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MQSFREQSSYHGNQQSYPQEVHGS
SRLEEFSPRQAQMFQNFGGTGGSS
GSSGSGSGGGRRGAAAAAAAMASET
SGHQGYQGFRKEAGDFYYMAGNKD
PVTTGTPQPPQRRPSGPVQSYGPPQ
GSSFGNQYGSEGHVGQFQAQHSGL
GGVSHYQQDYTGPFSPGSAQYQQQA
SSQQQQQQVQQLRQQLYQSHQPLP
QATGQPASSSSHLQPMQRPSTLPSS
IAAGYQLRVGQFGQHYQSSASSSSSS
SFPSPQRFSQSGQSYDGSYNVNAGS
QYEGHNVGSNAQAYGTQSNYSYQP
QSMKNFEQAKIPQGTQQGQQQQQP
QQQQHPSQHVMQYTNAATKLPLQS
QVGQYNQPEVPVRSPMQFHQNFSPI
SNPSPAASVVQSPSCSSTPSPLMQT
GENLQCGQGSVPMGSRNRILQLMP
QLSPTPSMMPSPNSHAAGFKGFGLE
GVPEKRLTDPGLSSLSALSTQVANLP
NTVQHMLLSDALTPQKKTSKRPSSS
KKADSCTNSEGSSQPEEQLKSPMAE
SLDGGCSSSSEDQGERVRQLSGQST
SSDTTYKGGASEKAGSSPAQGAQNE
PPRLNASPAAREEATSPGAKDMPLS
SDGNPKVNEKTVGVIVSREAMTGRV
EKPGGQDKGSQEDDPAATQRPPSN
GGAKETSHASLPQPEPPGGGGSKGN
KNGDNNSNHNGEGNGQSGHSAAG
PGFTSRTEPSKSPGSLRYSYKDSFGS
IAVPRNVSGFPQYPTGQEKGDFTGHG
ERKGRNEKFPSLLQEVLQGYHHHP
DRRYSRSTQEHQGMAGSLEGTTRP
NVLVSQTNELASRGLLNKSIGSLLE
NPHWGPWERKSSSTAPEMKQINLT
DYPIPRKFEIEPQSSAHEPGGSLSER
RSVICDISPLRQIVRDPGAHSLGHMS
IADTRIGRNDRLNPTLSQSVILPGGLV
SMETKLKSQSGQIKEEDFEQSKSQA
SFNNKKSGDHCHPPSIKHESYRGNA
SPGAATHDSLSDYGPQDSRPTPMRR
'VPGRVGGREGMRGRSPSQYHDFAE
KLKMSPGRSRGPGGDPHHMNPHM
TFSERANRSSLHTPFSPNSETLASAY
HANTRAHAYGDPNAGLNSQLHYKR
QMYQQQPEEYKDWSSGSAQGVIAA
IAQHRQEGPRKSPRQQQFLDRVRSPL
KNDKDGMMYGPPVGTYHDPSAQEA
GRCLMSSDGLPNKGMELKHGSQKL
QESCWDLSRQTSPAKSSGPPGMSS
QKRYGPPHETDGHGLAEATQSSKPG
SVMLRLPGQEDHSSQNPLIMRRRV
RSFISPIPSKRQSQDVKNSSTEDKGR
LLHSSKEGADKAFNSYAHLSHSQDI
KSIPKRDSSKDLPSPDSRNCPAVTLT
SPAKTKILPPRKGRGLKLEAIVQKITS
PNIRRSASSNSAEAGGDTVTLDDILS
LKSGPPEGGSVAVQDADIEKRKGEV
IASDLVSPANQELHVEKPLPRSSEEW
RGSVDDKVKTETHAETVTAGKEPPG
IAMTSTTSQKPGSNQGRPDGSLGGTA
PLIFPDSKNVPPVGILAPEANPKAEE
KENDTVTISPKQEGFPPKGYFPSGKK
KGRPIGSVNKQKKQQQPPPPPPQPP
QIPEGSADGEPKPKKQRQRRERRKP
GAQPRKRKTKQAVPIVEPQEPEIKLK
YATQPLDKTDAKNKSFYPYIHVVNK
CELGAVCTIINAEEEEQTKLVRGRKG
QRSLTPPPSSTESKALPASSFMLQGP
VVTESSVMGHLVCCLCGKWASYRN
MGDLFGPFYPQDYAATLPKNPPPKR
IATEMQSKVKVRHKSASNGSKTDTEE
EEEQQQQQKEQRSLAAHPRFKRRH
RSEDCGGGPRSLSRGLPCKKAATEG
SSEKTVLDSKPSVPTTSEGGPELELQ
[PELPLDSNEFWVHEGCILWANGIYL
'VCGRLYGLQEALEIAREMKCSHCQE
AGATLGCYNKGCSFRYHYPCAIDAD
CLLHEENFSVRCPKHKPPLPCPLPPL
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