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MRVKPQGLVVTSSAVCSSPDYLREP
KYYPGGPPTPRPLLPTRPPASPPDKA
FSTHTFSENPRPPPRRDPSSRRPPVL
IAKGDDLLPPRAARPVSQAHCPSPAP
DNSSLRHWDNGRVNLRPVVQLIDI
MKDLTRLSQDLQHSGVHLDCGGLR
LSRPPAPPPGDLQYSFFSSPSLANSI
RSPEERANPHTKSERPSHPLYEPEP
EPRDSPQPGQGHGPGAAATATGLPP
EPEPDGPDYSELADADILSELASLTC
PEAQLLEAQALEPPSPQPEPQLLDPQ
PRFLDPQALEPLGEGLELPPLQPLAD
PLGLPSLTLQALDTLPDSLESQLLDP
QALDPLPKLLDVPGRRLEPQQSLGH
CQLAEPLRLDLCSPHGPPGPEGHPK
IYALRRTDRPKILCRRRKAGRGRKAD
SGPEGRLLPLPMPTGLAAALAEPPPL
PPPPPPTLSGPGPVPELEPESSQTPM
IVPTRKGKCRGVRRMVVKMAKIPVSL
GRRNKTTYKVSSLSSSLSVEGKELGL
RVSSEPTPLLKMKNNGRNVVVVFPP
GEMPIILKRKRGRPPKNLLLGPGKPK
EPTVVAAEAATVTAATMAMPEVKKR
RRRKQKLASPQPSYAADANDSKAEY
SDVLAKLAFLNRQSQCAGRCSPPRC
WTPSEPESVHQAPDTQSISQFLHRV
QGFRRRGGKTGGFGGRGGGHAAKA
IARCSFSDFFEGIGKKKKVVAVAAPGL
IVGPGLTELGHPRKRGRGEVDAVTGK
PKRKRRSRKNGTLFPEQVPSGPGFG
EAGAEWVGDKGGGWAPHHGHPGG
QAGRNCGFQGTEARAFASTGLESGA
SGRGSYYAGAPSGQTELSQERQNLF
TGYFRSLLDSDDSSDLLDFALSASRP
ESRKASGTYAGPPSSALPAQRGLATF
PSRGAKASPVAVGSSGAGADPSFQP
IVLPSRQTFPPGRATSYGITPATSDCR
AAETFPKLAPPPSAVARSPTTHPPAN
TYPPQYGGYGAGQSVFASAKPFSGQ
DCANSKDCSFAYGSGNSLPASPSSA
HSAGYAPPPTGGPCLPPSKASFFNSS
EGGPFSGSAPTPLRCDSRASTVSPG
GYMVPKGTTASAASVASSSSSSFQPS
PENCRQFVGASQWPFRQGYGGLDW
IASEAFSQLYNPNFDCHGSEPNVILDI
SNYTPQKVKQQTAVSETFSESSSDST
QFSQPVGGGGFRRANSEASSSEGQS
SLSSLEKLMMDWNEASSAPGYNWN
QSVLFQSSSKPGRGRRKKVDLFEAS
HLGFSTSTSATASGYPSKRSTGPRQP
RGGRGSGACSAKKERGGTAAKAKFI
PKPQPVNPLFQDSPDLGLDYYSGDS
SMSPLPSQSRAFGVGERDPCDFMG
PYSMNPSTPSDGTFGQGFHCDSPSL
GAAELDGKHFPPLAHPPTVFDAGLQ
KAYSPTCSPTLGFKEELRPPPSKLTA
CEPLKHGLQGASLSHAAQAHLSCRD
LPLGQPHYDSPSCKGTAYWYPPGSA
IARSPPYEGKVGSGLLADFLGRTEAV
CLSAPHLASPPATPKADKEPLEMAR
PPGPPRGPAAATAGYGCPLLSDLTLS
PVPRDSLLPLQDTAYRYPGFMPQAH
PGLGGGPKSGFLGPMAEPHPEDTFT
IVTSL
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