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IKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWRASKIIGN
IKAPEVAVEQRSADGTIKWAMWVGDQQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIGQVWRASKIIGN
IKAPEV VEQRS DGTIKWAMNVGDQQIETVYIPEINDRATLCVSSQVGCALACIHFCSTAQQGFNRNL VSEIIGQVWRASKIIGN

TN LU A ) LORALYRATLTS ALK RealJAA LRy

FGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALAISLHAPNDELRNELI
FGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVALAISLHAPNDELRNELTI
FGVTG RPITNVVMMGMGEPLLNIENNVIPAMEIMLDDFAYGLSKRRVTLST GVVPALDMMREINIDVALAISLHAPNDELR E

LA D LA RSO

PLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSNTRIDRFQ
PLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIPWNPFPEAPYAKSSNTRIDRFQ
P NKKYNIKML DSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLA VLKNTP®KINLIPWNPFPEAPY KSSN R DRFQ

LB AR D

KTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
KTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
KTLMEYGFTVHVRKTRGDDIDAACGQLAGDVIDRTKRTRIEKRKF GIGIAVQNJsl 393
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