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gi|262290932|ref|NP_000756.2| ------------------------------MDLIPNLAVETWLLLAVSLILLYLYGTRTHGLFKKLGIPGPTPLPFLG----NALSFRKGYWTFDMECYKKYR--KVWGIYDCQQPMLAITDPDMIKTVLVKECYSVFTNRR----PFGP   150
gi|114614865|ref|XP_001141411.1| ------------------------------MALIPNLAVETWLLLAVSLILLYLYGTHSHGLFKKLGIPGPTPLPFVG----NVWSFRKGFWTFDMECYKKYR--KVWGFYDGLQPVLAITDPDMIKTVLVKECYSVFTNRR----PLGP   150
gi|6681115|ref|NP_031845.1| ------------------------------MDLIPNFSMETWMLLATSLVLLYLYGTHSHGIFKKLGIPGPKPLPFLG----TILAYQKGFWECDIQCHKKYG--KMWGLYDGRQPVLAITDPDIIKTVLVKECYSTFTNRR----RFGP   150
gi|22219436|ref|NP_671739.1| ------------------------------MDLIPNFSMETWLLLVISLVLLYLYGTHSHGIFKKLGIPGPKPLPFLG----TILAYRKGFWEFDKYCHKKYG--KLWGLYDGRQPVLAITDPDIIKTVLVKECYSTFTNRR----NFGP   150
gi|48976101|ref|NP_001001751.1| ------------------------------MNFLPFFSIETWIILLIFVVLLIIYGTWPFGLFKKLGIPGPRPLPFFG----TCLEYRKGFLDFDTECFQKYG--KIWGIYDGRQPAVVVMDPQIIKTVLVKECYSTFTNRR----RTDL   150
gi|17647309|ref|NP_523850.1| -----------------------------------MVFVELSIFVAFIGLLLYKWSVYTFGYFSKRGVAHEKPIPLLGNIPWSVLMGKESYIKHSIDLHLRLKQHKVYGVFNLRDPLYYLSDPELIRQVGIKNFDTFTNHRKGITEGFND   150
gi|24653207|ref|NP_610820.1| ---------------------------------MDQSMIALALFIILL-VLLYKWSVAKYDVFSERGVSHEKPWPLIGNIPLKAMIGGMPVLKKMIELHTKHTGSPVYGIYALRDAVFFVRDPELIKLIGIKEFDHFVNHNS--MHNNIQ   150
gi|17647307|ref|NP_523645.1| -----------------------------------MSFVEICLVLATIGLLLFKWSTGTFKAFEGRNLYFEKPYPFLGNMAASALQ-KASFQKQISEFYNRTRHHKLVGLFNLRTPMIQINDPQLIKKICVKDFDHFPNHQT---LNIPN   150
gi|17737439|ref|NP_523646.1| -----------------------------------MALIEICLALVVIGYLIYKWSTATFKTFEERKLYFEKPYPFVGNMAAAALQ-KSSFQRQLTEFYERTRQHKLVGFFNMRTPMITLNDPELIKKVCVKDFDHFPNHQP---FITSN   150
gi|17536175|ref|NP_496111.1| -------------------------------------MSLSLLIAGALFIGFLTYYIWIWSFWIRKGVKGPRGFPFFG-VILKFHDYENPGLLKLGEWTKKYG--SIYGITEGVEKTLVVSNPEFVHEVFVKQFDNFYGRK---TNPIQG   150
gi|17536177|ref|NP_496112.1| -------------------------------------MSLSILIAGASFIGLLTYYIWIWSFWIRKGVKGPRGFPFFG-VIHEFQDYENPGLLKLGEWTKEYG--PIYGITEGVEKTLIVSNPEFVHEVFVKQFDNFYGRK---TNPIQG   150
gi|17536191|ref|NP_496114.1| -------------------------------------MSFSILIAIAIFVGIISYYLWIWSFWIRKGVKGPRGLPFLG-VIHKFTNYENPGALKFSEWTKKYG--PVYGITEGVEKTLVISDPEFVHEVFVKQFDNFYGRK---LTAIQG   150
gi|17536183|ref|NP_496110.1| -------------------------------------MSLSILIAIALFIGVFTYYLWIWSFWMRKGIKGPRGLPFFG-IINAFQSYEKPWILRLGDWTKEYG--PMYGFTDGVEKTLVVSDPEFVHEVFVKQFDNFYARK---QNPLQG   150
gi|17536179|ref|NP_496113.1| ---------------------------------------MIFVLLSAVLLGVFTYSVWIWSYFIRKGIKGPRGFPGIG-MLIQTIDHENPPFLKYRDWTKQYG--PVYGFTEGPQQTMIISEPEMVNEIFKKQFDNFYGRK---LRPIIG   150
gi|17536185|ref|NP_496109.1| -----------------------------------MSLGFVLAVTFSIFLGILTYYLWIWTYWMRKGVKGPRGRPFVG-VLDVLLEHETPGLIKLGEWTKKYG--KVYGYTDGTQRTLVVADPAMVHEIFVKQFDNFYGRK---LNPIQG   150
gi|71998720|ref|NP_496085.3| ------------------------------------MSVILLAIP-TLFIGFISYYLWIWTYWRRRGIPGPLGYPLVG-SFPKTLKSEYPQYLQIRDWTKLYG--PIYGYTEGTIKTLIVSDIDIVRQIFVEQYDNFYGRK---LNPIQG   150
gi|17536187|ref|NP_496108.1| ------------------------------------MGYFWFPWFSAIFVAVFSYYIWQWTFWRRRGVVGPMGFPVLG-VFLNSLDNNFPFPLQCREWTKKFG--KIYGFTEGTLKTLVISDPELVHEVFVTQYDNFYGRK---RNPIQG   150
gi|17553064|ref|NP_499705.1| ------------------------------------MAIIFLAIL-TSIIGVLSFYLWTWSYWKRRGIAGPSGYPILG-SALEMLSSENPPYLQLKEWTKQYG--KVYGITEGLSRTLVISDPDLVQEVFVKQYDNFFGRK---LNPIQG   150
gi|17553062|ref|NP_499704.1| -------------------------------------MIILLFVV-SSVVGIVSYYFWTWTYWRRCGIPGPQGYPFLG-SALDMMDHENPPFLQLKKWTSQYG--KVYGITEGLLRTLVISDTNLIHEVFVKQYDNFYGRN---LNPIQG   150
gi|17536181|ref|NP_496115.1| ------------------------------------------MIFELILISIVTYYFWHWTFWKRRGLPGPWGVPIFG-KAGAMLEDSFPPGYTLQKWTKEYG--KIYGFTEGMQKVMVISDPDLVQEILVKQYDNFYGRK---HNPVQG   150
gi|17551418|ref|NP_510233.1| --------------------------------------MGAIIVLVVLFATIAGYFKWIHTYWRRRGISGPEGLPFIG-NYYDLADVNKPRGYLIHKWTQKFG--KVFGYYEGAVPVLVVSDMDMLQELFLKKFDNFYARKS--TNHIHG   150
gi|71993251|ref|NP_510369.2| --------------------------------------MGVIVCLVAIIGVVAGYFKWIHSYWKRRGIEGPVGLPFIG-SFYDLADREKPRGFIINKWTKMFG--KVFGYYEGVIPVLVVSDLDMLQEMFIKKFDCFYARKT--TNLIHG   150
gi|85089893|ref|XP_958159.1| MPPTGNPFNFARITLLALVEVLIVKKTSYRHVLAISTTSLVLAILAINYVFFLAWKLYLYPVYFHPLSKFPAPKVVDLWRVLARFRGKVPPGQLLLELAERTPNDGIIILQGGFGTSMLITKPAPLADILVHHPYDFVKHDA--IRNFLR   150
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gi|262290932|ref|NP_000756.2| VGFMKN-----AISIAEDEEWKRIRSLLSPTFTSGKLKEMVPIIAQYGDVLVRNLRREAETGK-----PVTLKHVFGAYSMDVITSTSFGVSIDSLNNPQDPFVENTKKLL--RFNPLDPFVLSIKVFPFLTPILEALNITVFP--RKVI   300
gi|114614865|ref|XP_001141411.1| VGFMKS-----AISRAEDEEWKRIRSLLSPTFTSGKLKEMVPIIAQYGDVLVRNLRREADTGM-----PVTLKDVFGAYSMDVITSTSFGVNIDSLNNPQDPFVENTKKLL--RFNSLDPFILSIKIFPFLTPILEALNITVFP--RKVT   300
gi|6681115|ref|NP_031845.1| VGILKK-----AISISENEEWKRIRALLSPTFTSGRLKEMFPIINQFTDVLVRNMRQGLGEGK-----PTSMKDIFGAYSMDVITATSFGVNIDSLNNPQDPFVEKIKKLL--KFDIFDPLFLSVTLFPFLTPVFDALNVSLFP--RDVI   300
gi|22219436|ref|NP_671739.1| VGILKK-----AISISEDEEWKRIRALLSPTFTSGKLKEMFPIINQYTDMLVRNMRQGSEEGK-----PTSMKDIFGAYSMDVITATSFGVNVDSLNNPQDPFVEKVKKLL--KFDIFDPLFLSVTLFPFLTPLFEALNVSMFP--RDVI   300
gi|48976101|ref|NP_001001751.1| AGVLRN-----AVSLAEDDQWKRLRTVLSPTFTSGKLKEMFPTMKYFGEMLVKNIQKRVEKNS-----SVPVKDFFGSYSMDVVTSTSFGVNIDSMNNPKSPFVREMQKLT--KFDFFDPVFILSFVCPFLTPLMAKMNISFFP--SDAV   300
gi|17647309|ref|NP_523850.1| TSVISK-----SLLSLRDRRWKQMRSTLTPTFTSLKIRQMFELIHFCNVEAVDFVQRQLDAG----TSELELKDFFTRYTNDVIATAAFGIQVNSFKDPNNEFFSIGQRIS--EFTFWG--GLKVMLYILMPKLMKALRVPVMD--MNNV   300
gi|24653207|ref|NP_610820.1| ESILSK-----SLISLRDGRWKEMRNILTPAFTGSKMRIMYDLIQSCSEEGVIHIQEQLELSQ-DASIELEMKDYFTRFANDVIATVAFGISINSFRRKDNEFFRIGQAMS--RISAWS--VVKAMLYALFPRLMKVLRIQVLD--TKNI   300
gi|17647307|ref|NP_523645.1| ERLVND-----MLNVMRDQHWRNMRSVLTPVFTSAKMRNMFTLMNESFAQCLEHLKSSQPIAAGENAFELDMKVLCNKLSNDVIATTAFGLKVNSFDDPENEFHTIGKTLA--FSRGLP--FLKFMMCLLAPKVFNFFKLTIFD--STNV   300
gi|17737439|ref|NP_523646.1| DRLFND-----MLSVMRDQRWKHMRNTLTPVFTAAKMRNMFTLMNESFAECLQHLDSSSKTLPGRKGFEVDMKVMCNKLSNDIIATTAFGLKVNSYDNPKNEFYEIGQSLV--FSRGLQ--FFKFMLSTLVPKLFSLLKLTIFD--SAKV   300
gi|17536175|ref|NP_496111.1| DPNKNK---RAHLVLAQGHRWKRLRTLASPTFSNKSLRKIMSTVEETVVELMRHLDEASAKGK-----AVDLLDYYQEFTLDIIGRIAMGQTESLMFR--NPMLPKVKEIF--KKGGKMPFLIAGVFPI-AGTLMRQLFMKFPK-FSPAF   300
gi|17536177|ref|NP_496112.1| DPNKNK---RAHLVSAQGHRWKRLRTLSSPTFSNKNLRKIMSTVEETVVELMRHLDDASAKGK-----AVDLLDYYQEFTLDIIGRIAMGQTESLMFR--NPMLPKVKGIF--KDGRKLPFLVSGIFPI-AGTMFREFFMRFPS-IQPAF   300
gi|17536191|ref|NP_496114.1| DPNKNK---RVPLVAAQGHRWKRLRTLASPTFSNKSLRKIMGTVEESVTELVRSLEKASAEGK-----TLDMLEYYQEFTMDIIGKMAMGQEKSLMFR--NPMLDKVKTIF--KEGRNNVFMISGIFPF-VGIALRNIFAKFPS-LQMAT   300
gi|17536183|ref|NP_496110.1| DPDKDP---RIHLVTSQGHRWKRLRTLASPTFSNKSLRKIFSTVEESVAEMMRHLEKGTAGGK-----TIDILEYYQEFTMDIIGKIAMGQSGSMMFE--NPWLDKIRAIF--NTRGNIIFIICGIVPF-TGSIFRWFFSKVPT-AQTVT   300
gi|17536179|ref|NP_496113.1| DPEKDK---RVNIFSTQGKRWKRLRTLSSPSFSNNSLRKVRNSVQECGTEILWNIEQKVRKNE-----DIDMLIVYQEYTLGVISRIALGQSESNMFK--NPLLPKVQAIF--NGS-WHVFLITGIFPP-LAGVFRKMSKMLPASFIPAF   300
gi|17536185|ref|NP_496109.1| NPEKEQ---RVHLLAAQGYRWKRLRTISSQSFSNASLKKMKRTVEDSALELLRHIEKQTAGGE-----QIDMLRFYQEYTMDVIGRFAMGQTDSMMFK--NPIVNVVREIF--CGSRKNLMLICQVFPP-IGQFIRDLTFKFPR--IPAF   300
gi|71998720|ref|NP_496085.3| DPEKDE---RTNLFSAQGFRWKRLRAISSPTFSNNSLRKINVTVEDSAMELLRHIEEQTSEGQ-----QIDMLQFYQEFTMDTIGRIAMGQTDSQMFK--NPLLKFVRAIF--GDNRKHIPLIGGVFPT-LAQVFRFFMLKFPLLGAANF   300
gi|17536187|ref|NP_496108.1| DSEKEK---RTNLFAAQGFRWKRLRAISSPTFSNSSLRKLYQTVEDSALELLRHIEKQSAGGK-----QIDMLKFYQEFTLDVIGRIAMGQTDSQMFK--NPIMPIVSKLF--QGNFAKLFLIGGIFPTFLVEIIRQILLKN--LKVGSF   300
gi|17553064|ref|NP_499705.1| DPNKDK---RVNLFSSQGHRWKRLRTISSPTFSNNSLRKLKTTVEECAVELLRHIEQHTDGGQ-----PIDLLDFYQEFTLDVIGRIAMGQTDSQMFK--NPLLPYVRAVF--GEPRKGLFLSGSLAPW-IGPILRMVMFSLPNIVKNPA   300
gi|17553062|ref|NP_499704.1| DPNREK---RVTLFSAQGHRWKRLRTIANPTFSSNNLRKIQVTVEDSALELLRHIEQHTAGGK-----AIDVLEYFQEFTMDVIGRIAMGQPDSLMFK--NPLLPCARDVF--GKPRTALFLSGILFPW-IGPMIRKVVFYFTNVFNNPA   300
gi|17536181|ref|NP_496115.1| DPDKDK---DIHIVGAQGFRWKRLRTITAPAFSNGSIKKVLTTMEDSTQELMKKLREESENGK-----AVNMHLFYQEYTFDVISRVAMGQPDSQMFK--NPLLKDVKGFF--EHNRWQIWMFSGGFPF-AVSFLKWLFIKVGKFGAGPF   300
gi|17551418|ref|NP_510233.1| NLECSKSEPRINLFTSRGARWKRLRALASPGFSVKALKQVHDVMEDSAINMVDLMAKHE-DGK-----PFNIHAYFQEFTYDVISRLAMGQPNSELFN--NSGVEIVKSIF--MRTHRVLPWYFTVLFPQFEHLVKRMFYNHAAVQGGDI   300
gi|71993251|ref|NP_510369.2| NLECSQEEPRVNLFAARGARWKRLRALASPAFSVKALKQIHETMEDSVFSMVDHMSKQV-NGE-----AFNIHEYYQEFTYDVISRLAMGQTYSEQFN--NEGVDIVKKIF--LRKNRVYPWYLAVMFPGFENTIKNTFFNHEAVRGGDV   300
gi|85089893|ref|XP_958159.1| PILGDG------LVIVEGEQHRFLRKNTQPAFKFGHIKELYSTMWTKAIEMNHVLKEELREKG--NDTSVEINAWAGKVTLDIIGIAAFGRDFHVLERPDHPLVKNYADLLEPGPAKFAYFFLALTLSRKFVDLFPWEISRRFNRTTSNI   300
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gi|262290932|ref|NP_000756.2| SFLTKSVKQIKEGRLKETQKHR----------VDFLQLMIDSQ----------------NSKDSETHKALSDLELMAQSIIFIFAGYETTSSVLSFIIYELATHPDVQQKVQKEIDTVLPNK-----APPTYDTVLQLEYLDMVVNETLR   450
gi|114614865|ref|XP_001141411.1| SFLTKSVKRIKEGRLKETQKHR----------VDFLQLMIDSQ----------------NSKDMESHKALSDLELVAQSIVFIFAGYETTSSVLSFIIYELATHPDVQQKLQEEIDAVLPNK-----APPTYDTVLQLEYLDMVVNETLR   450
gi|6681115|ref|NP_031845.1| SFFTTSVERMKENRMKEKEKQR----------VDFLQLMINSQ----------------NYKTKESHKALSDVEIVAQSVIFIFAGYETTSSALSFALYLLAIHPDVQKKLQDEIDAALPNK-----APATYDTLLQMEYLDMVVNETLR   450
gi|22219436|ref|NP_671739.1| DFFKTSVERMKENRMKEKEKQR----------MDFLQLMINSQ----------------NSKVKDSHKALSDVEIVAQSVIFIFAGYETTSSALSFVLYLLAIHPDIQKKLQDEIDAALPNK-----AHATYDTLLQMEYLDMVVNETLR   450
gi|48976101|ref|NP_001001751.1| DFFMRSIDKIKKDRERETHTGR----------VDFLQMMIESQKS----------DSNGSSDAKHSYKALSDIEVLSQAFIFIFAGYEPTSNTLGYLAYQLALHPDVQQKVVNEIDTILPNK-----APLTYEAIMQLEYLDMAVNETLR   450
gi|17647309|ref|NP_523850.1| DYFKKLVFGAMKYR-KEQSIVR----------PDMIHLLMEAQRQFKA-----EQEGSAESAAQQDKAEFNDDDLLAQCLLFFSAGFETVATCLSFTSYELMMNPEVQEKLLAEILAVKEQLG---EKPLDYDTLMGMKYLNCVVSESLR   450
gi|24653207|ref|NP_610820.1| DYFSSLVTAAMRYR-QEHKVVR----------PDMIHLLMEAKQQRLA-----DL--SDKSKDELYYSEFTADDLLAQCLLFFFAGFEIISSSLCFLTHELCLNPTVQDRLYEEIISVHEELK---GQPLTYDKLTKMKYLDMVVLEALR   450
gi|17647307|ref|NP_523645.1| EYFVRLVVDAMQYR-EKHNITR----------PDMIQLLMEAKK---------------ESKDN-----WTDDEIVAQCFIFFFAAFENNSNLICTTAYELLRNLDIQERLYEEVKETQEALK---GAPLTYDAAQEMTYMDMVISESLR   450
gi|17737439|ref|NP_523646.1| DYFARLVVEAMQYR-EKHNITR----------PDMIQLLMEAKN---------------ESEDK-----WTDDEIVAQCFIFFFAAFENNSNLICTTTYELLYNPDVQERLYEEIVETKKALN---GAPLTYDAVQKMTYMDMVISESLR   450
gi|17536175|ref|NP_496111.1| G-IMNTMEKALNKRLEQRAADKKAGIEPSGEPQDFIDLFLDAR-ANVDFIEEESTLGFAKSEVLKVDKHLTFDEIIGQLFVFLLAGYDTTALSLSYSSYLLATHPEIQKKLQEEVDRECPDP------EVTFDQISKLKYMECVVKEALR   450
gi|17536177|ref|NP_496112.1| D-IMSTVEKALNKRLEQRAADEKAGIEPSGEPQDFIDLFLDAR-ANVDFFEEESALGFAKTEIAKVDKQLTFDEIIGQLFVFLLAGYDTTALSLSYSSYLLARHPEIQKKLQEEVDRECPNP------EVTFDQISKLKYMECVVKEALR   450
gi|17536191|ref|NP_496114.1| D-IQSILEKALNKRLEQREADEKAGIEPSGEPQDFIDLFLDAR-STVDFFEGEAEQDFAKSEVLKVDKHLTFDEIIGQLFVFLLAGYDTTALSLSYSSYLLATHPEIQKKLQEEVDRECPDP------EVTFDQLSKLKYLECVVKEALR   450
gi|17536183|ref|NP_496110.1| S-LMHTLEIALTKRVEQRAADEKAGIESSGEPQDFIDLFLDVQ-ADTDFLEDETKNGFARSQIVKVDKHLTFDEIIGQLFVFLLAGYDTTALSLSYSSYLLARHPEIQKKLQEEVDRECPDP------EVTFDQLSKLKYMECVIKETLR   450
gi|17536179|ref|NP_496113.1| K-IFDLIEVAVQARIDQRAKDEIKGVEP-GEPQDFIDLFLDARVPDVKILSGEANEDFAKSSVVKINKELTFDEIIAQCFVFLAAGFDTTALSLSYATYLLATHPEIQTKLQEEVDRECPDP------EIFFDHLSKLKYLECVMKETLR   450
gi|17536185|ref|NP_496109.1| K-LYSIMQDVVAARIAQRERE--KGAES-GEPQDFIDLFLDARSDDVD-FSAEAREDFSKR-NLKITKELSADEVVGQCFLFLIGGFDTTALSLSYVTYLLAVNPKIQEKVIEEIAREFGTS------EVEFEKLGRLKYMDCVIKEALR   450
gi|71998720|ref|NP_496085.3| IHVNKTVVTAVQNRIDQRENDRKNGIEI-GEPQDFIDLFLEARADDVEHF-QENNGDFSKT-SSYGNRQLTTQEIVGQCLVFLIAGFDTTALSLSYTTFLLATHPEVQKKLQEEIERECIEP------SISFDHLSKLKYMDCIIKETLR   450
gi|17536187|ref|NP_496108.1| RKINEITLDAIHNRIKQREEDQKNGIEI-GEPADFIDLFLDAKAEDVEHF-GENNGDFSKS-TTYTNRQLTTEEIVGQCTVFLIAGFDTTALSLSYATYLLATHPEIQKKLQEEVNRECPNP------EVTIDQLSKLKYMECVFKEALR   450
gi|17553064|ref|NP_499705.1| VHVIRHTSNAVEQRVKLRMADEKAGIDP-GEPQDFIDLFLDAKSDDVE---LENNEDFTKA-GVKVTRQLTTEEIVGQCFVFLIAGFDTTALSLSYSSFLLATHPKVQKKLQEEIDRECADP------EVTFDQLSKLKYMECVIKETLR   450
gi|17553062|ref|NP_499704.1| AQIMYQTANAVEQRIKQRMAEEKAGIDP-GEPQDFIDLFLDAKSDDME---LENNEDFTKA-GVKVTRQLTKDEVVGQCFVFLIAGFDTTALSLSYSSFLLATHPKAQKKLQEEIDRECADP------EVTFDQLSKLKYMECVIKETLR   450
gi|17536181|ref|NP_496115.1| IVVQKSVTDAVMSRIAQREADKKHGVEP-GEAADYIDMFLNAR-AEVEHF-GESNDEFHKS-SSYNNRQLTTQEIISQCFVFLVAGFDTTAISLSYVTYFLALNPKIQSKLQDEVDKECPND------EITFDQLSKLKYMDNVIKESLR   450
gi|17551418|ref|NP_510233.1| EKLLLICKKTVESRIQEREENAKLGFEN--AENDFIDMFLNYY-------SEQ-VEDIEFG--STVEKKVTAEDVIGACFVFLLAGFDTTANSLAYASYLLAKHPEKMKLAQEEVDTVVGSE------NVSYDDMTKLKYLDAVVRESLR   450
gi|71993251|ref|NP_510369.2| GKLLKFCETAVHDRLKERADNVEQGIEN--PHNDFIDMFLDYY-------TDTNIEDNAFG--IKVEKKVTSEDVIGACFVFLLAGFDTTANTLAYASYLLAKHPQEMRKVQDEIDRICTSE------HISYDDIGKLRYMDAVIREALR   450
gi|85089893|ref|XP_958159.1| RRICAELVRERKAAIEKLGDDQ----------FDILSLLIRSN-------------------------NFSEAELADQLLTFLTAGHETTSSAFTWAVYKLAQDGEMQSTLRSELKRALPDFPRFAPGQDIAIILEHLPYLNGVMNETLR   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                   :.               :             .  :      ::     : .    * *:*:                                 .*  * * *:*   .    :  :  .:  :           :             
gi|262290932|ref|NP_000756.2| LFPVAMR-LERVCKKDVEING------MFIPKGVVVMIPSYVLHHDPKYWRE-PEKFLPERFSK-------------------KNKDNIDPYIYTPFGSGPRNCIGMRFALVNMKLALVRVLQNFSFKPCKETQIPLKLRFGGLLL-TEK   600
gi|114614865|ref|XP_001141411.1| LFPVAMR-LERVCKKDVEING------MFIPKGVVVMIPSYVLHHDPKYWTE-PEKFLPERFSK-------------------KNKDNIDPYIYTPFGNGPRNCIGMRFALMNMKFALVRVLQNFSFKPCKETQIPLKLRLGGLLQ-PEK   600
gi|6681115|ref|NP_031845.1| LYPIAGR-LERVCKTDVEING------LFIPKGTVVMIPTFALHKDPKYWPE-PEEFRPERFSK-------------------KNQDSINPYMYLPFGSGPRNCIGMRFALINMKVALVRVLQNFTVQPCKETEIPLKLSKQGLLQ-PEN   600
gi|22219436|ref|NP_671739.1| LYPIAGR-LERVCKTDVEING------VFIPKGTVVMIPTFALHKDPHYWPE-PEEFRPERFSK-------------------KNQDNINPYMYLPFGNGPRNCIGMRFALMNMKVALVRVLQNFSFQPCKETQIPLKLSKQGLLQ-PEK   600
gi|48976101|ref|NP_001001751.1| LYPLGGR-LERTCKRDVEING------VTIPKGTIVIIPPYTLHRSPEYWPN-PEEFRPERFSK-------------------ENKDNIDPYTYLPFGAGPRNCIGMRFALLTLKVAITAVLQHFTFQVCKETQIPLKLQSLGLTT-PEK   600
gi|17647309|ref|NP_523850.1| KWPPAFI-VDRMCGSDFQLKDEEGEVVVNLREDDLVHINVGALHHDPDNFPE-PEQFRPERFDE-------------------EHKHEIRQFTYLPFGVGQRSCIGNRLALMEVKSLIFQLVLRYHLKPTDRTPADMMSSISGFRLLPRE   600
gi|24653207|ref|NP_610820.1| KWPPSIS-TDRECRQDIDLFDENGQKLFSARKGDVLQIPIFSLHHDPENFED-PEFFNPERFAD-------------------GHALESR--VYMPFGVGPRNCIGNRMALMELKSIVYQLLLNFKLLPAKRTSRDLLNDIRGHGLKPKN   600
gi|17647307|ref|NP_523645.1| KWTLSAA-ADRLCAKDYTLTDDEGTKLFEFKAGDNINIPICGLHWDERFFPQ-PQRFDPERFSE-------------------RRKKDLIPYTYLPFGVGPRSCIGNRYAVMQAKGMLYNLMLNYKIEASPRTTRDMWESARGFNIIPTT   600
gi|17737439|ref|NP_523646.1| KWTLAAA-TDRLCSKDYTLTDDDGTKLFDFKVGDRINIPISGLHLDDRYFPE-PRKFDPDRFSE-------------------ERKGDMVPYTYLPFGVGPRNCIGNRYALMQVKGMLFNLLLHYKIEASPRTIKDLWGSASGFNFTPRS   600
gi|17536175|ref|NP_496111.1| MYPLASLVHNRKCMKKTNVLG------VEIDEGTNVQVDTWTLHYDPKVWGDDASEFKPERWET-------------------GDELFYAKGGYLPFGMGPRICIGMRLAMMEEKLLLTHILKKYTFDTSTETEIPLKL--VGSATIAPR   600
gi|17536177|ref|NP_496112.1| MYPLASIVHNRKCMKETNVLG------VQIEKGTNVQVDTWTLHYDPKVWGEDANEFRPERWES-------------------GDELFYAKGGYLPFGMGPRICIGMRLAMMEKKMLLTHILKKYTFETSTQTEIPLKL--VGSATTAPR   600
gi|17536191|ref|NP_496114.1| LYPLASLVHNRKCLKTTNVLG------MEIEAGTNINVDTWSLHHDPKVWGDDVNEFKPERWES-------------------GDELFFAKGGYLPFGMGPRICIGMRLAMMEMKMLLTNILKNYTFETTPETVIPLKL--VGTATIAPS   600
gi|17536183|ref|NP_496110.1| LYPLASIVHNRKCMKSTTVLG------MKIEEGTNVQADTWTLHYDPKFWGENANEFKPERWES-------------------GDEQAVAKGAYLPFGLGPRICIGMRLAYMEEKMLLAQILKKYSLETTFETHIPLKL--VGIATTAPT   600
gi|17536179|ref|NP_496113.1| LYPLGTTANTRKCMRETTING------VNFDEGMNIQVDTWTLHHNPRIWGEDVEDFKPERWENG------------------ACEHLEHNGSYIPFGSGPRQCIGMRLAQMEQKILLAQILKEYSFRTTKNTQIPVKL--VGKLTLSPE   600
gi|17536185|ref|NP_496109.1| LYPLASISNSRKCMKTTTVNG------VKIEAGVYVQMDTWSLHYDPELWGEDVKEFKPERWS--------------------TDEPLEHKGAYLPFGLGPRQCIGMRLAIMEQKILLTHLLKNYTFETGNKTRIPLKL--VGSATTSPE   600
gi|71998720|ref|NP_496085.3| LYPLGTMANSRRCMRATKLGN------VEVEVGTMVQVDTWSLHTDTKIWGDDAKEFKPERWLDP------------------NCDQVFQKGGYISFGLGPRQCVGMRLAYMEEKMLLAHILRKYTFEVGTKTEIPLKL--VGRATTQPE   600
gi|17536187|ref|NP_496108.1| LYPLGAFANSRRCMRNTKLGN------MKVEVGTMIQVDTWTLHTDPNIWGDDAEDFKPERWQTP------------------NSDQIYQKSGYIPFGLGPRQCIGMRLAYMEEKILLVHILRKFTFETGAKTEIPLKL--IGRATTQPE   600
gi|17553064|ref|NP_499705.1| MYPLGALANSRCCMRATKIGN------YEIDEGTNILCDTWTLHSDKSIWGEDAEEFKPERWESG------------------D-EHFYQKGGYIPFGLGPRQCIGMRLAYMEEKLLLSHILRKYTLEVCNKTQIPLKL--IGSRTTQPE   600
gi|17553062|ref|NP_499704.1| MYPLGALANSRRCMRSTKIGN------YEIEKGVDILCDTWTLHYDKSIWGEDAEEFKPERWESG------------------D-EHFYQKGGYIPFGLGPRQCIGMRLAYMEEKLLLSHILRKYTLEVCNKTQIPLKL--IGSRTTQPE   600
gi|17536181|ref|NP_496115.1| LFPFASFANSRRCMRNTVIGE------QIVEAGVDVMIDTWTLHHDKNVWGNDVEEFKPERWDS----------------------PLTPQQAYLSFGAGPRVCLGMRFALLEQKGLLSHILKKYTFETNAKTQLPIKL--VGRATARPE   600
gi|17551418|ref|NP_510233.1| LYPVAWFACSRECVKPTTLGD------IYIDKGVKIEADVMSLHRSKEIWGENADDFVPERWLE---------------------PSSRHTMSWIPFGAGPRQCVGMRLGLSEAKTALAHLLRRYDLVAGVETEKELNI--LGCTTTSPE   600
gi|71993251|ref|NP_510369.2| MYPVAWFACSRECVQATTLGN------YYIEKGVRIEADVRALHYSEEIWGKNANEFVPERWLE---------------------SSPRHNMSWIPFGAGPRQCVGMRLGLSEAKTALAHLLRRFSILAGPKTEKELHL--QGCTTTSPE   600
gi|85089893|ref|XP_958159.1| LYPTVPMTVRTATCDTTVLGH-------PIKKGTEIMISPWLINRYSDNWPSASTEFVPERWIDQEGKHIAEDGTEQPTQKPNNTGGVTSNYAQMTFLHGPRSCIGQGFAKAELRCLLATFVLAFEWKLGMDEKDVMPDGVITIKPNNGM   600
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                                   .              
gi|262290932|ref|NP_000756.2| PIVLKAESRDETVSGA   616
gi|114614865|ref|XP_001141411.1| PIVLKVESRDGTVSGT   616
gi|6681115|ref|NP_031845.1| PLLLKVVSRDETVSDE   616
gi|22219436|ref|NP_671739.1| PLLLKVVSRDETVNGA   616
gi|48976101|ref|NP_001001751.1| PIVLKLVPRTNTAKA-   616
gi|17647309|ref|NP_523850.1| LFWCKLESRGPA----   616
gi|24653207|ref|NP_610820.1| GFWLKFEARQ------   616
gi|17647307|ref|NP_523645.1| GFWMQLVSRK------   616
gi|17737439|ref|NP_523646.1| GFWMHLVPRK------   616
gi|17536175|ref|NP_496111.1| NVMLKLTPRHSN----   616
gi|17536177|ref|NP_496112.1| SVMLKLTPRHSN----   616
gi|17536191|ref|NP_496114.1| SVLLKLKSRF------   616
gi|17536183|ref|NP_496110.1| NVHLKLKPRHSD----   616
gi|17536179|ref|NP_496113.1| SVIVKLEPRDS-----   616
gi|17536185|ref|NP_496109.1| DVFVHLRPRIW-----   616
gi|71998720|ref|NP_496085.3| TVWMHLKQRI------   616
gi|17536187|ref|NP_496108.1| SVWMHLNPRN------   616
gi|17553064|ref|NP_499705.1| SVWLNLTPRDDN----   616
gi|17553062|ref|NP_499704.1| SVWLNLTPRDDN----   616
gi|17536181|ref|NP_496115.1| NLFLSLKPRV------   616
gi|17551418|ref|NP_510233.1| AVTLYLKPRI------   616
gi|71993251|ref|NP_510369.2| KVTVHLMTRD------   616
gi|85089893|ref|XP_958159.1| HLILRSLDGHQKG---   616
                         .......610......


