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* 20 * 40 * 60 * 80 . n s » W00 * 120 * 140 * 160 *

HMA SMNNWLAFSLSPQELPSQTVDODHHSOTAVSRLGEFNSDD I SGADVSGECFDLTSDSSAPS LN L P P PFGILEAFNRNNQ SO sl JWNMRGLGMNSDGNYRTSSELSMLMGSSCNGQSLDQSNQEPRLENFLGNHSFSNHQONRLHGCNTMYNT T T GENHENEES

HMASMNNWLAFSLSPQELPSQTVDQDHHSQTAVSRLGFNSDDISGADVSGECFDLTSDSSAPSLNLPPPFGILEAFNRNNQSC S92 4 iR U RIS BN A DWNMKGLGMNSDGNYRTSSELSMILMGSSCNGQSLDQSNQEPRKLENFLGNHSFSNHQQNRKLHGCNTMYNT T TGE NS
MASMNNWLAFSLSPQELPSQTVDODHHSQTAVSRLGFNSDDISGADVSGECFDLTSDSSAPSLNLPPPFGILEAFNRNNQS mmmm— f f =mmmm = DWNMEGLGMNSDGNYRTSSELSMLMGSSCNGQRSLDOSNQEPRKLENFLGNHSFSNHQONEKLHGCNTMYNTTTGE

180 * 200 * 220 * 240 * 260 * 280 * 300 * 320 * 340
I YMEFPNCSLQLPSEDTTNARTSNGGDDNDNNNNENNNNNTNINTGNGSSSIGLSMIKTWLRNQPAPPQOPEARNNGGASQSLSLSMSTGSQTGSPLPLLTSSTGGGSGGESSSSDNNRQQRTPTGMDSESGAIEAMPRERSIDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQ : 331
N YMFPNCSLQLPSEDTTNARTSNGGDDNDNNNNRENNNNNTNINTGNGSSSIGLSMIKTWLRNQPAPPQOPEARNNGGASQSLSLSMSTGSQTGSPLPLLTSSTGGGSGGESSSSDNNRQQRTPTGMDSESGAIEAMPRRSIDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQ : 352

YMFPNCSLQLPSEDTTNARTSNGGDDNDNNNNRKNNNNNTNINTGNGSSSIGLOMIRKTW L RNOPAPPO PEARNNGGASQSLSLSMSTGSQTGSPLPLLTSSTGGGSGGESSSSDNNRKQQRKTPTGMDSESGATIEAMPRRSIDTFGQRTSIYRGVTRHRWTGRYEAHLWDNSCRREGQT

360 * 380 * 400 * 420 * 440 * 460 * 480 * 500 * 520
M RKGRQGGYDREERAARAYDLAALRKYWGTTTTTNFPISNYERELEEMKHMTRQEYVASLRRRKSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNRDLYLGTFSTQEEAAEAYDIAAIRFRGLNAVTNFDMSRYDVRSILESSTLPIGGAARRLRDVEQAEMALDVQRVDDDNMS SOt
M RKGRQGGYDRKEERAARAYDLAALRYWGTTTTTNFPISNYERELEEMKHMTRQEYVASLRREKSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNRDLYLGTFSTQEEAAEAYDIAAIRFRGLNAVTNFDMSRYDVKSILESSTLPIGGAARRLEDVEQAEMALDVQRVDDDNMS SO NEEECIWAS
RRKGROGGYDREERAARAYDLAALKYWGTTTTTNFPISNYERELEEMKHMTRQEYVASLRRRSSGFSRGASIYRGVTRHHQHGRWQARIGRVAGNRDLY LGTFSTQEEAAEAYDIAAIRFRGLNAVTNFDMSRYDVRSILESSTLPIGGAARRLRDVEQAEMALDVQRVDDDNMSSQ

540 * 560 * 580 * 600 * 620 * 640 * 660 * 680 * 700
Ml . TDGINNYGAAHHGWPTIAFQQAQPFSMHYPYGQRVWCRQEQDSDANHTFQDLHQLQLGSTHNFFQPSVLHNLMAMDSSSMEHSSGSNSVIYCNGGGGDAAGSNGASGSYQAVGYGGNGGYVIPMGTVVASDSNONQGNGFGDNEVRTLGYETMYGSADPYHPRNLY YL SQQS ST GEEHENgK!
Sl . TDGINNYGAAHHGWPTIAFQQAQPFSMHYPYGQRVWCRQEQDSDANHTFQDLHQLQLGSTHNFFQPSVLHNLMAMDSSSMEHSSGSNSVIYCNGGGGDAAGSNGASGSYQAVGYGGNGGYVIPMGTVVASDSNOQNQGNGFGDNEVRTLGYETMYGSADPYHPRNLYYLSQQS ST GRE-EAE::
LTDGINNYGAAHHGWPTIAFQQAQPFSMHY PYGQRVWCRQEQDSDANHTFQDLHQLOLGSTHNFFQPSVLHNLMAMDSSSMEHSSGSNSVIYCNGGGGDAAGSNGASGSYQAVGYGGNGGYVIPMGTVVASDSNONQGNGFGDNEVRTLGYETMYGSADPYHPRNLYYLSQQSSTG
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