
                                                                                                                    :    .***:* **:*  ** * ::.***:::*     *.*:**. ****:*** *:* ::  :* **
gi|124487175|ref|NP_001074642.1| MAASQGGGGNSGGGGCSGGGSGGGGGAAGGGGGGGGGGGGGAGAGGGGGCGGTVAVPIPVPTLFGQPFPNGPQWHPGSLQPQH---TVRSLDRALEEAGNSGILSLSGRKLREFPGSG--YDLTDTTQADLSRNRFTEIPSDVWLFAPLE   150
gi|109510544|ref|XP_346282.3| MAASQGGGGNSGGGGCGGGGSGGGSGAAGGGGGGGGGGGGGAGAGGGGGCGGTVAVPIPVPTLFGQPFPNGPQWHSGSLQPQH---TVRSLDRALEEAGNSGILSLSGRKLREFPGSG--YDLTDTTQADLSRNRFTEIPSDVWLFAPLE   150
gi|154091020|ref|NP_065922.3| MAASQGGGGNSGGGGCGGGGSSGGCGTAGGGGG-------GAG-GGGGGGGGTLVVPIPVPTLFGQPFPNGPPWNPGSLQPQH---TVRSLDRALEEAGSSGILSLSGRKLRDFPGSG--YDLTDTTQADLSRNRFTEIPSDVWLFAPLE   150
gi|74008142|ref|XP_549199.2| MAASQGGGVNSGGGGCGGGGSSGGGGAAGGGGG-------GAG-GGGGGGGGTLVVPIPVPTLFGQPFPNGPQWNPGSLQPQH---TVRSLDRALEEAGNSGILSLSGRKLRDFPGSG--YDLTDTTQADLSRNRFTEIPSDVWLFAPLE   150
gi|119920154|ref|XP_618181.3| MAASQGGGGNSGGGGCGGGGSSGGGGGAGGGGG-------GAGVGGGGGGGGTMVVPIPVPTLFGQPFPNGPQWNPGSLQPQH---TVRSLDRALEEAGNSGILSLSGRKLRDFPGSG--YDLTDTTQADLSRNRFTEIPSEVWLFAPLE   150
gi|118089410|ref|XP_420210.2| MAAGQGGG----GGGNGGGSSNSGGSSSSNNNG-------------TGGLG--------IPAHLTLSFSAGPHWGAATLPQPH---TVRSLDRALEEAGSSGILCLSGRKLRDFPGSG--YDLSDTTQADLSKNRFTEIPPDVWLFAPLE   150
gi|189519255|ref|XP_697215.3| MAASQGAVG-------------------------------------------------SAAALQSQPYPNVAHWNPGVMQQQHPLHTARSLERALEDAVCSGMLNISGRKLRDYPGLN--YDLTDTTLADLSKNRFCEIPPEVCMFAPLE   150
gi|24584802|ref|NP_724046.1| MAATVYQRLHSVAVGVGSAAGSAIGSGSASLPGSGT----------------------GSGSGIGHAGNTSSSTSSALLSHSQ---LTRSLERILEEAHFSGELILTNRKLKDFPRTGTKYSLTDTVIADLSRNRFAELPEEVTTFAFLE   150
gi|158299038|ref|XP_319156.4| ---------------------------------------------------------------------------------SQ---LTRSLERILEDAHLSGELKLSGRKLKDFPKAAGKYNLSDTVIADLSRNRFCELPEDITCLAFLE   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                   * :*** *: :**::  *  ****::  * ** **: :  ***:**::***:* ::*:*:*:  . * :** : *::  ** ::*.*  ::.*.:* * *  ** :*  * *  **.* **:: :*:  *::  *  : *.***:  **
gi|124487175|ref|NP_001074642.1| TLNLYHNCIKTIPEAIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVVSNNKLVSIPEEIGKLKD-LMELDVSCNEIQVLPQQMGKLHSLKELNIRRNNLHVLPDELGDLPLVKLDFSCNKVTEIPVCYRKLHHLQVIILDNNPLQVPP   300
gi|109510544|ref|XP_346282.3| TLNLYHNCIKTIPEAIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVVSNNKLVSIPEEIGKLKD-LMELDISCNEIQVLPQQMGKLHSLKELNIRRNNLHVLPDELGDLPLVKLDFSCNKVTEIPVCYRKLHQLQVIILDNNPLQVPP   300
gi|154091020|ref|NP_065922.3| TLNLYHNCIKTIPEAIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVVSNNKLVSIPEEIGKLKD-LMELDISCNEIQVLPQQMGKLHSLRELNIRRNNLHVLPDELGDLPLVKLDFSCNKVTEIPVCYRKLHHLQVIILDNNPLQVPP   300
gi|74008142|ref|XP_549199.2| TLNLYHNCIKTIPEAIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVVSNNKLVSIPEEIGKLKD-LMELDISCNEIQVLPQQMGKLHSLRELNIRRNNLHVLPDELGDLPLVKLDFSCNKVTEIPVCYRKLHHLQVMILDNNPLQVPP   300
gi|119920154|ref|XP_618181.3| TLNLYHNCIKIIPEAIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVLSNNKLVSIPEEIGKLKD-LMELDISCNEIQVLPQQMGKLQSLRELNIRRNNLQALPDELGDLPLVKLDFSCNKVTEIPVCYRKLHHLQVIILDNNPLQVPP   300
gi|118089410|ref|XP_420210.2| TLNLYHNCIKSIPESIKNLQMLTYLNISRNLLSTLPKYLFDLPLKVLVVSNNKLVSIPEEIGKLRD-LMELDISCNELQVLPQQIGKLQSLRELNIRRNNLHMLPDELGDLPLVKLDFSCNKITEIPICYRKLRHLQVIVLDNNPMQIPP   300
gi|189519255|ref|XP_697215.3| SLNLYHNCIKTIPEAIVNLQMLTYLNISRNQLSVLPKFLFNLPLKVLVVSNNKLPSVPEEIGKAKD-LMELDISCNEIQVLPAQMGKLLALRELNIRRNCLQVLPDELSDLPLIRLDFSCNKITEIPISYRKLKQLQHIALDNNPMQSPP   300
gi|24584802|ref|NP_724046.1| TLLLYHNTIRSIPESVKQLSSLTYLDLRSNQLSSLPREICFLPLQVLLVSNNRLTSLPDELGRLDQTLTDLDASYNQLANLPARLGELRSLRSLSLRSNHLLYLPRELTCLSLISLDVSNNKIASLPLEIRHMSTLVELQLENNPLTSPP   300
gi|158299038|ref|XP_319156.4| RLLVYHNTIRSVPETIRGLHSLTYLDLRNNQLSVLPREICALPLQVLLVSNNRLATLPDELGRMEK-LTELDAACNQITHLPARMGDLRNMRSLNLRSNQLVYLPRDLTCLELAFLDISSNKIATLPVELRHMTSLVDLELSNNPLTSPP   300
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gi|124487175|ref|NP_001074642.1| AQICLKGKVHIFKYLNIQACCRMDKKPDS--------LDLPSLNKRMPSQPLTDSMEDFYPNKNHGPDSGIGSDNG---EKRLSTTEPSDDDTISLHSQVSESNREQTSRNDSHITGSKPD-------SQKDQEVYDFIDPNTEDVAVPE   450
gi|109510544|ref|XP_346282.3| AQICLKGKVHIFKYLNIQACCRMDKKPDS--------LDLPSLNKRMPSQPLTDSMEDFYPNKNHGPDSGIGSDNG---EKRLSTTEPSDDDTISLHSQVSESNREQTSRTDSLVTGTKPD-------SQKDQEVYDFIDPNTEEVAVPE   450
gi|154091020|ref|NP_065922.3| AQICLKGKVHIFKYLNIQACCRMDKKPDS--------LDLPSLSKRMPSQPLTDSMEDFYPNKNHGPDSGIGSDNG---EKRLSTTEPSDDDTVSLHSQVSESNREQTSRNDSHIIGSKTD-------SQKDQEVYDFVDPNTEDVAVPE   450
gi|74008142|ref|XP_549199.2| AQICLKGKVHIFKYLNIQACCRMDKKPDS--------LDLPSLSKRMPSQPLTDSMEDFYPNKNHGPDSGIGSDNG---EKRLSTTEPSDDDTISLHSQVSESNREQTSRNDSHSIGSKPD-------SQKDQEVYDFIDPNTEDVAVPE   450
gi|119920154|ref|XP_618181.3| AQICLKGKVHIFKYLNIQACCRMDKKPDS--------LDLPSLSKRMPSQPLTDSMEDFYPNKNHGPDSGIGSDNG---EKRLSTTEPSDDDTISLHSQVSESNREQTSRNDSHSTGSKPD-------SQKDQEVYDFTDANTNDVVVPE   450
gi|118089410|ref|XP_420210.2| AQICLKGKVHIFKFLSIQACLRIDKKPDS--------LDLPSLGKRIPSQPLTDSIEDFYPNKNHGPDSGIGSDNG---DKRLSTTEPSDDDTISLHSQVSESTREQTLRNDNHVMGNKLD-------PQKDQEVYDYIDPNAEEGAVPE   450
gi|189519255|ref|XP_697215.3| AQICLKGKIHIFKYLNLQACR-LDKKPDT--------LDLPSLGKRCLPQQLTDSMEDFYPSKNHGPDSGIGSDNG---DKRLSTTEPSDDDTMSLHSQVS-----ETARADAHILLTKLD-------SNKDQDPYDFIDPNPDEEGTLS   450
gi|24584802|ref|NP_724046.1| ASLCMRGLVHVFKFLETQATKDEKGSRSGGNYDGYTTLRRAPRHNSSGNVLEASTTGSTNNQRRHQVDSGYNTSDG-LD-KRWSHDAPTKSKTDSPLHCVSNSTAATLPRTLPSAVHSQADLMDASLTSSTSTIVDESLTLSPTASPCKL   450
gi|158299038|ref|XP_319156.4| ASLCVRGLVHVFKYLETVASREEK-SKTG--IDGHATLRRTALSAKNS---SSCLLDSQQRNRRANVDSGYCTSDGGFDGKRWKYEEDAHNFT------ISSSKWSPTPLHPGCTVMQASGSNHKIASNPSSGGQHVALATHPNHGGPHE   450
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gi|124487175|ref|NP_001074642.1| EGDTHIGS-FVSFLKGKEKSSEKSQ---KNEEPPNEKKVDKEQLLPEEEDDDLKEVTDLRKIAAQLLKQEQKNRILNHSTSVM-RNKLKQTVECEKSVPADEGNSPLSPLAWQPLENQKDQIVDQQWPESQPIIWQNEERRRSKQIRKEY   600
gi|109510544|ref|XP_346282.3| QGDTHIGS-FVSFLKGKEKCPEKSQ---KNEELGNEKKVDKEQLLPEE-DDDLKEVTDLRKIAAQLLKQEQKNRILNHSTSVM-RNKLKQTVECEKSVSADEGNSPLSPLAWQPLENQKDQIVDQQWPESQPIIWQNEERRRSKQIRKEY   600
gi|154091020|ref|NP_065922.3| QGNAHIGS-FVSFFKGKEKCSEKSR---KNEELGDEKRLEKEQLLAEEEDDDLKEVTDLRKIAAQLLQQEQKNRILNHSTSVM-RNKPKQTVECEKSVSADEVNSPLSPLTWQPLENQKDQIDEQPWPESHPIIWQSEERRRSKQIRKEY   600
gi|74008142|ref|XP_549199.2| QGDAHIGS-YVSLLKGKEKGPEKSQ---KNEELEDEKRLGKEQLLAEEEDDDLKEVTDLRKIAAQLLQQEQKNRILNHSTSVP-RNKPKQTVECEKSVSADEVNSPLSPLTWQPLENQKDQIDEQQWPESQPIIWQSEERRRSKQIRKEY   600
gi|119920154|ref|XP_618181.3| QGDAHIGS-FVAFLKGKEKGPEKSQ---KNEELGDAKRKERNQLLTEEEDDGLKEVTDLRKIAVQLLQQEQKNRILNHSTYVI-RNKPKQTMECEKSVSADEVNSPLSPLIWQPLENQKDQTDGQQWPESHPIIWQSEERRRSKQIRKEY   600
gi|118089410|ref|XP_420210.2| QGDVQIGP-LLSYIKERGKHPEKSQKIEHHEDWGDEKRLQKEQLLAEE-DDEIKEVTDLRKIAAQLLQQEQKHRLLNHSASVSTRNRPKQPVESEKCISTDEVNSPVSPYSWQPLENQKDSVDDQRWPETQPIIWQNEERRRSKQIRKEY   600
gi|189519255|ref|XP_697215.3| EGDLQHNAPYVSCIKELERVLKTHQ--SKDKENWKEESGSEKEQLAEEEEDDLKEVLDLRKIAVQLLQQEQQNR----------------------------------------------------------------------------   600
gi|24584802|ref|NP_724046.1| SYAHSNSSSNGSSPDQDDDIMLDHQERTVHHANGRSGKGLGNIQTYKEYKEALKQQRNQEISVYKQKHPN-ANHSPNDDEDLSPSPPSISNGSSSNTLPKSIMKQNSNQIGHNGNGNGSANGNGVDDVVIPKKPIQKVIPSRITEIKPAS   600
gi|158299038|ref|XP_319156.4| STVDTAGTTGGS--NDVNDISPEGDITPDSTKTDDKGRTLSNYQTYREYKEALRQQRNLDSVYRSKDHPLTPDISPHHTIGVQKMNQINANPNSSYHMTGASGTHSSPLLSPNRNGSQGTTVDDSTGGTPNKRPVQKVIPSRNIGSLHHN   600
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gi|124487175|ref|NP_001074642.1| FKYKSTRKNSSGNENEEQESDNAHMSAQSPVSSEEYDRSDGFSHGPFGLKP-----------RSAFSRASRQEYGAADPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|109510544|ref|XP_346282.3| FKYKSTRKNSSGNENEEQESDNAHMSPQSPVSSEDYDRSDGFSHGPFGLKP-----------RSAFSRASRQEYGAADPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|154091020|ref|NP_065922.3| FKYKSMRKSSSGNENDEQDSDNANMSTQSPVSSEEYDRTDGFSHSPFGLKP-----------RSAFSRSSRQEYGAADPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|74008142|ref|XP_549199.2| FKYKSSRKSSSGNENDEQDSDNASMSPQSPVSSEEYDRTDGFSHGPFGLKP-----------RSAFSRSSRQEYGAADPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|119920154|ref|XP_618181.3| LKYKSSRKSSSGNENNEQDSDNANISPQSPVSSEEYDRTDVFSHGPFGLKP-----------RSAFSRSSRQEYGAADPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|118089410|ref|XP_420210.2| FKYKSSRKSSSGNENDEQDSDNTNVSPQSPVSSEDYERSDSNTHGPFGLKP-----------RSAFSRAARQDYGAMDPGFTMRRKMEHLREEREQIRQLRNNLESRLKVILPDDIGAALMDGVVLCHLANHIRPRSVASIHVPSPAVPK   750
gi|189519255|ref|XP_697215.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|24584802|ref|NP_724046.1| TSDIRSANSSDCLGYVKPQSPMKNGTSKFNTSNGGGVQTTVGIVSSTTIKSPVSSTTKLGTVKTHRSVTWNHDIPAEKLSFTMRREFDRQREETELMSQLRTIIETRLKMTLPVDIASALTDGVILCHLANYVRPRSVASIHVPSPGVNK   750
gi|158299038|ref|XP_319156.4| QSPTHLNGNHHASG--AASTSVSNGSQGKNALSNGAGKGSFGLSSATHNYLPPRIIVKI--ILVCRTVSWNRDVPTEKLSFTMRREFDKQKEETELIEQLRQIIETRLKMSLPQDIAPALMDGVVLCHLANLVRPRSVGSIHVPSSAVPK   750
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gi|124487175|ref|NP_001074642.1| LSMAKCRRNVENFLDACKKLGVSQERLCLPHHILEERGLVKVGVTVQALLELPTTKASQLSMA------------------------   837
gi|109510544|ref|XP_346282.3| LSMAKCRRNVENFLDACKKLGVSQERLCLPHHILEERGLVKVGVTVQALLELPTTKASQLSMA------------------------   837
gi|154091020|ref|NP_065922.3| LSMAKCRRNVENFLDACKKLGVSQERLCLPHHILEERGLVKVGVTVQALLELPTTKASQLSVA------------------------   837
gi|74008142|ref|XP_549199.2| LSMAKCRRNVENFLDACKKLGVSQERLCLPHHILEERGLVKVGVTVQALLELPTTKASQLSTA------------------------   837
gi|119920154|ref|XP_618181.3| LSMAKCRRNVENFLDACKKLGVSQERLCLPHHILEERGLVKVGVTVQALLELPTTKASQLSTA------------------------   837
gi|118089410|ref|XP_420210.2| LSMAKCRRNVENFLDACKKLGVPQERLCLPHHILEERGLVKVGLTVQALLELPTLKVSQLSAM------------------------   837
gi|189519255|ref|XP_697215.3| ---------------------------------------------------------------------------------------   837
gi|24584802|ref|NP_724046.1| LTMARCRRNVDNFLEACRRIGVDENLICCAADVLEGKGAVQVAITVGELFRLHGNGGCGSGNSSGAATPTKSPTRTTRATMSPTPLA   837
gi|158299038|ref|XP_319156.4| LTMARCRRNVDYFLDACRKIGVDENLLCCAADVLEGRGIVQVAITVVELLKFH----------------------------------   837
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