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MAALVLEDGSVLRGQPFGAAVSTAG
EVVFQTGMVGYPEALTDPSYKAQILV
LTYPLIGNYGIPPDEMDEFGLCKWF
ESSGIHVAALVVGECCPTPSHWSAT
RTLHEWLQQHGIPGLQGVDTRELTK
KLREQGSLLGKLVQNGTEPSSLPFL
DPNARPLVPEVSIKTPRVFNTGGAPR
ILALDCGLKYNQIRCLCQRGAEVTVV
PWDHALDSQEYEGLFLSNGPGDPAS
YPSVVSTLSRVLSEPNPRPVFGICLG
HQLLALAIGAKTYKMRYGNRGHNQ
PCLLVGSGRCFLTSQNHGFAVETDS
LPADWAPLFTNANDGSNEGIVHNSL
PFFSVQFHPEHQAGPSDMELLFDIF
LETVKEATAGNPGGQTVRERLTERL
CPPGIPTPGSGLPPPRKVLILGSGGLS
IGQAGEFDYSGSQAIKALKEENIQTL
LINPNIATVQTSQGLADKVYFLPITPH
YVTQVIRNERPDGVLLTFGGQTALN
CGVELTKAGVLARYGVRVLGTPVETI
ELTEDRRAFAARMAEIGEHVAPSEA
ANSLEQAQAAAERLGYPVLVRAAFA
LGGLGSGFASNREELSALVAPAFAH
TSQVLVDKSLKGWKEIEYEVVRDAY
GNCVTVCNMENLDPLGIHTGESIVV
APSQTLNDREYQLLRQTAIKVTQHL
GIVGECNVQYALNPESEQYYIIEVNA
RLSRSSALASKATGYPLAYVAAKLAL
GIPLPELRNSVTGGTAAFEPSVDYCV
VKIPRWDLSKFLRVSTKIGSCMKSV
GEVMGIGRSFEEAFQKALRMVDEN
CVGFDHTVKPVSDMELETPTDKRIF
VVAAALWAGYSVDRLYELTRIDRWF
LHRMKRIIAHAQLLEQHRGQPLPPD
LLQQAKCLGFSDKQIALAVLSTELAV
RKLRQELGICPAVKQIDTVAAEWPA
QTNYLYLTYWGTTHDLTFRTPHVLV
LGSGVYRIGSSVEFDWCAVGCIQQL
RKMGYKTIMVNYNPETVSTDYDMC
DRLYFDEISFEVVMDIYELENPEGVI
LSMGGQLPNNMAMALHRQQCRVL
GTSPEAIDSAENRFKFSRLLDTIGISQ
PQWRELSDLESARQFCQTVGYPCVV
RPSYVLSGAAMNVAYTDGDLERFLS
SAAAVSKEHPVVISKFIQEAKEIDVD
AVASDGVVAAIAISEHVENAGVHSG
DATLVTPPQDITAKTLERIKAIVHAVG
QELQVTGPFNLQLIAKDDQLKVIEC
NVRVSRSFPFVSKTLGVDLVALATRV
IMGEEVEPVGLMTGSGVVGVKVPQF
SFSRLAGADVVLGVEMTSTGEVAGF
GESRCEAYLKAMLSTGFKIPKKNILL
TIGSYKNKSELLPTVRLLESLGYSLYA
SLGTADFYTEHGVKVTAVDWHFEEA
VDGECPPQRSILEQLAEKNFELVINL
SMRGAGGRRLSSFVTKGYRTRRLAA
DFSVPLIIDIKCTKLFVEALGQIGPAP
PLKVHVDCMTSQKLVRLPGLIDVHV
HLREPGGTHKEDFASGTAAALAGGI
TMVCAMPNTRPPIIDAPALALAQKLA
EAGARCDFALFLGASSENAGTLGTV
AGSAAGLKLYLNETFSELRLDSVVQ
WMEHFETWPSHLPIVAHAEQQTVA
AVLMVAQLTQRSVHICHVARKEEILL
IKAAKARGLPVTCEVAPHHLFLSHD
DLERLGPGKGEVRPELGSRQDVEAL
WENMAVIDCFASDHAPHTLEEKCG
SRPPPGFPGLETMLPLLLTAVSEGRL
SLDDLLQRLHHNPRRIFHLPPQEDT
YVEVDLEHEWTIPSHMPFSKAHWTP
FEGQKVKGTVRRVVLRGEVAYIDGQ
VLVPPGYGQDVRKWPQGAVPQLPPS
APATSEMTTTPERPRRGIPGLPDGRF
HLPPRIHRASDPGLPAEEPKEKSSRK
VAEPELMGTPDGTCYPPPPVPRQAS
PQNLGTPGLLHPQTSPLLHSLVGQH
ILSVQQFTKDQMSHLFNVAHTLRM
MVQKERSLDILKGKVMASMFYEVST
RTSSSFAAAMARLGGAVLSFSEATSS
VQKGESLADSVQTMSCYADVVVLRH
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False

4.413

4.446

0.547




PQPGAVELAAKHCRRPVINAGDGVG
EHPTQALLDIFTIREELGTVNGMTIT
MVGDLKHGRTVHSLACLLTQYRVSL
RYVAPPSLRMPPTVRAFVASRGTKQ
EEFESIEEALPDTDVLYMTRIQKERF
GSTQEYEACFGQFILTPHIMTRAKKK
MVVMHPMPRVNEISVEVDSDPRAA
YFRQAENGMYIRMALLATVLGRF




