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MMTWDASGWNYGVQEVVKRK WA TGDMETECP PGEC TFDDRVDVITREQ TRS CHP VHSAEGMQ TEET FHHY THREDEWIS QR SAVIEAA TGGHEP IQ

SAVEAATGGEPIQ
MMTWDASGWNYGVQEVVKRKWA TGDMIMTIECP PGEC TFDDRVDVITREQ TR S CHP VHS AEGNMQ TEET FIEHY THR MDEWIS QR S AVIEAA TGGHEP TQ
100 110 120 130 140 150 160 170 180

RPVVEMEDNHC SR FS DEBERK TSGPAABNGIRIF THESGTSGFEQANDQFNSS FHRS Y NKARDA YKDAHNA VEGHP IS HNA WA D FEGTEGGS K

IFTEESGTSCGFEQAMDQFNSS FHR

s

F'S DEIER
RPVVEMEDNHCSRFSDENERK TSGPAAEBNGIRIFTEESGTSGFEQANDQFNSS FHRSYNKARDA YKDAHNAVHGHP HS HWA WAD FEG THGGSK
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REGVP GMWF S WC DR Y DIINIKA WK RVGIA GNREC PQEVDR S NFVDODABNAAARRDA SVS SPGPSSBABAKR TPPGERRGSHAAANAK HQQEEQ F

SNFVDQDAENAAAR
DASVSSPGPSSHAEAK

REGVPGMWEFSWCDRYDITTKAWKRVGTAGNREC PQEVDRS NFVDQDAENAAARRDASVIS SPGPSSHABAKR TPPGHRRGSHAAANAK HQQMEQ F
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AKKEEEKAQAP YDPSRGVES IS SDAP SARQGG TGSDDDISDAADGDSA S PVRARRREVOES GS FTERDMWGEKQKR QQEAAK VEDAAQRKKAAR

GVESESSDAPSAR

AKKHEEKAQAPYDPSRGVIESHES SDAPSARQGGTGSDDDSDAADGDSAS PVRARRREVQESGS FTERDMWGEKQKRQQEAAKVEDAAQRKKAAR

380 390 400 410 420 430 440 450 460 463

MEXRAEDEER S RVRR DA FVAC KDVICMC ATVP C P WHEGFMECDNC GNEKKGWCKKRBCVK WRK S PVAS VA SA BVVGEES GVCAS GAA SDVGACP

EEKRAEDEERSRVRRDA FVACKDV.CMCAIVPCPWEGFMECDNCGNEKKGWCKKRECVKWRKS PVSVA SABVVGEESGVICASGAASDVGACP
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