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gi|12963487|ref|NP_075606.1| MEVPLQKSAPGSALSPARVLG-GIQRPRHLSVFEFESDG-----FLGSPEPTASSSPVTTLTQTMHNLAGLG--SEPPKAQVG--SLSFQNRLADLSLSRR-TSECSLSSESSESSDAGLCMDSPSPVDPQMAERTFEQAIQAASRVIQN   150
gi|19424260|ref|NP_598256.1| MEVPPQKSAPGSALSTARVLG-GIQRPRHLSGFGFGSDG-----LLGSPERAASSSPVTTLTQTMYNLAGLG--SETPKTQVG--SLSFQNRLTDLSLSRR-TSECSLSSESSESSDAGLCMDSPSPMDPQTAERTFEQAIQAASRVIQK   150
gi|11641413|ref|NP_068659.1| MEVPQPEPAPGSALSPAGVCG-GAQRPGHLPGLLLGSHG-----LLGSPVRAAASSPVTTLTQTMHDLAGLG--SETPKSQVGTLLFRSRSRLTHLSLSRR-ASESSLSSESSESSDAGLCMDSPSPMDPHMAEQTFEQAIQAASRIIRN   150
gi|114680693|ref|XP_001162706.1| MEVPQPEPAPGSALSPAGVCG-GAQRPGHLPGLLLGSHG-----LLGSPVRAAASSPVTTLTQTMNDLAGLG--SETPKSQVGTLLFRSRSRLTHLSLSRR-ASESSLSSESSESSDAGLCMDSPSPMDPHMAEQTFEQAIQAASRIIRN   150
gi|73991410|ref|XP_850186.1| MELPQPEPAPAPALSPVCLGR-GAERPRHLLGLQTGAHG-----LVGSPERAAASSPVTTLTQTMHNLAGLG--SETPKRQVG-------SLLTSLSLSRRRASESSLSSESSESSDAGLCMDSPSPMDPQMAEQTFEQAIQAASRVIRN   150
gi|76632721|ref|XP_871427.1| MELPQPESVAGSALSPAGMRG-GAQRPGHLPGLGLGAHG-----LLGSPERAAASSPVTTLTQTMHHLAGLG--SETPKSQVG-------SLLTCLSLSRR-ASESSLSSESSESSDAGLCMDSPSPMDPNMAEQTFEQAIQAASRVIQN   150
gi|169259796|ref|NP_001108567.1| MDIDMVPGDVSPVYDPFSTGPESALGAPRFTLPELGARGSPCMKSLASPGPMAVLSPVTNLALNMNNLAVLGGQCETPKRKKN------------LPLLKI----PSFASDAS--SDAGLGLECPSPLDSLDAEQKFEKAMQDATRAVN-   150
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gi|12963487|ref|NP_075606.1| EQFTIKRFRSLPVRLLEHSPVLQSITNSRALDSWRKTEAGYRAAANSPGEDKENDGYIFKMPQELPHSSSAQALAEWVSRRQAFTQRPSSAPDLMCLTT--EWKMEVEELSPVAQS-SSLTPVERASEEDDGFVDILESDLKDDEKVPAG   300
gi|19424260|ref|NP_598256.1| MQFTIKAS-VFASEAAGHSPVLQNITNSQALDSWEKDEAGYRAAS-SPGEDKENDGYIFKMPQKLPHSSSARALAEWASRREAFTQRPSSAPDLMCLTT--DGKMDVEEASPVAQS-SSLTPVERACEEDDGFVDILESDLKDDDMVPAG   300
gi|11641413|ref|NP_068659.1| EQFAIRRFQSMPVRLLGHSPVLRNITNSQAPDGRRKSEAGSGAAS-SSGEDKENDGFVFKMPWKPTHPSSTHALAEWASRREAFAQRPSSAPDLMCLSP--DRKMEVEELSPLALGRFSLTPAEGDTEEDDGFVDILESDLKDDDAVPPG   300
gi|114680693|ref|XP_001162706.1| EQFAIRRFQSMPVRLLGHSPVLRNITNSQAPDRRRKSEAGSGAAS-SSGEDKENDGFVFKMPWKPTHPSSTHALAEWASRREAFAQRPSSAPDLMCLSP--DRKMEVEELSPLALGRFSLTPAEGDTEEDDGFVDILESDLKDDDAVPPG   300
gi|73991410|ref|XP_850186.1| KQFAIRRFQSLPVRLLGHSPVLRNITTCQAPGSWRKSEACVRAPQ-SSGEDKENDGFVFKMPWKPPHPSHAHASAEWADRREAFAQRPNSAPDLMCLTP--ERKMEVEELSPPARCHFSLIAPRGPSEEDDGFVDILESDLKDDNAVPPG   300
gi|76632721|ref|XP_871427.1| EQFAIRRFQSLPGRLLGHSPVLRNITNSQASGTWRKTEACDQAAH-GSGEDKENDGFVFKMPGKLKHPSHSRALGEWASRREAFAQRPSSAPDLMCLTP--ERKMEVEELIPLARCQFSVTPSTGAVEEDDGFVDILETDLKENDVVPPG   300
gi|169259796|ref|NP_001108567.1| EKMPIRRIHSLPLQFLGHSPNLR----SKELDPSRYGVWTHSHDS-ANKENMAEENFEFKKPSMPALRCRTRSTG---GSKDAFACRPNSAPALMLSPPPTNQPDSPNEISPFILRRPSLSCLQDD-DDDDGFLEGLD-DVENDSEVPLG   300
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gi|12963487|ref|NP_075606.1| MENLISAPLVKKLDKEEEQDLIMFSKCQRLFRSPSMPCSVIRPILKRLERPQDRDVPVQSKRRKSVTPLEE--QQLEEPKARVFRSKSLCH-EIENILDSDHRGLIGDYSKAFLLQTVDGKHQDLKYISPETMVALLTGKFSNIVEKFVI   450
gi|19424260|ref|NP_598256.1| MENLISAPLVKKLDKEEEQDLIMFSKCQRLFRSPSMPCSVIRPILKRLERPHDRDVPVLSKRRKSGTPLEE--QQLEEPKARVFRSKSLCH-EIESILDSDHRGLIGDYSKAFLLQTVDGKHQDLKYISPETMVALLTGKFSNIVEKFVI   450
gi|11641413|ref|NP_068659.1| MESLISAPLVKTLEKEEEKDLVMYSKCQRLFRSPSMPCSVIRPILKRLERPQDRDTPVQNKRRRSVTPPEE-QQEAEEPKARVLRSKSLCHDEIENLLDSDHRELIGDYSKAFLLQTVDGKHQDLKYISPETMVALLTGKFSNIVDKFVI   450
gi|114680693|ref|XP_001162706.1| MESLISAPLVKTLEKEEEKDLVMYSKCQRLFRSPSMPCSVIRPILKRLERPQDRDTPVQNKRRRSVTPPEE-QQEAEEPKARVLRSKSLCHDEIENLLDSDHRELIGDYSKAFLLQTVDGKHQDLKYISPETMVALLTGKFSNIVDKFVI   450
gi|73991410|ref|XP_850186.1| MESLISAPLVKTSEKEEEQDLIMYSKCQRLFRSPSMPCSVIRPILKRLERPHDRDLPIQNKRRRSGTLPEE-PREAEEPKARVLRSKSLCHDEIETILDSDHRELIGDYSKAFLLQTVDGKHQDLKYISPETMAALLAGKFSNIVERFVI   450
gi|76632721|ref|XP_871427.1| MESLISAPLVKTSEKEEEQDLIMYSKCQRLFRSPSMPCGVIRPILKRLERPQDRDLPVQNKRKRSVTPPEEELQEAEEPKARILRSKSLCHDEIENILDSDHRELIGDYSKAFLLQTVDGKHQDLKYISPETVVALLTGKFSHIVEKFVI   450
gi|169259796|ref|NP_001108567.1| MDSLLTAPLVAKQIPETDS-PVIRCRPRGLFRSPSMPCAVGRIPLKRPERPQDENTPVRVKRRRSLAGTQVSTTEQEDVVHQVQRSKSFNHSQIERMLDTDPSNVIGDFTKAPALPTVQGKHQELKYITPEIMVKAMSGQFQDLVERLFV   450
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gi|12963487|ref|NP_075606.1| VDCRYPYEYEGGHIKNAVNLPLERDAETFLLQRPIMPCSLDKRIILIFHCEFSSERGPRMCRFIRERDRAANDYPSLYYPEMYILKGGYKEFFPQHPNFCEPQDYRPMNHEAFRDELRNFRLKTRSWAGERSRRELCSRLQDQ   593
gi|19424260|ref|NP_598256.1| VDCRYPYEYEGGHIKNAVNLPLEPDAETFLLKHPITPCNLDKRIILIFHCEFSSERGPRMCRFIRERDRAANDYPSLYYPEMYILKGGYKEFFPQHPNFCEPQDYRPMNHAAFRDELRNFRLKTRSWAGERSTTQLCSRLQDQ   593
gi|11641413|ref|NP_068659.1| VDCRYPYEYEGGHIKTAVNLPLERDAESFLLKSPIAPCSLDKRVILIFHCEFSSERGPRMCRFIRERDRAVNDYPSLYYPEMYILKGGYKEFFPQHPNFCEPQDYRPMNHEAFKDELKTFRLKTRSWAGERSRRELCSRLQDQ   593
gi|114680693|ref|XP_001162706.1| VDCRYPYEYEGGHIKTAVNLPLERDAESFLLKSPITACSLDKRVILIFHCEFSSERGPRMCRFIRERDRAVNDYPSLYYPEMYILKGGYKEFFPQHPNFCEPQDYRPMNHEAFKDELKTFRLKTRSWAGERSRRELCSRLQDQ   593
gi|73991410|ref|XP_850186.1| VDCRYPYEYEGGHIKTAVNLPLERDAETFLLQSPITPCNLDKRIILIFHCEFSSERGPRMCRFIRERDRTANDYPSLYYPEMYILKGGYKEFFPQYPTFCEPQDYRPMNHEAFKDELKTFRLKTRSWAGERSRRELCSRLQDQ   593
gi|76632721|ref|XP_871427.1| VDCRYPYEYEGGHIKTAVNLPLERDAETFLLQSPITPCSLDKRIILIFHCEFSSERGPRMCRFIRERDRASNDYPSLYYPEMYILKGGYKDFFPQHPTFCEPQDYRPMNHEDFKDEMKTFRLKTRSWAGERSRRELCSRLQDQ   593
gi|169259796|ref|NP_001108567.1| IDCRYPYEYEGGHIKGALNLHQEDQIEDYFLRSPILPDCPKKRVLLIFHCEFSSERGPRMCRYVRERDRFVNEYPNLHYPELYILKGGYKEFFQIHKAICEPQMYRPMLHEEFKEDLRKFRLKSRTWAGERSKRDMYSRLKKL   593
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