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MAAQNGNTSFTPNFNPPQDHASSLSFNFSYGDYDLPMDEDEDMTKTRTFFAAKIVIGIALAGIMLVCGIGNFVFIAALTRYKKLRNLTNLL IANLAISDFLVAI ICCPFEMDYYVVRQLSWEHGHVLCAS
MAAQNGNASFPANFS IPQEHASSLPFNFSYDDYDLPLDEDEDMTKTQTFFAAKIVIGVALVGIMLTCGIGNFVFITALTRYKKLRNLTNLL IANLAISDFLVAI ICCPFEMDYYVVHQLSWEHGHVLCAC
MGPQNRNTSFAPDLNPPQDHVS---LNYSYGDYDLPLGEDEDVTKTQTFFAAKIVIGVALAGIMLVCGIGNFVFIAALARYKKLRNLTNLL IANLAISDFLVAIVCCPFEMDYYVVRQLSWAHGHVLCAS
MGDQNGNTSFAPDLNPPQDHVSLLPLNYSYGDYDIPLDDDEDVTKTQTFFAAKIVIGVALAGIMLVCGVGNFVFIAALARYKKLRNLTNLLIANLAISDFLVAIVCCPFEMDYYVVRQLSWEHGHVLCAS
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VNYLRTVSLYVSTNALLATAIDRYLAIVHPLKPRMNYQTASFL IALVWMVSILIAIPSAYFATETVLFIVKSQEKIFCGQIWPVDQQLYYKSYFLFIFGVEFVGPVVTMTLCYARISRELWFKAVPGFQT
INYLRTVSLYVSTNALLATAIDRYLAIVHPLKPRMNYQTASFL IALVWMVSILISIPSAYFTKETVLFIVKNQKKIFCGQVWPVDQQLYYKSYFLFVFGIEFLGPVFTMTLCYARISRELWFKAVPGFQT
VNYLRTVSLYVSTNALLATAIDRYLAIVHPLKPRMNYQTASFL IALVWMVSILIAVPSAYFTTETILVIVKNQEKIFCGQIWSVDQQLYYKSYFLFVFGLEFVGPVVTMTLCYARISQELWFKAVPGFQT
VNYLRTVSLYVSTNALLAIAIDRYLAIVHPLK RMNYQTASFLIALVWMVSILIAIPSAYFTTETILVIVKNQEKLFCGQIWPVDQQLYYKSYFLFVFGLEFVGPVVTMTLCYARISQELWFKAVPGFQT
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EQIRKRLRCRRKTVLVLMCILTAYVLCWAPFYGFT IVRDFFPTVFVKEKHYLTAFYVVECIAMSNSMINTVCFVTVKNNTMKYFKKMMLLHWRPSQRGSKSSADLDLRTNGVPTTEEVDCIRLK
EQIRKRLRCRRKTVLVLMCILTAYVLCWAPFYGFT IVRDFFPTVFVKEKHYLTAFYVVECIAMSNSMINTVCFVTVKNSTMKYFKKMLLLHWRPSHHGSKSSADLDLKTSRLPATEEVDCIRLK
EQIRKRLRCRRKTVLLLMGILTAYVLCWAPFYGFT IVRDFFPTVVVKEKHYLTAFYVVECIAMSNSMINT ICFVTVKNNTMKYFKKMLRLHWRPSHYGSKSSADLDLKTSGVPATEEVDCIRLK
EQIRKRLRCRRKTVLLLMGILTAYVLCWAPFYGFTIVRDFFPTLVVKEKHYLTAFYVVECIAMSNSMINTICFVTVKNNTMKYFKKMLLLHWRPSHYGSKSSADLDLKTSGVPATEEVDCIRLK
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MRSLCCAPLLLLLLLPPLLLTPRAGDAAV I TGACDKDSQCGGGMCCAVSIWVKSIRICTPMGKLGDSCHPLTRKNNFGNGRQERRKRKRSKRKKEVPFFGRRMHHTCPCLPGLACLRTSFNRFICLAQK
MRSSRCARLLLLLLLPPLLLTPPAGDAAV ITGACDRDPQCGGGMCCAVSLWVKS IRICTPMGKVGDSCHPMTRKNHFGNGRQERRKRKR-RRKKKVPFLGRRMHHTCPCLPGLACSRTSFNRYTCLAQK
MGDPRCAPLLLLLLLP-LLFTPPAGDAAV I TGACDKDSQCGGGMCCAVSIWVKSIRICTPMGQVGDSCHPLTRKSHVANGRQERRRAKRRKRKKEVPFWGRRMHHTCPCLPGLACLRTSFNRFICLARK
MEDPRCAPLLLLLLLP LLLTPPAGDAAVITGACDKDSQCGGGMCCAVSIWVKSIRICTPMGQVGDSCHPLTRKSHVANGRQERRRAKRRKRKKEVPFWGRRMHHTCPCLPGLACLRTSFNRFICLARK
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