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LeuProPheTrpPraTrrPheall leLylAlpLeuPheAllLeuAIlLeuhlLeuLnGlyPIePhelhhlhlAllTyrHetFrohnTyrl.euG]ylilPruAlpAlnhrhl
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! 1 1950 ' L] ] ' 2000 ' ] ] s
NetlyslysbeuleulleBerAlaValerhlaLenValleuGlySerOlyAtarlaPbelahnaSerhsnVaiProhupRisdinPhederPheCluGlyl lePheCly
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CARGTACGATCACOCGCACCTGCGLCCCOGCTTOCACOTCTACAACCAAGTCTGCTCOGCCTACCACCECATCAAGTTCOTOCCEATCOGCACOCTOGCCOATEACOOCCOCCOOCAGCT
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CGACCCGACCTTCCTGCGECAATATGCGOCCCGCCTCOACACCATCATCOACAAGGACTCCECOAABAGCCCCACCLAAGCARACCOACATGTTCCOOACCCOCOTCOGCOACCECAT
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GUGCCCAGACCTRTCGOTEATUDCOAAGGCCCECCCOEGETTETCCO0CCCO0CCERTTCCOGCATOANCCAGCTCTTCAAGGCCATGOGCO0TCCOONATACATCTACAACTACGICAT
[ [ ' ' 50 ' t t ' 1500 ! '
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CGCGGAACCGAAACTGGTGGCOCGCANGCACATGOGTCTCGTCECCATOCTCATGCTCOGCCTCOTCALCGTCATGCTTTACCTGACCAACAAGCCTCTTTCOOCCCCCTACAACGOCCA
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LysAlatts
CMGUCCTGAGAGACGCCDGACAGCTGAAACGEMACGCGCCCCICGGGGCGBGTTTTGCTTTTCCGCAACGI}GIGAGACGABAGGCCGCCGGGGGGGACCGTGGGBGGCTGGGGGGG:C
[} 2900 1 [ [ ' 2950 ' ' ' t 1000
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