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gi|31560511|ref|NP_036142.2| MGIQGLLQFIQEASEPVNVKKYKGQAVAVDTYCWLHKGAIACAEKLAKGEPTDRYVGFCMKFVNMLLSYGVKPILIFDGCTLPSKKEVERSRRERRQSNLLKGKQLLREGKVSEARDCFARSINITHAMAHKVIKAARALGVDCLVAPYE   150
gi|109498236|ref|XP_222932.4| MGIQGLLQFIKEASEPVNVKKYKGQAVAVDTYCWLHKGAIACAEKLAKGEPTDRYVGFCMKFVNMLLSYGVKPILVFDGCTLPSKKEVERSRRERRQSNLLKGKQLLREGKVSEARECFTRSVNITHAMAHKVIKAARALGVDCLVAPYE   150
gi|39995071|ref|NP_006018.3| MGIQGLLQFIKEASEPIHVRKYKGQVVAVDTYCWLHKGAIACAEKLAKGEPTDRYVGFCMKFVNMLLSHGIKPILVFDGCTLPSKKEVERSRRERRQANLLKGKQLLREGKVSEARECFTRSINITHAMAHKVIKAARSQGVDCLVAPYE   150
gi|114573428|ref|XP_001160902.1| MGIQGLLQFIKEASEPIHVRKYKGQVVAVDTYCWLHKGAIACAEKLAKGEPTDRYVGFCMKFVNMLLSHGIKPILVFDGCTLPSKKEVERSRRERRQANLLKGKQLLREGKVSEARECFTRSINITHAMAHKVIKAARSQGVDCLVAPYE   150
gi|73960745|ref|XP_547491.2| MGIHGLLQFIKEASEPIHVRKYKGQVVAVDTYCWLHKGAIACAEKLARGEPTDKYVGFCMKFVNMLLSHGIKPVLIFDGCTLPSKKEVEKSRRERRQANLLKGKQLLREGKVSEARECFSRSINITHAMAHKVIKAARSQGVDCLVAPYE   150
gi|119908266|ref|XP_582828.3| MGIHGLLQFIKEASEPIHIRKYKGQVVAVDTYCWLHKGAVACAEKLAKGEPTEKYVGFCMKLVNMLLSHGIKPILVFDGCTLPSKKEVEKSRRERRQANLLKGKQLLREGKVSEARECFIRSINITHTMAHNVIKAARSQGVDCLVAPYE   150
gi|118088152|ref|XP_419550.2| MGIQGLLQFIKEAAEPAHVKKYRGQAVAVDAYCWLHKGSYGCAEKLARGEPTDHYVVFCMKLVDMLLSFGIKPVLVFDGCTLPSKKEVEKARREKRQANLLKGKQLFREGKLSEARDCFARSVNVTHAMAHEVIKAARARGVDCIVAPYE   150
gi|47087335|ref|NP_998634.1| MGIQGLLQFIKDASEPMHVKKYRGQTVAVDTYCWLHKGAFSCAEKLAKGEPTDQYVSYCMKFVDMLLSFGVKPILVFDGRNLPSKQEVEKSRRERRQANLQKGKQLLREGKITEARECFTRSVNITPSMAHDVIRAARTRGVDCVVAPYE   150
gi|17137168|ref|NP_477145.1| MGITGLIPFVGKASSQLHLKDIRGSTVAVDTYCWLHKGVFGCAEKLARGEDTDVYIQYCLKYVNMLLSYDIKPILVFDGQHLPAKALTEKRRRDSRKQSKERAAELLRLGRIEEARSHMRRCVDVTHDMALRLIRECRSRNVDCIVAPYE   150
gi|158292249|ref|XP_313789.4| MGITGLLPFLEKASSACHLRELRGKCVAIDTYCWLHRGAFGCAERLARGDSTDMHIQYCLKYVQLLLSHNIKPILVFDGQHLPAKAATEAKRREIRETARKRGAELLRLGRIDEARSFLRRCVDITHEMALQLMQECRKRGVDCIVAPYE   150
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gi|31560511|ref|NP_036142.2| ADAQLAYLNKAGIVQAVITEDSDLLAFGCKKVILKMDQFGNGLEVDQARLGMCKQLG-DVFTEEKFRYMCILSGCDYLASLRGIGLAKACKVLRLANNPDIVKVIKKIGHYLRMN-ITVPEDYITGFIRANNTFLYQLVFDPIQRKLVPL   298
gi|109498236|ref|XP_222932.4| ADAQLAYLNKAGIVQAVITEDSDLLAFGCKKVILKMDQFGNGLEVDQARLGMCKQLG-DVFTEEKFRYMCILSGCDYLASLRGIGLAKACKVLRLANNPDIVKVIKKIGHYLKMN-ITVPEDYITGFIRANNTFLYQLVFDPIQRKLIPL   298
gi|39995071|ref|NP_006018.3| ADAQLAYLNKAGIVQAIITEDSDLLAFGCKKVILKMDQFGNGLEIDQARLGMCRQLG-DVFTEEKFRYMCILSGCDYLSSLRGIGLAKACKVLRLANNPDIVKVIKKIGHYLKMN-ITVPEDYINGFIRANNTFLYQLVFDPIKRKLIPL   298
gi|114573428|ref|XP_001160902.1| ADAQLAYLNKAGIVQAIITEDSDLLAFGCKKVILKMDQFGNGLEIDQARLGMCRQLG-DVFTEEKFRYMCILSGCDYLSSLRGIGLAKACKVLRLANNPDIVKVIKKIGHYLKMN-ITVPEDYIKGFIRANNTFLYQLVFDPIKRKLIPL   298
gi|73960745|ref|XP_547491.2| ADAQLAYLNKAGIVQAIITEDSDLLAFGCKKVILKMDQFGNGLEIDQARLGMCRQLG-DVFTEEKFRYMCILSGCDYLSSLRGIGLAKACKVLRLANNPDIVKVIKKIGHYLKMN-ITVPEDYIKGFIRANNTFLYQLVFDPVRRKLIPL   298
gi|119908266|ref|XP_582828.3| ADAQLAYLNKAGIVQAVITEDSDLLAFGCKKVILKMDQFGNGLEVDQARLGMCKQLG-DVFTEEKFRYMCILSGCDYLSSLRGIGLAKACKLLRLANNPDILKVVRKIGHYLKMN-ITVPEDYIKGFIRANNTFLYQLVFDPIKRKLIPL   298
gi|118088152|ref|XP_419550.2| ADAQLAYLNKTGVVQAIITEDSDLLAFGCKKVFLKIDKFGNGLEIDQARLGNCKQLG-NIFTEEKFRYMCILSGCDYLSSIHGIGLAKACKLLKLANNPDIIKVIKKMGHYLKMN-ITVSEEYIQGFTRANNTFLYQLVFDPIKRKLVPL   298
gi|47087335|ref|NP_998634.1| ADAQLAFLNKSDIAQAVITEDSDLLAFGCKKVILKMDKQGNGLEIEQCHLGRCKSLG-NIFTEEKFRYMCILSGCDYLQSLYGIGLGKACKLLRMANNPDILKVIKKMGQYLKMD-ISVPEEYIEGFTKANNTFLYQLVFDPLRRKVVPL   298
gi|17137168|ref|NP_477145.1| ADAQMAWLNRADVAQYIITEDSDLTLFGAKNIIFKLDLNGSGLLVEAEKLHLAMGCTEEKYHFDKFRRMCILSGCDYLDSLPGIGLAKACKFILKTEQEDMRIALKKIPSYLNMRNLEVDDDYIENFMKAEATFRHMFIYNPLERRMQRL   300
gi|158292249|ref|XP_313789.4| ADAQLAYLNRTDIAQYVITEDSDLVLFGCNRILFKLDLTGHGRLVEASKLHLAMGCREDRYKFAKFRYMCILSGCDYLDSLPGIGLGKACKFMLKTEDPDIRRALAKIPAYLNMRQLSVTEEYKDEFLKADATFKHMVVYDPVQRRQTRL   300
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gi|31560511|ref|NP_036142.2| NAYGDDVNPETLTY-AGQYVGDS-VALQIALGNRDVNTFEQIDDYS---PDT-MPAHSRSHSWNEKAGQKPPGTNSIWHKNYCPRLEVNSVSHAPQLKEKPSTLGLKQVISTKGLNLPRKSCVLKRPRNEA-LAEDDLLSQYS-SVSKKI   440
gi|109498236|ref|XP_222932.4| NAYGDDVNPETLTY-AGQYVNDS-VALQIALGNRDINTFEQIDDYS---PDY-TPAHSRSHSWNDKACQKSPVASSIWHKNYCPRLEVNSVSHAPQLKEKPSTVGLKQVISTKGLNLPRKPCVLKRPRNEA-LSEDDLLSQYS-SLTKKI   440
gi|39995071|ref|NP_006018.3| NAYEDDVDPETLSY-AGQYVDDS-IALQIALGNKDINTFEQIDDYN---PDTAMPAHSRSHSWDDKTCQKSANVSSIWHRNYSPRPESGTVSDAPQLKENPSTVGVERVISTKGLNLPRKSSIVKRPRSAE-LSEDDLLSQYSLSFTKKT   442
gi|114573428|ref|XP_001160902.1| NAYEDDVDPETLSY-AGQYVDDS-IALQIALGNKDINTFEQIDDYN---PDTAMPAHSRSRSWDDKTCQKSANVSSIWHRNYSPRPESGIVSDAPQLKENPSTVGVERVISTKGLNLPRKSSIVKRPRSEE-LSEDDLLSQYSLSFMKKT   442
gi|73960745|ref|XP_547491.2| NAYEDDIDPETLSY-AGQYFDDS-IALQIALGNKDINTFEQIDDYN---PDTAMPAQSRSQSWNDKTCQKSSNVNSIWHRNYCPRLELDIVSDATRLKENPSTMGIEQVISIKGLNLPRKSSTVKRPRNEE-LSEDDLLSQYSLSFTKKT   442
gi|119908266|ref|XP_582828.3| NAYEDDVDPKTLSY-AGQYVDDS-IALQIALGNKDINTLEQIDHYN---PDTAMPAQSRSHSWTDKACQKSSNINSIWHRNYCPRRELDIVSDTTKVKENPSTVGIKQVISIKGLNLPRKSSIVKRPRSEE-LSEDDMLDQYSTSFTKKI   442
gi|118088152|ref|XP_419550.2| NDYADDIDPETLLY-AGRYPFDS-TGFQIALGNIDIDTMEQIDNYN---PDTAQPVQQRSHGWNDKRAN---HVNSIWSKDYKLGPSTDDAPRTTHLPEKSTTKGIEKIISIKGLKLPGKELFTKRQRSEE-LSDGDLLNQYSFSKAKKF   439
gi|47087335|ref|NP_998634.1| NPYPDHINPAALSY-AGTNVGDE-KGLQMALGNLDINTMQRIDDFNPDAPQTQPPKAPRSSSWNDRCDKTATTQASIWSQNYEPGCTKSQSPTSPKRP--PPTRGKERIVSVQSLKLPQRESQVKRPREDTSLSVDDLLEQYTAGVKRHC   444
gi|17137168|ref|NP_477145.1| CALEDYETDERYCSNAGTLLEDSEQALHLALGNLNPFSMKRLDSWT------------PEKAWPTPKNVKRSKHKSIWQTNFQSE-NTHTPKKENPCALFFKKVDFVGKTLNEEIEANQRLEQAKQTEAELFNMYSFKAKRRRSPSREDS   437
gi|158292249|ref|XP_313789.4| VDPDDEGTPEQYCCNAGKFLDEK-VAFQLAVGNLDPFSLRKMDDWH------------PDEADVDVAAGK-NQHPSIWRKDYMLLRDAKQAQNSTQTQKPATLSSFVKRAVHQVEHAVD--QNPNETITDVLQIYGIQNPDEPPSKRSCH   434
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gi|31560511|ref|NP_036142.2| KENGCGDGTSPNSSKMSKSCPDSGTAHKTDAHTPSKMRNKFATFLQRRNEESGAVVVPGTRSRFFCSSQDFDNFIPKKESGQPLNETVATGKATTSLLGALDCPDTEGHKPVDANGTHNLSS----------QIPGNAAVSPEDEAQSSE   580
gi|109498236|ref|XP_222932.4| RENSCGNGTSPNSSEMSVPCPDGGTAHKTDAHTPSRTRNKFATFLQRRNEECGAIVVPGTKSRFFCSSPDFDNFIPKKGSNQPPNETVATGKATTSLLGALDCPDTGGQKPVVTNGTHSPNT----------HIPGDATGSPKDEAQSSE   580
gi|39995071|ref|NP_006018.3| KKNSSEGNKSLSFSEVFVPDLVNGPTNKKSVSTPPRTRNKFATFLQRKNEESGAVVVPGTRSRFFCSS-DSTDCVSNKVSIQPLDETAVTDKENN--LHESEYGDQEGKRLVDTDVARNSSDDIPNNHIPGDHIPDKATVFTDEESYSFE   589
gi|114573428|ref|XP_001160902.1| KKNSSEGNKSLSSSEVFVPDLVNGPTNKKSVSTPPRTRNKFATFLQRKNEESGAVVVPGTRSRFFCSS-DSTDCVSNKVSIQPLDETAVTDKENN--LHESEYGDQEGKRLVDTDVARDSSDDIPNNHIPGDHIPDKATVFTDEESYSFK   589
gi|73960745|ref|XP_547491.2| KKNNCEGPKSLNSSEMLTSDLVDGSTVRKNGSTAPTTRNKFAAFLQRKNEESGAVVVPGTRSRFFCSSLDSADCVSVKASSETLGESAVTEKESS--LSESDCVD--GTKPAGTDVAPNSRD----------PVADEAAVVADE-SLSSE   577
gi|119908266|ref|XP_582828.3| KKNSCEGNKSLNSSELFTPDLVDGTTVKKSLSTPPTTRNKFAAFLQRKNEESGAVVVPGTRSRFFSNSLDSADCISKKASSQPLAETAVTDKETD--AGEPDCLE--DKKLVDTSVSHNSSE----------QIPDDVTVMAEE-SQSFK   577
gi|118088152|ref|XP_419550.2| KESGEDGQSQKSISAIQSIDSSGNSVIKESSNSLPRVKNKFASFLQRKNKQTDAVIVPGTRSRFFCNDADMLGFKAKD-DGDTIEDVEEDCKQQE------------------------------------------VKHVAEDETPFLE   546
gi|47087335|ref|NP_998634.1| PETQPTTKPLTNDNKVSKENHCG------STSGPFRPRNRFATLLQWRNRSEEGTEEQGTCSRFFCHDESNIAETQEDSKQDSSQSVESQEKHVS-------------------QSGGDTSS-----------LCEEPEREQDKDEPSSP   558
gi|17137168|ref|NP_477145.1| VDQERTPPPSPVHKSRHNPFAKERTGEEANQRSP-------VVCENASLLR---LLSPKKASP-----LDGEAGVKKVD-SLKRS----------------------------------------------------------------I   507
gi|158292249|ref|XP_313789.4| AQKSFHPAESHVAIDYQDVEALDVLEQLEQPKTPKRTRNPFAVSPNKSLLSRDTLLSPTKITPETRSLLHNVSPVKRIDYSQQRSQLVTTSIVGSG------------------------------------ATSSRLSRFKTAHSKGVT   548
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gi|31560511|ref|NP_036142.2| TSKLLGAMSPPSLGTLRSCFSWSGTLREFSRTPSPSASTTLQQ-FRRKSDPPACLPEASAVVTDRCDSKSEMLGE-TSQPLHELGCSSRSQESMDSSCG-LNTSSLSQPSSRDSGSEESDCNNKSLDNQGEQNS-KQHLPHFSK--KDGL   724
gi|109498236|ref|XP_222932.4| TSKFLGTMSPPTLGTLRSCFSWSGTLGEFSRTPSPSTRSTLQQ-FRRKSEPPACLPEACAVT-DVCDSKSGTLGD-KSQSLHELDWSSRSQESIDSTCS-LNTSSLSQPSSKDSDSEESDCNNKSLDNQGSQNS-KQHLPHFPK--KDIL   723
gi|39995071|ref|NP_006018.3| SSKFTRTISPPTLGTLRSCFSWSGGLGDFSRTPSPSPSTALQQ-FRRKSDSPTSLPEN-NMS-DVSQLKSEESSDDESHPLREGACSSQSQESGEFSLQSSNASKLSQCSSKDSDSEESDCNIKLLDSQSDQTS-KLCLSHFSK--KDTP   733
gi|114573428|ref|XP_001160902.1| SSKFTRTISPPTLGTLRSCFSWSGGLGDFSRTPSPSPSTALQQ-FRRKSDSPTSLPEN-NMS-DVSQLKSEESSDDESHPLREGACSSQSQESGEFSLQSSNASKLSQCSSKDSDSEESDCNIKLLDSQSDQTS-KLRLSHFSK--KDTP   733
gi|73960745|ref|XP_547491.2| TSKFTRTISPPTLGTLRNCFSWSGSLGDFSRTSSPSPSAALQQ-FRRRTDPPTTLPDRREVS-SMSQSRSDESGD-EAPPSRLAAWSPQSQESTALSPHSLNASKLSQPSSKDSDSEDSDCNMKSFDDLGNPKS-KPHLSQFLK--KDTL   721
gi|119908266|ref|XP_582828.3| TSTFTRTISPPTLGTLRSCFSWSGSLGDISRTPSPSPSTALQQ-FRRKSDSSTSLPENTEKS-DIAPLKSDESSD-ESHPLHDVGCSSQSQESMDLSPHNLNASKLSQPSSKDSDSDESDCNFKSLDKQGNQKS-KLHLFHFSK--KDTP   721
gi|118088152|ref|XP_419550.2| TEKTKTVSSLPEE-RPRSCFQWLSILGNHSGNPGPSHTVFSQQSHQQRSNCMESQADDSNGVQAESGAVCGESDE-ESSPLIEPQCFSQSQKSVEPPQCSLRSSKILQVSNNNSDTKESDSNSKLFDNQGTQRSPVFSAVQTDR--KNMV   692
gi|47087335|ref|NP_998634.1| PASPSCSSRPASVGLG--VFSWSGTTKELNKSVSHPARDSTER--QRSSSTPSGLSTLQQFHRNKARISWAGPGLSLSSSPVEGSEDAGNSPGSPPSQDSAYFSQSSSISASVENSLVTEDNSDKEKERDSVVSNSPSSSPLDRL-KPAV   703
gi|17137168|ref|NP_477145.1| FAKEQVQIRSRFFATQDEQ-------TRLQREHLRDTENDDMDEQK--------------LSSHSG------------HKKLRLVCKDIPGKNPIRQRCSSQISDGETDTDTTASSLLESQDKGVPSPLESQEDLNNSQPQIPTEGNTNS   624
gi|158292249|ref|XP_313789.4| ISKDEPKVISRFFCTQQNKSQSRTTDTSKGSNSIAKTSEDDMKDIKSKRDSHALKATAIYLSSPEARLQSRGDRTPEKRKRVQIPPESGESSNSVLGRFDSGIAMSENNSNEDEGSLECDSGTGLSSSQKENDDVVMHPVEMECS-DLKP   697
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gi|31560511|ref|NP_036142.2| RRNKVPGLCRSSSMDSFSTTKIKPLVPARVSGLSKKSGSMQTRKHHDVENKPGLQTKISELWKNFGFKKDSEKLPSCKKP--LSPVKDN-IQLTPETEDEIFNKPECVRAQRAIFH   837
gi|109498236|ref|XP_222932.4| GRNKVPGLCRSSSMDSLSATKIKPLVPARVSGLSKKPGSIQKRKHHDAENKPGLQIKISELWKNFGFKKDSEKLPSCKKP--LSPVKDN-IQLTPETEDEIFNKPECARAQRAIFH   836
gi|39995071|ref|NP_006018.3| LRNKVPGLYKSSSADSLSTTKIKPLGPARASGLSKKPASIQKRKHHNAENKPGLQIKLNELWKNFGFKKDSEKLPPCKKP--LSPVRDN-IQLTPEAEEDIFNKPECGRVQRAIFQ   846
gi|114573428|ref|XP_001160902.1| LRNKVPGLYKSSSADSLSTTKIKPLGPARASGLSKKPASIQKRKHHNAENKPGLQIKLNELWKNFGFKKDSEKLPPCKKP--LSPVRDN-IQLTPEAEEDIFNKPECGRVQRAIFQ   846
gi|73960745|ref|XP_547491.2| LRNKVPGLYKSSSVDSLSTTKIKPLVPARASGLSKKPSSIQKRNHHDAENRPGLQIKINELWKNFGFKKDSEKLPSCKKPDPLSPVKDN-IQLTPEAEEDIFNKPECIHVQRAIFQ   836
gi|119908266|ref|XP_582828.3| LRNKIPGLYKSSSVDSLSTTKIKPLVPARASGLSKKPPSVHKRNHHNAENKPGLQIKINELWKNFVFKKDSEKLPSCKKPDPLSPVKDN-IQLTPE-EEDIFNNSECMLVQRALFQ   835
gi|118088152|ref|XP_419550.2| AKIKVPGLRKSSSVGSHIVTKLKPLIPAKVSGLSKKLSPVQKRNHCDAENKLGLQATIGELWRNFQFKRDYEKLPSCKKSDPLSPIKDN-IQLTPETEEEIFNHLEHAHVQRAIFQ   807
gi|47087335|ref|NP_998634.1| NRTKVSGLSRKGACGQGKGGKIETSAPARASGLRRKPS---GKKNVNNENSPGLQATISGLWGAFSFKKDSPKLSATKKGEPMSPVGENVVMETTQADKEIFIIAE----------   806
gi|17137168|ref|NP_477145.1| TTIRIKSLDLLLENSPEPTQESDRNNNDAIILLSDDSCSSDQRASSTSSSSQQRQNFLPTSKRRVGLSKPSTAKKGTPKSRTNGKLGAVSQNQTKLSMFGFQTKPVLK--------   732
gi|158292249|ref|XP_313789.4| RNARLALFERRPAKQLSQSLESKDNIEELAIVLDDDSSSDEDTKKRTADAQQAISAEKSKARSSCKRPGLSINRKQSVPKTDNTNLGLT---QTRLSMFGFQKKVGFPTSVNNG--   808
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