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MADLLSSLKNL BISSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFS RNNEITPNHRISLRIQOMMVKQIAFLETILVENEQDALIL
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N

L CLICAVLIAIATYYIY OF O PR RO ADILSLTELL AR AR

ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKAC
ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKAC
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FYQIERCKAPCENKITKEEYLKIAKECLEMIENKD LIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD
FYQIERCKAPCENKITKEEYLKIAKECLEMIENKD LIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD
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IFAFYY SNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK
IFAFY[Y SNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK
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