHST
SRNINLGPTGNPHAKPT
111000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000000000011111212211112112112112 12112112
1111

>DM_validata851
GSLEAQEEEEVGFPVTPQVPLRPMTYKAAVDLSHFLKEKGGLEGLIHSQRRQDILDLWIYHTQGYFPD
WQNYTPGPGVRYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMDDPEREVLEWRFDSRL
AFHHVARELHPEYFKNC
11111111121112111112000000000000000000000000000000000000000000000000000000000
0000000000000000011121112121121121121221211211211121000000000000000000000000011
1

>DM_validata852
MSIVRRSNVFDPFADLWADPFDTFRSIVPAISGGGSETAAFANARMDWKETPEAHVFKADLPGVKKE
EVKVEVEDGNVLVVSGERTKEKEDKNDKWHRVERSSGKFVRRFRLLEDAKVEEVKAGLENGVLTVTVP
KAEVKKPEVKAIQISG



1111112111211212212112112122121121112111212111000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0

>DM_validata869
MASSDIQVKELEKRASGQAFELILSPRSKESVPEFPLSPPKKKDLSLEEIQKKLEAAEERRKSHEAEVLKQL
AEKREHEKEVLQKAIEENNNFSKMAEEKLTHKMEANKENREAQMAAKLERLREKDKHIEEVRKNKESK
DPADETEAD
11111111121121221211221211212271221211212211212212112112112122122121 12111112
1111111112112122121122121121221221211212212212212112112112122112111 1111111
>DM_validata900
GQGGGTHSQWNKPSKPKTNMKHMAGAAAAGAVVGGLGGYMLGSAMSRPIIHFGSDYEDRYYRE
NMHRYPNQVYYRPMDEYSNQNNFVHNCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCIT
QYERESQAYYQRGSS
1111112111212121221121121121221211111111000000000000000000000000000000000000000
0000000000000000000000000000111000000000000000000000000000000000111
>DM_validata930
MARTKQTARKSTGGKAPRKQLATKAARKSAPATGGVKKPHRYRPGTVALREIRRYQKSTELLIRKLPFQ
RLVREIAQDFKTDLRFQSSAVMALQEASEAYLVGLFEDTNLCAIHAKRVTIMPKDIQLARRIRGERA
11111121112112122121212112122121121112121212121200000000000000000000000000000000
0000000000000000000000000000000000000000000000000000000000000
>DM_validata965
SSAAEKKPASKAPAEKKPAAKKTSTSVDGKKRSKVRKETYSSYIYKVLKQTHPDTGISQKSMSILNSFVN
DIFERIATEASKLAAYNKKSTISAREIQTAVRLILPGELAKHAVSEGTRAVTKYSSSTQA
11111121112112121211211211212121211111120000000000000000000000000000000000000000
0000000000000000000000000000000000000000000000000000000

>DM_validata989
MAEAGAGLSETVTETTVTVTTEPENRSLTIKLRKRKPEKKVEWTSDTVDNEHMGRRSSKCCCIYEKPRA
FGESSTESDEEEEEGCGHTHCVRGHRKGRRRATLGPTPTTPPQPPDPSQPPPGPMQH
111111111211212212112212112122712212112122112122712112112112122112121 12111112
111111111211212212112212112122112122 121121 121111111

>DM_validatal024
MGSLEMVPMGAGPPSPGGDPDGDDGGNNSQYPSASGSSGNTPTPPNDEERESNEEPPPPYEDLD
WGNGDRHSDYQPLGNQDPSLYLGLQHDGNDGLPPPPYSPRDDSSQHIYEEAGRG
111111111211212212112212112122712212112122112122121121 1211212211212 12111112
1111111112112122122122121121221121121111111

>DM_validatal028
MKTTLIKVIAASVTALFLSMQVYASGHTAHVDEAVKHAEEAVAHGKEGHTDQLLEHAKESLTHAKAA
SEAGGNTHVGHGIKHLEDAIKHGEEGHVGVATKHAQEAIEHLRASEHKSH
11111111121121221211221211212271221211212211212212112112112122122121 12111112
111111111211212212212212112122112122121111

>DM_validatal029
GLECDGKVNICCKKQFFVSFKDIGWNDWIIAPSGYHANYCEGECPSHIAGTSGSSLSFHSTVINHYRM
RGHSPFANLKSCCVPTKLRPMSMLYYDDGQNIIKKDIQNMIVEECGCS
111111111100000000011111111100000000000000000111111211111211211212112112112




11110000000000000000000000000000000000000

>DM_validatal046
MEEEKHHHHHLFHHKDKAEEGPVDYEKEIKHHKHLEQIGKLGTVAAGAYALHEKHEAKKDPEHAHK
HKIEEEIAAAAAVGAGGFAFHEHHEKKDAKKEEKKKLRGDTTISSKLLF
111111111211212212112212112122712212112122112122712112112122122122121 12111112
111111111211212212112212112122112111 1111

>DM _validatal081
MKAKRSHQAIIMSTSLRVSPSIHGYHFDTASRKKAVGNIFENTDQESLERLFRNSGDKKAEERAKIIFAI
DQDVEEKTRALMALKKRTKDKLFQFLKLRKYSIKVH
111111111211212212112212112122712212112122112122712112112122122122121 12111112
1111111112112122111111121121211

>DM_validatall14
KMSRLCLSVALLVLLGTLAASTPGCDTSNQAKAQRPDFCLEPPYTGPCKARIIRYFYNAKAGLCQTFVY
GGCRAKRNNFKSAEDCMRTCGGAIGPWENL
11111121112121212212112112122121121112112121121000000000000000011110000000000000
0000000000001111111111212

>DM_validatal117
GHMTDEDSEANALADPDNPPLSAEQLASAPRMPRIKIIRRALKLTQEEFSARYHIPLGTLRDWEQGRS
EPDQPARAYLKIIAVDPEGTAAALRKGATGS
11111121112112121121121121212111100000000000000000000000000000000000000000000
000000000000000000111111

>DM_validatal125
MHGDTPTLHEYMLDLQPETTDLYCYEQLSDSSEEEDEIDGPAGQAEPDRAHYNIVTFCCKCDSTLRLC
VQSTHVDIRTLEDLLMGTLGIVCPICSQKP
11111111121121221211221211212271221211212211212212112112112122122121 12111112
11111111121121121211111

>DM_validatal128
MSIDRTSPLKPVSTVQTRETSDTPVQKTRQEKTSAATSASVTLSDAQAKLMQPGVSDINMERVEALKT
AIRNGELKMDTGKIADSLIREAQSYLQSK
111111111211212212112212112122712212112122112122121121 1211212212212 12111112
1111111112112122111111

>DM_validatal148
AGSSWQCDTCLLQNKVTDNKCIACQAAKLPLKETAKQTGIGTPSKSDKPASTSGTGFGDKFKPAIGT
WDCDTCLVQNKPEAVKCVACETPKPG
111111211121121221212121121222121122121212122122121121221221211211121110000000000
000000000000000001

>DM_validatall73
MSEVASRELRNDTAGVLRRVRAGEDVTITVSGRPVAVLTPVRPRRRRWLSKTEFLSRLRGAQADPGLR
NDLAVLAGDTTEDLGPIR
111111211121121221121212112122121121112121212111121000000000000000000000000000000
00001111111

>DM_validatall76
SNFSGFTKGTDIADLDAVAQTLKKPADDANKAVNDSIAALKDKPDNPALLADLQHSINKWSVIYNIN
STIVRSMKDLMQGILQKFP



111111211121121211211211212212112112121212212111111000000000000000000000000000
00000000000

>DM_validatal184
MIHSSVKRWGNSPAVRIPATLMQALNLNIDDEVKIDLVDGKLIEPVRKEPVFTLAELVNDITPENLHEN
IDWGEPKDKEVW
111000000000000000000000000000000000000000000001111111111211211211112112112
1111111

>DM_validatal205
MQSINFRTARGNLSEVLNNVEAGEEVEITRRGREPAVIVSKATFEAYKKAALDAEFASLFDTLDSTNKEL
VNR
111111211121121221211211212121221221212121229122712212112112122121122111 121121
>DM_validatal219
MSTQQQARALMMRHHQFIKNRQQSMLSRAAAEIGVEAEKDFWTTVQGKPQSSFRTTYDRSNASLS
11111111121121221211211212212212212112122122122121111121121111111
>DM_validatal226
MARYRRSRTRSRSPRSRRRRRRSGRRRSPRRRRRYGSARRSRRSVGGRRRRYGSRRRRRRRY
111111111211212212112112122712112112122122122121121111111111111



