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MVMGIFANCIFCLKVKYLPQQQKKK
LQTDIKENGGKFSFSLNPQCTHIILD
NADVLSQYQLNSIQKNHVHIANPDF
IWKSIREKRLLDVKNYDPYKPLDITP
PPDQKASSSEVKTEGLCPDSATEEE
DTVELTEFGMQNVEIPHLPQDFEVA
KYNTLEKVGMEGGQEAVVVELQCS
RDSRDCPFLISSHFLLDDGMETRRQ
FAIKKTSEDASEYFENYIEELKKQGF
LLREHFTPEATQLASEQLQALLLEEV
MNSSTLSQEVSDLVEMIWAEALGH
LEHMLLKPVNRISLNDVSKAEGILLL
VKAALKNGETAEQLQKMMTEFYRLI
PHKGTMPKEVNLGLLAKKADLCQLI
RDMVNVCETNLSKPNPPSLAKYRAL
RCKIEHVEQNTEEFLRVRKEVLQNH
HSKSPVDVLQIFRVGRVNETTEFLSK
LGNVRPLLHGSPVQNIVGILCRGLLL
PKVVEDRGVQRTDVGNLGSGIYFSD
SLSTSIKYSHPGETDGTRLLLICDVAL
GKCMDLHEKDFSLTEAPPGYDSVH
GVSQTASVTTDFEDDEFVVYKTNQV
KMKYIIKFSMPGDQIKDFHPSDHTE
LEEYRPEFSNFSKVEDYQLPDAKTSS
STKAGLQDASGNLVPLEDVHIKGRII
DTVAQVIVFQTYTNKSHVPIEAKYIFP
LDDKAAVCGFEAFINGKHIVGEIKEK
EEAQQEYLEAVTQGHGAYLMSQDA
PDVFTVSVGNLPPKAKVLIKITYITEL
SILGTVGVFFMPATVAPWQQDKALN
ENLQDTVEKICIKEIGTKQSFSLTMSI
EMPYVIEFIFSDTHELKQKRTDCKAV
ISTMEGSSLDSSGFSLHIGLSAAYLP
RMWVEKHPEKESEACMLVFQPDLD
VDLPDLASESEVIICLDCSSSMEGVT
FLQAKQIALHALSLVGEKQKVNIIQF
GTGYKELFSYPKHITSNTMAAEFIMS
ATPTMGNTDFWKTLRYLSLLYPARG
SRNILLVSDGHLQDESLTLQLVKRS
RPHTRLFACGIGSTANRHVLRILSQC
GAGVFEYFNAKSKHSWRKQIEDQM
TRLCSPSCHSVSVKWQQLNPDVPEA
LQAPAQVPSLFLNDRLLVYGFIPHCT
QATLCALIQEKEFRTMVSTTELQKTT
GTMIHKLAARALIRDYEDGILHENET
SHEMKKQTLKSLIIKLSKENSLITQF
TSFVAVEKRDENESPFPDIPKVSELI
AKEDVDFLPYMSWQGEPQEAVRNQ
SLLASSEWPELRLSKRKHRKIPFSKR
KMELSQPEVSEDFEEDGLGVLPAFT
SNLERGGVEKLLDLSWTESCKPTAT
EPLFKKVSPWETSTSSFFPILAPAVG
SYLPPTARAHSPASLSFASYRQVASF
GSAAPPRQFDASQFSQGPVPGTCAD
WIPQSASCPTGPPQNPPSSPYCGIVF
SGSSLSSAQSAPLQHPGGFTTRPSA
GTFPELDSPQLHFSLPTDPDPIRGFG
SYHPSASSPFHFQPSAASLTANLRLP
MASALPEALCSQSRTTPVDLCLLEES
IVGSLEGSRCPVFAFQSSDTESDELS
EVLQDSCFLQIKCDTKDDSILCFLEV
KEEDEIVCIQHWQDAVPWTELLSLQ
TEDGFWKLTPELGLILNLNTNGLHS
FLKQKGIQSLGVKGRECLLDLIATML
IVLQFIRTRLEKEGIVFKSLMKMDDA
SISRNIPWAFEAIKQASEWVRRTEGQ
YPSICPRLELGNDWDSATKQLLGLQ
PISTVSPLHRVLHYSQG
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