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gi|6996932|ref|NP_034996.1| MELLSPPLRDIDLTGPDGSLCSFETADDFYDDPCFDSPDLRFFEDLDPRLVHVGALLKPEEHAHFSTAVHPGPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|28570184|ref|NP_788268.1| MELLSPPLRDTDLLGPDGSLCSFATRDDFYDDPCFDSPDLRFFEDLDPRLVHVGALLKPEEHAHFPTTVHPGPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|23111009|ref|NP_002469.2| MELLSPPLRDVDLTAPDGSLCSFATTDDFYDDPCFDSPDLRFFEDLDPRLMHVGALLKPEEHSHFPAAVHPAPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|114636406|ref|XP_508311.2| MELLSPPLRDVDLTAPDGSLCSFATTDDFYDDPCFDSPDLRFFEELDPRLMHVGALLKPEEHSHFPAAVHPAPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|73988888|ref|XP_854756.1| MELLSPPLRDVDLSGPDGSLCNFASADDFYDDPCFDSPDLRFFEDLDPRLVHVGALLKPEEHSHFPAAVHPAPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|113205976|ref|NP_001035568.2| MELLSPPLRDVDLTGPDGSLCNFATADDFYDDPCFDSPDLRFFEDLDPRLVHVGALLKPEEHSHFPAAAHPAPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSSNPNQRLPKVEIL   150
gi|45383692|ref|NP_989545.1| MDLLGP------MEMTEGSLCSFTAADDFYDDPCFNTSDMHFFEDLDPRLVHVGGLLKAEEHPHTRAPPRE---PTEEEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFETLKRCTSTNPNQRLPKVEIL   150
gi|112982794|ref|NP_571337.2| ------------MELSD-IPFPIPSADDFYDDPCFNTNDMHFFEDLDPRLVHVS-LLKPDEHHH-----------IEDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNDAFETLKRCTSTNPNQRLPKVEIL   150
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gi|6996932|ref|NP_034996.1| RNAIRYIEGLQALLRDQDAAPPG-AAAFYAPGPLPPGRGSEHYSGDSDASSPRSNCSDGMMDYSGPPSGPRRQNGYDTAYYSEAVR-ESRPGKSAAVSSLDCLSSIVERISTDSPAAPALLLADAPPE-SPPGPPEGASLSDTEQ-GTQT   300
gi|28570184|ref|NP_788268.1| RNAIRYIEGLQALLRDQDAAPPG-AAAFYAPGPLPPGRGSEHYSGDSDASSPRSNCSDGMMDYSGPPSGPRRQNGYDAAYYSEASS-EPRPGKSAAVSSLDCLSSIVERISTDSPAAPSLLLPDAPPE-SPPGPPEETSSSDAEQ-GTQT   300
gi|23111009|ref|NP_002469.2| RNAIRYIEGLQALLRDQDAAPPGAAAAFYAPGPLPPGRGGEHYSGDSDASSPRSNCSDGMMDYSGPPSGARRRNCYEGAYYNEAPS-EPRPGKSAAVSSLDCLSSIVERISTESPAAPALLLADVPSE-SPPRRQEAAAPSEGESSGDPT   300
gi|114636406|ref|XP_508311.2| RNAIRYIEGLQALLRDQDAAPPGAAAAFYAPGPLPPGSGGEHYSGDSDASSPRSNCSDGMMDYSGPPSGARRRNCYEGAYYNEAPS-EPRPGKSAAVSSLDCLSSIVERISTESPAAPALLLADVPSE-SPPRRQEAAAPSEGESSGDPT   300
gi|73988888|ref|XP_854756.1| RNAIRYIEGLQALLRDQDAAPPGAAAAFYAPGPLPPGRGGEHYSGDSDASSPRSNCSDGMMDYSGPPSGARRRNCYDGTYYSEAPS-EPRPGKSAAVSSLDCLSSIVERISTESPTAPALLLAEAPPE-SSPGPQEAAAQSDAER-GAPT   300
gi|113205976|ref|NP_001035568.2| RNAIRYIEGLQALLRDQDAAPPGAAAAFYAPGPLPPGRSGEHYSGDSDASSPRSNCSDGMMDYSGPPSGARRRNCYDRTYYSEAPN-EPRPGKSAAVSSLDCLSSIVERISTESPAAPALLLADAPPE-SSPGPQEAAG-SEVER-GTPA   300
gi|45383692|ref|NP_989545.1| RNAIRYIESLQALLREQ-------EDAYYP--------VLEHYSGESDASSPRSNCSDGMMEYSGPPCSSRRRNSYDSSYYTESPN-DPKHGKSSVVSSLDCLSSIVERISTDNSTCPILPPAEAVAEGSPCSPQEGGNLSDSGAQIPSP   300
gi|112982794|ref|NP_571337.2| RNAISYIESLQALLRSQ-------EDNYYP--------VLEHYSGDSDASSPRSNCSDGMMDFMGPTCQTRRRNSYDSSYFNDTPNADARNNKNSVVSSLDCLSSIVERISTETPACPVLSVPEGHEE-SPCSPHEGSVLSDTGTTAPSP   300
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gi|6996932|ref|NP_034996.1| PSPDAAPQCPAGSNP-NAIYQVL   323
gi|28570184|ref|NP_788268.1| PSPDSTPQCPAGSKP-NPIYQVL   323
gi|23111009|ref|NP_002469.2| QSPDAAPQCPAGANP-NPIYQVL   323
gi|114636406|ref|XP_508311.2| QSPDAAPQCPAGANP-NPIYQVL   323
gi|73988888|ref|XP_854756.1| PSPDAAPQCPAGANP-NPIYQVL   323
gi|113205976|ref|NP_001035568.2| PSPDTAPQGLAGANP-NPIYQVL   323
gi|45383692|ref|NP_989545.1| TNCTPLPQESSSSSSSNPIYQVL   323
gi|112982794|ref|NP_571337.2| TSC---PQQQAQET----IYQVL   323
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