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gi|157266317|ref|NP_001175.2| -MGEHGLELASMIPALRELG-SATPEEYNTVVQKPRQILCQFIDRILTDVNVVAVELVKKTDSQPTSVMLLDFIQHIMKSSPLMFVN-VSGS---HEAKGSCIEFSNWIITRLLRIAATPSCHLLHKKICEVICSLLFLFKSKSPAIFGV   144
gi|114589666|ref|XP_516792.2| MQREIKHSLPPVGAYSLVAGNSATPEEYNTVVQKPRQILCQFIDRILTDVNVVAVELVKKTDSQPTSVMLLDFIQHIMKSSPLMFVN-VSGS---HEAKGSCIEFSNWIITRLLRIAATPSCHLLHKKICEVICSLLFLFKSKSPAIFGV   146
gi|73990328|ref|XP_534295.2| -MGDHGLELASMIPALRELG-SASPEEYNTVVQKPRQILCQFIDRILTDVNVVALELVKKTDSQPTSVMLLDFIQHIMKSSPLMFVN-VNGSQGQNEAKGSCIEFSNWIITRLLRIAATPSCHLLHKKICEVICSLLFLFKSKSPAIFGV   147
gi|119885535|ref|XP_581054.3| -MGEHGLELASMIPALRELG-SASPEEYNTVVQKPRQILCQFIDRILTDVNVVALELVKKTDSQPTSVMLLDFIQHIMKSSPLMFVN-VNGSHGQNEAKGSCIEFSNWIITRLLRIAATPSCHMLHKKICEVICALLFLFKSKSPAIFGV   147
gi|109483823|ref|XP_001062084.1| -MGDHGLELASMIPALRELG-SATPEEYNTVVQKPRQILCQFIDRILTDVNVVALELVKKTDTQPTSVMLLDFIQHIMKSSPLMFVN-VNGSQGQNEAKDSCIEFSHWIITRLLRIAATPSCHMLHKKICEVICSLLFLFKSKNPAIFGV   147
gi|292610566|ref|XP_696163.4| --MEQGLEMSAMIPALQELA-SASSVEYNQAVQKPRQILCQFIDRILTDVDVVALELCKKSSSEPACVMLLDFVQHIIKSSSLMFINPACLSDHFKNSENSCTDFTKWIINRLLRIAACPECEDLHMKISSVICSLLHLFRAKAPVVFSL   147
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gi|157266317|ref|NP_001175.2| LTKELLQLFEDLVYLHRRNVMGHAVEWPVVMSRFLSQLDEHMGYLQSAPLQLMSMQNLEFIEVTLLMVLTRIIAIVFFRRQELLLWQIGCVLLEYGSPKIKSLAISFLTELFQLGGLPAQPASTFFSSFLELLKHLVEMDTDQLKLYEEP   294
gi|114589666|ref|XP_516792.2| LTKELLQLFEDLVYLHRRNVMSHAVEWPVVMSRFLSQLDEHMGYLQSAPLQLMSMQNLEFIEVTLLTVLTRIIAIVFFRRQELLLWQIGCVLLEYGSPKIKSLAISFLTELFQLGGLPAQPASTFFSSLLELLKHLVEMDTDQLKLYEEP   296
gi|73990328|ref|XP_534295.2| LTKELLYLCEDVICLHRKNAVGHFVEWPVVVSRFLSQLDEHMEYLQPAPLQFMNMQNLEFIEVTLLTVLIRIIAIVFFRRQELLLWRIGCVLLEYGSSKTKSLAISLLTELFELGGLPAQPASTFFSSFLGLLKHLVEMDADQLKLYEEP   297
gi|119885535|ref|XP_581054.3| LMKELLHLFEDLIYFHKRYAVEHFVEWPVVVHRFLSQFDEHVGYLQPAPLQLMNMQNLEFIEVTLLTVLIRIIAIVFFRRQELLLWQIGCVLLEYGSPKVKSLAISLLTELFELGGLPAQPASTFFSSFFELLKQLVEMDADQLKLYEEP   297
gi|109483823|ref|XP_001062084.1| LTRELLYLFEDLIYLHKRNAVGDVMEWPVVVSRFLSRLDEHMGCLQPAPLQFMNMQNVEFIEVTLLMVLIHIVPTVFFRRQELLLWQIGCALLEHGSPKIRSLAISLLTELFELGGLPAQPASTFFSLFLELLQHLIGMDADQLKLYEEP   297
gi|292610566|ref|XP_696163.4| FSTELICLIQDLV--HKNLMTRPSPQWPVVVERFSIKSGESAVYLTPTILQLSSLSSTQALLATSLRVLTDVIQGLFFPREVGIIWDSTCLMLSNGSPKLKAVSMVLLTRIVTLGGFPEDHSQPFFSAFLHVLDSLPAFDESELGVFSRE   295
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gi|157266317|ref|NP_001175.2| LSKLIKTLFPFEAEAYRNIEPVYLNMLLEKLCVMFEDGVLMRLKSDLLKAALCHLLQYFLKFVPAGYESALQVRKVYVRNICKALLDVLG-------IEVDAEYLLGPLYAALKMESMEIIEEIQCQTQQ-ENLSSNSDGISPKRRRLSS   436
gi|114589666|ref|XP_516792.2| LSKLIKTLFPFEAEAYRNIEPVYLNMLLEKLCVMFEDGVLMRLKSDLLKAALCHLLQYFLKFVPAGYESALQVRKVYVRNICKALLDVLG-------IQVDAEYLLGPLYAALKMESMEIIEEIQCQTQQ-ENLSSNSDGISPKRRRLSS   438
gi|73990328|ref|XP_534295.2| LSKLIKTLFPFEAEAYRNIEPVYLNMLLENLCVMFEDGVLMRLKSDLLKAALCHLLQYFLKYVPAGYESALQVRKVYVRNICKVLVDVLG-------FQVDAEYLLGPLYAALKMESMEIIEEVQCQIQQ-ENLSSNSDGISAKRRRLSS   439
gi|119885535|ref|XP_581054.3| LSKLIKTLFSSETEAYRNIEPVYLNMLLEKLCVMFEDGVLLQLKSDLLKAALCHLLQYFLKYVPAGYESALQVRKVYMRNICKALVDVLG-------VQADVEYLLGPLYAALKMESMEIIDEVQCQIQQ-EDLSSNSNGLSPKRRRLSS   439
gi|109483823|ref|XP_001062084.1| LSKLVKTLFPFEAEAYRNIEPVYLNVLLEKLRVMFEDRVLMRLKSDLLKAALCHLLQYFLTFVPAGYESALQVRKVYVTDICRALVDVLG-------VQTHVGYLLGPFYAALKMESTEIIERIQCQAQQ-ENLRGSNDGVSPKRRRLSS   439
gi|292610566|ref|XP_696163.4| FQQLSRCIFQHEEGAHSRFERVHLNMLMERLEKLVVIGALEHLKVKEVKATLCEVFCFILGFVPPGYECALQIRKERVAAICKALIKTIGTKDQHESQAIQDQSLEGYLYAALKTDAIAAMQDVQASVSDPADPRMYEEELPAKRPNLSL   445
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gi|157266317|ref|NP_001175.2| SLNPSKRAPKQTEEIKHVDMNQKSILWSALKQKAESLQISLEYSGLKNPVIEMLEGIAVVLQLTALCTVHCSHQNMNCRTFKDCQHKSKKKPSVVITWMSLDFYTKVLKSCRSLLES-VQKLDLEATIDKVVKIYDALIYMQ-----VNS   580
gi|114589666|ref|XP_516792.2| SLNPSKRAPKQTEEIKHVDMNQKSILWSALKQKAESLQISLEYSGLKNPVIEMLEGIAVVLQLTALCTVHCSHQNMNCRTFKDCQHKSKKKPSVVITWMSLDFYTKVLKSCRSLLES-VQKPDLEATIDKVVKIYDALIYMQ-----VNS   582
gi|73990328|ref|XP_534295.2| SLNSSKRPPKQTEEIKHVDMNKKSILWSALKQKAESLQIFLEYNGLKNPVIATLEGITIVLQLTALCTVHCSHHNMDCHNFRDCHQKCKKKPSVEITWMSLDFYTKVLKSCRSLLES-VQKPDLEAVIDKVVKIYDALIYIH-----MKT   583
gi|119885535|ref|XP_581054.3| SLNASKRAPKQTEEIKHVDINKKSILWSALKQKAEDLQIFLESNNVKNPIIETLEGIAVILQLTALCTVHCSHQNMDCYNFKDCQQKCKKKPSVMITWMSVDFYTKVLKSCRTLLES-VQKPDLETVIDKVVKIYDALMYIQ-----VNT   583
gi|109483823|ref|XP_001062084.1| SLSSYKRPSRQSEEINHVDMDKKSILWNVLKQKAESLQISLECGTLKNSVAEALEGITIVLQLTALCTVHCSHQDMDGHNAKDCQHKYKKKPPVVITWMSLDFYTKVLKSCKSLLES-VQKHELELVIDSVVRIYDALMYIQ-----VKS   583
gi|292610566|ref|XP_696163.4| PTQLRSRDKTQP---MQVDMKSRSEVWAAVDCRLEELLTQMRNHTVS-QCVSAVQGLAVIFHLAALCSEHSLKGPQRG------EKSSESSVVAQLIWLKPQMLAQVVESCRTVLANNYNEEHLEHLVEGIVRILDAVLYLSNNLFAANS   585
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gi|157266317|ref|NP_001175.2| SFEDHILEDLCGMLSLPWIYSHSDDGCLKLTTFAANLLTLSCRISDSYSPQAQSRCVFLLTLFPRRIFLEWRTAVYNWALQSSHEVIRASCVSGFFILLQQQ--NSCNRVPKILIDKVKDDSDIVKKEFASILGQLVCTLHGMFYLTSSL   728
gi|114589666|ref|XP_516792.2| SFEDHILEDLCGMLSLPWIYSHSDDGCLKLTTFATNLLTLSCRISDSYSPQAQSRCVFLLTLFPRRIFLEWRTAVYNWALQSSHEVIRASCVSGFFILLQQQ--NSCNRVPRILIDKVKDDSDIVKKEFASILGQLVCTLHGMFYLTSSL   730
gi|73990328|ref|XP_534295.2| SFEDHILEDLCGMLSLPWIHSHSDDGSLKLTTFATNLLALSQRISDSYSPQAQSRCVFLLTLFPRRIFLEWRTAIYSWALQSSHEVIRASCVNGFFILLQQQ--NSCNRVPKILIDKVKDDSDFVKREFASILGQLVCTLHGMFHLTSSL   731
gi|119885535|ref|XP_581054.3| SFEDHILEDLCGMLSLPWICLHSDDDSLKLTTFALSLLTLSQRISDSYSPQAQSRCVFLLTLFPRRIHLEWRTAVYSWALQSSHEVIRTSCINGFFILLQQQ--NPYNRVPKILVDKVKDDSDIVKKEFASVLGQLVCTLHGKFYLTSSL   731
gi|109483823|ref|XP_001062084.1| SFQDHVLEELCGMLSLPWIYSYSDDNSLKMTTFATNLLRLSQRVWESYSPQAQSQCVFLLTLFPKRIFLDWRTTVYNWALKSSHEVIRTSCVKGFFILLQQE--NSCNQIPKMLIDRVKDDSHVVKKEFASVLGQLVCTLHGMFYLTSSS   731
gi|292610566|ref|XP_696163.4| ESDKSFHRNICALLSVPWVLEHSSQSVYQTASFPASLIALSQKLAPVYNAQTRAHCVFLLAPLSKSVCGDWRSSVYRWALQSKSEAERASAVRGFPILLHQLGVKSNSLIHEALLNRLQDSSTEVKTELAGITGQLACCLS----ESSQL   731
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gi|157266317|ref|NP_001175.2| TEPFSEHGHVDLFCRNLKATSQHECSSSQLKASVCKPFLFLLKKKIPSPVKLAFIDNLHHLCKHLDFREDETDVKAVLGTLLNLMEDPDKDVRVAFSGNIKHILESLDSEDGFIKELFVLRMKEAYTHAQISRNNELKDTLILTTGDIGR   878
gi|114589666|ref|XP_516792.2| TEPFSEHGHVDLFCRNLKATSQHECSSSQLKASVCKPFLFLLKKKTPSPVKLAFIDNLHHLCKHLDFREDETDVKAVLGTLLNLMEDPDKDVRVAFSGNIKHILESLDSEDGFIKELFVLRMKEAYTHAQISRNNELKDTLILTTGDIGR   880
gi|73990328|ref|XP_534295.2| TEPFSEHGYTDLFCKNLKVASQHECSSSQLKASICKPFLFLLRKKTPSPVKLAFIDNLYHLCKHLDFREDETDVKTVLGTLLNLMEDPDKDVRVAFSGNIKHILESLDSEDGFIKELFVLRMKEAYTHAQISRNNELKDTLILTTGDIGR   881
gi|119885535|ref|XP_581054.3| TEPLSEYGHIDLLCKSLKVASQPECSSSRLKASVCKPFLFLLKKKTPSPVKLAFIENLHHLCKHLDFREDETDIKTVLGTLLNLMEDPDKDVRVAFSGNIKHILESLDAEDGFIKELFVLRMKEAYTHAQISRNNELKDTLILTTGDIGR   881
gi|109483823|ref|XP_001062084.1| VEPF--FGPVDLFCKNLKATSQHECSSSQVKASVCKPFLFLLTKNTPSPVKLAFIDNLHHLCKHLDFQEDETEVKAVLGTLLNLMEDPDKDVRIAFSGNIKYILESLNSEDGFIKELFVLRMKEAYTHAQISRSNELKDTLILTTGDIGR   879
gi|292610566|ref|XP_696163.4| QFPQETMPSHQLLCSGLSISDFHSSQTSSIGTSILTPFLQLLKPVEDMKVKQAFIKNIRHLFKHVDLGNTDPDTKALVNALVNLIEDPDQEVRIMFGQNIKNLLEFWNG-NGFLKELLVSRLKEAYTNAKTSRNNELKNTLILTTGEIGR   880
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gi|157266317|ref|NP_001175.2| AAKGDLVPFALLHLLHCLLSKSASVSGAAYTEIRALVAAKSVKLQSFFSQYKKPICQFLVESLHSSQMTALPNTPCQNADVRKQDVAHQREMALNTLSEIANVFDFPDLNRFLTRTLQVLLPDLAAKASPAASALIRTLGKQLNVNRREI  1028
gi|114589666|ref|XP_516792.2| AAKGDLVPFALLHLLHCLLSKSASVSGAAYTEIRALVAAKSVKLQSFFSQYKKPICQFLVESLHSSQMTALPNTPCQNADMRKQDVAHQREMALNTLSEIANVFDFPDLNRFLTRTLQVLLPDLAAKASPAASALIRTLGKQLNVNRREI  1030
gi|73990328|ref|XP_534295.2| AAKGDLVPFALLHLLHCLLSKSASVSGAAYTEIRALVAAKSVKLQNFFSQYKKPICQFLVESLHSSQMTALPSTPCQNAEMRKQDVAHQREMALNTLSEIANVFDFPDLNRFLTRTLQVLLPDLAAKASPAASALIRTLGKQLNVNRREI  1031
gi|119885535|ref|XP_581054.3| AAKGDLVPFALLHLLHCLLSKSASVSGAAYTEIRALVAAKSVKLQNFFSQYKKPICQFLVESLHSSQMTALPSTPCQNAEMRKQDVAHQREMALNTLSEIANVFDFPDLNRFLTRTLQVLLPDLAAKASPAASALIRTLGKQLNVNRREI  1031
gi|109483823|ref|XP_001062084.1| AAKGDLIPFALLHLLHCLLSKSASVSGAAYTEIRALVAAKSVKLQNFFSQYKKPICQFLVESLHSSQMTALPSTPCQTAEMRKQHVAHHREMALNTLSEIANVFDFPDLNRFLTRTLQVLLPDLAAKASPAASALIRTLGKQLNVNRREI  1029
gi|292610566|ref|XP_696163.4| AAEGNLVSFALLRLLHCLLSKSNPVSVAAYTEIQALATCRDLKLQSFFSQYRNPICQFLVESLHSRHVTALRCTPDQSSEALQEEAAHQRELALDILSHVAHVFDFPDLNRFLNRTLQVLLPFLAAKASPTASALIRTIAKQLNVNRREM  1030
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gi|157266317|ref|NP_001175.2| LINNFKYIFSHLVCSCSKDELERALHYLKNETEIELGSLLRQDFQGLHNELLLRIGEHYQQVFNGLSILASFASSDDPYQGPRDIISPELMADYLQPKLLGILAFFNMQLLSSSVG-IEDKKMALNSLMSLMKLMGPKHVSSVRVKMMTT  1177
gi|114589666|ref|XP_516792.2| LINNFKYIFSHLVCSCSKDELERALHYLKNETEIELGSLLRQDFQGLHNELLLRIGEHYQQVFNGLSILASFASSDDPYQGPRDIISPELMADYLQPKLLGILAFFNMQLLSSSVG-IEDKKMALNSLMSLMKLMGPKHVSSVRVKMMTT  1179
gi|73990328|ref|XP_534295.2| LINNFKYIFSHLVCSCSKDELERALHYLKNETEIELGSLLRQDFQGLHNELLLRIGEHYQQVFNGLSILASFASSDDPYQGPREITSPELMADYLQPKLLGILAFFNMQLLSSSVG-IEDKKMALNSLMSLMKLMGPKHVSSVRVKMMTT  1180
gi|119885535|ref|XP_581054.3| LINNFKYIFSHLVCSCSKDELERALHYLKNETEIELGSLLRQDFQGLHNELLLRIGEHYQQVFNGLSILASFASSDDPYQGPRDITSPELMADYLQPKLLGILAFFNMQLLSSSVG-IEDKKMALNSLMSLMKLMGPKHVSSVRVKMMTT  1180
gi|109483823|ref|XP_001062084.1| LINNFKYIFSHLVCSCSKDELERALHYLKNETEIELGSLLRQDFQGLHNELLLRIGEHYQQVFNGLSILASFASSDDPYQGPRDITSPELMADYLQPKLLGILAFFNMQLLSSSVG-IEDKKMALTSLMSLMKLMGPKHVSSVRVKMMTT  1178
gi|292610566|ref|XP_696163.4| LINNFKYIFSHLVCSCSKEELERAFHYLKNETEIELGSLLRQDFQGLHNELLLRLGEHYQQVFNGLAILASFASSDDPYQGPREITTPGCMADYLQPKLLGILAFFNMQLLSSSAGEKEKKKMALNSLMSLMKLMGPKHISSVRVKMMTT  1180
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gi|157266317|ref|NP_001175.2| LRTGLRFKDDFPELCCRAWDCFVRCLDHACLGSLLSHVIVALLPLIHIQPKETAAIFHYLIIENRDAVQDFLHEIYFLPDHPELKKIKAVLQEYRKETSESTDLQTTLQLSMKAIQHENVDVRIHALTSLKETLYKNQEKLIKYATDSET  1327
gi|114589666|ref|XP_516792.2| LRTGLRFKDDFPELCCRAWDCFVRCLDHGCLGSLLSHVIVALLPLIHIQPKETAAIFHYLIIENRDAVQDFLHEIYFLPDHPELKKIKAVLQEYRKETSESTDLQTTLQLSMKAIQHENVDVRIHALTSLKETLYKNQEKLIKYATDSET  1329
gi|73990328|ref|XP_534295.2| LRTGLRFKDDFPELCCRAWDCFVRCLDHAYLGSLLSHVIVALLPLIHIQPEETAAIFHYLIIENRDAVQDFLHEIYFLPDHPELKKIKAVLQEYRKETSESTDLQTTLQLSMKAIQHENVDVRIHALTSLKETLYKNQEKLIKYATDSET  1330
gi|119885535|ref|XP_581054.3| LRTGLRFKDDFPELCCRAWDCFVRCLDHAYLGSLLSHVIVALLPLIHIQPKETAAIFHYLIIENRDAVQDFLHEIYFLPDHQELKKIKAVLQEYRKETSESTDLQTTLQLSMKAIQHENVDVRIHALTSLKETLYKNQEKLIRYATDSET  1330
gi|109483823|ref|XP_001062084.1| LRTGLRFKDDFPELCCRAWDCFVRCLDHAYLGPLLSHVIVALLPLIQMQPKETAAIFHYLIIENRVAVQDFLHEIYFLPDHPELEKIKAVLQEYRKETSESTDLQTTLQLSMKAIQHENVDVRIHALTSLKETLYKNQEKLIKYATDSET  1328
gi|292610566|ref|XP_696163.4| LRTGLRYKDDFPELCCRTWDCFVRCLDPSYLGPLLSHVIVALLPLISIQPKETAVIMHYLIVENREEVQDFLHEIYFLPDHPELKIIHKVLQDYRKQTSKSTDMQAALQLSMRAIQHENVDVRIHALTSLKEMIYKNQDALLKHVLDSEM  1330
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gi|157266317|ref|NP_001175.2| VEPIISQLVTVLLKGCQDANSQARLLCGECLGELGAIDPGRLDFSTTETQGKDFTFVTGVEDSSFAYGLLMELTRAYLAYADNSRAQDSAAYAIQELLSIYDCREMETNGPGHQLWRRFPEHVREILEPHLNTRYKSSQKSTDWSGVKKP  1477
gi|114589666|ref|XP_516792.2| VEPIISQLVTVLLKGCQDANSQARLLCGECLGELGAIDPGRLDFSTTETQGKDFTFVTGVEDSSFAYGLLMELTRAYLAYADNSRAQDSAAYAIQELLSIYDCREMETNGPGHQLWRRFPEHVREILEPHLNTRYKSSQKSTDWSGVKKP  1479
gi|73990328|ref|XP_534295.2| VEPVISQLVTVLLKGCQDANSQARLLCGECLGELGAIDPGRLDFSTTESQGKDFTFVTGVEDSSFAFGLLMELTRAYLAYADNSRAQDSAAYAIQELLSIYDCREMQTDGPGHQLWRRFPEHVREILEPHLNTRYKSSQKSTDWSEVKKP  1480
gi|119885535|ref|XP_581054.3| VEPVISQLVTVLLKGCQDANSQARLLCGECLGELGAIDPGRLDFSTTDTQGKDFTFVTGVEDSNFAYGLLMELTRAYLAYADNSRAQDSAAYAIQELLSIYDCREMQTDGPGHQLWRRFPEHVREILEPHLNTRYKSSQKSTDWSGVKKP  1480
gi|109483823|ref|XP_001062084.1| VEPVISQLVTVILKGCQDANSQARLLCGECLGELGAIDPGRLDFSTTETQGKDFTFVTGVEDLSFAYGLLMELTRAYLAYADNSRAQDSAAYAIQELLSIYDCREMQSNGPGHQLWKRFPEHVREILEPHLNTRYKSSQKSTDWSGVTKP  1478
gi|292610566|ref|XP_696163.4| VEPVISQLVTVLLRGCQDVNTEARLLCGECLGELGAIDPGRLDLSPADTQGTGSTFVSGIDDPNFAYELLTELTRAFLAYADDVRAQDAAAYAMQELLSLFECREGRTDSSGRRLWRRFPEQVQEILEPHLNTRYKSSQKVVNWSKLKKP  1480
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gi|157266317|ref|NP_001175.2| IYLSKLGSNFAEWSASWAGYLITKVRHDLASKIFTCCSIMMKHDFKVTIYLLPHILVYVLLGCNQEDQQEVYAEIMAVLKHDDQHTINTQDIASDLCQLSTQTVFSMLDHLTQWARHKFQALKAEKCPHSKSNRNKVDSMVSTVDYEDYQ  1627
gi|114589666|ref|XP_516792.2| IYLSKLGSNFAEWSASWAGYLITKVRHDLASKIFTCCSIMMKHDFKVTIYLLPHILVYVLLGCNQEDQQEVYAEIMAVLKHDDQHTINTQDIASDLCQLSTQTVFSMLDHLTQWARHKFQALKAEKCPHSKSNRNKVDSMVSTVDYEDYQ  1629
gi|73990328|ref|XP_534295.2| IYLSKLGNNFAEWSASWAGYLITKVRHDLASKIFTCCSIMMKHDFKVTIYLLPHILVYVLLGCNQEDQQEVYAEIMAVLKHDDQHTISTQDSASDLCQLSTQTVFSMLDHLTQWARHKFQALNAEKFPQSKSNRDKIDSVASTADYEDYQ  1630
gi|119885535|ref|XP_581054.3| IYLSKLGNNFAEWSASWAGYLITKVRHDLASKIFTCCSIMMKHDFKVTIYLLPHILVYVLLGCNQEDRQEVYAEIMAVLKHDDHHTLSTQDSASDLCQLSTQRVIYMHDNLGQWARHKFQALNAEKFAQGKSHRDKVDSMVSSVDYEDYQ  1630
gi|109483823|ref|XP_001062084.1| IYLSKLGNNFAEWSSSWAGYLITKVRDNLASKIFTCCSIMMKHDFKVTIYLLPHILVYVLLGCSQEDQQEVYAEIMAVLKHDDQHAISTQDSASDLCQLSTQTVFSMLDHLTQWARHKFQALNAEKLAQNKPKG------VSSVNFEDYQ  1622
gi|292610566|ref|XP_696163.4| IYLSSRGSKFSDWSATWAGYLISKVRHELAGKVFNCCSFIIKHDYKVTIYLLPHILVYVLIGCTQEEQREVTEEIMAVLKEGDPRLVRLQENASSLSQLSTQTVFSMLDHLTQWSRHKLQTLSTNKRTGKNAREQP----PATGNNSEYQ  1626
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gi|157266317|ref|NP_001175.2| SVTRFLDLIPQDTLAVASFRSKAYTRAVMHFESFITEKKQNIQEHLGFLQKLYAAMHEPDGVAGVSAIRKAEPSLKEQILEHESLGLLRDATACYDRAIQLEPDQIIHYHGVVKSMLGLGQLSTVITQVNGVHANRSEWTDELNTYRVEA  1777
gi|114589666|ref|XP_516792.2| SVTRFLDLIPQDTLAVASFRSKAYTRAVMHFESFITEKKQNIQEHLGFLQKLYAAMHEPDGVAGVSAIRKAEPSLKEQILEHESLGLLRDATACYDRAIQLEPDQIIHYHGVVKSMLGLGQLSTVITQVNGVHANRSEWTDELNTYRVEA  1779
gi|73990328|ref|XP_534295.2| SVTRFLDLIPQDTLAVASFRSKAYTRAVMHFESFITEKKQNIQEHLGFLQKLYAAMHEPDGVAGVSAIRKAEPSLKEQILEHESIGLLRDATACYDRAIQLEPDQIIHYHGVVKSMLGLGQLSTVITQVNGVHANRSEWTDELNTYRVEA  1780
gi|119885535|ref|XP_581054.3| SVTRFLDLIPQDTLAVASFRSKAYTRAVMHFESFITEKKQNIQEHLGFLQKLYAAMHEPDGVAGVSAIRKAEPSLKEQILEHESIGLLRDATACYDRAIQLEPDQIIHYHGVVKSMLGLGQLSTVITQVNGVHANRSEWTDELNTYRVEA  1780
gi|109483823|ref|XP_001062084.1| SVTRFLDLIPQDTLAVASFRSKAYTRAVMHFESFITEKKQNIQKHLGFLQKLYAAMHEPDGVAGVSAIRKAEPSLKEQILEHESIGLLRDATACYDRAIQLEPDQIIHYHGVVKSMLGLGQLSTVITQVNGVHANRSEWTDELNTYRVEA  1772
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gi|157266317|ref|NP_001175.2| AWKLSQWDLVENYLAADGKSTTWSVRLGQLLLSAKKRDITAFYDSLKLVRAEQIVPLSAASFERGSYQRGYEYIVRLHMLCELEHSIKPLFQHSPGDSSQ---EDSLNWVARLEMTQNSYRAKEPILALRRALLSLNKRPDYNEMVGECW  1924
gi|114589666|ref|XP_516792.2| AWKLSQWDLVENYLAADGKSTTWSVRLGQLLLSAKKRDITAFYDTLKLVRAEQIVPLSAASFERGSYQRGYEYIVRLHMLCELEHSIKPLFQHSPGDSSQ---EDSLNWVARLEMTQNSYRAKEPILALRRALLSLNKRPDYNEMVGECW  1926
gi|73990328|ref|XP_534295.2| AWKLSQWDLVENYLAADGKSTTWSVRLGQLLLSAKKRDTTAFYDTLKLVRAEQIVPLSAASFERGSYQRGYEYIVRLHMLCELEHSIKPLFHQSPGDSSQ---EDSLNWVARLEMTQNSYRAKEPILALRRALLSLNKRPDYNEMVGECW  1927
gi|119885535|ref|XP_581054.3| AWKLSQWDLVENYLAADGKSTTWSVRLGQLLLSAKKRDTTAFYDTLKLVRAEQIVPLSAASFERGSYQRGYEYIVRLHMLCELEHSIKPLFHQSPADSIQ---EDSLNWVARLEMTQNSYRAKEPILALRRALLSLNKRPDYSEMVGECW  1927
gi|109483823|ref|XP_001062084.1| AWKLSQWDLVENYLAADGKSTTWSVRLGQLLLSAKKRDTTAFYDTLKLVRAEQIVPLSAASFERGSYQRGYEFIVRLHMLCELEHSLKPLFHKFPGDSCN---EDSLNWAARLEMTQNSYRAKEPILALRRALLSLNKRPDYNEMVGECW  1919
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gi|114589666|ref|XP_516792.2| LQSARVARKAGHHQTAYNALLNAGESRLAELYVERAKWLWSKGDVHQALIVLQKGVELCFPENETPPEGKNMLIHGRAMLLVGRFMEETANFESNAIMKKYKDVTACLPEWEDGHFYLAKYYDKLMPMVTDNKMEKQGDLIRYIVLHFGR  2076
gi|73990328|ref|XP_534295.2| LQSARVARKAGHHQTAYNALLNAGESRLAELYVERAKWLWSKGDVHQALIVLQKGVELCFPENKTPTESKNMLIHGRAMLLVGRFMEETANFESNAVMKKYKDVTLFLPEWEDGHFYLAKYYDKLMPMVTDNKMEKQGDLIRYIVLHFGR  2077
gi|119885535|ref|XP_581054.3| LQSARVARKAGHHQTAYNALLNAGDSRLAELYVERAKWLWSKGDVHQALIVLQKGVELCFPENKTPPEGKNMLIHGRATLLVGRFMEETANFESNAVMKKYKDVTLFLPEWEDGHFYLAKYYDKLMPMVTDNKMEKQGDLIRYILLHFGR  2077
gi|109483823|ref|XP_001062084.1| LQSARVARKAGHHQTAYNALLNAGESRLAELYVERAKWLWSKGDVHQALIVLQKGVELCFPENKSPTESKHMLIHGRATLLVGRFMEETANFESNAIMKKYK------------------------------------------------  2021
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gi|157266317|ref|NP_001175.2| SLQYGNQFIYQSMPRMLTLWLDYGTKAYEWEKAGRSDRVQMRNDLGKINKVITEHTNYLAPYQFLTAFSQLISRICHSHDEVFVVLMEIIAKVFLAYPQQAMWMMTAVSKSSYPMRVNRCKEILNKAIHMKKSLEKFVGDATRLTDKLLE  2224
gi|114589666|ref|XP_516792.2| SLQYGNQFIYQSMPRMLTLWLDYGTKAYEWEKAGRSDRVQMRNDLGKINKVITEHTNYLAPYQFLTAFSQLISRICHSHDEVFVVLMEIIAKVFLAYPQQAMWMMTAVSKSSYPMRVNRCKEILNKAIHMKKSLEKFVGDATRLTDKLLE  2226
gi|73990328|ref|XP_534295.2| SLQYGNQFIYQSMPRMLSLWLDFGAKAYEWEKAGRSDRVQMRNDLAKINKVITEHTNHLAPYQFLTAFSQLISRICHSHDEVFVVLMEIIAKVFLAYPQQAMWMMTAVSKSSYPMRVNRCKEILNKAIHMKKSLEKFIGDATRLTDKLLE  2227
gi|119885535|ref|XP_581054.3| SLQYGNQFIYQSMPRMLSLWLDFGAKAYEWEKAGRSDRVQMRNDLVKINKVITEHTNQLAPYQFLTAFSQLISRICHSHDEVFVVLMEIIAKVLLAYPQQAMWMMTAVSKSSYPMRVNRCKEILNKAIQMKKSLEKFVGDATRLTDKLLE  2227
gi|109483823|ref|XP_001062084.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  2021
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gi|157266317|ref|NP_001175.2| LCNKPVDGSSSTLSMSTHFKMLKKLVEEATFSEILIPLQSVMIPTLPSILGTHANHASHEPFPGHWAYIAGFDDMVEILASLQKPKKISLKGSDGKFYIMMCKPKDDLRKDCRLMEFNSLINKCLRKDAESRRRELHIRTYAVIPLNDEC  2374
gi|114589666|ref|XP_516792.2| LCNKPVDGSSSTLSMSTHFKMLKKLVEEATFSEILIPLQSVMIPTLPSILGTHANHASHEPFPGHWAYIAGFDDMVEILASLQKPKKISLKGSDGKFYIMMCKPKDDLRKDCRLMEFNSLINKCLRKDAESRRRELHIRTYAVIPLNDEC  2376
gi|73990328|ref|XP_534295.2| LCNKPVDGSSSTLSMSTHFKMLKKLVEEPTFSEILIPLQSVMIPTLPSIPGAHA---NHEPFPGHWAYIASFDDMVEILASLQKPKKISLKGSDGKFYIMMCKPKDDLRKDCRLMEFNSLINKCLRKDAESRRRELHIRTYAVIPLNDEC  2374
gi|119885535|ref|XP_581054.3| LCNKSVDGSSSTLSMSTHFKMLKKLVEEATFSEILIPLQSVMIPTLPSIPGAHA---NHEPFPGHWAYIAGFDDTVEILASLQKPKKISLKGSDGKFYIMMCKPKDDLRKDCRLMEFNSLINKCLRKDAESRRRELHIRTYAVIPLNDEC  2374
gi|109483823|ref|XP_001062084.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  2021
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gi|157266317|ref|NP_001175.2| GIIEWVNNTAGLRPILTKLYKEKGVYMTGKELRQCMLPKSAALSEKLKVFREFLLPRHPPIFHEWFLRTFPDPTSWYSSRSAYCRSTAVMSMVGYILGLGDRHGENILFDSLTGECVHVDFNCLFNKGETFEVPEIVPFRLTHNMVNGMG  2524
gi|114589666|ref|XP_516792.2| GIIEWVNNTAGLRPILTKLYKEKGVYMTGKELRQCMLPKSAALSEKLKVFREFLLPRHPPIFHEWFLRTFPDPTSWYSSRSAYCRSTAVMSMVGYILGLGDRHGENILFDSLTGECVHVDFNCLFNKGETFEVPEIVPFRLTHNMVNGMG  2526
gi|73990328|ref|XP_534295.2| GIIEWVNNTAGLRPILTKLYKEKGVYMTGKELRQCMLPKAAALSEKLKVFREFLLPRHPPVFHEWFLRTFPDPTSWYSSRSAYCRSTAVMSMVGYILGLGDRHGENILFDSLTGECVHVDFNCLFNKGETFEVPEIVPFRLTHNMVNGMG  2524
gi|119885535|ref|XP_581054.3| GIIEWVNNTAGLRPILTKLYKEKGVYMTGKELRQCMLPKSAALSEKLKVFQEFLLPRHPPVFHEWFLRTFPDPTSWYSSRSAYCRSTAVMSMVGYILGLGDRHGENILFDSLTGECVHVDFNCLFNKGETFEVPEIVPFRLTHNMVNGMG  2524
gi|109483823|ref|XP_001062084.1| -----------------------------------------------------------------------------------------------------------------------------FKGETFEVPEIVPFRLTHNMVNGMG  2046
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gi|157266317|ref|NP_001175.2| PMGTEGLFRRACEVTMRLMRDQREPLMSVLKTFLHDPLVEWSKPVKGHSKAPLNETGEVVNEKAKTHVLDIEQRLQGVIKTRNRVTGLPLSIEGHVHYLIQEATDENLLCQMYLGWTPYM  2644
gi|114589666|ref|XP_516792.2| PMGTEGLFRRACEVTMRLMRDQREPLMSVLKTFLHDPLVEWSKPVKGHSKAPLNETGEVVNEKAKTHVLDIEQRLQGVIKTRNRVTGLPLSIEGHVHYLIQEATDENLLCQMYLGWTPYM  2646
gi|73990328|ref|XP_534295.2| PMGTEGLFRRACEVTMRLMRDQREPLMSVLKTFLHDPLVEWSKPVKGHSKAPLNETGEVVNEKAKTHVLDIEQRLQGVIKTRNRVTGLPLSIEGHVHYLIQEATDENLLCQMYLGWTPYM  2644
gi|119885535|ref|XP_581054.3| PMGTEGLFRRACEVTMRLMRDQREPLMSVLKTFLHDPLVEWSKPVKGHSKAALNETGEVVNEKAKTHVLDIEQRLRGVIKTRNRVTGLPLSIEGHVHYLIQEATDENLLCQMYLGWTPYM  2644
gi|109483823|ref|XP_001062084.1| PMGTEGLFRRACEVTLRLMRDQREPLMSVLKTFLHDPLVEWSKPVKGHSKAPPNETGEVVNEKAKTHVLDIEQRLQGVIKTRNRVTGLPLSIEGHVHYLIQEATDENLLCQMYLGWTPYM  2166
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