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AHRT AT GTE 1 DINEY DD AR 1 1 LR LMD

MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQR LKDAKEGRJIDCVM
IDCVM

MQQLKTKRVGIYVRVSTEMQSTEGYSIDGQINQIKEYCDFHHFEVKDIYADRGISGKSMNRPELQR LKDAKEGHM

TRUATILLANEDLRIVEER AER VTS L LASEHRIVEINE FRAE 1O

VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN
VYKTNRLARNTSDLLKIVEDLHKQNVEFFSLSERMEVNTSSGKLMLQILASFSEFERNNIVENVFMGQTRRAQEGYYQGN
PELE e rrrrrrrrrrrrrrrrnt

AL RN A VA 5 LAV G

LPLGYDKIPMSKHELMINQHEANIVKYIFE[@YAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK
LPLGYDKIPNSKHELMINQHEANIVKYIFE YAKGHGYRKIANALNHKGYVTKKGKPFSISSITYILANPFYIGKIQFAK
Pt

WD LY A 1L DR RS T 2 AT

YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD

YKDWSEKRRKGLNDKPVIAEGKHSPIINQDLWDKVQMRKKQVSQKPQVHGKGTNLLTGIIHCPQCGAPMAASNTTNTLKD
Pt et rrrr et rrrrnd

AR R AR EDY KOLE SR CR AN A D

GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD
GTKKRIRYYSCSNFRNKGSKVCSANSVRADVIEDYVMKQILEIVKSDKVIQRVVTHVNQENQVDGAALHHDIAYKQQQYD
PELr e e rrrrrrrrrrrrrrrrrnt

HRRLIT EDVLTS i CRERLOL TN LR A R DR

EVQIK NNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDK LFDAKEISKLLQHIFHDIKHIEKSRLK
EVQIK NNLIKTIEDNPDLTSVIRPSIQKYEKQLNDITNQINQLKNQQNEDKIJLFDAKEISKLLQHIFHDIKHIEKSRLK

ALV DRDAEARRLANE LTS YT

ALYLSVIDRIDIKKDGNHKKQFYVTLKLNNEIIKQLFNNKQLDEVHLSTSSLFLPQTLYLTI
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