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gi|10863917|ref|NP_066922.1| -----------------------------------------------------------------------------------------------------MRGARGAWDLLCVLLVLLR--GQTATSQPSASPGEPSPPSIHPAQSELI    47
gi|11560079|ref|NP_071600.1| -----------------------------------------------------------------------------------------------------MRGARGAWDLLCVLLVLLR--GQTGTSQPSASPGEPSPPSIQPAQSELI    47
gi|4557695|ref|NP_000213.1| -----------------------------------------------------------------------------------------------------MRGARGAWDFLCVLLLLLR--VQTGSSQPSVSPGEPSPPSIHPGKSDLI    47
gi|114594738|ref|XP_517285.2| MKELTAQAVAVCLIVLDLHHGPFAGAIETQGARRRREEARPGRARGRGGEEGRGRRAEGGRWEEGLLLGARGSGGSALPRSLHLGESWNVDQSSDPIAATAMRGARGAWDFLCVLLLLLR--VQTGSSQPSVSPGEPSPPSIHPGKSDLI   148
gi|50978928|ref|NP_001003181.1| -----------------------------------------------------------------------------------------------------MRGARGAWDFLCVLLLLLLLGVRTGSSQPSVSPGEPSLPSIHPAKSELI    49
gi|194667880|ref|XP_612028.4| -------------------------------------------------------------------------------------------------------------------MDILPKERWACSSQPSVSPGELSLPSIHPAKSELI    35
gi|45383438|ref|NP_989692.1| -----------------------------------------------------------------------------------------------------MEGAHLAWELAHAVLLLSL---------------IPAGGSVPHEESSLV    34
gi|18858927|ref|NP_571128.1| --------------------------------------------------------------------------------------------------------MEYHCVLFTVLLQLIIQ-------------PGRSRPTITPEGPRLT    33
gi|189514570|ref|XP_691901.3| --------------------------------------------------------------------------------------------------------MGHSWFLRTVLLLFALP-------------EGWSKPVITPDAPHLV    33
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gi|10863917|ref|NP_066922.1| VEAGDTLSLTCIDPD-----FVRWTFKT-----YFNEMVENKKNEWIQEKAEATRTGTYTCSN-SNGLTSSIYVFVRDPAKLFLVGLP--LFGKEDSDALVRCPLTDPQVSNYSLIECDGKSLPTDLTFVPNPKAGITIKNVKRAYHRLC   184
gi|11560079|ref|NP_071600.1| VEAGDTIRLTCTDPA-----FVKWTFE------ILDVRIENKQSEWIREKAEATHTGKYTCVS-GSGLRSSIYVFVRDPAVLFLVGLP--LFGKEDNDALVRCPLTDPQVSNYSLIECDGKSLPTDLKFVPNPKAGITIKNVKRAYHRLC   183
gi|4557695|ref|NP_000213.1| VRVGDEIRLLCTDPG-----FVKWTFE------ILDETNENKQNEWITEKAEATNTGKYTCTN-KHGLSNSIYVFVRDPAKLFLVDRS--LYGKEDNDTLVRCPLTDPEVTNYSLKGCQGKPLPKDLRFIPDPKAGIMIKSVKRAYHRLC   183
gi|114594738|ref|XP_517285.2| VRVGDEIRLLCTDPG-----FVKWTFE------ILDETNENKQNEWITEKAEATNTGKYTCTN-KHGLSNSIYVFVRDPAKLFLVDRS--LYGKEDNDTLVRCPLTDPEVTNYSLKGCQGKPLPKDLRFVPDPKAGIMIKSVKRAYHRLC   284
gi|50978928|ref|NP_001003181.1| VSVGDELRLSCTDPG-----FVKWTFE------TLGQLNENTHNEWITEKAEAGHTGNYTCTN-RDGLSRSIYVFVRDPAKLFLVDLP--LYGKEGNDTLVRCPLTDPEVTNYSLRGCEGKPLPKDLTFVADPKAGITIRNVKREYHRLC   185
gi|194667880|ref|XP_612028.4| VSVGDEIRLLCTDPG-----FVKWTFE------ILGQLSEKTNPEWITEKAEATNTGNYTCTN-KGGLSSSIYVFVRDPEKLFLIDLP--LYGKEENDTLVRCPLTDPEVTNYSLTGCEGKPLPKDLTFVADPKAGITIRNVKREYHRLC   171
gi|45383438|ref|NP_989692.1| VNKGEELRLKCNEEG-----PVTWNFQNS---DPSAKTRISNEKEWHTKNATIRDIGRYECKS-KGSIVNSFYVFVKDPNVLFLVDSL--IYGKEDSDILLVCPLTDPDVLNFTLRKCDGKPLPKNMTFIPNPQKGIIIKNVQRSFKG-C   172
gi|18858927|ref|NP_571128.1| VPLYSNFSLHCQSNS-----TVRWQHENRPMRTLKEEQRQGQQTILKVNRAGPQHLGKYSCREEKTGEKSSIYVYVKDPENPFRRTIVFDIVAAEGDTTVIPCLATDPDMKNLNLQKCDGQPLPNSLRYSASLETGVSVQKVRKEFEG-C   177
gi|189514570|ref|XP_691901.3| ILKGKQLYLRCHDDADVNAGRVRWLRDKG--RRIEGELKDDEASVILLNITETQHMGNYTCENTETEEKSSIYIYVKDLGSAFVRRMVNDLQVRKGEEITLPCLVTDPAVSHLSLQTCNGSALPAALTFITHPQGGITIRNVSKAFEG-C   180
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gi|10863917|ref|NP_066922.1| VRCAAQRDGTWLHSDKFTLKVREAIKAIPVVSVPETS-HLLKKGDTFTVVCTIKDVSTSVNSMWLKMNPQPQHIAQVKHNSWHRGDFNYERQETLTISSARVDDSGVFMCYANNTFGSANVTTTLKVVEKGFINISPVKNTTVFVTDGEN   333
gi|11560079|ref|NP_071600.1| IRCAAQREGKWMRSDKFTLKVRAAIKAIPVVSVPETS-HLLKEGDTFTVICTIKDVSTSVDSMWIKLNPQPQSKAQVKRNSWHQGDFNYERQETLTISSARVNDSGVFMCYANNTFGSANVTTTLKVVEKGFINIFPVKNTTVFVTDGEN   332
gi|4557695|ref|NP_000213.1| LHCSVDQEGKSVLSEKFILKVRPAFKAVPVVSVSKAS-YLLREGEEFTVTCTIKDVSSSVYSTWKRENSQ--TKLQEKYNSWHHGDFNYERQATLTISSARVNDSGVFMCYANNTFGSANVTTTLEVVDKGFINIFPMINTTVFVNDGEN   330
gi|114594738|ref|XP_517285.2| LHCSVDQEGKSVLSEKFILKVRPAFKAVPVVSVSKAS-YLLREGEEFTVTCTIKDVSSSVYSTWKRENSQ--TKLQEKYNSWHHGDFNYERQATLTISSARVNDSGVFMCYANNTFGSANVTTTLEVVDKGFINIFPMINTTVFVNDGEN   431
gi|50978928|ref|NP_001003181.1| LHCSADQKGRTVLSKKFTLKVRAAIRAVPVVSVSKTS-SLLKEGEAFSVMCFIKDVSSFVDSMWIKENSQQ-TNAQTQSNSWHHGDFNFERQEKLIISSARVNDSGVFMCYANNTFGSANVTTTLEVVDKGFINIFPMMSTTIFVNDGQN   333
gi|194667880|ref|XP_612028.4| LHCSANQRGKSMLSKKFTLKVRAAIKAVPVVSVSKTS-YLLREGEEFAVTCLIKDVSSSVDSMWIKENSQQ-TKAQMKKNSWHQGDFSYLRQERLTISSARVNDSGVFMCYANNTFGSANVTTTLEVVDKGFINIFPMMNTTVFVNDGEN   319
gi|45383438|ref|NP_989692.1| YQCLAKHNGVEKISEHIFLNVRPVHKALPVITLSKSY-ELLKEGEEFEVTCIITDVDSSVKASWIS-----YKSAIVTSKSRNLGDYGYERKLTLNIRSVGVNDSGEFTCQAENPFGKTNATVTLKALAKGFVRLFATMNTTIDINAGQN   316
gi|18858927|ref|NP_571128.1| YVCVGTLDAATVKSGRYQLTVRLVPDAPPPITLGQPQRVLLTQGEKLSLSCSTSNVNSDIAVKWKAPNGVN--PSVHQNSHLLTEPITHVRTAILSLSSVTMQDAGNYSCEAINEKGTTAKPVWVNIYEKGFINITSVDNSTRRVRAGES   325
gi|189514570|ref|XP_691901.3| YFCAGQLDQKPVKSREYNLVVRLAPESVPAISLSRNENVILIQDQEFKLSCSAVNINHDFHLRWTIPSEAT--ALESHKSNIQPGSREYQRSITLWIQSVKINDTGSYRCNARNEKGVSMAAVNLEVYERGFINLTEGENRVVEVREGES   328
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gi|10863917|ref|NP_066922.1| VDLVVEYEAYPKPEHQQWIYMNRTSANKGKDYVKSDNKSNIRYVNQLRLTRLKGTEGGTYTFLVSNSDASASVTFNVYVNTKPEILTYDRLINGMLQCVAEGFPEPTIDWYFCTGAEQRCTTP--VSPVDVQVQ--NVSVSPFGKLVVQS   479
gi|11560079|ref|NP_071600.1| VDLVVEFEAYPKPEHQQWIYMNRTPTNRGEDYVKSDNQSNIRYVNELRLTRLKGTEGGTYTFLVSNSDVSASVTFDVYVNTKPEILTYDRLMNGRLQCVAAGFPEPTIDWYFCTGAEQRCTVP--VPPVDVQIQ--NASVSPFGKLVVQS   478
gi|4557695|ref|NP_000213.1| VDLIVEYEAFPKPEHQQWIYMNRTFTDKWEDYPKSENESNIRYVSELHLTRLKGTEGGTYTFLVSNSDVNAAIAFNVYVNTKPEILTYDRLVNGMLQCVAAGFPEPTIDWYFCPGTEQRCSAS--VLPVDVQTL--NSSGPPFGKLVVQS   476
gi|114594738|ref|XP_517285.2| VDLIVEYEAFPKPEHQQWIYMNRTFTDKWEDYPKSENESNIRYVSELHLTRLKGTEGGTYTFLVSNSDVNASIAFNVYVNTKPEILTYDRLVNGMLQCVAAGFPEPTIDWYFCPGTEQRCSAS--VLPVDVQTL--NSSGPPFGKLVVQS   577
gi|50978928|ref|NP_001003181.1| VDLIVEYEAYPKPEHQQWIYMNRTFTDKWEDYPKSDNESNIRYVSELHLTRLKGNEGGTYTFQVSNSDVNSSVTFNVYVNTKPEILTHESLTNGMLQCVVAGFPEPAVGWYFCPGAEQRCSVP--IGPMDVQMQ--NSSLSPSGKLVVQS   479
gi|194667880|ref|XP_612028.4| VDLVVEYEAYPKPVHRQWIYMNRTSTDKWDDYPKSENESNIRYVNELHLTRLKGTEGGTYTFHVSNSDVNSSVTFNVYVNTKPEILTHDRLVNGMLQCVAAGFPEPTIDWYFCPGTEQRCSVP--VGPVDVQIQ--NSSVSPFGKLVVYS   465
gi|45383438|ref|NP_989692.1| GNLTVEYEAYPKPKEEVWMYMNETLQNSSDHYVKFKTVGNNSYTSELHLTRLKGTEGGIYTFFVSNSDASSSVTFNVYVKTKPEILTLDMLGNDILQCVATGFPAPTIYWYFCPGTEQRCLDSPTISPMDVKVSYTNSSVPSFERILVES   466
gi|18858927|ref|NP_571128.1| LSLRVVMNAYPKPHTFSWSYSGVKLTNTTDHVITSRTHGN-SYTSELKLVRLKVSESGIYTFSCLNRDATIRQTFEVHVISKPQIVSYEGPIDGQVRCVAEGYPTPQIKWYYCDLPHSRCSNLLNATQEEEDVVTVTMTNPPFGKGAVES   474
gi|189514570|ref|XP_691901.3| LTLSVEITSYPKPNDVLWTYNNQELQNTSEHVITLHNQQY-RYISELRLVRVHGSEGGIYTFSANHKYESVNQSFTVHVICKPVIVSQEGPVDGQVRCVASGYPVPKISWYYCEPPHTRCSHLLNATQADEEFAVITVSGSEFGRSEVES   477
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gi|10863917|ref|NP_066922.1| SIDSSVFRHNGTVECKASNDVGKSSAFFNFAFK----EQIQAHTLFTPLLIGFVVAAGAMGIIVMVLTYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   625
gi|11560079|ref|NP_071600.1| SIDSSVFRHNGTVECKASNAVGKSSAFFNFAFKGNSKEQIQPHTLFTPLLIGFVVTAGLMGIIVMVLAYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   628
gi|4557695|ref|NP_000213.1| SIDSSAFKHNGTVECKAYNDVGKTSAYFNFAFKGNNKEQIHPHTLFTPLLIGFVIVAGMMCIIVMILTYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   626
gi|114594738|ref|XP_517285.2| SIDSSAFKHNGTVECKAYNDVGKTSAYFNFAFK----EQIHPHTLFTPLLIGFVIVAGMMCIIVMILTYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   723
gi|50978928|ref|NP_001003181.1| SIDYSAFKHNGTVECRAYNNVGRSSAFFNFAFK----EQIHPHTLFTPLLIGFVIAAGMMCIIVMILTYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   625
gi|194667880|ref|XP_612028.4| TIDDSTFKHNGTVECRAYNDVGKSSASFNFAFKGNSKEQIHAHTLFTPLLIGFVIAAGLMCIFVMILTYKYLQKPMYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLIKSDAAMTVAVKMLK   615
gi|45383438|ref|NP_989692.1| TVNASMFKSTGTICCEASSNGDKSSVFFNFAIK----EQIRTHTLFTPLLIAFGVAAGLMCIIVMILVYIYLQKPKYEVQWKVVEEINGNNYVYIDPTQLPYDHKWEFPRNRLSFGKTLGAGAFGKVVEATAYGLFKSDAAMTVAVKMLK   612
gi|18858927|ref|NP_571128.1| RLNITKNNYA-TLECVASANGEIVYTLFSISEN------TVPHELFTPLLIGFVAAAVILVLILIVLTYKYMQKPKYQIQWKVIEGIHGNNYVYIDPTQLPYDHQWEFPRDKLRFGKTLGSGAFGKVVEATAYGMSKADTVMTVAVKMLK   617
gi|189514570|ref|XP_691901.3| RLNISKGKFH-TLECVASAQGEQAYTLFSISER------TVPHKLFTPLLSGVVSTSVLLSFILVVLLYKYMQKPKYEIHWKVIDSFDGNNYTYIDPTQLPYDPKWEFPRERLRFGKILGSGAFGKVVAATAYGLCSADTVTTVAVKMLK   620
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gi|10863917|ref|NP_066922.1| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTVGGPTLVITEYCCYGDLLNFLRRKRDSFIFSKQEEQAEAALYKNLLHSTEPSC-DSSNEYMDMKPGVSYVVPTKTDKRRSARIDSYIERDVTPAIMEDDELALDLDDLLSFSYQV   774
gi|11560079|ref|NP_071600.1| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTVGGPTLVITEYCCYGDLLNFLRRKRDSFIFSKQEEQADAALYKNLLHSKESSC-DSSNEYMDMKPGVSYVVPTKTDKRRSARIDSYIERDVTPAIMEDDELALDLEDLLSFSYQV   777
gi|4557695|ref|NP_000213.1| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTIGGPTLVITEYCCYGDLLNFLRRKRDSFICSKQEDHAEAALYKNLLHSKESSCSDSTNEYMDMKPGVSYVVPTKADKRRSVRIGSYIERDVTPAIMEDDELALDLEDLLSFSYQV   776
gi|114594738|ref|XP_517285.2| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTIGGPTLVITEYCCYGDLLNFLRRKRDSFICSKQEDHAEAALYKNLLHSKESSCSDSTNEYMDMKPGVSYVVPTKADKRRSARIGSYIERDVTPAIMEDDELALDLEDLLSFSYQV   873
gi|50978928|ref|NP_001003181.1| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTVGGPTLVITEYCCYGDLLNFLRRKRDSFICSKQEDHGEVALYKNLLHSKESSCSDSTNEYMDMKPGVSYVVPTKADKRRSARIGSYIERDVTPAIMEDDELALDLEDLLSFSYQV   775
gi|194667880|ref|XP_612028.4| PSAHLTEREALMSELKVLSYLGNHMNIVNLLGACTIGGPTLVITEYCCYGDLLNFLRRKRDSFICSKQEDHAEVALYKNLLHSKESSCNDSTNEYMDMKPGVSYVVPTKADKRRSARIGSYIERDVTPAIMEDDELALDLEDLLSFSYQV   765
gi|45383438|ref|NP_989692.1| PSAHLTEREALMSELKVLSYLGNHINIVNLLGACTIGGPTLVITEYCCYGDLLNFLRRKRDSFICPKHEEHAEAAVYENLLHQAEPTA-DAVNEYMDMKPGVSYAVPPKADKKRPVKSGSYTDQDVTLSMLEDDELALDVEDLLSFSYQV   761
gi|18858927|ref|NP_571128.1| PSAHATEKEALMSELKVLSYLGNHINIVNLLGACTVGGPTLVITEYCCFGDLLNFLRRRRVYFYYTTLGE---DAYYRNVMMQSEP--NDSRNGYMTMKPSV-LGILSSENRRSLNKGDSYSDSDAVSEILQEDGLTLDTEDLLSFSYQV   761
gi|189514570|ref|XP_691901.3| PSAHSTEKEALMSELKVLSYIGNHINIVNLLGACTVGGPTLVITEYCCYGDLLNFLRRKRDAFFSSKTG----DGYYKNLLSQTQPSIEGTDNGYMPMR--------SYQKRS--NQTEWCDD---------KDDLSLDTEDLLSFSYQV   747
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gi|10863917|ref|NP_066922.1| AKAMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIRNDSNYVVKGNARLPVKWMAPESIFSCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMVSPEHAPAEMYDVMKTCWDADPLKRPTFKQVVQLIEK   924
gi|11560079|ref|NP_071600.1| AKGMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIRNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMLSPEHAPAAMYEVMKTCWDADPLKRPTFKQVVQLIEK   927
gi|4557695|ref|NP_000213.1| AKGMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIKNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMLSPEHAPAEMYDIMKTCWDADPLKRPTFKQIVQLIEK   926
gi|114594738|ref|XP_517285.2| AKGMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIKNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMLSPEHAPAEMYDIMKTCWDADPLKRPTFKQIVQLIEK  1023
gi|50978928|ref|NP_001003181.1| AKGMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIKNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMLSPEHAPAEMYDIMKTCWDADPLKRPTFKQIVQLIEK   925
gi|194667880|ref|XP_612028.4| AKGMAFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIKNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGIFLWELFSLGSSPYPGMPVDSKFYKMIKEGFRMLSPEHAPAEMYDIMKTCWDADPLKRPTFKQIVQLIEK   915
gi|45383438|ref|NP_989692.1| AKGMSFLASKNCIHRDLAARNILLTHGRITKICDFGLARDIRNDSNYVVKGNARLPVKWMAPESIFNCVYTFESDVWSYGILLWELFSLGSSPYPGMPVDSKFYKMIKEGYRMFSPECSPPEMYDIMKSCWDADPLQRPTFKQIVQLIEQ   911
gi|18858927|ref|NP_571128.1| AKGMDFLASKNCIHRDLAARNILLTQGRVAKICDFGLARDITTDSNYVVKGNARLPVKWMSPESIFECVYTFESDVWSYGILLWEIFSLGSSPYPGMPVDSKFYKMIKEGYRMESPEFSPSEMYDIMHSCWDADPVKRPSFSKIVEKIEQ   911
gi|189514570|ref|XP_691901.3| AKGMDFLTSKNCIHRDLAARNVLLTQGRVAKICDFGLARDITRDSNYVLRGNARLPVKWMSPESLFACVYTFESDVWSYGILLWEIFSLGNTPYPGIPVGSTFYKMIQDGYRMSEPEFAPSEIYEVMRWCWSADPLKRPPFKKLVERTEL   897
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gi|10863917|ref|NP_066922.1| QISDSTKHIYSNLANCNPNPENPV--VVDHSVRVNSVGSSASSTQPLLVH-EDA------------   975
gi|11560079|ref|NP_071600.1| QISDSSKHIYSNLANCNPNPENPV--VVDHSVRVNSVGSSTSSTQPLLVH-EDA------------   978
gi|4557695|ref|NP_000213.1| QISESTNHIYSNLANCSPNRQKP---VVDHSVRINSVGSTASSSQPLLVH-DDV------------   976
gi|114594738|ref|XP_517285.2| QISESTNHIYSNLANCSPNRQKP---VVDHSVRINSVGSTASSSQPLLVH-DDV------------  1073
gi|50978928|ref|NP_001003181.1| QISDSTNHIYSNLANCSPNPERP---VVDHSVRINSVGSSASSTQPLLVH-EDV------------   975
gi|194667880|ref|XP_612028.4| QISESTNHIYSNLANCSPHRENP---AVDHSVRINSVGSSASSTQPLLVH-EDV------------   965
gi|45383438|ref|NP_989692.1| QLSDNAPRVYANFS--TPPSTQGN--ATDHSVRINSVGSSASSTQPLLVR-EDV------------   960
gi|18858927|ref|NP_571128.1| QISDSTKHIYLNFSSRLPAAPGPREESSSHVHRLNSVGSHSTATQPLLSS-NDVFLDRSSPSHPVV   976
gi|189514570|ref|XP_691901.3| LLSETTKHDYLNLSTSG-SCEAFVPPGLQRPQRLSSVGSSTASTQPLLQATNDVFLEHQSI-----   957
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