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1 DRHERMRLHE D15 A EHR W LI SHP EXFRDEHLRA

MASIDKSKFQFVKRDDFASETIDAP YSYWKSVMRQFFKKKSTPVMLGILIBMIILMSFIYPMFSKFDFNDVSKVNDFS R
MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILIMI LMSFIYPMFSKFDFNDVSKVNDFSLR
MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILIWIILMSFIYPMFSKFDFNDVSKVNDFSLR
MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILIWIILMSFIYPMFSKFDFNDVSKVNDFSLR

VMDA LA L L

YVHPNAQYWEFGTDENGKSLEDSVWEFGARNSILIAVIATF NV IGL VGAVWGISKTFDMIMMEIYNIISNIP LLVVIV|
YVHPNAQYWFGTDGNGKSLFDSVWFGARNSILIAVIATHMLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPELLV IV

YVHPNAQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIYV|
YVHPNAQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIV

VRN AT IATIG) RADLELASRACT ARV CLIVIT AL H)

LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRYLGTPTAKIV KNIMPQLVSVIVTMASQLLPGFIS
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFIS
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFIS
LTYSLGAGFWNMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFIS

YEPLIE LT SLRUSAARLE LTS LK) R

YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGONLADASDPRTHR] 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFI GQNLADASDPRTHR 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
YEAFLSYFGLGLPVTTPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308

X non conserved
B similar
> 50% conserved
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