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gi|4758204|ref|NP_004408.1| MV-MEVGTLDAGGLRALLGERAAQCLLLDCRSFFAFNAGHIAGSVNVRFSTIVRRRAKGAMGLEHIVPNAELRGRLLAGAYHAVVLLDERSAALDGAKRDGTLALAAGALCREARAAQVFFLKGGYEAFSASCPELCSKQSTPMGLSLPL   150
gi|114603388|ref|XP_001153609.1| MV-MEVGTLDAGGLRALLGERAAQCLLLDCRSFFAFNAGHIAGSVNVRFSTIVRRRAKGAMGLEHIVPNAELRGRLLAGAYHAVVLLDERSAALDGAKRDGTLALAAGALCREARAAQVFFLKGGYEAFSASCPELCSKQSTPMGLSLPL   150
gi|73953410|ref|XP_546235.2| MV-MDVGALDAGGLRTLLRERAAQCLLLDCRSFFAFNAGHIAGSVNVRFSTIVRRRAKGAMGLEHIVPNAELRGRLLAGAYHAVVLLDERSAALDGAKRDGTLALAAGALCREARAARVFFLKGGYEAFSASCPELCSKQSTPMGLSLPL   150
gi|7305423|ref|NP_038670.1| MV-MEVGILDAGGLRALLREGAAQCLLLDCRSFFAFNAGHIAGSVNVRFSTIVRRRAKGAMGLEHIVPNAELRGRLLAGAYHAVVLLDERSASLDGAKRDGTLALAAGALCREARSTQVFFLQGGYEAFSASCPELCSKQSTPTGLSLPL   150
gi|16758604|ref|NP_446221.1| MV-MEVGILDAGGLRALLRERAAQCLLLDCRSFFAFNAGHIVGSVNVRFSTIVRRRAKGAMGLEHIVPNTELRGRLLAGAYTPVVLLDERSAALDGRKRDGTLALAAGALCREARSTQVFFLQGGYEAFSASCPELCSKQSTPMGLSLPL   150
gi|114050891|ref|NP_001039917.1| MV-MEVVSLDAGGLRTLLRERAAQCLLLDCRSFFAFNAGHIAGSVNVRFSTIVRRRAKGAMGLEHIVPNAELRGRLLAGAYHAVVLLDERSAALDSAKRDGTLALAAGALCREARSAQIFLLKGGYEAFSASYPELCSKQSTPMGLSLPL   150
gi|50764356|ref|XP_422941.1| MVNLRVCALECEALRGLLQERAAQCLVLDCRSFFSFNAAHIRGSCNVRLSTIVRRRAKGVLALEHVVPNEELRTRLRQGQVHTVVLLDERSADLELPKRDSTLLLALGTLCREARGARICFLKGGYEAFSAACSELCTKPAAPTGLSLPL   150
gi|47085789|ref|NP_998232.1| MVIMEVPTIDSASLRDMLEGDDPDCLVLDCRSFFSFSVSHISGSSNVRFSTIVRRRARGGLGLEHIVPNEDTRNRLLSGEYQSVVFLDDHSLEMGEVKKDGTLMLAVNALCRKQCGASVYLLKGGFDTFSAEFPEKCTKTVPPQGLSLPL   150
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gi|4758204|ref|NP_004408.1| STS-VPDSAESGCSSCSTPLYDQGGPVEILPFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKNAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|114603388|ref|XP_001153609.1| STS-VPDSAESGCSSCSTPLYDQGGPVEILPFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKNAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|73953410|ref|XP_546235.2| STS-VPDSTESGCSSCSTPLYDQGGPVEILPFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKNAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|7305423|ref|NP_038670.1| STS-VPDSAESGCSSCSTPLYDQGGPVEILSFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKDAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|16758604|ref|NP_446221.1| STS-VPDSAESGCSSCSTPLYDQGGPVEILSFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKDAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|114050891|ref|NP_001039917.1| STS-VPDSAESGCSSCSTPLYDQGGPVEILPFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSIKNAGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|50764356|ref|XP_422941.1| SASSAPGSADSGCSSCGTPLYDQGGPVEILPFLYLGSAYHASRKDMLDALGITALINVSANCPNHFEGHYQYKSIPVEDNHKADISSWFNEAIDFIDSVKNDGGRVFVHCQAGISRSATICLAYLMRTNRVKLDEAFEFVKQRRSIISPN   300
gi|47085789|ref|NP_998232.1| SSNCHSNTADSSCNTCTTPLYDQGGPVEILPFLYLGSAYHASRKDMLDMLGITALINVSSNCPNHFEDHYQYKSIPVEDNHKANISSWFNEAIEFIDSVRNKGGRVFVHCQAGISRSATICLAYLMRTNRVKLEEAFEFVKQRRSIISPN   300
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gi|4758204|ref|NP_004408.1| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDRGTSTTTVFNFPVSIPVHSTNSALSYLQSPITTSPSC   370
gi|114603388|ref|XP_001153609.1| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDRGTSTTTVFNFPVSIPVHSTNSALSYLQSPITTSPSC   370
gi|73953410|ref|XP_546235.2| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDRSTSTTTVFNFPVSIPVHSTNSALSYLQSPITTSPSC   370
gi|7305423|ref|NP_038670.1| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDRGTSTTTVFNFPVSIPVHPTNSALNYLKSPITTSPSC   370
gi|16758604|ref|NP_446221.1| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDRGTSTTTVFNFPVSIPVHPTNSALNYLQSPITTSPSC   370
gi|114050891|ref|NP_001039917.1| FSFMGQLLQFESQVLAP-HCSAEAGSPAMAVLDCSTSTTTVFNFPVSIPVHPTNSALSYLQSPITTSPSC   370
gi|50764356|ref|XP_422941.1| FSFMGQLLQFESQVLAP-NCSAEAGSPAMSVLDRGASTTTVFNFPVSIPVHTSSSALSYLQSPITTSPSC   370
gi|47085789|ref|NP_998232.1| FSFMGQLLQFESQVLASSTCSSEAGSPAIG------KNSTVFNF----PVHTAASPLSFLQSPITTSPSC   370
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