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gi|19527130|ref|NP_598679.1| MAPRALWSCYLCCLLTIATEAASYPPRGYSLYTGGTGALSPGGPQAQNSPRPASRHRNWCAYVVTRTVSCVLEDGVETIVKPDYQPCGWGQPHCSRSIMYRSFLRPRYRVAYKTVTDMEWRCCQGYGGDDCGEGPASVLGPAPSTPLPRP   150
gi|34863280|ref|XP_238447.2| MAPRILWSCYLCCLLTIATEAASYPPRGYSLYTGGSGALSPGGPQAQNSPRPASRHRNWCAYVVTRTVSCVLEDGVETFVKPDYQPCGWGQPQCPRSIMYRSFLRPRYRVAYKTVTDMEWRCCQGYGGDDCGEGPASVLGPAPSTPLPRP   150
gi|5901944|ref|NP_008977.1| MAPRTLWSCYLCCLLTAAAGAASYPPRGFSLYTGSSGALSPGGPQAQIAPRPASRHRNWCAYVVTRTVSCVLEDGVETYVK--YQPCAWGQPQCPQSIMYRRFLRPRYRVAYKTVTDMEWRCCQGYGGDDCAESPAPALGPASSTPRPLA   150
gi|114576562|ref|XP_515351.2| MAPRTLWSCYLCCLLTAAAGAASYPPRGFSLYTGSSGALSPGGPQAQVAPRPASRHRNWCAYVVTRTVSCVLEDGVETYVK--YQPCAWGQPQCPQSIMYRRFLRPRYRVAYKTVTDMEWRCCQGYGGDDCAESPAPALGPASSTPRPLP   150
gi|61845535|ref|XP_594120.1| MAPGTLWSCYLCCLLATAVGAASYPPRGYSLYTGSGGALSSGGTQAQSAPRPASRHRNWCAYVVTRTVSCVLEDGVETFIKPDYQPCGWGQPQCSRSIMYRSFLRPRYRVAYKTVTDMEWRCCQGYGGDDCAEGPAPALGPAPTTPRPRP   150
gi|73980646|ref|XP_532903.2| MAPSTLWSCYLCCLLTTAVGAASYPPRGYSLYTGGGGALSPGEPQAQSAPRPASRHRNWCAYVVTRTVSCVLEDGVETFVKPDYQPCGWGQPQCPRSIMYRSFLRPRYRVAYKTVSDMEWRCCQGYGGDDCAEGPAPALGPAPTTPRPRP   150
gi|71834554|ref|NP_001025378.1| ---MALYFVYLSTLLALILLGDNWAAGTYASRYTQHVDENQSGAAAQSGSKVTSRHRNWCAYVVTRTVSCVMEDGVETYVKPEYQRCAWG--QCSHVVLYRTYRKPRYKVAYKVVSEMEWKCCHGYSGDDCSDG----------------   150
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gi|19527130|ref|NP_598679.1| RPVRPNLSGSSAGSHLSGLGGEGPVESEKVQQLERQVKSLTKELQGLRGVLQGMNGRLAEDVQRAVDTVFNGRQQPADAAARPGVHETLSEIQQQLQLLDNRVSTHDQELGHLNNHH----NGGPGGGGRASGPVPVPSGPSEELLRQLE   300
gi|34863280|ref|XP_238447.2| RPARPNLSGSSAGSHLSGLGGEGPGETEKVQQLEQQVKSLTKELQGLRGVLQGMNGRLAEDVQRAVEAAFNGRQQPADAAARPGVHETLNEIQQQLQLLDNRVSTHDQELGHLNNHH----NGGPGGSGRASAPVPVPSGPSEELLRQLE   300
gi|5901944|ref|NP_008977.1| RPARPNLSGSSAGSPLSGLGGEGPGESEKVQQLEEQVQSLTKELQGLRGVLQGLSGRLAEDVQRAVETAFNGRQQPADAAARPGVHETLNEIQHQLQLLDTRVSTHDQELGHLNNHH---GGSSSSGGSRAPAPASAPPGPSEELLRQLE   300
gi|114576562|ref|XP_515351.2| RPARPNLSGSSAGSPLSGLGGEGPGESEKVQQLEEQVQSLTKELQGLRGVLQGLSGRLAEDVQRAVETAFNGRQQPADAAARPGVHETLNEIQHQLQLLDTRVSTHDQELGHLNNHH---GGGSSSGGSRAPAPASAPPGPSEELLRQLE   300
gi|61845535|ref|XP_594120.1| QPARPNLSGSSAGSHLSGLGGEGPGESEKVQQLEEQVQSLTKELQGLRGVLQGLSGRLTEDVQRAVETAFNGRQQPADAAARPGVHETLNEIQQQLQLLDNRVSTHDQELGHLNNHH---SGG---GSSRAPDPTPAPPGRSEELLRELE   300
gi|73980646|ref|XP_532903.2| RPARPNLSGSSAGSHLSGLGGEGPGDSEKVQQLEEQVQSLTKELQGLRGVLQGLSGRLAEDVQRAVETAINGRQQPADAAARPGVHETLSEIQQQLQLLDNRVSTHDQELGHLNNHHTGGGGGSGSGGSRALDPAPAPPGHSEELLRELE   300
gi|71834554|ref|NP_001025378.1| -------SSAIHDSRARPTGEEGRSDSDRIRQLEEQIQSLNKNLHNLQ-------KKIYEESQREGISGGNN----LADAAQPGMKETIHSIQTKLDMLDNMTRVHDKTLTNINNHLVG-------GNGIENELDSRYGTLKEEILRELE   300
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gi|19527130|ref|NP_598679.1| RQLQESCSVCLTGLDGFRQQQQEDRERLRTLEKLMSSMEERQQQLVGPAMARRPPQECCPPELGRRVSELERRLDVVTGSLTVLSGRRGSELGGAAGQGGHPPGYTSLASRLSRLEDRFNSTLGPSEE-------------------QEK   450
gi|34863280|ref|XP_238447.2| RQLQESCSVCLAGLDGFRQQQQEDRERLRTLEKLMSSMEERQQQLMGPAMARRPPQECCPPELGRRVSELERRLDVVAGSVTVLSGRRGSELGGAAGQGGHPPGYTSLASRLSHLEDRFNSTLGPSEE-------------------QEK   450
gi|5901944|ref|NP_008977.1| QRLQESCSVCLAGLDGFRRQQQEDRERLRAMEKLLASVEERQRHLAGLAVGRRPPQECCSPELGRRLAELERRLDVVAGSVTVLSGRRGTELGGAAGQGGHPPGYTSLASRLSRLEDRFNSTLGPSEE-------------------QEE   450
gi|114576562|ref|XP_515351.2| QRLQESCSVCLAGLDGFRRQQQEDRERLRAMEKLLASVEERQRHLAGLAVGRRPPQECCSPELGRRLAELERRLDVVAGSVTVLSGRRGTELGGAAGQGGHPPGYTSLASRLSRLEDRFNSTLGPSEE-------------------QEE   450
gi|61845535|ref|XP_594120.1| QRLQESCSVCLAGLDGFRRQQQQDRERLRALEKLLASVEERQRHLTGQALGRWAPQECCPPELGRRLAELERRLDVVAGSVTVLSGRRGTHLGGASGQGGHPPGYTSLASRLSRLEDRFNSTLGPSEE-------------------QEE   450
gi|73980646|ref|XP_532903.2| RRLQESCSVCLAGLDGFRRQQQEDRERLRALEKLLASVEERQRQLPGQAVGRRPLQECCPPELGRRLAELERRLDVVAGSVTVLSGRRGTELGGAAGQGGHPPGYTSLASRLSRLEDQFNSTLGPSEE-------------------QEE   450
gi|71834554|ref|NP_001025378.1| RRVTLSCSSCQTGVESIQRQHQEDRERIRELEKHISVMEQHHQQTLDLLSR----SQSCCDSLDRKLSAIDRKVSSTAETYDILRGRLEKELRSNGNGGRGKAMEEKLNNRLRDLERRLNGTVRKTEQKCSHTETSMKEFVQREIGQIKN   450
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gi|19527130|ref|NP_598679.1| NWPGGPGRLGHWLPAAPGRLEKLEGLLANVSRELGGRMDLLEEQVAGAVRTCGQICSGAPGEQDSRVNEILSALERRVLDSEGRLQLVGSGLHEAEAAGEAQQAVLEGLQGLLSRLRERMDAQEETAAEILLRLN---------------   600
gi|34863280|ref|XP_238447.2| NWPGGPGRLGQWLPAAPGQLEKLEVLLANVSRELGGRLDLLEEQVAGAVRACGQICSEGPGEQDSRVSEILSALERRVLDSEGQLRLVGSGLHKAETAGEAQQAMLEGLQGILGRLQERMDTQEETAAELSLRLN---------------   600
gi|5901944|ref|NP_008977.1| SWPGAPGGLSHWLPAARGRLEQLGGLLANVSGELGGRLDLLEEQVAGAMQACGQLCSGAPGEQDSQVSEILSALERRVLDSEGQLRLVGSGLHTVEAAGEARQATLEGLQEVVGRLQDRVDAQDETAAEFTLRLN---------------   600
gi|114576562|ref|XP_515351.2| SWPGAPGGLSHWLPAARGRLEQLGGLLANVSGELGGRLDLLEEQVAGAMQACGQLCSGAPGEQDSQVSEILSALERRVLDSEGQLRLVGSGLHTVEAAGEARQATLEGLQEVVSRLQDRVDAQDETAAEFTLRLN---------------   600
gi|61845535|ref|XP_594120.1| GWPGRPGGLGHWLPAARGKLEKLEGRLTNVSGELGGRLNQLEEQVAGAVQACGQLCSGAPGEQDSQVREILSALERRVLDSEGQLRLVGSDLHKLGAAGEAQQAALEQLQGAVGLLHGRVDALGETAAEFALQLN---------------   600
gi|73980646|ref|XP_532903.2| --------------------ERLEGLLANVSRELGGRLDLLEEQVAGAVQACGQLCSGAPGEQDSQVSEILSALERRVLDSEGQLRLVGSGLHKVGAAGEAQQAALERLQGVVGQLQGRVDAQDETLAEFALQLN---------------   600
gi|71834554|ref|NP_001025378.1| SVLGRNDDHGYRISTVEIDIQDLKRFINDHKNNL-ERLGNKTNDLDSGLKSAIHLCTETCAAKGSETEDTVKSLEWKVVANEEDIKKFDTKLKDISVSGDSLLDRVIDLSNDVQKIKDLTGQNGEHFNQIVTDVENLGRDCDVCSSIDGE   600
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gi|19527130|ref|NP_598679.1| ------LTAAQLSQLEGLLQARG-------DEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGSSGSALQALQGELSEVILTFSSLNDSLHELQTTVEGQGADLADLGATKDSIISEINRLQQEATE   750
gi|34863280|ref|XP_238447.2| ------LTAAQLSQLEGLLQARG-------DEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGGSGSALQALQGELSEVILTFSSLNDSLHELQTTVEGQGADLADLGATKDSIISEINRLQQEATE   750
gi|5901944|ref|NP_008977.1| ------LTAARLGQLEGLLQAHG-------DEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGSSGSALQALQGELSEVILSFSSLNDSLNELQTTVEGQGADLADLGATKDRIISEINRLQQEATE   750
gi|114576562|ref|XP_515351.2| ------LTAARLGQLEGLLQAHG-------DEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGSSGSALQALQGELSEVILTFSSLNDSLNELQTTVEGQGADLADLGATKDRIISEINRLQQEATE   750
gi|61845535|ref|XP_594120.1| ------LTAARLGQLEGLLQARG-------EEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGSSGSALQALQGELSEVILTFSSLNDSLHELQTTVEGQGADLADLGATKDRIISEINRLQQEATE   750
gi|73980646|ref|XP_532903.2| ------LTAARLGQLEGLLQARG-------DEGCGACGGVQEELGRLRDGVERCSCPLLPPRGPGAGPGVGGPSRGPLDGFSVFGGSSGSALQALQGELSEVILTFSSLNDSLHELQTTVEGQGADLADLGATKDRIISEINRLQQEATE   750
gi|71834554|ref|NP_001025378.1| LQKIRNVTSYAFDKFQAELTVLGRKVFSDEHVCSQVCSNLQEEVGKLKEEVEKCTGQCMISMADHQRN---------VDNQNTVTRKLGKDLKSIQGELTGILQIFNSINDTLKGLRNTIQKHGNNITDLNTSKGKIYLELDQLYDDLNK   750
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gi|19527130|ref|NP_598679.1| HVTESEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAAVRESNSTSLTQAALLEKLLGGQAG-LGRRLGALNNSLLLLEDRLQQLSLKDFTGPSGKAGPPGPPGLQGPSGPAGPPGP   900
gi|34863280|ref|XP_238447.2| HITEIEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAAVRESNSTSLTQAALLEKLLGGQAG-LGRRLGALNSSLLLLEDRLQQLSLKDFTGPSGKAGPPGPPGLQGPPGPAGPPGP   900
gi|5901944|ref|NP_008977.1| HATESEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAGLRETNTTSQMQAALLEKLVGGQAG-LGRRLGALNSSLQLLEDRLHQLSLKDLTGPAGEAGPPGPPGLQGPPGPAGPPGS   900
gi|114576562|ref|XP_515351.2| HATESEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAGFRETNTTSQTQAALLEKLVGGQAG-LGRRLGALNSSLQLLEDRLHQLSLKDLTGPAGEAGPPGPPGLQGPPGPAGPPGS   900
gi|61845535|ref|XP_594120.1| HATESEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAGLRETNSTSQTQAALLEKLLEGQAG-LGKRLGALNSSLLLLEDQLHQFSLKDLTGPAGEAGPPGPPGMQGPPGPAGPPGP   900
gi|73980646|ref|XP_532903.2| HATESEERFRGLEEG----QAQAGQCPS----LEGRLGRLEGVCERLDTVAGGLQGLREGLSRHVAGLWAGLRETNSTSQTQAALLEKLLGGQAG-LGRRLSALNSSVLLLEDQLHQLSLKDLTG-------------------------   900
gi|71834554|ref|NP_001025378.1| HKVDSKGHFDSISSFNSNLMTEMGECRLSREGLDKRLSKMEDVCGRLDTLSENLKTIKDGLSKHVSGLWTCVNDLNSTVISHSETISRIHNVHLENIQGRMNNLNSSIRNVLKEFQIFTEQDFTGPPGLPGPQGEKGSKGPPGPRGPLGK   900
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gi|19527130|ref|NP_598679.1| PGKDGQQGAIGPPGPQGEQGAEGAPAAPVPRVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNLGVARIDSGGYEPEGLENKPVAESQPSPGALGVFSLILPLQVGDTVCIDLVM  1050
gi|34863280|ref|XP_238447.2| PGKDGQRGAIGPPGPQGEQGVEGAPAAPVPRVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNLGVARIDSGGYEPEGLENKPVAESQPSPGALGVFSLILPLQVGDTVCIDLVM  1050
gi|5901944|ref|NP_008977.1| PGKDGQEGPIGPPGPQGEQGVEGAPAAPVPQVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNQGVARVDSGGYEPEGLENKPVAESQPSPGTLGVFSLILPLQAGDTVCVDLVM  1050
gi|114576562|ref|XP_515351.2| PGKDGQEGPIGPPGPQGEQGVEGAPAAPVPRVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNQGVARVDSGGYEPEGLENKPVAESQPSPGTLGVFSLILPLQAGDTVCVDLVM  1050
gi|61845535|ref|XP_594120.1| PGKDGQKGPMGPPGPQGEQGPEGAPAASVPRVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNLGVARIDSGGYEPEGLENKPVAESQPSPGALGVFSLILPLQVGDTVCIDLVM  1050
gi|73980646|ref|XP_532903.2| --------------PQGEQGVEGAPAPFVPRVAFSAALSLPRSEPGTVPFDRVLLNDGGYYDPETGVFTAPLAGRYLLSAVLTGHRHEKVEAVLSRSNLGVARIDSGGYEPEGLENKPIAESQPSPGALGVFSLILPLQAGDTVCIDLVM  1050
gi|71834554|ref|NP_001025378.1| EGPQGRVGPVGPPGPPGKD-------ANVPRLSFSAALTRPQASSGTIIFNKVFINERKAYNPKTGVFTAPVRGRYFFSAVLTGHKNVKIEAVLSKSNFGIARGDSAGYQPEGLEK-PMAEARHTPGSLVIFNIVLPLQEGDTICIDLVT  1050
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