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gi|45384068|ref|NP_990477.1| --MGPEEVMVQASSPGLISATEVLVAAATFCLLLLLTQTRRQHAPKGLRSPPGPRGLPMLGSVLELRKDPHLVLTRLSRKYGDVMEVTIG-SRPVVVLSGLETIKQALVRQAEDFMGRPDLYSFRHITDGQSLTFSTDTGEMWKARRKLA   150
gi|45384062|ref|NP_990478.1| MAAGPQAAMEQASSPGLISATEVLVAAATFCLLLLLTQTRRQHAPKGLRSPPGPRGLPMLGNVLELRKDPHLVLTRLSRKYGDVMEVTIG-SRPVVVLSGLETIKQALVRQAEDFMGRPDLPSWQYVSNGHSLAFSYECGDAWKARRKLA   150
gi|4503199|ref|NP_000490.1| -----------MLFPISMSATEFLLASVIFCLVFWVIRASRPQVPKGLKNPPGPWGWPLIGHMLTLGKNPHLALSRMSQQYGDVLQIRIG-STPVVVLSGLDTIRQALVRQGDDFKGRPDLYTFTLISNGQSMSFSPDSGPVWAARRRLA   150
gi|114658093|ref|XP_001137654.1| -----------MLFPISMSATEFLLASVIFCLVFWVIRASRPRVPKGLKNPPGPWGWPLIGHMLTLGKNPHLALSRMSQQYGDVLQIRIG-STPVVVLSGLDTIRQALVRQGDDFKGRPDLYTFTLISNGQSMSFSPDSGPVWAARRRLA   150
gi|76647305|ref|XP_588298.2| -------MFSVFGLPIPISATELLLASAVFCLVFWVVRTWRPRVPQGLKSPPEPWGWPLLGHMLMLGKNPHVVLSQLSQRYGDVLQIRIG-CTPVLVLSGLDTVRQALVRQGDDFKGRPDLYSFTLITNGQSMTFNPDSGPVWAARRRLA   150
gi|6753564|ref|NP_034122.1| -------MPSMYGLPAFVSATELLLAVTVFCLGFWVVRATRTWVPKGLKTPPGPWGLPFIGHMLTVGKNPHLSLTRLSQQYGDVLQIRIG-STPVVVLSGLNTIKQALVRQGDDFKGRPDLYSFTLITNGKSMTFNPDSGPVWAARRRLA   150
gi|46048641|ref|NP_036672.2| -------MPSVYGFPAFTSATELLLAVTTFCLGFWVVRVTRTWVPKGLKSPPGPWGLPFMGHVLTLGKNPHLSLTKLSQQYGDVLQIRIG-STPVVVLSGLNTIKQALVKQGDDFKGRPDLYSFTLIANGQSMTFNPDSGPLWAARRRLA   150
gi|40538770|ref|NP_571954.1| ------MALTILPILGPISVSESLVAIITICLVYLLMRLNRTKIPDGLQKLPGPKPLPIIGNVLEIGNNPHLSLTAMSKCYGPVFQIQIG-MRPVVVLSGNDVIRQALLKQGEEFSGRPELYSTKFISDGKSLAFSTDQVGVWRARRKLA   150
gi|115456782|ref|NP_001051991.1| -----MASLMEVQVPLLGMGTTMGALALALVVVVVVHVAVNAFGRR--RLPPSPASLPVIGHLHLLRPPVHRTFHELAARLGPLMHVRLG-STHCVVASSAEVAAELIRSHEAKISERPLTAVARQFAYESAGFAFAPYSPHWRFMKRLC   150
gi|115465868|ref|NP_001056533.1| ---------MEEGVVGGGGAAVLVALLVTVVLAVMRSAGSRSSKRG--RLPPSPMALPIIGHLHLIRPPPHRAFDRILARHGPLVYLRLGPSTHCVVIGSADVARDFLK-FEASIPERPPTAVTRQLAYGKAGFAFAPYGAYWRFVKRLC   150
gi|115468946|ref|NP_001058072.1| ---------MDHQLVARGLFKPLLLFVAGLIVLYALRRRRRHRRSSGLRLPPSPFGLPILGHLHLLAPLPHQALHRLAARHGPLLFLRLG-SVPCVAACSPDAAREVLKTHEAAFLDRPKPAAVHRLTYGGQDFSFSAYGPYWRFMKRAC   150
gi|15240211|ref|NP_196307.1| -------------MVDLQYFSVIILVCLGITVLIQAITNRLRDRLP---LPPSPTALPIIGHIHLLGPIAHQALHKLSIRYGPLMYLFIG-SIPNLIVSSAEMANEILKSNELNFLNRPTMQNVDYLTYGSADFFSAPYGLHWKFMKRIC   150
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gi|45384068|ref|NP_990477.1| QNALKNFSIAASPTASSSCLLEEHVSTEASYLVTKFLQLMEEKQSFDPYRYMVVSVANVICAICFGKRY--DHDDQELLSVVNVVDEFVDVTAAGNPADFIPLLRYLPSRNMD-SFLDFNKRFMKLLQTAVEEHYQT-----FDKNNIRD   300
gi|45384062|ref|NP_990478.1| QNALKTFSIAASPTASSSCLLEEHVSTEASYLVTKFLQLMEEKQSFNPNSYLMVSVANVICAICFGKRY--DHDDQELLSVVNMNTEFGDVAAAGNPADFIPLLRYLPNRAMA-AFKDVNARFSAFVQKIVQNHYST-----FDKEHIRD   300
gi|4503199|ref|NP_000490.1| QNGLKSFSIASDPASSTSCYLEEHVSKEAEVLISTLQELMAGPGHFNPYRYVVVSVTNVICAICFGRRY--DHNHQELLSLVNLNNNFGEVVGSGNPADFIPILRYLPNPSLN-AFKDLNEKFYSFMQKMVKEHYKT-----FEKGHIRD   300
gi|114658093|ref|XP_001137654.1| QNGLKSFSIASDPASSTSCYLEEHVSKEAEVLISTLQELMAGPGHFNPYRYVVVSVTNVICAICFGRRY--DHNHQELLSLVNLNNNFGEVVGSGNPADFIPILRYLPNPSLN-AFKDLNEKFYSFMQKMVKEHYKT-----FEKGHIRD   300
gi|76647305|ref|XP_588298.2| QNALKSFSTASDPASSSSCYLEEHVNKEAKYLLGKFQELMSGPGRFDPYRYIVVSVANVICAICFGRRY--DHNDQEFLSLVNLSNEFGEITASGNPSDFIPVLRYLPNTALD-LFKDLNQRFYVFVQKIVKEHYKT-----FEKGHIRD   300
gi|6753564|ref|NP_034122.1| QNALKSFSIASDPTSASSCYLEEHVSKEANYLVSKLQKVMAEVGHFDPYKYLVVSVANVICAICFGQRY--DHDDQELLSIVNLSNEFGEVTGSGYPADFIPVLRYLPNSSLD-AFKDLNDKFYSFMKKLIKEHYRT-----FEKGHIRD   300
gi|46048641|ref|NP_036672.2| QNALKSFSIASDPTLASSCYLEEHVSKEAEYLISKFQKLMAEVGHFDPFKYLVVSVANVICAICFGRRY--DHDDQELLSIVNLSNEFGEVTGSGYPADFIPILRYLPNSSLD-AFKDLNKKFYSFMKKLIKEHYRT-----FEKGHIRD   300
gi|40538770|ref|NP_571954.1| LNALRTFSTVQGKSPKYSCALEEHISNEGLYLVQRLHSVMKADGSFDPFRHIVVSVANVICGICFGRRH--SHDDDELVRLVNMSDEFGKIVGSGNPADFIPFLRILPSTTMK-KFLDINERFSKFMKRLVMEHYDT-----FDKDNIRD   300
gi|115456782|ref|NP_001051991.1| MSELLGPRTVEQLRPVR--------RAGLVSLLRHVLSQPE-AEAVDLTRELIRMSNTSIIRMAAS-----TVPSSVTEEAQELVKVVAELVGAFNADDYIALCRGWDLQGLGRRAADVHKRFDALLEEMIRHKEEA-RMR--KKTDTDV   300
gi|115465868|ref|NP_001056533.1| MSELLGPRTVELLRPVR--------AAELADVLRAAQSAAERGEGVDMSHELVRMANNSIMRMVAS-----ALPGEMAEAARDCAKQVAELVGAFNAEDFVAVCRGWDLQGIGRRTNEVHARFDALLETIIEAKEEA-RRRSLRLGRRES   300
gi|115468946|ref|NP_001058072.1| VHELLAGRTLDRLRHVR--------REEVARLVGSLRASADGGERVDVDAALMGLTGDIVSRMVMGRRW--TGDDNDAEEMRSVVAETAELTGTFNLQDYIGVFKYWDVQGLGKRIDAVHRKFDAMMERILTAREAKRKLRRQAAADGED   300
gi|15240211|ref|NP_196307.1| MVELFSSRALDSFVSVR--------SEELKKLLIRVLKKAEAEESVNLGEQLKELTSNIITRMMFRKMQSDSDGGEKSEEVIKMVVELNELAGFFNVSETFWFLKRLDLQGLKKRLKNARDKYDVIIERIMEEHESS--------KKNAT   300
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gi|45384068|ref|NP_990477.1| VTDSLIEQCVEKKAEANGATQIPNEKIINLVNDIFGAGFDTVTTALSWSLMYLVTYPHMQKKIQAELDQTIGRERRPRLSDRGMLPYTEAFILEMFRHSSFMPFTIPHSTTRDTVLNGYYIPKDRCVFINQWQVNHDEKLWKDPQAFNPE   450
gi|45384062|ref|NP_990478.1| VTDSLIGHCQEKRTGEDVRVQPSDESIISIVNDLFGAGFDTVTTALSWCMMYAALYPHIQKKIQAELDQTIGRERRPRLSDRGMLPYTEAFILEAFRHSSLLPFTIPHCTTKDTVLNGYYIPKDTCVFINQWQANHDEKIWKDPPSFKPE   450
gi|4503199|ref|NP_000490.1| ITDSLIEHCQEKQLDENANVQLSDEKIINIVLDLFGAGFDTVTTAISWSLMYLVMNPRVQRKIQEELDTVIGRSRRPRLSDRSHLPYMEAFILETFRHSSFVPFTIPHSTTRDTSLKGFYIPKGRCVFVNQWQINHDQKLWVNPSEFLPE   450
gi|114658093|ref|XP_001137654.1| ITDSLIEHCQEKQLDENANVQLSDEKIINIVLDLFGAGFDTVTTAISWSLMYLVMNPRVQRKIQEELDTVIGRSRRPRLSDRSHLPYMEAFILETFRHSSFVPFTIPHSTTRDTSLKGFYIPKGRCVFVNQWQINHDQKLWVNPSEFLPE   450
gi|76647305|ref|XP_588298.2| ITDSLIEHCQDKRLDENANIQLSDEKIINVVIDLFGAGFDTVTTALSWSLLYLVTSPRVQKKIQEELDTVIGRARRPRLSDRPQLPYLEAFILETFRHSSFVPFTIPHSTTRDSNLNGFYIPKGRCVFVNQWQINHDQKLWEDPSEFRPE   450
gi|6753564|ref|NP_034122.1| ITDSLIEHCQDRKLDENANVQLSDDKVITIVLDLFGAGFDTVTTAISWSLMYLVTNPRVQRKIQEELDTVIGRDRQPRLSDRPQLPYLEAFILETFRHSSFVPFTIPHSTTRDTSLNGFYIPKGCCVFVNQWQVNHDRELWGDPNEFRPE   450
gi|46048641|ref|NP_036672.2| ITDSLIEHCQDRRLDENANVQLSDDKVITIVFDLFGAGFDTITTAISWSLMYLVTNPRIQRKIQEELDTVIGRDRQPRLSDRPQLPYLEAFILETFRHSSFVPFTIPHSTIRDTSLNGFYIPKGHCVFVNQWQVNHDQELWGDPNEFRPE   450
gi|40538770|ref|NP_571954.1| ITDSLINHCEDRKLDENSNLQVSDEKIVGIVNDLFGAGFDTISTALSWAVVYLVHYPEVQERLQRELDEKIGKDRTPLLSDRANLPLLESFILEIFRHSSFLPFTIPHCTSKDTSLNGYFIPKDTCVFVNQWQVNHDPELWKDPSSFIPD   450
gi|115456782|ref|NP_001051991.1| GSKDLLDILLDKAEDGAAEVKLTRDNIKAFIIDVVTAGSDTSAAMVEWMVAELMNHPEALRKVREEIEAVVGRDRIAGEGDLPRLPYLQAAYKETLRLRPAAPIAHRQSTE-EIQIRGFRVPAQTAVFINVWAIGRDPAYWEEPLEFRPE   450
gi|115465868|ref|NP_001056533.1| SSKDLLDMLMDAAEDDTAEVKLTRDNIKAFVLDIFTAGSDTTATTVEWMLAELVNHPECMAKLRGELDAVVGRSRLVGEQDVARLPYLQAVLKETLRLRPPAVFAQRVTVE-PVQVRGYTIPTDTQVFFNIFSIGRDATYWDQPLHFRPD   450
gi|115468946|ref|NP_001058072.1| DEKDLLDMLFDMHEDEAAEMRLTRDNIKAFMLDIFAAGTDTTTITLEWALSELINNPPVLRKLQAELDAVVGGARLADESDIPSLPYLQAVAKETLRLHPTGPLVVRRSLE-RATVAGYDVPAGATVFVNVWAIGRDAAWWPEPTAFRPE   450
gi|15240211|ref|NP_196307.1| GERNMLDVLLDIYEDKNAEMKLTRENIKAFIMNIYGGGTDTSAITVEWALAELINHPEIMKKAQQEIEQVVGNKRVVEESDLCNLSYTQAVVKETMRLHPGGPIFVRESDE-ECAVAGFRIPAKTRVIVNVWAIGRDSNQWEDPLEFRPE   450
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gi|45384068|ref|NP_990477.1| RFLNAEGT----EVNKVDAEKVMTFGLGKRRCIGENIGKWEVFLFLSTLLQQLEFSIQDGK--KADMTPIYGLSMKHKRCEHFQVKKRFSMKSSN--------   553
gi|45384062|ref|NP_990478.1| RFLNAAGT----ELSRTEADKVLIFGLGKRRCIGESIGRWEVFLFLTTILQQLEISLAPGQ--RVDITPQYGLTMKYKQCECFQMKKRFPSKGSA--------   553
gi|4503199|ref|NP_000490.1| RFLTPDG-----AIDKVLSEKVIIFGMGKRKCIGETIARWEVFLFLAILLQRVEFSVPLGV--KVDMTPIYGLTMKHACCEHFQMQLRS--------------   553
gi|114658093|ref|XP_001137654.1| RFLTPDG-----AIDKVLSEKVIIFGMGKRKCIGETIARWEVFLFLAILLQRVEFSVPLGV--KVDMTPIYGLTMKHACCEHFQMQLRS--------------   553
gi|76647305|ref|XP_588298.2| RFLTADG-----TINKVLSEKVIIFGLGKRKCIGETIARLEVFLFLAILLHQVEFCVTPGV--KVDMTPVYGLTMKYARCEHFQAHMRS--------------   553
gi|6753564|ref|NP_034122.1| RFLTPSG-----TLDKRLSEKVTLFGLGKRKCIGETIGRSEVFLFLAILLQQIEFKVSPGE--KVDMTPTYGLTLKHARCEHFQVQMRSSGPQHLQA------   553
gi|46048641|ref|NP_036672.2| RFLTSSG-----TLDKHLSEKVILFGLGKRKCIGETIGRLEVFLFLAILLQQMEFNVSPGE--KVDMTPAYGLTLKHARCEHFQVQMRSSGPQHLQA------   553
gi|40538770|ref|NP_571954.1| RFLTADGT----ELNKLEGEKVLVFGLGKRRCIGESIGRAEVFLFLAILLQRLKFTGMPGE--MLDMTPEYGLTMKHKRCLLRVTPQPGF-------------   553
gi|115456782|ref|NP_001051991.1| RFLAGGGG--EGVEPRGQHFQFMPFGSGRRGCPGMGLALQSVPAVVAALLQCFDWQCMDNK--LIDMEEADGLVCARKHRLLLHAHPRLHPFPPLL-------   553
gi|115465868|ref|NP_001056533.1| RFLPDGAG--ATVDPKGQHPQLMPFGSGRRACPGMGLAMQAVPAFLAALVQCFDWAPPPSQPLPLDMEEAAGLVSARKHPLLLLPTPRIQPLPSFYS------   553
gi|115468946|ref|NP_001058072.1| RFVSGGGGGGTAADVRGQHFHLLPFGSGRRICPGASLAMLVVQAALAAMVQCFEWSPVGGA--PVDMEEGPGLTLPRKRPLVCTVSPRIHPLPAAASASLT--   553
gi|15240211|ref|NP_196307.1| RFE--------GSEWKVMSEKMMSFGAGRRSCPGEKMVFRFVPIILAAIIQCFELKVKGSV----DMDEGTGSSLPRATPLVCVPVAKEATQSFSLLEPNVNF   553
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