
                                                                                                                   :          .                         .. : *  .       .         *   : 
gi|50310799|ref|XP_455422.1| ------------------------------------------------------------MSSTESYPKFPAISTKKLQDGLQSEIFRWALTNGLAMYPP------NFK--PELATVAPITLFPTPLPNEAFQKAIDVQTIYNALYASIS   150
gi|45185970|ref|NP_983686.1| --------------------------------------------------------------MTNTIPTLPEWSAEEVEQRLLPELLQWSLANGGTIYPP------GFN--INQAEALTMTLFPTPLPRKALEKAVRVQTTYNELYARIA   150
gi|6324524|ref|NP_014593.1| ---------------------------------------------------------------MAHYP-----PSKDQLNELIQEVNQWAITNGLSMYPP------KFEENPSNASVSPVTIYPTPIPRKCFDEAVQIQPVFNELYARIT   150
gi|145608682|ref|XP_369939.2| -----------------------------------------------------------MATSTKRKAAGVPALTQSETARLVETIKDWTIARGLSVRPPPSVVAANADPAGILATSVPVTLFPSPFPANCFEQAHDAQKPYNELYAKIS   150
gi|32411131|ref|XP_326046.1| -----------------------------------------------------------MSSITQGSYP--PLLQDAEKERLVQVVKDWTVAHGLTVRPPPAIAGN--DTEGILATSAPVTLFPSPFPKSCFEEAKAIQTTYNELYALIS   150
gi|19114848|ref|NP_593936.1| ------------------------------------------------------------MEIEKYTP--------EQIEELGKGARDFAFAHGVVFTELS-----VSKEGRNIATQIPITLFPSVIPHGAFVEAVSVQKAYNKLYAKIA   150
gi|4504169|ref|NP_000169.1| --------------------------------------------------------MATNWGS--------LLQDKQQLEELARQAVDRALAEGVLLRTSQEP--TSSEV----VSYAPFTLFPSLVPSALLEQAYAVQMDFNLLVDAVS   150
gi|73991696|ref|XP_851615.1| --------------------------------------------------------MATGWGS--------LLQEEQQLEELARQAVDRALAEGVLLRTSQEP--SSSDV----VSYAPFTLFPSLVPSALLEQAYAVQMDFNMLVDAVS   150
gi|62752070|ref|NP_001015630.1| --------------------------------------------------------MATGWGS--------LLQDEQQLEELARQAVDRALAEGVLLRTSQAP--SSSHV----VSYAPFTLFPSPVPSALLEQAYAVQADFNLLVDAVS   150
gi|6680117|ref|NP_032206.1| --------------------------------------------------------MATSWGS--------ILQDEKQLEELAKQAIDRALAEGVLLRSAQHP--SSSDV----VTYAPFTLFPSPVPSALLEQAYAVQMDFNILVDAVS   150
gi|25742757|ref|NP_037094.1| --------------------------------------------------------MATSWGS--------ILQDEKQLEELAQQAIDRALAEGVLLRSAKNP--SSSDV----VTYAPFTLFPSPVPSTLLEQAYAVQMDFNILVDAVS   150
gi|118100530|ref|XP_425692.2| --------------------------------------------------------MPPLSGTK------PVLLVGEAANRLAFRGGARLLSNRREEGGAARE--RGKQV----VSYAPFTLLPSAVPRALFEQAYAVQRDFNLLVDAIS   150
gi|54400710|ref|NP_001006104.1| --------------------------------------------------------MSVKLED--------TLKDENLIKRLEEIAKDTALLHGVLMRTKDTP--NSPEV----VSYAPFTLFPTSVPAALFHQALAVQTQFNRLVDRVS   150
gi|24642900|ref|NP_728116.1| --------------------------------------------------------MSSDANTAVLRNCIRLPLAEDELLEVTAKAKDYAIMHGAAMRSKTA---FSPDS----LNFAPFVLVPSSFPRKEFEKAVALQPIINRLMHNVA   150
gi|28571249|ref|NP_788926.1| --------------------------------------------------------MSSDANTAVLRNCIRLPLAEDELLEVTAKAKDYAIMHGAAMRSKTA---FSPDS----LNFAPFVLVPSSFPRKEFEKAVALQPIINRLMHNVA   150
gi|158288708|ref|XP_310552.4| --------------------------------------------------------MCTPSKT--LQSCVPFPLDDALLQEVVEKAKDWAIMHGAAMRSKQD---FNPDA----LLFAPFILTPSSFPRKEFQKAVELQPLLNELIHAVA   150
gi|17535239|ref|NP_496011.1| --------------------------------------------------------MAQKDDRILLLNAPRLPLEDDKLNELTADLHDWAHANGLVMRLSTDK--LSSEV----CQTTPLTLLPSPFPKNVFEEAVHIQNLFASLYHFIA   150
gi|145358475|ref|NP_568495.2| MGSGCSSLSYSSSSTCNATVFSISSSPSSSSSLKLNPSSFLFQNPKTLRNQSPLRCGRSFKMESQKPIFDLEKLDDEFVQKLVYDALVWSSLHGLVVGDKSYQ--KSGNVPGVGLMHAPIALLPTAFPEAYWKQACNVTPLFNELIDRVS   150
gi|115486425|ref|NP_001068356.1| MSSYVTTPHHHHHHGCCSGSRRLQ-APAPPARPRLVVAAAARHVALPPRRAVASRAMSAEAPLGVAPAAAEEEMA-AVVDEMAEEAAVWCAVHGLVVGDRAEP--RSGTIPGVGLVHAPFALLPTRFPASFWKQARELAPIFNDLVDRVS   150
gi|124506163|ref|XP_001351679.1| --------------------------------------------MERKVDEFYKVIEKEVLNYFTCPNGKNEYLSYERIKSLIKDMIAFLNTESYYIFTNSYKNEYNIDFLYN-PKLFSFTLLPHRLDKKLLELCKYSTLLYSELFDNMV   150
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                                   :      ::          *  :   :               :                           : * * : .                                                                      
gi|50310799|ref|XP_455422.1| QNKN---DWLAKETEKLAKSDPEFTGRLWTLYKRAKEYG--IVQD----------------------LALGVFRSDYLINSD--------------------------------------------------------------------   300
gi|45185970|ref|NP_983686.1| QDKN---GWLSEVTEQLANFDANFTGRLWKLYLEAQAIG--ISQK----------------------IGLGVFRSDYLLDAD--------------------------------------------------------------------   300
gi|6324524|ref|NP_014593.1| QDMAQPDSYLHKTTEALALSDSEFTGKLWSLYLATLKSAQYKKQN----------------------FRLGIFRSDYLIDKK--------------------------------------------------------------------   300
gi|145608682|ref|XP_369939.2| QDED----FIRQMVEEVAGGD-DFIAKLWETHCKVKEEG--YSQQ----------------------LSLGLFRSDYMVHQDLTD-----------------------------------------------------------------   300
gi|32411131|ref|XP_326046.1| QDEE----FLTEMVKEVAGGD-EFIANLWNVHLRVKKEG--YVQN----------------------LALGLFRSDYMVHQD--------------------------------------------------------------------   300
gi|19114848|ref|NP_593936.1| NDYE----FLRLHLQSITKYD-EFMNKLWNLYQKHREAVAHLKENQFQP------------------LSLGVFRSDYMVHQD--------------------------------------------------------------------   300
gi|4504169|ref|NP_000169.1| QNAA----FLEQTLSSTIKQD-DFTARLFDIHKQVLKEG--IAQT----------------------VFLGLNRSDYMFQRSADG-----------------------------------------------------------------   300
gi|73991696|ref|XP_851615.1| QNAA----FLEQTLSSTIKRD-NFTAHLFDIHKQVLKEG--IAQT----------------------VFLGLNRSDYMFQRNADG-----------------------------------------------------------------   300
gi|62752070|ref|NP_001015630.1| QNAV----FLEQTLSSTIKRD-SFTARLFDIHKQVLKEG--IAQT----------------------VFLGLNRSDYMFQCNPDG-----------------------------------------------------------------   300
gi|6680117|ref|NP_032206.1| QNPA----FLEQTLSSTIKKD-DYTARLFDIYKQVLKEG--IAQT----------------------VFLGLNRSDYMFQCGADG-----------------------------------------------------------------   300
gi|25742757|ref|NP_037094.1| QNSA----FLEQTLSSTIKKD-EYTARLFDIYKQVLKEG--IAQT----------------------VFLGLNRSDYMFQCSADG-----------------------------------------------------------------   300
gi|118100530|ref|XP_425692.2| RDKE----FLERTLASTIKVD-DFTARLFKIHQQVLEEG--LAQS----------------------VFLGINRSDYMFDCGAGS-----------------------------------------------------------------   300
gi|54400710|ref|NP_001006104.1| QNHS----FLEDTLASTIKVD-DFTARLFNIYKQVQQEG--HAQK----------------------IVVGLNRSDYMLDHSPDG-----------------------------------------------------------------   300
gi|24642900|ref|NP_728116.1| HDEE----FITTTLAETIKVD-EFTANLFNIYRKVLAHG--FTQA----------------------YSIGLLRSDYMAH------------VSEG------------------------------------------------------   300
gi|28571249|ref|NP_788926.1| HDEE----FITTTLAETIKVD-EFTANLFNIYRKVLAHG--FTQK----------------------TSLGMLRSDLMLESGCPELSPRALRTAAGEDRGQDAGAAVGQIAGANGAAGVGTAAGTGSKEEEHREVQLSRVTKEPERRATG   300
gi|158288708|ref|XP_310552.4| HDSQ----FLLATLSSTEKVD-EFTRALIAIYRTVLDEG--IAQP----------------------LSLGLLRSDLMLETRCD--------NDCGER--------------------------------------------------AR   300
gi|17535239|ref|NP_496011.1| YEFD----FLIDIHKNVVKTD-DFTRNMVEILKKVKAQG--LKQP----------------------VTLAIQRSDYMCHKDQYS-------AEYG------------------------------------------------------   300
gi|145358475|ref|NP_568495.2| LDGK----FLQDSLSRTKKVD-VFTSRLLDIHSKMLERN--KKED----------------------IRLGLHRFDYMLDEETNS-----------------------------------------------------------------   300
gi|115486425|ref|NP_001068356.1| LDGE----FLQDSLSRTRQVD-DFTSRLLDIHAKMMEVN--KEED----------------------IRLGLHRSDYMLDSGTNS-----------------------------------------------------------------   300
gi|124506163|ref|XP_001351679.1| CDLS----YLLSIFENIKEHD-FFVKKMLEVCKKVYGDNSDNSDNSDNSNNSNNSNNSNNFRNIKDDIRCVIGRSDYMTNRNNDIIDDKEKIDDEN------------------------------------------------------   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                           *:* *.:: .:   .      :                                              :  .     :  .:  .                         :  : .    *  *:                
gi|50310799|ref|XP_455422.1| --NN--QIKQVEFNTVSVSFGGLSTKVGELHDYLNKSGN---------------YSDNGEVFYDQ-----------DIPISPSAELLATGLATAINKYQPADKN-----------KRPIVAFIVQNGERNVFDQSILALNLLS-------   450
gi|45185970|ref|NP_983686.1| --SG--DLKQVEFNTVSVSFAGLSTKVGAVHNFLNESGK---------------YSRNGGRFYES-----------EVPISESAFLLPRALASAADKYNSLTGS-----------RDTIVAFIVQRGERNVVDQRILEYNLFE-------   450
gi|6324524|ref|NP_014593.1| --KGTEQIKQVEFNTVSVSFAGLSEKVDRLHSYLNRANK---------------YDPKGPIYNDQ-----------NMVISDSGYLLSKALAKAVESYKSQQSSST--------TSDPIVAFIVQRNERNVFDQKVLELNLLE-------   450
gi|145608682|ref|XP_369939.2| -PNAVPQVRQVEFNTIASSFGGLSAQTSLLHQHLAFTEYP--------------LLQDSRAAGSL-----------NLPDNRSTRGLAAGIRAAFTAYGDSDLG-----------HDRCVIFLTQDGERNVFDQRHLEYEVQRGSN----   450
gi|32411131|ref|XP_326046.1| --DASLQIKQVEFNTIASSFGGLSTQTSLLHKHLAQHEYP--------------LLSSSSSASNL-----------DLPSNDSAAGLAAGLRAAFDAYGPSTLG-----------HPTCVLFLTQTGERNVFDQRHLEYALTS-------   450
gi|19114848|ref|NP_593936.1| --DSFIGCKQVEFNTISVSFGGVSKAVSNLHAYCSQSGL------------------YRKPLTTN-----------YLTVNTSVSGICTGISNAVDAYRDYVKNITSKMNIASDNTKPIVLFVVKGGERNITDQRTLEYELLN-------   450
gi|4504169|ref|NP_000169.1| ----SPALKQIEINTISASFGGLASRTPAVHRHVLS------------------VLSKTKEAGK-------------ILSNNPSKGLALGIAKAWELYGS---------------PNALVLLIAQEKERNIFDQRAIENELLAR------   450
gi|73991696|ref|XP_851615.1| ----SPALKQIEINTISASFGGLASRTPAVHRHVLN------------------VLNKTKEAAK-------------ILSNNPSKGLALGITRAWELYGS---------------ANALVLLIAQEKERNIFDQRAIENELLAR------   450
gi|62752070|ref|NP_001015630.1| ----SAALKQIEINTVSASFGGLASRTPAVHRHVLS------------------VLGKTKEAAK-------------ILSNNPSKGLAMGIAKAWELYGS---------------ANAQVLLIAQEKERNIFDQRAIENELLAR------   450
gi|6680117|ref|NP_032206.1| ----SKALKQIEINTISASFGGLASRTPAVHRHVLN------------------VLNKTKEASK-------------ILSNNPSKGLALGIAKAWELYGS---------------ANAVVLLIAQEKERNIFDQRAVENELLDR------   450
gi|25742757|ref|NP_037094.1| ----SKALKQIEINTISASFGGLASRTPAVHRHVLN------------------VLNKTNEASK-------------ILSNNPSKGLALGIAKAWELYGS---------------ANAVVLLIAQEKERNIFDQRAIENELLDR------   450
gi|118100530|ref|XP_425692.2| ----LPALKQIEINTIAASFGGLASRTAAVHGRVLR------------------VLGKPEEAAR-------------LLPNDPARGLAMGIAKAWELYGS---------------PSAVVMFLVKEAQRNIFDKRCVKVKTCHR------   450
gi|54400710|ref|NP_001006104.1| ----RTSLKQIEINTIAASFGGLASRTPDVHRHILK------------------VANLPDECSL-------------VLDNNPAAGLAKGLAKAWELYGS---------------KRAVVLFLVENVQRNIYDHRYVENELWKR------   450
gi|24642900|ref|NP_728116.1| -----CAIKQVEINTVASSFAGIATQLVPQQKFVLS------------------ELGHADKLHN-------------MPDNNALAGLCDGMVKAWDIYAK---------------PQAVILFIIEDVSYNICDQRFHEFYIRET------   450
gi|28571249|ref|NP_788926.1| AQSAYCCWKQVEINTIASGFGHLGPASKTIQRFVLS------------------ELGHADKLHN-------------MPDNNALAGLCDGMVKAWDIYAK---------------PQAVILFIIEDVSYNICDQRFHEFYIRET------   450
gi|158288708|ref|XP_310552.4| AINAYCCWKQVEINTIASGFGHLGPSSKYLQRFLQHHPPFILLLSWTSGKAGQCKYGRSRIARNSTLLICLFSFAFQLPDNKALSGLCDAMVEAWKLQAR---------------PSAAILFVVENVTYNICDQRFHEFYIRET------   450
gi|17535239|ref|NP_496011.1| -------LKQIEINNIASSMGAHALRLTEWHIRVLK------------------ALNISDDVIQR-----------AIPENKPIPMIAEALFKAWSHFSN---------------PAAVVLVVVENVNQNQIDQRHVEYELEKLG-----   450
gi|145358475|ref|NP_568495.2| -------LLQIEMNTISCSFPGLSRLVSQLHQSLLR------------------SYGDQIGIDSE-----------RVPINTSTIQFADALAKAWLEYSN---------------PRAVVMVIVQPEERNMYDQHLLSSILREK------   450
gi|115486425|ref|NP_001068356.1| -------LLQIELNTISSSFPGLSSLVSELHRTLLN------------------RHGKVLGLDSK-----------RIPQNWAATQFAEALSMAWTEFNN---------------KSAVIMMVVQPEERNMYDQYWLINHLKES------   450
gi|124506163|ref|XP_001351679.1| --INDKDIKQIEYNTISVAFGNLSSILFNGHKYILKQIYKEYFP----------YIGNEEEQKEVN----------DILDKKFDNNFVQGIITCFKKCHDIYISEYKPLLG---SHKVIMMSILHEDDFNSFDKYKTTNELNKININQKA   450
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                                                                                     : :                             .::* *  *    .     *  *  :* : *   * :  :: . *: *  *              * 
gi|50310799|ref|XP_455422.1| -----------------------------------------KYDTKSVRLTIHEIHEATRLDPETKR--LYHKTTGQ----EIGLVYFRSGYAPSDFVSEQDWENRLTLEISYAIKAPNLLTQLSGTKKIQQLLTDPK---------ILK   600
gi|45185970|ref|NP_983686.1| -----------------------------------------RQGVKSVRLMLHEVHERTRLDPITKR--LYLTSTGQ----EIAVVYFRTCYSPQDFASEQDWKNRLSLELSYAIKAPNLLTQLSGTKKVQQLLSEEA---------VLA   600
gi|6324524|ref|NP_014593.1| -----------------------------------------KFGTKSVRLTFDDVNDKLFIDDKTGK--LFIRDTEQ----EIAVVYYRTGYTTTDYTSEKDWEARLFLEKSFAIKAPDLLTQLSGSKKIQQLLTDEG---------VLG   600
gi|145608682|ref|XP_369939.2| ---------------------------------------SGDAVIPVFRLPFSQILKHTSIADGSKRQLLYRLPSNPARVFEVAVVYMRSGYGPGDYPDEEAWQGRLQLERSNAIKCPTVLTQLAGMKKVQQVLATPPSSPS---PFKLG   600
gi|32411131|ref|XP_326046.1| ---------------------------------------SGPNKVPVFRLPFSDILTHTTLASTPTRQLLYTLPSNPSLVFEVAVVYLRAGYGPGDYPDQEAWEARYQIERSNAVCCPTVLTQLAGMKKVQQVLATPEESNSNSVPSALA   600
gi|19114848|ref|NP_593936.1| -----------------------------------------RFHVISKRIDIAELNS-LIHDKSSNK--LYMKTSFTT--YEVAVVYYRVGYALDDYPSQEAWDMRLTIENTLAIKCPSISTHLAGSKKIQQVLAESN---------ALE   600
gi|4504169|ref|NP_000169.1| -------------------------------------------NIHVIRRTFEDISEKGSLDQ---------DRRLFVDGQEIAVVYFRDGYMPRQYSL-QNWEARLLLERSHAAKCPDIATQLAGTKKVQQELSRPG---------MLE   600
gi|73991696|ref|XP_851615.1| -------------------------------------------NIHVIRRRFEDVSEKGSLDQ---------DRRLFMDGQEVAVVYFRDGYMPSQYSP-QNWEARLLLERSCAVKCPDIATQLAGTKKVQQELSRMG---------VLE   600
gi|62752070|ref|NP_001015630.1| -------------------------------------------NIHVIRRKFEDVSEKGSLDQ---------DRRLFMDGQEIAVVYFRDGYMPGHYSL-QNWEARLLLERSCAVKCPDIATQLAGTKKVQQELSRVG---------VLE   600
gi|6680117|ref|NP_032206.1| -------------------------------------------KIHVIRGRFEDVSERGSLDQ---------NRRLFMDDQEVAVVYFRDGYMPSQYNS-QNWEARLMLERSRAAKCPDIAIQLAGTKKVQQELSRVG---------LLE   600
gi|25742757|ref|NP_037094.1| -------------------------------------------KIHVIRRRFEDVSERGSLDQ---------NRRLFMEDQEVAVVYFRDGYMPSQYNA-QNWEARLLLERSCAAKCPDIATQLAGTKKVQQELSRVG---------LLE   600
gi|118100530|ref|XP_425692.2| -------------------------------------------NIRVIRRRFRDVYEQGSLDG---------SRRLYVDGQEVAVVYYREGYVPSNYNQ-QNWEARLLLERSRAVKCPDIATQLAGTKKVQQELSCPG---------TLE   600
gi|54400710|ref|NP_001006104.1| -------------------------------------------NIPVIRRQFEDVFRTGSLDE---------SKRLFVDGHEVAIVYFRNGYMPQNYTSEQSWEVRLMMERSVAVKCPDISTHLAGTKEVQQELARPG---------VLE   600
gi|24642900|ref|NP_728116.1| -----------------------------------------YPHIKVLRRTLTEVHREGKLGQ---------SKELLLGSQEVAVIYFRAGYEPGHYHSQADWDARYLMETSLAIKCPSIHYHLAGTKKVQQALAQPA---------VLE   600
gi|28571249|ref|NP_788926.1| -----------------------------------------YPHIKVLRRTLTEVHREGKLGQ---------SKELLLGSQEVAVIYFRAGYEPGHYHSQADWDARYLMETSLAIKCPSIHYHLAGTKKVQQALAQPA---------VLE   600
gi|158288708|ref|XP_310552.4| -----------------------------------------YPHVAVVRRTLTQIGEQGRLGP---------GKELLVGDVEASVVYFRAGYEPGHYFGAGEWDARLLIERSVAIKCPSIQYHLAGTKKVQQALAKPD---------VLR   600
gi|17535239|ref|NP_496011.1| -----------------------------------------VPMTCIIRRNLTQCYEQLSLND---------RSDLMIDGRQVAIVYFRAGYSPDHYPSTKEWEARERMELSTAIKTPWIGLQVANTKKTQQVLSEDG---------VLE   600
gi|145358475|ref|NP_568495.2| ------------------------------------------HNIVVIRKTLAEVEKEGSVQE---------DETLIVGGQAVAVVYFRSGYTPNDHPSESEWNARLLIEESSAVKCPSIAYHLTGSKKIQQELAKPG---------VLE   600
gi|115486425|ref|NP_001068356.1| ------------------------------------------HGVKTIRKTLAQVEAEGQVLP---------DGTLVVDGQTVSVVYFRAGYSPNDYPSEAEWRARLLMEQSSAIKCPSISYHLVGTKKIQQELAKPN---------ILE   600
gi|124506163|ref|XP_001351679.1| LTINEIKLLFESKKLFLNYKDETLIDSLKRIKNKEYNPYNEIFKPGKLLIDLNDLEDILNVDCININDILKNINKYERNIFEISVLYFRALYTPN-HFNENIWKIREMFEFSDAIKIPSLPYQLVGSKKIQMLLLDND---------ILK   600
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                                    .                    :   :.::                     .::*** ***               .           ::**  : .                                          : *:.     
gi|50310799|ref|XP_455422.1| EFLSDT-E-------SLDHLLPTFVKIYPLD-SSVLGEIGKKLALT--EPENYVLKPQREGGGNNIYKEDIPGFLESVD-ED---EWSAYILMELITPKSTEENFVI---------------------RGQELF--NVPILSELGIFGTI   750
gi|45185970|ref|NP_983686.1| KFLPAD-R-------RSD-IGATFVNLYPLD-DSPLGKEGKRLALE--MPERYVLKPQREGGGNNIYKEDIPAFLGTIP-EE---EWNGYVLMELINPK-LNENVLV---------------------RGQELF--QEPLISELGIYGTI   750
gi|6324524|ref|NP_014593.1| KYISDA-E-------KKSSLLKTFVKIYPLD-DTKLGREGKRLALS--EPSKYVLKPQREGGGNNVYKENIPNFLKGIE-ER---HWDAYILMELIEPELNENNIIL---------------------RDNKSY--NEPIISELGIYGCV   750
gi|145608682|ref|XP_369939.2| RFVPEKTP-------AWESLWGTFANIYPMD-ESEAGLEGRRLALDPELCIKHVLKPQREGGGNNHYKAAIPAFLASLPDKS---HWNSYILMELITPP-PVGNVIL---------------------RNGEIE--QGGVICELGVFGTC   750
gi|32411131|ref|XP_326046.1| KFMPPTAE-------KTQRLLKTFTNIYPLD-TSSSGLHARSLATSPTQCQKYVMKPQREGGGNNFYRSAIPEQLAKIP-EE---HWNSFILMEIIEPP-ALANSIL---------------------RNGKVE--VGGVICELGVYGTC   750
gi|19114848|ref|NP_593936.1| RFLEGD---------ELQAVRSTFADMYPLD-DTPRGKEGIKLAFE--KPEDFVLKPQREGGGNNTYGKDIPGLLSKMP-QE---EWDSYILMRYINAV-PSQNYIL---------------------KGERPE--KFDVVDEIGILGTI   750
gi|4504169|ref|NP_000169.1| MLLPGQPE-------AVARLRATFAGLYSLD-VGEEGDQAIAEALA--APSRFVLKPQREGGGNNLYGEEMVQALKQLKDSE---ERASYILMEKIEPEPFENCLLR---------------------PGSPAR--VVQCISELGIFGVY   750
gi|73991696|ref|XP_851615.1| MLLPGQPE-------TVARLRATFAGLYSLD-MGEEGDQAIAEAIV--APSQFVLKPQREGGGNNLYGEEMVQALERLKDSE---ERASYILMEKIKPEPFGNCLLR---------------------PGSPVQ--VVQCISELGIFGVY   750
gi|62752070|ref|NP_001015630.1| SFLPGQPE-------AVARLRATFAGLYSLD-LGEEGDQAITKAIA--APSCFVLKPQREGGGNNLYGEEMVQALERLKDSE---ERASYILMEKIEPEPFRNCLLR---------------------PGSPAR--VIQCISELGIFGVY   750
gi|6680117|ref|NP_032206.1| ALLPGQPE-------AVARLRATFAGLYSLD-MGEEGDQAIAEALA--APSHFVLKPQREGGGNNLYGEEMVQALEQLKDSE---ERASYILMEKIEPEPFRNCLLR---------------------PGSPAQ--VVQCISELGIFGVY   750
gi|25742757|ref|NP_037094.1| ALLPGQPE-------AVARLRATFAGLYSLD-MGEEGDQAVAEALA--APSHFVLKPQREGGGNNFYGEEMVHALEQLKDSE---ERASYILMEKIEPEPFRNCLLR---------------------PGSPAQ--VVQCISELGIFGVY   750
gi|118100530|ref|XP_425692.2| KLLPGHAE-------AVKRIRATFAGLYSLD-VGEEGDQIAATAIA--SPERFVLKPQREGGGNNLYGEELRQVLERIKDSP---ERTSYILMDKIEPQPAVNYLLR---------------------ARSPLK--ASKCISELGIFGVY   750
gi|54400710|ref|NP_001006104.1| CFFPDEPE-------TVSQIRATFAGLYTLD-MGEEGDNTVAMALA--NPDQYVLKPQREGGGNNIYGSEICEVLEKLKNSS---ERTAYILMDKIQPVPVQNILLR---------------------PGAPLK--VSSCLSELGAFGAY   750
gi|24642900|ref|NP_728116.1| RFINDPE--------EIKAVGKIFTGLYSLD-DNEAGNASYEMALR--TPERFVLKPQREGGGNNVYGVDIPDALKRMSRV----ERSAWILMDLIHPPLTKGYMVR---------------------PGGDMPPQIVDMVSELGIFGVV   750
gi|28571249|ref|NP_788926.1| RFINDPE--------EIKAVGKIFTGLYSLD-DNEAGNASYEMALR--TPERFVLKPQREGGGNN-----------RMSRV----ERSAWILMDLIHPPLTKGYMVR---------------------PGGDMPPQIVDMVSELGIFGVV   750
gi|158288708|ref|XP_310552.4| RFVGDDAP-------KIEAIRDIFTGLYSLD-REEGGDEAVALALA--DPERYVLKPQREGGGNNVYGADIPAALQAMSSA----ERSAWILMERIFPPLSTGYMVR---------------------PNGPVPPPLVQLVSELGIFGAI   750
gi|17535239|ref|NP_496011.1| RFIGKPR--------EARDIRASFAGMWALENTDEVTMKVVAGAQK--HPEAFVLKPQTEGGAALHTGDEMVQMLRELPEE----ERGAFILMEKLKPMIIENYLVL---------------------AKKPIT--FAKAVSELGVYGYA   750
gi|145358475|ref|NP_568495.2| RFLDNKE--------DIAKLRKCFAGLWSLD-----DSEIVKQAIE--KPGLFVMKPQREGGGNNIYGDDVRENLLRLQKEGE-EGNAAYILMQRIFPKVSNMFLVR---------------------EGVYHK---HQAISELGVYGAY   750
gi|115486425|ref|NP_001068356.1| RFLNNKE--------DIAKLRKCFAGLWSLD-----NEEIVKTAIE--KPDLFVLKPQREGGGNNIYGYDLRETLVRLQKEQG-EALAAYILMQRIFPRASLTHLVQ---------------------GGVCFE---DLTISELGIFGAY   750
gi|124506163|ref|XP_001351679.1| KYISLNLNKEKKSDEQITKDMTLLKKTFALQVDPSQNINAHIIQDAINNENNYLLKPQREGGKNNLHGNQVKQKLKLFYDHNKKQTLSHYVLMQRLFPSTFTAIHCRTQEMKNEICTTNISNEQQKKKPSHLIQFSPEKSISEFSLFHNF   750
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                                  .              * : *:*      **.  * . :..             
gi|50310799|ref|XP_455422.1| LFDHN--NIYSNEYAGWLLRSKFSSSNEGGVAAGFGCVDSVVLY---------   803
gi|45185970|ref|NP_983686.1| LFSDE--EIYSNDYAGWLLRSKLPSSNEGGVAAGFGCVDSMVLY---------   803
gi|6324524|ref|NP_014593.1| LFNDE--QVLSNEFSGSLLRSKFNTSNEGGVAAGFGCLDSIILY---------   803
gi|145608682|ref|XP_369939.2| LWNNATGAMLRNEQEGYLLRTKGDQSEEGGVAAGFGCMDSVALV---------   803
gi|32411131|ref|XP_326046.1| LWDQSSGEIKFNEEAGYLLRTKGDKSEEGGVAAGYGCMDSVTLV---------   803
gi|19114848|ref|NP_593936.1| VWNIKTDEVVQNGQSGFICRTKPKKTNEGGVATGYASLSSIELSE--------   803
gi|4504169|ref|NP_000169.1| VRQEKT--LVMNKHVGHLLRTKAIEHADGGVAAGVAVLDNPYPV---------   803
gi|73991696|ref|XP_851615.1| VRQGKT--LVMNKHVGHLLRTKAIEHADGGVAAGVAVLDNPYPV---------   803
gi|62752070|ref|NP_001015630.1| VREGKT--LVMNKHVGHLLRTKAIEHADGGVAAGVAVLDNPYPV---------   803
gi|6680117|ref|NP_032206.1| VRQGTT--LVMNKHVGHLLRTKAVEHADGGVAAGVAVLDNPYPV---------   803
gi|25742757|ref|NP_037094.1| VRQGTT--LVMNKHVGHLLRTKAIEHADGGVAAGVAVLDNPYPV---------   803
gi|118100530|ref|XP_425692.2| VRQGTE--LVLNEAAGHLLRTKAVEHADGGVAAGVAVLDTPYLV---------   803
gi|54400710|ref|NP_001006104.1| VRKGSE--LVLNECVGHLLRTKSSEHADGGVAAGVAVLDNPLLV---------   803
gi|24642900|ref|NP_728116.1| IGDAEH--IVHNYQAGHMLRTKLSTANEGGVAAGLGALDSPYLIDSDDEDEQK   803
gi|28571249|ref|NP_788926.1| IGDAEH--IVHNYQAGHMLRTKLSTANEGGVAAGLGALDSPYLIDSDDEDEQK   803
gi|158288708|ref|XP_310552.4| IGSKDK--VLYNKQIGHMLRTKLSSSNEGGVAAGSGALDSPYLID--------   803
gi|17535239|ref|NP_496011.1| FGRKD---APELKTAGHLLRTKPESTAMGGVAAGHAVVDTPFLYEFI------   803
gi|145358475|ref|NP_568495.2| LRSKDE--VIVNEQSGYLMRTKIASSDEGGVAAGFGVLDSIYLI---------   803
gi|115486425|ref|NP_001068356.1| LRNKDK--VVLNNQCGYLMRTKVSSSNEGGVAAGFAVLDSILLTDEW------   803
gi|124506163|ref|XP_001351679.1| IFYKNK--NILNEQKGYLVRTKNYTEKEGGAICGISSLDSFFLTEH-------   803
                         .......760.......770.......780.......790.......800...


