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CDALKNI GNKYFKENNYI | SLRYYTEAI DLI KKS
DVEVDDEDKEL FKEYYNKSAI SKKSDFI Sl KETD
ADKLKQL GNAAFSERKWHL Al DMYTKAI ELTKT-
AL ERKNEGNVFVKEKHFLKAI EKYTEAI DLDSTQ
AGM KDEANQFFKDQVYDVAADL YSVAI El HPT-
AEQYKNQGNEM_KTKEFSKAI DMYTKAI ELHPNS
AEEL KEQANEYFRVKDYDHAVQYYTQAI DL SPDT
AEELKTQANDYFKAKDYENAI KFYSQAI ELNPSN

4 g 11 20 24 27
HI YYTNRSFCHI KLENYGTAI EDI DEAI KI NPYY
PTLFCNRALAELRAELPGAALADADAALG EPTF
S| YESNRAFAHFKVDNFQSAL NDCDEAI KLDPKN
AVLYGNRAQAYL KKEL YGSALEDADNAI Al DPSY
Al YYANRSL AHL ROQESFG-AL QDGVSAVKADPAY
Al YYGNRSLAYLRTECYGYALADASRAI QLDAKY
Al YYGNRSLAYLRTECYGYALGDATRAI ELDKKY

4 8 11 20 24 27
AKAYYRKGCSYLLLSDLKRASECFQKVLKLT- KD
AKAYYHKASAYL SL GKHKQAL TNYKKVVDLAPQN
| KAYHRRAL SCVAL L EFKKARKDLNVLLKAKPND
VKGFYRRATANMAL GREKKAL TDYQAVVKVCPND
L KGYYRRAAAHMSL GKFKQAL CDFEFVAKCRPND
| KGYYRRAASNVAL GKLKAALKDYETVVKVRPHD
| KGYYRRAASNVAL GKFRAAL RDYETVVKVKPHD
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73
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88
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113
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