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KPATGVSSFEAQVIVMNHPGEIFNGYTPVLDCHTAHVACKFATIKEKIDPPSGKSIEENPESVKMGDACIVDIVPTRPLCVESFTEFPPLGRFAVRDMRQTIAVGVVKSITPEFN*
DPASGVESFEAQVIVMNHPGEISNGYAPVIDCHTAHVACIFTNIKEKMDRRSGKVLEQEPDFVQNGDACIVDLEPCKAFCVETFTDFPPLGRFAVRDMRQTVAVGVIKSVTKTEREDLEKVCS*
SPATGVSSFEAQVIVMNHPGKITQGYCPVIDCHTAHVACSFTNIKEKMDRRTGKVVEQNPEFIQNGDAAIVTMEPTKALCVESFAEYPPLGRFAIRDMRQTVAVGVIKAITKVEIEEEE*
QPAQEVSSFEAQVIIMNHPGEITNEYCPIIDCHTSHVPCVFANIKEKMDRRTGKCIEMNPKSVKTGDAFIVELVPKKPLCVEPFTKFPTLGRFVVRDLQQIVAVGVVKSVAYGKVKECE*
NEATAAKSFDAQLIIMNHPGKIFVGYTPVLDCHTAHVACQITELKQRMDRTNGQVLEDNPQFVKAGDMCLATLVPTKPLCVETFTEFAPLGRFAVRDMKRTVAVGVIKAVEHAERKVAEHHGKKVVAVTEQPQGKEVAMEKQQGKKQKEVHTVAKHGKKHIQLAQ*
DPAYEVISFEAQIIIMDHPGQISNGYSPIIDCHAAHVACTFTNIKVKLNRLNGEKIEDNPPFVQSGDACIVDLKPTKPLCVERFVDYPPLGRFVIRDMNQIVGVGVIKSTVREELASRPKS*
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DPARRTVEFTAQIVILEHPGQIMASFSPIVHCHSLQVACRFKQILCKLDRQTGEVLEKNPESVVEGDACLVVLEPEKATVFEAFREYPSMGRILLRDGNRTIAVGVIRSVVKSGDAQPRLP*
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