
                                                                                                                                                                                        
gi|50302207|ref|XP_451037.1| --------------------------------------------------MADLENIANILSLSVVAS--SARTAEQQLKELESQEG-FALTLLHTVASTNLPLSTRLAGALFFKNFIKRRWIDENGN---YLISANDVELVKKEVIPLM    94
gi|45198791|ref|NP_985820.1| ------------------------------------MVSSSPQRLAFARDMSDLTTVAHYLGQSVIAS--TARSAEQQLRGLESQEG-FALTLLHVVASNNLAASTRLAGALFFKNFIRRRWVDENGE---HLLSARDVELVKKEIVPLM   108
gi|6321198|ref|NP_011276.1| --------------------------------------------------MSDLETVAKFLAESVIAS--TAKTSERNLRQLETQDG-FGLTLLHVIASTNLPLSTRLAGALFFKNFIKRKWVDENGN---HLLPANNVELIKKEIVPLM    94
gi|145607115|ref|XP_361520.2| MFEQTCRRGRDGSHAIKTKLVGRQREESQKRAQDLNYAIGPSHKSSPGKMAVVIGEVAQLLDATLDPQ--HHKKAEAALKIEERKPQ-FSLTLLQIVNSDALPSKTRLAAALCFKNFIRGNYVDEDGK---YKLPEDEVATLKQELVGLM   144
gi|32405662|ref|XP_323444.1| -------------------------------------------------MAANLDHLAQLLQATLDAR--HHRKAETALKEEAKKPK-YSLSLLSIVANDAQPSNIRLAAALAFKNFIRHNYVDEEGN---YKLPADEVATIKQELVGLM    95
gi|19112322|ref|NP_595530.1| -----------------------------------------------------MDDIPTLLARTLNPT--TSKSAEEALKVWELQDSSFALKLLNIVAEDTVDINIKLAASLYFKNYIKKHWDSEEGAS--IRISDEVAELIKREIINLM    93
gi|24584736|ref|NP_523588.2| ----------------------------------------------MEVTEANLQLLAGYLQQTLSADPNVRRPAEKLLESTELQQN-YPILLLNLIDKAQMDMTTRVAGAIAFKNYIKRNWAAHLDSDGPDRIHESDRNTIKTLIVTLM   103
gi|31204951|ref|XP_311424.1| ----------------------------------------------MEINENNFERLASYLQQTLNPDPEVRRPAERFIESIEVSQN-YPLLCLHLIDRPQVDMTIRVAAAIAFKNFIKRNWGFHLDNDGPNKVSESDRTGIKGLIVPMM   103
gi|62460562|ref|NP_001014933.1| --------------------------------------------MAMELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLESVEGNQN-YPLLLLTLLEKSQ-DNVIKVCASVTFKNYIKRNWRIVEDE--PNKICEADRVAIKANIVHLM   102
gi|34860723|ref|XP_342582.1| ----------------------------------------------MELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLESVEGNQN-YPLLLLTLLEKSQ-DNVIKVCASVTFKNYIKRNWRIVEDE--PNKICEADRVAIKANIVHLM   100
gi|12963737|ref|NP_076054.1| ----------------------------------------------MELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLESVEGNQN-YPLLLLTLLEKSQ-DNVIKVCASVTFKNYIKRNWRIVEDE--PNKICEADRVAIKANIVHLM   100
gi|114682541|ref|XP_001166085.1| ----------------------------------------------MELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLESVEGNQN-YPLLLLTLLEKSQ-DNVIKVCASVTFKNYIKRNWRIVEDE--PNKICEADRVAIKANIVHLM   100
gi|73992217|ref|XP_853206.1| -----------------------------------------------------------------------------------------------------------------------------------------------------M     1
gi|29029559|ref|NP_001307.2| ----------------------------------------------MELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLESVEGNQN-YPLLLLTLLEKSQ-DNVIKVCASVTFKNYIKRNWRIVEDE--PNKICEADRVAIKANIVHLM   100
gi|118100584|ref|XP_417389.2| ----------------------------------------------MELSDANLQTLTEYLKKTLDPDPAIRRPAEKFLETVEGSQN-YPLLLLTLLEKSQ-ENVIKVCASVTFKNYIKRNWRIVEDE--PNKIFESDRIAIKANIVPLM   100
gi|41393069|ref|NP_958858.1| ----------------------------------------------MELNDGNLQTLTEYLQKTLSADPAVRRPAEKFLESVEGNQN-YPILLLTVLEKSQ-NEVIRVCSAVTFKNYIKRNWRIVEDE--PNKISDPDRTAIKANIVNLM   100
gi|15226001|ref|NP_182175.1| ----------------------------------------------MEWNRETLVFLSQCFLNTLSPIPEPRRTAERALSDAADQAN-YGLAVLRLVAEPAIDEQTRHAAAVNFKNHLRSRWHPAGDSG-ISPIVDSEKEQIKTLIVSLM   102
gi|115435528|ref|NP_001042522.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|50302207|ref|XP_451037.1| IQLPGNLQVQIGEAISVIAESDFPQRWSTLMDDLISKLS----ADDMVTNAGVLSVAHSICKRWRPLFRSDELFLEIQMVLDKFAVPFLTMLQTVDKQID---EYSSDKARMVILFDVLLLLVKLYYDLNCQDIPAFFEDNMSVGMSIMH   237
gi|45198791|ref|NP_985820.1| IQLGSHLQVQIGESIAVIADSDFPERWPTLLDDLVDKLS----AEDMVTNKGVLTVAHSIFKRWRPLFTSDALYLEIKLVLEKFAGPFLHLLQTVDEQIS---ANRADEAKLRLLFDVLLVLVKLYYDLNCQDIPEFFEDNMQVGMGIMH   251
gi|6321198|ref|NP_011276.1| ISLPNNLQVQIGEAISSIADSDFPDRWPTLLSDLASRLS----NDDMVTNKGVLTVAHSIFKRWRPLFRSDELFLEIKLVLDVFTAPFLNLLKTVDEQIT---ANENNKASLNILFDVLLVLIKLYYDFNCQDIPEFFEDNIQVGMGIFH   237
gi|145607115|ref|XP_361520.2| ISSPPNIQAQLGDAISIIADSDFWERWQTLIPDLVSRLS----TSDFKITNGVLEVAHSIFVRWRPLFSSNELYTEINHVLSHFGEPFLKLLDSTHQRIE---AAKGDATQLKGWLQTMDLLVKILFDLSCQDLPPIIESNIASLCTLLQ   287
gi|32405662|ref|XP_323444.1| ISSPPTIQTQLGEAISIIADSDFWERWDTLTQDLVSRLS----TTDPKVTNGVLEVAHSIFARWRPLFSSNALNIEVNHVVNTFGDSFIQMLGVADQQIE---ANKTNEKALKGWLETMSLLTRIFFDLSCQDLPPIIETNLQPITMVLH   238
gi|19112322|ref|NP_595530.1| LKSTTIIQVQLGEVIGYIANFDFPDRWDTLLPDLISKLS----AVDMNTNIAVLSTAHAIFKRWRPLFRSDALFLEIKYVLDRFCEPFLALFVQTNNLLR---NGPQDAESLNSLFQVILLECKLFYDLNCQDIPEFFEDHMSEFMTAFL   236
gi|24584736|ref|NP_523588.2| LHSPVALQKQLSDAVSIIGKYDFPKKWPQLIDEMVERFA----SGDFNVINGVLQTAHSLFKRYRYEFKSQALWEEIKFVLDRMAKPLTDLLQATMQLTK---VHENNAGALKVIYGSLVLVNKVFFSLNSQDLPEFFEDNINTWMGAFI   246
gi|31204951|ref|XP_311424.1| LKSPAAIQKQLSDAVSIIGKYDFPTKWPELMDEMIEKFA----TGDFHIINGVLQTAHSLFKRYRYEFKSQELWEEIKYVLDKMAKPLTDLLQATLGLAE---AHAGNKEALSVIYNSLVLVCKVFFSLNSQDLPEFFEDNMETWMKAFH   246
gi|62460562|ref|NP_001014933.1| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   245
gi|34860723|ref|XP_342582.1| LSSPEQIQKQLSDAISIVGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   243
gi|12963737|ref|NP_076054.1| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   243
gi|114682541|ref|XP_001166085.1| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   243
gi|73992217|ref|XP_853206.1| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   144
gi|29029559|ref|NP_001307.2| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIELCS---THANDASALRILFSSLILISKLFYSLNFQDLPEFFEDNMETWMNNFH   243
gi|118100584|ref|XP_417389.2| LSSPEQIQKQLSDAISIIGREDFPQKWPDLLTEMVNRFQ----SGDFHVINGVLRTAHSLFKRYRHEFKSNELWTEIKLVLDAFALPLTNLFKATIDLCS---THANGASALKVLFSSLIXIKMHIYAFPSQDLPEFFEDNMETWMTNFH   243
gi|41393069|ref|NP_958858.1| LTSPEQIQKQLSDAISIIGREDFPLKWPDLLTEMVNRFQ----SGDFHIINGVLRTAHSLFKRYRHEFKSNELWSEIKLVLDTFAQPLTELFKATIELCQ---THATDINALKVLFSSLTLISKLFYSLNFQDLPEFFEDNMETWMTNFH   243
gi|15226001|ref|NP_182175.1| LSASPRIQSQLSEALTVIGKHDFPKAWPALLPELIANLQNAALAGDYVSVNGILGTASSIFKKFSYEYRTDALFVDLKYCLDNFAAPLTEIFLKTSSLIDSAASSGGSPPILKPLFESQRLCCTIFYSLNFQDLPEFFEDHMKEWMGEFK   252
gi|115435528|ref|NP_001042522.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|50302207|ref|XP_451037.1| KYLNYQNPLLEDNTEDEEASVLSKVKASIAELIQLYISRYQEEFDPMVDNFIQTTWNLLVSLTPQPKYDILVSKCMTFVTAVARVPKYFELFNTESAMNSIIKEIVLPNVTLRESDEELFEDDPIEYIRRDLEGSDSDTRRRACTDFLKE   387
gi|45198791|ref|NP_985820.1| KYLAYDNPLLEDETEDEEASVVTKVKSSIAELVQLYTSRYEDVFGPMVEQFIQTTWNLLVSLTCQPKYDILVSKCLSFMTAVARIPRYFNLFNNEAAINSVTEKIILPNVTLRDSDVELFEDDPIEYIRRDLEGSDSDTRRRACTDFLKE   401
gi|6321198|ref|NP_011276.1| KYLSYSNPLLEDPDETEHASVLIKVKSSIQELVQLYTTRYEDVFGPMINEFIQITWNLLTSISNQPKYDILVSKSLSFLTAVTRIPKYFEIFNNESAMNNITEQIILPNVTLREEDVELFEDDPIEYIRRDLEGSDTDTRRRACTDFLKE   387
gi|145607115|ref|XP_361520.2| TYLSYSNTLLDG--DDEEETVIEMVKSDICSVLTLYFSKFDDDFGNTAQEFIPAVWHLLSSIGMEKRYDGLVSKALQFLTTVAGNPRHAPHFNSETVIKEIVEKVVLPNISLRESDIEMFEDEPIEFIRRDLEGSDSDSRRRAATDFLRR   435
gi|32405662|ref|XP_323444.1| KYLSYANPLFDD--EEDEATPIEILKSDICDALHLFVTKYDDDFGGYVQDFTSNVWNVLSSVGPQKRYDVLVSKALHFLTAVASVHRHAQIFNNEEILGTIVEKVILPNVTLRESDIELFEDEPIEFIRRDLEGSDTDSRRKAATDFLRK   386
gi|19112322|ref|NP_595530.1| NYFTYTNPSLEG--DEGETNVLIKVKASICEIVELYTLRYEEVFT-MLYDFVNVTWTLLTTLTPDEKYDGLVGKAMAFLTSVIRIRKHAEFFQQDQVLQQFIELVVLPNICLRESDEELFEDDPLEYVRRDLEGSNSDSRARSAIVLVRG   383
gi|24584736|ref|NP_523588.2| QQLAADVPSLRTA-DDEDAGVLEHLRAQVCENICLYAKKYDEEFKPFMEQFVTAVWELLVKTSLHTKYDSLVSHALQFLSVVADRQHYQSIFENPEILAQICDKVVIPNLDIRPSDEEIFEDSPEEYIRRDIEGSDIDTRRRAACDLVKT   395
gi|31204951|ref|XP_311424.1| GLLTVDVPCLKTD-DDEDAGVLEHLRSQICENLCMYALKYDEEFSPYMPQFVTAVWELLVKSHIHTKYDALVSNALRFLSTVAERTHYRHLFEDPNVLASICEKVIIPNMDFRVSDEELFEDNPEEYIRRDIEGSDVETRRRAACDLVKS   395
gi|62460562|ref|NP_001014933.1| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQRYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   394
gi|34860723|ref|XP_342582.1| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQRYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   392
gi|12963737|ref|NP_076054.1| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQRYLPRFVTAIWNLLVTTGREVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   392
gi|114682541|ref|XP_001166085.1| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQRYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   392
gi|73992217|ref|XP_853206.1| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQLYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   293
gi|29029559|ref|NP_001307.2| TLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQRYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKNLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   392
gi|118100584|ref|XP_417389.2| SLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQPYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKHLFEDQNTLTSICEKVIVPNMEFRAADEEAFEDNSEEYIRRDLEGSDIDTRRRAACDLVRG   392
gi|41393069|ref|NP_958858.1| NLLTLDNKLLQTD-DEEEAGLLELLKSQICDNAALYAQKYDEEFQPYLPRFVTAIWNLLVTTGQEVKYDLLVSNAIQFLASVCERPHYKHLFEDQNVLTSICEKVIVPNMEFRSADEEAFEDNSEEYIIRDLEGSDIDTRRRAACDLVRG   392
gi|15226001|ref|NP_182175.1| KYLSSNYPALEST--EEGLTLVDDLRAAICENINHYIEKNEEEFQGFLNEFASVVWTLLRDVSKSPSRDQLATTAIKFLTSVS-TSVHHALFAGDNVIKEICQSIVIPNVSLRVEDEEIFEMNYIEFIRRDMEGSDVDTRRRIACELLKG   399
gi|115435528|ref|NP_001042522.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|50302207|ref|XP_451037.1| LKEKNESLVTNVVMVHIKSFFEEYNNNQILNWKHKDLCMYLFTSLAINGKVTNA-GVTSTNVMLDVVEFFKSDVVPDLLN-Q-QAHPILRVDAIKYVYVFRNQLSKEQLIEILPVMAKFLQDKEYVVYTYAAITIERVFSMRQSAI----   530
gi|45198791|ref|NP_985820.1| LKEKNESLLTNIVLSHIKKFFEKYHAHPQENWKYKDLCVYLFTSLAVKGNVTSS-GVSSTNAMLDVVDFFTKEVMSDLNG-H-VPHVILRVDAIKYIHTFRNQFTKEHLVQILPVMANFLQDSEYVVYTYAAVTIERILSIREPNP----   544
gi|6321198|ref|NP_011276.1| LKEKNEVLVTNIFLAHMKGFVDQYMSDPSKNWKFKDLYIYLFTALAINGNITNA-GVSSTNNLLNVVDFFTKEIAPDLTSNN-IPHIILRVDAIKYIYTFRNQLTKAQLIELMPILATFLQTDEYVVYTYAAITIEKILTIRESNT----   531
gi|145607115|ref|XP_361520.2| LQENDDKLVTQVVGQYINHY--LGQAD----WKSKDTAVYLYLSIAAKGAVTAARGVQTVNPHVNVVDFFQQHIAGDLIKDE-GVEPISKVNAIKYLHNFRSQLTKEQWSGAIQPLIVNMASSNYVVYTYAVITVERVLFLTNEQ-----   573
gi|32405662|ref|XP_323444.1| LLDDFEALVTQVVSKYINHYLEMGKTD----WKAKDTAVYLFLAIAAKGAVTAAQGVKTVNSFVNVIDFFQQHIAADLVAT--GGEPIPKVDAIKFLYNFRSQLSKEQWGGAINPLIQNLASPNYVVYTYAATTLERVLFLTDDQ-----   525
gi|19112322|ref|NP_595530.1| LLDHFDQKITSVVSTHINANLQQFSTNPSLEWNKKYVALQLFSAIAIKGQSTRL-GVTSINLMVDVVAFFENNIKPDLLQPAGVIHPMVLAEDIKYVFTFRNQLNSQQLIDIFPTILRFLEMPSFVVYTYAAIALDQLLTVRHNH-----   527
gi|24584736|ref|NP_523588.2| LSINFEQKIFGIFGQYLERLLTKYKENPATNWRSKDTAIYLVTSWASRGG-TQKHGITQTSELVPLPEFCAQQIIPELERPNINEFPVLKAAAIKYVMVFRSILGPQVLASCLPQLIRHLPAESSVVHSYAACSVEKILSMRDAS-----   539
gi|31204951|ref|XP_311424.1| LLQKFEAKIVEIFGQYLQVLLAKYAENPAANWKAKDTAIYLVTSMASKGQ-TQKLGVTQTSELVPLPQFTQQQIIPELERADVNQLPVLKADALKFIMTFRTILGPQIIVATMPLVSKHLGAASVVVHTYAACAIDKILTMRGPD-----   539
gi|62460562|ref|NP_001014933.1| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSANVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLINHLQAESIVVHTYAAHALERLFTMRGPN-----   538
gi|34860723|ref|XP_342582.1| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSNNVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLISHLGAESIVVHTYAAHALERLFTMRGPN-----   536
gi|12963737|ref|NP_076054.1| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSNNVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLISHLEAESIVVHTYAAHALERLFTMRGSN-----   536
gi|114682541|ref|XP_001166085.1| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSANVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLINHLQAESIVVHTYAAHALERLFTMRGPN-----   536
gi|73992217|ref|XP_853206.1| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSANVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLINHLQAESIVVHTYAAHALERLFTMRGPN-----   437
gi|29029559|ref|NP_001307.2| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHILPDLKSANVNEFPVLKADGIKYIMIFRNQVPKEHLLVSIPLLINHLQAESIVVHTYAAHALERLFTMRGPN-----   536
gi|118100584|ref|XP_417389.2| LCKFFEGPVTGIFSGYVNSMLQEYAKNPSVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLTEFFVNHIQPDLKSASVNEFPVLKADGIKYIMIFRNQVPKEQLLLSIPLLINHLQAESIVVHTYAAHALERLFTMRGTN-----   536
gi|41393069|ref|NP_958858.1| LCKFFEGPVTGIFSGYVNSMLAEYAKNPGVNWKHKDAAIYLVTSLASKAQ-TQKHGITQANELVNLSEFFLNHILIDLKSPNVNEFPVLKSDAIKYVMTFRSQLPKEQLLQAVPLLVSHLQAESIVQHTYAAHALERLFTMRGGN-----   536
gi|15226001|ref|NP_182175.1| LATNYKTQVTEVVSLEIQRLLSSFSANPSANWKDKDCAIYLVVSLSTKKAGGAS----VSTDLIDVQNFFANIILPELQSRDVNSFPMLKAGSLKFLTMFRSHIPKPFAMQLFPELVRFLKAESNVVHSYAASCIEKLLLVKEEG-----   540
gi|115435528|ref|NP_001042522.1| -----------------------------------------VISLMQK-PGATG----GGTPVVDMESFFTSVIVPELQAPDWESEPMLKATVLRFLKEFKDQIPKATALALLPSVIRFLIHESNVVHSYAATFIENLLIIKDMVPVPSA   104
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gi|50302207|ref|XP_451037.1| ---SNQLVFSKSDIASSSELLLTNLFSLTLKQGTTPEKLAENEFLMKAVHRVLLTTEN-SLGAFALTVLNQLMEILKIISKNPSNPIFTHYCFESIAVVIKYY----HDSLSTLIDIIIPVFLSILGDDIQEFIPYVFQVMAYILELLPA   672
gi|45198791|ref|NP_985820.1| ---SNAMLFTKNDLTNSAHLLLDNLFGLTLKQNTSPEKLSENEFLMKTIHRILLTAED-SIKPYAMDILNQLLEIIKIIAKNPSNPRFTHFTFESVSVVIRYN----HHNLNVLIDTMMPIFLDILAEDIQEFIPYVFQIIAYCLEQIPS   686
gi|6321198|ref|NP_011276.1| ---SPAFIFHKEDISNSTEILLKNLIALILKHGSSPEKLAENEFLMRSIFRVLQTSED-SIQPLFPQLLAQFIEIVTIMAKNPSNPRFTHYTFESIGAILNYTQ---RQNLPLLVDSMMPTFLTVFSEDIQEFIPYVFQIIAFVVEQS--   672
gi|145607115|ref|XP_361520.2| ----GQHLFTRADIEPLAKDLLEHLFNLVEKD-RSPTKMQENEFLMRCIMRVLIVIKDGAVP-LLDTVLDRLISITNVIKQNPSNPRFYYYHFEAVGALIRYCA---ATDASKLEAKLWEPLSSILNEDVTEFVPYVFQLFAALLESSPN   714
gi|32405662|ref|XP_323444.1| ----GQHILSRADIQPYAKDLLQHLFALVEKD-TSAAKLQENEFLMRCIMRVLIVIKDGVLECDIDNILDHLINITNVIKENPSNPRFYYFHFEAIGAIVRYCS---NAPQVDLLSRLWAPFTYILNEDVTEFVPYVFQIFTQLLDLNKS   667
gi|19112322|ref|NP_595530.1| -----VHIFTSLLIAPHILPALNQLF-LIVESASTPQKLAENDYLMKAVMRIIIMSQE-AILPAASLLLQHLTKITEEVSKNPSNPKFNHYLFESIGALIRSLSKSGPQTVSQLENALLPVFQNVLIEDVTEFIPYVLQLLSQLVEASGN   670
gi|24584736|ref|NP_523588.2| ----NAIVFGPQILAPYTTELISGLFATLSLP-----GSGENEYVMKAIMRSFSVLQS-AAMPFMGVALPRLTEILTQVAKNPSRPQFNHYLFETLALCIKIVCHADSSAVSSFEEALFPVFQGILQQDIVEFMPYVFQMLSVLLEMREG   679
gi|31204951|ref|XP_311424.1| ----KQPIVTKEILSPLSAELIAGLFAAITVQ-----GSNENEYIMKCIMRVLNTLQE-ASLPFMIVVLPRLTDILSTVAKNPSKPHFNHYLFETLSLSVKLVCKADPNAVSSFEEALFPVFQGILQQDVLEFMPYVFQMLSLFLEIREG   679
gi|62460562|ref|NP_001014933.1| ----SATLFTAAEIAPFVEILLTNLFKALTLP-----GSSEMNIL---------------------------------------------------------------------------------------------------------   574
gi|34860723|ref|XP_342582.1| ----NATLFTAAEIAPFVGILLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-AIIPYIPTLITQLTQKLLAVSKNPSKPHFNHYMFEAICLSIRITCKANPAAVVNFEEALFLVFTEILQNDVQEFIPYVFQVMSLLLETHKN   676
gi|12963737|ref|NP_076054.1| ----NTTLFTAAEIAPFVEILLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-AIIPYIPTLITQLTQKLLAVSKNPSKPHFNHYMFEAICLSIRITCKANPAAVVNFEEALFLVFTEILQNDVQEFIPYVFQVMSLLLETHKN   676
gi|114682541|ref|XP_001166085.1| ----NATLFTAAEIAPFVEILLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-AIIPYIPTLITQLTQKLLAVSKNPSKPHFNHYMFEAICLSIRITCKANPAAVVNFEEALFLVFTEILQNDVQEFIPYVFQVMSLLLETHKN   676
gi|73992217|ref|XP_853206.1| ----NATLFTAAEIAPFVEILLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-AIIPYIPTLISQLTQKLLAVSKNPSKPHFNHYMFEAICLSIRITCKANPAAVVNFEEALFLVFTEILQNDVQEFIPYVFQVMSLLLETHKN   577
gi|29029559|ref|NP_001307.2| ----NATLFTAAEIAPFVEILLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-AIIPYIPTLITQLTQKLLAVSKNPSKPHFNHYMFEAICLSIRITCKANPAAVVNFEEALFLVFTEILQNDVQEFIPYVFQVMSLLLETHKN   676
gi|118100584|ref|XP_417389.2| ----NTTLITAAEMAPFVEVLLTNLFKALTLP-----GSSENEYIMKAIMRSFSLLQE-SIIPYIPSVITQLTQKLLAVSKNPSKPHFNHYMFESICLSIRITCKANPDAVGSFEEALFMVFTEILQNDVQEFIPYVFQVMSLLLEMHKN   676
gi|41393069|ref|NP_958858.1| ----NTTLITPTEMAPFTEQLLNHLFKALAIP-----GSSENEYIMKAIMRSFSLLQE-AIVPYIPTLIGQLTHKLLLVSKNPSKPHFNHYLFESLCLSIRITCKANPDTVSSFEEALFPVFTEILQNDVQEFVPYVFQVMSLLLEIHSN   676
gi|15226001|ref|NP_182175.1| ---ARGNRYAAGDLSPFLLQLMTNLFDALKFP-----ESEENQYLMKCIMRVLGVADI--SAEVAGPCIGGLTSILSEVCKNPKNPIFNHYLFESVAVLVRRACERDISLISAFETSLFPSLQMILANDITEFLPYGFQLLAQLVELNRP   680
gi|115435528|ref|NP_001042522.1| NVITRAPRYVAADINPYAQPIVQNLSKALSFP-----ESYENPYLMKCLMRVLGIANI--AGQIVHEITARLVGILMEVCNNPKNPDFNHYLFEALAAVIGRAGEQDPALLPVFEASLFPVLQRILVEDISEFWPYAFQIFAQLVNLSRP   247
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gi|50302207|ref|XP_451037.1| GSMIPPSIKQINEALLAPAVWELGGVIPAATRLLKDFV---KLEQSVYPD--LVPVLGVFQRLISSKSYDVHGFELLEYIFTFIPAERLQPFLKNIAVLLLQRLQNSRTEKYLKKFVVFLGVISCK-----LGSDFVVQFIDEVQEGLFQ   812
gi|45198791|ref|NP_985820.1| GNNIPENVKQLCQPLLSPAVWEMKGNIPAVTRLLKDII---KIDASVYPD--LVPVLGVFQRLIASKAYDTQGFELLEYFMNYIPLPSLQPYLKQIAVLLLQRLQSSRTEKYVKKLTVFLGVISHK-----LGSDFVVQFIDDVQPGLFE   826
gi|6321198|ref|NP_011276.1| -ATIPESIKPLAQPLLAPNVWELKGNIPAVTRLLKSFI---KTDSSIFPD--LVPVLGIFQRLIASKAYEVHGFDLLEHIMLLIDMNRLRPYIKQIAVLLLQRLQNSKTERYVKKLTVFFGLISNK-----LGSDFLIHFIDEVQDGLFQ   811
gi|145607115|ref|XP_361520.2| -TVAPNNFLNLLKPVLSHTVWETRGNVPGCARFLSAIVP--KVAEGIVAEGHLEAILGIFQRLLASKKTEPNAFDILEAIVGSFPASALDQYFGTIQSLLFKKFETDVPDSFKQRFVRFYHLVSARGVEAGFGADYFIKHAEALQAKVFV   861
gi|32405662|ref|XP_323444.1| -GSIPGDFKALIDAVLAPGPWETRGNIPPLAKFIAAIIP--KATEEIVKENKLEPILSIFQSLLNGKKTDQNAFDILESVICSFPASVLEPYFGTILTLIFTKLQKNPSDSYKTRVASFYHLVSARSGEAGLGTDYFIKHAETIQSGVFT   814
gi|19112322|ref|NP_595530.1| -EPLPDFVVNLIQPCLSPALWDSKGNIPALVRLLRAMIF--RGPQIFISNKFVEPVLGIFQKLISSKVNDHFGFDLLDRVFTVFNANILAPYINHIFFLLLSRLKNSRTERFVLRCTIFFFFVASEQTG-TCGPDNLIQGVDAVQSGVFG   816
gi|24584736|ref|NP_523588.2| TGTIPEPYWALFPCLLSPALWDRTGNVTPLIRLISAFIKQGSAQIQ--ALGKLSGILGIFQKMIASKANDHEGFYLLQNLLSYYPPAEIQTNLRQIFGLLFQRLSLSKTPKYLSGIIIFFSFYVIK-----FSGSQMAQLIDEIQPNLFG   822
gi|31204951|ref|XP_311424.1| KSNIPDTYLALFPCLLTPALWERPGNVTPLIRLLCAFVRQASAQIS--ADDKLNGVLGVFQKMIASKNNDHEGFYLLQNLLLYYPAEELGRSMRQIFSLLFQRLSSSKTTKFVRSFIVFLCLYTAR-----VGPQALIQMIESIQAQMFG   822
gi|62460562|ref|NP_001014933.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   574
gi|34860723|ref|XP_342582.1| --DIPSSYMALFPHLLQPVLWERAGNIPALVRLLQAFLERGSSTIATAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCIK-----YGALALQEIFDGIQPKMFG   819
gi|12963737|ref|NP_076054.1| --DIPSSYMALFPHLLQPVLWERTGNIPALVRLLQAFLERGSSTIATAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCIK-----YGALALQEIFDGIQPKMFG   819
gi|114682541|ref|XP_001166085.1| --DIPSSYMALFPHLLQPVLWERTGNIPALVRLLQAFLERGSNTIASAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCIK-----YGALALQEIFDGIQPKMFG   819
gi|73992217|ref|XP_853206.1| --DIPSSYMALFPHLLQPVLWERTGNIPALVRLLQAFLERGSNTIASAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCIK-----YGALALQEIFDGIQPKMFG   720
gi|29029559|ref|NP_001307.2| --DIPSSYMALFPHLLQPVLWERTGNIPALVRLLQAFLERGSNTIASAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCIK-----YGALALQEIFDGIQPKMFG   819
gi|118100584|ref|XP_417389.2| --EIPSSYMALFPHLLQPVLWERTGNIPPLVRLLQAYLERGANTIASAAADKIPGLLGVFQKLIASKANDHQGFYLLNSIIEHMPPESVDQYRKQIFILLFQRLQNSKTTKFIKSFLVFINLYCVK-----YGALALQEIFDSIQPKMFG   819
gi|41393069|ref|NP_958858.1| --SIPSSYMALFPHLLQPVLWERTGNIPPLVRLLQAYLEKGAAAIANTASDKIPGLLGVFQKLIASKANDHQGFYLLNSIVEHMPAEAITQYRKQIFILLFQRLQSSKTTKFVKSFLVFINLYSVK-----YGAIALQEIFDDIQPKMFG   819
gi|15226001|ref|NP_182175.1| --TLSPNYMQIFLLLLSPESWKRSGNVPALVRLLQAFLQ--KAPHEVTQENRLSQVLGIFEKLVASPSTDEQGFYILNTIIENLDYSVIAPYMKGVWSALFTRVQNKKTVKFQKSLVIFMSLFLVK-----HGQAYLVETMNTVQPNIIT   821
gi|115435528|ref|NP_001042522.1| --PLSQNYMQLFGVLLSNATWDRPPCVPALVRLLRAFLR--KIPNELNQEGRLPNILVIFRSLLSRSSTEDSAFYMLNTLVENVSFDIMNPHINEIWSALFTRLQTRQAVKFVNSLVVFMSLVVVK-----YGPGVLVSSVDAIQPNIFM   388
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gi|50302207|ref|XP_451037.1| QIWNNFVIDTISKVGNLLDRKIVLAGSLNTVVSGNLFS--SKYGNLIVPTLDIIVKTACS-ESIANVNS--EFVDYDATEEISTFGSSYSRLSSITEKPYDPLPTVDVHNGLRKYTGEVLLEFNQKAGGNFLPQIQTQLSEEGKNALTKL   957
gi|45198791|ref|NP_985820.1| QIWSNFIITALPSIGNLLDRKLALIGSLNTVVNGSLFT--SRYGSLVVPTMNVILTTAVS-ESIVHTKS--EYINSEPSDEITTFGSSFSRLGTIAEKSFDPLSHIDLTRGVKLYIANILTRLDP----SFMNEITMGLSEDAKKALNSL   967
gi|6321198|ref|NP_011276.1| QIWGNFIITTLPTIGNLLDRKIALIGVLNMVINGQFFQ--SKYPTLISSTMNSIIETASS-QSIANLKN--DYVDLDNLEEISTFGSHFSKLVSISEKPFDPLPEIDVNNGVRLYVAEALNKYNAISGNTFLNTILPQLTQENQVKLNQL   956
gi|145607115|ref|XP_361520.2| PLYLNYVLPVTAGFARPVDRKLGVISYTKTLCDSTAFA--ETYAKGWGFTCNHLLELLSN-PPKVTTGAGDEFITEADVDDIG-FGVGYTPLNTCKRGPRDDFPEITN---VQTWVSEYMKSANQRTGGKLATFVQQRLEDASKAELAKY  1004
gi|32405662|ref|XP_323444.1| PFYLQVVIPTTREFARPSDRKLAVISYSKTLVESKAFA--ERYMKGWGFTCNALLELLKN-PPKVSAGAGDEILNEADVDDIG-FGIGFTPLSTCKRPPRDEFPEITD---VQQWVGDFLKASDKAHNGLITKYASERLNDEAKAVLAPI   957
gi|19112322|ref|NP_595530.1| QLMTSIILPQAQKLALPLDRKISALGLLRLLTCDLVLAPDAIYENLIIPLLTCILKLFEMPIEQAQTDADEELFMDEIDADSMSFQASFSRLATTGGKRVDPFPQITD---LKQYCATEMNLANRNMGGRLSQIISTHLPGDGQSVLQSY   963
gi|24584736|ref|NP_523588.2| MLLDRVFITEMGKIPKEQDRKMVAVGVTKLLTETPEILQ-QQYATFWPRLLHSLIDLFER-PPEKLMGLEIGETAGVAEDPDAGYQVAFAQLTHAQPNQQDHLAEIK---DARQFLATSLSKFAQARAGEFSTLLSP-LEPEYKQVLQKY   966
gi|31204951|ref|XP_311424.1| MVVERVFIPDINKVSGELEQKIVSVGITKLLCECPEMLA-EPYVLFWPQLLQTVVQIFEL-PPD---ESAIDGDNFIEIEDVPGYQAAYSQLNFAQSKPVDPLPDVG---NVRQHLVQNLGKLAQANGGKVRTLIAA-LPADHQEALQKY   963
gi|62460562|ref|NP_001014933.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   574
gi|34860723|ref|XP_342582.1| MVLEKIIIPEIQKVSGNVEKKICAVGITKLLTECPAMMD-TEYTKLWTPLLQSLIGLFEL-PED---DSIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEYDPVGQTVN--NPRVHLAQALHRLSTACPGRVPSMVSTSLNAEALQYLQGY   962
gi|12963737|ref|NP_076054.1| MVLEKIIIPEIQKVSGNVEKKICAVGITKLLTECPPMMD-TEYTKLWTPLLQSLIGLFEL-PED---DSIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEHDPVGQMVN--NPKIHLAQSLHKLSTACPGRVPSMVSTSLNAEALQYLQGY   962
gi|114682541|ref|XP_001166085.1| MVLEKIIIPEIQKVSGNVEKKICAVGITKLLTECPPMMD-TEYTKLWTPLLQSLIGLFEL-PED---DTIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEHDPVGQMVN--NPKIHLAQSLHKLSTACPGRVPSMVSTSLNAEALQYLQGY   962
gi|73992217|ref|XP_853206.1| MVLEKIIIPEIQKVSGNVEKKICAVGITKLLTECPPMMD-TEYTKLWTPLLQSLIGLFEL-PED---DTIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEHDPVGQMVN--NPKIHLAQSLHKLSTACPGRVPSMVSTSLNAEALQYLQGY   863
gi|29029559|ref|NP_001307.2| MVLEKIIIPEIQKVSGNVEKKICAVGITKLLTECPPMMD-TEYTKLWTPLLQSLIGLFEL-PED---DTIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEHDPVGQMVN--NPKIHLAQSLHKLSTACPGRVPSMVSTSLNAEALQYLQGY   962
gi|118100584|ref|XP_417389.2| MVLEKIIIPEIQKVSGQVEKKICAVGITKILTECPPMMD-TEYTKLWTPLLQALIGLFEL-PED---DTIPDEEHFIDIEDTPGYQTAFSQLAFAGKKEHDPVGQMVN--NPRIHLAQSLHKLSTACPGRVPSMLSTSLNAEALQYLQGY   962
gi|41393069|ref|NP_958858.1| MVVEKIVIPEVQKVSGQVEKKICAVGIIKILTECPAMMD-TEYTKLWAPLLQALIGLFEL-PED---DSIPDDEHFIDIEDTPGYQTAFSQLAFAGKKEHDPIGDAVS--NPKILLAQSLHKLSTACPGRVPSMLSTSLPTEALQFLQGY   962
gi|15226001|ref|NP_182175.1| AIVEHFWIPNLKLIMGSMEVKLTAVAATRLICETPALLD-PSAAKLWGKMLDSIVTLVSR-PEQERVLDEPE---MPEISENVGYTAAFVKLHNAGKKEEDPLKDIKD---PKQFLVASVSRLSSASPGRYPQIIGENLEQANQTALIQL   963
gi|115435528|ref|NP_001042522.1| TILQRFWIPNLKFIKGTVEVKLTSVASTKLICESALLLD-GAAAQTWGKLLDSIVALLSR-TDQDGAQQDQNDGADADSQRTSGYSVSFVRLQYAGKSEDDLLKEVND---PKQFLVTSLATLSAQSPGRFGPIIEQNVDPANKGALIQL   533
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gi|50302207|ref|XP_451037.1| CTT------   960
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gi|145607115|ref|XP_361520.2| LS-------  1006
gi|32405662|ref|XP_323444.1| LM-------   959
gi|19112322|ref|NP_595530.1| GYVI-----   967
gi|24584736|ref|NP_523588.2| CDQAGVRIA   975
gi|31204951|ref|XP_311424.1| CAQSGVQIA   972
gi|62460562|ref|NP_001014933.1| ---------   574
gi|34860723|ref|XP_342582.1| LQAASVTLL   971
gi|12963737|ref|NP_076054.1| LQAASVTLL   971
gi|114682541|ref|XP_001166085.1| LQAASVTLL   971
gi|73992217|ref|XP_853206.1| LQAASVTLL   872
gi|29029559|ref|NP_001307.2| LQAASVTLL   971
gi|118100584|ref|XP_417389.2| LQAASVTLL   971
gi|41393069|ref|NP_958858.1| LQAATVQLV   971
gi|15226001|ref|NP_182175.1| CNAYNCGIA   972
gi|115435528|ref|NP_001042522.1| CAAYNTNIV   542
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