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1 DSHRRMRLHRE 15 0 ARFI Y L LTI SHP EXATEDHLRA

MASIDKNKFQFVKRDDFASEERIDAPEMYSYW SVHRQFJMKKKST ML IL TIILMSFIYPMIBSIFD NDVSKVNDF SER
MASIDKSKFQFVKRDDFASETIDAPIAYSYWKSVMRQFFKKKSTRHVMLGILIAIILMSFIYPMFSKFDFNDVSKVNDFS R
MASIDKSKFQFVKRDDFASETIDAPNYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLR
MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLR

VAT e AU

Y BPN |QYWEFGTDEINGKSLED{VWEGARNSILI VIATE N IIG VG WGISK |YD|j MME

Q
YVHPNAQYWFGTDRINGKSLFDSVWFGARNSILIAVIATF NV IGL VGAVWGISKTFDMIMMEIYNIISNIP LLVVIV

YVHPNAQYWFGTDENGKSLFEDSVWFGARNSILIAVIATF NVIIGL VGAVWGISKTFDMIMMEIYNIISNIPSLLVVIYV|
YVHPNAQYWFGTDGNGKSLFDSVWFGARNSILIAVIATF NVIIGL VGAVWGISKTFDMIMMEIYNIISNIPSLLVVIV

IR AT T

LTYS GAGFWNJRIFAMT TEWINTIAYMIR QIMRYRDLEYNLASRMLGTRTIFKIVEY NIMPQLVSVI Tyy
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRMLGTPTAKIV KNIMPQLVSVIVTMASQLLPGFIS
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRILGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFIS
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFIS

VP LSAE LT SLRUIHARLE LTI ALARD R

YEAFLS FGLGLPVTYPSLGRLISDY QNVTWNAYLFWIPLTTLILVSL LFIVGQONLADASDPRTHR] 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
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