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gi|87240000|ref|NP_005948.3| -----------------------------------------MVNEARGNSS--LNPCLEGSASSGSESSKDSSRCSTPGLDPERHERLREKMRR-----RLESGDKWFSLEFFPPRTAEGAVNLISRFDRMAAG-GPLYIDVTWHPAGDP   150
gi|114553986|ref|XP_001141362.1| MDHRKARVLPAGHYCPSLGIWASQVGSMRSSVPPSISRNPAMVNEARGNSS--LNPCLEGSASSGSESSKDSSRCSTPGLDPERHERLREKMRR-----RLESGDKWFSLEFFPPRTAEGAVNLISRFDRMAAG-GPLYIDVTWHPAGDP   150
gi|60687510|ref|NP_001011685.1| -----------------------------------------MVNEPRGNGS--PGPRWEGSSS-GSESSRTSSRCSTPGLDPERCERLREKMKR-----KMDSGDKWFSLEFFPPRTAQGAVNLISRFDRMGAG-GPLFVDVTWHPAGDP   150
gi|31543271|ref|NP_034970.2| -----------------------------------------MVNEARGSGS--PNPRSEGSSS-GSESSKDSSRCSTPSLDPERHERLREKMRR-----RMDSGDKWFSLEFFPPRTAEGAVNLISRFDRMAAG-GPLFVDVTWHPAGDP   150
gi|109475762|ref|XP_342976.2| -----------------------------------MSRNPAMSNEARRSGS--PSPRSEGSSS-GSESSKDSSRCSTPSLDPDRHERLREKMRR-----RMDSGDKWFSLEFFPPRTAEGAVNLISRFDRMAAG-GPLFVDVTWHPAGDP   150
gi|73950791|ref|XP_535405.2| MDQPPPGVLPATVRCSRLGLWTLEAGRVGFSVPPSISRSPAMVKEPRGDGDGGPTPRSEGSSS-GSESSKDSSRCSTPGLDPERHERLREKMRR-----RMESGDRWFSLEFFPPRTAEGAVNLISRFDRMGAG-GPLFIDVTWHPAGDP   150
gi|118101220|ref|XP_417645.2| -----------------------------------------MVNENQHTCSASSSSKSDGGSSSGSESSKDSSRCSTPVLDAERHERLREKMRR-----RQDSGDRWFSLEFFPPRTANAAVNLIS------------------------   150
gi|190194351|ref|NP_001121727.1| -----------------------------------------MVN-QRADVGWHSKSDSSGASN-SGESSRESSRCSTPVPDADRTDRLRDKMKR-----RIESGDHWFSLEFFPPRTSSGAVNLISRFDRMGSG-GPLFIDITWHPAGDP   150
gi|25147436|ref|NP_741027.1| ------------------------------MTNTGETKVIESHGTIKKIDSLSTMPYCGVETDENAVVEEKITLESGKSWSPKHYELLHERIER-----LIDEKQQFFSLEFFPPRFVNGVPNFLERVERLSEG-GSVFVDMTWHMGSDP   150
gi|18406468|ref|NP_566011.1| -------------------------------------------------------------------------------------MKVIDKIQS-----LADEGKTAFSFEFFPPKTEDGVDNLFERMDRMVAY-GPTFCDITWGAGGST   150
gi|15232215|ref|NP_191556.1| -------------------------------------------------------------------------------------MKVVDKIKS-----VTEQGQTAFSFEFFPPKTEDGVENLFERMDRLVSY-GPTFCDITWGAGGST   150
gi|115456165|ref|NP_001051683.1| -------------------------------------------------------------------------------------MKVIEKIQE-----AAADGRTVFSFEYFPPKTEEGLDNLFERMDRMVAH-GPNFCDITWGAGGST   150
gi|50310991|ref|XP_455518.1| -------------------------------------------------------------------------------------MRISQKLQR----AHEEREDATFSFEFFVPKTSQGVQNLYERMDRMYQT-QPEFIDITWNAGG--   150
gi|45184995|ref|NP_982713.1| -------------------------------------------------------------------------------------MRISQKLKQRAGAADEEQPKASFSFEFFVPKTLQGVQNLYDRMDRMYQT-QPEFIDITWNAGG--   150
gi|27808705|ref|NP_011390.2| -------------------------------------------------------------------------------------MKITEKLEQ----HRQTSGKPTYSFEYFVPKTTQGVQNLYDRMDRMYEASLPQFIDITWNAGGG-   150
gi|145613335|ref|XP_363802.2| ------------------------------------------------------------------------------------------MLAE-----TEKTGKPSFSFEYFPPKTAQGVQNLYDRMERMYHF-GPKFIDITWGAGG--   150
gi|85104388|ref|XP_961729.1| -------------------------------------------------------------------------------------MHIREMLAD-----AERTKAPSFSFEYFPPKTAQGVQNLYDRMDRMYNF-GPKFIDITWGAGG--   150
gi|19114136|ref|NP_593224.1| -------------------------------------------------------------------------------------MKISDKLLH-----PDWKEKVTYSYEFFPPKTSTGVQNLYNRIDRMKTWGRPMFVDVTWGAGG--   150
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gi|87240000|ref|NP_005948.3| G-SDKETSSMMIASTAVNYCGLETILHMTCCRQRLEEITGHLHKAKQLGLKNIMALRG------------------------------------------------DPIG-----------------------------------DQWEE   300
gi|114553986|ref|XP_001141362.1| G-SDKETSSMMIASTAVNYCGLETILHMTCCRQRLEEITGHLHKAKQLGLKNIMALRG------------------------------------------------DPIG-----------------------------------DQWEE   300
gi|60687510|ref|NP_001011685.1| G-SDKETSSMVIASTAVNYCGLETILHMTCCHQSREEITGHLNKAKQLGLKNILALRG------------------------------------------------DPIG-----------------------------------DQWEE   300
gi|31543271|ref|NP_034970.2| G-SDKETSSMMIASTAVNYCGLETILHMTCCQQRPEEITGHLHRAKQLGLKNIMALRG------------------------------------------------DPVG-----------------------------------DHWEA   300
gi|109475762|ref|XP_342976.2| G-SDKETSSMMIASTALNYCGLETILHMTCCQQRQEEISGHLHRAKQLGLKNIMALRG------------------------------------------------DPVG-----------------------------------DHWEA   300
gi|73950791|ref|XP_535405.2| G-SDKETSSMMIASTAVNYCGLETILHMTCCCQSREQITGYLHKAKRLGLKNILALRGGVEQALYSLGPRSLEGLFCPWKGPTPSTLRVPSLPVVSVGIVGGGCRGDPTGATARPPDLEEEFHQECGRCLVAPHGLIDCWLYPALGPWEV   300
gi|118101220|ref|XP_417645.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|190194351|ref|NP_001121727.1| G-SDKETSSMMIASTAVNYCGLESVLHLTCCNQTKEKITDHLNKAKRLGLKNIMALRG------------------------------------------------DPVG-----------------------------------EDWVE   300
gi|25147436|ref|NP_741027.1| ANVDKVTSSSSIAASMLDYCGVDTMLHMTCVQYNKADTLKHLEQAKAMGLRSILALRG-----------------------------------------------DLPPG-------------------------------------TEL   300
gi|18406468|ref|NP_566011.1| A-----DLTLDIASRMQNVVCVESMMHLTCTNMPVEKIDHALETIRSNGIQNVLALRG-----------------------------------------------DPPHGQ----------------------------------DKFVQ   300
gi|15232215|ref|NP_191556.1| A-----DLTLEIASRMQNVICVETMMHLTCTNMPIEKIDHALETIRSNGIQNVLALRG-----------------------------------------------DPPHGQ----------------------------------DKFVQ   300
gi|115456165|ref|NP_001051683.1| A-----DLTLEIANRMQNMVCVETMMHLTCTNMPVEKIDDALTTIKSNGIQNVLALRG-----------------------------------------------DPPHGQ----------------------------------DKFVQ   300
gi|50310991|ref|XP_455518.1| ---RLSMLSTDLVATSQGVLGLETCMHLTCTNMPVSQIDDALKKAYDAGCENILALRG-----------------------------------------------DPPINSLGEE------------------------------EEWKP   300
gi|45184995|ref|NP_982713.1| ---RLSQRTSELVATSQGVLGLETCMHLTCTNMSTALVDEALERAYEAGCENILALRG-----------------------------------------------DPPLQGT-----------------------------------WEP   300
gi|27808705|ref|NP_011390.2| ---RLSHLSTDLVATAQSVLGLETCMHLTCTNMPISMIDDALENAYHSGCQNILALRG-----------------------------------------------DPPRDAEN----------------------------------WTP   300
gi|145613335|ref|XP_363802.2| ---RIAELTCEMVTQAQTYFGLETCMHLTCTDMGVEKVNDALSKAYKAGCTNILALRG-----------------------------------------------DPPRDKEK----------------------------------WEA   300
gi|85104388|ref|XP_961729.1| ---RIAELTCEMVAQAQAYLGLETCMHLTCTDMGEEKVNNALQRAYKAGCTNILALRG-----------------------------------------------DPPREKER----------------------------------WEA   300
gi|19114136|ref|NP_593224.1| ---TSSELTPGIVNVIQTDFEVDTCMHLTCTNMSTEMIDAALKRAHETGCRNILALRG-----------------------------------------------DPVKDTD-----------------------------------WTE   300
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gi|87240000|ref|NP_005948.3| EEGGFNYAVDLVKHIRSEFGDYFDICVAGYPKGHPEAG---------SFEADLKHLKEKVSAGADFIITQLFFEADTFFRFVKACTDMGITCPIVPGIFPIQGYHSLRQLVKLSKLEVPQEIKDVIEPIKDNDAAIRNYGIELAVSLCQE   450
gi|114553986|ref|XP_001141362.1| EEGGFNYAVDLVKHIRSEFGDYFDICVAGYPKGHPEAG---------SFEADLKHLKEKVSAGADFIITQLFFEADTFFRFVKACTDMGITCPIVPGIFPIQGYHSLRQLVKLSKLEVPQEIKDVIEPIKDNDAAIRNYGIELAVSLCQE   450
gi|60687510|ref|NP_001011685.1| EEGGFNYATDLVKHIRNEFGDYFDVCVAGYPKGHPEGE---------SFEADLKHLKEKVAAGADFIITQLFFEAETFFRFVKACSEIGITCPVLPGIFPIQGYHSLRQLVKLSKLEVPQQIKDVIEPIKDNDAAIRNYGIEQAVSLCQE   450
gi|31543271|ref|NP_034970.2| EEGGFSYATDLVKHIRTEFADYFDICVAGYPRGHPDAE---------SFEDDLKHLKEKVSAGADFIITQLFFEASTFFSFVKACTEIGISCPILPGIFPIQGYTSLRQLVKLSKLEVPQKIKDVIEPIKDNDAAIRNYGIELAVSLCRE   450
gi|109475762|ref|XP_342976.2| EEGGFSYATDLVKHIRNEFGDYFDICVAGYPKGHPDAE---------SFEDDLKHLKEKVSAGADFIITQLFFEASSFFSFVKACEDIGISCPILPGIFPIQGYTSLRQLVKLSKLEVPQTIKDVIEPIKDNDAAIRNYGIELAVNLCRE   450
gi|73950791|ref|XP_535405.2| VEGGFSYAADLVRHIRSEFGDYFDICVAGYPKGHPDAG---------SFEADLKYLKEKVSAGADFIITQLFFEADTFFHFVKACSEIGITCPILPGIFPIQGYHSLRQLVKLSKLEVPQQIKDVIEPIKDNDAAIRNYGIEQAVSLCQE   450
gi|118101220|ref|XP_417645.2| ----------------------------------------------------------------SFIITQLFFRPETFLKFMKDCQAIGITCPIIPGIFPIQGYHSLRQLVKLSKLEVPQEIKDVIEPIKDNDAAIRNYGVELAVSMCRE   450
gi|190194351|ref|NP_001121727.1| EDGGFNFATDLVKHIRHEFDDYFDICVAGYPTGHPEAE---------SYEDDLRHLKEKVDAGAHFIVTQLFFRAETFLKFVKDCRAIGITCPILPGIFPIQGYHSLRQLVKLSKLEVPEEIKQVIEPIKDNDAAIRNYGIQQAVEMCKV   450
gi|25147436|ref|NP_741027.1| EDTHQFRALDMIRWIREEYGNYFSIGCAGYPLGHPQAP---------SYKADLMYLKAKCDAGANFVITQLFFEAETFEKFVRDCREIGITQPIIPGIMPIMGYESIKRIAKLSQLEIPQHILDDLEPIKHDDDAVQKYGTERCIEMCRR   450
gi|18406468|ref|NP_566011.1| VEGGFDCALDLVNHIRSKYGDYFGITVAGYPEAHPDVIGENGLASNEAYQSDLEYLKKKIDAGADLIVTQLFYDTDIFLKFVNDCRQIGISCPIVPGIMPINNYRGFLRMTGFCKTKIPVEVMAALEPIKDNEEAVKAYGIHLGTEMCKK   450
gi|15232215|ref|NP_191556.1| VEGGFACALDLVNHIRSKYGDYFGITVAGYPEAHPDVIEADGLATPESYQSDLAYLKKKVDAGADLIVTQLFYDTDIFLKFVNDCRQIGINCPIVPGIMPISNYKGFLRMAGFCKTKIPAELTAALEPIKDNDEAVKAYGIHFATEMCKK   450
gi|115456165|ref|NP_001051683.1| VAGGFACALDLVQHIRAKYGDYFGITVAGYPEAHPDAIQSTEGATPEAYSNDLAYLKQKVDAGADLIITQLFYDTDIFLKFVNDCRQIGITCPIVPGIMPINNYKGFLRMTGFCKTKIPAEITAALEPIKDNEEAVKAYGIHLGTEMCKK   450
gi|50310991|ref|XP_455518.1| CENGFRYAKDLVSYIREQYGDHFDIGVAAYPEGHPECDCD---------DKLLLHLKEKVDCGADFMVTQMFYDVDKFLDWCARVREAGISIPIIPGIMPITSYPSFIRRTQWCQINVPDNFLELLEPVKDDDQLVRDVGTELMVELCQK   450
gi|45184995|ref|NP_982713.1| CAGGFRYAKDLVAHIRARYGDHFDVGVAGYPEGHEEASG----------AELIGYLKEKVDAGADFIITQMFYDADLFLKWCDAVRAAGISVPIIPGIMPITSYAALLRRAKWCQVRLPPEFLERLEPVKDDDQAVREIGTVLVADMCRK   450
gi|27808705|ref|NP_011390.2| VEGGFQYAKDLIKYIKSKYGDHFAIGVAGYPECHPELPNKD-------VKLDLEYLKQKIDAGGDFIITQMFYDVDNFINWCSQVRAAGMDVPIIPGIMPITTYAAFLRRAQWGQISIPQHFSSRLDPIKDDDELVRDIGTNLIVEMCQK   450
gi|145613335|ref|XP_363802.2| AQDGFNYAKDLVSHIRKTYGDHFDIGVAGYPEGCDDNKDE---------DLLLDHLKEKVDMGASFIVTQMFYDADNFVRWVGRVRERGITVPIIPGIMPIATYASFLRRANHMQARIPEEWLQRLEPIKTDDAAVRIVGRQLVVELCRK   450
gi|85104388|ref|XP_961729.1| AEGGFQYARDLVAHIRKLYGDHFDIGVAGYPEGCDDNKDE---------ESLLDHLKEKVDMGASFIVTQMFYDVDNFLRWVKRVRERGITIPIIPGIMPIATYASFIRRANHMNCKIPEEWMAKLEPVKNDDVAVREIGKTLVAEMCRK   450
gi|19114136|ref|NP_593224.1| GESGFRYASDLVRYIRTHYNDEFCIGVAGYPEGYSPDDDI---------DESIKHLKLKVDEGADFIVTQMFYDVDNFIAWVDKVRAAGINIPIFPGIMPIQAWDSFIRRAKWSGVKIPQHFMDTLVPVKDDDEGVRERGVELIVEMCRK   450
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gi|87240000|ref|NP_005948.3| LLASGLVPGLHFYTLNREMATTEVLKRLGMWTE---------DPRRPLPWA-LSAHPKRREEDVRPIFWASRPKSYIYRTQEW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPKEELLKMWGEELTSEESVFEVFVLYLSGEPNR   600
gi|114553986|ref|XP_001141362.1| LLASGLVPGLHFYTLNREMATTEVLKRLGMWTE---------DPRRPLPWA-LSAHPKRREEDVRPIFWASRPKSYIYRTQEW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPKEELLKMWGEELTSEESVFEVFVLYLSGEPNR   600
gi|60687510|ref|NP_001011685.1| LLASGLVPGLHFYTLNREVATIEVLKRLGLWIE---------DPRRPLPWA-LSAHPKRRVEDVRPIFWASRPKSYIYRTQEW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPKEELLKMWGEELTSEESVFQVFAHHLSGEPNQ   600
gi|31543271|ref|NP_034970.2| LLDSGLVPGLHFYTLNREVATMEVLKQLGMWTE---------DPRRPLPWA-LSAHPKRREEDVRPIFWASRPKSYIYRTQDW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPREELLKMWGEELTSEESVFEVFEHYLSGEPNR   600
gi|109475762|ref|XP_342976.2| LLDSGLVPGLHFYTLNREVATMEVLKQLGMWTE---------DPRRPLPWA-VSAHPKRREEDVRPIFWASRPKSYIYRTQGW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPREELLKMWGEELTSEESVFEVFEHYLSGEPNR   600
gi|73950791|ref|XP_535405.2| LLTSGLVPGLHFYTLNREMATTEVLKRLGMWIE---------DPRRPLPWA-VSAHPKRREEDVRPIFWASRPKSYIYRTQEW--DEFPNGRWGNSSSPAFGELKDYYLFYLKSK-SPREELLKMWGEELTSEESVFEVFARYLSGEPNQ   600
gi|118101220|ref|XP_417645.2| LLDSGLVHGLHFYTLNREVATTEVLKRLGIWNE---------DPRRPLPWA-VSAHPKRRVEDVRPIFWASRPKSYIYRTQEW--DDFPNGRWGNSSSPAFGELKDYYLFYLKSKPSPREELLKMWGEELTGEESVFEVFTCYITGEPNK   600
gi|190194351|ref|NP_001121727.1| LLASGEVSGLHFYTLNREVATMEVLRQLGLWAE---------DPRRPLPWA-ISAHPKRKVEDVRPIFWASRPKSYIYRTQDW--DDFPNGRWGNSSSPAFGELTDYYLFYLKSK-SPKEALLQMWGEELMSEESVYEVFTNYITGQTNR   600
gi|25147436|ref|NP_741027.1| LLDNGTAPSIHLYTMNREGSIREILKSLGLWKL---------EGDRVFPWKNRSQHPIRCLESVRPIYWSFRPRSYITRTRDW--DQFPNGRWGNSSSPAFGDVSSYYLSNLTTV-RNADDRLAMFGANIESFEDVKRVFINYITQAPNA   600
gi|18406468|ref|NP_566011.1| MLAHGVKS-LHLYTLNMEKSALAILMNLGMIDES--------KISRSLPWR-RPANVFRTKEDVRPIFWANRPKSYISRTKGW--EDFPQGRWGDSRSASYGALSDHQFSRPRAR---DKKLQQEWVVPLKSVEDIQEKFKELCLG----   600
gi|15232215|ref|NP_191556.1| ILAHGITS-LHLYTLNVDKSAIGILMNLGLIDES--------KISRSLPWR-RPANVFRTKEDVRPIFWANRPKSYISRTKGW--NDFPHGRWGDSHSAAYSTLSDYQFARPKGR---DKKLQQEWVVPLKSIEDVQEKFKELCIG----   600
gi|115456165|ref|NP_001051683.1| ILATGIKT-LHLYTLNMEKSALGILMNLGLIEES--------KISRSLPWR-PPTNVFRVKEDVRPIFWANRPKSYISRTLGW--DQYPHGRWGDSRNPSYGALTDYQFTRPRGR---GKKLQEEWAVPVKSVEDINERFMNFCQG----   600
gi|50310991|ref|XP_455518.1| LLDSGYVNHLHMYTMNLEKASLMILEKLDLLKRSNVG-KDVIEPLEPLPWR-KSLNPKRRNELVRPIFWQKRPYSYVARTSLWNEDEFPNGRFGDSSSPAYGDLDLCGHS-LIRQ--SVKKSIELWSTPQT-LDDMSNLVTSYLEG----   600
gi|45184995|ref|NP_982713.1| ILASGHVTHLHLYTMNLERASLMILERLQLIDTGGAGVRRRPSTNETLTWR-KSLNPTRRKEGVRPIFWQRRPYSYVARTSQWSADEFPNGRFGDSSSPAYGDLDLCGHT-VLRQ--TYQRSLELWSTPRT-LLDLAALVISYLKG----   600
gi|27808705|ref|NP_011390.2| LLDSGYVSHLHIYTMNLEKAPLMILERLNILPTESEF---NAHPLAVLPWR-KSLNPKRKNEEVRPIFWKRRPYSYVARTSQWAVDEFPNGRFGDSSSPAFGDLDLCGSD-LIRQ--SANKCLELWSTPTS-INDVAFLVINYLNG----   600
gi|145613335|ref|XP_363802.2| ILAAG-IHHLHFYTMNLAQSTALILEDLDWLPSPNKP------LKHALPWK-QSLGLGRREEDVRPIFWRNRNKSYVMRTQDW--DEFPNGRWGDSRSPAFGELDAYGIG-LLG---TNEQNRKKFGEPKS-VKDIATLFVRYVQK----   600
gi|85104388|ref|XP_961729.1| IVDAG-IRHLHFYTMNLAQATRMVLEELDWLPSPNRP------LKRALPWK-QSLGSGRRDEDVRPIFWRNRNKSYITRTQDW--DEFPNGRWGDSRSPAFGELDAYGIG-LTG---SNELNRKKWGEPQT-VKDIANLFVRYLNQ----   600
gi|19114136|ref|NP_593224.1| LIASG-ITRLHFYTMNLEKAVKMIIERLGLLDENLAP---IVDTNNVELTN-ASSQDRRINEGVRPIFWRTRNESYVSRTDQW--DELPHGRWGDSRSPAFGEFDAIRYG-LRMS--PKEITTS-WGSPKS-YSEIGDLFARYCEK----   600
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gi|87240000|ref|NP_005948.3| NGHKVTCLPWNDEP--LAAETSLLKEELLRVNRQGILTINSQPNINGKPSSDPIVGWGPSGGYVFQKAYLEFFTSRETAEALLQVLK-KYELRVNYHLVNVKGE-NITNAPELQPNAVTWGIFPGREIIQPTVVDPVSFMFWKDEAFALW   750
gi|114553986|ref|XP_001141362.1| NGHKVTCLPWNDEP--LAAETSLLKEELLRVNRQGILTINSQPNINGKPSSDPIVGWGPSGGYVFQKAYLEFFTSRETAEALLQVLK-KYELRVNYHLVNVKGE-NITNAPELQPNAVTWGIFPGREIIQPTVVDPVSFMFWKDEAFALW   750
gi|60687510|ref|NP_001011685.1| NGYKVTCLPWNDEP--LAAETSLMKEELLRVNRRGILTINSQPNINGKPSSDPIVGWGPSGGYVFQKAYLEFFTSRETVEALLQVLK-KYELRVNYHIVDVKGE-NITNAPELQPNAVTWGIFPGREIIQPTVVDPVSFMFWKDEAFALW   750
gi|31543271|ref|NP_034970.2| HGYRVTCLPWNDEP--LAAETSLMKEELLRVNRLGILTINSQPNINAKPSSDPVVGWGPSGGYVFQKAYLEFFTSRETVEALLQVLK-TYELRVNYHIVDVKGE-NITNAPELQPNAVTWGIFPGREIIQPTVVDPISFMFWKDEAFALW   750
gi|109475762|ref|XP_342976.2| HGYRVTCLPWNDEP--LAAETSLMKEELLRVNRLGILTINSQPNINGKPSSDPVVGWGPSGGYVFQKAYLEFFTSRETVEALLQVLK-TYELRVNYHIVDVKGE-NITNAPELQPNAVTWGIFPGREIVQPTVVDPISFMFWKDEAFALW   750
gi|73950791|ref|XP_535405.2| HGYKVTCLPWNDEP--LAAETSLMKEELLRVNRQGILTINSQPNINGKPSSDPIVGWGPSGGYVFQKAYLEFFTSRETVGALLQVLK-KYELRVNYHIVDVKGE-NITNAPELQPNAVTWGIFPGREIIQPTVVDPVSFMFWKDEAFALW   750
gi|118101220|ref|XP_417645.2| NGHRVTCMPWNDDP--LATETSLLKEQLEKVNRRGILTINSQPNINGKPSTDPIFGWGPSGGYVFQKAYLEFFTSNEIVTALLKVLK-KYELRVNYHIVNVKGQ-NITNAPDLQPNAVTWGIFPGREIIQPTVVDPVSFLSWKDEAFALW   750
gi|190194351|ref|NP_001121727.1| SGHKVMCLPWNDDP--LAPETNLLKDELEKVNRRGVLTINSQPNINGKASSDAIVGWGPAGGYVFQKAYLEFFTSSENVTALLQVLK-KYEPRVNYQIVNVQGR-NITNAHDMQPNAVTWGIFPGREIIQPTVVDPVSFMYWKDEAFALW   750
gi|25147436|ref|NP_741027.1| DGVKVTVLPWTEAETGVQPETSLISEQLVWCNENGILTVNSQPSVNGAPSTDPLVGWGKPGGYCYQKAYLECFMTAELSDKLIQIIEREFPVRVNYHAINKDSTFDKTNSEETTPIAVTWGVFPGSEIAQPTVVDPLSFRAWRDEAYQMW   750
gi|18406468|ref|NP_566011.1| ---NLKSSPWSELDG-LQPETRIINEQLIKVNSKGFLTINSQPSVNAERSDSPTVGWGGPVGYVYQKAYLEFFCSKEKLDAVVEKCK--ALPSITYMAVNKGEQ-WVSNTAQADVNAVTWGVFPAKEIIQPTIVDPASFNVWKDEAFETW   750
gi|15232215|ref|NP_191556.1| ---NLKSSPWSELDG-LQPETKIINEQLGKINSNGFLTINSQPSVNAAKSDSPAIGWGGPGGYVYQKAYLEFFCSKDKLDTLVEKSK--AFPSITYMAVNKSEN-WVSNTGESDVNAVTWGVFPAKEVIQPTIVDPASFKVWKDEAFEIW   750
gi|115456165|ref|NP_001051683.1| ---KLTSSPWSELDG-LQPETKIIDDQLVKINQKGFLTINSQPAVNGERSDSTSVGWGGPGGYVYQKAYLEFFCSKEKLDQLIEKSK--AFPSLTYIAVNKDGE-SFSNIPTNAVNAVTWGVFPGKEIVQPTVVDSASFMVWKDEAFEIW   750
gi|50310991|ref|XP_455518.1| ---KLKCLPWSDVP--LNHEVDDILKHLIDLNKHHIFTINSQPKVNGKPSTDPVVGWGPTKGYVYQKEYLEFLLPREKLPLFQEICQ-EHSDHLTYFAIDSQDNLATNHPEDSRANAVTWGVFPGSEILQPTIVEKASFLAWKEEFFTIL   750
gi|45184995|ref|NP_982713.1| ---DLKCLPWSDVP--LHQEADALLDSLIRLNEHLVLTINSQPKVNGAPSADPIVGWGPANGYVYQKQYLEFLLPKHHLPAFHAALT-ADFPTLTYFAVDADDNLASNHPDDTQANAVTWGIFPGREVLQPTIVEKASFLAWKDEFYRIL   750
gi|27808705|ref|NP_011390.2| ---NLKCLPWSDIP--INDEINPIKAHLIELNQHSIITINSQPQVNGIRSNDKIHGWGPKDGYVYQKQYLEFMLPKTKLPKLIDTLK-NN-EFLTYFAIDSQGDLLSNHPDNSKSNAVTWGIFPGREILQPTIVEKISFLAWKEEFYHIL   750
gi|145613335|ref|XP_363802.2| ---EVDTLPWSESP--LDAEAEQIRDDLIDLNLRGLITINSQPAVNGVRSTHPIHGWGPPNGYVYQKAYLELLVHPAIFEQLKERIH-DH-PDLTYYAVTKSGNLHTNATYEG-PNAVTWGVFPGKEIVQPTVVENISFLAWKDEAFQLG   750
gi|85104388|ref|XP_961729.1| ---ELEYLPWSEAP--ISSEAELIKDDLIALNNRGLITINSQPAVNGVKSTHPVHGWGPANGYVYQKAYLELLVSPELFPEIKRRIE-DH-PDITYYAVTKSGNLHTNAPSEG-PNAVTWGVFPGKEIVQPTIVESISFLAWKDEAFQLG   750
gi|19114136|ref|NP_593224.1| ---KISSLPWSDLP--ISDEADLIRDQLLSMNRNAFLTINSQPALNGEKSSHPVFGWGPPNGYVFQKPYVEFFVHPSLLNELKETVK-KL-NSVSYFVTNKNGDLDTNSQYEI-PNAVTWGVFPNREIIQPTIVESTSFLAWKDEAYSLG   750
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                                     *           *  .:  : ..: *  :*:*::                                                             
gi|87240000|ref|NP_005948.3| IERWGKLYEEE--SPSRTIIQYIHDNYFLVNLVDNDFPLDNCLWQVVEDTLELLNRPTQNARETEAP-------------------------------   848
gi|114553986|ref|XP_001141362.1| IERWGKLYEEE--SPSRTIIQYIHDNYFLVNLVDNDFPLDNCLWQVVEDTLELVNRPTQNARETEAP-------------------------------   848
gi|60687510|ref|NP_001011685.1| IEQWGKLYEEE--SPSRMIIQYIHDNYFLVNLVDNEFPLDNCLWQVVEDTFELLSRPPQDKRETEAL-------------------------------   848
gi|31543271|ref|NP_034970.2| IEQWGKLYEEE--SPSRMIIQYIHDNYFLVNLVDNEFPLDSCLWQVVEDTFELLNRHPTE-RETQAP-------------------------------   848
gi|109475762|ref|XP_342976.2| IEQWGKLYEEE--SPSRMIIQYIHDNYFLVNLVDNEFLLDNCLWQVVEDTFELLNRHTTK-KEAQAP-------------------------------   848
gi|73950791|ref|XP_535405.2| IEQWGKLYEEE--SPSRMIIQYIHDNYFLVNLVDNEFPLDNCLWQVVEDTFELLKGPSPE-REAEAV-------------------------------   848
gi|118101220|ref|XP_417645.2| IEQWAKLYEEE--SPSRMIIQYIHDNYYLVNLVDNDFPLENCLWQVVDDTFELLNSPPQQ--------------------------------------   848
gi|190194351|ref|NP_001121727.1| IEQWAKLYEDE--SPSRMIIQYIHDNYFLVNLVDNDFPLDNCLWQVIEDMFALLDSSQVPQQEANEL-------------------------------   848
gi|25147436|ref|NP_741027.1| MAQWGDFYPKE--SKSYGVIKAVHDEFRLVTLVDNDFQKPSVLFDVLQKALDELKK------------------------------------------   848
gi|18406468|ref|NP_566011.1| SRSWANLYPEA--DPSRNLLEEVKNSYYLVSLVENDY-INGDIFAVFADL------------------------------------------------   848
gi|15232215|ref|NP_191556.1| SRSWANLYPED--DPSRKLLEEVKNSYYLVSLVDNNY-INGDIFSVFA--------------------------------------------------   848
gi|115456165|ref|NP_001051683.1| SKGWACLFPEG--DSSREILDKVQKSYFLVSLVDNDY-INGDLFAAFKEI------------------------------------------------   848
gi|50310991|ref|XP_455518.1| KE-WKLTFVEHKATESVNLVNHIIDNYVLINVVDNDFISTNDTIYDLLQQLY----------------------------------------------   848
gi|45184995|ref|NP_982713.1| DD-WRLSFDENGAADSAALLAHLTSDYALVNIVDNDFVATADNIYCLLARFF----------------------------------------------   848
gi|27808705|ref|NP_011390.2| NE-WKLNMNKYDKPHSAQFIQSLIDDYCLVNIVDNDYISPDDQIHSILLSL-----------------------------------------------   848
gi|145613335|ref|XP_363802.2| ME-WARCHDQN--TPSRILIQSMMQEWYLVNIVNNDFHAPR-TIFDTLKGLTVPDIDTEIVPPALPTAVPEAAAINGERNGERNGAQANGATAAVTAS   848
gi|85104388|ref|XP_961729.1| LE-WARCYDAD--TPSRLLIEEIMDKWYLINIVNNDFHQPR-TIFEILNDLSLPDLEKVYTP--------------AHTNGATNGVPEASTVPQ----   848
gi|19114136|ref|NP_593224.1| ME-WANAYSPD--SISRKLLVSMMKEWFLCVIVDNDFQNGQ-SLFDVFNKMRS----------------------LKDIHPELYYANAS---------   848
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