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IJTF Fl V MHEFGHF FAK SGILVREFAIGMGPKIF HpgJ\ GT YTIRILPLGGYVRMAGWG DTTEIKTG PAS
MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPAS
MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPAS
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LTLAPIYGIRVINRINL SN DI¥T LPMNVTIYDLEDKLIJITGLV P\ KTY VDHDATIVEEDGTE RIAPMDVQYQNASIWGR I
LTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIWGRLTI
LTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGETKTYEVDHDATIVEEDGTELRIAPKDVQYQNASIWGRLI
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TNFAGPMNNFILG LVFI LAFVQGGER3DjIS Niif RVMENGAAAK [ERAN N QISR KENN QY EWRMYKEIRT SEMIDK ANKEVGP NK®
TNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSKGDSL
TNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLIQVANGGAAQVSGLKTGDAIVAINKDKVTDWDSLKEALRENTQKFSKGDSL

sv KRSNQEEMVK Q@%QSYW V5oV LAT R AU ATA ATLCL T LA B Sl

HiEay . SK[ENTKE PQKIEQUS YEILGV[NUEL KTGIDKINGGEF MAR G \P3I RE\L GLIBNFSL KLGGPVAM QMSRNQA
SVTVKRSNGQEETISVKPQKSQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQAS

SVTVKRSNGQEETISVKPQESQGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILATLKGLITNFSLNKLGGPVAMFQMSAQAS

FLOL DL AL LR ETLAA L AT

QUGLEYS L{ELMGMLSINLG FNLIPIPALDGGKI MNIIEMIRRKPLIJQEIESYITLAGVA M LMIAVTWNDIMRAFF 419
ESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
ESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIESYITLAGVAVMVVLMIAVTWNDIMRAFF 420
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