
                                                                                                                                                                                        
gi|145608852|ref|XP_369806.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|32403756|ref|XP_322491.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|19114847|ref|NP_593935.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|6319597|ref|NP_009679.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|50303953|ref|XP_451926.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|45187500|ref|NP_983723.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|24664462|ref|NP_730022.1| ----------------------------------------------MSLQLLKALPHLRSATTAVRTQIARTTWSEHIATKVFFSTTTTKPTPSAPPPPPPTQPQQPAATTSWGTKKQNRKVKLRSAAAEFI-----MSNPEIEAQLAPL    99
gi|158293345|ref|XP_557743.2| -----------------------------------------------------------------------------------------------------------RKPFNWGSNKKHRDVKLRLQLLEN------MTDPKIETELAPL    37
gi|17554996|ref|NP_498093.1| -----------------------------------------------------MFSSCWLKSSVRYSRLIRQFSSENSFFKVELVPSDRK---------------TPLQPRKVVAPRFEKKTRQKISDYLKQ-----MATPEIEAKLAPL    77
gi|93102417|ref|NP_851009.2| -------------------------------------------------------------MPCLLPSLLRATRAALPLLSPPRVVAAS-------------------ASQRLLSAPAQP------AASRSS-----MDSA--EELLAPL    57
gi|109472087|ref|XP_216152.4| MASRCPSGFRAESAVADAASARACGKCGCARLRPDCAISSCTGRAARRFRSRPAHRLGGVLMPCLLPTLLRATRAALLLQSP-RVVAAP-------------------ASQRLLSAPAQP------AASPSS-----MDSA--EELLAPL   117
gi|116805340|ref|NP_002038.2| -------------------------------------------------------------MPSPRPVLLRGARAALLLLLPPRLLARP-----------------SLLLRRSLSAASCPPISLPAAASRSS-----MDGAGAEEVLAPL    67
gi|114612672|ref|XP_519025.2| -------------------------------------------------------------MPSPRPVLLRGARAALLLLLPPRLLAWP-----------------SLLLRRPLSAASCAPISLPAAASRSS-----MDGAGAEEVLAPL    67
gi|73976563|ref|XP_532502.2| -------------------------------------------------------------MPSPRSALLRAARAALLLSLPSRLPARPA----------------PLPPCRPLSAPARAAASFPAAAARSSS----MDGAGAEEVLAPL    69
gi|147902079|ref|NP_001091035.1| -------------------------------------------------------------MPSLRPALLRAARAALLPSPPPGLPARP-----------------PLLPCRPISKPARVPTWFPAAASRSS-----MDGAGAEEVLAPL    67
gi|71895709|ref|NP_001026681.1| -----------------------------------------------------------------------------------------------------------------------------------------MDGPQAEALLAPL    13
gi|189536638|ref|XP_692410.3| --------------------------------------------MTFRSAVGRSSSSRSMLSVCSATSALLLRTGIFIVRAVPRVRTSPVH-------------LCGSSPTRVLSLSAHLCKKKKRSAWLEMTEGQNMDGS-IEEILAPL    92
gi|18397278|ref|NP_564337.1| ----------------------------------------------------------------------MRIFSTFVFHRRQQIFN--------------------LRQFQTTTILRNPISIAPIQIPMDA------TEQSLRQSLSEK    54
gi|115477547|ref|NP_001062369.1| -----------------------------------------------------------------------------------------------------------------------------MASSTTT------SEDALRRALAER    19
gi|124808643|ref|XP_001348371.1| --------------------------------------------MFFFENKTYCFISKINIKNLRHNKNNNNKYHLFASRELRKISSFVLDN----------------RILFNKQKIRKRKFNFFNVYSNKMSDMDNIKEQKENDGCGSL    90
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gi|145608852|ref|XP_369806.2| --------------------------------MAPPATTLKGQPLD-------------------RGALDTILRRRMFYTPSFEIYGGVSGLYDYGPPGCALQANIIDAWRKHFVLEDDMLEVDCSVLTPADVLKTSGHVDKFADWMCKD    99
gi|32403756|ref|XP_322491.1| --------------------------------MTSTATTLKGQPLD-------------------KGALESMLRRRMFFAPSFDIYGGVAGLYDYGPPGCALQANIIDIWRKHFVLEEDMLEVDCTALTPHDVLKTSGHVDKFADWMCKD    99
gi|19114847|ref|NP_593935.1| --------------------------------MTEVS---KAAAFD-------------------RTQFEELMKKRFFFSPSFQIYGGISGLYDYGPPGSALQSNLVDIWRKHFVIEESMLEVDCSMLTPHEVLKTSGHVDKFADWMCKD    96
gi|6319597|ref|NP_009679.1| ------------------------------MSVEDIKKARAAVPFN-------------------REQLESVLRGRFFYAPAFDLYGGVSGLYDYGPPGCAFQNNIIDAWRKHFILEEDMLEVDCTMLTPYEVLKTSGHVDKFSDWMCRD   101
gi|50303953|ref|XP_451926.1| ------------------------------MSVEEVQQAKKAVEFS-------------------RESLESVLKRRFFYAPAFELYGGVSGLYDYGPPGCSFQANIVDVWRKHFVLEEDMLEVDCTMLTPYEVLKTSGHVDKFSDWMCKD   101
gi|45187500|ref|NP_983723.1| ------------------------------MASEDVQLARKAVEFN-------------------RENLESVLKRRFFFAPAFELYGGVSGLYDYGPPGCAFQANIVDVWRKHFILEEDMLEVDCTMLTPYEVLKTSGHVDKFSDWMCQD   101
gi|24664462|ref|NP_730022.1| RERVQEQGNLVRDLKAK--GAPEIDVKKAVAELKARKKLLEDKELALTPSVV----------SFDRAKMEDLLKRRFFYDQSFAIYGGITGQYDFGPMGCALKSNILALWRQYFALEEQMLEVDCSILTPEPVLKASGHVERFADLMVKD   237
gi|158293345|ref|XP_557743.2| REAVKEQGDLVRKLKSE--GAPEIDVKKAVNELKARKKVLEDRELSLAPQVA----------SFDRARMEDLLKRRFFYDQSFAIYGGITGQYDFGPMGCALKSNMINTWRQFFVLEEQMLEVDCSILTPEPVLKASGHVDRFADLMTKD   175
gi|17554996|ref|NP_498093.1| RAAVKEYGDLIRDLKAK--GAPKIDIDKAVVELKARKRLLEDTEIALAPKEA----------SFDRLKLEDLLKRRFFYDQSFAIYGGVTGLYDFGPMGCSLKANMLQEWRKHFILEEGMLEVDCTSLTPEPVLKASGHVDRFADWMVKD   215
gi|93102417|ref|NP_851009.2| RLAVRQQGDFVRKLKED--KAPQVDVDRAVAELKARKRVLEAKELALQPKDD----------IVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQAWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   195
gi|109472087|ref|XP_216152.4| RLAVRQQGDFVRKLKED--KAPQVDVDRAVAELKARKRVLEAKELALQPKDD----------IVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQTWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   255
gi|116805340|ref|NP_002038.2| RLAVRQQGDLVRKLKED--KAPQVDVDKAVAELKARKRVLEAKELALQPKDD----------IVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQTWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   205
gi|114612672|ref|XP_519025.2| RLAVRQQGDLVRKLKED--KAPQVDVDKAVAELKARKRVLEAKELALQPKDD----------IVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQTWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   205
gi|73976563|ref|XP_532502.2| RLAVRQQGDLVRKLKED--KAPQVDVDRAVAELKARKRVLEAKELALQPKDD----------IVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQTWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   207
gi|147902079|ref|NP_001091035.1| RLAVRQQGDLVRKLKED--KAPQVDVDKAVAELKARKRILEAKELALQPKDD----------VVDRAKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNIIQTWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   205
gi|71895709|ref|NP_001026681.1| RQAVRHQGELVRKLKEE--KAPQVDIDRAVAELKARKRVLEAKELALQPKDD----------IVDRVKMEDTLKRRFFYDQAFSIYGGVSGLYDFGPVGCALKNNIIQAWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADFMVKD   151
gi|189536638|ref|XP_692410.3| RLAVKEQGDLVRQLKAE--NAPDVDVSKAVAELKARKRFLEAKELSLQPKDD----------IVDRTKMEDTLKRRFFYDQAFAIYGGVSGLYDFGPVGCALKNNILQVWRQHFIQEEQILEIDCTMLTPEPVLKTSGHVDKFADYMVKD   230
gi|18397278|ref|NP_564337.1| SSSVEAQGNAVRALKAS--RAAKPEIDAAIEQLNKLKLEKSTVEKELQSIISSSGNGS-LNREAFRKAVVNTLERRLFYIPSFKIYSGVAGLFDYGPPGCAIKSNVLSFWRQHFILEENMLEVDCPCVTPEVVLKASGHVDKFTDLMVKD   201
gi|115477547|ref|NP_001062369.1| QAAVDAQAEAVRALKAAGAAAAKAEVDAAVEALKALKVEAGAAARRLQAAVGASGGGGGAAREEMRQAVVNTLERKLFYIPSFKIYRGVAGLYDYGPPGCAVKANVLAFWRQHFVLEENMLEVDCPCVTPEVVLKASGHVEKFTDLMVKD   169
gi|124808643|ref|XP_001348371.1| EELIERYVCEISSLIERNECIKGIDDEDLKKEFMENEKLLQDKKMKLKDLYGKPSEE--LKLVENRTKLENLVKRKFFYTNSFEIYGGASGLFDYGPSGCLLKSELENLWRCHFIYYDEMLEISGSCVTPYQVLKTSGHVDRFTDLMIRD   238
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gi|145608852|ref|XP_369806.2| PKTGDIFRADHFVEEVLEQRLKGDKEARGQKVEDK----EEDPKKKKKKLKGAQEAVKLD-------------------------------------------DKLVQEYEEILAQIDNYDGEALGNLITKYDLKNPATGLLPTPPVSFN   202
gi|32403756|ref|XP_322491.1| PKNGDILRADHFVEDVLEARLKGDKEARGQKVEDK----EEDPKRKKKKAKG-TEAVKLE-------------------------------------------DAVVKEYEEILAQIDNYNGEQLGELIKKYDLKNPATGVQPEPPVAFN   201
gi|19114847|ref|NP_593935.1| PATGEIFRADHLVEEVLEARLKGDKEARGQNSNDQP--EESDDKKKRKKKVKEIRATRLD-------------------------------------------DKTVEEYEFILAQIDNYDGDQLGELMKKYDIRNPATNGELETPRQFN   201
gi|6319597|ref|NP_009679.1| LKTGEIFRADHLVEEVLEARLKGDQEARGLVEDANAAAKDDAEKKKRKKKVKQIKAVKLD-------------------------------------------DDVVKEYEEILAKIDGYSGPELGELMEKYDIGNPVTGETLESPRAFN   208
gi|50303953|ref|XP_451926.1| PKTGEIFRADHLVEEVLEARLKGDKEARGLATDANAEAEADAEKKKRKKKVKEIKAIKLD-------------------------------------------DAVVQEYEQILAKIDGYSGAELGELMVKYDIGNPVSGDKLEPPRAFN   208
gi|45187500|ref|NP_983723.1| PKSGEIFRADHLVEEVLEARLKGDKAARGISAAP---EEEDADKKKRKKKVKQIKAEKLD-------------------------------------------DSVIQEYESVLAKIDGYSGEELGELMVKFNIGNPVTGETLEPPKAFN   205
gi|24664462|ref|NP_730022.1| VKTGECFRLDHLIKQA-LEKLSKAKDATP---------------------------------------------------------------------------ALQAECEDIIIKLDGLNKQELAGVLAKYNIKSPLTGNDLTEPIEFN   311
gi|158293345|ref|XP_557743.2| VKNGECFRLDHLIKNH-LEKLAAAKDATA---------------------------------------------------------------------------ELKDECADIVIKLDGMTKDEMAAILRKYNMKSPITGNDLTEPIEFN   249
gi|17554996|ref|NP_498093.1| MKNGECFRADHLIKNS-IEKLLNDKKTSA---------------------------------------------------------------------------AVKQDGQDVLARLEGFDNKDMHEVITRFNFKSPITGNDLTEPIAFN   289
gi|93102417|ref|NP_851009.2| VKNGECFRADHLLKAH-LQKLMSDKKCSA---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELADLFVNYNVKSPTTGNDLSPPVPFN   269
gi|109472087|ref|XP_216152.4| VKNGECFRADHLLKAH-LQKLMSDKKCSA---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELADLFVNYNVKSPTTGNDLSPPVPFN   329
gi|116805340|ref|NP_002038.2| VKNGECFRADHLLKAH-LQKLMSDKKCSV---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELADLFVNYNVKSPITGNDLSPPVSFN   279
gi|114612672|ref|XP_519025.2| VKNGECFRADHLLKAH-LQKLMSDKKCSV---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELADLFVNYNVKSPITGNDLSPPVSFN   279
gi|73976563|ref|XP_532502.2| VKNGECFRADHLLKAH-LQKLMSDKKCSA---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELGDLFVNYNVKSPNTGNDLSPPVSFN   281
gi|147902079|ref|NP_001091035.1| LKNGECFRADHLLKAH-LQKLMSDKKCSA---------------------------------------------------------------------------EKKSEMESVLAQLDNYGQQELADLFVNYNVKSPTTGNDLSPPVPFN   279
gi|71895709|ref|NP_001026681.1| MKNGECFRADHLLKAH-LQKLMSDKKCTA---------------------------------------------------------------------------EKKAEMENVLTQLDNYGQQELADLFVNYNVKSPITGNDLSPPVSFN   225
gi|189536638|ref|XP_692410.3| VKNGECFRADHLLKAH-LQKLMSDKKCPA---------------------------------------------------------------------------EKKAEMDNVITQMDNYTQQELADLFVQYNVKSPSTGNDLTPPISFN   304
gi|18397278|ref|NP_564337.1| EKTGTCYRADHLLKDYCTEKLEKDLTISA---------------------------------------------------------------------------EKAAELKDVLAVMEDFSPEQLGAKIREYGITAPDTKNPLSDPYPFN   276
gi|115477547|ref|NP_001062369.1| EKTGTCYRADHLLKDHCKEKLEKDLTLSP---------------------------------------------------------------------------EKAAELKHVLAVLDDLSADELGAKIKEYGIVAPDTKNPLSDPYPFN   244
gi|124808643|ref|XP_001348371.1| VVTNDCYRADKYLGDFLKAKIEELRKKNTKGDEHVDEKEKKQKRDDDINENKENNKNNENNKNDENNENNKNDENNKNNDNNNNNNNSCNYNCDMVGGLHNGNERLIQKIELILRKLDGMNEEEIKEIIKEYNIKSPLKN-DLSEPFPFN   387
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gi|145608852|ref|XP_369806.2| LMFSTSIGPSS-----------------------------NLPGYLRPETAQGQFLNFAKLLEYNNQQMPFASASIGKSYRNEISPRSGLLRVREFLMAEIEHFVDPESGKKHPRFAEVADIELELLDRETQLSGKTTTKKVAIGKAVKD   323
gi|32403756|ref|XP_322491.1| LMFQTAIGPSG-----------------------------NLAGYMRPETAQGQFLNFAKLLEYNAGNMPFASASIGKSYRNEIAPRGGLLRVREFLMAEIEHFVDPAGHKKHERFHEVADIELALLDRNVQLSGQTTVTKMTIGEAVKQ   322
gi|19114847|ref|NP_593935.1| LMFETQIGPSG-----------------------------GLKGYLRPETAQGQFLNFSRLLEFNNGKVPFASAMVGKAFRNEISPRSGLLRVREFLMAEVEHFVDPK-NKEHDRFDEVSHMPLRLLPRGVQLEGKTDILEMPIGDAVKK   321
gi|6319597|ref|NP_009679.1| LMFETAIGPSG-----------------------------QLKGYLRPETAQGQFLNFNKLLEFNNSKTPFASASIGKSFRNEISPRAGLLRVREFLMAEIEHFVDPL-DKSHPKFNEIKDIKLSFLPRDVQEAGSTEPIVKTVGEAVAS   328
gi|50303953|ref|XP_451926.1| LMFETAIGPSG-----------------------------QYKGYLRPETAQGQFLNFNKLLEFNNGKTPFASASIGKSFRNEISPRSGLLRVREFLMAEIEHFVDPN-DKSHKRFQDIKDIKLKFLPREVQQSGSTVPLEKTVGEAVAT   328
gi|45187500|ref|NP_983723.1| LMFETAIGPSG-----------------------------QLKGYLRPETAQGQFLNFNKLLEFNNGKTPFASASIGKSFRNEISPRSGLLRVREFLMAEIEHFVDPE-NKNHPRFDEVKNLKLKFLPKGVQEAGRTEPIESTVADAVAS   325
gi|24664462|ref|NP_730022.1| LMFATQIGPTG-----------------------------LVKGFLRPETAQGIFVNFKRLLEFNQGKLPFAVAQIGNSFRNEISPRSGLIRVREFTMAEIEHFCDPV-LKDHPKFGNIKSEKLTLYSACNQMDG-KSAAQVQIGEAVAS   430
gi|158293345|ref|XP_557743.2| LMFGTQIGPTG-----------------------------LVKGFLRPETAQGIFVNFKRLLEFNQGRLPFAAAQIGNSFRNEISPRSGLIRVREFTMCEIEHFCDPQ-AKNHPKFENVADTVMTLYSACNQMDG-KSAQQIRIGDAVAS   368
gi|17554996|ref|NP_498093.1| LMFPTQIGPTG-----------------------------DFKAFLRPETAQGIFVNFKRLLEFNQGKLPFAAAQIGLGFRNEISPRQGLIRVREFTMCEIEHFVDPE-DKSLAKFAKVADQKLVLFSACNQLDG-APAQEVAIGEAVAK   408
gi|93102417|ref|NP_851009.2| LMFQTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPT-EKDHPKFQSVADLCLYLYSAKAQVTG-QSARKMRLGDAVEQ   388
gi|109472087|ref|XP_216152.4| LMFQTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPT-EKDHPKFPSVADLYLYLYSAKAQVTG-QSARKMRLGDAVEQ   448
gi|116805340|ref|NP_002038.2| LMFKTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPS-EKDHPKFQNVADLHLYLYSAKAQVSG-QSARKMRLGDAVEQ   398
gi|114612672|ref|XP_519025.2| LMFKTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPS-EKDHPKFQNVADLHLYLYSAKAQVSG-QSARKMRLGDAVEQ   398
gi|73976563|ref|XP_532502.2| LMFKTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPS-EKEHPKFQNVADLHLYLYSAKAQVSG-QSARKMRLGDAVDQ   400
gi|147902079|ref|NP_001091035.1| LMFKTFIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPS-EKDHPKFQNVADLYLYLYSAKAQVSG-QSARKMRLGDAVEQ   398
gi|71895709|ref|NP_001026681.1| LMFKTSIGPGG-----------------------------NMPGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPS-EKNHPKFQSVADLNILLYSSKAQLSG-QSAHLMRLGDAVQQ   344
gi|189536638|ref|XP_692410.3| LMFQTSIGPGG-----------------------------NMQGYLRPETAQGIFLNFKRLLEFNQGKLPFAAAQIGNSFRNEISPRSGLIRVREFTMAEIEHFVDPN-EKVHFKFSNVADLDIMLYSSKAQTSG-QSAQIMRLGDAVEQ   423
gi|18397278|ref|NP_564337.1| LMFQTSIGPSG-----------------------------LIPGYMRPETAQGIFVNFKDLYYYNGKKLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPE-NKSHPKFSDVAKLEFLMFPREEQMSG-QSAKKLCLGEAVAK   395
gi|115477547|ref|NP_001062369.1| LMFQTSIGPTG-----------------------------LNVGYMRPETAQGIFVNFKDLYYYNGQKLPFAAAQIGQAFRNEISPRQGLLRVREFTLAEIEHFVDPE-DKSHPKFVDVADLEFLMFPRELQLSG-ESAKLVKLGEAVSK   363
gi|124808643|ref|XP_001348371.1| LMFQTKIGPKDDNTEDKNKEKCKNVSNNKNLNSTNTNNNMNNVAFLRPETAQGIFVNFKKLLEYNGGKTPFAGAQLGLGFRNEISPRNGLLRVREFQMAEIEYFVNPK-KKNHEKYYLFKYLMLPLYPRDNQLTDGVVIKNMTLEEAVEK   536
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gi|145608852|ref|XP_369806.2| GLVDNETLGYFLARIHLFLEKIGVDKSKLRFRQHMANEMAHYACDCWDAELLTSYGWIECVGCADRSAYDLSVHAKKTNAPLIVRQRLPEPKIVEEWTVEVDKKKFGPKFKKDAKAVETVLLELNQDQRGKLEKELKDNGSITVDVPGVG   473
gi|32403756|ref|XP_322491.1| KIVDNETLGYFLARIHLFLKKIGVDQSKIRFRQHMGNEMAHYACDCWDAELLTSSGWVECVGCADRSAYDLTVHAKKTGAPLVVRETLETPEIVEKWEPEINSKKFGPTFRKDAKTVEAAILALPQEELAKLAEELKTNGKIVVDVPGVG   472
gi|19114847|ref|NP_593935.1| GIVDNTTLGYFMARISLFLEKIGIDMNRVRFRQHMSNEMAHYACDCWDAEIQCSYGWIECVGCADRSAYDLSVHSKATKTPLVVQEALPEPVVVEQFEVEVNRKKFGPRFKRDAKAVEEAMISWPESEKVEKSAQLVAEGKIIVNVNGVE   471
gi|6319597|ref|NP_009679.1| RMVDNETLGYFIARIYQFLMKIGVDESKLRFRQHMANEMAHYAADCWDGELKTSYGWIECVGCADRSAYDLTVHSKKTKEKLVVRQKLDNPIEVTKWEIDLTKKLFGPKFRKDAPKVESHLLNMSQDDLASKAELLKANGKFTIKVDGVD   478
gi|50303953|ref|XP_451926.1| KLVDNETLGYFIARIYQFLIKIGVDPERLRFRQHMANEMAHYAADCWDAELQTSYGWIECVGCADRSAYDLTVHSNKTKEKLVVREALETPIEVTKWEATLVKKLFGPKFRKDAPKVEARLLAFSQEELESYSAQLKKDGKITLKVEGME   478
gi|45187500|ref|NP_983723.1| GMIDNQTLGYFIARIYQFLTKIGVDEEKLRFRQHMSNEMAHYATDCWDAELKTSYGWIECVGCADRSAYDLTVHANKTKTALVVREKLDVPRQVTQWEIELTKKLFGPKFRKDAPKVENYLLNLSQDELASKAEQLSSDGKIVFQVEGIE   475
gi|24664462|ref|NP_730022.1| KLVANETLGYYMARIQQFLLAIGIKPECLRFRQHMSNEMAHYACDCWDAEILTSYGWVECVGCADRSAYDLGQHTAATGVRLVAEKRLPAPKTVEVSEIVPNKQALGKTFKKEAKNITDALAKLSLEEITKVEEQLAGDGQYKLTTA---   577
gi|158293345|ref|XP_557743.2| GLVANETLGYFMARIQMYLHRIGILPERLRFRQHMGNEMAHYACDCWDAECLTSYGWIECVGCADRSAYDLTQHTNATGVKLVAEKKLPAPKTIEVTEVVPNKAAIGKAFKKEAKAITEALAKLSLGEVETIGKSLGDSGEHLLAVN---   515
gi|17554996|ref|NP_498093.1| KTVANETLGYYMARCHQFLMKVGIDGRRLRFRQHLSNEMAHYAQDCWDAEILTSYGWIECVGNADRACYDLQQHYKATNVKLVAEKKLPEPVDVNFVEAQANMALLGKSFKKDAKKIQTSLQQLTSEQVSALEEELLAKKLYNLSVD---   555
gi|93102417|ref|NP_851009.2| GVINNSVLGYFIGRIYLYLTKVGISPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPNKGAVGKAYKKDAKLVLEYLSACDECYISEMELLLSEKGEFTIETE---   535
gi|109472087|ref|XP_216152.4| GVINNSVLGYFIGRIYLYLTKVGISPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPNKGAVGKAYKKDAKLVLEYLGACDECYITEMELLLSEKGEFTIETE---   595
gi|116805340|ref|NP_002038.2| GVINNTVLGYFIGRIYLYLTKVGISPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPSKGAIGKAYKKDAKLVMEYLAICDECYITEMEMLLNEKGEFTIETE---   545
gi|114612672|ref|XP_519025.2| GVINNTVLGYFIGRIYLYLTKVGISPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPSKGAIGKAYKKDAKLVMEYLAICDECYITEMEMLLNEKGEFTIETE---   545
gi|73976563|ref|XP_532502.2| GVINNSVLGYFIGRIYLYLTKVGVSPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPSKGAIGKAYKKDAKLVLEYLAVCDECYITEMEKLLNEKGEFTVETE---   547
gi|147902079|ref|NP_001091035.1| GVINNSVLGYFIGRIYLYLVKVGVSPEKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLVAEKPLKEPKTVNVVQFEPNKGAIGKAYKKDAKLVMEYLAICDECYITEMEKLLNEKGEFTVETE---   545
gi|71895709|ref|NP_001026681.1| GVINNSVLGYFIGRIYLFLTKVGVSPDKLRFRQHMENEMAHYACDCWDAESKTSYGWIEIVGCADRSCYDLSCHARATKVPLIAEKLLKEPKTVNIVQFEANKGAIGKAYKKDAKVVMEYLSMCDECYVTEMEQLLNDKGEFTVETE---   491
gi|189536638|ref|XP_692410.3| GVINNSVLGYFIGRIYLYLVKVGVAKDKLRFRQHMDNEMAHYACDCWDAETKTSYGWIEIVGCADRSCYDLLCHARATKVPLVAEKPLKEPKVVNVVQFEPNKGAIGKAYKKDAKFAMEYLAICDECYITEQEKLLNENGEFTIETE---   570
gi|18397278|ref|NP_564337.1| GTVNNETLGYFIGRVYLFLTRLGIDKERLRFRQHLANEMAHYAADCWDAEIESSYGWIECVGIADRSAYDLRAHSDKSGTPLVAEEKFAEPKEVEKLVITPVKKELGLAFKGNQKNVVESLEAMNEEEAMEMKATLESKGEVEFYVC---   542
gi|115477547|ref|NP_001062369.1| GTVNNETLGYFIGRVYLFLTRLGIDKNRLRFRQHLPNEMAHYAADCWDAEIECSYGWIECVGIADRSAYDLRAHSDKSGVPLVAHEKFSKPREVEKLVIVPSKKDLGLAFKGNQKMVVEALEAMSEKEAMDMKAALESKGETNFQVC---   510
gi|124808643|ref|XP_001348371.1| NIIANEALAYFLARTYLFLLKCGINKDGIRFRQHLKTEMAHYANDCWDAEILTSFGFIEVVGHADRSAYDLQHHMKYTGANLYACEKYNEPIEVEYVKMIPNKAKIGHTFKSEQNKIYACLNEKSNEELLIIDEELSKNNKYILNISNND   686
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                           :  . : .    .    .   *.*:***:*:**::: : ** :  *     .     : :   :** *  :..:  :  :      :   *    :.  :* :  .**::*:*.**:. . .:*:*         : *:*.
gi|145608852|ref|XP_369806.2| ----DGKVQVEKDLVSITWTKRTENTREFIPNVIEPSFGIGRILYCLLEHNYWTRASDGGDEARGVLSFTPVVAPTKVLIVPLSRHDDFVPFVQKISQKLRSVGVSSRVDDSSATIGRRYSRNDELGTPLGITVDFQTVK--DGTITLRD   617
gi|32403756|ref|XP_322491.1| ----DGKVEVSKDLVAIEWKKHTINIREYTPNVIEPSFGIGRILYSLLEHNYWVRE---GDEARGVISFPPAVAPVKVLIVPISSKAEFAPHVRRLSQKLRSVGISSRVDDSSASIGRRYARNDELGTPFGLTIDFQTLQ--DGTFTLRE   613
gi|19114847|ref|NP_593935.1| ----H---TVESDLVTIEKRKHTEHIRTYTPNVIEPSFGLGRILYVLMEHAYWTRP---EDVNRGVLSFPASIAPIKALIVPLSRNAEFAPFVKKLSAKLRNLGISNKIDDSNANIGRRYARNDELGTPFGLTVDFETLQ--NETITLRE   609
gi|6319597|ref|NP_009679.1| ----G-EVELDDKLVKIEQRTKVEHVREYVPSVIEPSFGIGRIIYSVFEHSFWNRP---EDNARSVLSFPPLVAPTKVLLVPLSNHKDLVPVHHEVAKILRKSQIPFKIDDSGVSIGKRYARNDELGTPFGVTIDFESAK--DHSVTLRE   618
gi|50303953|ref|XP_451926.1| ----G-DVEVDDKMVSIEKVTNTEHIREFVPNVIEPSFGIGRIIYSIFEHSFWSRP---EDTARAVLSFPPLVAPTKVLLVPLLNNPELSKITAQVSQILRKEQIPFKVDESGVSIGKRYARNDELGTPFGVTIDFDSVT--DGSITLRE   618
gi|45187500|ref|NP_983723.1| ----G-DIELDSKFISIEHKTKTEHVREYVPNVIEPSFGIGRIIYAIFEHSFWSRP---EDAARSVLSFPPLVAPTKVLLVPLSNNADLAEVVTEVSRVLRKEQIPFKVDDSGVSIGKRYARNDELGTPFGITIDFESIK--DGSVTLRE   615
gi|24664462|ref|NP_730022.1| D---GQSHDLGKDTISVKHSTKTVHVEEFIPSVVEPSFGIGRIMYSLLEHSFQCR---DGDEQRCYFTLPPLVAPIKCSILPLSNNTDFQPYTQKLSSALTKAELSHKVDDSSGSIGRRYARTDEIAIPYGITVDFDTLK-EPHTVTLRD   720
gi|158293345|ref|XP_557743.2| ----GTDVKLTNDLIAVKTTSKTVHVEEITPSVIEPSFGIGRIMYSLLEHSFRMR---EGDEQRSYFSLPPVVAPLKCSVLPLSNNAEFAPFVKKISSALTSVDVSHKVDDSSGSIGRRYARTDEIAIPYGITIDFDTLK-EPHTVTLRE   657
gi|17554996|ref|NP_498093.1| ----GQNYALTPEHLNIKKYTKKIHVQEITPSVIEPSYGIGRIMYALLEHSFRQR---EGDEQRTFLAFKPLVAPIKCSVLPISANDTLIPVMDAVKEELSRFEMSYKVDDSSGTIGRRYARTDEIGIPFGITVDFDSLKTTPFTVTIRH   698
gi|93102417|ref|NP_851009.2| ----GKTFQLTKDMVSVKRFQKTLHVEEVVPSVIEPSFGLGRIMYTILEHTFHVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRNGVSHKVDDSSGSIGRRYARTDEIGVAFGITIDFDTVNKTPHTATLRD   678
gi|109472087|ref|XP_216152.4| ----GKTFQLTKDMVSVKRFQKTLHVEEVVPSVIEPSFGLGRIMYTILEHTFHVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRNGVSHKVDDSSGSIGRRYARTDEIGVAFGITIDFDTVNKTPHTATLRD   738
gi|116805340|ref|NP_002038.2| ----GKTFQLTKDMINVKRFQKTLYVEEVVPNVIEPSFGLGRIMYTVFEHTFHVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRHGVSHKVDDSSGSIGRRYARTDEIGVAFGVTIDFDTVNKTPHTATLRD   688
gi|114612672|ref|XP_519025.2| ----GKTFQLTKDMVNVKRFQKTLYVEEVVPNVIEPSFGLGRIMYTVFEHTFHVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRHGVSHKVDDSSGSIGRRYARTDEIGVAFGVTIDFDTVNKTPHTATLRD   688
gi|73976563|ref|XP_532502.2| ----GKTFQLTKDMVSVKRFQKTLHVEEVVPNVIEPSFGLGRIMYTVFEHTFHVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRNGVSHKVDDSSGSIGRRYARTDEIGVAFGITIDFDTVNKTPHTATLRD   690
gi|147902079|ref|NP_001091035.1| ----GKTFQLTKDMVNVKRFQKTLHVEEVIPSVIEPSFGLGRIMYTVFEHTFQVR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRHGISHKVDDSSGSIGRRYARTDEIGVAFGITIDFDTVNKTPHTATLRD   688
gi|71895709|ref|NP_001026681.1| ----GKTFTLTKDMVTVKRFQKTLHVEEIVPNVIEPSFGIGRIMYTVFEHTFRIR---EGDEQRTFFSFPAVVAPFKCSVLPLSQNQEFMPFVKELSEALTRNGISHKVDDSSGSIGRRYARTDEVGVAFGITIDFDTVNRTPHTATLRD   634
gi|189536638|ref|XP_692410.3| ----GKTFKLTKDMVNIKRFQKTLHVEEVVPNVIEPSFGIGRIMYSIFEHTFRIR---EGDEQRTYFSFPATVAPYKCSVLPLSQNQEFMPFVRELSEALTRNGVSHKVDDSSGSIGRRYARTDEIGVAFGITIDFDTVNKNPHTATLRD   713
gi|18397278|ref|NP_564337.1| TL--KKSVNIKKNMVSISKEKKKEHQRVFTPSVIEPSFGIGRIIYCLYEHCFSTRPSKAGDEQLNLFRFPPLVAPIKCTVFPLVQNQQFEEVAKVISKELASVGISHKIDITGTSIGKRYARTDELGVPFAITVD------SDTSVTIRE   684
gi|115477547|ref|NP_001062369.1| TL--GKDVVITKKMVSISMEKKLEHQRVFTPSVIEPSFGIGRIIYCLFEHSFYTRPSKSEEEQLNVFRFPPIVAPIKCTVFPLVKNQEFDDAAKVIDKALTTAGISHIIDTTAISIGRRYARTDEIGVPFAVTVD------SATSVTIRE   652
gi|124808643|ref|XP_001348371.1| SINNECKYELTRDMLSFQKYKKKVQEENFIPNVIEPSFGIGRLIFCILEHSFRIRRFTDDKEERQYLSLPYKLAPIKCSILSISNNKAFYPYIKQIQMLLNQYNISSKIDNSSVSIGKKYARTDEIGIPFAVTIDFQTLK--DKTITLRE   834
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