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ISLHAPNDELRDEI PINKKYNIKML DSVBIKYLEVSNANHGKVTIEYVLLDHVNDETEHAHQLA VLKNTPCKINLIPW
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LV GRONATL 1 FIYIRR ]
NPFPAPYG SSNSRIDREFFKNLM YGEFTQIVRKTRGDDIDAACGQLAG VIDRTKRT K BEBIGE I V)48 389
NPFPEAPYGKSSNSR DRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRT EKRKFGEGIAVQN[s 393
NPFPEAPY KSSN RIDRFQKTLMEYGFTVENVRKTRGDDIDAACGQLAGDVIDRTKRTIJEKRKFGEGIAVQNN 386
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