
                                                                                                                                                                                        
gi|113930718|ref|NP_032753.5| ---------------------MPGSRR---------------------------VRPRLRALLLLPP---LLLLRSGHAS------DLTVAVVLPLTNTSYPWSWARVGPAVELALGRVKARPDLLPGWTVRMVLGSSENAAGVCSDTAA   150
gi|6981280|ref|NP_036745.1| ---------------------MPGSRR---------------------------VRPRLRALLLLPP---LLLLRGGHAS------DLTVAVVLPLTNTSYPWSWARVGPAVELALARVKARPDLLPGWTVRMVLGSSENAAGVCSDTAA   150
gi|73961665|ref|XP_547577.2| ---------------------MLRPGRP--------------------------AGA-LPLPPPPPPLLLLLLLPGSQAG------NLTVAVVLPLANTSYPWSWARVGPAVELALAAVRAQPDLLPGWTVRTVLGSSENALGVCSDTAA   150
gi|194665089|ref|XP_612318.3| ---------------MVPAEAMPRPGRP--------------------------SGARLRLLLLLPP---LLLLPGSYAG------NLTVAVVLPLTNTSYPWSWARVGPAVELALARVKARPDLLPGWTVRTVLGSSESALGVCSDTAA   150
gi|167830411|ref|NP_000897.3| ---------------------MPGPRRP--------------------------AGSRLRLLLLLLLPPLLLLLRGSHAG------NLTVAVVLPLANTSYPWSWARVGPAVELALAQVKARPDLLPGWTVRTVLGSSENALGVCSDTAA   150
gi|113678661|ref|NP_001038402.1| -----------------MELFQMGPLRLTL--------------------LVLLSGVSFGVVELEPVPENQPQSPSAHASQK----NITLAVILPLHNTEYPWAWPRVGPALYWALEKVNSDPNLLAGYHLQLVFNSSENKEGLCSDSVA   150
gi|221330468|ref|NP_726013.2| MHLLGISIHFFFLMYVNCFSAHPNPRRNDITWDDLNKDISLDSTTSLAGLNASDAGLEQRMYERSRESKSTQLSRYTEVGEMGSTMRVYNVGVLMASHLDSPFDLERCGPAVDLALDEIN--KVFLKPHNITLLK--KKGSYPSCSGARA   150
gi|158293450|ref|XP_314790.4| ---------------------------------------------------------------------------------------VYHVGVLMASHLDSPFDLERCGPAIDLALELVN--QSLMKVHNVRLSK--VQRSYATCSGSKS   150
gi|118104469|ref|XP_429192.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
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gi|113930718|ref|NP_032753.5| PLAAVDLKWEHSPAVFLGPGCVYSAAPVGRFTAHWRVPLLT---------------------------AGAPALGIGVKDEYALTTRTGPSHVKLGDFVTALHRRLGWEHQALVLYADRLGDDRPCFFIVEGLYMRVRERLNITVNHQEF   300
gi|6981280|ref|NP_036745.1| PLAAVDLKWEHSPAVFLGPGCVYSAAPVGRFTAHWRVPLLT---------------------------AGAPALGIGVKDEYALTTRTGPSHVKLGDFVTALHRRLGWEHQALVLYADRLGDDRPCFFIVEGLYMRVRERLNITVNHQEF   300
gi|73961665|ref|XP_547577.2| PLAAVDLKWEHSPAVFLGPGCVYAAAPVGRFTAHWRVPLLT---------------------------AGAPALGFGAKDEYALTTRAGPSHAKLGDLVAALHRRLGWERRALVLYAYRPGDDQPCFFVVEGLYVRVRERLNITVDHLEF   300
gi|194665089|ref|XP_612318.3| PLAAVDLKWEHSPAVFLGPGCVYAAAPVGRFTAHWRVPLLT---------------------------AGAPAVGFGAKDEYALTTRAGPSHAKLGDFVAALHRRLGWERQALVLYAYQPGDDQPCFFVVEGLYMRVRDRLNITVDHLEF   300
gi|167830411|ref|NP_000897.3| PLAAVDLKWEHNPAVFLGPGCVYAAAPVGRFTAHWRVPLLT---------------------------AGAPALGFGVKDEYALTTRAGPSYAKLGDFVAALHRRLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLNITVDHLEF   300
gi|113678661|ref|NP_001038402.1| PLVAVDLKFSYNPWAFIGPGCDYSSSPVARFTTHWEVPMIT---------------------------SGARALGF---NLYSSITNIGPTHKKLGEFVLRMHRHFGWDKHAMLMFNDNKNDDRPCYFAVEGPYTQMRE-DNITADDLVF   300
gi|221330468|ref|NP_726013.2| PGLAADMYFQDDVIAFIGPACAFALEPVARLAAYWNKPIITGMGDQPPSSEGELTVTSGILGRIH-KWKNENTGMFKDKSKYPTLTRMSYCQCRLILVFASVIRQFNWNHVALLVDR----SELFSWTVGKNLEYGLRQEGLLSFVKELN   300
gi|158293450|ref|XP_314790.4| PGLAADLHFKHSVIAFIGPACAFALEPVAQLADYWNTPIITGMGDQPPS-EGELSVTSGILGRLSNRWKNDSSGMFKDKSRYQTLTRMSYCQCRLKLVFSSIFRQFGWRHIALIIDR----SDLFSLTVGKNLEYGLKDEELLKFVRELD   300
gi|118104469|ref|XP_429192.2| -------------------------------------------------------------------------------------------MRATKILAFRLQSLLSLLVILVEGWHDLDNKDYDCWPLEKPDEYNMMDCGGLEMAWVQK   300
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gi|113930718|ref|NP_032753.5| VEGD-PDHYTKLLRTVQRKGRVIYICSSPDAFRNLMLLALDAGLTGEDYVFFHLDVFGQSLQGAQGPVPRKPWERDDGQDRRARQAFQAAKIITYKEPDNPEYLEFLKQLKLLADKKFNFTMEDG-LKNIIPASFHDGLLLYVQAVTETL   450
gi|6981280|ref|NP_036745.1| VEGD-PDHYPKLLRAVRRKGRVIYICSSPDAFRNLMLLALNAGLTGEDYVFFHLDVFGQSLKSAQGLVPQKPWERGDGQDRSARQAFQAAKIITYKEPDNPEYLEFLKQLKLLADKKFNFTVEDG-LKNIIPASFHDGLLLYVQAVTETL   450
gi|73961665|ref|XP_547577.2| AEGD-LDQYALLLHTVRRQGRVIYICSSPDAFRTLMLLAMEAGLSGEDYVFFHLDLFGHSLQGAPGLAPHRPWERGDGQDVSAHQAFQAAKIITYKEPENPEYLEFLQQLKHLAHEQFNFTVEDG-LVNTIPASFHDGLLLYVQAVTETL   450
gi|194665089|ref|XP_612318.3| AEGD-RDHYTMLLRTVRRKGRVIYICSSPDTFRALMLLALEAGLSGNDYVFFHLDLFGQSLQGAHGIAPRRPWERGDGQDVSAHQAFRAAKIITYKEPDNPEYLEFLQKLKRLALEQFNFTMEDG-LVNTIPASFHDGLLLYIQAVTETL   450
gi|167830411|ref|NP_000897.3| AEDD-LSHYTRLLRTMPRKGRVIYICSSPDAFRTLMLLALEAGLCGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSARQAFQAAKIITYKDPDNPEYLEFLKQLKHLAYEQFNFTMEDG-LVNTIPASFHDGLLLYIQAVTETL   450
gi|113678661|ref|NP_001038402.1| NEDEEPLRYDELLRDISHKARVVYVCCKWETFRKLMVEFWRQGFPQEEYAFFFIDLFGRSLQS----HPARPWARGDADDNAAKEAFKSVKILTYREPQNPEYKDFVSKLKTEAMDMFNFNVEDS-LMNLISGSFHDGVMLYSHALNDTM   450
gi|221330468|ref|NP_726013.2| GNEE--EVYENYLKDASMYARVVILSVRGVLVRKFMLAAHSLGMTNGEWVFLDVEIFQSEYWG------DKGWEMKDEHDAKARKAYEALLRVSLLQPTSPKFQDFADNVRENALYDYNYTFGEGEEVNFFIGAFYDGVYLLGMALNETL   450
gi|158293450|ref|XP_314790.4| GNDE--EDIEAYLKDASMYARVIILSVRGSLVRKFMLSALALGMTRGEFTFLDVEIFQSSYWG------DHYWELGDEDDFKARKSYEALLRVSLLQPTSPTYQYFAEKVRALAKQDYNYTFVEDEEVNFFIGAFFDGVYLLGMALNDTL   450
gi|118104469|ref|XP_429192.2| PPET---------AVSGEFFNVTYAVFASDGFYQYAVQNGILSHSQNTNASAAKEFCEEHECP-------ASWKDANGENCCVHHANIHSCPLAFMGRG---------------------------------GICGPWIPDDGQIFTHTL   450
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gi|113930718|ref|NP_032753.5| AQGGTVTDGENITQRMWNRSFQGVTGYLKIDRNGDRDTDFSLWDMD-PETGAFRVVLNFNGTSQELMAVSEHRLYWPLGY--PPPDIPKCGFDNEDPACNQDHFSTLEVLALVGSLSLVSFLIVSFFIYRKMQLEKELVSELWRVRWEDL   600
gi|6981280|ref|NP_036745.1| AQGGTVTDGENITQRMWNRSFQGVTGYLKIDRNGDRDTDFSLWDMD-PETGAFRVVLNYNGTSQELMAVSEHKLYWPLGY--PPPDVPKCGFDNEDPACNQDHFSTLEVLALVGSLSLISFLIVSFFIYRKMQLEKELVSELWRVRWEDL   600
gi|73961665|ref|XP_547577.2| AHGGAVTDGEAITQRMRNRSFQGVTGYLKMDSNGDRETDFSLWDMH-PETGTFRVVLNYNGTSQELVAVPGRKLSWPLGY--PPPDIPKCGFDNEDPACSQDHFSTLEVLALVGSLSLLSILTVSFFIYRKMQLEKELASELWRVRWEDV   600
gi|194665089|ref|XP_612318.3| AHGGAVTDGEGITQRMWNRSFQGVTGYLKMDSNGDRETDFSLWDMD-PNTGAFRVVLNFNGTSQELMTMSGCKLNWPLGY--PPPDVPKCGFDNEDPACNQDHFSTLEVLALVGSLSLLSILIVSFFIYRKMQLEKELASELWRVRWEDL   600
gi|167830411|ref|NP_000897.3| AHGGTVTDGENITQRMWNRSFQGVTGYLKIDSSGDRETDFSLWDMD-PENGAFRVVLNYNGTSQELVAVSGRKLNWPLGY--PPPDIPKCGFDNEDPACNQDHLSTLEVLALVGSLSLLGILIVSFFIYRKMQLEKELASELWRVRWEDV   600
gi|113678661|ref|NP_001038402.1| DRSGSRPPGDVVNKRMWNRTYHGVTGLVQLDENGDREIDFALWDMTDTKTGDYQIVSVYNGSQKQMILEPGMKVHWLKGR--PPPDIPECGFKNDNPACLAKTVTMHQMISIVVCFIFIIIVTVTVFIYRKLKLENELTAQLWRVHWEDI   600
gi|221330468|ref|NP_726013.2| TEGGDIRDGVNITRRMWNRTFEGITGHVRIDDNGDRDADYSILDLD-PINGKFSVVAHYSGVHKVYSAVHGKKIHWPGGREEPPPDVPPCGFLGNSTDCVGN-FSTIMYSVFGLLLFLGLVFLVICLLQKQMKLSKELNNMSWRVRPDDV   600
gi|158293450|ref|XP_314790.4| NEGGDIRDGTAITRKMWGRDFEGITGHVRIDDNGDRDADYSILDLD-PITGRFEVVAHYYGITREYSPVKGKKIHWPGGREGPPPDVPKCGFLGTSPACQGN-DMIIRYGLVGFGIISAFAAAVTYILCKQMKLNSELNNMSWRVRPDEV   600
gi|118104469|ref|XP_429192.2| STAG----------KMSQRNWTSKVVLVHVG---------------------VTSLIAHIRVGRMQVALEAKTTVLPAVVCGDGFCEEEESCSICPADCGECPLSAYARIAIALPICLVCTGFIMTVMWFQYQKQKMLWDESWIIEFTCI   600
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gi|113930718|ref|NP_032753.5| QPSS------LERHLRSAGSRLTLSGRGSNYG--SLLTTEG--QFQVFAKTAYYKGNLVAVKRVNRKRIELTRKVLFELKHMRDVQNEHLTRFVGACTDPP--NICILTEYCPRGSLQDILENESITLDWMFRYSLTNDIVKGMLFLHNG   750
gi|6981280|ref|NP_036745.1| QPSS------LERHLRSAGSRLTLSGRGSNYG--SLLTTEG--QFQVFAKTAYYKGNLVAVKRVNRKRIELTRKVLFELKHMRDVQNEHLTRFVGACTDPP--NICILTEYCPRGSLQDILENESITLDWMFRYSLTNDIVKGMLFLHNG   750
gi|73961665|ref|XP_547577.2| QPSS------LERHLRSTGSRLTLSGRGSNYG--SLLTTEG--QFQVFAKTAYYKGNLVAVKRVNRKRIELTRKVLFELKHMRDVQNEHLTRFVGACTDPP--NICILTEYCPRGSLQDILENEGITLDWMFRYSLTNDIVKGMLFLHNG   750
gi|194665089|ref|XP_612318.3| QPSS------LERHLRSAGSRLTLSGRGSNYG--SLLTTEG--QLQIFAKTAYYKGNLVAVKRVNRKRIELTREVLFELKHMRDVQNEHLTRFVGACTDPP--NICILTEYCPRGSLQDILENESITLDWMFRYSLTNDIVKGMLFLHNG   750
gi|167830411|ref|NP_000897.3| EPSS------LERHLRSAGSRLTLSGRGSNYG--SLLTTEG--QFQVFAKTAYYKGNLVAVKRVNRKRIELTRKVLFELKHMRDVQNEHLTRFVGACTDPP--NICILTEYCPRGSLQDILENESITLDWMFRYSLTNDIVKGMLFLHNG   750
gi|113678661|ref|NP_001038402.1| QMSN------TEKVLRRACSKLTISLRGSNYG--SLLTMDG--NFQIYAKTGYYKGNITAIKYVNKKRIELTRKVLFELKHMRDVQNEHLTRFIGACIDPP--NICILTEYCPRGSLQDLMESEGITLDWMFRYSLINDIVKGMAFLHNS   750
gi|221330468|ref|NP_726013.2| LIEMGGMFGSKGGLQRLDVENISLQQFGIHSGRASIASFTS-LPPQVYTTIGQFKGERVAIKKVNVKKVDLTPQLLWEIKQARDVSHENTVRFVGACIDLPRPTVLILTEYCSRGSLKDVLENEAIELDWNFRMSLIHDIVKGMNYLHNS   750
gi|158293450|ref|XP_314790.4| LLEVGKMFGSKMGLQKLNYENFSLQQFGLNSGRVSIASGNSQLPAQLFTTIGIYKGERVAIKKVAKKKVYITSTLLWEIKQARDVSHENTVRFVGACIDLPRPTILILTEYCPKGSLKDVLENEAIQLDWNFRMSLIHDVVKGMAYLHNS   750
gi|118104469|ref|XP_429192.2| KQDHILWTATGSVMSGPPAPSESNASCITVLSSCTAAANAS--KKQHFTQTGRYDGRTVAIKKIMKKAFTLSKSIRKEVKQVRELDHPNLCKFIGGCIEIP--NVAIVTEYCPKGSLHDVLLNEDIPLNWGFRFSFATDIAQGMAYLHHH   750
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gi|113930718|ref|NP_032753.5| AIGSHGNLKSSNCVVDGRFVLKITDYGLESFR-DPEPEQGHTLFAKKLWTAPELLRMASPPA--RGSQAGDVYSFGIILQEIALRSGVFYVEGLDLSPKEIIERVTRGEQPPFRPSMDLQSHLEELGQLMQRCWAEDPQERPPFQQIRLA   900
gi|6981280|ref|NP_036745.1| AICSHGNLKSSNCVVDGRFVLKITDYGLESFR-DPEPEQGHTLFAKKLWTAPELLRMASPPA--RGSQAGDVYSFGIILQEIALRSGVFYVEGLDLSPKEIIERVTRGEQPPFRPSMDLQSHLEELGQLMQRCWAEDPQERPPFQQIRLA   900
gi|73961665|ref|XP_547577.2| AICSHGNLKSSNCVVDGRFVLKITDFGLESFR-DPEPEQGHILYAKKLWTAPELLRMASPPA--RGSQAGDVYSFGIILQEIALRSGVFHVEGLDLSPKEIVERVTRGEQPPFRPSLALQSHLEELGQLMQRCWAEEPQERPPFQQIRLM   900
gi|194665089|ref|XP_612318.3| AICSHGNLKSSNCVVDGRFVLKITDYGLESFR-DPEPEQGHTLYAKKLWTAPELLRMASPPA--RGSQAGDVYSFGIILQEIALRSGAFHVEGLDLSPKEIIERVTRGEQPPFRPSLALQSHLEELGQLMQRCWAEDPQERPPFQQIRLM   900
gi|167830411|ref|NP_000897.3| AICSHGNLKSSNCVVDGRFVLKITDYGLESFR-DLDPEQGHTVYAKKLWTAPELLRMASPPV--RGSQAGDVYSFGIILQEIALRSGVFHVEGLDLSPKEIIERVTRGEQPPFRPSLALQSHLEELGLLMQRCWAEDPQERPPFQQIRLT   900
gi|113678661|ref|NP_001038402.1| VIVSHGNLKSSNCVVDSRFVLKITDYGLESFHKDSNLDDVHAFYARQLWTAPELLRADNPPA--CGTQKGDVYSFGIILQELALLKGVFYLEGPCLSPKEIIERVVEGRWPYLRPLLCPQSHSEEMGQLMLRCWSEDVNERPDFSQIKVL   900
gi|221330468|ref|NP_726013.2| DVAAHGKLRSCNCLIDGRFVLKISDFGLRTLTTPSDFVRDQNYYLKLLWIAPELLPLTTIPGCCPATQRGDVYSFGIILEEIVNRGGPYQEARQQMDVHTILHKVRQCNG--FRPLIRERECPPDLLELMEKCWADNQEERPTFSTIRSN   900
gi|158293450|ref|XP_314790.4| DVGVHGKLRSCNCLIDGRFVLKISDFGLRTLTTPSEY----------------LLPATVIPG-TPATQKGDVYSFAIILEEIVVRGGPYETARQFLDPQAIVERVALHESPPFRPFVGQRDCPPDLLDLMEKCWSDSPDDRPTFSGIRSS   900
gi|118104469|ref|XP_429192.2| KMY-HGRLKSNNCVIDDRWVCKIADYGLQLYR-KEDSSEGYQQHLIQIYTAPEIHSLLDFEP----NSMTDVYSYAIILLEIATRSDPMPKDDVPSSEHSWCLPLAELISGKAEDSCP---CPTDYIELIRKCRKNNPVQRPTFEQIKKM   900
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gi|113930718|ref|NP_032753.5| LRKFNKENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLKRGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGQLHAREVARMAL  1050
gi|6981280|ref|NP_036745.1| LRKFNKENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLKRGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGQLHAREVARMAL  1050
gi|73961665|ref|XP_547577.2| LRKFNRESSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRRAEALLYQILPHSVAEQLKRGETVQAEAFDSVTIYFSDIVGFTALSAQSTPMQVVTLLNDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGLLHAREVARMAL  1050
gi|194665089|ref|XP_612318.3| LRKFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLKRGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGRLHAREVARMAL  1050
gi|167830411|ref|NP_000897.3| LRKFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLKRGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGRLHACEVARMAL  1050
gi|113678661|ref|NP_001038402.1| LRKNNCGYGSNILDNLLSRMEQYANNLEELVEERTQAYHEEKRKAEALLYQILPHSVAEQLKRGEMVQAEAFDSVTIYFSDIVGFTALSAESTPMEVVTLLNDLYTCFDAIIDNFDVYKVETIGDAYMVVSGLPVRNGKLHAREIARMSL  1050
gi|221330468|ref|NP_726013.2| IRTIMKGFCENLMDDLLNRMEQYANNLESLVEEKTRQLSLEKQRTEELLYQILPRPVAQQLMAGDLVEPEEFSSVTIYFSDIVGFTELCARSSPMDVVNFLNDLYSTFDRIIGFYDVYKVETIGDAYLVVSGLPEPNGDKHAREIALMAL  1050
gi|158293450|ref|XP_314790.4| VRLIMKGFCENLMDDLLRRMEQYANNLESLVEEKTEQLSMEKRRTEELLYQVLPRPVAQQLLAGEMVQPEQFECVTIYFSDIVGFTALCAQSRPMEVVDFLNDLYSTFDRIIGFYDVYKVETIGDAYMVVSGLPERNGHDHAREIGLMAL  1050
gi|118104469|ref|XP_429192.2| LNKMNPNK-VNPVDMMMTLMEKYSKHLEILVSERTQDLMHEKQKTDRLLYSMLPKQVADDLRQGKRAQAQSYLSATIFFSDIVGFTQLSSSSTPYQVVDLLNKLYTTFDEIIDNYDVYKVETIGDAYMVVSGVPKENGILHAGEIASMAL  1050
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gi|113930718|ref|NP_032753.5| ALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALRIHLSSETKAVLEEFDGFELELRGDVEMKGKGKVRTYWLLGERGCSTRG----------------------------------  1195
gi|6981280|ref|NP_036745.1| ALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHLSSETKAVLEEFDGFELELRGDVEMKGKGKVRTYWLLGERGCSTRG----------------------------------  1195
gi|73961665|ref|XP_547577.2| ALLDAVRSFRIRHRPQEELRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHLSSETKAVLEEFGGFELELRGDVEMKGKGKVRTYWLLGERGSSTRG----------------------------------  1195
gi|194665089|ref|XP_612318.3| ALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHLSSETKAVLEEFGGFELELRGDVEMKGKGKVRTYWLLGERGSSTRG----------------------------------  1195
gi|167830411|ref|NP_000897.3| ALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHLSSETKAVLEEFGGFELELRGDVEMKGKGKVRTYWLLGERGSSTRG----------------------------------  1195
gi|113678661|ref|NP_001038402.1| ALLEAVHSFRIRHRPNLQLRLRIGIHSGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALKIHVSEATRAVLQEFNCFQLELRGDVEMKGKGRMRTYWLLGEISSNNA-----------------------------------  1195
gi|221330468|ref|NP_726013.2| DILRAVSSFNLRHKPEYKIQIRIGMHSGSVCAGVVGKKMPHYCLFGDTVNTASRMESTGQPGKIHVSSATKAILDKFGTFQMEQRGDVELKGKGTVTTYWLNSTSEGEARPPTPQILTTDEVPFPLLFAGMGK------------  1195
gi|158293450|ref|XP_314790.4| AILDAVRSFTIKHKPEYQLKIRIGIHSGPVCAGVVGQKMPHYCLFGDTVNTASRMESTGHPLKIHVSEAAKQILDKFGTFRTELRGDVELKGKGIVTTYWLLECSEPDPR-----------------------------------  1195
gi|118104469|ref|XP_429192.2| DLVNVCKTFKIPHKPNTLLKIRAGIHSGAVVAGVVGTKMPRYCLFGDTVNTASRMESTSEALKIQCSSSAYQLLEQIGDYVLICRGNLQVKGKGDMVTYWLEGKKASATQKTVPNPSVTLQDPNRASFSLIPGVLQSDPVSSPSY  1195
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