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gi|31560812|ref|NP_033894.2| MDLSAVQIQEVQNVLHAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLN-QKKGPSQCPLCKNEITKRSLQGSTRFSQLAEELLRIMAAFELDTGMQLTNGFSFSKK--RNNSCERLNEEASIIQSVGYRNRVRRLPQVEPGNATL   147
gi|6978573|ref|NP_036646.1| MDLSAVRIQEVQNVLHAMQKILECPICLELIKEPVSTQCDHIFCKFCMLKLLN-QKKGPSQCPLCKNEITKRSLQGSARFSQLVEELLKIIDAFELDTGMQCANGFSFSKK--KNSSSELLNEDASIIQSVGYRNRVKKLQQIESGSATL   147
gi|6552315|ref|NP_009233.1| MDLSALRVEEVQNVINAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLN-QKKGPSQCPLCKNDITKRSLQESTRFSQLVEELLKIICAFQLDTGLEYANSYNFAKK--ENNSPEHLKDEVSIIQSMGYRNRAKRLLQSEPENPSL   147
gi|114667024|ref|XP_001157352.1| MDLSALRVEEVQNVINAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLN-QKKGPSQCPLCKNDITKRSLQESTRFSQLVEELLKIICAFQLDTGLEYANSYNFAKK--ENNSPEHLKDEVSIIQSMGYRNRAKRLLQSEPENPSL   147
gi|61740517|ref|NP_001013434.1| MDLSADRVEEVQNVLNAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLN-QRKGPSQCPLCKNDITKRSLQESTRFSQLVEELLKIIHAFELDTGLQFADSYNFSKK--ENNSPEHLKEEVSIIQSMGYRNRAKRLRQSEPENPTL   147
gi|30466260|ref|NP_848668.1| MDLSADHVEEVQNVLNAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLN-QKKGPSQCPLCKNDITKRSLQESTRFSQLVEELLKIIHAFELDTGLQFANSYNFSRK--EDNSPEHLKEEVSIIQSMGYRNRAKRLWQSEPENPTL   147
gi|45383782|ref|NP_989500.1| MDLSVIAIGDVQNVLSAMQKNLECPVCLDVIKEPVSTKCDHVFCRFCMFKLLSRKKKGVIQCPLCKTEVTKRSLKENSRFKQLIEGLLEAISAFELDTGVKFLSSRYFPKTSTEVATAELLGNNSSVIQSKGFRNRKRGAKENRQDSCTL   150
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gi|31560812|ref|NP_033894.2| -KDSLGVQLSNLGIVRSVKKNRQTQPRKKSVYIELDSDSSEETVTKPGDCSVRDQELLQTAPQEAGDEGKLHSAEEAACEFSE-GIRNIEHHQCSD-DLNPTENHATERHPEKCQSISISNVCVEPCGTDAHASSLQPE----------T   284
gi|6978573|ref|NP_036646.1| -KDSLSVQLSNLGIVRSMKKNRQTQPQNKSVYIALESDSSEERVNAPDGCSVRDQELFQIAPGGAGDEGKLNSAKKAACDFSE-GIRNIEHHQCSDKDLNPTENHATERHPEKCPRISVANVHVEPCGTDARASSLQRG----------T   285
gi|6552315|ref|NP_009233.1| QETSLSVQLSNLGTVRTLRTKQRIQPQKTSVYIEL-----------------------------------------AACEFSETDVTNTEHHQPSNNDLNTTEKRAAERHPEKYQGSSVSNLHVEPCGTNTHASSLQHE----------N   246
gi|114667024|ref|XP_001157352.1| -ETSLSVQLSNLGTVRTLRTKQRIQPQKKSVYIEL-----------------------------------------AACEFSETDVTNTEHHQPSNNDLNTTEKRATERHPEKYQGSSVSNLHVEPCGTNTHASSLQHE----------N   245
gi|61740517|ref|NP_001013434.1| -ETSLSVQLSNLGIVRSLRTKQQIQPQNKSVYIELGSDSSEDTVNKASSCSVGDDE-LEITSQGARAEASLNPAKKAACEFSG-DITNIEHHQSSNKDLTTTEKHATKKHPEKYQGISVSNLHVEPCGTNTHASSLQHE----------N   284
gi|30466260|ref|NP_848668.1| QETSLTVELSNLGIVRSLRTKQQTQSQNKSVYIELGSDSSEDTVNKASYFSVGDHELLEITPQGAKAKTNLNPAEKAACEFSEKDITNTEHHQLSIKDLITTQKHATETHPEKYQGISVSDFHVEPCGTDTHASSLQHE----------N   287
gi|45383782|ref|NP_989500.1| EANVDPQLTDNRVKGSSVRSKKQKCGIEKGVLIELGTDSSEEHFILASSTGLEDKEELEEPKSAEKYGSSCNTQPLKLGAKEIILPNVIGETDFLKEALDKKSMLNITEHIKCNQVNTIEGQSSPLNVFDADLLTGQRDGIGNASPLKND   300
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gi|31560812|ref|NP_033894.2| SSLLLIEDRMNAEKAEFCNKSKQPGIAVSQQSRWAASKGTCNDRQVPSTGEKVGPNADSLSDREK-WTHPQSLCPENSGATTDVPWITLNSSVQKVNEWFSRTGEMLTSDSASARRHESNAEAAVVLEVSNEVDGGFSSSRKTDLVTPDP   433
gi|6978573|ref|NP_036646.1| RSLLFTEDRLDAEKAEFCDRSKQSGAAVSQQSRWADSKETCNGRPVPRTEGKADPNVDSLCGRKQ-WNHPKSLCPENSGATTDVPWITLNSSIQKVNEWFSRTGEMLTSDNASDRRPASNAEAAVVLEVSNEVDGCFSSSKKIDLVAPDP   434
gi|6552315|ref|NP_009233.1| SSLLLTKDRMNVEKAEFCNKSKQPGLARSQHNRWAGSKETCNDRRTPSTEKKVDLNADPLCERKE-WNKQKLPCSENPRDTEDVPWITLNSSIQKVNEWFSRSDELLGSDDSHDGESESNAKVADVLDVLNEVDEYSGSSEKIDLLASDP   395
gi|114667024|ref|XP_001157352.1| SSLLLTKDRMNVEKAEFCNKSEQPGLARSQHNRWAGSKETCNDRRTPSTEKKVDLNADPLCERKE-WNKQKLPCSENPRDTEDVPWITLNSSIQKVNEWFSRSDELLGSDDSHDGGSESNAKVADVLDVLNEVDEYSGSSEKIDLLASDP   394
gi|61740517|ref|NP_001013434.1| SSLLLTKHRMNVEKAEICNNSKQPGLARSQQSRWAESKETCNDRQIPSTEKKVVVNADLLCGRKE-LNKQKPPHSDSPRDSQDVPWITLNSSIRKVNEWFSRSDEILTSDDSHDRGSELNTEVGGAVEVPNEVGEYSGSSEKIDLMASDP   433
gi|30466260|ref|NP_848668.1| SSLLLTENRLNVEKAEFCNKSKQPVLVKSQQSRWAESKGTCKDRQIPSTEKKIVLNTDPLYRRKE-LRKQKPACPDSPGDSQDVPWVTLNNSIQKVNDWFSRSDEILTSDDSCDGGSESNNEVAGAVEIPNKVDGYSGSSEKINLMASDP   436
gi|45383782|ref|NP_989500.1| TSFLKNAEEMDVEETQCSHKNQELDLEDSSEGRLDKIKEKDICVPSVEDVEMCEPMDDSLLEKEPPVEKPLQPKIPHCPTLNEVSTKGLNQSIQKVNEWFSKSSRILSSSSSQNDHAEATDASGEGDISLSDKDSCISEKTNP---IVDS   447
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gi|31560812|ref|NP_033894.2| HHTLMCKSGRDFSKPVEDNISDKIFGKSYQR--KGSRPHLNHVTE--IIGTFITEPQITQEQPFTNKLKRKR--STSLQPEDFIKKADSAGVQRTPDNINQGTDLMEPNEQAVSTTSNCQENKIAGSNLQKEKSAHPTESLRKEPASTAG   577
gi|6978573|ref|NP_036646.1| DNAVMCTSGRDFSKPVENIINDKIFGKTYQR--KGSRPHLNHVTE--IIGTFTTEPQIIQEQPFTNKLKRKR--STCLHPEDFIKKADLTVVQRISENLNQGTDQMEPNDQAMSITSNGQENRATGNDLQRGRNAHPIESLRKEPAFTAK   578
gi|6552315|ref|NP_009233.1| HEALICKSERVHSKSVESNIEDKIFGKTYRK--KASLPNLSHVTENLIIGAFVTEPQIIQERPLTNKLKRKRRPTSGLHPEDFIKKADL-AVQKTPEMINQGTNQTEQNGQVMNITNSGHENKTKGDSIQNEKNPNPIESLEKESAFKTK   542
gi|114667024|ref|XP_001157352.1| HEALICKSERVHSKSVESNTEDKIFGKTYRR--KASLPNLSHVTENLIIGAFVTEPQIIQERPLTNKLKRKRRATSGLHPEDFIKKADL-AVQKTPEMINQGTNQMEQNGQVMNITNSGHENKTKGDSIQNEKNPNPIESLEKESAFKTK   541
gi|61740517|ref|NP_001013434.1| QDAFICESERVHTKPVGGNIEDKIFGKTYRR--KASLPKVSHTTEVLTIGACAIEPQTMQTHPFMNKAEHKRRTTSSLHPEDFIKKVELGIVPKTPEKLIEGINQIKRDGHVINITNNGPENETEGDYVQKEKNANPTESLEKESAFRTK   581
gi|30466260|ref|NP_848668.1| HGTLIH--ERVHSKPVESNIEDKIFGKTYRR--KSSLPNFSHIAEDLILGAFTVEPQITQEQPLTNKLKCKRRGTSGLQPEDFIKKVDLTIVPKTPEKMTEGTDQTEQKCHGMNITSDGHENKTKRDYVQKEQNANPAESLEKESVFRTE   582
gi|45383782|ref|NP_989500.1| VEFAVIERNKRWTKQTTYSIEDKIFGKTYERGRKSNPSTILRDILPATKKEDAAAEEGCLNNSRKDRLKRKRKSACILQPEDFIKKKDLEEADRCPQGIKSSLGDAEKE------KCDENSAVKENPLLEKRKGSTLAEFKERGLQWKNA   591
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gi|31560812|ref|NP_033894.2| AKSISNSVSDLEVELNVHSSKAPKKNRLRRKSSIRCALP--LEPIS-RNPSPPTCAELQIDSCGSSEETKKNHSNQQPAGHLREPQLIEDTEPAADAK-KNEPNEHIRKRRASDAFPEEKLMNKAGLLTSCSSPRKSQGPVNPSPQRTG-   722
gi|6978573|ref|NP_036646.1| AKSISNSISDLEVELNVHSSKAPKKNRLRRKS-TRCVLP--LEPIS-RNPSPPTCAELQIESCGSSEETKKNNSNQTPAGHIREPQLIEDTEPAADAK-KNEPNEHIRKRSASDAFPEEKLMNKAGLLTSCSSPRKPQGPVNPSPERKG-   722
gi|6552315|ref|NP_009233.1| AEPISSSISNMELELNIHNSKAPKKNRLRRKSSTRHIHA--LELVVSRNLSPPNCTELQIDSCSSSEEIKKKKYNQMPVRHSRNLQLMEGKEPATGAKKSNKPNEQTSKRHDSDTFPELKLTNAPGSFTKCSNTSELKEFVNPSLPREEK   690
gi|114667024|ref|XP_001157352.1| AEPISSSISNMELELNIHNSKAPKKNRLRRKSSTRHIHA--LELVVSRNLSPPNCTELQIDSCSSSEEIKKKKYNQMPVRHSRNLQLMEDKEPATGVKKSNKPNEQTSKRHDSDTFPELKLTNAPGSFTNCSNTSELKEFVNPSLPREEE   689
gi|61740517|ref|NP_001013434.1| TEPMSSRISNMELELNSSSSKAPKKNRLRRKSSARHTCA--LEFVVNRNLNPPDHSELQIESCSSSEEMKKQHLDQVPVRHNKTLQLMQDKEPAGRAKKSSKPGEQINKRLASHAFPELTLTNVSGFFANYSSSSKPQECINPGLRREEI   729
gi|30466260|ref|NP_848668.1| AEPISISISNMELELNIHRSKAPK-NRLKRKSSTRKIPE--LELVVSRNPSLPNHTELPIDSSSSNEEMKKKHSSQMPVRQSQKLQLIGDKELTAGAK-NNKTYEQINKRLASDAFPELKLTNTPGYFTNCSS--KPEEFVHPSLQR---   723
gi|45383782|ref|NP_989500.1| AEKVSGKCSDGQLELNNSDQKSTKNACSTAKGCRHSTRTRCAIHLVDRNPGSFDLAEPLINSYPSNEEPSKADCERRQVRRSRRLQLLSEEITKETGKMRVIKEAKNSDSGPEGSVFG-VERNVLVHNSQCKDLRKQQDILSYMSLADRN   740
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gi|31560812|ref|NP_033894.2| TEQLETRQMSDSAKELGDRVLGGEPSGKTTDRSEESTSVSLVPDTDYDTQNSVSVLDAHTVRYARTGSAQCMTQFVASENPKELVHGS-NNAGSGTEGLKPPLRHALN-LSQEK-VEMEDSELDTQYLQNTFQVSKRQSFALFSKPRSPQ   869
gi|6978573|ref|NP_036646.1| IEQLEMCQMPDNNKELGDLVLGGEPSGKPTEPSEESTSVSLVPDTDYDTQNSVSILEANTVRYARTGSVQCMTQFVASENPKELVHGS-NNAGSGSECFKHPLRHELN-HNQET-IEMEDSELDTQYLQNTFQVSKRQSFALFSKLRSPQ   869
gi|6552315|ref|NP_009233.1| EEKLETVKVSNNAEDPKDLMLSGE-RVLQTERSVESSSISLVPGTDYGTQESISLLEVSTLGKAKTEPNKCVSQCAAFENPKGLIHGCSKDNRNDTEGFKYPLGHEVN-HSRETSIEMEESELDAQYLQNTFKVSKRQSFAPFSNPGNAE   838
gi|114667024|ref|XP_001157352.1| EEKLETVKVSNNAEDPKDLMLSGE-RVLQTERSVESSSISLVPGTDYGTQESISLLEVSTLGKAKTEPNKCVSQCAAFENPKGLIHGCSKDTRNDTEGFKYPLGHEVN-HSRETSIEMEESELDAQYLQNTFKVSKRQSFALFSNPGNPE   837
gi|61740517|ref|NP_001013434.1| EESRRMTQVSDSTRDPKELVLSGG-RGLQTERSVESTSISLVLDTDYGTQDSISLLEADTLRKAKTVSNQQANLCATIENPKEPIHGCSKDTRNDTEGFVVPLTCKDN-HTQETSIEMEESELDTQCLRNMFKVSKRQSFALFSYPRDPE   877
gi|30466260|ref|NP_848668.1| EENLGTIQVSNSTKDPKDLILREG-KALQIERSVESTNISLVPDTDYSTQDSISLLEAKTPEKAKTAPNPCVSLCTATKNLKELIHRDFKDTKNNTEGFQDLLGHDINYVIQETSREMEDSELDTQYLQNTFKASKRQTFALFSNPGNPQ   872
gi|45383782|ref|NP_989500.1| GADLEANGIQISSKNSDDMAKNRSFFNPTFSCQLSNFNSPSSKAGSQEGEMLGKLFLPQSPSKTVLHAASILTEEKRSWSCTVFSQDKGCCSRNVPKDFRIGKSPMAK-NASEFTMEAEDSELDMQYLRNIFRSSKRQSFSLYP---TPM   886
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gi|31560812|ref|NP_033894.2| KDC----AHSVPSKELSPKVTAKGKQKER-QGQEEFEISHVQAVAATVGLPVPCQEGK-LAADTMCDR--GCRLCPSSHYRSGENGLSATGKSGISQNSHFKQSVSPIRSSIKTDNRKPLTEGRFERHTSSTEMAVGNENILQSTVHTVS  1011
gi|6978573|ref|NP_036646.1| KDCTLVGARSVPSREPSPKVTSRGEQKER-QGQEESEISHVQAVTVTVGLPVPCQEGK-PGAVTMCAD--VSRLCPSSHYRSCENGLNTTDKSGISQNSHFRQSVSPLRSSIKTDNRKTLTEGRFEKHT---ERGMGNETAVQSTIHTIS  1012
gi|6552315|ref|NP_009233.1| EECATFSAHSGSLKKQSPKVTFECEQKEENQGKNESNIKPVQTVNITAGFPVVGQKDK-PVDNAKCSIKGGSRFCLSSQFRGNETGLITPNKHGLLQNPYRIPPLFPIKSFVKTKCKKNLLEENFEEHSMSPEREMGNE-NIPSTVSTIS   986
gi|114667024|ref|XP_001157352.1| EECATFSAHCRSLKKQSPKVTFEREQKEQNQGKNESNIKPVQTVNTTAGFPVVCQKDK-PVDYAKCSIKGGSRFCLSSQFRGNETGLITPNKHGLLQNPYHIPPLFPIKSFVKTKCKKNLLEENFEEHSMSPEREMGNE-NIPSTVSTIS   985
gi|61740517|ref|NP_001013434.1| EDCVTVCPRSGAFGKQGPKVTLECGQKEESQGKKESEIRHVQAVHTNAGFSAVSQKAKKPGDFAKCSIKGVSRLCLSSQFKGKETELLIANYHGISQNPYHIPPLSPIRSCVKTLCQENLSEEKFEQHSMSPERAVGNERVIQSTVSTIS  1027
gi|30466260|ref|NP_848668.1| KECATVFAHSGSLRDQSPRDPLKCRQKEDSQGKSESKSQHVQAICTTVHFPVADQQDRTPGDDAKCSAKEVTRVCQSSQLRGHKTELVFANKQGVSEKPNLIPSLSPIKSSVKTICKKSPSE-KFEEPVTSPEKTLGSESIIQSAVSTIS  1021
gi|45383782|ref|NP_989500.1| KACTTDDVASEKLNTSCPDQVEERNSKYLKTENLQEEKTTAENLSSVCEKFETCESAC---------------VSPVSCFVSSAACVHTVENQDVSKVANHGNLTTLLRICAARNEDGNRPQKGEQGSEKTLSTGIGVESKLRLSPVRSN  1021
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gi|31560812|ref|NP_033894.2| LNN-RGNACQEAGS--------------GSIHEVCSTGDSFPGQLGRNRGPKVNTVPPLDSMQPGVCQQSVPVS-DKYLEIKKQ------EGEAVCADFSPCLFSDHLEQSMSG-KVFQVCSETPDDLLD-DVEIQGHTSFGEGDIMERS  1137
gi|6978573|ref|NP_036646.1| LNN-RGDACLEASS--------------GSVIEVHSTGENVQGQLDRNRGPKVNTVSLLDSTQPGVSKQSAPVS-DKYLEIK-Q------ESKAVSADFSPCLFSDHLEKPMRSDKTFQVCSETPDDLLD-DVEIQENASFGEGGITEKS  1138
gi|6552315|ref|NP_009233.1| RNNIRENVFKEASSSNINEVGSSTNEVGSSINEIGSSDENIQAELGRNRGPKLNAMLRLGVLQPEVYKQSLPGSNCKHPEIKKQ--EYEEVVQTVNTDFSPYLISDNLEQPMGSSHASQVCSETPDDLLD-DGEIKEDTSFAENDIKESS  1133
gi|114667024|ref|XP_001157352.1| RNNIRENVFKEASSSNINEVGSSTNEVGSSINEVGSSDENIQAELGRNRGPKLNAMLRLGVLQPEVYKQSLPGSNCKHPEIKKQ--EYEEVVQTVNTDFSPCLISDNLEQPMGSSHASQVCSETPDDLLD-DGEIKEDTSFAENDIKESS  1132
gi|61740517|ref|NP_001013434.1| QNNIRECASKEVGSSSVNEVVSSTNEVGSSVNEVGSSGENIQAELGRNRGPKLNAMLRLGLMQPEVCKQSLSLSNCKHPEMKWQG-QSEGAVLSVSADFSPCLISDNPEQPMGSSRSSQVCSETPDDLLN-GDKIKGKVSFAESDIKEKS  1175
gi|30466260|ref|NP_848668.1| QNNIQESTFKEVSSNSVNEVGSSTNEVGSSVNEVGSSGENIQAEPGRNREPKLRALLGLGLTQPEVYKQSLPVSNCHHPEIKRQG-ENEDMPQAVKADFSPCLISDNLEQPTGSRHASQVCSETPDNLLN-DDEIKENSHFAESDIKERS  1169
gi|45383782|ref|NP_989500.1| RSQSDQSNTEEHAFQRTGLNAVSETYFSSESNQVEKAEVVDDKGLMQHFQPSPMLCPTACQQNPAEFNCELTEKKIITRERSLVKGNEERVIQTVSTGLSEFSVREALEESLKGHSDFTDLSETPDGLLCSDNDTEESASFYVTNRKDTS  1171
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gi|31560812|ref|NP_033894.2| AVFNGSILRRESSRSPSPVTHASKS----QSLHRASRKLESSEESDSTEDEDLPCFQHLLS-RISNTP-ELTRCSSAVTQRMPEKAEGTQAPWKGSSSDCNNEVIMIEASQEHQFSEDPRCSGSMFSSQHSAAQGSTANANSQDSNFIP-  1280
gi|6978573|ref|NP_036646.1| AIFNGSVLRRESSRSPSPVTHASKS----RSLHRGSRKLEFSEESDSTEDEDLPCFQHLLS-RVSSTP-ELTRCSSVVTQRVPEKAKGTQAPRKSSISDCNNEVILGEASQEYQFSEDAKCSGSMFSSQHSAALGSPANALSQDPDFNP-  1281
gi|6552315|ref|NP_009233.1| AVFSKSVQKGELSRSPSPFTHTHLA----QGYRRGAKKLESSEENLSSEDEELPCFQHLLFGKVNNIPSQSTRHSTVATECLSKNTEENLLSLKNSLNDCSNQVILAKASQEHHLSEETKCSASLFSSQCSELEDLTANTNTQDPFLIG-  1278
gi|114667024|ref|XP_001157352.1| AVFSKSVQRGELSRSPSPFTHTHLA----QGYRRGAKKLESSEENLSSEDEELPCFQHLLFGKVSNIPSQSTRHSTVATECLSKNTEENLLSLKNSLNDCSNQVILAKASQEHHLSEETKCSASLFSSQCSELEDLTANTNTQDPFLIG-  1277
gi|61740517|ref|NP_001013434.1| AVFSKSVQSGEFSRSPSPSDHTRLA----QGYQRGTKKLESSEENMSSEEEELPCFQHLIFGKVTNMPSQSTSHNAVAAEGLSNKTEENLDSLKNSLSDISNQVPSAKASQEHHLSEEARCSGSLFSSQCSALEDLTVNTNTQDPFSMFD  1321
gi|30466260|ref|NP_848668.1| AVFSESVQKGEFRGSPGPFTHTHLA----QGHQRGAGKLES-EETVSSEDEELPCFQQLLFGKVTSTLSPSTGCNTVATEGLSKETEGNLESLKSGLNDCSGQVTSAKVSQEHHLNEEARCSGSLFSSQCSAMEDLTTNTNTQDPFLMFE  1314
gi|45383782|ref|NP_989500.1| AVFVKRSGAAWVKEVNDSVVSCKPRSEGIQRFRRRAQKLQSSDEESS-DDEDLPSFQELMFGKSVSTPLQIQKQVTSVVQSSANPSTLPCSECLNE-NNEQKTLEAALSNECASPSQESECSVNLFSSQSNMSEESVDGAQELKKTLTQV  1319
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gi|31560812|ref|NP_033894.2| -PSKQRSHQCGNEEAFLSDKELISDNE-EMATCLEEDNDQEEDSIIPDS--EASGYESETNLSEDCS----QSDILTTQQRATMKYNLIKLQQEMAHLEAVLEQRGNQPSGHSPSLLADPCALEDLPDLEPNMSGAAILTSKNINENPVS  1422
gi|6978573|ref|NP_036646.1| -PSKQRRHQAENEEAFLSDKELISDHE-DMAACLEEASDQEEDSIIPDS--VASGYESEANLSEDCS----QSDILTTQQRATMKDNLIKLQQEMAQLEAVLEQHGSQPSGHPPCLPADPCALEDLPDPEQNRSGTAILTSKNINENPVS  1423
gi|6552315|ref|NP_009233.1| -SSKQMRHQSESQGVGLSDKELVSDDE-ERGTGLEENN-QEEQSMDSNLGEAASGCESETSVSEDCSGLSSQSDILTTQQRDTMQHNLIKLQQEMAELEAVLEQHGSQPSNSYPSIISDSSALEDLRNPEQSTSEKAVLTSQKSSEYPIS  1425
gi|114667024|ref|XP_001157352.1| -SSKQMRHQSESQGVGLSDKELVSDDE-ERGTGLEENN-QEEQSMDSNLGEAASGCESETSVSEDCSGLSSQSDILTTQQRDTMQDNLIKLQQEMAELEAVLEQHGSQPSNSYPSIISDSSALEDLQNPEQSTSEKAVLTSQKSSEYPIS  1424
gi|61740517|ref|NP_001013434.1| PTSKQVRHQSENLDV-LNDKELVSDDDDEREPGLEEDSPQEEQSVDSDLGEVASGYESETSLSEDCSRLSSQSDILTTQQRDTMQDNLIKLQQEMAELEAVLEQHESQPSNSSPSLIADSCSPEDLLNPEQNASER-VLTSEKSSDSPIS  1469
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