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gi|21450061|ref|NP_659099.1| -----------------------------------------------------------------------------------------------------------------------------------MVLKRMHRPRCCSYQLVFE    19
gi|11067419|ref|NP_067722.1| -----------------------------------------------------------------------------------------------------------------------------------MVLKRMHRPRCCSYQLVFE    19
gi|148747859|ref|NP_001092001.1| -----------------------------------------------------------------------------------------MKVGWPGESCWQVGLAVEDSPALGAPRVGALPDVVPEGTLLNMVLRRMHRPRSCSYQLLLE    61
gi|114645065|ref|XP_522596.2| -----------------------------------------------------------------------------------------------------------------------------------MVLRRMHRPRSCSYQLLLE    19
gi|73997018|ref|XP_543717.2| MGWRRSRISGGSRESTASCWEVAGIPWRPRAVGGAEVQRGPGRKADVGRPAGRPRSAPDRQAPVKVFLSLPRLLAALQHLRLTSPEDCEEVVGWPGESRWQVGLAVEDSPALGASQVGGLPDVVPEGTLLNMVLKRMHRPRSCSYQLLLE   150
gi|122692463|ref|NP_001073771.1| -----------------------------------------------------------------------------------------MKVGWPGEGRWQVGLAVEGDSILGAPPLGGLPDVVPEGTLLNMVLRRMYRSRSCSYQLLLE    61
gi|125852968|ref|XP_001343240.1| --------------------------------------------------------------------------------------MTEERFTWPGSADSVSGHTLSKMILMEN------AEVSQDTGWITVDVASFWTEKTG--QSILH    56
gi|118129647|ref|XP_424494.2| ---------------------------------------------------------------------------------------------MPGCREPREEEDEEE-------------DEEEEGFGVQEGLQGMEQPEPCRAPSGGR    44
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gi|21450061|ref|NP_659099.1| HR-RPSCIQGLRWTPLTNSEDSLDFRVSLEQAT-----TEHVHKAGKLLHRHLLATYPTLIRDRKYHLRLYRHCCSGRELVDGILALGLGVHSRSQAVGICQVLLDEGALCHVKHDWTFQDRDAQFYRFPGPEPEP----TGTQDVEEEL   159
gi|11067419|ref|NP_067722.1| HR-RPSCIQGLRWTPLTNSEGSLDFRVSLEQAT-----TEHVHKAGKLLYRHLLATYPTLIRDRKYHLRLHRQCCSGRELVDGILALGLGVHSRSQAVGICQVLLDEGALCHVKHDWTFQDRDAQFYRFPGPEPQP----AGTHDVEEEL   159
gi|148747859|ref|NP_001092001.1| HQ-RPSCIQGLRWTPLTNSEESLDFSESLEQAS-----TERVLRAGRQLHRHLLATCPNLIRDRKYHLRLYRQCCSGRELVDGILALGLGVHSRSQVVGICQVLLDEGALCHVKHDWAFQDRDAQFYRFPGPEPEP----VGTHEMEEEL   201
gi|114645065|ref|XP_522596.2| HQ-RPSCIQGLRWTPLTNSEESLDFSESLEQAS-----TERVLRAGRQLHRHLLATCPNLIRDRKYHLRLYRQCCSGRELVDGILALGLGVHSRSQVVGICQVLLDEGALCHVKHDWAFQDRDAQFYRFPGPEPEP----VGTHEMEEEL   159
gi|73997018|ref|XP_543717.2| HQ-RPSRIQGLRWTPLTDSEESLDFSESLEQAS-----TERVLRAGKQLHRHLLATSPTLIRDRKYHLRLYRQCCSGRELVDGILALGLGVHSRSQAVGICQVLLDEGALCHVKHDWTFQDRDTQFYRFPGPEPEP----AGVHELEEEL   290
gi|122692463|ref|NP_001073771.1| HQ-RPSCIQGLRWTPLTSSEESLDFSVSLEQAS-----AERVLRAGKQLHRHLLANCPNLIRDRKYHLRLHRQCCSGRELVDGILALGLGVHSRSQAVGICQVLLDEGALCHVKHDWAFQDRDTQFYRFPGPEPEP----VGVHELEEEL   201
gi|125852968|ref|XP_001343240.1| GS-EGNYITVTDRAGQGASKKGQTSPPSATSTTNKSFLSDRILKAARVVYSTLMEGNPGLIRDRKHHLKTYRQCCSGKELVDWLMKLNDCFQSRSQAVGMWQVLVDEGILGHVKQELNFHDKDTQFYRFMEAEFDLNHTTNEKDSKDDEL   205
gi|118129647|ref|XP_424494.2| PPPAPVCTRRCQQTPLLDAESSLDYGHSLTQIW----------RAGKLLFTYLTSTSPSLIRDHKHHLRHHRRCCSGKELVDWMLNAELGIQTRSQAIGVGQVLVDGGVLTHVKQEWHFQDKDTQFYRFAELELSPE--PRVGLRDAEEL   182
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gi|21450061|ref|NP_659099.1| VEAMALLSQRGPDALLTVALRKPPGQRTDEELDLIFEELLHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTHGKGLVTTLHEGDDFGQLALVNDAPRAATIILRENNCHFLRVDKQDFNRIIKDVEA   309
gi|11067419|ref|NP_067722.1| VEAMALLSQRGPDALLTVALRKSPGQRTDEELDLIFEELVHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTRGKGLVTTLHEGDDFGQLALVNDAPRAATIILRENNCHFLRVDKQDFNRIIKDVEA   309
gi|148747859|ref|NP_001092001.1| AEAVALLSQRGPDALLTVALRKPPGQRTDEELDLIFEELLHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTHGKGLVTTLHEGDDFGQLALVNDAPRAATIILREDNCHFLRVDKQDFNRIIKDVEA   351
gi|114645065|ref|XP_522596.2| AEAVALLSQRGPDALLTVALRKPPGQRTDEELDLIFEELLHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTHGKGLVTTLHEGDDFGQLALVNDAPRAATIILREDNCHFLRVDKQDFNRIIKDVEA   309
gi|73997018|ref|XP_543717.2| VEAVALLSQRGPDALLTVALRKPPGQRTDEELDLIFEELLHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTHGKGLVTTLHEGDDFGQLALVNDAPRAATIILREDNCHFLRVDKQDFNRIIKDVEA   440
gi|122692463|ref|NP_001073771.1| VEALALLSQRGPDALLTVALRKPPGQRTDEELDLIFEELLHIKAVAHLSNSVKRELAAVLLFEPHSKAGTVLFSQGDKGTSWYIIWKGSVNVVTHGKGLVTTLHEGDDFGQLALVNDAPRAATIILGEDNCHFLRVDKQDFNRIIKDVEA   351
gi|125852968|ref|XP_001343240.1| QESLSLLIQMGPDALLTMILRKCPSQRTPEDLEVIYEELLHVKAVAHLSTSVRKELASVLVFESHAKAGTVLFSQGDKGTSWYIIWRGSVNVITHGKGLVTTLHEGDDFGQLALVNDAPRAATIILREDNCHFLRVDKQDFIRILKDVEA   355
gi|118129647|ref|XP_424494.2| LEAVTFLAQLGPDALLTMALRKPPAQRTEDELELIFEELLHIKAVAHLSNSVKRELASVLMFESHQRAGTVLFSQGDKGTSWYIVWKGSVNVVTHGKGLVATLHEGDDFGQLALVNDAPRAASIILREDNCHFLRVDKQDFNRILKDVEA   332
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gi|21450061|ref|NP_659099.1| KTMRLEEHGKVVLVLERTSQGAGPSRPPTPGRNRYTVMSGTPEKILELLLEAMRPDSSAHDPTETFLSDFLLTHSVFMPSTQLFTALLHHFHVEPADPAGGSEQEHSTYICNKRQQILRLVGRWVALYSPMLHSDPVATSFLQKLSDLVS   459
gi|11067419|ref|NP_067722.1| KTMRLEEHGKVVLVLERTSQGAGPSRPPTPGRNRYTVMSGTPEKILELLLEAMRPDSSAHDPTETFLSDFLLTHSVFMPCTQLFAALLHHFHVEPSEPAGGSEQERSTYICNKRQQILRLVSRWVALYSPMLRSDPVATSFLQKLSDLVS   459
gi|148747859|ref|NP_001092001.1| KTMRLEEHGKVVLVLERASQGAGPSRPPTPGRNRYTVMSGTPEKILELLLEAMGPDSSAHDPTETFLSDFLLTHRVFMPSAQLCAALLHHFHVEP---AGGSEQERSTYVCNKRQQILRLVSQWVALYGSMLHTDPVATSFLQKLSDLVG   498
gi|114645065|ref|XP_522596.2| KTMRLEEHGKVVLVLERASQGAGPSRPPTPGRNRYTVMSGTPEKILELLLEAMGPDSSAHDPTETFLSDFLLTHRVFMPSAQLCAALLHHFHVEP---AGGSEQERSTYVCNKRQQILRLVSQWVALYGSMLHTDPVATSFLQKLSDLVG   456
gi|73997018|ref|XP_543717.2| KTMRLEEHGKVVLVLERASQGAGPSRPPTPGRNRYTVMSGTPEKILELLLEAMRPDSSAHDPTETFLSDFLLTYSVFMPSAQLCAALLHHFHAEP---SGGSEQEHSTYICNKRQQILRLVSQWVALYGPMLYTDPVATGFLQKLSDLVS   587
gi|122692463|ref|NP_001073771.1| KTMRLEEHGKVVLVLERTSQGTGPSRPPTPGRNRYTVMSGTPEKILELLLEAMRPDSSAHDPTETFLSDFLLTHSVFMPTAQLCAALLHHFHAEP---AGGSEQERSSYICNKRQQILRLVSQWVTLYGPTLRTDPVATSFLKKLSDLVS   498
gi|125852968|ref|XP_001343240.1| NTVRLEEHGKVVLVLEKS------SAQDTPSCNKYTVMSGTPEKILEHMLEAIKLETNGADFIDPCVTDFLLTHPVFMPCSQLCAALQHHYQAEP---SEGSDLEKAAYALNTKQKVVKLVCHWVALFALLLRDDPVASEFLEKFREGVM   496
gi|118129647|ref|XP_424494.2| NTMRLKEHGKVVLVLQKN------------------LQGGS--------------------------------------------------------------------------------------------SQPAAT-----------   361
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gi|21450061|ref|NP_659099.1| RDARLSNLLREQYPERRRHHRLENGCGNVSPQTKARNAPVWLPNQEEPLPSSAGAIRVGDKVPYDICRPDHSVLTLHLPVTASVREVMAALAHEDHWTKGQVLVKVNSAGDVVGLQPDARGVATSLGLNERLFVVDPQEVHELTPHPEQL   609
gi|11067419|ref|NP_067722.1| RDTRLSNLLREQYPERRRHHRLENGCGNVSPQTKARNAPVWFPNHEEPLPSSAGAIRVGDKVPYDICRPDHSVLTLHLPVTASVREVMAALAHEDHWTKGQVLVKVNSAGDVVGLQPDARGVATSLGLNERIFVVDPQEVHELTPHPEQL   609
gi|148747859|ref|NP_001092001.1| RDTRLSNLLREQWPERRRCHRLENGCGNASPQMKARNLPVWLPNQDEPLPGSSCAIQVGDKVPYDICRPDHSVLTLQLPVTASVREVMAALAQEDGWTKGQVLVKVNSAGDAIGLQPDARGVATSLGLNERLFVVNPQEVHELIPHPDQL   648
gi|114645065|ref|XP_522596.2| RDTRLSNLLREQWPERRRCHRLENGCGNASPQMKARNLPVWLPNQDEPLPGSSCAIRVGDKVPYDICRPDHSVLTLQLPVTASVREVMAALAQEDGWTKGQVLVKVNSAGDAIGLQPDARGVATSLGLNERLFVVNPQEVHELIPHPDQL   606
gi|73997018|ref|XP_543717.2| RDTRLCILLREQWPERRRHHRLENGCGNASPQMKARNMPVWLPGQDQPLLCSNRAIRVGDKVPYDICRPDHSVLTLKLPVTASVREVMAALAQEDGWTKGQVLVKVNSAGDAIGLQPDARGVATSLGLNERLFVVNPQEVHELTPHPEQL   737
gi|122692463|ref|NP_001073771.1| RDTRLSNLLREQWPERRRHHRLENGCGNASPQMKARNVPVWLPSQDEPLPSSNCAIRVGDKVPYDICRPDHSMLTLQLPVTASVREVMAALAQEDGWTKGQVLVKVNSAGDAIGLQPDARGVATSLGLNERLFVVNPQEVHELTPHPDQL   648
gi|125852968|ref|XP_001343240.1| ADSRLSSMLREQLRDRRKTKIMENGCHTLT---KLNQKFDWFSAYEEPVG-KLRSIKAQDKVLYEIFKPDHKAVTVMLPVDASVNDILTTLVDPD---RNYVLVKMNSSGDRVQLKLETTAVSASLGVNEKLFLCTSSQVEQLTPDKEQL   639
gi|118129647|ref|XP_424494.2| -----------------RSSRMENGDGSISPQPKSRSSMSWLSSQDEAALSSSCALRAHDKVPYEVYRADHSCLVTVLPVNASVRDVLQSLTPQLGWDGEHLLVKVNSAGDKVGLQLDAVGVFTSLGLNERLFAVSVEELGGLTPPPERL   494
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gi|11067419|ref|NP_067722.1| GPTLGSSEMLDLVSAKDLAGQLTEHDWNLFNRIHQVELIHYVLGPQHLRDVTTANLERFMRRFNELQYWVATELCLCPVPGPRAQLLRKFIKLAAHLKEQKNLNSFFAVMFGLSNSAISRLAHTWERLPHKVRKLYSALERLLDPSWNHR   759
gi|148747859|ref|NP_001092001.1| GPTVGSAEGLDLVSAKDLAGQLTDHDWSLFNSIHQVELIHYVLGPQHLRDVTTANLERFMRRFNELQYWVATELCLCPVPGPRAQLLRKFIKLAAHLKEQKNLNSFFAVMFGLSNSAISRLAHTWERLPHKVRKLYSALERLLDPSWNHR   798
gi|114645065|ref|XP_522596.2| GPTVGSAEGLDLVSAKDLAGQLTDHDWSLFNSIHQVELIHYVLGPQHLRDVTTANLERFMCRFNELQYWVATELCLCPVPGPRAQLLRKFIKLAAHLKEQKNLNSFFAVMFGLSNSAISRLAHTWERLPHKVRKLYSALERLLDPSWNHR   756
gi|73997018|ref|XP_543717.2| GPTVGSAEGLDLVSAKDLAGQLTDHDWNLFNSIHQVELIHYVLGPQHLRDVTTANLERFMRRFNELQYWVATELCLCPVPGLRAQLLRKFIKLAAHLKEQKNLNSFFAVMFGLSNSAISRLAHTWERLPHKVRKLYSALERLLDPSWNHR   887
gi|122692463|ref|NP_001073771.1| GPTVGSAEGLDLVSTKDLAGQLTDHDWSLFNSIHQVELIHYVLGPQHLRDVTTANLERFMRRFNQLQYWVATELCLCSVPGLRAQLLRKFIKLAAHLKEQKNLNSFFAIMFGLSNSAISRLAHTWERLPHKVRKLYSALERLLDPSWNHR   798
gi|125852968|ref|XP_001343240.1| GPEKSTMDTLEQICSKDMASQHTSYDWELFMAMHEVELVYYVFGREKFPGSTTANLERFVRRFNEVQYWVVTELCLCEDLGKRAILLKKFIKMAVVLKEQKNLNSFFAVMFGLSNSAVQRLNKTWERLPNKTKRIYCAYERLMDPSRNHR   789
gi|118129647|ref|XP_424494.2| GPHVGSSDTLDLISSKDLASHLTDHDWNLFKSIHQVEMIQYIMGPQKFHEVTTANLERMMRRFNELQYWVATELCLCPELGRRAQLLRKFIKLAAHLKEQKNLNSFFAVMFGVSNTAVSRLAKTWERLPHKIRKLHAALERMLDPSWNHR   644
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gi|21450061|ref|NP_659099.1| VYRLALTKLSPPVIPFMPLLLKDVTFIHEGNHTLVENLINFEKMRMMARAVRMLHHCRSHSTAPLSPLRSRVSHIHEDSQGSRIST-------------------------------------------------CSEQSLS--------   844
gi|11067419|ref|NP_067722.1| VYRLALTKLSPPVIPFMPLLLKDMTFIHEGNHTLVENLINFEKMRMMARAVRMLHHCRSHSTAPLSPLRSRVSHIHEDSQASRIST-------------------------------------------------CSEQSLS--------   852
gi|148747859|ref|NP_001092001.1| VYRLALAKLSPPVIPFMPLLLKDMTFIHEGNHTLVENLINFEKMRMMARAARMLHHCRSHNPVPLSPLRSRVSHLHEDSQVARIST-------------------------------------------------CSEQSLS--------   891
gi|114645065|ref|XP_522596.2| VYRLALAKLSPPVIPFMPLLLKDMTFIHEGNHTLVENLINFEKMRMMARAARMLHHCRSHNPVPLSPLRSRVSHLHEDSQVARIST-------------------------------------------------CSEQSLS--------   849
gi|73997018|ref|XP_543717.2| VYRLALTKLSPPIIPFMPLLLKDMTFIHEGNHTLVENLINFEKMRMMARAVRMLHHCRSHSNVPLSPLRSRVSHLHEDSQAARTST-------------------------------------------------CSEQSLS--------   980
gi|122692463|ref|NP_001073771.1| VYRLALTKLSPPLIPFMPLLLKDMTFIHEGNHTLVENLINFEKMRMMARAARMLHHCRSHSNVPLSPLRSRVSHLHEDSQAVRVST-------------------------------------------------CSEQSLS--------   891
gi|125852968|ref|XP_001343240.1| AYRLTIAKLSPPYIPFMPLLLKDMTFIHEGNKNYTDKLVNFEKMRMIARTVKTVRDCRSQPYVPSSPQKGLTERMFLDAQAIRIST-------------------------------------------------YSDQSLN--------   882
gi|118129647|ref|XP_424494.2| VYRLAVAKLSPPIIPFVPLLLKDMTFIHEGNRTLAENLINFEKMHMMAKTVRILQRCRGQAHAPLSPLRNRSPHRPEDARAIRISTSLYTDPDSCRGRCEEPYSHEDECHCDVGCRSRNSCCWDYPEHCGAEHFYSSHNAISDEELLHVS   794
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gi|11067419|ref|NP_067722.1| ---------------------------------TRSPASTWAYVQQLK-----------VIDNQRE-----LSRLSRELEP---------------------------------------------------------------------   884
gi|148747859|ref|NP_001092001.1| ---------------------------------TRSPASTWAYVQQLK-----------VIDNQRE-----LSRLSRELEP---------------------------------------------------------------------   923
gi|114645065|ref|XP_522596.2| ---------------------------------TRSPASTWAYVQQLK-----------VIDNQRE-----LSRLSRELEP---------------------------------------------------------------------   881
gi|73997018|ref|XP_543717.2| ---------------------------------TRSAASTWAYVQQLKLQG--EAPFSEILDSPRPKPHLLLPGRTGHLRAGAKGPTASVMNGCCPSE----------------------------------------------------  1043
gi|122692463|ref|NP_001073771.1| ---------------------------------TRSPASTWAYVQQLK-----------VIDNQRE-----LSRLSRELEP---------------------------------------------------------------------   923
gi|125852968|ref|XP_001343240.1| ---------------------------------LRSATSIRQYIQNLK-----------VIDNQKK-----LTQLSRALER---------------------------------------------------------------------   914
gi|118129647|ref|XP_424494.2| EQLYGADHNKAQPNDITINPQHRAAPDQTGLQEDRSPEPLYAYVNEKLFSKPTYSSFIRLLDNYQRATGREEEVTAEELREQDVFLREVMETELMKKLFAFLHTKNRYGSEEEFLQDLKEMWFGLYSRGDGEKDSSGFEHVFSGEIKKGK   944
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gi|21450061|ref|NP_659099.1| ------------------------------------------------------------------------------------------------------------------   876
gi|11067419|ref|NP_067722.1| ------------------------------------------------------------------------------------------------------------------   884
gi|148747859|ref|NP_001092001.1| ------------------------------------------------------------------------------------------------------------------   923
gi|114645065|ref|XP_522596.2| ------------------------------------------------------------------------------------------------------------------   881
gi|73997018|ref|XP_543717.2| ------------------------------------------------------------------------------------------------------------------  1043
gi|122692463|ref|NP_001073771.1| ------------------------------------------------------------------------------------------------------------------   923
gi|125852968|ref|XP_001343240.1| ------------------------------------------------------------------------------------------------------------------   914
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