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gi|7661704|ref|NP_054776.1| MKTLQSTLLLLLLVPLIKPAPPTQQDSRIIYDYGTDNFEE-SIFSQDYEDKYLDGKNIKEKET-VIIPNEKSLQLQKDEAITPLPPKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKESAYLYARFNKIKKLTAKDFADIPNLRRL   150
gi|114625540|ref|XP_001145422.1| MKTLQSTLLLLLFVPLIKPAPPTQQDSRIIYDYGTDNFEE-SIFSQDYEDKYLDGKNIKEKET-VIIPNEKSLQLQKDEAITPLPPKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKESAYLYARFNKIKKLTAKDFADIPNLRRL   150
gi|27806829|ref|NP_776371.1| MKTLQSTLLLFLFVPLIKPAPPSQQDSRIIYDYGTDNLEE-TFFSQDYEDKYLDGKSTKEKETMIIVPDEKSFQLQKDETITPLPPKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKGSAYLYARFNKIKKLTAKDFADIPNLRRL   150
gi|6679166|ref|NP_032786.1| METVHSTFLLLLFVPLTQQAPQSQLDSHVNYEYATGNSEE-TKFSQDYEDKYLDGKSIKEKET-MIIPDEKSLQLQKDEVIPSLPTKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKESAYLYARFNKIKKLTAKDFADMPNLRRL   150
gi|27683465|ref|XP_214441.1| MKTVHPTLLLLLFVPLTQQTPQTQLDSHVNSKYGTDNSEE-TKFIQDYEDKYLDGKNIKEKET-MIIPDEKSLQLQKDEVIPSVPTKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKESAYLYARFNKIKKLTAKDFADMPNLRRL   150
gi|73947214|ref|XP_853340.1| MKTLQSTLFLLLFIPLTEPAPPTLQDSRMTYDYGTDNFEE-TLFSQDFEDKYLDGKNIKEKET--ILPEEKSLQLQKDERVMLPPLKKENDEMPTCLLCVCLSGSVYCEEVDIDAVPPLPKESAYLYARFNKIKKLTARDFADIPNLRRL   150
gi|45383706|ref|NP_989540.1| MKTLQAAFFLVAFVPLVKPAPPIQQDSPKFYEYVDADFATGSLIQQDYE--MLPKDTIKDGTN---VSLDTALRLQADDSELSARPTKDTN-LPTCLLCVCLSGSVYCEEIDIEAVPPLPKETAYLYARFNKIKRIAVSDFADITTLRRI   150
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gi|7661704|ref|NP_054776.1| DFTGNLIEDIEDGTFSKLSLLEELSLAENQLLKLPVLPPKLTLFNAKYNKIKSRGIKANAFKKLNNLTFLYLDHNALESVPLNLPESLRVIHLQFNNIASITDDTFCKANDTSYIRDRIEEIRLEGNPIVLGKHPNSFICLKRLPIGSYF   300
gi|114625540|ref|XP_001145422.1| DFTGNLIEDIEDGTFSKLSLLEELSLAENQLLKLPVLPPKLTLFNAKYNKIKSRGIKANAFKKLNNLTFLYLDHNALESVPLNLPESLRVIHLQFNNIASITDDTFCKANDTSYIRDRIEEIRLEGNPIVLGKHPNSFICLKRLPIGSYF   300
gi|27806829|ref|NP_776371.1| DFTGNLIEDIEDGTFSKLSLLEELTLAENQLLKLPVLPPKLTLFNAKYNKIKSRGIKANTFKKLHNLSFLYLDHNALESVPLNLPESLRVIHLQFNNITSITDDTFCKANDTSYIRDRIEEIRLEGNPVILGKHPNSFICLKRLPIGSYI   300
gi|6679166|ref|NP_032786.1| DFTGNLIEDIEDGTFSKLSLLEELTLAENQLLRLPVLPPKLTLLNAKHNKIKSKGIKANTFKKLNKLSFLYLDHNDLESVPPNLPESLRVIHLQFNSISSLTDDTFCKANDTRYIRERIEEIRLEGNPIALGKHPNSFICLKRLPIGSYF   300
gi|27683465|ref|XP_214441.1| DFTGNLIEDIEDGTFSKLSLLEELTLAENQLLRLPVLPPKLTLLNAKYNKIKSKGIKANTFKKLNKLSFLYLDHNDLESVPPNLPESLRVIHLQFNSISSITDDTFCKANDTRYIRERMEEIRLEGNPIALGKHPNSFICLKRLPTGSYF   300
gi|73947214|ref|XP_853340.1| DFTGNLIEDIEDGTFSKLSLLEELTLAENQLLKLPVLPPKLTLFNAKYNKIKSRGIKANTFKKLNHLSFLYLDHNALESVPLNLPESLRVIHLQFNNITSITDDTFCKANDTRYIRDRIEEIRLEGNPIVLGKHPNSFICLKRLPVGSYF   300
gi|45383706|ref|NP_989540.1| DFSGNMIEEIEDGAFSKLLLLEELSLAENRLVKLPVLPPKLTTFNANQNRIKSRGIKNNAFKKLTNLAYLYLGHNALESVPLNLPESLRILHLQHNNITTINDDTFCKSNNTRYIRTRMDEIRMEGNPILLAKHVNAFSCLRTLPVGTYY   300
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