
                                                                                                                                                                                       .
gi|73989361|ref|XP_542608.2| ----------------------------------------------------------------------------------------------------------------------------MLNK-------------------YWK   150
gi|194672081|ref|XP_617340.4| ----------------------------------------------------------------------------------------------------------------------------MLDHPEGQQISVRVLAGDSSDSCVRK   150
gi|259490226|ref|NP_542937.2| MAVPAALIPPTQLVPPQPPISTSASSSGTTTS-TSSATSSPAPSIG-PPASSGPTLFRPEPIASAAAAAATVTSTGGGGGGGGGGSGGGGGSSGNGGGGGGGGGGSNCNPNLAAASNGSGGGGGGISAGGGVASSTPINASTGSSSSS-S   150
gi|114650036|ref|XP_522679.2| MAVPAALIPPTQLVPPQPPISTSASSSGTTTS-TSSATSSPAPSIG-PPASSGPTLFRPEPIASAAAAAAAATVTSTGGGGGGGGSGGGGGSSGNGGGGGGGGGGCNCNPHLAAASIGSGGGGGGISAGGGVASSTPINASTGSSSSSRS   150
gi|6681129|ref|NP_031852.1| MAVPAALIPPTQLVPPQPPISTSASSSGTTTS-TSSATSSPAPSIG-PPASSGPTLFRPEPIASSASSSAAATVTSPGGGGG--GSGGGGGSGGNG-----GGGGSNCNPSLAAGS-----SGGGVSAGGGGASSTPITASTGSSSSSSS   150
gi|118084772|ref|XP_417018.2| MAVPAALIPPAPLVPPQPPVSTSAACTTTTTTSSAAATSSPAPAIAPPPPASGTNLFRPEPIAAPAAAAATVTS--------------------------------------TATTTTTGGSGGGGGSGGGGGSPSLGSGTGGGTSGTST   150
gi|123702933|ref|NP_001074142.1| MAVPAALIPPSALVHPCPISTSSSASSASSSSCSATAASS---------------------------------------------------------------------------------SSPSATSASPSQSATQNLFRADLISTNCT   150
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gi|73989361|ref|XP_542608.2| SEATENHS----------------------PLAFPWQHDRRSIKE---------------------PPPLSKATILSPRANPIEKSLGLRGELQLSESAN-----RMKR--------TERSKLAPGAAVVACDRLWHCVGSRPGRPPKRT   300
gi|194672081|ref|XP_617340.4| PEMQLMYG----------------------PSASQLRYGPRIYEKGMLEMI---LKDKCRRGCELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
gi|259490226|ref|NP_542937.2| SSSSSSSSSSSSSSSSSS--CGPLPGKPVYSTPSPVENTPQNNECKMVDLRGAKVASFTVEGCELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
gi|114650036|ref|XP_522679.2| SSSSSSSSSSSSSSSSSS--CGPLPGKPVYSTPSPVENTPQNNECKMVDLRGAKVASFTVEGCELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
gi|6681129|ref|NP_031852.1| SSSSSSSSSSSSSSSSSSSSCGPLPGKPVYSTPSPVENTPQNNECKMVDLRGAKVASFTVEGCELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
gi|118084772|ref|XP_417018.2| PNAGAAGS---------------LPGKPVYSTPSPVENTPQNNECKMVDLRGAKVASFTVEGCELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
gi|123702933|ref|NP_001074142.1| SSIPLAGK-------------------PVYSTPSPVENTPQNNECRMVELRGAKVASFTVDGQELICLPQAFDLFLKHLVGGLHTVYTKLKRLEITPVVCNVEQVRILRGLGAIQPGVNRCKLISRKDFETLYNDCTNASSRPGRPPKRT   300
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gi|73989361|ref|XP_542608.2| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHASNNQHGADSENGDMNSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
gi|194672081|ref|XP_617340.4| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHASNNQHGADSENGDMNSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
gi|259490226|ref|NP_542937.2| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHASNNQHGADSENGDMNSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
gi|114650036|ref|XP_522679.2| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHASNNQHGADSENGDMNSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
gi|6681129|ref|NP_031852.1| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHASNNQHGADSENGDMNSSVGSSGGSWDKETLHSPPSQGSQAPVAHARMPAAFSLPVSHPLNHLQHSHLPPNGLELPFMMMPHPLIPV   450
gi|118084772|ref|XP_417018.2| QSVTSPENSHIMPHSVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEAMSNYHANNNQHGADSENGDLNSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
gi|123702933|ref|NP_001074142.1| QSVTSPENPHIMPHTVPGLMSPGIIPPTGLTAAAAAAAAATNAAIAEAMKVKKIKLEVMSSYHGSNTHNGPDSENGDLSSSVG----------------------------------------------------LELPFMMMPHPLIPV   450
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gi|73989361|ref|XP_542608.2| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRMHIEKDETPLSTPTARDSLDKLS   600
gi|194672081|ref|XP_617340.4| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRMHIEKDETPLSTPTARDSLDKLS   600
gi|259490226|ref|NP_542937.2| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRMHIEKDETPLSTPTARDSLDKLS   600
gi|114650036|ref|XP_522679.2| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRMHIEKDETPLSTPTARDSLDKLS   600
gi|6681129|ref|NP_031852.1| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRIHIEKDETPLSTPTARDSIDKLS   600
gi|118084772|ref|XP_417018.2| SLPPASVTMAMSQMNHLSTIANMAAAAQVQSPPSRVETSVIKERVPDSPSPAPSLEEGRRPGSHPSSHRSSSVSSSPARTESSSDRIPVHQNGLSMNQMLMGLSPNVLPGPKEGDLAGHDMGHESKRIHIEKDETPLSTPTARDSLDKLS   600
gi|123702933|ref|NP_001074142.1| SLPPASVTMAMSQMNHLSTIANMAAAAQGQSAPSRMVTSVIKERVPDSPSPAPSLEDGRRPGSRPSSQRSSSVSSSPAHTESSSDRMPVHQNGLSMNHALLGLSPSILPGPKEGDLA-HDIVHNAKRMHLEKEETPMCTPTARDSYERLS   600
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gi|73989361|ref|XP_542608.2| LTGHGQPLPPGFPPPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMDFLRERELRETLEKQLAMEQKNRAIVQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASTDSLRVLNDSLTPEIEADRSGSRTDAER   750
gi|194672081|ref|XP_617340.4| LTGHGQPLPPGFPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMDFLRERELRETLEKQLAMEQKNRAIVQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASTDSLRVLNDSLTPEIEADRSGGRTDAER   750
gi|259490226|ref|NP_542937.2| LTGHGQPLPPGFPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMDFLRERELRETLEKQLAMEQKNRAIVQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASTDSLRVLNDSLTPEIEADRSGGRTDAER   750
gi|114650036|ref|XP_522679.2| LTGHGQPLPPGFPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMDFLRERELRETLEKQLAMEQKNRAIVQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASTDSLRVLNDSLTPEIEADRSGGRTDAER   750
gi|6681129|ref|NP_031852.1| LTGHGQPLPPGFPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMDFLRERELRETLEKQLAMEQKNRAIVQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASADSLRVLNDSLTPEIEADRSGGRADAER   750
gi|118084772|ref|XP_417018.2| LTGHGQPLPPGFPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMELFRERELRETLEKQLAVEQKNRAIIQKRLKKEKKAKRKLQEALEFETKRREQAEQTLKQAASTDSLRVLNDSLTPEIEADRSGGRTDAER   750
gi|123702933|ref|NP_001074142.1| LAG--QTLPPGSPSPFLFPDGLSSIETLLTNIQGLLKVAIDNARAQEKQVQLEKTELKMELFRERELRETLEKQLAVEQKNRAIIQKRLKKEKKAKRKLQEALEYESKRREQAEQTLKQTSPTESLRSLNDSLTQEIETDRSSGRTDAER   750
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gi|73989361|ref|XP_542608.2| TIQ-DGRLYLKTTVMY   766
gi|194672081|ref|XP_617340.4| TIQ-DGRLYLKTTVMY   766
gi|259490226|ref|NP_542937.2| TIQ-DGRLYLKTTVMY   766
gi|114650036|ref|XP_522679.2| TIQ-DGRLYLKTTVMY   766
gi|6681129|ref|NP_031852.1| TIQ-DGRLYLKTTVMY   766
gi|118084772|ref|XP_417018.2| TIQ-DGRLYLKTTVMY   766
gi|123702933|ref|NP_001074142.1| TIQADGRLFLKTTVMY   766
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