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FDEFRYFVPGDTMPIVRLHGVDIALAICEDLWQDGGRVPAARSAGAGLLLSVNASPYERDKDDTRLEL
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MDEDATITYVDDDKGGAQVGDIVTVTGKTDDSTTYTVTIPDGYEYVGTDGGVVSSDGKTVTITFAAD
DSDNVVIHLKHG
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MNLKSTLLLLLCLMMAGMVAAKDNTKVIAHRGYWKTEGSAQNSIRSLERASEIGAYGSEFDVHLTAD
NVLVVYHDNDIQGKHIQSCTYDELKDLQLSNGEKLPTLEQYLKRAKKLKNIRLIFELKSHDTPERNRDA
ARLSVOMVKRMKLAKRTDYISFNMDACKEFIRLCPKSEVSYLNGELSPMELKELGFTGLDYHYKVLQS
HPDWVKDCKVLGMTSNVWTVDDPKLMEEMIDMGVDFITTDLPEETQKILHSRAQ
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MKKNLAYIGLVLLILTWTSCESSDNEFPDFDYQTVYFANQYGLRTIELGESEFVDNTLDNQHKMVIKA
AWGGGYTNRNNVVINFKVDESLCDNLYFKDTDQPLVPMPASYYTLASDRIAIPKGQIMAGVEVQLT
DDFFADEKSISENYVIPLLMTNVQGADSILQGKPVVENPVLTNAGDWSILPQNFVLYAVKYVNPWHG
EYLRRGIDHATVAGTSKDIIRHEQFVENDEVVNISTKSMKDNLLTLKTKDESGKDISYTVRLSFAEDGSC
TVHSGSOQNVVVSGSGKFVSKGEKNSLGGKDRNAIYLDYTVNLTDNNIQLATKDTLVLRTRNVYGGKS
LEVVRK
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MKISLRKLSKSVPVKLELTGDKASNVSSISYSFDRGHVTIVGSQEAMDKIDSITVPVDISQVTEDTSKTLE



LKAEGVTVQPSTVKVNLKVTQK
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MSTSAIDPVSFSLYAKDFTRFAQELGASFERYGFAVLSDYDLDQARIDAAVDSAKAFFALPVETKKQYA
GVKGGARGYIPFGVETAKGADHYDLKEFWHMGRDLPPGHRFRAHMADNVWPAEIPAFKHDVSWL
YNSLDGMGGKVLEAIATYLKLERDFFKPTVQDGNSVLRLLHYPPIPKDATGVRAGAHGDINTITLLLGA
EEGGLEVLDRDGQWLPINPPPGCLVINIGDMLERLTNNVLPSTVHRVVNPPPERRGVPRYSTPFFLHF
ASDYEIKTLONCVTAENPDRYPESITADEFLQQRLREIKLA
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MKNAMALTLAGLLAAPSLGFAAAPDAVMVFARQGDKGSVSVGDKHFRTQAFKVRLYNAAKSEISLK
NSCLVAQSAAGQSFRLDTVDEELTADTLKPGASVEGDAIFASEDDAVYGASLVRLSDRCK
1111112111211212111211121112000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000002

>T0575
MPTETFFNLPEEKRSRLIDVLLDEFAQNDYDSVSINRITERAGIAKGSFYQYFADKKDCYLYLIQLGIEQK
TAFLRQTPPASTTDMFAYLRWLLDVGIQFQFHNPRLAQIAYKALYDDVPLPAETMQVIRHGSFAYFK
QLVEQGIADGSLVPDLDADTAAFVLNVVFTELGNHLIERFAVNPAELLREGGIVLLQPAMRRVIEQVID
ILERGMRRR
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MGSSHHHHHHSSGRENLYFQGHVEPGVTDRIGOQMILEMFRTGMCLFSVRSPGGVAELYGGEARKVE
ITGTSLTIEREDWHLHCKLETVETVVFDLSPKDNGGIRMAVVFRDKHQAPVLRAAWLPRLMPETPSPP
EQFWAFTQRYIDLPMVVDARNRQLVFPGSGQGGFTEGS
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SNAMKKATMLTYLEEQLEKHLGDYEVGLDWDRKNHTIEVIVRLYAENNEQVAIDDVDGTLSEEEFIEF
EDGLLFYNPQKSVVDDEEYLVTIPYEGKKGLRKAVLDGFIHYLKVVLDEGQSDLLDFLSDETAEVFELH
WEPADFEAMIKKVAETEKEQWIAYPSY
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MKVGSQVIINTSHMKGMKGAEATVTGAYDTTAYVVSYTPTNGGQRVDHHKWVIQEEIKDAGDKTL
QPGDQVILEASHMKGMKGATAEIDSAEKTTVYMVDYTSTTSGEKVKNHKWVTEDELSAK
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SKELKVLVLCAGSGTSAQLANAINEGANLTEVRVIANSGAYGAHYDIMGVYDLIILAPQVRSYYREMK
VDAERLGIQIVATRGMEYIHLTKSPSKALQFVLEHYQ
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MSRFMALALCFVLPTAAHAASLKDFELSKMLEKVAKESSVGTPRAINEDILDQGYTVEGNQLINHLSY
RASHAERMRSNPDSVRSQLGDSVCSNTGYRQLLARGAILTYSFTEYKTNQPVATERFDAGSCRIQGK
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MEINADFTKPVVIDTDQLEWRPSPMKGVERRMLDRIGGEVARATSIVRYAPGSRFSAHTHDGGEEFIV
LDGVFQDEHGDYPAGTYVRNPPTTSHVPGSAEGCTIFVKLWQFDPADRTQFSKNMEAELGAPVEGIS
TSLLHEDERETVTHRKLEPGANLTSEAAGGIEVLVLDGDVTVNDEVLGRNAWLRLPEGEALSATAGAR
GAKIWMKTGHLRFVRTPEV
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MSLDVTALLERGRTLATPVLRAAVDRLAPPMDTVAAYHFGWIDAQGNPADGDGGKAVRPALAVLS
AEVTGAAPEVGVPGAVAVELVHNFSLLHDDLMDGDEQRRHRDTVWKVHGPAQAILVGDALFALAN
EVLLELGTVEAGRATRRLTKASRSLIDGQAQDISYEHRDRVSVEECLEMEGNKTGALLACASSIGAVLG
GADERTADTLEKYGYHLGLAFQAVDDLLGIWGDPDATGKQTWSDLRQRKKSLPVVAALAAGGAAS
ERLGEILTADAKASDFANFSEEEFAARAALIEEAGGREWTADEARRQHTIAIEALDAVDMPDRVRDRFT
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SNASFRVVLDPGHGGIDGGARGVTGILEKDVTLAFARALRDELQKGSHTIVALTRDSDIFLRLSERVKK
AQEFDADLFISIHADTIDVHSLRGATVYTISDEASDAIAKSLAESENKVDLLDGLPKEESLELTDILLDLTR
RETHAFSINFANNVVSNLSKSHINLINNPHRYADFQVLKAPDVPSVLIEIGYLSNKEDEKLLNNPQWRK
QMAASIAYSIRQFAEYRQKIMQPL
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SNAMNPTFHADKPIYSQISDWMKKQMITGEWKGEDKLPSVREMGVKLAVNPNTVSRAYQELERAG
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MKNLLVCTLLFAYAFTLNAQVANTRIYAAEKLAKVKEKADSPLYAPAVKTLLRDADKALKMTPPSVMD
KTMTADSGDKHDYMSMGPYWWPDPSKPDGLPYIRKDGQRNPELDKLDRNKLGDMSKAVTTLGLA
YYFSGDEKYAQKAVDFLNVWFLDAKTKMNPHLTYGQTIPGKNKGMGRGAGMIDIYSFTEMIDAMTL
MENSKAFTPKVKKGMKEWFTQLVEWMQTSPVAAEEQRAKNNHGLAYDVQLTAYALYTGNQDLA
MKTIQEFPEKRLFAQIEPDGKQPLELARTTALGYTIFNLGHMLDMCSIASTLGQDIYNATSQDGRSITA
ALKFLIPYIGKPQSEWPYQQIKEWDKKQEEACWILRRASFFDPKAGYEAIGAQFRETPANKRIHLIYSLE
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SNAMAKNDKINFSTPSGFPEFLPSEKRLELYLLDTIRRVYESYGFTPIETPAVERLEVLQAKGNQGDNIIY
GLEPILPPNRQAEKDKSGDTGSEARALKFDQTVPLAAYIARHLNDLTFPFARYQMDVVFRGERAKDG
RFRQFRQCDIDVVGREKLSLLYDAQMPAITEIFEAVNIGDFVIRINNRKVLTGFFQSLNISETQIKSCISII
DNLEKIGEAKVKLELEKEGINPEQTQKIIDFVKIDGSVDDVLDKLKHLSQTLPESEQFNLGVSELETVITG
VRNLGVPDKRFCIDLAIARGLNYYTGTVYETTLIGHEALGSICSGGRYEELVGTFIGEKMPGVGISIGLTR
LISRLLKAGILNTLPPTPAQVVVVNMQDELMPTYLKVSQQLRQAGLNVITNFEKRQLGKQFQAADKQ
GIRFCVIIGADEAAAQKSSLKDLQSGEQVEVALADLAEEIKRRLT
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MNARDNKFNTWNDSRGNYWSDYEGSDENGDGIGDSAYAVNPEAGSMDYMPLMEYLHSSPVLPT
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MSIEAKFKKLGTDNAPGQEVRQSAAGLEALIRGAPIEGRPVDFSHGDVDAHEPTPGAFDLFSAGVQS
GGVQAYTEYRGDLGIRDLLAPRLAAFTGAPVDARDGLIITPGTQGALFLAVAATVARGDKVAIVQPDY
FANRKLVEFFEGEMVPVQLDYVSADETRAGLDLTGLEEAFKAGARVFLFSNPNNPAGVVYSAEEIGQI
AALAARYGATVIADQLYSRLRYAGASYTHLRAEAAVDAENVVTIMGPSKTESLSGYRLGVAFGSRAIIA
RMEKLQAIVSLRAAGYSQAVLRGWFDEAPGWMEDRIARHQAIRDELLHVLRGCEGVFARTPQAGSY
LFPRLPKLAVAPAEFVKILRLQAGVVVTPGTEFSPHTADSVRLNFSQDHEAAVAAARRIVTLVERYRA
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ANPNEAYRHYMKKLSYETDIADLSIDIKKGYEGIIVVDVRDAEAYKECHIPTAISIPGNKINEDTTKRLSKE
KVIITYCWGPACNGATKAAAKFAQLGFRVKELIGGIEYWRKENGEVEGTLGAKADLFWNMKKESLEH
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MKVAVLVGGVGRRIGMEKTEVMLCGKKLIEWVLEKYSPFQTVFVCRDEKQAEKLSSRYEAEFIWDLHK
GVGSIAGIHAALRHFGSCVVAAIDMPFVKPEVLEHLYKEGEKAGCDALIPKHDYPEPLLAYYAESAADE
LERAILQGIRKILVPLERLNVVYYPVEKLRKFDKELISFFNINTPDDLKRAEEICSKMSTEGLLEHHHHHH
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000000000001111112111112

>T0594
GMSFEITEEYYVPPEVLFNAFTDAYTLTRLSRGSLAEVDLKVGGKFSLFSGSILGEFTEITKPHKIVEKWKF
RDWNECDYSTVTVEFISVKENHTKLKLTHNNIPASNKYNEGGVLERCKNGWTQNFLHNIEVILGYPKK
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MTINNDPMRDAIVDTAVELAAHTSWEAVRLYDIAARLAVSLDEIRLYFREKDELIDAWFDRADSRMLK
EAESAGFLDLVASERIHHLIMIWLDALAVQRKVTRQMIMSKLEFGHIHIQIPAVMRVSRTVQWVREAA
QRDATFMRRALEESTLTTIYLMTFFFWMRDESENSRHTRQFLKRHLTMAAWLGQKVYGKDPEKSTVP
HKQQIPLQFD
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MHHHHHHSSGRENLYFQGAIIKNVKVPDNYEIKHLIGRGSYGYVYLAYDKNANKNVAIKKVNRMFE
DLIDCKRILREITILNRLKSDYIIRLHDLIPEDLLKFDELYIVLEIADSDLKKLFKTPIFLTEQHVKTILYNLLLG
EKFIHESGIIHRDLKPANCLLNQDCSVKICDFGLARTINSDKDIHIVNDLEEKEENEEPGPHNKNLKKQL
TSHVVTRWYRAPELILLQENYTNSIDIWSTGCIFAELLNMMKSHINNPTNRFPLFPGSSCFPLSPDHNS
KKVHEKSNRDQLNIFNVIGTPPEEDLKCITKQEVIKYIKLFPTRDGIDLSKKYSSISKEGIDLLESMLRFNA
QKRITIDKALSHPYLKDVRKENLENFSTEKIILPFDDWMVLSETQLRYIFLKEIQSFHADLIIPAKLNIHQKS
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MAGDPMKSKFEASIDNLKEIEMNAYAYGLIREIVLPDMLGQDYSSMMYWAGKHLARKFPLESWEEFP
AFFEEAGWGTLTNVSAKKQELEFELEGPIISNRLKHQKEPCFQLEAGFIAEQIQLMNDQIAESYEQVKK
RADKVVLTVKWDMKDPVLEHHHHHH
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MNEFTAVKELSEKLLEDYKTESSFFFASPTRTILAEGEFTTVKHHEIESFPELVQAVLRNAKQAGNPNPIV
VGALPFDRRKEVQLIVPEYSRISERLQLDPTNHLEINRNLTFEMTPVPDHEVYMKGVKQGIEKIKDGDL
KKIVLSRSLDVKSSGKIDKQKLLRELAEHNKHGYTFAVNLPKDENENSKTLIGASPELLVSRHGMQVISN
PLAGSRPRSDDPVEDKRRAEELLSSPKDLHEHAVVVEAVAAALRPYCHTLYVPEKPSVIHSEAMWHLS
TEVKGELKNPNTSSLELAIALHPTPAVCGTPMEEAREAIQKIEPFDREFFTGMLGWSDLNGDGEWIVTI
RCAEVQENTLRLYAGAGVVAESKPEDELAETSAKFQTMLKALGLNDSSLNEK
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SNAMAEKLLHTAESDAGIGSWVLHMESGRLEWSQAVHDIFGTDSATFDATEDAYFQRVHPDDRAR
VRRELDRHVLGDRPFDVEYRIVRPDGQVRELLERNHIQRQASGQVDHLWGTVIDMTEHKQ
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MSLHAAAVGPSVLPDLREQVEQIIAEARRQGASACEVAVSLEQGLSTSVRQGEVETVEFNRDQGFGIT
LYAGQRKGSASTSATGEAAIRETVAAALAIARHTSEDECAGLADAALMARELPELDLYHPWSLSPEQA
VERALACEAAAFAADKRVTKADGTTLNTHQGCRVYGNSHGFIGGYASTRHSLSCVMIAEGEGQMQ
RDYWYDVNRRGEALASAESIGRRAAERAASRLGARPVQTAEVPVLFAPEIAVGLFGHFLGAISGGSLY
RKSSFLEGALGQRLFPEWLSIDERPHLVGALGSASFDSDGLATYAKPFVENGELVSYVLGTYSGRKLGL
PSTANAGGVHNLFVSHGDEDQAALIRRMERGLLVTELMGQGVNLVTGDYSRGAAGYWVENGEIQF
PVQEVTIAANLRDLFRRIVAVGKDIERRGNLHTGSVLVESMMVAGR
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SNAMERHQHLLSEYQQILTLSEQMLVLATEGNWDALVDLEMTYLKAVESTANITISSCSSLMLQDLLR
EKLRAILDNEIEIKRLLQLRLDRLSDLVGQSTKQQAVNNTYGQFPDHALLLGETQ
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>T0603
MTWLPLNPIPLKDRVSMIFLQYGQIDVIDGAFVLIDKTGIRTHIPVGSVACIMLEPGTRVSHAAVRLAA
QVGTLLVWVGEAGVRVYASGQPGGARSDKLLYQAKLALDEDLRLKVVRKMFELRFGEPAPARRSVE
QLRGIEGSRVRATYALLAKQYGVTWNGRRYDPKDWEKGDTINQCISAATSCLYGVTEAAILAAGYAP
AIGFVHTGKPLSFVYDIADIIKFDTVVPKAFEIARRNPGEPDREVRLACRDIFRSSKTLAKLIPLIEDVLAAG
EIQPPAPPEDAQPVAIPLPVSLGDAGHRSS
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MGHHHHHHSHMIRINEIKLPLDHEEGALLDAITKKLGIPAEKVISFNVFRRGYDARKKTNIHLIYTLDIIV
EGDETALLAKFANDPHVRQTPDMEYKFVAKAPENLTERPIVIGFGPCGLFAGLVLAQMGFNPIVERG
KEVRERTKDTFGFWRKRTLNPESNVQFGEGGAGTFSDGKLYSQVKDPNFYGRKVITEFVEAGAPEEILY
VSKPHIGTFKLVTMIEKMRATIELGGEIRFSTRVDDLHMEDGQITGVTLSNGEEIKSRHVVLAVGHSAR
DTFEMLHERGVYMEAKPFSVGFRIEHKQSMIDEARFGPNAGHPILGAADYKLVHHCKNGRTVYSFC
MCPGGTVVAATSEEGRVVTNGMSQYSRAERNANSAIVVGISPEVDYPGDPLAGIRFQRELESNAYKL
GGENYDAPAQKIGDFLKGRDPSQLGDVEPSFTPGIKLTDLSKALPPFAVEAIREAIPAFDRKIKGFASED
GLLTGVETRTSSPVCIKRGKDFQSVNLKGFYPAGEGAGYAGGILSAGIDGIKVAEAVARDIVAAMENA
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MRGSHHHHHHGMASIEGRGSLRDLQYALQEKIEELRQRDALIDELELELDQKDELIQMLQNELDKYR
SVIRP
111111111111111111110000000000000000000000000000000000000000000000111111
>T0606
MKRRLILLVVVIALIAGFGALLHSPPSIIDAVTGATPKAKKAAQSSAQLEGSYIFCMNPLLDKLSDEDIRE
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MFKPQGLYDYICQQWQEEILPSLCDYIKIPNKSPHFDAKWEEHGYMEQAVNHIANWCKSHAPKGM
TLEIVRLKNRTPLLFMEIPGQIDDTVLLYGHLDKQPEMSGWSDDLHPWKPVLKNGLLYGRGGADDGY
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MRHRYISYFAGIFLLAFFAVLNTGVLISVSGFQRLQKPVVSQPDFRRQPVSETMQVYLKQAADPGRDV
GLYWMATDFENRRFPGKVSPSGFQKLYRQWRNQTGWDAYVQSCRAIWNDVKYFPIPQSLDDTED
KISYVDSWMFERNYGGKRGHEGTDIMAEKNTPGYYPVVSMTDGVVTEKGWLEKGGWRIGITAPTGA
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MVQTPSKPITLDEFLKLPETEPASEYIEGKIQKPMPQGKHSAIQSECVSVINSVVKPQRIARAFLELRCTF
GDHSTVPDISVFIWSRIPREENGEIANIFLIAPDWTIEILSPDQSQTKVTKNILHCLKHGTQMGWLIDPD
EQTVFVYRPQQETEVFDEPDALVPVPSFASELHLSIKDLFSWLL
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MTMKTRDKILLSSLELFNDKGERNITTNHIAAHLAISPGNLYYHFRNKSDIIYEIFQEYEKLVDYYLDIPED
RPITLEDMTFYLESVFDGLWSYRFFHRDLEYLLDSDPRLRQDYREFTNRCLAAINRIFAKLADAGIIQPQ
PEDLRSAMSLNVWLVITNWMAFLKTAHAAEEPASLSLTELKQGIYQVLTLEVPYLTPEYRERVLALREK



YRPTLPEAQGISGVEA
220000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000111111111000000000000000000000000000000000000111111111112
11

>T0612
MNKGLVLACLLLGLSACAPHTGGIMISSTGEVRVDNGSFHSDVDVSAVTTQAEAGFLRARGTIISKSP
KDQRLQYKFTWYDINGATVEDEGVSWKSLKLHGKQQMQVTALSPNATAVRCELYVREAISN
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MPHHQYVLTLSCPDRAGIVSAVSTFLFENGONILDAQQYNDTESGHFFMRVVFNAAAKVIPLASLRT
GFGVIAAKFTMGWHMRDRETRRKVMLLVSQSDHCLADILYRWRVGDLHMIPTAIVSNHPRETFSGF
DFGDIPFYHFPVYNKDTRRQQEAAITALIAQTHTDLVVLARYMQILSDEMSARLAGRCINIHHSFLPGFK
GAKPYHQAFDRGVKLIGATAHYVTSALDEGPIIDQDVERISHRDTPADLVRKGRDIERRVLSRALHYHL
DDRVILNGRKTVVFTD
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GSHHYKSFKVSMIHRLRFTTDVQLGISGDKVEIDPVTNQKASTKFWIKQKPISIDSDLLCACDLAEEKSP
SHAIFKLTYLSNHDYKHLYFESDAATVNEIVLKVNYILESRASTARADYFAQKQRKLNRRTSGNS
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MATYPSAKFMECLQYAAFKHRQQRRKDPQETPYVNHVINVSTILSVEACITDEGVLMAALLHDVVED
TDASFEDVEKLFGPDVCGLVREVTDDKSLEKQERKRLQIENAAKSSCRAKLIKLADKLDNLRDLQVNTP
TGWTQERRDQYFVWAKKVVDNLRGTNANLELKLDEIFRQRGLL
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SNAMKENKLDYIPEPMDLSLVDLPESLIQLSERIAENVHEVWAKARIDEGWTYGEKRDDIHKKHPCLV
PYDELPEEEKEYDRNTAMNTIKMVKKLGFRIEKED
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SNAMQKINIDRHATAQINMLANKLMLKSSTAYTQKFGIGMTEWRIISVLSSASDCSVQKISDILGLDKA
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MKKESQVIFDKNVIEFVTVAAEFCAFLERAESMKRSTFVDTTLKILPLLYLKASMLPKCEMIGDESPETYV
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LSPREARDRYLAHRQTDAADASIKSFRYRLKHFVEWAEERDITAMRELTGWKLDEYETFRRGSDVSPA
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EPDMISVFIGTWNMGSVPPPKNVTSWFTSKGLGKTLDEVTVTIPHDIYVFGTQENSVGDREWLDLLR
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NPNPISIPIDLSQAGSVVEKEVKIEESWSYHLILQFAVHDRKEDGGLDGKRVWKFLGFNSYDPRDGKQ
VGYVDYRLAKSELGDLIDETYDCDGTVVPIKITIHQINQDNTKKLIADNLYMTKGNGSGAYTRDITTISL
DKGKYIFRIENIEAFSEMIGRKVDFTIYINKRDK
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YLELNEIESIIKDINTKAQKMHSGIHKRFYLFVALMTEFQALNGMRIGEMLAIQNEDIDFDNKSLNINGT
IHWFHDESGGFGVKDTTKTESSYRTIGLSSRSCEILKKAILENKKDSKWNDGYLNRNFVFTNHKGNPM
QTERFNKILREAAKDVGIDKEVSSHILRHSHISLLSQQGVSLKAIMDRVGHSDHRTTLSIYSHVTEQMD
KDMMNKLEQVKLG
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MSEHREGTLFYDTETGRYDIRFDLESFYGGLHCGECFDVKVKDVWVPVRIEMGDDWYLVGLNVSRLD
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WAFVEGDCGEYLSMEHLRPTLRRVSPRPGDVLVSNRRRPILTLLEDSSPGVHDTLVASCDVHRYAQL
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IPYYHVPVDPKDKEPAFAEVSRLVGHHQADVVVLARYMQILPPQLCREYAHQVINIHHSFLPSFVGAK
PYHQASLRGVKLIGATCHYVTEELDAGPIIEQDVVRVSHRDSIENMVRFGRDVEKMVLARGLRAHLED
RVLVHDNKTVVFD
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
0000000000000000000000000000000000000000000000000000000000

>T0627
MIDTFERTGPLMEASSYPAWAQQLINDCSPAKARVVEHELYQQMRDAKLSPQIMRQYLIGGWPVVE
QFAVYMAKNLTKTRFGRHPGEDMARRWLMRNIRVELNHADYWVNWCAAHDVTLEDLHDQRVAP
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MAGMVGSNVGWKIAPYLPLPAAFSDIGQQLTAVGDNIWIIPGLCYSRDDNHNVMRGEETQLLGAR
ALAPSSVYVMPGTHCKWVLADRRQIHDFRTVLTGELHHLLLQLSLVGAGLPPQETSAAAFAAGLQRG
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MSLNTEIEMNELLEKAKKIKCLICDVDGVLSDGLLHIDNHGNELKSFHVQDGMGLKLLMAAGIQVAIIT
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MSLEKQKGLAITGASQGIGAVIAAGLATDGYRVVLIARSKQNLEKVHDEIMRSNKHVQEPIVLPLDITD
CTKADTEIKDIHQKYGAVDILVNAAAMFMDGSLSEPVYDNFRKIMEINVIAQYGILKTVTEIMKVQKNG
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VESYADVFRSFVEQGFPVVCFTITTLFSGSYNSAINAKSLVLEDYPDANICVIDSKQNTVTQALLIDQFV
RMLEDGLSFEQAMSKLDALMASARIFFTVGSLDYLKMGGRIGKVATAATGKLGVKPVIIMKDGDIGLG
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MKSSKYISILCVGSLLSLASCTDGFESDNKINGSFDDTVKEYDFQKYTTNFETIQKGIYFNYDWGEGTT
WPWQTFQNLNHDMFSGYFHDFASKFSDKNTVYALEAGWTASAWNYTYNYIFPVAHKSTLITQDEA
KYKHFYGATLILKVEAMHRITDTYGPIVYSKFGKNETNSVDTQEEAYKAFFDDLDKAVDALDTYLKEGG
KEDGVKSINMCNCPTASRWIKFANSLRLRLAMRVSNVDKTLATSEAQKALENSYGVIESSDENIQISG
KGYQNPLAGVAGWGETYMGATIASVLNGYEDPRISIYYNPATLAEHTEEYLGVPQGVYAKDGDPNYY
QSYSFINTQTITASTPAVLLTAAETWFLRAEASLRGINPKNESAKQCYEAGVQTSFSQWGAGDASLYL
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LHFKETYDNKNPFDKAKVKLRKEIVTMGVQKVDPSYNAGTYLSPEEWHQFIQDPNVILLDTRNDYEYE
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MSDDNSHSSDTISNKKGFFSLLLSQLFHGEPKNRDELLALIRDSGQNDLIDEDTRDMLEGVMDIADQ
RVRDIMIPRSQMITLKRNQTLDECLDVIESAHSRFPVISEDKDHIEGILMAKDLLPFMRSDAEAFSMDK
VLRQAVVVPESKRVDRMLKEFRSQRYHMAIVIDEFGGVSGLVTIEDILELIVGEIEDEYDEEDDIDFRQLS
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NKYDVVSIGYAAFQGCRKVTEIKIPSTVREIGEFAFENCSKLEINIPDSVKMIGRCTFSGCYALKSILLPLM
LKSIGVEAFKGCDFKEITIPEGVTVIGDEAFATCESLEYVSLPDSMETLHNGLFSGCGKLKSIKLPRNLKIIR
DYCFAECILLENMEFPNSLYYLGDFALSKTGVKNIIIPDSFTELGKSVFYGCTDLESISIQNNKLRIGGSLFY
NCSGLKKVIYGSVIVPEKTFYGCSSLTEVKLLDSVKFIGEEAFESCTSLVSIDLPYLVEEIGKRSFRGCTSLS
NINFPLSLRKIGANAFQGCINLKKVELPKRLEQYRYDFEDTTKFKWIK
222222222222222222222000000000000000000000000000001111111111000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000

>T0654
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MASGQATERALGRRTIPAGEARSIIIRQRYDAPVDEVWSACTDPNRINRWFIEPKGDLREGGNFALQG
NASGDILRCEPPRRLTISWVYEGKPDSEVELRLSEEGDGTLLELEHATTSEQMLVEVGVGWEMALDFL
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MKKTFLYFCLLFIVQTAFAADSIYVREQQIPILIDRIDNVLYEMRIPAQKGDVLNEITIQIGDNVDLSDIQ
AIRLFYSGVEAPSRKGEHFSPVTYISSHIPGNTRKALESYSVRQDEVTAPLSRTVKLTSKQPMLKGINYF
WVSIQMKPETSLLAKVATTMPNAQINNKPINITWKGKVDERHVGIGVRQAGDDGSAAFRIPGLVTTN
NGTLLGVYDIRYNSSVDLQEKIDIGVSRSTDKGQTWEPMRVAMTFKQTDGLPHGQNGVGDPSILVD
EKTNTIWVVAAWTHGMGNERAWWNSMPGMTPDETAQLMLVKSEDDGKTWSEPINITSQVKDPS
WYFLLQGPGRGITMQDGTLVFPIQFIDATRVPNAGIMYSKDRGKTWHLHNLARTNTTEAQVAEVEP
GVLMLNMRDNRGGSRAVATTKDLGKTWTEHPSSRSALQESVCMASLIKVNAKDNITGKDLLLFSNP
NTTKGRNHITIKASLDGGLTWPTEHQVLLDEAEGWGYSCLSMIDKETVGIFYESSVAHMTFQAVKLQ
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MISILRRGLLVLLAAFPLLALAVQTPHEVVQSTTNELLGDLKANKEQYKSNPNAFYDSLNRILGPVVDA
DGISRSIMTVKYSRKATPEQMQRFQENFKRSLMQFYGNALLEYNNQGITVDPAKADDGKRASVGMK
VTGNNGAVYPVQYTLENIGGEWKVRNVIVNGINIGKLFRDQFADAMQRNGNDLDKTIDGWAGEVA
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MCKKTYLLVVSMLIAGLLTACSGSPTKDSGQAQDNTKKEANASNNALKDEKNNENLMEQDFKVPYT
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MKKNTHQFIATGMFLFGATACTGNFEDYNKNPHEPDQNDMGVDWYLVRSLALNLQDLMMPEQE
NFSQYVDCLMAGAFSGYVADSNLGTGWSGRYATYNPSDDWKKIPFNDFYSKFYPDYFNLKNQSDD
ELFLSLAELYRIVVMLRVTDTYGPIPYSKVGAANAIKSPYDSQQAVYAKMLEDLDNIITVLGKFGNQSFS
SSADRIYNGNTSAWYKFANSLKLRMAMRTCYVAGFNVNGKTSQQLAEEAVAAGVMTAATDGAYR
KVADHNPWQRFMVLWSDARISADLTCYMNAYNDPRREAYYDKSTFGTVSGNAYTGEESYVGLRRG
ILQGQYNSWSQGSSCMKVTTSDNIVVFRASEVAFLRAEGALRNWNMGGTAKDFYEEGIRLSFEENGI
TSGVENYLASTGKVEAYKDPLKGQSAQTYDYSGAINTNVTVAWSGGDFEKSLEQITQKWIANFPNG
MESWTEYRRTGYPKLMPMAANASGGIVNDAEGARRMPYPTDEYRENRESVEAAVATLTQESKTKRG
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MMSTLLYIHGFNSSPSSAKATTFKSWLQQHHPHIEMQIPQLPPYPAEAAEMLESIVMDKAGQSIGIVG
SSLGGYFATWLSQRFSIPAVVVNPAVRPFELLSDYLGENQNPYTGQKYVLESRHIYDLKAMQIEKLESP
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MKQTRPYITALCLOQMVLGAILLSCSTENDEYKKDSPSAENPAEPVGALLEDFSIEQLPAKTIYALGENID
LTGLNVTGKYDDGKQRPVKVTPEQISGFSSSAPVDKQEVTITIEGKQKSFSVQISPVRVENGVLTEVLK
GHNEIILPNSVKSIPKAAFRGSQINKVVLNEGLQSIGDMAFFNSTVQEVVFPTTLEQLEENIFYYCRNLK
KADLSRTKLTKLPASTFVYAGVEEVLLPATLKEIGAQAFLKTSQLKTIEIPENVRTIGLEAFRESGITTVKLP
NGVTTIAQRAFYYCPELTEVTTYGTVINENPEAMIHPYCLEGCPKLTRFDISKSIRILGQGLLGGNRKVT
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TILLMHGKNFCAGTWERTIDVLADAGYRVIAVDQVGFCKSSKPAHYQYSFQQLAANTHALLERLGVA
RASVIGHSMGGMLATRYALLYPRQVERLVLVNPIGLEDWKALGVPWRSVDDWYRRDLQTSAEGIRQ
YQQATYYAGEWRPEFDRWVQMQAGMYRGKGRESVAWNSALTYDMIFTQPVVYELDRLOQMPTLLL
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MKLKITVICSVVFSLFFFLLLFLVIFFADDTDSGENNKDSSIPQGGVTVSPEVLAHRPLIEKYGKEYGIEDY
VSYILAIMQVESGGTAEDVMQSSESLGLPPNSLSTEESIKQGVKYFSELLTSAEQQGVDIDSVIQSYNY
GGGFLNYVRSHGKKYTYELAEQFSKEKSGGQKADYPNPIAIPVNGGWRYNYGNQFYVQLVSQYLTD
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MNSLLSRALELQRMAHELMYLDTNGSPIYSDEFCRLNKEVLTRSDSLFSEQSSDIEEEGNLCLALLMGY
NATIYDNGDKERKKQVILDRIYNIMSQLPASLLKMRLLTWGYSETYDEELAHEAHQLIETWNISDLTDE
QKEIIEELRNFEENQYPWEEVQE
200000000000000000000111111000000000000000000000000000000000000000000000000
000000000000000000000000000000000000000000000000000000000000000000000000000
00000000000

>T0679
MKHTFITFILLSLCIFTYAQKKIAREYIEWSDIWIPGANKTDLPHVLLIGNSITRGYYGKVEAALKEKAYVG
RLSNSKSVGDPALIEELAVVLKNTKFDVIHFNNGLHGFDYTEEEYDKSFPKLIKIIRKYAPKAKLIWANTT
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MKKIIPFFIMICCLLAVSSCSYDNFEEPKATLTGKAIYDGEAVGVRSGSSEFALFQDGYALKGSIPVYIAQ
DGSYSVSLFNGDYKLVRMGNAPWERPSNDTIYITVRGNTVQDIPVTPYFFVRNVSFAKNGNKITARFT
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MGEILAVDDYVGISFWLAAAIMLASTVFFFVERSDVPVKWKTSLTVAGLVTGVAFWHYLYMRGVWIY
AGETPTVFRYIDWLITVPLOQIEFYLIAAVTAISSAVFWKLLIASLVMLIGGFIGEAGLGDVVVWWIVGMI
AWLYIIYEIFLGETAKANAGSGNAASQQAFNTIKWIVTVGWAIYPIGYAWGYFGDGLNEDALNIVYNL
ADLINKAAFGLAIWAAAMKDKETSTSHA
111111110000000000000000000000000000000000000000000000000000000000000000000
000000000000000000001111111110000000000000000000000000000000000000000000001
111111111111111111120000000000000000000000000000000000000000000000000000000
0001111111

>T0683
MVMKTMRLFKGILFTFCGIIFCFNSHAALEHEKLVNYIALGEFSRETAEIALKKMPPLDTLTVHYDLQLYK
INYKTQSPDGNLTIASGLVAMPIHPVGQVGIISYQHGTRFERNDVPSRNNEKNYIYLAAYGNSAGYMT
VMPDYLGLGDNELTLHPYVQAETLASSSIDMLFAAKELANRLHYPISDKLYLAGYSEGGFSTIVMFEML
AKEYPDLPVSAVAPGSAPYGWEETMHFVMLEPGPRATAYLAYFFYSLQTYKSYWSGFDEIFAPPYNTL
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MRYFLQAPIAARPRPGLRMAQITAEFAAMTETVTETTAPASPEADVQGPDFAAMLAARLCHDFISPA
SAIVSGLDLLEDPSAQDMRDDAMNLIASSARKLADLLQFTRVAFGASASAENFDSRELEKLAQGVFA
HVRPTLDWQIEPQAMNKPSSRAVLNIAQIAASALPAGGVATVKGVAADGRFSIIADAKGPRARLRPE
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PDTVTEIGSNAFYNCTSLKRVTIQDNKPSCVKKIGRQAFMFCSELTDIPILDSVTEIDSEAFHHCEELDTV
TIPEGVTSVADGMFSYCYSLHTVTLPDSVTAIEERAFTGTALTQIHIPAKVTRIGTNAFSECFALSTITSDS
ESYPAIDNVLYEKSANGDYALIRYPSQREDPAFKIPNGVARIETHAFDSCAYLASVKMPDSVVSIGTGA
FMNCPALQDIEFSSRITELPESVFAGCISLKSIDIPEGITQILDDAFAGCEQLERIAIPSSVTKIPESAFSNCT
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MKKLYFFTMLSIMLLAVTGAMAQKKTKFKAADLKGIWQLCHYVSESPDVPGALKPSNTFKVLSDDGRI
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111111111111111111111111111111100000000000001111111000000000000000000000000
000000000000000000000000000000000000000000000000000000000011111110000000000
0000000000000

>T0692
MTKTIEVRNPRTGKFDYVIIPPPPRLLAQQCNRARRAQSRWQELGVEGRITTLQQWKQAILSRREQLT
EALVNDTGRLSITVLEIDSFLASIDRWCGLAPELLQTSAKNTSIPFIALQQSLVPYPLVGVISPWNFPLTLS
MIDTIPALLAGCAVVVKPSEIAPRFVAPLLMALNTVPELRDVLIFVEGGGETGANLINYVDFVCFTGSVA



TGREVAETAARRFIPAYLELGGKDPAIVLESANLELATSAILWGAVVNTGQSCLSIERIYVAESKFEEFYH
QLIAKAHRLQLAYPLVEDGAIGPIIAEKQAGIINDHILDAVEKGAVIHCGGKVEELGGGWWCRPTVMT
NVNHSMKVMTEETFGPIMPVMPFPDVEEAVYLANDTIYGLSAAVFAGSEDEALKVARQLNAGAISIN
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MIDLAPLVRRLAGTPLAEWANGLQAQLDTKMSKGHGDLQRWQSALDALPALQPEKVDLTDSFTLET
ECDGETRTVLRKALLGLSPWRKGPFNVFGVHIDTEWRSDWKWSRVSPHLDLKGKRVLDVGCGNGYY
QWRMLGAGADSVIGVDPNWLFFCQFQAMQRYLPDLPAWHLPFALEDLPANLEGFDTVFSMGVLY
HRKSPIDHLLALKDCLVKGGELVMETLVIPGDVHQVLVPEDRYAQMRNVWFLPSVPALELWMRRAG
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NVDGNGNWSADIAHAVSTSAQSQAVANLVKFAQDKRFSGINVDFEAVAQGDRNNFSHFIQVLGR
ALHAKGLKLIVSVPAFSAKDENHPANYGYDLRALGAAADYLQIMSYDEAIPAWDPGPVAGSDWME
DDLDYAVERVPAAKILNGIPAYGYDWKRPGDGGMLYWKDTQALIARYGAQPRYDAGTHSLTFNYG
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KIYAEIDRLESWKIEILNRSIVEEMSKIKHLKMTGQTEEFFEKWREEWDEIVTAHMPKVEELLYDAEENA
DKYRFKKANQVLVHIDDLLTAAESSIEKILREISDLVTSEEKSREEIEQVRERYSKSRKNLLAYSHLYGELY
DSLEKDLDEIWSGIKQFEEETEGGNYITARKVLLEQDRNLERLQSYIDDVPKLLADCKQTVPGQIAKLKD
GYGEMKEKGYKLEHIQLDKELENLSNQLKRAEHVLMTELDIDEASAILQLIDENIQSVYQQLEGEVEAG
QSVLSKMPELIIAYDKLKEEKEHTKAETELVKESYRLTAGELGKQQAFEKRLDEIGKLLSSVKDKLDAEHV
AYSLLVEEVASIEKQIEEVKKEHAEYRENLQALRKEELQARETLSNLKKTISETARLLKTSNIPGIPSHIQEM
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GLFGLGEQAGGVLTSGGSLANLQALAVARNVAFDSVEPGITGLAQRPVIFASEAAHTSLQKAAMLLG
LGTAAVIPVRATADSRMDPEDLRARIDQARGAGQHPFCVVATAGTTTTGNIDPLAEIGAIAREHGLW
FHVDAAYGGALVFSERHRWRLAGIEQADSITFNPQKWLYVAKTCAMVLFRDAGVLERAFRIPAPYMR
ATDGFINLGEIGVQGTRHADVVKLWLTLQHIGQQGYARLIDDGYRLAERVVEGVRQRPFLRLAGEIDT
NIVCFRGEPDWLPAERWDDWNAALQALLLREGKIFLSLPVYRGGRWLRAVLLNPYTTDAVIDAMFK
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MIDGKFISAIITAAGSGLRMRSKINKPYIEVGGRKVLEITLDTVSRVKEIDEILVIRKDDEDIIKDILEKYDG
NIRYVYGSTTRELSTFEGLKALDPQSELVLTHDGVRPFASEELFLKTINALRKNKAVITATKSKDTVKIIDD
DMYVDFTPNRDYVYNIQTPQAFDKKLIYAMYEKYLASEFKVTDDSQLFEFFDRDEKVKVVHGEYSNIKI
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MKLGIFTVLFSQMPFEEMLDHVAAAGVDAVEIGTGGYPGNAHCDREALLASAEKRSAFLNAIASRGL
EISALSCHNNPLHPNEEVRQKADQELRETIRLAAELGVKTVVTFSGCPGESERSENPVWVTCPWPEEY



SRVLEWQWKEKVIPYWTEMNRFAADHGVRIAIEAHPGFVVYNGETLLRLRDACGEQIGINFDPSHMF
WQGIDPIEAVHALAPHRCIFHVHAKDTGFNKHNVARDGVLDTKPYREELKRAWIFRTVGYGHDQQT
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MSHIHFIGSGQMSEAMIRAIIKHKTASASDITAYDIRPEREKELHDNYGITTFAKPKKNIETLQKADIVVIG
VRPQDDLKAVTADIAQNAKEKALIVSIVAGVTLAQFEDLLGKERAIARIIPNTLTDTGLGYSGVVINNQ
ADKALTEKFVSGFGKCLFLEESLIDIFTGFGVCGPNYVYYFIEALVDAGVLAGLPRDIAWETTMENLVGS
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MEKLIVGKSLEHQLDTVIKELAPAGNISYAVLQFDDEEEPTLIAARGENTVHSSASLIKVLIMEYVFHLAR
TEQLDINDTVPLSRTPRVEGGGALQELVGKHSFTYLELCRLMMVLSDNIATNLLITVLGMENINARAEK
LGVDEMELNRMMMDFNALAEGRDNHITAMSLARLYKHIFECRDRDVYGREMWNILGRQQFRDILP
FYWGEGIRFHHKTGSLDRVEHDGGVIETFRGHFCFILLMSDIDNDRGKELGAQVGRIMKEFVEEALP
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MAAFKDHFTPVADAYRAFRPRYPRALFRWLGEVAPARGDALDCGCGSGQASLGLAEFFERVHAVDP
GEAQIRQALRHPRVTYAVAPAEDTGLPPASVDVAIAAQAMHWEDLDRFWAELRRVARPGAVFAAV
TYGLTRVDPEVDAVVDRLYHGLLARDWPPERVHVESGYRTLPFPFPELEAPPLEIEERWPMDAFLGYL
GTWSAVTAHRRRTGADPLAEIAPALRAAWGTPERPLRVTWPIAIRAGRILPHAGG
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MYKLIRNIGFAVVSLGLGMASCDEDYPKSHIEPYDTELLSIKILNAGANGDKVVEGTIDEAKKTINFPRL
DVETDFSALSIEAELSEGAALQSEVMDYSMDAETNEKTQVLRIINHNRYKDYLMKVRKRVPVFGADFE
KPTVYNFSGDNIYSDFATNYTRCASYDGEHVLVVSRPTTPNFHTPHLLKVSDLKRGEIKPIMLDVTGVK
GGTYDYNMGALINGHVYLSSLSGGKVSPFKIYYWETPTSNPEVIANINVGNIPGAGNRHGDNASYNI
DENGNGFIFFGDNAATEFLKVPISGHKTVDIGNIKVLPSKSDATMVTNVYRVGDTDQYLWSGIRVPVT
LVDESLGEKYKSKIAGEAVAPKVVTFNEERYLLVCTAGQGAASKASIALEVYDLTKGETIEDALKKFDEG
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RPVWYGEPVDIQPEHRDMMLVVDLSGSMAEEDMKTSNGDFVDRLTAVKQVVSDFIDQRKGDRLGL
VLFGDHAYLQTPLTFDRNTVREQLDRTVLNLVGQRTAIGEGLGLATKTFIESNAPQRTILLSDGANTA
GVLEPLEAAQLAKDNHAKIYTVGIGAGEMQVRGFFGKQTVNTARDLDEDTLTKIATMTGGQYFRAR
NADELAEIYQTIDALEP
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METNNRRDFLKKAALAGASALVAPSLFAADGEGRGELSPKIKAGDLESKLIVPKNNGLKITGTFLDEISH
DIPHONWGEKEWDLDFQHMKRIGIDTVIMIRSGYRKFMTYPSPYLLKKGCYMPSVDLVDMYLRLAEK
YNMKFYFGLYDSGRYWDTGDLSWEIEDNKYVIDEVWKMYGEKYKSFGGWYISGEISRATKGAIDAFR
AMGKQCKDISNGLPTFISPWIDGKKAIMGTGKLTREDAVSVQQHEKEWNEIFDGIHEVVDACAFQD
GHIDYDELDAFFTVNKKLADKYGMQCWTNAESFDRDMPIRFLPIKFDKLRMKLEAAKRAGYDKAITFE
FSHFMSPQSAYLQAGHLYDRYREYFEIK
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MSVPTTMFRLTGRDYPPAKLSHASLIIDAQKEYLSGPLKLSGMDEAVANIARLLDAARKSGRPIIHVRH
LGTVGGRFDPQGPAGQFIPGLEPLEGEIVIEKRMPNAFKNTKLHETLQELGHLDLIVCGFMSHSSVSTT
VRRAKDYGYRCTLVEDASATRDLAFKDGVIPAAQIHQCEMAVMADNFACVAPTASLI
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MKKSYLLAALIFFLAGLLHGTAFAASGKSSKALNEAAEQGDLAKVKNLVYQKNKIDLNAQDETGMTPL
MNAAMGGNLDIVKFLLSKKVNLELKNNGGETALAFAVTNDAYDVAEELIKAGANVDIIVAGDEGDTL
FMRAAQNNKKTAESILAKNKSLINKANTLGETALFAVARYGTPADIDFLIKKGADLKLKNKKGQTALDV
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YVFQGTDLDDFEFPGATTEIGNYIFYNSSVKRIVIPKSVTTIKDGIGYKAENLEKIEVSSNNKNYVAENYV
LYNKNKTILESYPAAKTGTEFTIPSTVKTVTAYGFSYGKNLKKITITSGVTTLGDGAFYGMKALDEIAIPKN
VTSIGSFLLONCTALKTLNFYAKVKTVPYLLCSGCSNLTKVVMDNSAIETLEPRVFMDCVKLSSVTLPTA
LKTIQVYAFKNCKALSTISYPKSITLIESGAFEGSSITKYPTWLSKGNNGDYGIFTKIKYKGTDKYSEAYKVL
KIVNKERKSKGLSELKMDKDLLDVAMQRAAEVALYFSHTRPDGSSCFSATDKMEAENIAGGQSSADA
VMTSWMNSAGHRANILTSYFKTIGIGCFTQGGTVFWVQCFGTDTPATVSRPADKNVVVTVTVDGDF
LSKTKLRLDSSSYNLKIGNKKTVKLYVQNPEWASQNVLLDNSNFTFKSYNTKKATISATGKINAKTVGK
YKIKATLKNATGTSVTKSGKITFPQPKIKVTVKKKKAIVAWKKLKAAKGYYVYRREAKGKKYTKWKKVK
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200000002000000002000000000000002000002200020220000002000000000000000000000
0000000000000

>T0715
MTVNEQLVQDIKNVVASMQLTQTNKTELGVFDDMNQAIEAAKEAQLVVKKMSMDQREKIISAIRK
KTIEHAETLARMAVEETGMGNVGHKILKHQLVAEKTPGTEDITTTAWSGDRGLTLVEMGPFGVIGAIT
PCTNPSETIICNTIGMLAGGNTVVFNPHPAAIKTSNFAVQLINEASLSAGGPVNIACSVRKPTLDSSKIM
MSHQDIPLIAATGGPGVVTAVLQSGKRGIGAGAGNPPVLVDETADIRKAAEDIINGCTFDNNLPCIAE
KEVVAIDAIANELMNYMVKEQGCYAITKEQQEKLTNLVITPKGLNRNCVGKDARTLLGMIGIDVPSNI
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KDIKVLTSKFGQADRVYPFRDGYKNYVFKDKNSYYIVSTKREEIVSVYATGEKVNVSPLKIGQHSAEIFN
HTSINPEPSFKVDGKKYEFELSDEDLKTQTLIKYGDIYAQVYSDQQSKKVLSVRFLTKEMLADIEPYQLN
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TRITLDGEPFSDSIFAIDSETGKITLNSTSNTPVGLYKLSVACYSNNNRYEYTDIVEINMMKPVPDGIKTD
PEKLQVEYADIIDTESSNELPTSQIRTEGNHISISNYTIASAMWNGVAVESPEDYFAVSDKGEISIIKGNQ
NIQPGKYILSFKLTTAATGEDPEKGIFENALEINVTSRPLSLIYTPDEGKIEEEGERSPETTFQSNIPALKGS
AEGLVYSISSVSPNTDKITIDPTTGVLSVAAHHGFKDGEKYQISVKAINEFSPEGVVFENVFTLNTVEFIE
PIANFGYADVNDVQAVEIDINKNENFKGDEVKYEFVNLPTDLQGELALDLDGNIAIKKGNKIPVGQYT
VQVMATNTKGSETATFTLTITANPNYFTYFRYGNNLGLTPIENYADQFRIEAGGKLNSVKPVPTATDA
KDGLSSLKWEVELKHNPNNTKATINESTGQITITGLKQGQCGMVMVTATAGEGKTAVSVKQPVFFHF
SMISDSNVQLEYTPFVFQVNPARGGESIAPSLGAGIDKSTFRLDYRRDFFYYNIAGPDSHISGALAQKY
DNFLSEMWNSYDATAGTSRKPMSYFENTTNLSKALGYIDQTDFKVHINPNLWRNKDGYANGAMIG
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FNAETEVETLREINVGGKVYKIKGRADAIIRNDNGKSIVIEIKTSRSDKGLPLIHHKMQLQIYLWLFSAEK
GILVYITPDRIAEYEINEPLDEATIVRLAEDTIMLQNSPRFNWECKYCIFSVICPAKLT
000000000000000000000000000000000000000000000000000000000000000000000000000
000000000000000000000000000011110000000000000000000000000000000000000000000
0000000000000000000000000000000000000000000000000000

>T0721
MKYIDCAVIGAGPAGLNASLVLGRARKQIALFDNNTNRNRVTQNSHGFITRDGIKPEEFKEIGLNEVM
KYPSVHYYEKTVVMITKQSTGLFEIVTKDHTKYLAERVLLATGMQEEFPSIPNVREYYGKSLFSCPYCDG
WELKDQPLINISENEDHTLHMTKLVYNWSTDLVIATNGNELSQTIMDELSNKNIPVITESIRTLQGEGGY
LKKVEFHSGLRIERAGGFIVPTFFRPNQFIEQLGCELQSNGTFVIDDFGRTSEKNIYLAGETTTQGPSSLII
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MAKNVLKAWLVDNTVTTDDKTDKIFQLETTRSIDKEIILDRMVAKNPGVRRETMALGIELMEEVVAEA
LMNGESVNTGLFRGVAQFRGVAKQNAWDAATNSIYVSLTQGKALREAIKDTRVDVLGERPTKFYIGS
GOQDATTRATDFSATAGRNFTLFGKNLTVAGTDPSVGVTLASAATGTVTKIDNDMIVLNEPSRLIILLPA
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MIAYDITPIDLHGHLFNVSLTIEQTNDEQELWLPNWIPGSYLIRDFSKHIIGLHAESNGLSLPVKQISKNR
WQLARSKHPVTVHYQVYAWDLSVRSAYLDQFQGFFNNTSLCLAVEGQTDLPCELHLHAPPEAPLW
KVATGMPRKSGQPHSWGCFRADNYDALIDYPFLIGDLTIEEFIAHGIKHSLVLSGRHYADTSRITADLA
KICETQISLFEEAPFQSYTFLTMVVGNGFGGLEHRNSTALLCSRKDLISAHQYEMNDNYQTFLSLCCHE
YFHSWNIKTLKPKAFLPYQLEKESYTEQLWFYEGMTSYFDDYLLHTSGIIDEKRYLKLLGDTLSRVERGA
GQYQQSVTESSFLAWTKFYQQONENAPNSIVSYYAKGALIALSLDLMLRLQSDHKLTLARVMKELWHE
FGKTSIGTADDTVINWLNQYPGIDISDFLKDALYNKESLSLVELLQNFGVMVQKQVPVDDNSVGGKA
SEQPARVNFGAKYKASPQGLDVLNVYHDESAYHAGLSAGDKIIAIDHLQATEQSVKRILERYIPGDTVT
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DFHLYYEGKEKAPYLTLFIGGNHESSNVLLHLYNGGFVCFNMYYLGVCSCININGLRIVGVSGIYKSFDE
KKPYTYPPSPNDVVSLFHTRNYVIQMLSNLSQSSQIDISLSHDWPQGIVMKGNYKQLYRFQPGFKKD
GASLGSPINKVILNTLKPKYWISGHMHCEYHAEEGPTHFIALGKIGYKNAISYLDLPLKQKTDLEYDKD
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ARWVGEELNDDDLAIELSSISGAEPATVEDVRRELLAVLEPRADERAARREFVFVSMVPIVYEVGLKAE
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NGSWHYNCNFTFKNTLNKEVTISMAFPFPINDGNSEIALPAGQQTNVGQALVYDFLVTVNDKQVSA
QRGNIAPDQNKGLYYEDAYFWKTTFPPLATVNIHHDYSTGATYDVMGYHWVRYVLKTGALWQDSS
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MSLSKQVVPTHRVEIAPNSESTCKMDHSNYQHNGLITKIWGTAGWTFNHAVTFGYPLNPTSDDKRR
YKNYFISLGDVLPCRLCRESYKKFITTGKTALTNEVLRNRHTLTKWFYDVHNAVNNKLEVDYGLSYEDV
VNKYESFRAKCGKPVPTVKGCVTPLDHKAFSFKKLYYMDAPIVSLDKVENFVRIARMRGISDKYFCFLE
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TAVSLSTAAVLVHSAGSVDLGSLAVSREEYVTLPGSFDSGSTLNVKNELLTYTDGKYRWDGILPKTVAP
GSTPASTGGVGLGAWISVGDASLRTQLANGDGSLIGIHPQGTLNNVLTVRTPEQYNAVGDGIADDT
SKLKEMLSDINNVPETLPDAAAVNSYMEQVAVKIDLTKLYRFTETLYIPPGVSIEIPTSNFFTRECKQGLF
YDPVDKNTAAISLMVYRKQPDGSYKLNKDVDYYPTGLDIDNGDAITCARKIDINNLNLITAPGVKVGY
KWIGGAGCTTKGLSIGENTGSDITTARLPRVGLLQSASWGSIHENLRILYKTQGAVFIDSNGGAAVNN
AYISRLGNTNGELEQAVYKPAGFTEVGDVAVTQFAGSEVKFNSPIIEQASFDFVHAGRDTDSYGLFMV



DKPHIESSGGKKKHSFYLINTSSNVTLSGVGLSGQDPDLDSMYFLKNCPETARNVVRGQMPISGVKLV
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KGYATTCTSQDMAGNTRTYTFSYLINTEDKYYLENITEKLDDGKEYSFITIDYSNFRALRIQQKVDTFEH
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NNYLVFLFREGGALDCAPYEGSSNAAATITTGTTAAKKAYVVANTGALAGGLFATVKTETDLLAVTGS
LMDNTDNASTQTKTNLWMSGESEVKFNGGTNAQVTVSLSFVAAKIQLIVKDNRKNMTGGTITITDD
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KTIPFSRKDDGADIVESAFMFEGLLAAHQYFTKDNPTENRIRGIINNLWRQAEWNFFTQGQDVMYW
HWSPNNGWAMNHQIKGHNECHIVYILGASSPTYPIAESVYHKGWANANTFLNGREYYGIKLPLGNN
HGKGGPLFFTHYSYMGLDPRGLKDRYADYEEQMKAHTLINRAYCIDNPKGYKGYGEKCWGLTASDG
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