
                                                                                                                                                                                        
gi|124487159|ref|NP_001074649.1| MKTATVPMLLTLAFYLTQDAAGEKGNQDPCMKFQAQMKNGTLTCPKGNNSSQSLNDIIFQSECILCKRALEQGAPTKIMNVKVLSRANRATDPAKLNCESFKQRRKDGDFICPSDTSSVCGTDGKTYRSRCELCAENAKSQNHVDVKSEG   150
gi|109506549|ref|XP_341608.3| MYKSELHLMRSVLEHQLSNAQ-----SSPVTNLHHLQHEDS----HGANASHPG---------ILSHTREQETNTKDMVMVRFLSRATRATAPAKLNCENFKQRRKDGDFICPSDASAVCGTDGKTYPSRCHLCAENAKSQSHVEVKSEG   132
gi|74027261|ref|NP_006837.2| MKIATVSVLLPLALCLIQDAASKNEDQEMCHEFQAFMKNGKLFCPQDKKFFQSLDGIMFINKCATCKMILEK-EAKSQKRARHLARAPKATAPTELNCDDFKKGERDGDFICPDYYEAVCGTDGKTYDNRCALCAENAKTGSQIGVKSEG   149
gi|114602636|ref|XP_001160674.1| MKIATVSVLLPLALCLIQDAASKNEDQEICHEFQAFMKNGKLLCPQDKKFFQSLDGIMFINKCATCKMILEK-EAKSQKRARHLARAAKATAPTELNCDDFKKGERDGDFICPDFYEAVCGTDGKTYDNRCALCAENAKTGSQIGVKSEG   149
gi|70794744|ref|NP_001020568.1| MKIAKVPMLLTLALCLIQDAASEDENQETCNEYRALMKNGKLFCSQDKKLFQSPDGIAFINRCATCKMMLEK-EAKSQKRASYLTRASRAIASDKLNCDDFRKGERNGDFICTFENAAVCGTDGKTYSNKCALCAENAKSRSQVGIKSEG   149
gi|156120851|ref|NP_001095572.1| MKITTVPMLLTLAVCLIQDAASEDVNQETCSEYRVLMKNGKLFCSQDKKPFQSPDGIMFVNKCAMCKMILEK-EAKSQKRYRLLTRASRATA----------------------------------------------------------    91
gi|71895337|ref|NP_001025783.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|124487159|ref|NP_001074649.1| ECGSSHLETDMCSDFRAYVQDGRLGCTRESDPILGPDGRTHGNRCAMCAELFLKEAKENATRNRESRIRRDAEKELCKEFENQVRNGRLFCTRESDPIRGPDGKMHGNKCALCAEIFMRQFTEEKGKAEKNQKDAEERAKAKMEIQKRCS   300
gi|109506549|ref|XP_341608.3| ECGSSHLETDMCSDFRAYVQDGRLGCTRENDPIRGPDGRTHGNRCAMCAELFLKEAQVNATRDRESRIRRDAEEELCKEFENQVRSGRLFCTRESDPIRGPDGKMHGNKCALCAEIFMKRFTEGKDKAETKQRDAEERAKAKMEIRKRCS   282
gi|74027261|ref|NP_006837.2| ECKSSNPEQDVCSAFRPFVRDGRLGCTRENDPVLGPDGKTHGNKCAMCAELFLKEAEN-AKREGETRIRRNAEKDFCKEYEKQVRNGRLFCTRESDPVRGPDGRMHGNKCALCAEIFKQRFSEENSKTDQNLGKAEEKTKVKREIVKLCS   298
gi|114602636|ref|XP_001160674.1| ECKSSNPEQDVCSAFRPFVKDGRLGCTRENDPVLGPDGKTHGNKCAMCAELFLKEAEN-AKREGETRIRRNAEKDFCKEYEKQVRNGRLFCTRESDPVRGPDGRMHGNKCALCAEIFKRRFSEENSKTDQNLGKAEEKTKVKREIVKLCS   298
gi|70794744|ref|NP_001020568.1| ECETNNPEQDVCSAFRPYVKDGRLVCTRENDPVLGSDGKTHGNKCAMCAELFLKEAQENAKRASEARIRRSAKNDFCKEYETQVRNGRLYCTRESDPIRGPDGRMHGNKCALCAEIFKQLFSEEKNKAHENLKKTEEKVKVKREIEKLCS   299
gi|156120851|ref|NP_001095572.1| ------PGKDICSDFRPYVRDGRLGCTRENDPVLGPDGRTHGNKCAMCAELFLKEAEENAKRENETRIRRSAEKDLCKEYENQVRNGRLFCTRESDPIRGPDGRIHGNKCALCAEIFKQQFSEEKNKADEILRKANEKA--KRDTEKLCI   233
gi|71895337|ref|NP_001025783.1| ---------------------------------------------MRTARQFVQVALALCCFA-DIAFGIEVNCSLYASGIGKDGTSWVACPRNLKPVCGTDGSTYSNECGICLYNREHGANVEKEYDG-------ECRPKHVMIDCSPY    97
gi|118097409|ref|XP_414558.2| ---------------------------------------------MAMAGVFVLFSFVLCGFLPDAAFGAEVDCSRFPNATDKEGKDVLVCNKDLRPICGTDGVTYTNDCLLCAYSIEFGTNISKEHDG-------ECK-----------    87
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gi|109506549|ref|XP_341608.3| EFQDRAKNGTLFCTRENDPIRGLDGKTHGNLCSMCQAFFKTEAEEKK-AEAGTRNRRGSEKSETYALGT-EPRALRFLGKRSTTELN-----PQPLIHSSXETTMEILLDATIESKTDLAWTRWKKGKNQLSRVSSNFYDLCDEFRKVRK   425
gi|74027261|ref|NP_006837.2| QYQNQAKNGILFCTRENDPIRGPDGKMHGNLCSMCQAYFQAENEEKKKAEARARNKRESGKATSYAELCSEYRKLVRNGKLACTRENDPIQGPDGKVHGNTCSMCEVFFQAEEEEKKKKEGKSRNKRQ---SKSTASFEELCSEYRKSRK   445
gi|114602636|ref|XP_001160674.1| QYQNQAKNGILFCTRENDPIRGPDGKMHGNLCSMCQAYFQAENEEKKKPEAQARNKRESGKATSYAELCSEYRKLVRNGKLACTRENDPIQGPDGKVHGNTCSMCEVFFQAEEEEKKKKEGESRNKRQ---SKSTASFEELCSEYRKSRK   445
gi|70794744|ref|NP_001020568.1| EYQDHAKNGMLFCTRENDPVRGPDGKMHGNLCSMCQAFYQAEAEEKKKAEVEERSKRESEKTPLYAELCNEYRKLVRNGRLPCTRENDPIQGPDGKMYGNTCSMCEVFFQAEEEEKKKKESESRNKRQ---SENTASFEELCSEYRKVRR   446
gi|156120851|ref|NP_001095572.1| EYQDRAKNGVLFCTRENDPVRGPDGKMHGNLCSMCLAFYQAEAEEKKKAEAKARSKRESGKAPSYAEVCSEYRQFVRNGKLPCTRENDPVQGPDGKMHGNTCSMCEAFFQAEEKEKKKKEGESRNKRQ---TETTTSFEELCREYRKSRK   380
gi|71895337|ref|NP_001025783.1| LQVVRDGNTMVACPRILKPVCGSDSFTYDNECGICAYNAEHHTNISKLHDGECKLEIGSVDCSKYPS-----------------------------------------------------------------------------------   164
gi|118097409|ref|XP_414558.2| -------------------------------------------------------ETVPMNCSSYAN-----------------------------------------------------------------------------------    99
gi|118097407|ref|XP_001233107.1| -----------------------------------------------------------VDCTGYMR-----------------------------------------------------------------------------------    87
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gi|74027261|ref|NP_006837.2| NGRLFCTRENDPIQGPDGKMHGNTCSMCEAFFQQEERARAKAKREAAKEICSEFRDQVRNGTLICTREHNPVRGPDGKMHGNKCAMCASVFKLEEEEKKND-KEEK--------------------------------------------   550
gi|114602636|ref|XP_001160674.1| NRRLFCTRENDPIQGPDGKMHGNTCSMCEAFFQQEERARAKAKREAAKEICSEFRDQVRNGTLICTREHNPVRGPDGKMHGNKCAMCASVFKLEEEEKKNN-KEEK--------------------------------------------   550
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gi|156120851|ref|NP_001095572.1| NGQLLCTRENDPVQGPDGKMHGNTCSMCEAFFQQEDRAKAKTKREDAKELCSEFRNQVRNGMLICTRENDPVRGPDGKMHGNKCAMCASLFKLEEEEKKNNGKKEKDKARSVKVKRETVQELCSEFQNQVRNGMLICTRENDPVRGPDGK   530
gi|71895337|ref|NP_001025783.1| -----------------------------------------------------TVSKDGRTLVACPRILSPVCGTDGFTYDNECGICAHNAEQRTH------------------------------------------------------   207
gi|118097409|ref|XP_414558.2| -----------------------------------------------------TTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGAS------------------------------------------------------   142
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gi|109506549|ref|XP_341608.3| ---------------------------EKAEAGKTKREAVQNLCSKYRTLLKNGR---LPCTKKNDPIEGLDGKIYASTCSMCEAFFHQEAK-KNEAGFGAKAKREVKVVDCSEFLTLLRGGELFCTRENDPVRGPDGKTHGNKCAMCKA   650
gi|74027261|ref|NP_006837.2| ---------------------------GKVEAEKVKREAVQELCSEYRHYVRNGR---LPCTRENDPIEGLDGKIHGNTCSMCEAFFQQEAKEKERAEPRAKVKREAEKETCDEFRRLLQNGKLFCTRENDPVRGPDGKTHGNKCAMCKA   670
gi|114602636|ref|XP_001160674.1| ---------------------------GKVEAEKVKREAVQELCSEYRHYVRNGR---LPCTRENDPIEGLDGKIHGNTCSMCEAFFQQEAKEKERAEPRAKVKREAEKETCDEFRSLLQNGKLFCTRENDPVRGPDGKTHGNKCAMCKA   670
gi|70794744|ref|NP_001020568.1| ---------------------------EKVKAEKSKREAVQELCSEYRNYVRNGR---LPCTRENDPIEGPDGKMHGNTCSMCEAFFQQEAKEKEEAESRTRAKREAEKDTCSEFRSLVQNGNLFCTRENDPVRGPDGKTHGNKCAMCKA   672
gi|156120851|ref|NP_001095572.1| MHVNKCAMCASLFRLEEEKKNVGKEENEKAETEKVKREAAQELCSEYRNYMRNGQ---LPCTRENDPIEGPDGKIHGNTCSMCEAFFQQEAKEKAAAKSR-KAKREAEKDACSEFRSLLQNGNLFCTRENDPVRGPDGKTHGNKCAMCKA   676
gi|71895337|ref|NP_001025783.1| --------------------------VSKKHDGKCRQEIPEIDCDQYPTRKTTGGKLLVRCPRILLPVCGTDGFTYDNECGICAHNAQHGTEVKKSHDGRCKERSTPLDCTQYLSNTQNGEAITACPFILQEVCGTDGVTYSNDCSLCAH   331
gi|118097409|ref|XP_414558.2| --------------------------VDKRHDGGCRKELAAVDCSEYPK-----------------------------------------------------------------------------------------------------   165
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gi|124487159|ref|NP_001074649.1| VFKKENEERKRKEGENQRITSGESSSGGNP-----KAKDECAQYRESMKHGQLSCTRESDPVRGVDGEHYNNKCVMCKELLQKEMEETNKNSASRSNGTGSATGKDVCDQFRSQMKNGKLLCTRESDPTRGPDGAMHGNKCAMCKERLEK   743
gi|109506549|ref|XP_341608.3| VFEKENEERKRKEGENQRIAAGQSSGGGNQ-----KAKDECAQYWESMKNGELSCTRESDPVRGADGKPYNNKCVMCKELLRREMEEKNKNSASRSNGT--ETRKDVCDQFRNQMKNGKLLCTRESDPTRGPDGKTHGNKCAMCKERLER   793
gi|74027261|ref|NP_006837.2| VFQKENEERKRKEEEDQRNAAGHGSSGGGG----GNTQDECAEYREQMKNGRLSCTRESDPVRDADGKSYNNQCTMCKAKLEREAERKNEYSRSRSNGTGSESGKDTCDEFRSQMKNGKLICTRESDPVRGPDGKTHGNKCTMCKEKLER   816
gi|114602636|ref|XP_001160674.1| VFQKEDEERKRKEEEDQRNAAGHGSSGGGG----GNTQDECAEYREQMENGRLSCTRESDPVRDADGKSYNNQCTMCKAKLEREAERKNEYSRSRSNGTGSESGKDTCDEFRSQMKNGKLICTRESDPVRGPDGKTHGNKCTMCKEKLER   816
gi|70794744|ref|NP_001020568.1| VFQKEDEERKRKEEEDQRNAAGHSSHGGGGSGGEGKAQDQCAEFRDKLQNGKLSCTRERDPVRDADGKSYNNKCTMCKEILEREAEEKNKHSGYRSNETESASEKDTCDEFRSQMKNGKLICTRESDPVRGPDGKTHGNKCAMCKDKLER   822
gi|156120851|ref|NP_001095572.1| VFQKEDEERKRKEEEDQRNAAGHGSSGGG----RGKAKDQCAEYREKMKDGKLSCTRESDPVRDADGKSYNNKCTMCKEILQREAEEKNRQSVYRSNGTDSASGKDVCDEFRSQMKNGKLICTRESDPVRGSDGKTHGNKCAMCKEKLER   822
gi|71895337|ref|NP_001025783.1| NIELGTSVAKKHDGRCREEVPELDCSKYKT-------------STLKDGRQVVACTMIYDPVCATNGVTYASECTLCAHNLEQRTNLGKRKNG--------RCEEDITKEHCREFQKVSPICTMEYVPHCGSDGVTYSNRCFFCNAYVQS   460
gi|118097409|ref|XP_414558.2| -----------------------------------------------------------------------------------------------------------------------PDCTAEDRPLCGSDNKTYGNKCNFCNAVVES   196
gi|118097407|ref|XP_001233107.1| ----------------------------------------------------------------------------------------------------------------------SVFCTRESNPHCGTDGVTYGNKCAFCKAVL--   175
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gi|109506549|ref|XP_341608.3| EAAEKKKKEDEDKRNTGANKSNKKQGNSNEDQCHEFRSMQLNGRLICTRENDPIRGPDGKTHVNKCAMCQMMFEHEASERKMRHEENSRSQSTNEAED------------------------------ECSNFQNLISNGKLICPEMDDP   913
gi|74027261|ref|NP_006837.2| EAAEKKKKEDEDRSNTGERSNTGERSNDKEDLCREFRSMQRNGKLICTRENNPVRGPYGKMHINKCAMCQSIFDREANERKKKDEEKSSSKPSNNAKDEC------------------------------SEFRNYIRNNELICPRENDP   936
gi|114602636|ref|XP_001160674.1| EAAEKKKKEDEDRSNTGERSNTGERSNDKEDLCREFRSMQRNGKLICTRENNPVRGPYGKMHINKCAMCQSIFDREANERKKKDEEKSSSKPSNNAKDEC------------------------------SEFRNYIRNNELICPRENDP   936
gi|70794744|ref|NP_001020568.1| EAAERKKKEEDNLRNTG------EKSNENQDQCHEFRSMVREGKLICTRENNPVRGPDGKMHVNKCAMCQSIFQREASERKKNDEEKSSAKPSDDAKDKC------------------------------SNFRQYVRNGQLICTRENDP   936
gi|156120851|ref|NP_001095572.1| EAAEKKKEEGEYTRNTT------GKDKEKQDQCHEFRNMVRDGKLICTKENNPVRGPYGKTYANKCAMCQSIFEREAKERKKNEEEKSRAKPSNDAKDQCREVRNEAEDGKFRESGRSLASIARISADECSNFRQHVRNDELMCTRENDP   966
gi|71895337|ref|NP_001025783.1| NRTLNLVSMAAC------------------------------------------------------------------------------------------------------------------------------------------   472
gi|118097409|ref|XP_414558.2| NGTLTLSHFGKC------------------------------------------------------------------------------------------------------------------------------------------   208
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gi|74027261|ref|NP_006837.2| VHGADGKFYTNKCYMCRAVFLTEALERAKLQEKPSHVRASQEEDSPDS-FSSLDSEMCKDYRVLPRIGYLCPKDLKPVCGDDGQTYNNPCMLCHENLIRQTNTHIRSTGKCEESSTPGTTAASMPPSDE---  1064
gi|114602636|ref|XP_001160674.1| VHGADGKFYTNKCYMCRAVFLTEALERAKLQEKPSHVRASQEEDSPDS-FSSLDSEMCKDYRVLPRIGYLCPKDLKPVCGDDGQTYNNPCMLCHENLIRQTNTHIRSIGKCEESSTPGTTAASMPLSDE---  1064
gi|70794744|ref|NP_001020568.1| VSGADGEVYKNKCHMCRAVIQKEALERARYREKPSHVRFMEE-NSPTSSSSSLDSEMCKHYRVLPKMGYLCPKNLQPVCGDDGQTYNNPCMLCHENLIRQTNTHIRSEGKCEEN-IPETTSLPVPASDK---  1063
gi|156120851|ref|NP_001095572.1| VLGADGKLYKNKCYMCRSIFEKEALDRIRLEEKPSHFRSSEEEDSSESSISSLNSEMCKHYRILPRMGYLCPKNLQPVCGDDGQTYNNPCMLCHENLIRQTNTHIRSKGRCEENSIEETTPLDVK-------  1091
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