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gi|4504919|ref|NP_002264.1| MSIRVTQKSYKVSTSG-------PRAFSSRSYTSGPGSRIS----SSSFSRVGSSN--FRGGLGG---------------GYGGASGMGG-------------------------------------ITAVTVNQSLLSPLVLEVDPNIQ   150
gi|114620277|ref|XP_001158862.1| MSIRVTQKSYKVSTSG-------PRAFSSRSYMSGPCARIS----SSSFSRVGSST--FRGGLGG---------------GCGGASGMGG-------------------------------------ITAVTVNQSLLSPLVLEVDPNIQ   150
gi|114145561|ref|NP_112447.2| MSIRVTQKSYKMSTSG-------PRAFSSRSFTSGPGARIS----SSSFSRVGSSSSSFRGSMGTGVGLG----------GFGGAGVGG--------------------------------------ITAVTVNQSLLSPLKLEVDPNIQ   150
gi|40786432|ref|NP_955402.1| MSVRVTQKSYKMSTSG-------PRAFSSRSFTSGPGARIS----SSSFSRVGSSSSSFRGSLG----------------GFGGAGVGG--------------------------------------ITAVTVNQSLLNPLKLEVDPNIQ   150
gi|73996455|ref|XP_543639.2| MSIRVTQKSYKMSTSS-------PRAFSSRSYTSGPSSRIS----SSAFSRVGSSSGSFRGGLNSSMSVVG---------GYGGPGVVGS-------------------------------------ITAVSVNQSLLNPLKLEVDPNIQ   150
gi|75812916|ref|NP_001028782.1| MSIRVTQKSYKVSTSA-------PRSFSSRSYTSGPGSRIS----SSAFSRVGSSS-SFRGGLGTGMSMAG---------SYGGAPGLGG-------------------------------------ITAVTVNQSLLSPLKLEVDPNIQ   150
gi|18858425|ref|NP_571231.1| MSTSFKTFTSSGSMSGGMGGGGIRKNFSSMSTSAVPMGSR--SSVSFRRSGGGGGGGGFGAGSGGSFSYSMGGGGGGGGSGYGGGFGSGGGFGSGGGFGGGAGFGGGSAYGGGAGFGGGFGPGGVVPITAVTVNQNLLAPLNLEIDPNIQ   150
gi|18858947|ref|NP_571584.1| MSTRSISYSS---------GGSIRRGYTSQSAYAVPAGSTRMSSVTSVRRSGVGASPGFGAG--GSYSFSS--------SSMGGGYGSG----LGGGLGGGMGFRCG------------------LPITAVTVNQNLLAPLNLEIDPTIQ   150
gi|41056085|ref|NP_956374.1| MSTYSKKTSYTVKSSS---SGSIPRNFSSLSYSGPSMSRQ----SYSARSSYGGVNRGMGAGMGGGSGFIS--------SSSAYGLGMG----MGTGMGAGV----------------------VAPIQAVTVNKSLLAPLNLEIDPNIQ   150
gi|118129654|ref|XP_424502.2| MSVTITRKSVRSSSAVP------VRSFSSRSFTAGPTVRMS---AASAYGTLSGSRFGVGGLQRGPVAVS------------GGG------------------------------------------IAAVTVNQSLLTPLNLDIDTSIQ   150
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gi|4504919|ref|NP_002264.1| AVRTQEKEQIKTLNNKFASFIDKVRFLEQQNKMLETKWSLLQQQKTARSNMDNMFESYINNLRRQLETLGQEKLKLEAELGNMQGLVEDFKNKYEDEINKRTEMENEFVLIKKDVDEAYMNKVELESRLEGLTDEINFLRQLYEEEIREL   300
gi|114620277|ref|XP_001158862.1| AMHTQEKEQIKTLNNKFASFIDKVWFLEQQNKMLETKWSLLQQQKTAQSNMDNMFESYINNLRRQLETLGQEKLKLEAELGNMQGLVEDFKNKYEDEINKHTEMENEFVLIKKDVDEAYMNKVELESRLEGLTDEINFLRQLYEKEIREP   300
gi|114145561|ref|NP_112447.2| AVRTQEKEQIKSLNNKFASFIDKVRFLEQQNKMLETKWSLLQQQKTSRSNMDNMFESYINNLRRQLEALGQEKLKLEAELGNMQGLVEDFKNKYEDEINKRTEMENEFVLIKKDVDEAYMNKVELESRLEGLTDEINFLRQIHEEEIREL   300
gi|40786432|ref|NP_955402.1| AVRTQEKEQIKTLNNKFASFIDKVRFLEQQNKMLETKWSLLQQQKTSRSNMDNMFESYINNLRRQLEALGQEKLKLEVELGNMQGLVEDFKNKYEDEINKRTEMENEFVLIKKDVDEAYMNKVELESRLEGLTDEINFLRQIHEEEIREL   300
gi|73996455|ref|XP_543639.2| AVRTQEKEQIKSLNNKFASFIDKVRHLEQQNKILETKWSLLQQQKTSRSNIDNMFESYINNLRRQLDTLGQEKLKLEVELGNMQGLVEDFKNKYEDEIKLRGDMENEFVLIKKDVDEAYMNKIELESRLEGLTDEINFLRQLYEEEIHEL   300
gi|75812916|ref|NP_001028782.1| AVRTQEKEQIKTLNNKFASFIDKVRHLEQQNKVLETKWNLLQQQKTARSNIDNMFESYINNLRRQLETLAQEKLKLEVELGNMQGLVEDFKTKYEDEIQKRTDMENEFVIIKKDVDEAYMNKVELESRLEGLTDEINFYRQLYEEEIREM   300
gi|18858425|ref|NP_571231.1| VVRTQEKEQIKTLNNRFASFIDKVRFLEQQNKVLETKWSLLQEQTTTRSNIDAMFEAYIANLRRQLDGLGNEKMKLEGELKNMQNLVEDFKNKYEDEINKRAAVENEFVLLKKDVDAAYMNKVELEAKVDSLQDEINFLRAIFEEELREL   300
gi|18858947|ref|NP_571584.1| AVRTSEKEQIKTFNNRFAFLIDKVRFLEQQNKMLETKWSLLQEQTTTRSNIDAMFEAYISNLRRQLDGLGNEKMKLEGELKNMQGLVEDFKNKYEDEINKRASVENEFVLLKKDVDAAYMNKVELEAKVDALQDEINFLRAVYEAELREL   300
gi|41056085|ref|NP_956374.1| IVRTQEKEQIKTLNNRFASFIDKVRFLEQQNKMLETKWSLLQNQTATRSNIDAMFEAYIANLRRQLDSLGNDKMKLEADLHNMQGLVEDFKNKYEDEINKRTECENEFVLIKKDVDEAYMNKVELEAKLESLTDEINFLRQIFEEEIREL   300
gi|118129654|ref|XP_424502.2| QVRKEEKEQIKTLNNRFASFIDKVRFLEQQNKMLETKWSLLQSQQPQRSDLRGLFEGYVGTLRRQLEGLGQERLRLEAELGSMQGLVEDFKNKYEEEINHRTEKENEFVLLKKVLETGTMRLGQWVLMMRHLDPDTSWSHSSYEELKTTA   300
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gi|4504919|ref|NP_002264.1| QSQISDTSVVLSMDNSRSLDMDSIIAEVKAQYEDIANRSRAEAESMYQIKYEELQSLAGKHGDDLRRTKTEISEMNRNISRLQAEIEGLKGQRASLEAAIADAEQRGELAIKDANAKLSELEAALQRAKQDMARQLREYQELMNVKLALD   450
gi|114620277|ref|XP_001158862.1| QSQISDTSVVLSMDNSRSLDMDSIIAEVKAQYEDIANCSWAEAESMYQIKYEELQSLAGKHGDDLRRTKTEISEMNQNISQLQAEIEGLKGQRASLEATIADAEQRGELAIKDANAKLSELEAALQRAKQDMARQLHEYQELMNVKLALD   450
gi|114145561|ref|NP_112447.2| QSQISDTSVVLSMDNSRSLDMDGIIAEVRAQYEDIANRSRAEAETMYQIKYEELQTLAGKHGDDLRRTKTEISEMNRNINRLQAEIEALKGQRASLEAAIADAEQRGEMAIKDAQTKLAELEAALQRAKQDMARQLREYQELMNVKLALD   450
gi|40786432|ref|NP_955402.1| QSQISDTSVVLSMDNSRSLDMDSIIAEVRAQYEEIANRSRAEAETMYQIKYEELQTLAGKHGDDLRRSKTEISEMNRNISRLQAEIDALKGQRATLEAAIADAEQRGELAVKDANAKLEDLKNALQKAKQDMARQLREYQELMNVKLALD   450
gi|73996455|ref|XP_543639.2| QSQISDTSVVLSMDNSRSLDLDGIIAEVKAQYEDIANRSRVEAETMYQIKYEELQTLAGKHGDDLRRTKTEISEMNRSISRLQAEIETLKNQRAALEAAIADAEQRGELAVKDANAKVAELEAALQRAKQDMARQLR-------------   450
gi|75812916|ref|NP_001028782.1| QSQISDTSVVLSMDNNRNLDLDGIIAEVKAQYEEIANRSRAEAEAMYQIKYEELQTLAGKHGDDLRRTKTEISEMNRNINRLQAEIEGLKGQRASLEAAIADAEQRGEMAVKDAQAKLAELEAALRNAKQDMARQLREYQELMNVKLALD   450
gi|18858425|ref|NP_571231.1| QSQIKDTSVVVEMDNSRNLDMDAIVAEVRAQYEDIANRSRAEAESWYKQKFEEMQSSAGKYGDDLRNTKAEIADLNRMISRLQNEIEAVKGQRANLEAQIAEAEERGELAVKDAKLRIRDLEDALQRAKQDMARQVREYQELMNVKLALD   450
gi|18858947|ref|NP_571584.1| QSQIKDTSVVVEMDNSRNLDMDSIVAEVRAQYEDIANRSRAEAESWYKQKFEEMQSTAGQYGDDLRSTKAEIAELNRMIARLQNEIDAVKAQRANLEAQIAEAEERGELAVKDAKLRIRELEEALQRAKQDMARQVREYQELMNVKLALD   450
gi|41056085|ref|NP_956374.1| QSQIKDTSVVVEMDNSRNLDMDAIVAEVRAQYEDIANRSRAEAEMWYKSKYEEMQTSANKYGDDLRSTKTEIADLNRMIQRLQSEIDAVKGQRANLENQIAEAEERGEMAVRDAKGRIKDLEDALQRAKQDMARQIREYQDLMNVKLALD   450
gi|118129654|ref|XP_424502.2| GKHGDD----LRTTRSEISELNRMIQRIQAEIEVLKN------------QYEELKTTAGKHGDDLRTTRSEISELNRMIQRIQAEIEVLKNQRATLETAIAEAEERGEMALKDARAKLSELEAALQKAKQDLARQLREYQELMNVKLALD   450
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gi|4504919|ref|NP_002264.1| IEIATYRKLLEGEESRLESGMQNMSIHTKTTSGY------AGGLSSAYGGLTSPGLSYSLGSSFGSGAG-----SSSFSRTSS-----SRAVVVKKIETRDGKLVSESSDVLPK-----   569
gi|114620277|ref|XP_001158862.1| IEIATYRKLLEGEESRLESGMQNMSIHTKTTSGY------AGGLSSAYGGLTSPGLSYGLGSSFGSGAG-----SSSFSRTSS-----SRAVVVKKIETCDGKLVSESSDILPK-----   569
gi|114145561|ref|NP_112447.2| IEITTYRKLLEGEESRLESGMQNMSIHTKTTSGY------SGGLSSSYGGLTSPGFSYGM-SSFQPGFGS---AGGSNTFSRT-----TKAVVVKKIETRDGKLVSESSDVVSK-----   569
gi|40786432|ref|NP_955402.1| IEIATYRKLLEGEESRLESGMQNMSIHTKTTSGY------AGGLSSSYGGLTSPGFSYGM-SSFQPGFGS---VGGSSTYSR------TKAVVVKKIETRDGKLVSESSDIMSK-----   569
gi|73996455|ref|XP_543639.2| ------------------------------------------GLNLAYGGLTSPGLNYGQ-SSFQSGFG----PGGSFSRSSS-----SKAVVVKKIETRDGKLVSESSDVLPK-----   569
gi|75812916|ref|NP_001028782.1| VEIATYRKLLEGEESRLESGMQNMSIHTKTTSGY------AGGLTSSYG---TPGFNYSL-------------SPGSFSRTS------SKPVVVKKIETRDGKLVSESSDVLSK-----   569
gi|18858425|ref|NP_571231.1| IEIATYRKLLEGEESRIASGGNTATIHIQESSSS-----SGGGGGGGFGYGGGSGY--GGGSGYG-GGSG-YGGGSGFGYGGGSGMSIGGGSGMSMSGGGGGQISMSRSSIVSSQKRRF   569
gi|18858947|ref|NP_571584.1| IEIATYRKLLEGEESRLSSGGAQATIHVQQTS---------GGVSSGYG-GSGSGF--GYSSGFSSGGSG-YGSGSGFGSG---------------SGYGGGSISKTSVTTVSSKRY--   569
gi|41056085|ref|NP_956374.1| IEIATYRKLLEGEEDRLATGIKAINISKQSTSYGGYPMESAGSSYSTYSSGYSSGLSGGYGGGYSGGYSGGYSSGSGYSDTVS---QTKKSVVIKMIETKDGRVVSESSEVVQD-----   569
gi|118129654|ref|XP_424502.2| IEIATYRKLLEGEESRLESGMQNLSIHTRTTGYS-------GGFGGGFGSSFSTGYTVTPPALESAAVPK------------------SRAIVIKKIETRDGKLVSECADVLTN-----   569
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