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gi|73947202|ref|XP_533562.2| ----------------------------------MVKVVARVQSCPFFLTKEIIKPEDRRTKEQSKGQGRGWGKSEDDLAYRNWMVKKASMKFAGLLCVLLLIVFQTDFGQNEETPRKQRRRVYYRRLRKSS-SPSRRSSRQLGIQQT-V   150
gi|77736141|ref|NP_001029769.1| ------------------------------------------------------------------------------------------MKFSSLYCFLLLLIFQTDFGQNEETSRRQRRKMYHRRLRKSS-LSTHRSVRQPGIQQMKT   150
gi|4557543|ref|NP_001384.1| ------------------------------------------------------------------------------------------MKIAVLFCFFLLIIFQTDFGKNEEIPRKQRRKIYHRRLRKSSTSHKHRSNRQLGIQQTTV   150
gi|114625602|ref|XP_001148362.1| MLTLLMLFGDQYHIPAECCQNQVLGHNHVCNNKGVQQILFNIPFCPFFVFKESSDFVSFSAGDLNDTKQSLLSLDLQKLAGG----KKSNMKIAVLFCFFLL-IFQTDFGKNEEIPRKQRRKIYHRRLRKSSTSHKHRSNRQLGIPQTTV   150
gi|59858563|ref|NP_001012324.1| ------------------------------------------------------------------------------------------MKLAVLFCFILLIVLQTDCERG---TRRQRRRMHQRRLRKSS-SFHLRANRQLEVQQTTA   150
gi|50754246|ref|XP_414297.1| --------------------------------------------------------------------------------------------------------------------------MRHRGLRRSS----YAGRRFLRQPRMKL   150
gi|125850016|ref|XP_686507.2| -------------------------------------------------------------------------------------MPLCLIPQGSVMRPNLILAMSLLACLTFSLANEQRRPLVQGKRRGVGPKRARKQTSNISLQQGRT   150
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gi|73947202|ref|XP_533562.2| VTPIAT-IPVLNLDYSTEEKSDSFLSILGVESSYNVLPGKKGHCLVNGMTMYNRAVWSPEPCTTCLCSNGRVLCDEMTCHPLTCPQTVRPEGECCSVCSDA----------------------EQTEPTNSPHQ------VEMDQALQKE   300
gi|77736141|ref|NP_001029769.1| VTPAAK-LPIINLDYSIEENFESFLSVPGVESSYNVLPGKKGHCLANGMIMYNKAVWSPEPCTTCLCLNGKVLCDETKCHPQMCPQTIIPEGECCPVCSNT----------------------EQREPTNLPHKQQSPPWEEMNRALRKE   300
gi|4557543|ref|NP_001384.1| FTPVAR-LPIVNFDYSMEEKFESFSSFPGVESSYNVLPGKKGHCLVKGITMYNKAVWSPEPCTTCLCSDGRVLCDETMCHPQRCPQTVIPEGECCPVCSATVSYSLLSGIALNDRNEFSGDSSEQREPTNLLHKQLPPPQVGMDRIVRKE   300
gi|114625602|ref|XP_001148362.1| FTPVAR-LPIVNFDYSMEEKFESFSSFPGVESSYNVLPGKKGHCLVKGITMYNKAVWSPEPCTTCLCSDGRVLCDETMCHPQRCPQTVIPEGECCPVCSAT----------------------EQREPTNLLHKQLPPPQVGMDQIVRKE   300
gi|59858563|ref|NP_001012324.1| -APDAR-LPTANSDYSVEENIESLLSNLGVESSYSVLPGKKGYCFVKGMIMYNKAVWSPEPCTTCLCSNGRVLCDETECHPKACPYTIKPEGECCPICSDA-----------------------EQESINKLHKQVPPPQMEMDQVAIKE   300
gi|50754246|ref|XP_414297.1| PAPAAPSIPLINIDDGVMGVFDSLIGLGEHESSYNVLPGKKGQCTANGMIMFDKAVWSPKPCITCLCSKGEVICDTTMCHPLKCPQTIIPAGECCPVCSDTVSPLDSN-------------IVSLDDITELSGDSPEPNDLDNNPNVLPS   300
gi|125850016|ref|XP_686507.2| PESNGQ-------DRSVF--MESYKKTKEPKPNFEVTAGKSENCVFRGITMYDQTAWSPKPCVSCLCSKGEVVCDQILCPTLQCQLKFQPMGECCPICIDQVLDEFSGDPPTPN--------DLADPYIEISHNRRDKDRLKKDEEERVR   300
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gi|73947202|ref|XP_533562.2| ELQFEENEEEIKEDKDKEQKK------KTLGPGGQGRSLAEEQSR--GAAGRPRAVGRPAHQQGHPAREEAEEDKE-----------AEEEEEEEAEEEEEEG-TIRGDMFRV----------WSRPRGPPPPR----------------   450
gi|77736141|ref|NP_001029769.1| ELQLEEDEEEVKQDENREQKK------KTFRPGDWGRPINEGQSRE-GKAQRPEEEGRQAHQHRNPARENEEDDDE-----------EEEDDDDEEEDDDDEDETIRGDTFRM----------PPRLPIPATPR----------------   450
gi|4557543|ref|NP_001384.1| ALQSEEDEE--VKEEDTEQKR------ETPESRNQGQLYSEGDSRGGDRKQRPGEERRLAHQQQRQGR-EEEEDEE------------EEGEEGEEDEEDEE-DPVRGDMFRM----------PSRSPLPAPPR----------------   450
gi|114625602|ref|XP_001148362.1| ALQSEEDEE--VKEEDTEQKR------ETPESRNQGQLYSEGDSRGGDRKQRPGKERRLAHQQQRQGR-EEEEDEEDE---------EEEGEEGEEDEEDEE-DPVRGDMFRM----------PSRSPLPAPPR----------------   450
gi|59858563|ref|NP_001012324.1| ALQSEEDEE--IAEGHKEHKK------ETSVPTK-----IHGDGERTERKLRPEKEGRSAHQPLYHGRREEEESKEET---------EREGEEEEEEEEEEEEDAIRGDVFRM----------SSR-VIPGTPR----------------   450
gi|50754246|ref|XP_414297.1| SRTQTEKGE-LLRTEVVEIKE------NEVHKKDEKRRKKKGKKNRQKYKAHQKEEKPDGRKDEERRRLFEEEELQLE---------KELIRKRQGVRTRERDSEEQYESDED----------DGTFPIPVPPI----------------   450
gi|125850016|ref|XP_686507.2| KKDAERKQRKKQKKEEAERQKKLKEAKEAKEKEAEQRRLREEEEEKAAAEERKKKMEEQRRAEEERARRLEMEQREMMRALEEAAERAQEGLRGDEATEDEDIVWLRGDVFQMSLVQPTKEASPSLLPLPEPSEPVEEDTETGEEGPDVF   450
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gi|73947202|ref|XP_533562.2| ------GMPSVPSGCSLSYRTISCISAGLLQIPPLTGPEITSLELSGNSITAIPDEAFNGLPNLERLDLSKNNITSPGIGPKAFKRLKKLMRLNLDGNNLAEIPSELPSALEELKINENGLQAVSEESLSDLNQLVTLELEGNNLSETNV   600
gi|77736141|ref|NP_001029769.1| ------GIPSLPSMCSLSYKTISCISADLTQIPPLTAPEITSLELIDNSITSIPDEAFNGLPNLERLDLSKNNITSSGIGPKAFKFLKNLMRLNMDGNNLVTIPSELPSTLEELKINENKLQVIDEESLSDLNQLVTLELEGNNLSETNV   600
gi|4557543|ref|NP_001384.1| ------GTLRLPSGCSLSYRTISCINAMLTQIPPLTAPQITSLELTGNSIASIPDEAFNGLPNLERLDLSKNNITSSGIGPKAFKLLKKLMRLNMDGNNLIQIPSQLPSTLEELKVNENNLQAIDEESLSDLNQLVTLELEGNNLSEANV   600
gi|114625602|ref|XP_001148362.1| ------GTLRLPSGCSLSYRTISCINAMLTQIPPLTAPQITSLELTGNSIASIPDEAFNGLPNLERLDLSKNNITSSGIGPKAFKLLKKLMRLNMDGNNLIQVPSQLPSTLEELKVNENNLQAIDEESLSDLNQLVTLELEGNNLSEANV   600
gi|59858563|ref|NP_001012324.1| ------GRPRLPRSCSLSYRTISCVHADFTEIPPITAPEVTNLELVGNSIISIPDEAFNGLPNLERLDLSRNNITSSGIGPKAFKSLKKLMRLNMDGNNLVHIPSDLPSTLEELKINDNNLQAIDEKSLSDLNQLVTLELEGNNLSEINV   600
gi|50754246|ref|XP_414297.1| ------EAPPLPAACSTSESTVSCINAKLTQIPPISDPDLTSLDLTGNIITTISNEAFNGIPNLEWIDLSKNNISSSGIGPHAFKTLKKLKRLYLDGNMLVHIPSELPSTLEEIKINDNQLHAIDEDALQGLKNLVTLELEGNKLSEANV   600
gi|125850016|ref|XP_686507.2| EEESEMVTTLLPPGCTISDVIVTCENAKLMGIPPLSIPELKSLNLQGNEIKTIPAGAFNGIPNLEWIDLGKNKIHSSGIDPQAFKGLKLLSRLYMDGNLLEQIPTELPSTLQELKINENNLREIEENSFEGLSSLVTLEMEGNLLSEGNV   600
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gi|73947202|ref|XP_533562.2| NPLAFKSLKSLSYLRLGRNKFRIIPQGLPASIEELYLENNHIEEITEICFNHTRKINIIVLRYNKLEENRIAPLAWINQENLESIDLSYNKLYHVPSYLPKSLLHLVLLGNQIDRIPGYVFGHMEPGLEYLYLSFNRLSDDGVDQVSFYG   750
gi|77736141|ref|NP_001029769.1| NSLAFKPLKSLSYLRLGRNKFRIIPQGLPASIEELYLENNQIEEITEISFNHTRKINVIGLRYNKIEENRIAPLAWINQENLESIDLSYNKLYHVPSYLPKSLVHLVLIGNQIERIPGYVFGHMEPGLEYLYLSFNKLVDDGIDRVSFYG   750
gi|4557543|ref|NP_001384.1| NPLAFKPLKSLAYLRLGKNKFRIIPQGLPGSIEELYLENNQIEEITEICFNHTRKINVIVLRYNKIEENRIAPLAWINQENLESIDLSYNKLYHVPSYLPKSLLHLVLLGNQIERIPGYVFGHMEPGLEYLYLSFNKLADDGMDRVSFYG   750
gi|114625602|ref|XP_001148362.1| NPLAFKPLKSLAYLRLGKNKFRIIPQGLPGSIEELYLENNQIEEITEICFNHTRKINVIVLRYNKIEENRIAPLAWINQENLESIDLSFNKLYHVPSYLPKSLLHLVLLGNQIERIPGYVFGHMEPGLEYLYLSFNKLADDGMDRVSFYG   750
gi|59858563|ref|NP_001012324.1| DPLAFQSLESLSYLRLGRNKFRIIPQGLPASTEELYLENNQIEEITEICFNHTRKITMIILRYNKIEESRIAPLAWINQENLESIDLSYNKLYHVPSYLPKSLLHLVLIGNQIDRIPGYVFGHMQPGLEYLYLSFNRLSDDGVDLVSFYG   750
gi|50754246|ref|XP_414297.1| SPLAFYPLKSLSYLRLGRNKFRIIPQGLPTTLEELYLENNQIEEVSEICFNHTRKINVIVLKHNKLEEHRIAPLAWINQENLESIDLSYNKLYHVPSYLPKSLLHLILIGNQIERIPGYVFGHMKPGLEYLYLSFNKLTDDGIDPVSFFG   750
gi|125850016|ref|XP_686507.2| NPQAFKPLKELNYLRLNRNHFRTIPQGLPESLLELYLENNLIEDISEMAFNHTTNINVVVLRHNKLDESGIAPLAWINNRNLESIDLSYNNFYLVPSFLPKSLVHLVLVGNQIERIPGYVFAHMEPGLEYLYLSYNKLDGDGVEPESFFG   750
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gi|73947202|ref|XP_533562.2| AYHSLRELFLDHNDLKSIPPGVREMKALHFLRLNNNKIRNILPEQIC-------------NAEEDGDSTLEHLHLENNYIKTREISSYAFSCIRSYSSIVLKPQNIK   857
gi|77736141|ref|NP_001029769.1| AYHSLRELFLDHNELKSIPPGVQEMKALHFLRLNNNKIRNILPEQIC-------------NAEEDDDSNLQHLHLENNYIKTREIPSYAFSCIRSYSSIVLKPQNIK   857
gi|4557543|ref|NP_001384.1| AYHSLRELFLDHNDLKSIPPGIQEMKALHFLRLNNNKIRNILPEEIC-------------NAEEDDDSNLEHLHLENNYIKIREIPSYTFSCIRSYSSIVLKPQNIK   857
gi|114625602|ref|XP_001148362.1| AYHSLRELFLDHNDLKSIPPGIQEMKALHFLRLNNNKIRCVS------------------------DAVLETVTNRSD----VAFPLW-------------------   857
gi|59858563|ref|NP_001012324.1| AYHSLRELFLDHNDFKSIPPGIQDMKALHFLRLNNNKIRNIHPEQIC-------------NAEEDEDSALEHLHLENNYIRTREISSYAFSCIRLYSSIVLKPQHIK   857
gi|50754246|ref|XP_414297.1| AYHSLRELFLDHNDLKSVPFGIEEMRKLRFLRLNNNKIRTVPPERICRTHLHDDDVHYNSEEDEGEDSRLEHVHLENNYINTRQLSPHSFSCIRSYCSVVLKPQKTK   857
gi|125850016|ref|XP_686507.2| TLNTMTELCLDHNHLMAIPMGINEMTTLHFLRLNNNKIRHVPEQAIC-------------DPLSEDDSHLVAVRLENNFIDPRKIPPTAFSCVRSYSSVVLKPQRIK   857
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