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MAQQAADKYLYVDKNFINNPLAQAD
WAAKKLVWVPSDKSGFEPASLKEEV
GEEAIVELVENGKKVKVNKDDIQKM
NPPKFSKVEDMAELTCLNEASVLHN
LKERYYSGLIYTYSGLFCVVINPYKNL
PIYSEEIVEMYKGKKRHEMPPHIYAI
TDTAYRSMMQDREDQSILCTGESGA
GKTENTKKVIQYLAYVASSHKSKKD
QGELERQLLQANPILEAFGNAKTVK
INDNSSRFGKFIRINFDVNGYIVGANI
ETYLLEKSRATRQAKEERTFHIFYYLL
SGAGEHLKTDLLLEPYNKYRFLSNG
HVTIPGQQDKDMFQETMEAMRIMG
[PEEEQMGLLRVISGVLQLGNIVFKK
ERNTDQASMPDNTAAQKVSHLLGI
INVTDFTRGILTPRIKVGRDYVQKAQT
KEQADFAIEALAKATYERMFRWLVL
RINKALDKTKRQGASFIGILDIAGFEI
FDLNSFEQLCINYTNEKLQQLENHT
MFILEQEEYQREGIEWNFIDFGLDL
QPCIDLIEKPAGPPGILALLDEECWF
PKATDKSFVEKVMQEQGTHPKFQKP
KQLKDKADFCITHYAGKVDYKADEW
LMKNMDPLNDNIATLLHQSSDKFV
SELWKDVDRIIGLDQVAGMSETALP
GAFKTRKGMFRTVGQLYKEQLAKL
MATLRNTNPNFVRCIIPNHEKKAGK
LDPHLVLDQLRCNGVLEGIRICRQG
FPNRVVFQEFRQRYEILTPNSIPKGF
MDGKQACVLMIKALELDSNLYRIGQ
SKVFFRAGVLAHLEEERDLKITDVII
GFQACCRGYLARKAFAKRQQQLTA
MKVLQRNCAAYLKLRNWQWWRLF
TKVKPLLQVSRQEEEMMAKEEELVK
IVREKQLAAENRLTEMETLQSQLMA
EKLQLQEQLQAETELCAEAEELRAR
LTAKKQELEEICHDLEARVEEEEER
CQHLQAEKKKMQQNIQELEEQLEE
EESARQKLQLEKVTTEAKLKKLEEE
QIILEDQNCKLAKEKKLLEDRIAEFT
TNLTEEEEKSKSLAKLKNKHEAMIT
DLEERLRREEKQRQELEKTRRKLEG
DSTDLSDQIAELQAQIAELKMQLAK
KEEELQAALARVEEEAAQKNMALKK
IRELESQISELQEDLESERASRNKAE
KQKRDLGEELEALKTELEDTLDSTA
IAQQELRSKREQEVNILKKTLEEEAK
THEAQIQEMRQKHSQAVEELAEQLE
QTKRVKANLEKAKQTLENERGELAN
EVKVLLQGKGDSEHKRKKVEAQLQE
LQVKFNEGERVRTELADKVTKLQVE
LDNVTGLLSQSDSKSSKLTKDFSAL
ESQLQDTQELLQEENRQKLSLSTKL
KQVEDEKNSFREQLEEEEEAKHNL
EKQIATLHAQVADMKKKMEDSVGC
LETAEEVKRKLQKDLEGLSQRHEEK
IVAAYDKLEKTKTRLQQELDDLLVDL
DHQRQSACNLEKKQKKFDQLLAEE
KTISAKYAEERDRAEAEAREKETKAL
SLARALEEAMEQKAELERLNKQFRT
EMEDLMSSKDDVGKSVHELEKSKR
IALEQQVEEMKTQLEELEDELQATED
IAKLRLEVNLQAMKAQFERDLQGRD
EQSEEKKKQLVRQVREMEAELEDE
RKQRSMAVAARKKLEMDLKDLEAHI
DSANKNRDEAIKQLRKLQAQMKDC
MRELDDTRASREEILAQAKENEKKL
KSMEAEMIQLQEELAAAERAKRQAQ
QERDELADEIANSSGKGALALEEKR
RLEARIAQLEEELEEEQGNTELINDR
LKKANLQIDQINTDLNLERSHAQKN
ENARQQLERQNKELKVKLQEMEGT
IVKSKYKASITALEAKIAQLEEQLDNE
TKERQAACKQVRRTEKKLKDVLLQV
DDERRNAEQYKDQADKASTRLKQL
KRQLEEAEEEAQRANASRRKLQREL
EDATETADAMNREVSSLKNKLRRG
DLPFVVPRRMARKGAGDGSDEEVD
GKADGAEAKPAE
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