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gi|188497648|ref|NP_065986.2| ---MSPLKIHG---PIRIRSMQTGITKWKEGSFEIVEKENKVSLVVHYNTGGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQNRLPAAMKPSQGSGSFGAILGSRTSQKETSRQLSYSDNQA   150
gi|114583326|ref|XP_001157640.1| ---MSPLKIHG---PIRIRSMQTGITKWKEGSFEIVEKENKVSLVVHYNTGGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQNRLPAAMKPSQGSGSFGAILGSRTSQKETSRQLSYSDNQA   150
gi|74005490|ref|XP_863317.1| ---MSPLKIHG---PIRIRSMQTGITKWKEGSFEIVEKENKVSLVVHYNTGGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQNRLHAAMKPSQGSGSFGAILGSRTSQKETNRQLSYSDNQA   150
gi|76610430|ref|XP_869691.1| ---MSPLKIHG---PIRIRSMQTGITKWKEGSFEVVEKENKVSLVVHYNTGGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQNRLNAAMKPSQGSGSFGAILGSRTSQKETNRQLSYSDNQV   150
gi|28892803|ref|NP_795946.1| ---MSPLKIYG---PIRIRSMQTGITKWKEGSFEIVEKDNRVSLLVHYNTGGIPRVFQLSHNIKNVVLRPSGIKQSRLMLTLQDNSFLSIDKVPSKDAEEMRLFLDAVHQNRLHAAMKASQGSGSFGTILGSRTSQKETNRQLSYSDNQA   150
gi|118093739|ref|XP_422065.2| ---MAPLKVHG---PVRMRSMQTGITKWKEGSFEIVEKDNKVSLVVHYNVGGIPKTFQLSHNIKSVTLRPNGRKLCCLMLTLKDTSFLTIDKVPLKDANEMRMYLDAVHQDRVHTAGKPSQGSGSFGGVLGSRTTQKEANRQFSYIENQA   150
gi|116268079|ref|NP_001070811.1| MAAAVPRLTSGGAVRIRIRCGELGTTKWREGVIEIQERDNKINLLVKFNSGGAPRVFQLSHNVKSVSWFQTHG-PNRMTQTLKDSCIVMMDKLNMLVAKKMKEYLENVKLG-KPAVFKTNQGSASFGLVLGNRTAQNDSG--LSPSDKQS   150
gi|292617378|ref|XP_002663335.1| MAAAVPRLTSGGAVRIRIRCGELGTTKWREGVIEIQERDNKINLLVKFNSGGAPRVFQLSHNVKSVSWFQTHG-PNRMTLTLKDSCIVMMDKLNMLVAKKMKEYLETVKLG-KPAVFKTNQGSASFGLVLGNRTAQNDSG--LSPSDKQS   150
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gi|188497648|ref|NP_065986.2| SAKRGSLETKDDIPFRKVLGNPGRGSIKTVAGSGI--ARTIPSLTSTS-TPLRSGLLENRTEKRKRMISTGSELNEDYPKENDSSSNNKAMTDPSRKYLTSSREKQLSLKQSEENRTSG---LLPLQSSSFYGSRAGSKEHSSGGTNLDR   300
gi|114583326|ref|XP_001157640.1| SAKRGSLETKDDIPFRKVLGNPGRGSIKTVAGSGI--ARMIPSLTSTS-TPLRSGLLENRTEKRKRMISTGSELNEDYPKENDSSSNNKAMTDPSRKYLTSSREKQLSLKQSEENRTSG---LLPLQSSSFYGSRAGSKEHSSGGTNLDR   300
gi|74005490|ref|XP_863317.1| SSKRGSLETKDDIPFRKVLGNPGRGSIKTATGSGITVTRTIPSLTSAS-TPLRSGLLENRTEKRKRMLSSGSELNEDYPKENDSSSNNKAMTDPSRKYLTSSREKQLSLKQSEENRTSG---LLPLQSSSFYGSRTGSKDYSSGSTNLDR   300
gi|76610430|ref|XP_869691.1| SSKRGSLETKDDTPFRKVLGNPSRGSIKAAAGNGVTPARTIPSLTSTS-TPLRSGLLENRTEKRKRMLSSGSELNEDYPKENDSSSNNKAMTDPSRKYLTSSREKQLSLKQSEENRTSG---LLPLQSSSFYGSRTAAKDYSPGSTNLDR   300
gi|28892803|ref|NP_795946.1| SSKRGSLETKDEIPFRKVLGSPGRGPIKTVTGGGMAVTRTIPSLTLTS-TPLRSGLLENRTEKRKRMLS-GSELTEDYPKENDSSSNNKAMTDPSRKYLTSCREKQLSLKQAEENRTSG---LLPLQSSSFYGSRAGSKDYSSGVTNLDR   300
gi|118093739|ref|XP_422065.2| PPKRVTVESKDETPFRKVLGTPARASVKNSSGTGAPSNRVNVAASPTSSVPHRTGLLESR-EKRKRAQPPSSEMSEDYPKENDSSTNNTAMSDPAWKYLNSSREKQLKLKQEEENRTSG---VLPLQSSSYYGSRSSSKEYSTSSSTLDR   300
gi|116268079|ref|NP_001070811.1| APRRSSLDNREDSTPRKPLGSPSR---------------------VTS-TPARGSFSEIRSEKRKRLMNSDGDLTEDYPKENDSSSNNKAITDSSRKFLLSCKDK---LKQSEENRASAPHTPAPLQPTSFYGSRTGAKDYTQTHSFLDR   300
gi|292617378|ref|XP_002663335.1| APRRSSLDSREDSTPRKPLGSPSR---------------------VTS-TPARGSLSEIRSEKRKRLMNSDGDLTEDYPKENDSSSNNKAITDSSRKFLLSCKDK---LKQSEENRASAPHTPAPLQPTSFYGSRTGAKDYTQTHSFLDR   300
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gi|188497648|ref|NP_065986.2| TNVSSQTPSAKRSLGFLPQPVPLSVKKLRCNQDYTGWNKPRVPLSSHQQQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQGIPWKKIPLNALIRRFAHLLVKKDICNSETKKDLLKKVKNAISATAERFSGYMQNDAHEFLSQCLD   450
gi|114583326|ref|XP_001157640.1| TNVSSQTPSAKRSLGFLPQPVPLSVKKLRCNQDYTGWNKPRVPLSSHQQQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQGIPWKKIPLNALIRRFAHLLVKKDICNSETKKDLLKKVKNAISATAERFSGYMQNDAHEFLSQCLD   450
gi|74005490|ref|XP_863317.1| TNVSGQTPSAKRSLGFLPQPAPLSVKKLRCNQDYTGWNKPRVPLSSHQQQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQGIPWKKIPLNALIRRFAHLLVKKDICNSETKKDLLKKVKNAISATAERFSGYMQNDAHEFLSQCLD   450
gi|76610430|ref|XP_869691.1| TNISSQTPSAKRSLGFLPQPAPLSVKKLRCNQDYTGWNKPRVPLSSHQQQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQGIPWKKIPLNALIRRFAHLLVKKDICNSETKKDLLKKVKNAISATAERFSGYMQNDAHEFLSQCLD   450
gi|28892803|ref|NP_795946.1| CNVSSQTPSAKRSLGFLPQPTPLSVKKLRCNQDYAGWNRPRVPLSSH-QQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQSIPWKKIPFNALIRRFANLLIKKDICNSETKKELLKKVKNAISATAERFSGYVQNDAHEFLSQCLD   450
gi|118093739|ref|XP_422065.2| SSVSSQTTSAKRSLGFLSQPAPLSVKKMRSNQDYTGWNKPRVPLSTHPQQQLQGFSNLGNTCYMNAILQSLFSIQSFANDLLKQGIPWKKIPLNALIRRFAHLLAKKDVSSPEVKKELLKKVKSAISATAERFSGYMQNDAHEFLSQCLD   450
gi|116268079|ref|NP_001070811.1| PSSTGSCPSAKRSLVLPNHSTPF--KKVRPTLDYGGWNKPRPSVLAQPQPPLQGFSNLGNTCYMNAILQSLFSLPSFSNDLLKQGIPWKRVPINALLRRFAHLLAKKDISPPEVKKDLLRRVKNAISSTAERFSGYMQNDAHEFLSQCLD   450
gi|292617378|ref|XP_002663335.1| PSSTGSCPSAKRSLVLPNHSTPF--KKVRPTLDYGGWNKPRPSVLAQPQPPLQGFSNLGNTCYMNAILQSLFSLPSFSNDLLKQGIPWKRVPINALLRRFAHLLAKKDISPPEVKKDLLRRVKNAISSTAERFSGYMQNDAHEFLSQCLD   450
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gi|188497648|ref|NP_065986.2| QLKEDMEKLNKTWKTEPVSGEENSP-----DISATRAYTCPVITNLEFEVQHSIICKACGEIIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRVLILHLKRYSFNVALSLNNKIGQQVI   600
gi|114583326|ref|XP_001157640.1| QLKEDMEKLNKTWKTEPVSGEENSP-----DISATRAYTCPVITNLEFEVQHSIICKACGEIIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRVLILHLKRYSFNVALSLNNKIGQQVI   600
gi|74005490|ref|XP_863317.1| QLKEDMEKLNKTWKTEPVPGEENSP-----DISATRVYTCPVITNLEFEVQHSIICKACGEIIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRILILHLKRYSFNVTLSLNNKIGQQVI   600
gi|76610430|ref|XP_869691.1| QLKEDMEKLNKTWKIEPVPGEENSP-----DISATRVYTCPVITNLEFEVQHSIICKVCGEIIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRILILHLKRYSFNVALSLNNKIGQQVI   600
gi|28892803|ref|NP_795946.1| QLKEDMEKLNKTWKTEPVLGEENLP-----DTSATKVFTCPVITNLEFEVQHSIICKACGETIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRVLILHLKRYSFNVALSLNNKLGQQVI   600
gi|118093739|ref|XP_422065.2| QLKEDMEKLNKTWKSEPVPNDDSSPGRASDDLSATKVYTCPVISNLEFEVQHSIICKTCGETVTKREQFNDLSIDLPRRKKLFPSRSIQDSLDLFFRAEEIEYSCEKCNGKSAVVTHKFNRLPRVLILHLKRYSFNVALSLNHKVGQQVV   600
gi|116268079|ref|NP_001070811.1| QLKEDVEKINKSWKNEPSAWDEPQSMRLADEVDTSRIYTCPVTVNMEFEVQHTITCKSCGEVVLKREQFNDLSIDLPRRRKTLPMRSIQDSLDLFFRMEEIEYSCEKCSGKVATVSHKFSRLPRVLILHLKRYSYNTQLSLNSKLGQQVL   600
gi|292617378|ref|XP_002663335.1| QLKEDVEKINKSWKNEPSAWDEPQSTRLADEVDTSRIYTCPVTVNMEFEVQHTITCKSCGEVVLKREQFNDLSIDLPRRRKTLPMRSIQDSLDLFFRMEEIEYSCEKCSGKAATVSHKFSRLPRVLILHLKRYSYNTQLSLNSKLGQQVL   600
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gi|188497648|ref|NP_065986.2| IPRYLTLSSHCTENTKPPFTLGWSAHMAISRPLKASQMVNSCITSPSTPSKKFTFKSKSSLALCLDSDSEDELKRSVALSQRLCEMLGNEQQQEDLEKDSKLCPIEPDKSELENSGFDRMSEEELLAAVLEISKRDASPSLSHEDDDKPT   750
gi|114583326|ref|XP_001157640.1| IPRYLTLSSHCTENTKPPFTLGWSAHMAM----------------------KFTFKSKSSLALCLDSDSEDELKRSVALSQRLCEMLGNEQQQEDLEKDSKLCPIEPDKSELENSGFDRMSEEELLAAVLEISKRDASPSLSHEDDDKPT   750
gi|74005490|ref|XP_863317.1| IPRYLTLSSHCTENTKPPFTLGWSAHMAMN----------------------FTFKSKSSLALCLDSDSEDELKRSVALSQRLCEMSGCEQQQDDLEKDSKPCRIEPDKSELENSGFDGMSEEELLAAVLEMSKREASPTLSHEDDDKPT   750
gi|76610430|ref|XP_869691.1| IPRYLTLSSHCTENTKPPFNLGWSAQMAVSRPLKASQMVNSCITSPSTPSKNFTFKSKTSLALSLDSDSEDELKRSVALSHRLCEMSGSEQQQEDLEKDSKSCRIEPDKSELENSGFDGMSEEELLAAVLEISKREASPSLSHEDDDKPT   750
gi|28892803|ref|NP_795946.1| IPRFLTLASHCTESTKPPVTLGWSAPVAISRPLRACQMMNSCITSPSAPSKKFTFKSKSSVTSCLDSDSEDELKRSVVLSQRLCDLPGNEQYQEDVEKDLKLCRLEPGKAELENSGFDRMSEEEVLAAVLEISRREASPVLSPEDDDKPT   750
gi|118093739|ref|XP_422065.2| IPRYLTLLSHCTESTRLPLTLGWSAHSAISRPLKASQMVNSCTISTSTPSKRNFFQHKKLCRLAILYPSIDGLASSLVNFRRFSHSLGRGLQVHQHPKSSKRSKMEGDKPELGNAGFDGMSEDELLAAVLEISKREASLSLSH-DEDKPT   750
gi|116268079|ref|NP_001070811.1| IPKYLTLLSHCTDATRSPLSLGWSAQNALSRTLKISQSVN------SSTLRKASQRPESSGSVLCDSDSDVELVRKVARKHHPDDDRADEQHHHHHPHAA-----------VEQSEFNGINDEEMLAAVLEMSRHDTS--LCAGPDEEPS   750
gi|292617378|ref|XP_002663335.1| IPKYLTLLSHCTDATRSPLSLGWSAQNALSRTLKISQSVN------SSTLRRASQRPESSGSVLCDSDSDEELVRKVARKHHPDDDRADEQH---HPHAA-----------VEQSEFNGINDEEMLAAVLEMSRHDTS--LCAGPDEEPS   750
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gi|188497648|ref|NP_065986.2| SSPDTGFAEDDIQEMPENPDTMETEKPKTITELDPASFTEITKDCDENKENKTPEGSQGEVDWLQQYDMEREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFVDALGSDEDSGNEDVFDMEYTEAEAEELKRNAETG   900
gi|114583326|ref|XP_001157640.1| SSPDTGFAEDDIQEMPENPDTMETEKPRTITELDPASFTEITKDCDENKENKTPEGSQGEVDWLQQYDMEREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFVDALGSDEDSGNEDVFDMEYTEAEAEELKRNAETG   900
gi|74005490|ref|XP_863317.1| SSPDTGFAEDDIQEMPENQDPVETEKPKTVTEPDPASFTEITKDCDENKENKTPEGSQGEVDWLQQYDMEREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFLDSLGSDEDSGNEDVLDMEYTEAEAEELKRNAETG   900
gi|76610430|ref|XP_869691.1| SSPDTGFAEDDIQEMPENPDSVETEKPKTITEPDPASFTEITKDCDENKENKTPEGSQGEVDWLQQYDMEREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFVDSLGSDEDSGNEDVLDMEYTEAEAEELKRNAETG   900
gi|28892803|ref|NP_795946.1| SSPDTGFAEDDIPEMPENPDAMEIEKSKTITEPGPASFTEITKDCDENKENKTPEGSQGEVDWLQQYDVDREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFLDSLGSDEDSGNEDVFDMEYTEAEAEELKRNAETG   900
gi|118093739|ref|XP_422065.2| SSPDTGFGDDEIQELPENLETMETEKPKAPLESGPANFTEITKDFDENKENKTPEGSQGEVDWLQQYDMEREREEQELQQALAQSLQEQEAREQKEDDDLKRATELSLQEFNSSLLDSVGSDEDSGNEDVLDMEYSEAEAEELKRNAETG   900
gi|116268079|ref|NP_001070811.1| SSPDTGFGDADAHDLTQHLELLDAEKQ------PTDALESPDLTMDENKENQTPDGLQGELDWVQQYSLEQEREEQELQQALAQSLQEQEAREMREDDDLKRATELSLQEFNNSLPELLCSDEDSGNEDGLDMEYSEAEAEELKKNAETG   900
gi|292617378|ref|XP_002663335.1| SSPDTGFGDADAHDLTQHLELLDAEKQ------PTDALESLDLTMDENKENQTPDGLQGELDWVQQYSLEQEREEQELQQALAQSLQEQEAREMREDDDLKRATELSLQEFNNSLPELLCSDEDSGNEDGLDMEYSEAEAEELKKNAETG   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                   **:*:****:******:************:***:*:*****:**:  *::** **************                            
gi|188497648|ref|NP_065986.2| NLPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEAAVQSDRDRSGYIFFYMHKEIFDELLETEKNSQSLSTEVGKTTRQAS   996
gi|114583326|ref|XP_001157640.1| NLPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEAAVQSDRDRSGYIFFYMHKEIFDELLETEKNSQSLSTEVGKTTRQAS   996
gi|74005490|ref|XP_863317.1| NLPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEASVQSDRDRSGYIFFYMHKEIFDELLETEKNSQALSMEVGKTTRQAL   996
gi|76610430|ref|XP_869691.1| NLPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEASVQSDRDRSGYIFFYMHKEIFDELLETEKNSQALNLEVGKTTRQVS   996
gi|28892803|ref|NP_795946.1| ALPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEAAVQSDRDRSGYIFFYMHKEIFDELLETEKTSQALSMEVGRAARQAS   996
gi|118093739|ref|XP_422065.2| ELPHSYRLISIVSHIGSTSSSGHYISDVYDIKKQSWFTYNDLEVSRTLETTVQCDRDRSGYIFFYMHK----------------------------   996
gi|116268079|ref|NP_001070811.1| ELPNSFRLISVVSHIGSSSSSGHYISDVYDMKKQSWLTYNDLDVSRTQESTVQRDRDRSGYIFFYMHKDVFEELSELEKAG--VNTDGGRTVLQPL   996
gi|292617378|ref|XP_002663335.1| ELPNSFRLISVVSHIGSSSSSGHYISDVYDMKKQSWLTYNDLDVSRTQESTVQRDRDRSGYIFFYMHKDVFEELSELEKAG--VNTDGGRTVLQPL   996
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