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gi|149263557|ref|XP_001477782.1| MVGRGASLCAVQPAVAECGPARETPP-LEVSPRKRLPAGLDQDPCSSRPAPEGAGASAEQSHSAGGGGWCRHCHTKLVELKRQAWKLVSGPGTPLRDPCLSTLLLDKLPASGVQPACRPDTESRCDVCTTHLHQLTREALRLLQTPASHE   150
gi|109478769|ref|XP_234565.4| MVGRGASLCAVQPAVAECRSARESPP-LEVSPRKRLPAGLDQDLCSSRPAPEGAGASAEQGHSTGGGGWCRHCHTKLVELKRQAWKLVSGPGTPLRDPCLSTLLLDKLPASGVQPSCRPDTESRCDVCTTHLHQLTREALRLLQTPASHE   150
gi|150170699|ref|NP_056471.1| MVGRGVPLCAAQPAVAEGGPAREPPPLLEVSPRKRLPAGPDQDPCGSRPAPEGAGAGPEQGHSAGGGGWCRHCHTKLVELKRQAWKLVSGPGTTLRDPCLSALLLDKLPAPGALPACRPEAERRCDVCATHLQQLTREAMHLLQAPASHE   150
gi|118092229|ref|XP_421394.2| ----------------------------------------------------------------------------MHTLNQASYSEMP----------------DLPPGATAVTSMVPRVVT-----VSSQRDLPLITGQVGRQPGKS-   150
gi|189531274|ref|XP_690215.3| MPQSPEKLMAVLDAVNIG-----------------LPFGTDPGFASFIIEQLQIPDWLLKGGHEG--TRCPACGSSAQQLKQQALQTLQ----------------DLYP-CPDMPSLPSSTFP-----GHPARLMTHGVVTVSSRPTKSR   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                          .      *:     .:          .****::*   *.*::*:******* ***:**:****.*** .  :        *.:.  ..   :  . :.        *.      :*.   . .  .
gi|149263557|ref|XP_001477782.1| DPNASRGG--LAAP----SSRDPPGPVGLMGRQP-PVGPDRRKATAWPPGPSVQVSVAPAGLGGALSTVTIQAQQCLEGVWSLSRVNSFLPPTCLAEAAVAAVAVADTVRDCAPAAGPERMSKAWGRGAACTTALVTPAPGTSAGGSTGP   300
gi|109478769|ref|XP_234565.4| DPDASRGG--LGAP----SPRDPPGPVGLMGRQP-PVGPDRRKAAAWPSGPSVQVSVAPAGLGGALSTVTIQAQQCLEGVWSLSRVNSFLPPTCLAEAAVAAVAVADTVRDCPPTAGSDRMSKAWGRGTACTTALVTPAPGTSAGGSTAP   300
gi|150170699|ref|NP_056471.1| DLDAPHGGPSLAPPSTTTSSRDTPGPAGPAGRQPGRAGPDRTKGLAWSPGPSVQVSVAPAGLGGALSTVTIQAQQCLEGMWSVSRVNSFLPPACLAEAAVAAVAVADTVRECPPVAGPDGLSKAWGRGGVCTSALVTPTPG-SVGGSTGP   300
gi|118092229|ref|XP_421394.2| -----------------------PNLFSGTERKKGLGWSQGTG---SFPNSSVQVTVAPSGLSGALSSVTIQAQQYLEGMWSISRVNSFLPQACLSLLSDEAVWVGDVG-KCLPIAFPHQLNISWQCGQVCSSQS-LVAPA---GVSAGA   300
gi|189531274|ref|XP_690215.3| IPHP------------------AHSVLPVGERQRELGWSQSSSSSVSTLKPSVQVTMAGRPLAGTISSVTIQAQQYLEGMWSISRVNNFLPQPNPALG-----LVGQAE-QSE-LSSDNTISRVNPSKQRCPVQFGQTAPS---SSEHPS   300
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gi|149263557|ref|XP_001477782.1| SAAASFFIRAAQKLSLASKRKKHHPPPAPSTRGTSTYPTDFSGSLQLWPPPVPPCLLRAASKAKENPSSFGKVKVMLRIWPAQGVQRSAESTSFLKVDSRKKQVTLYDPAAGPPGCAGLRHAPTAPVPKMFAFDAIFPQDSEQAEVCSGT   450
gi|109478769|ref|XP_234565.4| SAAASFFIRAAQKLSLASKRKKHPPPPAPSARGSSTYATDFSGTLQLWPPPVPPCLLRAASKAKENPSNFGKVKVMLRIWPAQGVQRSAESTSFLKVDSRKKQVTLYDPAAGPPGCAGLRHAPTAPVPKMFAFDAIFPQDSEQAEVCSGT   450
gi|150170699|ref|NP_056471.1| SAAASFFIRAMQKLSLASKRKKPHPPPPPATRGTSTYPTDFSGVLQLWPPPAPPCLLRAASKTKDNPGSIGKVKVMLRIWPAQGAQRSAEAMSFLKVDPRKKQVILYDPAAGPPGSAGPRRAATAAVPKMFAFDAVFPQDSEQAEVCSGT   450
gi|118092229|ref|XP_421394.2| SAAASFFIRAAQKLNLSSKRKKYHPP-LPHTHDFSIYATNFSGILQLCPPPAPPCLLRAVSKIKDNPG-IGKVKVMVRICPSQGAHETSESMSFLKVDPRKKQITLYDPAASGPSNGGHRRG-VVAVPKMFAFDAVFPQDASQAEVCSGT   450
gi|189531274|ref|XP_690215.3| SAAASFFIRAAQKLNLSSKRKKQQPP-LVYPQEPSIYPTNFSAVLQFSPPPAPPCLLRAGSKAKENPG-MGKVKVMMRICPSLGVVDSSESMSFLKVDMRKKQLTLYDPSLHTQPTSVHRRA-VLPAPKMFAFDAVFSQDASQAEVCSGT   450
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gi|149263557|ref|XP_001477782.1| VADVLQSVVSGADGCIFSFGHMSLGKSYTMIGKDSSPQSLGIVPCAISWLFRLIDERKERLGTRFSIRVSAVEVCGHDQSLRDLLAEVASGSLQDTQSPGVYLREDPVCGTQLQNQNELRAPTAEKAAFYLDAALAARSTSRAGCGEEAR   600
gi|109478769|ref|XP_234565.4| VADVLQSVVGGADGCIFSFGHMSLGKSYTMIGKDSSPQSLGIVPCAISWLFRLIDERKERLGTRFSIRVSAVEVCGHDQSLRDLLAEVASGCLQDTQSPGVYLREDPVCGTQLRNQNELRAPTAEKAAFYLDAALAARSTSRAGCGEDAR   600
gi|150170699|ref|NP_056471.1| VADVLQSVVSGADGCIFSFGHMSLGKSYTMIGKDSSPQSLGIVPCAISWLFRLIEERRERTGTRFSVRVSAVEVCGRDQSLRDLLAEVAPGSLQDTQSPGVYLREDPVCGAQLQNQSELRAPTAEKAAFYLDAALAARSTSRAGCGEDAR   600
gi|118092229|ref|XP_421394.2| VAEVIQSVVNGADGCIFCFGHVKLGKSFTMIGKDSSTQSLGIIPCAISWLFKLINERKEKTGTRFSIRVSAVEISGKDENLKDLLAEVATGSLQDGQSPGVYLREDPICGTQLQNQSELRAPTAEKAAFFLDAAIAARSTSKPECEEEDR   600
gi|189531274|ref|XP_690215.3| VAEVIQSVVNGADGCIFCFGHVKVGKTYTMIGTDSSMQSLGIAPCAISWLFKLINERKEKTGTRFSVRVSAVEIYGKDESLQDLLSDVPTGSLQDGQSPGVYLREDPICGTQLQNQCELRAPTAEKAALFLDAAIAARSTNHPDADEEDR   600
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gi|149263557|ref|XP_001477782.1| RSSHMLFTLHVYQYRVEKCGQGGMSGGRSRLHLIDLGSCDAAVGRGGEASGGPLCLSLSALGSVILALVNGAKHVPYRDHRLTMLLRESLATTNCRTTMIAHISDSPAHHAETLSTVQLAARIHRLRRKKGKHASSSSGGESSCEEGRAR   750
gi|109478769|ref|XP_234565.4| RTSHMLFTLHVYQYRVEKCGQGGMSGGRSRLHLIDLGSCEAAPSRGGEASGGPLCLSLSALGSVILALVNGAKHVPYRDHTLTMLLRESLATTSCCTTMIAHISDSPTHHAETLSTVQLAARIHRLRRKKGKHASSSSGGESSCEEGRAR   750
gi|150170699|ref|NP_056471.1| RSSHMLFTLHVYQYRMEKCGRGGMSGGRSRLHLIDLGSCEAAAGRAGEAAGGPLCLSLSALGSVILALVNGAKHVPYRDHRLTMLLRESLATAGCRTTMIAHVSDAPAQHAETLSTVQLAARIHRLRRKKAKYASSSSGGESSCEEGRAR   750
gi|118092229|ref|XP_421394.2| RNSHMLFTLHIYQYRMEKSGKGGMSGGRSRLHLIDLGSCEKVLSKSRDG-GGSLCLSLSALGNVILALINGAKHVPYKDNKLTMLLRESLGNINCRTTMIAHISDSPANYAETLTTIQLSSRIHRMRKKKSKYASSSSGGESSCEEGHVR   750
gi|189531274|ref|XP_690215.3| RNSHMLFTLHIYQYRMEKSGKGGMSGGRSRLHLIDLGSCEKVLCKSRDA-GGGLCLSLTALGNVILALANGAKHVPYRDSKLTMLLRDSLGNINCRTTMIAHISDSPANYAESLTTIQLASRIHRMRKKKSKYASSSSGGESSCDEGRIR   750
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gi|149263557|ref|XP_001477782.1| RPPHLRPFHPRAVVLDPDRSAPGLSGDPDYSSSSEQSCDTVIYVGPGGMALSDRELTDNEGPPDFVPIIPALSRRRPSEGPR-----DADHFRCSTFAELQERLECIDGSEAFP------GPQGGSD-----------------------   900
gi|109478769|ref|XP_234565.4| RPPHLRPFHPRTVVLDPDRSAPALSGDPDYSSSSEQSCDTVIYVGPGGTALSDRELTDNEGPPDFVPIIPALSRRRPSEGPR-----DADHFRCSTFAELQERLECIDGSEGFP------GPQGGSD-----------------------   900
gi|150170699|ref|NP_056471.1| RPPHLRPFHPRTVALDPDRTPPCLPGDPDYSSSSEQSCDTVIYVGPGGAALSDRELTDNEGPPDFVPIIPALSRHRPSKGPR-----DADHFRCSTFAELQERLECMDGNEGPS------GGPGGTD-----------------------   900
gi|118092229|ref|XP_421394.2| RPPHLRPFHPRTVALDPDLPVLSISSDPDYSSSSEQSCDTVIYVGPNGAALSDRELTDNEGPPEFVPIIPSLNKKRSKDNSASGRSSDKDHFKCNTFAELQERLECIDGSEEPIRYAC--GETSVTS----------NCSPVPGGTESTQ   900
gi|189531274|ref|XP_690215.3| RPPHLRPFHPRTVALDPDLP--SFLSDPDYSSSSEQSCDTVIYVGPGGAAISDRELSDNEGPPAFVPIIPSLNRKQRGKDGP----VDRDHFKCNTFAELQERLECIDGSEEPTAFVVESGENSGSSKMDHSANKLKEGSSCISVSPKTP   900
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gi|149263557|ref|XP_001477782.1| -----GAQASPARGGRKPSLPEATPSRKAVAPTVVTSCPRGSPG------HDTHRSASDPSKTGTQ-------SEQRVDG-SRPEPPASDKTSGGGGRRPLPSPAPPPPRQPEAQGIPKEPGGEGTD-SVLRTPPVGMSGQAALPPLLS-  1050
gi|109478769|ref|XP_234565.4| -----GAQASPSRGSRKPSLPESTCLRKAVAPSVVTGCPRSSSG------QETPRSTSEPSKTGPQ-------GDQRVDG-TRPEPPAPDKITGGGGRRLLPSPAPPPPRQPEARGVPTEPGGEGAD-SGPRTPPVGMSGQAPLPALLS-  1050
gi|150170699|ref|NP_056471.1| -----GAQASPARGGRKPSPPEAASPRKAVGTPMAASTPRGSSG------PDTHQGTPEPCKAIVW-------GDQREDSSAWPELLVPEKAAVSGGRRPLPSPAPPPPQLLEACRAPEEPGGGGTD-GVARTPPVGMSGQVAGSPMLP-  1050
gi|118092229|ref|XP_421394.2| SKLIKEKLSSPSGGFKKPVSQETASPKKGHNIPFQAVAPRGGN-------GNCHEKSTPHLKTELS-----VPQSKQNK----ATAECVIKEKSFYVKRPLPSPAPPPPQQKEQVPSSKAQSLELDNSNAVRTPPVGMSKQMANKPEQN-  1050
gi|189531274|ref|XP_690215.3| TKVLSSTQDSISKKSISVTSKLPSSPKHKSKLEHSKLQSAASDKDLRDMCENVCRTSADGEKVQMSESGSLCTTGKQSKTIISQNSEPVVREKVFFNKK-LPKPAPPPPQQRDYVTVG----SETEEKSATRVPPIGMSHQKRGDSIGNS  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                       :  ::.:* *****::*************:****.:..: .  **:*: *:.*****:***********************..  .   .        : .  .  *  *** ****:*.:*  :* ..
gi|149263557|ref|XP_001477782.1| ----------DSAYLSPSARGRHLERGLLTTTVTLQQPVELNGEDELVFTVVEELPLGGLAGATRPSSLASMSSDCSLQALASGSRPVSIISSINDEFDAYTSQMSE---GPGDPGEFPEGTAWAGGSPASSIGSWLSDVGVCLSESRGP  1200
gi|109478769|ref|XP_234565.4| ----------DSAY--PSARGRHLDRGLLTTTVTLQQPVELNGEDELVFTLVEELPLGGLAGATRPSSLASMSSDCSLQALASGSRPVSIISSINDEFDAYTSQVSE---GPGDAGELPEGTVWPGGSPASSIGSWLSDVGVCLPESRGT  1200
gi|150170699|ref|NP_056471.1| ----------GATCPRLAAGSRCPERGLLTTTVTLQRPVELNGEDELVFTVVEELSLGALAGAGRPTSLASFDSDCSLRALASGSRPVSIISSINDEFDAYTSQAPE---GGP-----LEGAAWAGSSHGSSISSWLSEVSVCTADSRDP  1200
gi|118092229|ref|XP_421394.2| ----------SVHSFRSAFRGKCFDRDILTTTVTLQQPVELNGEDELVFTVVEELSISGIMDNGRPSSIISFNSDCSLQALASGSRPVSIISSINDEFDAYTSQETSTGVNIDIVVPFAKDPFTS--SRRSSISSWLSEVSICTIESDGA  1200
gi|189531274|ref|XP_690215.3| AVKVHHLNPRTPGEMRSNLRERCMEKDILRTTVTLKQPVELNGEDELVFTLVEELSIGSIVDSGRPSSIVSFNSDCSLQALASGSRPVSIISSINDEFDAYTCSVGNSEANVKIGAPLQEKTFASLGSRGSSITSWLSEVSVCTLESDGA  1200
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gi|149263557|ref|XP_001477782.1| TPQPPFSP-------------NSAAGPGPPEFPTPGSSLEESKVRSSECGRP---DNPGS-ARSLHPGEAVATTQTQPGREPWARS--------PHEVASAQTIHSSLPRKPRTTSTASR---ARPSRGPYSP------GGLFEDPWLLR  1350
gi|109478769|ref|XP_234565.4| TPQPPFNP-------------DSAAGPGPPEFLTPGSSLEDSKVRSSECGRP---DNPGSSARSPHPGEAVSITQTQPGREPWARS--------PHEAASAQTIHSSLPRKPRTTSTVSR---ARPSRGPYSP------GGLFEDPWLLR  1350
gi|150170699|ref|NP_056471.1| TPQPRFSP-------------DSLAGLDPGGPPALDGSLGDGSSGFLGPDRP---DSPGP-TWGPCPGEVAAVAPSRPGREPQAGP--------SRWASAAQTIHSSLPRKPRTASATTRVGCARLGQSPPGR------GGLFEDPWLLR  1350
gi|118092229|ref|XP_421394.2| QSSDSFVAQTSYSCTKS---EDPFNLDSPNLSVPLKSALNDSGFCFSELDSESMSSSKLSSGFGKSPQTSETTKASQIKSAFCVSDQPVKIKCNSRDTPVIETIHSSLPRKTKTTSSPIHNNTVISYKDLQNP------HGVFEDPWLLR  1350
gi|189531274|ref|XP_690215.3| QSADVFLPQGTNTGPDSNFYFDSLNMFQSSTQKEPKNSLNDSGCSFSDLESDSAISSKLS--LNKCPSSPEAPQLTVKNFPKLEKANTIHIS-DTQSFQDSQAVQFGLSRKIKPTSSIAQSSSISGSSSSSNWRREPLRQDCIPDPWHRG  1350
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gi|149263557|ref|XP_001477782.1| AEDCDTRQIASTGRAP-SPTPGSPRLP--------------ETQMMLACAQRVVDGCEVASRMS----RRPEAVARIPPLRRGATTLGVTTPAASCG--DAPAEAVVHSGSLKTTSGSKKSVSPKGA-FFPRPSGAGPPAPPVRKSSLEQ  1500
gi|109478769|ref|XP_234565.4| AEDCDTRHIASTGRAP-SPTPGSPRLP--------------ETQIVLACAQRVVDGCEVASRMS----RRPEAVARIPPLRRGATTLGVTTPTASCG--DAPAEATAHSGSLKATSSSKKSVSPKGA-FFPRPSGAGPPAPPVRKSSLEQ  1500
gi|150170699|ref|NP_056471.1| VGECDT-QAASAGRAP-SPTLGSPRLP--------------EAQVMLACAQRVVDGCEVAARAA----RRPEAVARIPPLRRGATTLGVTTPAVSWG--DAPTEVVACSGSLKASPTSKKGLAPKAG-FLPRPSGAAPPAPPTRKSSLEQ  1500
gi|118092229|ref|XP_421394.2| TDNQLETKPTDALLSPKSHAFGTDKQPGKAAQYFGISSGPMKSQTMLACSQRVVDGCEMACKSSSGAAKKSEAVMKMPQLKRGATTLGVMPAIT-----RGNSDTPMATGSLK-SSLGKKSMPQKSS-MLPRPGGPMPPTPPVRKSSLEQ  1500
gi|189531274|ref|XP_690215.3| ESLMDTSIISNSGSSSRLVKNGMSGIPARKAGTSSNSIPRIPKTLGPNSSQRVVDGCEKSCNS-----RKIEPPSKMPQLRRGATTLGTVPVIHSSIDVKLAQEIVSSMGSLKFSSLGKSGKANKQEETMSKPGNVSPPLPPVRKSSLDQ  1500
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gi|149263557|ref|XP_001477782.1| -----------STALTPTQALGLTRAG-------APSAFRGEEEARPSGRSDSSVPKATSSLKARAGKMDVPYRPSGHMSLERCEGLAHGSSK---VRDVVGRPP-----RAVPRLGVPSASPP--LGPAPACRNSPAKG--------VG  1650
gi|109478769|ref|XP_234565.4| -----------STALTPTQALGLTRTG-------ATSAFRGEEEARPTGRSDSSVPKATSSLKARAGKMEVPHRPSGHMSLERCEGLTHGSSK---VRDVAGRPP-----RAVPRLGVPPASPP--LGPGPACRSSPAKG--------IG  1650
gi|150170699|ref|NP_056471.1| RS---------SPASAPPHAVNPARVG-------AAAVLRGEEEPRPSSRADHSVPRATSSLKARASKVEAAHRLAGHASLERYEGLAHSSSK---GREAPGRPP-----RAVPKLGVPPSSPT--HGPAPACRSGAAKA--------VG  1650
gi|118092229|ref|XP_421394.2| KPVALGNGGGKASSLEFARASTPKAEDELDLRLKAGSYFSESASSRMNLKGDHSLPKMTSSLKAKASKSEAVHRYGSHMSLERCDSLTSVGSKANLVREN-GSTGNVRAGRSVPRLGVPPVASG---GALPLSFNNPAPGKNSQAKPTAN  1650
gi|189531274|ref|XP_690215.3| KNRILFPSSALKSAYDAGKSLAPRAAG-LELDIEVSSRGDSNSLRASNLKLEHSLMKTTSSLKARGARGDTGQLHGSQISLERCDSLSSLGSKPALSRENSGASLNSKSSKSISRFGSPVATSSPTTTSSPSCVNQVASLKSGMVKGSLN  1650
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gi|149263557|ref|XP_001477782.1| ATKPPAGGAKGRNLGPSTSRALGAPVKP-LGPVAGKTAGGAVPGPR------AAPRAVPGIG--AKAGRGTIMGTKQAFRAAHSRVHELAASGSPSRGGLSWGSTDSDSGNDSGVNLAEERQPSSPALPSPYSKVTAPRRPQRYSSGHGS  1800
gi|109478769|ref|XP_234565.4| ATKPPAGGAKSRNLGPSTSRALGAPVKP-LAPVVGKTTGGAVPGPR------TAPRSVPGIG--AKAGRGTIMGTKQAFRAAHSRVHELAASGSPGRGGLTWGSTDSDSGNDSGVNLAEERQPSSPALPSPYSKVTAPRRPQRYSSGHGS  1800
gi|150170699|ref|NP_056471.1| APKPPVGGGKGRGLVAGGSRALGPSVKLSTASVTGRSPGGPVAGPR------AAPRAGPSVG--AKAGRGTVMGTKQALRAAHSRVHELSASGAPGRGGSSWGSADSDSGHDSGVNVGEERPPTGPALPSPYSKVTAPRRPQRYSSGHGS  1800
gi|118092229|ref|XP_421394.2| QK-VQASGNKNRGLSASGSKSLSSSVKS-LAQPVGKSSGMAPGGK-------AAPRSMQPVG--GKPGRGTIMGTKQAMRAANSRVNELVSGGSTKVGH-FRGSTDSDSGNDSGINLS-DEKSPIPVLPSPYSKITAPRRPQRYSSGHGS  1800
gi|189531274|ref|XP_690215.3| ARSVPVNANKARTLSASNSKALSSSTKS-LAAPTTRNANLPPSGKTALPRAAAAASSVAAAGGTGKSTRGTIMGTKQAMRAANSRVSELALAN-PSTKQ-TRGSGDSDSGNDSGVALNEDKHTPIPILPSPYSKITAPRRPQRYSSGHGS  1800
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gi|149263557|ref|XP_001477782.1| DNSSVLSGELPPAMGRTALFYHSGGSSGYESMIRDSEATGSASSAPDSMSESGTASLGARSRSLKSPKKRATGLQRRRLIPAPLPDAAALGRKPSLPGQWVDLPPPLAGSLKEPFEIKVYEIDDVERLQRHRLPLRENEAKPSQDAEKGP  1950
gi|109478769|ref|XP_234565.4| DNSSVLSGELPPAMGRTALFYHSGGSSGYESMIRDSEATGSASSAPDSMSESGAASPGARSRSLKSPKKRATGLQRRRLIPAPLPDAAALGRKPSLPGQWVDLPPPLAGSLKEPFEIKVYEIDDVERLQRHRLPLRENEAK-------GP  1950
gi|150170699|ref|NP_056471.1| DNSSVLSGELPPAMGRTALFHHSGGSSGYESLRRDSEATGSASSAPDSMSESGAASPGARTRSLKSPKKRATGLQRRRLIPAPLPDTTALGRKPSLPGQWVDLPPPLAGSLKEPFEIKVYEIDDVERLQRPRPTPREAPTQ-------GL  1950
gi|118092229|ref|XP_421394.2| DNSSVLSGELPPAMGRTALFYHSGGSSGYESMIRDSEATGSASSAHDSMSESGMSSP-GRMRSLKSPKKRSTGLQRRRLIPAPLPDAASLGRKPSVTGQWVDLPP-LPGTLKEPFEIKVYEIDDVERLHRHRQEET-----------EGL  1950
gi|189531274|ref|XP_690215.3| DNSSVLSGELPPAMGRTALFYHSGGSSGYESMIRDSEATGSASSAHDSMSESGMSSS-GRTRSSKVPKKRSNGLQRRRLIPAPLPDTSSLG-KTGTTGQWVDLPP-MSGPLKEPFEIKVYEIDDVERLQRRRQEKTD----------EGL  1950
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gi|149263557|ref|XP_001477782.1| VCISSKLRLAERRQQRLQEVQAKRDHLCEELAETQGRLMVEPGRWLEQFEVDPELEPESAEYLVALEQATAALEQCVNLCKAHVMMVTCFDIGVAATTAVPGPQEVDV  2058
gi|109478769|ref|XP_234565.4| VCISSKLRLAERRQQRLQEVQAKRDHLCEELAETQGRLMVEPGRWLEQFEVDPELEPESAEYLVALEQATAALEQCVNLCKAHVMMVTCFDIGVAATAAVPGPQEVDV  2058
gi|150170699|ref|NP_056471.1| ACVSTRLRLAERRQQRLREVQAKHKHLCEELAETQGRLMLEPGRWLEQFEVDPELEPESAEYLAALERATAALEQCVNLCKAHVMMVTCFDISVAASAAIPGPQEVDV  2058
gi|118092229|ref|XP_421394.2| MYFHTKLKILERRQQRIREVKAKHEFLKEELEETKCRLMMDPNKWKEDFEVDPDLDKESQEYLEALEQVTEELEQCVNLCKSHIMIVTCFDIGIT--DAQDGVREVEV  2058
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