
                                                                                                                                                                                     
gi|73956677|ref|XP_546740.2| MRTLAARSRSAPARFALTSPATLTQGHAGPGTAVRRRITGPASTGRQRAAGAAEGLSLRVGRVGFSGRGPAPRGSGNTRLDALPGHDPRVAADTPTYLRERRKESGAGACRRRPGQGAGCGSPVTPGGRGTQPPPWKSAGWDPGASPRAS   150
gi|119927960|ref|XP_593064.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|30794514|ref|NP_035772.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|109475899|ref|XP_342993.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|4885645|ref|NP_005418.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|118100986|ref|XP_417545.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|34330176|ref|NP_899183.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
                      1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                     
gi|73956677|ref|XP_546740.2| PPIRTAGRGLEAAPPSPSLPRDASAQTAAPNPWTWGRDPHPGAQRRGALPADSDGLLELDLIEEELLVNMKDPEGLQTPWRFMSKDWTLTEFPCSRLATLLPWFQCHRLGDQDAAATDSLPSHEPWASRRPPLHTDLHLRAPAPPRTEGV   300
gi|119927960|ref|XP_593064.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|30794514|ref|NP_035772.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|109475899|ref|XP_342993.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|4885645|ref|NP_005418.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|118100986|ref|XP_417545.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|34330176|ref|NP_899183.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
                      .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                     
gi|73956677|ref|XP_546740.2| SPALALPVLRPKVCSLSQNPASSGQDDQALAGAPGAYGHRVCSSLDSGSRGPGFSATSSGECPRDIGNRGECGFLVRPQGILDRWPGTWRPQESAQTSTNARLPGDRVTDGSGSEEPLLPRALPPNWGLEPGPPLCKSKPPSGPGAGKMS   450
gi|119927960|ref|XP_593064.3| -------------------------------------------------------------------------------------------------------------------MRMLSQVLPP-------------------------   450
gi|30794514|ref|NP_035772.1| -----------------------------------------------------------------------------------------------------------------------------------------------------M   450
gi|109475899|ref|XP_342993.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|4885645|ref|NP_005418.1| --------------------------------------------------------------------------------------------------------------------------------------------------MAQS   450
gi|118100986|ref|XP_417545.2| -----------------------------------------------------------------------------------------------------------------MESSMEEGVIYP---------------LSDSPSVKMS   450
gi|34330176|ref|NP_899183.1| ----------------------------------------------------------------------------------------------------------------------------------------------------MS   450
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gi|73956677|ref|XP_546740.2| QSTANDEGATFEHLWSSLEPDSTYFDL-PQPNQGNSEVVGG----AEAGMDVFHLQGM---TTPVMSQFNLLSSTMDQ-MSSRAASASPYTPEHAASVPTHSPYAQPSSTFDTMSPAPAIPSNTDYPGPHHFDVTFQQSSTAKSATWTYS   600
gi|119927960|ref|XP_593064.3| ESAAR------------------------------ASALGA----APTG-------------SSLQSQFNLLSSTMDQ-MSSRAASASPYTPEHAASVPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYS   600
gi|30794514|ref|NP_035772.1| AQTSSSSSSTFEHLWSSLEPDSTYFDL-PQPSQGTSEASGS----EESNMDVFHLQ--------GMAQFNLLSSAMDQ-MGSRAAPASPYTPEHAASAPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYS   600
gi|109475899|ref|XP_342993.3| -MTG---------------------QV-QQHAGASAAVAKA----TPSEFGRDCDK--------TKAQFNLLSSAMDQ-MGSRAAPASPYTPEHAASAPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYS   600
gi|4885645|ref|NP_005418.1| TATSPDGGTTFEHLWSSLEPDSTYFDL-PQSSRGNNEVVGG----TDSSMDVFHLEGM---TTSVMAQFNLLSSTMDQ-MSSRAASASPYTPEHAASVPTHSPYAQPSSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYS   600
gi|118100986|ref|XP_417545.2| QSSPADESTTFEHLWSTLAPDSTYFDLSPSSHTGSNEVSNR----TEVTMDVFQMRGM---NDSVMSQFNLLNNSMDQSIGSRAASTSPYSSEHTSNVPTHSPYSQPSSTFDAMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYS   600
gi|34330176|ref|NP_899183.1| QSSTADEGPTFEHLWSTLEPDSTYFELPQAGHSGDRASSSLPGNRAEVCMDVYHMRDMRDMNDNVMSQYSLLSSSMDQGLGNRAASTSPYSSETTSNVPTPSPYSQPNSTFEAMSPAPAIPSNTDYPGPHNFEVTFQQSSTAKSATWTYS   600
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gi|73956677|ref|XP_546740.2| PLLKKLYCQIAKTCPIQIKVSTPPPPGTVIRAMPVYKKAEHVTEVVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLSQYVDDPVTGRQSVMVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLETRDGQVLGRRSFEGRIC   750
gi|119927960|ref|XP_593064.3| PLLKKLYCQIAKTCPIQIKVSAPPPPGTAIRAMPVYKKAEHVTEVVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLSQYVDDPVTGRQSVMVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLETRDGQVLGRRSFEGRIC   750
gi|30794514|ref|NP_035772.1| PLLKKLYCQIAKTCPIQIKVSTPPPPGTAIRAMPVYKKAEHVTDIVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLAQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILVIITLETRDGQVLGRRSFEGRIC   750
gi|109475899|ref|XP_342993.3| PLLKKLYCQIAKTCPIQIKVSTPPPPGTAIRAMPVYKKAEHVTDIVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILVIITLETRDGQVLGRRSFEGRIC   750
gi|4885645|ref|NP_005418.1| PLLKKLYCQIAKTCPIQIKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVEGNNLSQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLEMRDGQVLGRRSFEGRIC   750
gi|118100986|ref|XP_417545.2| PLLKKLYCQIAKTCPIQIKVSSPPPPGTIIRAMPVYKKAEHVTEVVKRCPNHELGRDFNDGQSAPASHLIRVEGNNLSQYVDDPVTGRQSVMVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLETRDGQVLGRRSFEGRIC   750
gi|34330176|ref|NP_899183.1| PLLKKLYCQIAKTCPIQIKLASSPPNGSVIRAMPIYKKAEHVTEVVKRCPNHKLGRDFNESQTAPASHLIRVEGNNLCQYVDDPVTGRQSVLVPYESPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLETRDGQVLGRRSFEGRIC   750
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gi|73956677|ref|XP_546740.2| ACPGRDRKADEDHYREQQALSESAAKNGAASKRAFKQSPPAVPALGANVKKRRHGDEDVYYMHVRGRENFEVLMKVKESLELMELVPQQLVDTYRQQQQQQLLQRP-SHLQPASYGPVLSPMNKAHG-GVNKLPSVNQLVGQPPPHGSAA   900
gi|119927960|ref|XP_593064.3| ACPGRDRKADEDHYREQQALNESAAKSGAASKRAFKQSPPTAPALGTNVKKRRHGDDDVYYIHVRGRENFEILMKVKESLELMELVPQQLVDSYRQQQQQ-LLQRP-SHLQPPSYGPVLSPMSKAHG-AVNKLPSVNQLVGQPPPHGSAA   900
gi|30794514|ref|NP_035772.1| ACPGRDRKADEDHYREQQALNESTTKNGAASKRAFKQSPPAIPALGTNVKKRRHGDEDMFYMHVRGRENFEILMKVKESLELMELVPQPLVDSYRQQQQQQLLQRP-SHLQPPSYGPVLSPMNKVHG-GVNKLPSVNQLVGQPPPHSSAA   900
gi|109475899|ref|XP_342993.3| ACPGRDRKADEDHYREQQALNESTTKNGAASKRAFKQSPPAIPALGTNVKKRRHGDEDMFYMHVRGRENFEILMKVKESLELMELVPQPLVDSYRQQQQQQLLQRPRSHLQPPSYGPVLSPMNKVHG-GVNKLPSVNQLVGQPPPHSSAA   900
gi|4885645|ref|NP_005418.1| ACPGRDRKADEDHYREQQALNESSAKNGAASKRAFKQSPPAVPALGAGVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQQ--QLLQRP-SHLQPPSYGPVLSPMNKVHG-GMNKLPSVNQLVGQPPPHSSAA   900
gi|118100986|ref|XP_417545.2| ACPGRDRKADEDHYREQQALNENAAKNGNANKRTFKQSPQAIPALGPGVKKRRHGEEEMYYVPVRGRENFEILMKIKESLELVELVPQQLVDSYRQQQQQ-LLQRQNQLQTPSSYGPVLSPMNKAHGGGINKLPSVNQLVGQPAQHSSGS   900
gi|34330176|ref|NP_899183.1| ACPGRDRKADEDHFREQQALNESVAKNGNANKRNFKQTPTNITGPSINIKKRRHGEEEMYYIPVRGRENFDILMKIKDSLELVEFVPQQLVDSYRQQQQQ-LLQRQNHVASPSSYG-TLNNMNKIHG-PISKLPSVNQLVTQQTQQSAGP   900
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gi|73956677|ref|XP_546740.2| GPNLGPMGPGILNNHGHALPASSEMNGSHSAQSMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIEYFTSQGLQNIYHLQNLTIEDLGALKIPDQYRMTIWRGLQDLKQSHDYG-AQQLIRSSSNASTISIGSSGELQRQRVMEAVHFRV  1050
gi|119927960|ref|XP_593064.3| GPNLGPMGPGILNNHGHTLPANGEMNGGPSSQSMVSGSHCTPPPPYHADSSLVSFLTGLGCPNCIEYFTSQGLQNIYHLQNLTIEDLGALKIPDQYRMTIWRGLQDLKQSHDYS-AQQLIRSSSNAATIAIGGSGELQRQRVMEAVHFRV  1050
gi|30794514|ref|NP_035772.1| GPNLGPMGSGMLNSHGHSMPANGEMNGGHSSQTMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIECFTSQGLQSIYHLQNLTIEDLGALKVPDQYRMTIWRGLQDLKQSHDCG--QQLLRSSSNAATISIGGSGELQRQRVMEAVHFRV  1050
gi|109475899|ref|XP_342993.3| GPNLGSMG-------DHSMPANGEMNGGHSSQTMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIECFTSQGLQSIYHLQNLTIEDLGALKIPDQYRMTIWRGLQDLKQSHDCG--QQLLRSSSNAATISIGGSGELQRQRVMEAVHFRV  1050
gi|4885645|ref|NP_005418.1| TPNLGPVGPGMLNNHGHAVPANGEMSSSHSAQSMVSGSHCTPPPPYHADPSLVSFLTGLGCPNCIEYFTSQGLQSIYHLQNLTIEDLGALKIPEQYRMTIWRGLQDLKQGHDYSTAQQLLRSS-NAATISIGGSGELQRQRVMEAVHFRV  1050
gi|118100986|ref|XP_417545.2| APSLGPMGPGMLN--SHPMQPNGEMNGGHSSQSMVSGSHCTPPPPYNPDPSLVSFLTGLGCPNCIDYFTSQGLQNIYHLQNLSIEDLGALKIPEQYRMIIWRGLQELKQSHDYG-AQQLIRSSSNASTISIGSSGELQRQRVMEAVHFRV  1050
gi|34330176|ref|NP_899183.1| SASLSHMGANMLG--GHHMQSNGDVNGAHQSQSIVSTSHCTPPPPYNPDPSLVSFLTSLGCQNCIDYFTSQGLQSVYHLQTLTMEDLGALKIPEQFRLAIWRGLQEMKQGHDYG--QQLIRSSSNMATMAIGPSGELQRQRVMEAVHFRV  1050
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gi|73956677|ref|XP_546740.2| RHTITIPNRGGPGGGSGPDEWADFGFDLPDCKSRKQSIKEEFTESEIN  1098
gi|119927960|ref|XP_593064.3| RHTITIPNRGGPAGGAGPDEWADFGFDLPDCKSRKQSIKEEFTESEAN  1098
gi|30794514|ref|NP_035772.1| RHTITIPNRGGAGAVTGPDEWADFGFDLPDCKSRKQPIKEEFTETESH  1098
gi|109475899|ref|XP_342993.3| RHTITIPNRGGAGGVTGPDEWADFGFDLPDCKSRKQPIKEEFTETESH  1098
gi|4885645|ref|NP_005418.1| RHTITIPNRGGPGG--GPDEWADFGFDLPDCKARKQPIKEEFTEAEIH  1098
gi|118100986|ref|XP_417545.2| RHTITIPNRG------AADEWADFGFDLPDCKSRKQSIKEEFTEGEIN  1098
gi|34330176|ref|NP_899183.1| RHTITIPNRGPAN---GPEEWPDFGFDMPDCRLHKHSIKEEFAEGDVH  1098
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