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gi|145616144|ref|XP_360994.2| -----------------MSLLPAEVTAELGQLLEALQSPDNAVRSQAED----HLQNNWTVTR-PEVLLMGLVELIGAQANTTTIRSSSAVIFRRIAGKTRKND-----------KGESVDTYISLAKDQAEVIRQKLLQTLASESDRGV   117
gi|32421379|ref|XP_331133.1| -----------------MSVLPADVTAELSQLLQALQSADNNIRSQAEE----HLQNNWTSSR-PGLLLMGLAEQIAGSS-DASVRSFAAVIFRRITLKTRKATP---------TSEAATDMFLSLDNHEAVAVRNKILEAILAETDRNV   118
gi|19076002|ref|NP_588502.1| ----------------MSSGFPPEVLSPLLNLVQGLSSPDNTVRNDAEK----SLSSDWISQR-ADLLLNGLAILAYQSE-DPAVRSFCLVLCRRISFRTLPGD-------------SELEVFSSISNESKQSLQSQLLACFVKESVPTV   115
gi|50305745|ref|XP_452833.1| -----------------MSVLPDEVNSTLVKLLQGFASPDNAIRSAAED----ALNNNWITPEHIEVLLMFLAEQSAYSD-DLTTAGLSAVLFRKLALRAPPSS----------KTIIIAKNITHISKEALKQIRDTLLKGFISQRPNNI   118
gi|45200748|ref|NP_986318.1| -----------------MSALSSDVNNTLINVLHGFGSADNNIRAAAEE----TLNNQWITEENIHVLLVFLAEQASFSE-DLTLAGLSAVLFRKLALRAPPSS----------KAVIIAKNITHISKEALEQIRTTLLKGFVSERSNGI   118
gi|6323968|ref|NP_014039.1| -----------------MSALPEEVNRTLLQIVQAFASPDNQIRSVAEK----ALSEEWITENNIEYLLTFLAEQAAFSQ-DTTVAALSAVLFRKLALKAPPSS----------KLMIMSKNITHIRKEVLAQIRSSLLKGFLSERADSI   118
gi|17737759|ref|NP_524226.1| ---------------------MAADQAHFQQLLASLLSTDNDVRQQA------EEAYNNLSR---ELKVTHLLGNIQNGQQSEEARQMAAVLLRRLFT------------------TEFFDFYKGLPAESQNQLLQQILLAVQQEVTPQL   102
gi|118780654|ref|XP_310308.5| --------------------MAALDQDNFQQLMGSLLSTDNDVRTKA------EEVYNALPC---ETKVPHLLGTVQNPQMAEDARMLSAVLLRRLFS------------------SEFHEFYEPLPPEARDQLKQQILLTLQQNESGSM   103
gi|24797086|ref|NP_002262.3| MPEDQVGKLEATENTISAMAAAAAEQQQFYLLLGNLLSPDNVVRKQA------EETYENIPG---QSKITFLLQAIRNTTAAEEARQMAAVLLRRLLS------------------SAFDEVYPALPSDVQTAIKSELLMIIQMETQSSM   123
gi|73989213|ref|XP_542647.2| ------------------MAAAAAEQQQFYLLLGNLLSPDNVVRKQA------EETYENIPG---QSKITFLLQAIRNTTAAEEARQMAAVLLRRLLS------------------SAFDEVYPTLPSDVQTAIKSELLMIIQMETQSSM   105
gi|29789199|ref|NP_076068.1| ------------------MAAAAAEQQQFYLLLGNLLSPDNVVRKQA------EETYENIPG---RSKITFLLQAIRNTTAAEEARQMAAVLLRRLLS------------------SAFDEVYPALPSDVQTAIKSELLMIIQMETQSSM   105
gi|109502015|ref|XP_224534.4| ------------------MAAAAAEQQQFYLLLGNLLSPDNVVRKQA------EETYENIPG---RSKITFLLQAIRNTTAAEEARQMAAVLLRRLLS------------------SAFDEVYPALPSDVQTAIKSELLMIIQMETQSSM   105
gi|114650444|ref|XP_001140931.1| ------------------MVAMRAGVCLVVLSSGNLNQLYIIQSKNVNETVSHDETYENIPG---QSKITFLLQAIRNTTAAEEARQMAAVLLRRLLS------------------SAFDEVYPALPSDVQTAIKSELLMIIQMETQSSM   111
gi|118084696|ref|XP_416978.2| ------------------MDPESASLE--------------------------CETYENIPG---QSKITFLLQAIRNTAAAEEARQMAAVLLRRLLS------------------SAFEEVYPALSPDDQTSLKTGLLLIIQLEAQSSM    85
gi|125802691|ref|XP_697938.2| ----------------------MAEQQQFYLLLSNLMSPDNTVRKQS------EEAYDTIPG---QTKITFLLQAIRDASAAEEVKQMAAVLLRRLLS------------------SSFEEVYPNLTVDIQTAIKTELLAGIRSEASTNI   101
gi|17506191|ref|NP_490715.1| -----------------------MDVNQFTELITKLQSADNDIRKQA------EEVYEKIEG---PTKVAALFEAYTHHTNNSDARSTVLVFLRRVLA------------------RDWDAIWETLNEENKQRILAKVLEMIVHETELSI   100
gi|15241189|ref|NP_197483.1| -----MASEANQLQQAQLAMVLGSDSAPFETLISHLMSSSNEQRSSA------ESLFNLAKQSNPDTLSLKLAHLLQLSPHPEG-RAMAAVLLRKLLT------------------RDDAYLWPRLSLSTQSSLKSSMLYCIQHEEAKSI   120
gi|115472957|ref|NP_001060077.1| -----MASGD---DQAAAAALLGGDPAAFDALLSTLMSSSNADRAAA------EAAFHRLRGSHPEPLALRLASSLSSPATPADLRAMAAVLLRKLLSPTPSSDA---------SSAAAAPVWPHLSPAGQAALKQHLLSALQSDPPKPI   127
gi|124506397|ref|XP_001351796.1| -------------------------MDKIVEVIEGLSSSESHIRNECEN---TLNYYKKNDLNNTVLSILKLLKTHKDSQVRLQCAILIRNIFRVYIKSTHVDVEEKEKNENSIGNAEEENYWVLLPDNLKNIVKSELISNIGTETDKMV   122
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gi|145616144|ref|XP_360994.2| RNKISDAVAEVARQCSDNGV--SWPDLLAALFQLSMA-PDAGKREISFRVFATTPGIIEKQHEESVAQAFSTAFKDDTVA-----VRLAAMEAFAAFFRGMT-KKNQTKYFGLLPEVLNILPPIKESQES-----DDLSKALTALIDLAE   253
gi|32421379|ref|XP_331133.1| RNKIGDAVAEVARQYYDNDQ--NWPELLQTLFNLSQA-PDAGKRETAFRIFHATPSIIEKQHQDAVAMAFAKAFTDESVA-----VRLAAMEAFAAFFRSLG-KKNQAKYFELLPQLLNILPPIKDSQDS-----DDLSQALIALIDLAE   254
gi|19076002|ref|NP_588502.1| RNKLCDTIAEIARSIYDCQG--EWPELINVIFNAVNS-PDESFRESVFRTITSLPRLLSGQ-DSAVTPLFTTGLADPSIR-----VRISAARAYSAVILESK-QSTRDQVIPLLPSLMNILPPLQQDRDS-----DNLADCLMAITEIAE   250
gi|50305745|ref|XP_452833.1| RHKLSDAIAECALEELP-----EWPPLLQTLFEAIKN-TDPNFRESSFRIFSSMPHLINSIDINHALPIFESGFTDPSDE-----VKIAAVTAFVGYFKQLP-KNNWAKLGVLLPSLLNSLPKFLDDSKD-----EALAAVFESLIELVE   251
gi|45200748|ref|NP_986318.1| RHKLSDAIAECAQDDLP-----AWPELLRTLFEATKN-QNPNFRESSFRIFSTVPHLINAIEITNALPIFEAGFTDTEDD-----VKIAAVTAFVGYFKQLP-KMHWAKLGVLLPSLLNSLPKFLDDGKD-----DALAAVFESLIELVE   251
gi|6323968|ref|NP_014039.1| RHKLSDAIAECVQDDLP-----AWPELLQALIESLKS-GNPNFRESSFRILTTVPYLITAVDINSILPIFQSGFTDASDN-----VKIAAVTAFVGYFKQLP-KSEWSKLGILLPSLLNSLPRFLDDGKD-----DALASVFESLIELVE   251
gi|17737759|ref|NP_524226.1| RRKICEVVAEVARNLIDEDCNNQWPDILQFLFQCANS-PTPQLQESALRIFSSVPSIFGNQEAQYIDLIKQMLAKSMDAG-SDPEVRVQAVRAVGAFILYHDKENETAIHKHFADMLPRMIHITGETIEA-----QDDQSLLKLLIEMTE   245
gi|118780654|ref|XP_310308.5| RRKICEMVAEVARCLIDDDGNNEWPEFLQFLFHCHNS-ANVQLQEAALRIFASVPGIFGNQQAQHLPLIKQMFIKYLEPT-SDQEVRFQAVRAYGAFVLLHDKEED--VQRQFADLLPQIIMITAESIEL-----GDPQNLMQLLIDMAE   244
gi|24797086|ref|NP_002262.3| RKKVCDIAAELARNLIDEDGNNQWPEGLKFLFDSVSS-QNVGLREAALHIFWNFPGIFGNQQQHYLDVIKRMLVQCMQDQ-EHPSIRTLSARATAAFILAN--EHNVALFKHFADLLPGFLQAVNDSCYQ-----NDD-SVLKSLVEIAD   263
gi|73989213|ref|XP_542647.2| RKKICDIAAELARNLIDEDGNNQWPEGLKFLFDSVSS-QNMGLREAALHIFWNFPGIFGNQQQHYLDVIKRMLVQCMQDQ-EHPSIRTLSARATAAFILAN--EHNVALFKHFADLLPGFLQAVNDSCYQ-----NDD-SVLKSLVEIAD   245
gi|29789199|ref|NP_076068.1| RKKICDIAAELARNLIDEDGNNQWPEGLKFLFDSVSS-QNMGLREAALHIFWNFPGIFGNQQQHYLDVIKRMLVQCMQDQ-EHPSIRTLSARATAAFILAN--EHNVALFKHFADLLPGFLQAVNDSCYQ-----NDD-SVLKSLVEIAD   245
gi|109502015|ref|XP_224534.4| RKKICDIAAELARNLIDEDGNNQWPEGLKFLFDSVSS-QNMGLREAALHIFWNFPGIFGNQQQHYLDVIKRMLVQCMQDQ-EHPSIRTLSARATAAFILAN--EHNVALFKHFADLLPGFLQAVNDSCYQ-----NDD-SVLKSLVEIAD   245
gi|114650444|ref|XP_001140931.1| RKKVCDIAAELARNLIDEDGNNQWPEGLKFLFDSVSS-QNVGLREAALHIFWNFPGIFGNQQQHYLDVIKRMLVQCMQDQ-EHPSIRTLSARATAAFILAN--EHNVALFKHFADLLPGFLQAVNDSCYQ-----NDD-SVLKSLVEIAD   251
gi|118084696|ref|XP_416978.2| RKKICDIVAELARNLIDEDGNNQWPDVLKFLFDSVSS-QNVGLREAALHIFWNFPGIFGNQQQHYLEVIKRMLVQCMQDQ-EHPSIKTLSARAAAAFVLAN--EHNIPLLKHFADLLPGILQAVNDSCYQ-----NDD-SVLKSLVEIAD   225
gi|125802691|ref|XP_697938.2| RKKTCDIAAELARNLIDDDGNNQWPEILKFLFDSVNS-QDVGLREAALHIFWNFPGIFGNQQQHYMEVIKRMLVQCMQDQ-ENPQIRTLSARAAASFILSN--EGNTALLKHFSDLLPGILQAVNESCYR-----GDD-SVLKSLVEIAD   241
gi|17506191|ref|NP_490715.1| KKKIADLISEIASNLIDDSGDMTWGGVLELMDHCLKS-EDLTGNYIALLILRGCPIIFGNRLAHFLPTLKVVLEKCMATP--DLQIKATAVRAVIAFAVDN--DEEKDVVRLMTSLVPNVLQVCNETSDE-----DDSDGPLGEFAELAS   240
gi|15241189|ref|NP_197483.1| SKKICDTVSELASGILPENG---WPELLPFVFQCVTS-VTPKLQESAFLILAQLSQYVGETLTPHIKELHGVFLQCLSSNSASSDVKIAALNAVISFVQCLANSTERDRFQDVLPAMIRTLTESLNNGNE-----ATAQEALELLIELAG   261
gi|115472957|ref|NP_001060077.1| AKKVCDAISELAALLLPENA---WAELLPFLFRAASGPEAPNLQESALLIFARLADYIAESLLDHLMTIHNLLASALAHP-TSPDVRIAALSAAVNLVQCLPTNADRDKMQDLLPAMMRALTDCLNSGQE-----ASAQEALELLVELAG   268
gi|124506397|ref|XP_001351796.1| RSNICNNIIDLSSKLLLHN---QWPELLSVTFEFCNS-NNVDVLISGYKILGGILSCIPDELDGKQEIISSICMKGLNSS--NVQVRGECINLISCIVEDNS-SSLVKSVHGCIPLILQSLSLMAKNSSSDIAVLEECEKVLQSIGKMID   265
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gi|145616144|ref|XP_360994.2| ISPKMFRQQFNHLVQFSISVIQDK------ELDDICRQNALELMATFADY---APSMCKRDPNYTNDMITQCLSLMTDLGEDDDD----AAEWLASEELDQDESGPQPCGRRAMYGYVSQQ---AGRPNHPRPD-------LQLAASHDA   380
gi|32421379|ref|XP_331133.1| SSPKMFKTVFSTLVGFSISVIQDK------ELTDLCRQNALELMATFADY---APSMCKKDASYTKDMITQCLSLMTDLGEDDDD----AAEWLSCDDLDTDESDSNHVAGEQCLDRLANK---LGGAAILSPIFGWLPSMMNSPAWRDR   388
gi|19076002|ref|NP_588502.1| VFPKLFKPIFESVIAFGLGIIKDK------ELDNSARQAALELLVCFSEG---APAMCRKSSDYTDQLVLQCLLLMTDVAGDPEDEAEELQEWLNTDDLDQDESDANHVVAEQAMDRLSRK---LGGKTILPPSFTWLPRLIPSQKWSER   388
gi|50305745|ref|XP_452833.1| LAPKLFKDMFDQIIQFADMVIKNK------DLEPSARTTALELLTVFSEC---APQMCKNNQNYAQSVVLDTLVMMTEVSIDDDQ----AIEWQNSNDVEEDNEENTYDMARQALDRVALK---LNGKYLAAPLFQFLQQMITSSEWRER   385
gi|45200748|ref|NP_986318.1| LAPKLFKSMFDQMIQFTDMVIKNK------DLETSARTTALELLTVFSEC---APQMCKSNPNYAQSLIMDTLLMMTEVSIDDDQ----AIEWQNSDDVEEDDEETAYDNARQALDRVALK---LNGKYLAPILFQYLQQMVGSAEWRER   385
gi|6323968|ref|NP_014039.1| LAPKLFKDMFDQIIQFTDMVIKNK------DLEPPARTTALELLTVFSEN---APQMCKSNQNYGQTLVMVTLIMMTEVSIDDDD----AAEWIESDDTD-DEEEVTYDHARQALDRVALK---LGGEYLAAPLFQYLQQMITSTEWRER   384
gi|17737759|ref|NP_524226.1| NCPKFLRPQLEFIFEVCMKVFSSQ------DFEDSWRHLVLEVMVSLAEN--APSMIRKRADKYIVALIPLILHMMTDLDDDENWST-------ADVVDDD-DHSDNNVIAESSLDRLACG---LGGKIVLPLVMNALPVMLGHADWKHR   376
gi|118780654|ref|XP_310308.5| GVPKFFRPQLEPIFELCMKVFSTV------DMEDNLRHLALEMMVSLAEN--APAMVRKRAAKYVTALVPLILQMMTDLEDDDEWSV-------SDKITED-DTSDNNVIAESALDRLACG---LGGKTILPHIVNNIPNMLLSPDWKQR   375
gi|24797086|ref|NP_002262.3| TVPKYLRPHLEATLQLSLKLCGDT------SLNNMQRQLALEVIVTLSET--AAAMLRKHTN-IVAQTIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNPDWKYR   393
gi|73989213|ref|XP_542647.2| TVPKYLRPHLEATLQLSLKLCGDT------NLNNMQRQLALEVIVTLSET--AAAMLRKHTN-IVAQTIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNPDWKYR   375
gi|29789199|ref|NP_076068.1| TVPKYLRPHLEATLQLSLKLCGDT------NLNNMQRQLALEVIVTLSET--AAAMLRKHTS-LIAQTIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNPDWKYR   375
gi|109502015|ref|XP_224534.4| TVPKYLRPHLEATLQLSLKLCGDT------NLNNMQRQLALEVIVTLSET--AAAMLRKHTN-IIAQTIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNADWKYR   375
gi|114650444|ref|XP_001140931.1| TVPKYLRPHLEATLQLSLKLCGDT------SLNNMQRQLALEVIVTLSET--AAAMLRKHTN-IVAQTIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNPDWKYR   381
gi|118084696|ref|XP_416978.2| SVPKYLRPHLEPTLQLSLRLCADT------NLSNMQRQLALEVIVTLSET--AAAMLRRHTN-IVAQAIPQMLAMMVDLEEDEDWAN-------ADELEDD-DFDSNAVAGESALDRMACG---LGGKLVLPMIKEHIMQMLQNPDWKYR   355
gi|125802691|ref|XP_697938.2| TAPKYLRPNLEATLQLSLKLCADT------NLTNMQRQLALEVIVTLSET--AAAMLRKHTN-IVAQSVPQMLTMMVDLEEDEEWAM-------ADELEDD-DFDSNAVAGESALDRIACG---LGGKIILPMIKQHIMQMLQNPDWKYR   371
gi|17506191|ref|NP_490715.1| SLPKCLNTHMSQVLQVTLAIAGNK------EKNEMVRQNAIEVICSYMES--APKGLKKYAPGALGPILETLLSCMTEMDDDVLNEW-------LNEIEEEEDYEDIPIIAESAIDRVACC---INGKVMLPVFLPLVEKLLTSEDWKMK   372
gi|15241189|ref|NP_197483.1| TEPRFLRRQLVDIVGSMLQIAEAD------SLEESTRHLAIEFLVTLAEARERAPGMVRKLPQFIDRLFAVLMKMLEDIEDDPAWYS-------AETEDEDAGETSNYSMGQECLDRLAIS---LGGNTIVPVAYQQFSAYLAASEWQKH   395
gi|115472957|ref|NP_001060077.1| AEPRFLRRQIADVVGAMLQIAEAA------QLEDGTRHLAVEFVITLAEARERAPGMMRRLPQFVGRLFAVLMQMLLDVEDDPAWHT-------AETEDEDAGEGNNYGVAQECLDRLAIA---IGGNAIVPIASELLPQYLSAPEWQKH   402
gi|124506397|ref|XP_001351796.1| YNAKFFTKHITSLCDILFSICMKDENELNYDFDNSLKSLSIEALVTIPER---RPKMALSVPHFVDKIIHLSMLFMLDINNDCFNEW------MNSIKEGKDDSQELYDIGEESLDRVGKAFSELEEAEFIHILFNKVSEFLMKNTWEHK   406
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gi|145616144|ref|XP_360994.2| LACLERSACCPHGHLR-HMR--------------RLPRPYDWWAGCNALGQMSTDFAPTMQKEHHEVVMKAIIPVLISP-EPRVKSHAAAALVNFCEEAEKSILEPYLDDLLSHLFQLLQN--------EKRYVQEQALSTIATIADAAE   506
gi|32421379|ref|XP_331133.1| HAALMALSAISEGCRE-EMIGELRQVLDLVVPALKDPHPRVRWAGCNALGQMSTDFAPTMQKQYYDIVLSAIVPVLNAP-EARVKSHAAAALVNFCEEADKSVLEPYLDNLLSHLFQLLQN--------EKRYVQEQALSTIATIADAAE   528
gi|19076002|ref|NP_588502.1| HAALMAISSIAEGAEK-LMKKELSRVLDMVLPLLADPHPRVRWAACNAVGQMSTDFAPDMQVKYPSRILEALVPVLESP-ESRVQAHAAAAMVNFSEEADNKVLEPYLDDILQRLLTLLQS--------PKRYVQEQAVTTIATVADAAA   528
gi|50305745|ref|XP_452833.1| FAALMALSSAAEGCRD-VLMIEIDKILEMVVPLIDDPHPRVQYGCCNVLGQISTDFAPLIQSTSHEKILPALISKLTSSSVDRVQTHAAAALVNFSEQATQSIMEPYLDSLLTNLLSMLQS--------SKLYVQEQALTTIAFIAEAAE   526
gi|45200748|ref|NP_986318.1| FGALMALSSAAEGCRD-VLIGEIPKILDMVIPLINDPHPRVQYGCCNVLGQISTDFAPLIQRTSHERILPALISKLTGQSVDRVQTHAAAALVNFSEHATQIILEPYLDSLLTNLLSMLQS--------SKLYVQEQALTTIAFIAEAAE   526
gi|6323968|ref|NP_014039.1| FAAMMALSSAAEGCAD-VLIGEIPKILDMVIPLINDPHPRVQYGCCNVLGQISTDFSPFIQRTAHDRILPALISKLTSECTSRVQTHAAAALVNFSEFASKDILEPYLDSLLTNLLVLLQS--------NKLYVQEQALTTIAFIAEAAK   525
gi|17737759|ref|NP_524226.1| FAALMAISAIGEGCHK-QMEAILDEVMSGVLNFLSDPHPRVRYAACNAIGQMSTDFAQTFEKKFHSQVIPGLLSLLDDVENPRVQAHAGAALVNFSEDCPKNILTRYLDGIMAKLETILNSKFKELVEKGNKLVLEQVVTTIASVADTCE   525
gi|118780654|ref|XP_310308.5| HAALMAISAAGEGCQK-QMEAMLENIMQGVLKYLVDPHPRVRYAACNAIGQMATDFAPIFEKKFHEQVIPGLLNLLDDVENPRVQAHAGAALVNFSEDCPKNILTRYLDAIMAKLELILTTKFKELVEKGTKLVLEQVVTTIASVADTTE   524
gi|24797086|ref|NP_002262.3| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAVGQMATDFAPGFQKKFHEKVIAALLQTMEDQGNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSIMVLKLQELIQKGTKLVLEQVVTSIASVADTAE   542
gi|73989213|ref|XP_542647.2| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAVGQMATDFAPGFQKKFHEKVIAALLQTMEDQGNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSIMVLKLQELIQKGTKLVLEQVVTSIASVADTAE   524
gi|29789199|ref|NP_076068.1| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAVGQMATDFAPGFQKKFHEKVIAALLQTMEDQGNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSIMVLKLQELIQKGTKLVLEQVVTSIASVADTAE   524
gi|109502015|ref|XP_224534.4| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAVGQMATDFAPGFQKKFHEKVIAALLQTMEDQGNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSIMVLKLQELIQKGTKLVLEQVVTSIASVADTAE   524
gi|114650444|ref|XP_001140931.1| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAVGQMATDFAPGFQKKFHEKVIAALLQTMEDQGNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSIMVLKLQELIQKGTKLVLEQVVTSIASVADTAE   530
gi|118084696|ref|XP_416978.2| HAGLMALSAIGEGCHQ-QMEGILNEIVNFVLLFLQDPHPRVRYAACNAIGQMATDFAPGFQKKFHEKVIAALLQTMEDQDNQRVQAHAAAALINFTEDCPKSLLIPYLDNLVKHLHSTMVIKLQELIQKGTKLVLEQVVTSIASVADTAE   504
gi|125802691|ref|XP_697938.2| HAGLMALSAIGEGCHQ-QMEAILSEIVSFVLLFCQDPHPRVRYAACNAIGQMATDFAPTFQKKFHDKVISALLQTMEDQSNPRVQAHAAAALINFTEDCPKTLLVPYLDSLVQHLHVIMVAKLQELIQKGTKLVLEQVVTSIASVADTAE   520
gi|17506191|ref|NP_490715.1| HAALRAFSAVGEGCQR-SMEPHIEQIMAHITNYVNDAHPRVQYAACNAIGQMSSDFAPTLQKKCHAAVIPALLESLDRTDVPRVCAHAASALVNFAEECPKSIIGQYLPFILQKLENVLSAVFNRLGDKRYQVVVENIVTAIASVAEAAE   521
gi|15241189|ref|NP_197483.1| HASLIALAQIAEGCSK-VMIKNLDQVVSMVLSQFQSPHPRVRWAAINAIGQLSTDLGPDLQNQHHERVLPALAAAMDDFQNPRVQAHAASAVLNFSENCTPEILSPYLDGVVSKLLVLLQN--------GKQMVQEGALTALASVADSSQ   536
gi|115472957|ref|NP_001060077.1| HAALITLAQIAEGCAK-VMLKNLEQVVSMILNGFQHPHARVRWAAINAIGQLSTDLGPDLQVNYHQQVLPALANAMDDFQNPRVQAHAASAILNFSENCTPEILTPYLDGIVTKLLVLLQN--------GKQMVQEGALTALASVADSSQ   543
gi|124506397|ref|XP_001351796.1| YVGIMAIAQTIEYLPEDEIEEQLEHVIKMLLQILVDQDVRVRYAACQAIGQISLDHQPYVQKEFFSEILSALINTMNDV-HLRVQSHATAAFVNYAEELDKMALLPYADIIIDILLQKLNS-------SNYLLVREQAVTAIAVIAGVIE   548
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gi|145616144|ref|XP_360994.2| QAFSKYYDTLMPLLVGVLNREGEKEFRLLRAKAMECATLIALAVGRERLGNDALTLVQLLAT--VQSNITDADDPQAQYLMHCWGRMCRVLGQDFLPFLHNVMPPLLELATAKADIQLLDDED-QVEQISQEDGWELVPVKGKM-IGIRT   652
gi|32421379|ref|XP_331133.1| QAFAKYYDTLMPLLMGVLQRENEKEVRLLRAKAMECATLIALAVGKERLGADAMALVQLLAS--IQQNITDPDDPQAQYLMHCWGRMCRVLGRDFLPYLPEVMPPLLELASAKADIQLLEDDE-QIEQLQTEEGWELVPLRGKT-IGIRT   674
gi|19076002|ref|NP_588502.1| KKFEKYFDAIMPLLFNVLQQADGKEFRTLRGKTMECATLIALAVGKQRFLPVSQELIQILGN--IQMGITDSDDPQASYLISAWGRICRVLGSDFVPFLSSVMPPLLVAATSKPDFTIIDDEV-DESKYSEQDGWEFIPVHGQQ-VGIRT   674
gi|50305745|ref|XP_452833.1| KKFIKYYDTLMPLLINVLRTDTGTESRVLKGKCMECSTLIALAVGKEKFASYSQELIQLFIT--YQNEGIQDDDPLKTYLEQSWSRVCRILREDFVPLLDVVIPPLLETAKATQDVSLIEEE--EAANYQQYTDWDVVQIQGKH-IAIHT   671
gi|45200748|ref|NP_986318.1| KKFIKYYDTLMPLLLSVLKTDTGKENRTLKGKCMECATLIALAVGKDKFSAHSQKLIELFIS--YQNEGVDDDDPIKTYLEQGWSRICRILREDFVPFLPIVLPSLLETAKAGQDVSLIDEE--EAKNFQQYTDWDVVQIQGKH-IAIHT   671
gi|6323968|ref|NP_014039.1| NKFIKYYDTLMPLLLNVLKVNN-KDNSVLKGKCMECATLIGFAVGKEKFHEHSQELISILVA--LQNSDIDEDDALRSYLEQSWSRICRILGDDFVPLLPIVIPPLLITAKATQDVGLIEEE--EAANFQQYPDWDVVQVQGKH-IAIHT   669
gi|17737759|ref|NP_524226.1| SEFVAYYDRLMPCLKFIIQNANSDDLRMLRGKTIECVSLIGLAVGREKFIGDAGEVMDMLLVNHTEGGELADDDPQTSYLITAWARMCKILGKQFEQYLPLVMGPVMRTATMKPEVAMLDND--EVEDIDGDVDWSFINLGEQQNFAIRT   673
gi|118780654|ref|XP_310308.5| KDFVVYYDRLMPSLKYIIKNGNTDELKLLRGKTIECVSLIGLAVGAEKFMSDASDVMDMLLKTHTEG-DLPDDDPQTSYLISAWARICKILGKQFEQFLPLVMGPVMRTASMKPEVALLDND--EMQGVENDSNWQFVNLGEQQNFVIRT   671
gi|24797086|ref|NP_002262.3| EKFVPYYDLFMPSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFNDMEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   690
gi|73989213|ref|XP_542647.2| EKFVPYYDLFMPSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFSDMEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   672
gi|29789199|ref|NP_076068.1| EKFVPYYDLFMPSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFNDMEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   672
gi|109502015|ref|XP_224534.4| EKFVPYYDLFMPSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFNDMEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   672
gi|114650444|ref|XP_001140931.1| EKFVPYYDLFMPSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFNDMEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   678
gi|118084696|ref|XP_416978.2| EKFVPYYDLFMTSLKHIVENAVQKELRLLRGKTIECISLIGLAVGKEKFMQDASDVMQLLLKTQTDFSDLEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSDDDGWEFVNLGDQQSFGIKT   652
gi|125802691|ref|XP_697938.2| EKFVPYYDLFMPSLKHIVENAIQKELRLLRGKTIECISLIGLAVGKEKFMPDASAVMQLLLKTQTDFNDLEDDDPQISYMISAWARMCKILGKEFQQYLPVVMGPLMKTASIKPEVALLDTQ--DMENMSEDDGWEFVNLGDQQSFGIKT   668
gi|17506191|ref|NP_490715.1| ELFKEHHARLIPNLVHILQN--VGELKELRGKTIECISLIGYAVGKEQFHATAIEILNLLG---DGMKDLAIDDPQYSYMISSWTRFCSILGADFAPFLPVVMDPVLRAARYRPDFNIFNNE--DVH--ENEEGVEYHGIGGEKTVGIRT   662
gi|15241189|ref|NP_197483.1| EHFQKYYDTVMPYLKTILMNATDKSKRMLRAKSMECISLVGMAVGKDRFKEDARQVMEVLMS--LQGSQMEADDPITSYMLQAWARLCKCLGQDFLPYMKVVMPPLLQSAQLKPDVTITSADSEDEAEDSDDESMETIILGDKR-IGIKT   683
gi|115472957|ref|NP_001060077.1| EHFKKYYDAVMPYLKAILMNATDKSNRMLRAKSMECISLVGMAVGKDKFRDDAKQVMEVLMS--LQGTTMENDDPITSYMLQAWARLCKCLGQDFLPYMNVVMPPLLQSAQLKPDVTITSAESDDDIE-SDDDSIETITLGDKR-IGIRT   689
gi|124506397|ref|XP_001351796.1| EDFLKYYSTVVPMMKDIIQKAVSEEERTCRGKAIECISIIGLSVGKDIFIEDAKECMNALLQ--ISSTKMDPDDTVKEYIQEAIGRICRALGNDFYPYLSSIVPTILSVLSVLPKPLTDDEE-----------DLTITMVSNGQYVGLKT   685
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gi|145616144|ref|XP_360994.2| STMDDKHMAIELLVVYAQVLEAGFAPYVPEIMEKVAIPGLAFFFHDPVRFISAKLVPQLLGSYKKAYGP------TSNELAGLWAGIVDKLLEVLSA-------EPAIDTLAEMYQCFYESVEVVGAQCMKDEQMTKFIDSVQSTLEDYR   789
gi|32421379|ref|XP_331133.1| STMDDKNMAIELLVVYAQVLEGDFAPYVADIMEKIALPGLAFFFHDPVRYMSAKLVPQLLISYKKQYGP------GSNELKGLWTSTVVQLLDVLSA-------EPAIDTLAEMYQCFYESIEVIGTACLDETHMGRFIDGVHSTLEDYK   811
gi|19076002|ref|NP_588502.1| STLEDKCTATEMLVCYAAELKADFDPYVNEVLTSVVLPGLKFFFHDGVRSACCKCIPQLLNARILASNR------DPAKVNELWEPILRKLLDHIQN-------EPSVEMLADYFECFYQSLEISGLN-LSPSSMEALVAAVDLQLKGFI   810
gi|50305745|ref|XP_452833.1| SVLDDKVTAMELLQVYATVLKSFFASYVKEILTEVAVPSIDFYLHDGVRARGATLIPALFTSLVSAVGQ------DNDIVLQLWQIASNKLISGIIS-------EPMPEVTKSYHYALVDCLGIVGNNGLNQEQLSQFTQGVNNNLTDVY   808
gi|45200748|ref|NP_986318.1| SILDDKVPAMELLQVYATILKNYFAAYVPEIMTEIAIKSLDFYLHDGVRATGAGLIPVLFSSLVSATGV------QNPNTVALWELASTKLINSIIS-------EPMPEIVRIYHASLVDGLKIMGDNALTNEQLEKYTKGLSANLSDVF   808
gi|6323968|ref|NP_014039.1| SVLDDKVSAMELLQSYATLLRGQFAVYVKEVMEEIALPSLDFYLHDGVRAAGATLIPILLSCLLAATGT------QNEELVLLWHKASSKLIGGLMS-------EPMPEITQVYHNSLVNGIKVMGDNCLSEDQLAAFTKGVSANLTDTY   806
gi|17737759|ref|NP_524226.1| AGMDDKASACEMLVCYARELKEGFAEYAEDVVR-QMLPMLKFYFHDGVRTAAAESLPYLLDCAKIKGPQ---------YLEGMWMFICPELLKVIVT-------EPEPDVQSELLNSLAKCIETLGPNCLNEDAMKQVLEIINKYVLEHF   806
gi|118780654|ref|XP_310308.5| AGLEDKASACEMLVCYARELKEGFANYAEEVVR-LMVPMLKFYFHDGVRSAAAESLPYLLDCAKIKGPK---------YLEGMWLYICPELLKAIDS-------EPEADVLTELLHSLARCIETLGAACLSNEAMEEVLKIIDKFMKQHF   804
gi|24797086|ref|NP_002262.3| AGLEEKSTACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIEVMGDGCLNNEHFEELGGILKAKLEEHF   823
gi|73989213|ref|XP_542647.2| AGLEEKSTACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIEVMGDGCLNNEHFEELGGILKAKLEEHF   805
gi|29789199|ref|NP_076068.1| AGLEEKSTACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIEVMGDGCLNNEHFEELGGILKAKLEEHF   805
gi|109502015|ref|XP_224534.4| AGLEEKSTACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIEVMGDGCLNNEHFEELGGILKAKLEEHF   805
gi|114650444|ref|XP_001140931.1| AGLEEKSTACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIEVMGDGCLNNEHFEELGGILKAKLEEHF   811
gi|118084696|ref|XP_416978.2| AGLEEKATACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHD------------------------------------------------------------------DILLTNPTCIEVMGDGCLNNEHFEELGGILKGKLEEHF   735
gi|125802691|ref|XP_697938.2| AGLEEKATACQMLVCYAKELKEGFVEYTEQVVK-LMVPLLKFYFHDGVRVAAAESMPLLLECARVRGPE---------YLTQMWHFMCDALIKAIGT-------EPDSDVLSEIMHSFAKCIELMGDGCLNNEHFEELGGILKAKLEEHF   801
gi|17506191|ref|NP_490715.1| SGLEEKATACDMLVAFAKEMKEAFMPYVVDVYE-LAIKNLDFGLHDGVRTASAEIMPCLLTCVEKQGLA---------DKRRLWCEFLKALTTSMEE-------EDDVEILASFMTTIGSCIEVMKTEGIAEEEVQLIISVLLKQLENYG   795
gi|15241189|ref|NP_197483.1| SVLEEKATACNMLCCYADELKEGFFPWIDQVAP-TLVPLLKFYFHEEVRRAAVSAMPELMRSAKLAIEKGESQGRDLSYLKQLSDYIIPAMLEALHK-------EPDTEICVSMLEAINECLQISGN-LLDEGKIRSIVDEIKQVMTASS   824
gi|115472957|ref|NP_001060077.1| SVLEEKATACNMLCCYADELKEGFFPWIDQVAP-TLVPLLKFYFHEEVRRAAVAAMPELLRSAKLAVEKGLAQGRDESYVKQLSDYIIPALVEALHK-------EPETEMCSSMLDSLNECMQLSGR-LLDENQVRAVSDEIKNVIIASA   830
gi|124506397|ref|XP_001351796.1| SLLEDQEKALDLLIIIIEVLKENYKDYIQATAT-AVLPMLNYELSDEIKQKALTAVSELIESARILSEKTDN---DKSMLLAILTAAAEKVLKSLLETKLDDNYEYILDVMIIESHGLYMCLQKAGSNVLPENTLKLFFNQIFALLQYST   831
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gi|145616144|ref|XP_360994.2| DRVNQRAEDKEGVTAEDAEDLAEDILMAIEDDQTLLSDMNKAFHVVFKYHGSSFLRHWERLMPTYESFLKSSE-TTQRQWGLCIMDDVLEYCGADSIHYANYISQPLLDGCRDQNAAIRQAAAYGIGVAAQ--KGGAAWAQFLGGALEYL   936
gi|32421379|ref|XP_331133.1| DRAAAREEEQG---GEDGEDESEEMQMAIEDDQTLLSDMNKAFHAVFKYHGASFLSAWSRLLPTYSSFLSSND-TTQRQWGLCIMDDVLEYCGAESIHYAQYISEPLLLGCQDASPAIRQAAAYGIGVAAH--HGGQAWAPLVGQAVEVL   955
gi|19076002|ref|NP_588502.1| SRVQQREEEAK--NGDIDIEEDEDMILAVENDQNLLNEINKTFSVVLKIHKTAFCPFWERLLPYMDGFLSGND-TVAKQWALCMMDDLIEFTGPDSWNYKDHFLPYLAEGIQSSEPEIRQAASYGIGVAAQ--HGGELYAEICSSALPAL   955
gi|50305745|ref|XP_452833.1| ERTKSRYDQDD----EYNEDVDDDLDEYTDED--LLDEINKSLAAVFKSAGVSYLQQFQTLWPIIHSYLQETE-VFILLFALIAIADMIEYTGDNSAPFKQHFVQKIKECLTFPEPSIRQGTAYLLGVCAQ--YAPNTYSDICLGSLETL   949
gi|45200748|ref|NP_986318.1| ERVRQRHGQED----EYNEDVDEEYEDFTDED--LLDDINKSLAAVFQTTNGVYLTHFQSVWPLIHMYLQDSE-VILTLFALVAISDMVHYCGDNAAMFKDSFAGKMKDYLVFPEPSIRQAAAYCIGSCAQ--YAPNTFGEVCMASLDTL   949
gi|6323968|ref|NP_014039.1| ERMQDRHGDGD----EYNENIDEE-EDFTDED--LLDEINKSIAAVLKTTNGHYLKNLENIWPMINTFLLDNE-PILVIFALVVIGDLIQYGGEQTASMKNAFIPKVTECLISPDARIRQAASYIIGVCAQ--YAPSTYADVCIPTLDTL   946
gi|17737759|ref|NP_524226.1| ERADKR--LAARNEEDYDDGVEEELAEQDDTDVYILSKIVDITHALFQTNKAQFLPAFEQVAPHFVKLLEPSRPVADRQWGLCVFDDLIEFCGPACAPYQQIFTPALVQYVCDKAPEVRQAAAYGCGVLGQ--FAGEQFAHTCAQIIPLL   952
gi|118780654|ref|XP_310308.5| EKEEKR--AQARKEEDYDDGVEEQLAEEDDADIYLLSRISDIIHSLFVTYKDAFLPSFQRVVPHFVKLLQATNPWADRQWGLCIFDDLIEYTGPLCVQYQPYFLQPMLEYIKDEQPEVRQAAVYGCGVLGQ--FGGEQFAVTCAQAISLL   950
gi|24797086|ref|NP_002262.3| KNQELR--QVKRQDEDYDEQVEESLQDEDDNDVYILTKVSDILHSIFSSYKEKVLPWFEQLLPLIVNLICPHRPWPDRQWGLCIFDDVIEHCSPASFKYAEYFLRPMLQYVCDNSPEVRQAAAYGLGVMAQ--YGGDNYRPFCTEALPLL   969
gi|73989213|ref|XP_542647.2| KNQELR--QVKRQDEDYDEQVEESLQDEDDNDVYILTKVSDILHSIFSSYKEKVLPWFEQLLPLIVNLICPHRPWPDRQWGLCIFDDVIEHCSPASFKYAEYFLRPMLQYVCDNSPEVRQAAAYGLGVMAQ--YGGDNYRPFCTEALPLL   951
gi|29789199|ref|NP_076068.1| KNQELR--QVKRQDEDYDEQVEESLQDEDDNDVYILTKVSDILHSIFSSYKEKVLPWFEQLLPLIVNLICPQRPWPDRQWGLCIFDDIVEHCSPASFKYAEYFISPMLQYVCDNSPEVRQAAAYGLGVMAQ--FGGDNYRPFCTDALPLL   951
gi|109502015|ref|XP_224534.4| KNQELR--QVKRQDEDYDEQVEESLQDEDDNDVYILTKVSDILHSIFSSYKEKVLPWFEQLLPLIVNLICPHRPWPDRQWGLCIFDDIIEHCSPASFKYAEYFLRPMLQYVCDNSPEVRQAAAYGLGVMAQ--YGGDNYRPFCTEALPLL   951
gi|114650444|ref|XP_001140931.1| KNQELR--QVKRQDEDYDEQVEESLQDEDDNDVYILTKVSDILHSIFSSYKEKVLPWFEQLLPLIVNLICPHRPWPDRQWGLCIFDDVIEHCSPASFKYAEYFLRPMLQYVCDNSPEVRQAAAYGLGVMAQ--YGGDNYRPFCTEALPLL   957
gi|118084696|ref|XP_416978.2| KNQELR--QVKRQDEDYDEQVEESLQDE-----------------------------------------CPQRPWPDRQWGLCIFDDIIEHCSPSSFKYAEYFLRPMLQSICDNSPEVRQAAAYGVGVMAQ--FGGDNYRPFCTEALPLL   840
gi|125802691|ref|XP_697938.2| KNQEVR--QAKRQDEDYDEQVEETLQDEDENDVYILTKVSDILHSIFSSYREKVLPWFEQLLQLIVNLICPHRPWADRQWGLCIFDDVVEHCSPSSFKYAEYFLRPMMQSLCDTSPEVRQAAAYGVGVMAQ--FGGENYRPAFTEAVPLL   947
gi|17506191|ref|NP_490715.1| KRMSDR--PVE-DEDDDDAEAKEELDYFMELEASCLGAISDLTHSLMKEFKGTIFEGMINVFNCAIQLIEGSKQYFERQWGMCLLDDAIEFGVGHMPTRFPKLIPIMYKLLGDEYPEVRQAASYGFGVMAINYHQISDYRNEILSCLEPL   942
gi|15241189|ref|NP_197483.1| SRKRER--GERAHAEDFDAEEGELIKEENEQEEEIFDQVGEILGTLVKTFKASFLPFFDELSSYLTPMWGRDKTAEERRIAICIFDDVAEQCREAAFKYYDTYLPFVLEACNDESPEVRQAAVYGLGVCAE--FGGSVFKPLIGEALSRL   970
gi|115472957|ref|NP_001060077.1| TRKRER--SERSKAEDFDADEGELLKEENEQEEEVFDQVGECLGTLIKTFKASFLPFFDELSVYITPMLGKDKTAEERRIAICIFDDIAEQCRESALKYYDTYLPFLLEASNDENSDVRQAAVYGVGVCAE--FGGHVFRPLVGEALSKL   976
gi|124506397|ref|XP_001351796.1| DRRVVY--NQKKNNDDVDEDELLIIDREEELEQNYRTNLLDILGVLIKYHPTQFLNTCCELCIGFINNYMNSPNSEDVALALYVCDDLLEFLQEKSVNLWDFFMNPLLLNINHADDKVKQAACYGVIQATK----IEAFGKYANIAVEYL   975
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gi|145616144|ref|XP_360994.2| FQAAQVPEP-RSEEN-VYATENACAAIAKILHFNSSTVQNADGIIAQWLGTLPVTNDEEAAP------------QHPAVIS----QPDKVFIYTAQGLESDTLTGQTA-----IRVVAAMYQAVFPTQGQKVCTREYADTRDTKRLSESR  1063
gi|32421379|ref|XP_331133.1| FKATQIPDA-RNEDN-VYATENACAAIAKILHFNSSQVANPDQVATQWFETLPVLNDEEAAPYAYAFMTQLIEKQHPVVIS----QPAKAFYYVAQALEVDVLSGQTL-----ARVIAAVKSLLQATG-------------------TSP  1075
gi|19076002|ref|NP_588502.1| FKMLELPDA-RDEEQ-IYATENICVAICKICRFCSQRVQDLDKVVTYWINTLPVTHDEDDAPYAYTFLAELMEQNHVAVAS----QMPTIITILAETFASGVLRGRTL-----TRLMEASKVYLARFP------------------ADQV  1076
gi|50305745|ref|XP_452833.1| FQIVNMPES-RSEDN-VNSSENASCAIAKILSSYGSSIPNFEQYTANWLKTFPVIHDEECAAFNYRMLAQLIDHNSPVIQG----NTAEIVDYVIQALHQKSIGGKNA-----TAVVESAKKLLSTIP------------------QEQA  1070
gi|45200748|ref|NP_986318.1| FLITTIPDA-KSEDN-ISATENTAAAVAKILHSFGANIPTFETYVVNWLKSFPILQDEEAAAFNYRFLGHLIDSNNPTVHDKE--KLGEIVDYVVQALHQKSISGKVA-----TAVVDSTKKLLSAVP------------------QEEA  1072
gi|6323968|ref|NP_014039.1| VQIVDFPGS-KLEEN-RSSTENASAAIAKILYAYNSNIPNVDTYTANWFKTLPTITDKEAASFNYQFLSQLIENNSPIVCAQS--NISAVVDSVIQALNERSLTEREG-----QTVISSVKKLLGFLP------------------SSDA  1069
gi|17737759|ref|NP_524226.1| VQVINDPKA-REIEN-ISPTENAISAFAKILKYNNSALSNVDELIGVWFSWLPVSEDSEEAAHIYGYLCDLIEGNHPVILGANNGNLPRIVSIIAESFCTKVVEAQSA---TGTRMLTIVKQVESNPE--------------------VM  1077
gi|118780654|ref|XP_310308.5| VEVIMAPDS-REPEN-VNPTENAISAVTKILKYNNTAITNPDEIIALWFTWLPVGEDEDEAVYVYGYLCDLIQANHPVILGENNVNLPRIVSIIASCFYREAVTVPHP---EAERMLSIVKQIESNPD--------------------LF  1075
gi|24797086|ref|NP_002262.3| VRVIQSADS-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVQTFNYLCDLIESNHPIVLGPNNTNLPKIFSIIAEGEMHEAIKHEDP---CAKRLANVVRQVQTSGG--------------------LW  1093
gi|73989213|ref|XP_542647.2| VRVIQSADS-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVQTFNYLCDLIESNHPIVLGPNNTNLPKIFSIIAEGEMHEAIKHEDP---CAKRLANVVRQVQTSGG--------------------LW  1075
gi|29789199|ref|NP_076068.1| VRVIQAPEA-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVQTFSYLCDLIESNHPIVLGPNNTNLPKIFSIIAEGEMHEAIKHEDP---CAKRLANVVRQVQTSGG--------------------LW  1075
gi|109502015|ref|XP_224534.4| VRVIQSADS-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVQTFSYLCDLIESNHPIVLGPNNTNLPKIFSIIAEGEMHEAIKHEDP---CAKRLANVVRQVQTSGG--------------------LW  1075
gi|114650444|ref|XP_001140931.1| VRVIQSADS-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVQTFNYLCDLIESNHPIVLGPNNTNLPKIFSIIAEGEMHEAIKHEDP---CAKRLANVVRQVQTSGG--------------------LW  1081
gi|118084696|ref|XP_416978.2| VRVIQSPDA-KTKEN-VNATENCISAVGKIMKFKPDCVN-VEEVLPHWLSWLPLHEDKEEAVHTFNYLCDLIESNNPVVLGPNNSNLPRIFSIIADGEIHEAIKHEDP---CTKRLANVVRQVQTSGG--------------------LW   964
gi|125802691|ref|XP_697938.2| VGVIQSADS-RAKEN-VNATENCISAVAKVMKYRPECVN-VTEILPHWLSWLPLNEDKEEAVHTFNYLCDLIESNNPIVLGPDNTNLPKIFAIIADGVANESVKGEDG---CSKRLANVIRQVQVSGG--------------------LW  1071
gi|17506191|ref|NP_490715.1| AAMIQREDA-RATEESTVATENAISAFAKIIGNVPLPAEAYGKVVEMFLSWLPTYSDTEESPYIYTCLAELFDKQDAALFGPENQNLPRIFLVCLLSIANDAFNDDDSGNQTKQRIVTILKQIYASFP--------------------QF  1071
gi|15241189|ref|NP_197483.1| NVVIQLPNA-RQSEN-AMAYDNAVSAVGKICQFHRDSID-SSQVLPAWLNCLPISNDVLEAKVVHDQLCSMVERQDVDLLGPNNQHLPKILIVFAEVLT-GKDVVTQE---TAGRMINILRQLQQTLPP------------------SAL  1095
gi|115472957|ref|NP_001060077.1| NNVITHPEA-KHADN-IMAYDNAVSALGKICQFHRDGID-AAQVIPAWLGCLPIKDDKIEAKVVHDQLSSMVERSDADILGPHSQYLPKIVSIFAEVLCNGTELATDE---TTKRMVNLLRRFQQTLPP------------------DFL  1102
gi|124506397|ref|XP_001351796.1| LKLVHESTSNKKPKEYISAIDNAIAALGDVVLMHTSKFNNAEDLIKVWLNHLPIKEDDAEGRRVHKNLIDLVSQNHPLLFGKDNSNTAKIIEIFLTIYETDFSDTDCN-----KKISTLINSLDKSYLN---------------------  1099
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gi|145616144|ref|XP_360994.2| RVVRILLPPPPPRLPVARITRLAIDNNHPPVPSSPHLLGTSSPWLQTTDSSAVWTQAPLDEEPSTAVRRILRAPEGTGSRQ  1144
gi|32421379|ref|XP_331133.1| DPVLQQFGPESQQLIRERFSS------------------------------------------------------------  1096
gi|19076002|ref|NP_588502.1| NSVIATLSVDNQRALSAHF--------------------------------------------------------------  1095
gi|50305745|ref|XP_452833.1| SALLQRYPPEIMQTIHKWFA-------------------------------------------------------------  1090
gi|45200748|ref|NP_986318.1| LRYFQRYPSSIMQDIQTWFA-------------------------------------------------------------  1092
gi|6323968|ref|NP_014039.1| MAIFNRYPADIMEKVHKWFA-------------------------------------------------------------  1089
gi|17737759|ref|NP_524226.1| AACASTLSPEQQQALQDAYRELANVAPA-----------------------------------------------------  1105
gi|118780654|ref|XP_310308.5| QACINTLTAEQKAALEGAYRAAAAVTAAATGVTQ-----------------------------------------------  1109
gi|24797086|ref|NP_002262.3| TECIAQLSPEQQAAIQELLNSA-----------------------------------------------------------  1115
gi|73989213|ref|XP_542647.2| TECIAQLSPEQQAAIQELLNSA-----------------------------------------------------------  1097
gi|29789199|ref|NP_076068.1| TECIAQLSPEQQAAIQELLNSA-----------------------------------------------------------  1097
gi|109502015|ref|XP_224534.4| TECIAQLSPEQQAAIQELLNSA-----------------------------------------------------------  1097
gi|114650444|ref|XP_001140931.1| TECIAQLSPEQQAAIQELLNSA-----------------------------------------------------------  1103
gi|118084696|ref|XP_416978.2| TECISQLNADQQAAIQELLNSA-----------------------------------------------------------   986
gi|125802691|ref|XP_697938.2| TQCVSALNETQQKAIQDLLNTA-----------------------------------------------------------  1093
gi|17506191|ref|NP_490715.1| AQ-QDGIDEHLTSVLQQTLNGQ-----------------------------------------------------------  1092
gi|15241189|ref|NP_197483.1| ASTWSTLKPEQQLALQSMLSS------------------------------------------------------------  1116
gi|115472957|ref|NP_001060077.1| ASTFSSLQPQQQLLLQSILST------------------------------------------------------------  1123
gi|124506397|ref|XP_001351796.1| NLASSTLSHKQAKKLNNILNPNRK---------------------------------------------------------  1123
                         ......1210......1220......1230......1240......1250......1260......1270......1280.


