
                                                                                                                                                                                        
gi|48762926|ref|NP_005040.2| ----------------------------------------------------MKFAYR----------------FSNLLGTVYRRGNLNFTCDGNSVISPVGNRVTVFDLKNNKSDTLPLATRYNVKCVGLSPDGRLAIIVDEGGDALLV   150
gi|114684624|ref|XP_001148657.1| ----------------------------------------------------MKFAYR----------------FSNLLGTVYRRGNLNFTCDGNSVISPVGNRVTVFDLKNNKSDTLPLATRYNVKCVGLSPDGRLAIIVDEGGDALLV   150
gi|74001523|ref|XP_544915.2| ----------------------------------------------------MRKLLK----------------LH------------------------VG----------NRSNTLPLATRYNVKCVGLSPDGRLAIIVDEGGDALLV   150
gi|194663789|ref|XP_592170.3| ----------------------------------------------------MKFAYR----------------FSNLLGTVYRCGNLNFTCDGNSVISPVGNRVTVFDLKNNKSNTLPLATRYNIKCVGLSPDGRLAIIVDEGGDALLV   150
gi|30102930|ref|NP_083822.1| ----------------------------------------------------MKFAYR----------------FSNLLGTVYRCGNLNFTHDGNSVISPVGNRVTVFDLKNNRSNTLPLATKYNIKCVGLSPDGRLAIIVDEGGAALLV   150
gi|109509282|ref|XP_001074000.1| MVEAPPPELRILSAGDSSYSGSGWSRVPHVWLRDEIRLSGEPRVRQGKREGDRRFRGRGRDRGRWHLGCPRKALFSNLLGTVYRCGNLNFSRDGNSVISPVGNRVTVFDLKNNRSDTLPLATKYNIKCVGLSPDGRLAIIVDEGGAALLV   150
gi|118083968|ref|XP_416757.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|47085755|ref|NP_998212.1| ----------------------------------------------------MKFAYK----------------FSNLLGAFYRQGNISFSKNGDSVISPVGNRISVFDLKNNKSETLPVSTSKNIACFDISPDGNLAILIDEDGAAILV   150
gi|24652561|ref|NP_610618.1| ----------------------------------------------------MKFSYK----------------FSNLLGTIYRNGNLVFTPDGNSVISPVGNRITVYDLKNNKSRTLSLESRYNYTNIALSPDGSLLIAVNEKGEAQLI   150
gi|158289746|ref|XP_311407.4| ----------------------------------------------------MKFAYK----------------FNNLLGAVFRRGNLLFTPDGYSVISPVGNRVTIFDLKNNKSNTLGIESQYNYTAIDLAPNGCLLVVVNEIGEAQMI   150
gi|25144137|ref|NP_491653.2| ----------------------------------------------------MDTNFK----------------LSNCIGTVYRDGQVAFSKDGYSVISPIGNKLSIFDLRNNTSKTLDIDCNYNIKRLSISPSGYHLLASDERGVVHFV   150
gi|15218190|ref|NP_172998.1| ------------------------------------------------------MEFR----------------FENLLGAPYRGGNAVITKN-TQLISPVGNRVSVTDLSKNHSVTLPLETSTNICRLASSPDGTFLLAVDEQNRCLFI   150
gi|115464929|ref|NP_001056064.1| ------------------------------------------------------MNYR----------------FHNLLGAPYRGGDAVFAGDSSVLLSAVGNRVASTDLSASSSLTLPFESSSNVTRLAVSPSGDFLLSVDDAGRALYA   150
gi|50305279|ref|XP_452599.1| ----------------------------------------------------MKSDFK----------------FSNLLGTVYRQGNVLFSQDGSKLLSPVGNRVSVFDLINNTAFTFEYEHRKNVAVVDINKQGTLLLSIDVDGRGILA   150
gi|45184880|ref|NP_982598.1| ------------------------------------MSYTTERSSKARHWTTMKSDFK----------------FSNLLGTVYRQGNVVFSEDGTLLFSPVGNRVSVFDLIGNKSFTFEYEHRRNIARIDVNAQGTLLLSVDVDGRAILV   150
gi|6319903|ref|NP_009984.1| ----------------------------------------------------MKSDFK----------------FSNLLGTVYRQGNITFSDDGKQLLSPVGNRVSVFDLINNKSFTFEYEHRKNIAAIDLNKQGTLLISIDEDGRAILV   150
gi|39972327|ref|XP_367554.1| ----------------------------------------------------MKTDFK----------------FSNLLGTVYCRGNLLFSPDGTHLYSPVGNRVTVFNLVDNKSYTLPFAHRKNIVRLDLTPRGNLLLSVDEDGHAILT   150
gi|32404964|ref|XP_323095.1| ----------------------------------------------------MKTDFK----------------FSNLLGTVYCQGNLLFSPDGTHLFSPVGNRVTVFNLVDNKSYTLPFSHRKNIARIGLTPQGNLLLSIDEDGQAILT   150
gi|19112135|ref|NP_595343.1| ----------------------------------------------------MKTEFG----------------FSNLVGTIFSKGNLVFTPDGFSILSPVGNRVSVYNLKDNTSYTFPFENHKNISHIALSPTSTLLLSVDEEGRCILC   150
gi|124512716|ref|XP_001349491.1| -----------------------------------------------------MLNYT----------------LSNICGCFYTGGKILFSNDGNSLFVPVSNRINIYDLSNNSCNTLKSESRNDIRHITIHPSMEIIITIDKFGYGCVI   150
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gi|48762926|ref|NP_005040.2| SLVCRSVLHHFHFKGS---------------------VHSVSFSPDGR--------KFVVTKGNIAQMYHA-PGK-------KREFNAFVLDKTYFGPYDETTCIDWTDDSRCFVVGSKDMSTWVFGAE--RWDNLIYYALGGHKDAIVA   300
gi|114684624|ref|XP_001148657.1| SLVCRSVLHHFHFKGS---------------------VHSVSFSPDGRRRDSRRPRKFVVTKGNIAQMYHA-PGK-------KREFNAFVLDKTYFGPYDETTCIDWTDDSRCFVVGSKDMSTWVFGAE--RWDNLIYYALGGHKDAIVA   300
gi|74001523|ref|XP_544915.2| SLVCRSVLHQFHFKGS---------------------VHSVCFSPDGR--------KFVVTKGNLAQMYHA-PGR-------KREFNAFVLDKTYFGPYDETTCIDWTDDSRCFAVGSKDMSTWVFGAE--RWDNLIYYALGGHKDAIVA   300
gi|194663789|ref|XP_592170.3| SLVCRSVLHHFHFKGA---------------------VHSVSFSPDGR--------KFVVTKGNIAQVYHA-PGR-------KREFNAFVLDKTYFGPYDETTCIDWTDDSRCFAVGSRDMSTWVFGAE--RWDNLIYYALGGHKDAIVA   300
gi|30102930|ref|NP_083822.1| SLVCRSVLHHFHFKGS---------------------VHSVSFSPDGR--------KFVVTKGNIAQMYHA-PGK-------KREFNAFVLDKTYFGPYDETTCIDWTDDSKCFVVGSKDMSTWVFGAE--RWDNLIYYALSGHKDAIVA   300
gi|109509282|ref|XP_001074000.1| SLVCRSVLHHFHFKGS---------------------VHSVSFSPDGR--------KFVITKGNIAQMYHA-PGK-------KREFNAFVLDKTYFGPYDETTCIDWTDDSKCFVVGSKDMSTWVFGAE--RWDNLIYYALSGHKDAIVA   300
gi|118083968|ref|XP_416757.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|47085755|ref|NP_998212.1| SLVTRAVLHHHHFHNP---------------------VHNVSFSPDGR--------KFVVTKENVALMYHA-PGR-------NKEFNAFALNKTFYGPFDEMTCIDWTDDSKCFAVGSKDMTTWIFGAE--RWANLIYYSLGGHKDIIVG   300
gi|24652561|ref|NP_610618.1| SMMSCTVIHRHKFQTG---------------------VQCICFSPNGA--------FFAVAVQNVVLIFCA-PGEI------TGEYNPFVLRRRFLGGFDDVTWLDWSSDSRLLAIGCRDSSTKIVAIN--YTKNFRTYNLSGHTDAIVA   300
gi|158289746|ref|XP_311407.4| SMISQTTIHRYKFRGE---------------------VKYLRFSPDGR--------YFAACVDTAVLVFVT-PGES------SASYGSFVVHRAFEVGFDETVYLDWSPDSRILAIGSRDNTVRLQNVT--RLETFRPFVLGGHRDAIVG   300
gi|25144137|ref|NP_491653.2| HLLSEFKIYTFRSNKP---------------------IGSLQWSPDAT--------RVAICRENDLQIHEFGKSIE------NKVYNPFSLSRTYKLSSDSLKTIDWSDDANLLVSGGEDRVVRVVGAK--DFKNLFIHPLASHKGYIVN   300
gi|15218190|ref|NP_172998.1| NLPRRVVLHRITFKDK---------------------VGALKFSPNGK--------FIAVGIGKLVEIWRSPGFRR--------AVLPFERVRTFANSDDKVVSLEWSLDSDYLLVGSRDLAARLFCVRKLKGVLNKPFLFLGHRDSVVG   300
gi|115464929|ref|NP_001056064.1| NLGRRAVLHRIAFKSA---------------------PSAVRFSPDGN--------LIAVAVGKLVQIWRSPAFRK--------EFFPFHLLRTIPGFAAGVTAFDWSPDSSFLLASCKDLTARLLPVK--KGLGGKPFLFVGHRAAVVG   300
gi|50305279|ref|XP_452599.1| NFKTRNVLHHFNFKEK---------------------VYDLKFSPDGK--------LFALACGRFLQIWRTPETTE------DRQFAPFVRYRIHAGHFSDITSLTWSKDSRFIISTSKDLTARIWSVN-SEEKNLASTTFAGHRDNVIG   300
gi|45184880|ref|NP_982598.1| NIKTRNVIHHFNFKDK---------------------VNDVKFSTDGK--------LFALACGRFLQIWRTPGVSA------ERQFAPFVRYRVHAGHFADITSLTWSRDSRFIISTAKDMTARIYSVN-AEEKDLASMTFAGHRDYVMG   300
gi|6319903|ref|NP_009984.1| NFKARNVLHHFNFKEK---------------------CSAVKFSPDGR--------LFALASGRFLQIWKTPDVNK------DRQFAPFVRHRVHAGHFQDITSLTWSQDSRFILTTSKDLSAKIWSVD-SEEKNLAATTFNGHRDYVMG   300
gi|39972327|ref|XP_367554.1| NVVRRISIYHFSFRTA---------------------VTALSFSPSGR--------HFAVGIGRRIEVWQVPQTPDSATGDDGLEFAPFVRHHSHAAHFDEVRHIEWSRDSRFFLSASKDLTARIWSLN-QEE-GFTPTVLSGHRQGVVG   300
gi|32404964|ref|XP_323095.1| NVPRRVVLYHFSFKAP---------------------VTALSFSPSGR--------HFIVGLGRKIEVWHVPSTPD-ANADGELEFAPFVKHHTHVQHFDDVRHIEWSHDSRFFLTSSKDLTARIWSVD-QEE-GFTPTVLSGHRQGVVG   300
gi|19112135|ref|NP_595343.1| NFLRRSVLHYFNFKSP---------------------VGAIEFSPNGK--------FFAVSLGKLIQVWRTPNSLE------EREFAPFVLHREYTGHFDDIVSISWSADSRFFISTSKDLTARLHSVD-PIE-GFHPCALTGHKNTVVS   300
gi|124512716|ref|XP_001349491.1| NLLKDQIISRILFKSKTGVVTSFNYNNMLTPQEEQDVVNSAMFTNSGK--------YFLITVGRRVVIWKSPCKQN---------NYKLIKYNDICFHSLNVISIDISTDDKYFLTTSYDMTIRIHTVK--KEKKIKPTILGGNKTTIVG   300
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gi|48762926|ref|NP_005040.2| CFFESNSLD-----LYSLSQDGVLCMWQCDTPPEGLR------------------------------LKPPAGWKADLLQREEEEEEEEDQEGDR----ETTIRG-KATPAEEEKTGKVKYSRLAKYFFNKEGD----------------   450
gi|114684624|ref|XP_001148657.1| CFFESNSLD-----LYSLSQDGVLCMWQCDTPPEGLR------------------------------LKPPAGWKADLLQREEEEEEEEDQEGDR----ETTIRG-KATPAEEEKTGKVKYSRLAKYFFNKEGD----------------   450
gi|74001523|ref|XP_544915.2| CFFESSSLD-----LYTLSQDGALCVWQCDTPPEGLR------------------------------LKAPTGWRADLLQAAAEE-KEDGEEGEE----ETTVRG-KATPAAEEQQGKVRYSRLAKYFFNKEGD----------------   450
gi|194663789|ref|XP_592170.3| CFFEASSLD-----LYTLSQDGALCVWQCDTLPEGLR------------------------------LKAPTGWKADLLQREEEQ-EEE-EGAES----ETTIRG-KATPAAEEQQGKVKYSRVAKYFFNKEGD----------------   450
gi|30102930|ref|NP_083822.1| CFFESNSLD-----LYSLSQDGALCVWQCDTPPEGLR------------------------------LKAPRGWKADILQREKEEEEEDEEEGD----RETTIRG-KTTPAEQERVGKVKYSRLAKYFLNKEGD----------------   450
gi|109509282|ref|XP_001074000.1| CFFESNSLD-----LYSLSQDGALCVWQCDTPPEGLR------------------------------LKAPRGWKADILQREKEEEEEEDEEGEGN--RETTIRG-KAVPAEQERVGKVKYSRLAKYFLNKEGD----------------   450
gi|118083968|ref|XP_416757.2| -----------------------------------------------------------------------------------------------------------------------MAHQPLWYFFNKEGD----------------   450
gi|47085755|ref|NP_998212.1| CFFEKDSLD-----MYTVSQEGTLCIWESDTDLEGLRKG-----------------------PKYAERKEKEQKKLRVLEMEEDEANDIEIMGEDEETRGDVIKGSAETPEEVEGIKNVRYLQKSKYYFNKEGD----------------   450
gi|24652561|ref|NP_610618.1| CFFEANSLH-----LNTISRNGQLCLWECSLAPSDLEDAE--------------RPKIAP-----PQRKKEKKAVSDNESEDDVENVVEKDALKEESTKEAEDVN-HIKNEDETKSHPFFYKKITRHYLADEPR----------------   450
gi|158289746|ref|XP_311407.4| CFFEEKTLD-----LNTISKDGLLMLWECGMELEDLDKT---------------REQIAGGVEDTIEKKKRTTGNSDDEQEPDTKELKLERLKQAASSTEGEERDEQGKLVGQTKRHPFYYKRLARHYLADMAR----------------   450
gi|25144137|ref|NP_491653.2| CQFMKNSYD-----MITVCKRGLANVWTCNLRPGELVEG---------------------------------IWKKDEEGSDDIEMLED----------------------GEQKVEKIFFEKTKKYWLSESSG----------------   450
gi|15218190|ref|NP_172998.1| CFFGVDKMTNKVNRAFTIARDGYIFSWGYTEKDVKMDES---------------------------EDGHSEPPSPVTPDRADEVMVENGGGVGTELKKRKEYDGKGLESDEEGDDDDEEYMHRGKWVLLRKDG----------------   450
gi|115464929|ref|NP_001056064.1| AFFATDKKTGRVTGAYTITKDGAIFTWNLVE------GS---------------------------DD--SPPPSPGTPE---QEAVQDGEAELDGDEPELDGGSRKRKSFGESEEPDTTPLHFTRWELQKKDF----------------   450
gi|50305279|ref|XP_452599.1| AYFSDDQEK-----IYTVSKDGALFQWEYTK-----------------------------------------KPGEGEDN---------------------------------DEDEEDVDLSKYSWRITKKNF----------------   450
gi|45184880|ref|NP_982598.1| AFFSADQEK-----IYTVSKDGALFQWEYTK-----------------------------------------NPALAEED---------------------------------DEDEE-LDLSKYSWRITKKNY----------------   450
gi|6319903|ref|NP_009984.1| AFFSHDQEK-----IYTVSKDGAVFVWEFTK-----------------------------------------RPSDDDDNE-----------------------------SEDDDKQEEVDISKYSWRITKKHF----------------   450
gi|39972327|ref|XP_367554.1| AWFSMDQET-----IYTVSKDGAVFDWQYVG-----------------------------------------PQDKEDDD------------------------------------MDGADESDLRWRIVKRHY----------------   450
gi|32404964|ref|XP_323095.1| AWFSKDQET-----IYTVSKDGAVFDWQYVA-----------------------------------------KPGQDEDM------------------------------------VD---DDDLAWRIVNKHY----------------   450
gi|19112135|ref|NP_595343.1| GFFSKDQQT-----IYTVSKDGALFVWKYSP-----------------------------------------LFQAGEVI---------------------------------DEEAEENKTRTHIWLIKERHY----------------   450
gi|124512716|ref|XP_001349491.1| AFFSKNGNF-----IFSVNKSGLIIIWSYEAQTGVDEKCENFEAEKVYEDVSRDDNKGDEDVSMDDNKGDEDVSRDDNKSDEDVSRDDENISSDNEKKKNRKEEKWSKICAHDNKIKDNTNKNKNNNHHNNNNNNNDYFNSSVKRAFEKR   450
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gi|48762926|ref|NP_005040.2| ---------FNN----LTAAAFHKKSHLLVTGFASGIFHLHELPEFNLIHSLSISDQSIASVAINSSGDWIAFGCS--GLGQLLVWEWQSESYVLKQQGHFNSMVALAYS-------------------------PDGQYIVTGGDDGKV   600
gi|114684624|ref|XP_001148657.1| ---------FNN----LTAAAFHKKSHLLVTGFASGIFHLHELPEFNLIHSLSISDQSIASVAINSSGDWIAFGCS--GLGQLLVWEWQSESYVLKQQGHFNSMVALAYS-------------------------PDGQYIVTGGDDGKV   600
gi|74001523|ref|XP_544915.2| ---------FNK----LTAAAYHKKTHLLVTGFASGIFHLHELPEFNLIHSLSISDQSIASIAVNSSGDWLAFGCS--GLGQLLVWEWQSESCVLKQQGHFNSMVSLAYS-------------------------PDGQYIVTGGDDGKV   600
gi|194663789|ref|XP_592170.3| ---------FNN----LTAAAYHKKVHLLVTGFASGIFHLHELPEFNLIHSLSISDQRVASVAINSSGDWIAFGCS--GLGQLLVWEWQSESYVLKQQGHFNSMVSLAYS-------------------------PDGQYIVTGGDDGKV   600
gi|30102930|ref|NP_083822.1| ---------FNN----LTSAAYHKKTHLLVTGFASGIFHLHELPEFNLIHSLSISDQRVASVAINSSGDWIAFGCS--GMGQLLVWEWQSESYVLKQQGHFNSMVALAYS-------------------------PDGQYIVTGGDDGKV   600
gi|109509282|ref|XP_001074000.1| ---------FNN----LTAAAYHKKTHLLVTGFASGIFHLHELPEFNLIHSLSISDQRVASVAINSSGDWIAFGCS--GLGQLLVWEWQSESYVLKQQGHFNSMVALAYS-------------------------PDGQYIVTGGDDGKV   600
gi|118083968|ref|XP_416757.2| ---------FNN----LTSAAYHKKTHLLVTGFASGIFHLHELPDFNLIHSLSISDQRIASISINSTGDWIAFGCS--GLGQLLVWEWQSESYVLKQQGHFNSMVSLAYS-------------------------PDGQYIVTGGEDGKV   600
gi|47085755|ref|NP_998212.1| ---------FNK----LTAAAFHKRTHILVTGFASGAFHLHELPGFDLIHSLSISDQRISAISLNPTGDWISFGCS--GLGQLLVWEWQSESYVFKQQGHFNNMNSLAYS-------------------------PDGQYLATGGDDGKV   600
gi|24652561|ref|NP_610618.1| ---------KEQRDVQLTAANYNTRTKVLVVAFSSGAFYLYELPDVNMIHSLSISDYPISAALFNCTGDWVALASR--EIGQLLVWEWQSEQYIMKQQGHSSEMTCIAYS-------------------------SDGQFIATGGEDSKV   600
gi|158289746|ref|XP_311407.4| ---------VENRNAYVTAASYHRQLRIMVVAFSSGSFYLYELPDVNLIHSLSISEASIGSVAFNDTGDWLALGVS--SLGQLLVWEWQSEQYIMKQQEHSQGMNCLSYA-------------------------PDGHLLVTGGQDGKV   600
gi|25144137|ref|NP_491653.2| ---------SGK-SVDVTAARFHKETNILATAFNNGVIVLHEIPSFALVHNLRVSEMRIQTVAWNLTGDWLAIGCGKGSTAQLVVWEWQSESYVMKQQAHSLRITTAEYS-------------------------PDGSLMATGAEDGKV   600
gi|15218190|ref|NP_172998.1| ---------CNQASAKVTACDYHQGLDMVVVGFSNGVFGLYQMPDFICIHLLSISRQKLTTAVFNERGNWLTFGCA--KLGQLLVWDWRTETYILKQQGHYFDVNCVTYS-------------------------PDSQLLATGADDNKV   600
gi|115464929|ref|NP_001056064.1| ---------FMQSPAKLTACDYHRELDMVVVGFSNGVFGLYQMPDFVCLHLLSISREKITTAIFNSLGNWLVFGCA--KLGQLLVWEWRSESYILKQQGHYFDVNCIAYS-------------------------PDSQLLATGADDNKV   600
gi|50305279|ref|XP_452599.1| ---------FHANRAKVKCSAFHAASNILTVGFSNGEFRLYELPEFIMIQQLSMGQNAVNTVAINSSGEWLAFGSS--KLGQLIVYEWQSESYILKQQGHFDTLNGLCYS-------------------------PDGSKIVTASHEGKI   600
gi|45184880|ref|NP_982598.1| ---------FYAKNAKVKCAAFHADSNMLIVGFSNGEFRMYELPDFTFIQQLSMGQNAVNTVAVNRSGEWLAFGSS--TLGQLLVYEWQSESYILKQQGHFDALNALAYS-------------------------PDGARIVTAAEDGKI   600
gi|6319903|ref|NP_009984.1| ---------FYANQAKVKCVTFHPATRLLAVGFTSGEFRLYDLPDFTLIQQLSMGQNPVNTVSVNQTGEWLAFGSS--KLGQLLVYEWQSESYILKQQGHFDSTNSLAYS-------------------------PDGSRVVTASEDGKI   600
gi|39972327|ref|XP_367554.1| ---------FMQNNASLKCAAFHAESNLLVAGFSNGIFGLYEMPDFNLIHTLSISQNGIDFVSINKSGEWLAFGAS--KLGQLLVWEWQSESYILKQQGHFDSMNALAYS-------------------------PDGKRIVTAADDGKL   600
gi|32404964|ref|XP_323095.1| ---------FMQNSATVRCAAFHPESNLLVAGFSNGIFGLYEMPDFNMIHTLSISQNEIDFVTINKSGEWLAFGAS--KLGQLLVWEWQSESYILKQQGHFDSMNSLVYS-------------------------PDGQRIVTVADDGKI   600
gi|19112135|ref|NP_595343.1| ---------FNQN-SKLRCAAFHPTSNLLVVGFSSGLFGIYELPSFTMLYQLSITQSNIDTLTVNSTGDWIAIGSS--KLGQLLVWEWQSESYVLKQQSHYDALSTLQYS-------------------------SDGQRIITGADDGKI   600
gi|124512716|ref|XP_001349491.1| WRYKRIYYCNQEKNEEVIRSCFNKEKDIFVIAFSSGRFGIYSTPDMISLYNISINTNTIDDITINTDGEWIALGEG--NNGTIIIWEWKSESYILKQNTTNKNVKCVRFSPIISHLKIGSHIIDNSSTYHESDNFTSKFVIVTGNEDGTI   600
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gi|48762926|ref|NP_005040.2| KVWNTLSGFCFVTFTEHSSGVTGVTFTATGYVVVTSSMDGTVRAFDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDASGEIVSAGAQ-DSFEIFVWSMQTGRLLDVLSGHEGPISGLCFNPMKS---VLA   750
gi|114684624|ref|XP_001148657.1| KVWNTLSGFCFVTFTEHSSGVTGVTFTATGYVVVTSSMDGTVRAFDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDASGEIVSAGAQ-DSFEIFVWSMQTGRLLDVLSGHEGPISGLCFNPMKS---ILA   750
gi|74001523|ref|XP_544915.2| KVWNTLSGFCFITFTEHSSGVTGVTFTATGYVIVTSSMDGTVRAFDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDCSGEVVSAGAQ-DSFEVFIWSMQTGRLLDVLSGHEGPISSLCFNPVKS---VLA   750
gi|194663789|ref|XP_592170.3| KVWNSLSGFCFVTFTEHSSGVTGVTFTTTGYVIVTSSMDGTVRAFDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDSSGEIVSAGAQ-DSFEVFIWSMQTGRLLDVLSGHEGPISGLCFNPMKS---VLA   750
gi|30102930|ref|NP_083822.1| KVWNTLSGFCFVTLTEHSSGVTGVTFTTTGHVIVTSSLDGTVRAFDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDSSGEIVSAGAQ-DSFEIFVWSMQTGRLLDVLSGHEGPVSGLCFNPMKS---ILA   750
gi|109509282|ref|XP_001074000.1| KVWNTLSGFCFVTLTEHSSGVTGVTFTATGHVIVTSSLDGTVRAYDLHRYRNFRTFT--------------------------SPRPTQFSCVAVDSSGEIVSAGAQ-DSFEIFVWSMQTGRLLDVLSGHEGPISGLCFNPMKS---ILA   750
gi|118083968|ref|XP_416757.2| KVWNTSSSFCFVTFTDHSSGVTAVTFTSSGYVILSASLDGTVRAFDLHRYRNFRTFT--------------------------SPRPSQFSCLAVDSSGEIVSAGSQ-DSFEIFIWSMQSGRLLDVLSGHEGPISSLSFNPMKC---VLA   750
gi|47085755|ref|NP_998212.1| KVWNTNSGLCFVTFTEHSSGVTEVAFTSSGFVVVSASLDGTVRAFDLHRYRNFRTMT--------------------------SPRPAQFSSLAVDGSGELVCAGSQ-DSFEIFLWSMQTGRLLEVLSGHEGPVSNLCFSPVQS---VLA   750
gi|24652561|ref|NP_610618.1| KLWNTQSSFCFVTFSEHTSGVTGIQFSRNKKFLVSSSLDGTVRAFDVNRYRNFRTFT--------------------------SPNPAQFSCVAVDYSGELVVAGGQ-DVFDIFLWSVKTGKLLEIISGHEGPVVSIAFSPVATS-STLV   750
gi|158289746|ref|XP_311407.4| KLWNVTSGFCVVTFSEHTSAVMAVEFSRNKKFLVSASLDGTVRAYDVTRYRNFRTFT--------------------------SPEPVQFASVAVDCSGELVAAGGQ-DSFEIYLWSMKLGRLLEVLSGHEAPVVSLAFSPVASS-SAMV   750
gi|25144137|ref|NP_491653.2| KIWNSRSSFCTVTFDEHTSGVTAVKWTQSGRAILSASLDGTVRAHDLKRYRNFRTLV--------------------------CPEPTQLATLAVDKAGDLVIAGAK-EVFNIYIWSFETGHLLDILSGHESAISSIDIH--GN---HIV   750
gi|15218190|ref|NP_172998.1| KVWNVMSGTCFITFTEHTNAVTALHFMADNHSLLSASLDGTVRAWDFKRYKNYKTYT--------------------------TPTPRQFVSLTADPSGDVVCAGTL-DSFEIFVWSKKTGQIKDILSGHEAPVHGLMFSPLTQ---LLA   750
gi|115464929|ref|NP_001056064.1| KVWTVSSGFCFITFSEHTNAVTAVHFMANNHSLLSASLDGTIRAWDLFRYRNFKTFT--------------------------TALPRQFVSLTADQSGEVICAGTL-DSFEIFVWSMKTGRLLDILSGHQGPVHGLMFSPINA---ILA   750
gi|50305279|ref|XP_452599.1| KIWDVASGFCLATFDEHAGGVSAVEFAKKGQVLFSASLDGTVKAWDLIRYRNFRTFT--------------------------ATERIQFNSLAVDPSGEVVCAGSE-DSFDIFVWSVQTGQLVDTLSGHEGPISCLSFSNENG---VLA   750
gi|45184880|ref|NP_982598.1| KIWDIVSGFCLATFEEHTSSVTSVQFAKNGQIMFSSSLDGTVKAWDLMRFRNFRTFT--------------------------ATERIQFSCLAADPTGEVVCAGSL-DNYDIQVWSVQTGQLLDTLSGHEGPVSCLSFSRENS---ILA   750
gi|6319903|ref|NP_009984.1| KVWDITSGFCLATFEEHTSSVTAVQFAKRGQVMFSSSLDGTVRAWDLIRYRNFRTFT--------------------------GTERIQFNCLAVDPSGEVVCAGSL-DNFDIHVWSVQTGQLLDALSGHEGPVSCLSFSQENS---VLA   750
gi|39972327|ref|XP_367554.1| KVWDIESGFCIVTFTEHTSGVTACQFAKKGNVLFTASLDGSIRAWDLIRYRNFRTFT--------------------------APTRLSFSCMAVDPSGEVVAAGSL-DSFDVHIWSVQTGQLLDQLSGHEGPVSAVAFAPDGG---LLV   750
gi|32404964|ref|XP_323095.1| KVWDTESGFCIVTFTEHTSGITACEFSKKGNVLFTSSLDGSIRAWDLIRYRNFRTFT--------------------------APERLSFSCMAVDPSGEIVAAGSV-DSFDIHIWSVQTGQLLDRLSGHEGPVSSLAFAPNGG---LLV   750
gi|19112135|ref|NP_595343.1| KVWDMNSGFCIVTFTQHTSAVSGLCFSKRGNVLFSSSLDGSVRAWDLIRYRNFRTFT--------------------------APSRVQFSCIAVDPSGEIVCAGSQ-DSFEIFMWSVQTGQLLETLAGHEGPVSSLSFNSSGS---LLA   750
gi|124512716|ref|XP_001349491.1| KLYDYLSFINFVTFTAHTNTVTDICFLPQGNAFISCSLDGTVRAFDLLRYRNFKIYTPDVITDLNHYSNNMNDLNSSGKKKVDKKLNVQFLCVGVNISGNIVAAGGRGNEYVVYIWNVQTGKCIDKLFGHNSPIIKICFSTNLKNEGVIA   750
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gi|48762926|ref|NP_005040.2| SASWDKTVRLWDMFDSW---RTKETLALTSDALAVTFRPDG-AELAVATLNSQITFWDPENAVQTGSIEGRHDLKTGRKELDKITAKHAAKGK---------------------------------AFTALCYSADGHSILAGG-MSKFV   900
gi|114684624|ref|XP_001148657.1| SASWDKTVRLWDMFDSW---RTKETLALTSDALAVTFRPDG-AELAVATLNSQITFWDPENAVQMGSIEGRHDLKTGRKELDKITAKHAAKGK---------------------------------AFTALCYSADGHSILAGG-MSKFV   900
gi|74001523|ref|XP_544915.2| SASWDKTVRLWDMADSW---RTTETLGLTSDALAVTFRPDG-AELAVATLNSQITFWDPENAVQTGSIEGRHDLKTGRKELDKVTAKHSAKGK---------------------------------AFTTLCYSADGESILAGG-MSKFV   900
gi|194663789|ref|XP_592170.3| SASWDRTVHLWDMADSW---RTTETLALTSDALAVTFRPDG-AELAVATLNSQITFWDPENAVQTGSIEGRHDLKTGRKELDKITAKHSAKGK---------------------------------AFTTLCYSADGQSILAGG-MSKFV   900
gi|30102930|ref|NP_083822.1| SASWDKTVRLWDMFDSW---RTKETLTLTSDALAVTFRPDG-AELAVATLNSQITFWDPENAVQVGSIEGRHDLKTGRKELDKITAKHSAKGK---------------------------------AFTTLCYSADGQSILAGG-MSKFV   900
gi|109509282|ref|XP_001074000.1| SASWDKTVRLWDMFDSW---RTKETLSLTSDVLAVTYRPDG-AELAVATLNSQITFWDPENAVQVGSIEGRHDLKTGRKELDKITAKHSAKGK---------------------------------AFTTVCYSADGQNILAGG-MSKFV   900
gi|118083968|ref|XP_416757.2| SGSWDKTVKLWDMLDSW---RTKETLMLNSDVLVVAFRPDG-KELAVASLNGQITFWDHENAVQVGSIEGRHDLQMGRKELDKITAKQSAKGK---------------------------------SFTTLCYSADGQSILAGG-LSKFV   900
gi|47085755|ref|NP_998212.1| SVSWDKTVRLWDMLDSW---QTKETLQLTSDGLAVTYHPNG-MELAVASLDGEITFWNPQTGRQTGSITGRHDLQMGRKESEKITAKQSAKGK---------------------------------SFTTLCYSADGESILTGG-KSKFV   900
gi|24652561|ref|NP_610618.1| SGSWDKTVKIWNCLESN---SEHETIDAVSDVTNVTFSPSG-EEIAVATLSGNITIFDIKSAGQVTTIEGRNDLSAGRLETDIITARKNAQAN---------------------------------YFSTIEYSADGECILAAG-KSANI   900
gi|158289746|ref|XP_311407.4| SGSWDQTLRIWDCLESS---GTHETVPVGSDVVCVAFKPDG-EEVAIATLNGNITVFHVKTAAQLASIEGRNDMEGSVSQSDLTTAKKNLMGR---------------------------------AFTSICYSADGECLLAGG-KSKFV   900
gi|25144137|ref|NP_491653.2| SGSWDRTIKMWTIVDS-----QAETVEVSHEALDVKFSPAG-DEIAVLTSDGVITFFEAKEMINLGSIDTKLDTDPARGSRDTITRQSAAKTK---------------------------------TFTRIRFSPDGNLLLAGG-ESNNF   900
gi|15218190|ref|NP_172998.1| SSSWDYTVRLWDVFASK---GTVETFRHNHDVLTVAFRPDG-KQLASSTLDGQINFWDTIEGVLMYTIEGRRDIAGGRVMTDRRSAANSSSGK---------------------------------CFTTLCYSADGGYILAAG-TSRYI   900
gi|115464929|ref|NP_001056064.1| SSSWDKTVRLWDVFESK---GAVETFQHSHDVLTLAYRPDG-RQIACSTLDGLIHFWDPFDGLLMYTIEGRRDIAGGRLMTDRRSAANTSIGK---------------------------------YFTTLCYSADGTYILAGG-NSKYI   900
gi|50305279|ref|XP_452599.1| SASWDKTIRVWSLFGRS---QQVEPFEVFSDVLSISMKPDG-QQIAASTLAGQILFFDVAEGKQVGNIDGKRDIISGRHLEDRFTSESSARSK---------------------------------YFTTIHYSFDGLSLVAAG-NNNSI   900
gi|45184880|ref|NP_982598.1| SASWDKTIRVWSIFGRS---QQVEPIEAYSDVLDISMRPDG-KQVAVSTLNGQLSFFDVETSRQVGNIDCKRDIISGRHLEDRFTSKNSARSK---------------------------------YFTTIHYSFDGLSIVAGG-NNNSI   900
gi|6319903|ref|NP_009984.1| SASWDKTIRIWSIFGRS---QQVEPIEVYSDVLALSMRPDG-KEVAVSTLKGQISIFNIEDAKQVGNIDCRKDIISGRFNQDRFTAKNSERSK---------------------------------FFTTIHYSFDGMAIVAGG-NNNSI   900
gi|39972327|ref|XP_367554.1| SGSWDKTARIWSVFNRT---QTSEPLQLQADVLSVAVRPDS-SQLAVSTLDGQISFWSVTEAQQVSGVDGRRDVSGGRKITDRRTAANAGGTK---------------------------------AFHTIQYSMDGSCLIAGG-NSKYM   900
gi|32404964|ref|XP_323095.1| SGSWDRTARIWSIFNRT---QTSEPLQLNSDVLDIAFRPDS-LQIAISTLDGNLSFWSVSEAEQQAGLDGRRDVSGGRKIGDRRTAANVAGTK---------------------------------AFNTIRYSTDGSCLLAGG-NSKYI   900
gi|19112135|ref|NP_595343.1| SGSWDKTVRIWDIFSRS---GIVEPLPIPSDVLSLAFHPDG-KEVCVASLDGQLTFWNVQEGKQTSLIDGRKDLSGGRRFDDARTAENSSLNK---------------------------------TFTSICYSADGSCVLSAG-TSKYV   900
gi|124512716|ref|XP_001349491.1| SCSWSKNVLIWDLYARQNKGSKYEEITTSHDISYMCFDPRGNDILAVCTLSCKIMFWDISIQEVVGTIEGARDIKRGRLLGEQFGAIPKMNKKRNRKKSLNNVDEESMYEEDLEDQGNNTIVNQNCYFTSIDYIHNGNYIVGCANCSVSL   900
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gi|48762926|ref|NP_005040.2| CIYHVREQILMKRFEISCNLSLDAMEEFLNRRKMTEFGNLALID------------QDAGQEDG-VAIPLPGVRKG-DMSSR--HFKPEIRVTSLRFSPTGRCWAATTTEGLLIYSLDTRVLFDP-----------------FELDTSVT  1050
gi|114684624|ref|XP_001148657.1| CIYHVREQILMKRFEISCNLSLDAMEEFLNRRKMTEFGNLALID------------QDAGQEDG-VAIPLPGVRKG-DMSSR--HFKPEIRVTSLRFSPTGRCWAATTTEGLLIYSLDTRVLFDP-----------------FELDTSVT  1050
gi|74001523|ref|XP_544915.2| CIYHVKEQILRKKFEISCNLSLDAMEEFLNRRKMTEFGNLALID------------QDAGAEDG-VAIPLPGVRKG-DMSSR--HFKPEIRVTSLRFSPTGHCWAATTTEGLLVYSLDAQMLFDP-----------------FELDASIT  1050
gi|194663789|ref|XP_592170.3| CIYHVREQILRKKFEISCNLSLDAMEEFLNRRKMTEFGNLALID------------QDAAEEGG-VAIPLPGVKKG-DMSSR--HFKPEIRVTSLRFSPTGRCWAATTTEGLLIYSLDAQMLFDP-----------------FELDTSVT  1050
gi|30102930|ref|NP_083822.1| CLYHVREQILVKRFELSCNLSLDAMEEFLNRRKMTEFGNLALID------------QDAGEENG-VAVPLPGVRKG-DMSSR--HFKPEIRVTSLRFSPTGRCWAATSTEGLLIFSLDAQMLFDP-----------------FELDTSVT  1050
gi|109509282|ref|XP_001074000.1| CLYHVREQILVKRFELSCNFSLDAMEEFLNRRKMTEFGNLALID------------QDAGEENG-VAIPLPGVRKG-DMSSR--HFKPEIRVTSLRFSPTGRCWAATSTEGLLIFSLDAQMLFDP-----------------FELDTSVT  1050
gi|118083968|ref|XP_416757.2| CIYNVKEQILMKKFEISCNFSLDAMEEYLDRRKMTEFGSMALID------------EGTGDEDG-VAIPLPGVKRG-DMSSR--HFKPEIRVTCLRFSPTGRSWAATTTEGLLIYSLDAGLIFDP-----------------FELDIDVT  1050
gi|47085755|ref|NP_998212.1| CIYNIKEHLLMKKFEISCNLSLDAMEEFLDRRKMTEFGSLSLVD------------EGTGDGNG-VELSLPGVKKG-DMSTR--CFKPEISVSSLRFSPTGRSWAAASTEGLLIYSLDAALVFDP-----------------YDLDIDVT  1050
gi|24652561|ref|NP_610618.1| CIYHVREAILLKKFEITQNHSLDGLNDFISRKHLSEFGNMALVE------------EREELEGGRVAIRLPGVQRG-DMSSR--RFQQEVRVFSVKFSPTGQAFAAAGTEGLCIYALDKGVVFDP-----------------FDLSLEVT  1050
gi|158289746|ref|XP_311407.4| CIYNVKEAILLKKFQITQNRSLDGMDEYINRRKLTEFGNMALIE------------EREELEGGNVALKLPGVQKG-DLAAR--NVLPEVKVDCVRFSPSGQSWAAVTTEGLLVYALNKGIVFDP-----------------FQLSTEVT  1050
gi|25144137|ref|NP_491653.2| CLYSVPERMILKKWQITANRSLDGVILDFNRRNFTEFGNMQLVDTSDE--------EDELEPNNKMSIKLPGTKNF-DLGER--RARPEVNIYEVTYCPTGRRFAICSTEGVSVYSLDTISMFDP-----------------FQLDSQTN  1050
gi|15218190|ref|NP_172998.1| CMYDIADQVLLRRFQISHNLSLDGVLDFLHSKKMTEAGPIDLIDDD-----------NSDEEGG-IDKQSRGNLGYDLPGSRPNRGRPIIRTKSLSIAPTGRSFAAATTEGVLIFSIDDTFIFDP-----------------TDLDIDVT  1050
gi|115464929|ref|NP_001056064.1| CMYDVGEQVLLRRFQITRNLSLDGVLDFLNSKKMTDAGALDLIDDE-----------DSDVEEG-IDQQTRGNLGLGLPGSMANRGRPIARTKCVKFAPTGRSFAAATTDGVLLYSVDDSFIFDP-----------------TDLDIDVT  1050
gi|50305279|ref|XP_452599.1| CLYDIPNEVLLRRFTVSKNMMLNGTMEFLNSSRMTEAGSLDLIDQDA---------ENSDLEDR-VDNSLPGSNRGGDLSTR--RVRPAIRVTSIRFSPTANAFAAGSTEGLLVYSVDNTILFDP-----------------FDLDVDVT  1050
gi|45184880|ref|NP_982598.1| CLYDIPNEVLIKRFIVSRNMTLNGTMEFLNSSKMTEAGSLDLIDQDA---------ENSDLEDR-IDVSLPGSRRGGDMSTR--RVRPEIRVTAVRFSPSANAFAAASTEGLLVYSVDDSVLFDP-----------------FDLDLDIT  1050
gi|6319903|ref|NP_009984.1| CLYDVPNEVLLKRFIVSRNMALNGTLEFLNSKKMTEAGSLDLIDDAG---------ENSDLEDR-IDNSLPGSQRGGDLSTR--KMRPEVRVTSVQFSPTANAFAAASTEGLLIYSTNDTILFDP-----------------FDLDVDVT  1050
gi|39972327|ref|XP_367554.1| CLYSTTTMVLLKKFTVSVNLSLSGTQEFLNSKQLTEAGPQELLDDH----------DASDREDR-VNRSLPGSKRGGDPSAR--TTHAEVKVSGVSFAPDGAAFCAASTEGLLIYSLDHTVQFDP-----------------FDLNMEIT  1050
gi|32404964|ref|XP_323095.1| CLYSVTTMVLLKKYTVSVNLSIQGTQEFLNSKLLTEAGPQGLLDEQG---------EASDFEDR-IDRSLPGSKRG-DPSAR--RKNPEVRVNGVAFSPNGSAFCAASTEGLLIYSLDTTIQFDP-----------------FDLNMEIT  1050
gi|19112135|ref|NP_595343.1| CLYDIITGVLIKKFQLSKNESLQGVQEMLNSRKMTEAGSIELIDTQG---------EESDLEDR-IDRTLPGARRG-DLSAR--KTRPEIICHGVQFSPSGGAFAAATTEGLMIYSLYNDFLFDP-----------------INLDMDIT  1050
gi|124512716|ref|XP_001349491.1| YIYDTNLYLLIKIIDLTKNYCVDGIKREISTRYLTSEGTHIYELDISDEEGDIYLDNYKIMNRKKKQNLLPGQINEDYLNSK--LKKYKFLLNQLHISGDDRHIAVACNTGLYVFTKDYQYQYIPSIKNIYKGLISPNIYVPKFLTQNVN  1050
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gi|48762926|ref|NP_005040.2| PGRVREALR-QQDFTRAILMALRLNESKLVQEALEAVPRGEIEVVTSSLPELYVEKVLEFLASS--FEVSRHLEFYLLWTHKLLMLHGQKLKSRAGTLLPVIQFLQKSIQRHLDDLSKLCSWNHYNMQYALAVSKQR-------------  1200
gi|114684624|ref|XP_001148657.1| PGRVREALR-QQDFTRAILMALRLNESKLVQEALEAVPRGEIEVVTSSLPELYVEKVLEFLASS--FEVSRHLEFYLLWTHKLLMLHGQKLKSRAGTLLPVIQFLQKSIQRHLDDLSKLCSWNHYNMQYALAVSKQR-------------  1200
gi|74001523|ref|XP_544915.2| PARIRAALR-QQDFTRAILMAFRLNEKKLLQETLESVPWDEVEVVSSSLPDLYVEKVLEFLASS--FEVSRHLEFYLIWTQKLLMVHGQKLKSRAGKVLPAVQFLQKSIQRHLDDISKLCDWNRYNIQYILAVSRQR-------------  1200
gi|194663789|ref|XP_592170.3| PVRIRAALR-QRDFTRAILLAFRLNERKLLQETLEAVPWDEIEVISSSLPDLYVEKVLEFLASS--FEVSHHLEFYLIWTQKLLMVHGQKLKSRVGTLLPAVQFLQKSIQRHLDDVSKLCDWNRYNLQYALAVSKQR-------------  1200
gi|30102930|ref|NP_083822.1| PGRIREALR-QREFTRAILMAFRLNEKKLAQEALEAVPQNEIEVVSTSLPELYVVKVLEFLAAS--FEESRHLEFYLIWTQKLLMSHGQRLKSRAGQLLPVVQFLQKGLQRHLDDVSKLCDWNRFNIQYVLAVSKQR-------------  1200
gi|109509282|ref|XP_001074000.1| PGRIREALR-QREFTRAILMAFRLNEKKLAQEALEAVPQNEIEVVSASLPELYVVKVLEFLAAS--FEESRHLEFYLIWTQKLLMSHGQRLKSRAGQLLPVVQFLQKGLQRHLDDISKLCDWNRYNIQYALAVSKQR-------------  1200
gi|118083968|ref|XP_416757.2| PSNIRKKLH-QKEYTVAIVMALKLNEKKLIQEVIEAIPGNEVDVVCSSLPDLYVEKVLEFLASA--FEISCHLEFYLIWAHKLLMLHGQKLKTRSQKLLPVIQFLQKSIQRHFEDVSKLCEWNIYNIKYALAISQQR-------------  1200
gi|47085755|ref|NP_998212.1| PTSIRQQIT-KKEWASAILLFFRLNEILLIREVLEAIPFDQITVVCSSLPDVYVDKLLNFVAST--LEKSNHLQFYLTWAQCLLTLHGQKLKNRPGFVLPTVQQLLKSIQRHSDDLSKLCDWNIYNIRYAAALAKQR-------------  1200
gi|24652561|ref|NP_610618.1| PKAVHESLK-QQNYTKALVMSLKLNEPNLIALVLERVPYKDVELVCADLSPEFAQRLLQQLARQ--LQSTPHIEFYLQWSCCLLTKHGN---QDGVFQHTGLLALHEVLSRKYEMLNKICDYNKYTLKVLLDRADKL-------------  1200
gi|158289746|ref|XP_311407.4| PRATRNLLHKEQNYGGALLMALKLNETSLIQEVLESVPYRDIELVIGSLPDEFALRTLQFVAKN--VGTSQHIEFYLRWSNFLLTRMGQ---VDSLLDSQTLVTLHQNLNRKYEQLNKM-------------------------------  1200
gi|25144137|ref|NP_491653.2| AEVIKRAVW-NNDYSTAIMASLRLNNAQYITECLESTSISQIPLVASSLPLMYAERLLKWMVEGNVMSSTRHVHFYMIWLRAILQHHGMQLKGRAD--VATLTGIQQIVAHHQQHITKLANQNKFALNWLVKIRQSK-------------  1200
gi|15218190|ref|NP_172998.1| PEAVEAAIE-EDEVSRALALSMRLNEDSLIKKCIFAVAPADIKAVAISVRQKYLERLMEALVDL--LENCPHLEFILHWCQEICKAHGSSIQRNYRTLLPALRSLQKAITRAHQDLADMCSSNEYTLRYLCSVPNNH-------------  1200
gi|115464929|ref|NP_001056064.1| PEKVEEALE-ENQQQRALLLSLRLNEDSLIKKCIFSVDPSNVRAICSSTPLKYLQRLIEAFSDL--LESCPHLEFILLWSQELCKIHGNYIQQNSRALLPALKSFQKSITRIHQDLADTCSSNEYMLKYLCSSGTRN-------------  1200
gi|50305279|ref|XP_452599.1| PQNVIQSLD-DKEYLNAILMAFRLNEGYLIHRVYENIPIKDIPLIAHELPVVYVSRILKFIGEY--ALESQHLEFNLLWIKSVLTAHGKYISTNKHQFSSALRAVQRFIGRMANDVVQTYKRNKYTLDFLTNTDGSS-TNAVDEDMNLLG  1200
gi|45184880|ref|NP_982598.1| PQAVLDALA-NGDYLHATVMAFRLNEEYLINKVYEAIPPDHISLLCSNLPVVYVPRILKFIGDF--AMDSQHLEFNLLWVKFLLAAHGHYMVAHKHQFASALRAVQRFLGRVAKDVAAAARSNTHSHTFLTSTHSSLPMSGFGADDQELN  1200
gi|6319903|ref|NP_009984.1| PHSTVEALR-EKQFLNALVMAFRLNEEYLINKVYEAIPIKEIPLVASNIPAIYLPRILKFIGDF--AIESQHIEFNLIWIKALLSASGGYINEHKYLFSTAMRSIQRFIVRVAKEVVNTTTDNKYTYRFLVSTDGSMEDGAADDDEVLLK  1200
gi|39972327|ref|XP_367554.1| PASTLAVLENEKDYLKALVMAFRLNEAGLIKRVYQAIPHRDIPLVVEQFPPVYVARLLRFVAAQ--TEESPHIEFCLLWIKALVDKHGKWLAANRAKVDVELRVVARAIARMRDEIRRLADENVYMVDYLLGQAENK-------------  1200
gi|32404964|ref|XP_323095.1| PTSTLAVLEKEKDYLKALVMAFRLNEAGLIQRVFQAIPYTDIPLVVEQFPNVYVARLLRYVAAQ--TEQSPHVEFCLLWIKALVDKHGAWLSANRGKVDVELRVVARAVSKMRDEIRKLADENVYMVDYLLGQASAA-------------  1200
gi|19112135|ref|NP_595343.1| PSTTLTMCA-EGEFLISLVMALRLNEYKVVQKVYESIPITDVEHVVQELPVSYLANFMGYLSSF--AAETPHIEFHLRWMKSVLTYHGEYLRRKNFEFASQLTSLQKSIVVLSKRLSQLSSNNEFQLSFLLDK-----------------  1200
gi|124512716|ref|XP_001349491.1| LNNLKNSLK-KKEYMKAFILSLALNNYENILEVYENIPYNIIPLCVKVLTKPFLFILINFIKTLLINDTIKHIHLHLFYLNSLFTTHFNVFLNNDFYNHMNN---NKSIKNSQDKIKTSTQNVMSNTSSLFSSDEIR-------------  1200
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                        
gi|48762926|ref|NP_005040.2| ----GTKRSLDPLGSEEEAEAS-----EDDSLHLLGGGGRDSEEEMLA------  1254
gi|114684624|ref|XP_001148657.1| ----GTKRSLDPLGSEEEAEAS-----EDDSLHLLGGGGRDSEEEMLA------  1254
gi|74001523|ref|XP_544915.2| ----GRKRPSEPLGSEEEADPS-----DDDTLHLLGGGQGDGAAQSV-------  1254
gi|194663789|ref|XP_592170.3| ----GLKRPSEPLGSEEEAGASEDD--DDDSLHLLGGGPGHADAPLA-------  1254
gi|30102930|ref|NP_083822.1| ----GMKRTLEPVDTEEDSDAS-----DEDSLHLLRAAGEEEEEEMLI------  1254
gi|109509282|ref|XP_001074000.1| ----GMKRTLEPVDTEEDTDAS-----DEDSLHLLRAA-EEEEEGMLV------  1254
gi|118083968|ref|XP_416757.2| ----GMKRVAETSVDEEDLESD--------SDYLMQEVHNDNFSS---------  1254
gi|47085755|ref|NP_998212.1| ----GLKRTASEIYGAEKEDSSEAMDSEGDEENVTNEPIMLENAIQLSD-----  1254
gi|24652561|ref|NP_610618.1| ----EQKNEGKPNATEEDSDEEMLLIRSKDDENGQAQFSDEEESDSGSEEEMA-  1254
gi|158289746|ref|XP_311407.4| ------------------------------------------------------  1254
gi|25144137|ref|NP_491653.2| ----KSVKKEEEEEEDVSDESD-----DEDIEDESAGSDDEDSDDSVEIIE---  1254
gi|15218190|ref|NP_172998.1| ------------------------------------------------------  1254
gi|115464929|ref|NP_001056064.1| ------------------------------------------------------  1254
gi|50305279|ref|XP_452599.1| NDSDNESEDKEDINMDDDLDGG-EWVGFEEKTINLPVNDED--SDDEILL----  1254
gi|45184880|ref|NP_982598.1| --SEHESSD-EDMEMLSDTEG--TWLGFSDKEKPVPLTNDD--SDEDLI-----  1254
gi|6319903|ref|NP_009984.1| DDADEDNEENEENDVVMESDDEEGWIGFNGKDNKLPLSNENDSSDEEENEKELP  1254
gi|39972327|ref|XP_367554.1| ----PKAIEGTSIDDILKPLPAK---GANAALMDANMAQEDESSDEDGWIGLD-  1254
gi|32404964|ref|XP_323095.1| ----KETNTTKTLALEWATTGSDEQPGAGGMSLNDVMQQDEGNASEDEWIGLV-  1254
gi|19112135|ref|NP_595343.1| --------------------------------MHLRLENTA-------------  1254
gi|124512716|ref|XP_001349491.1| ------TSLLLILKQIFTINNGLQYLYSNNINVLKYLSLKE-------------  1254
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