
                                                                                                                                                                                        
gi|22507337|ref|NP_683734.1| MSPAAAAADGGERRRPPLGGREGRSRARGYGGPAGAAALGLALLGLALYLVPAAAALAWLAVGASAAWWGLSREPRGPRALSSFVRDARRHPRPALTASPPPAKSPVNGS----LCEPRSP--LGGPDPAELLLMGSYLGKPGPPEPALR   144
gi|16758424|ref|NP_446074.1| MSPAAAAADGGERRRPPLGVREGRGRTRGCGGPAGAAALGLALLGLALYLVPAAAALAWLAVGASAAWWGLSREPRGPRGLSSFVRESRRHPRPALTASPLPAKSPVNGS----LCEPRSP--LGGPDPAELLLMGSYLGKPGPPEPALP   144
gi|73957770|ref|XP_546930.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194678652|ref|XP_596969.4| MSPAATAAGGGNRRRPIASVREGRG--WGCGRPAGAALLGLSLLGLVLYLVPAAAALAWLAVGATAAWWGLSREPRGSRALSSLVWNARRQRT--LLASP-PAKSAANGN----LLEPRSP--LEGPDPAELLLMGSYLGKPGPPQPAPA   139
gi|150378545|ref|NP_001092885.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|26051278|ref|NP_742017.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114613887|ref|XP_001144107.1| MSPAAAAAGAGERRWPIASVRDGRG--RGCGGPAGAALLGLSLVGLLLYLVPAAAALAWLAVGTTAAWWGLSREPRGSRPLSSFVRKARHRRT--LFASP-PAKSTANGN----LLEPRTL--LEGPDPAELLLMGSYMGKPGPPQPAPA   139
gi|114614075|ref|XP_001154568.1| MSPAAAAAGAGERRRPIASVRDGRG--RGCGGPAGAALLVLSLVGLLLYLVPAAAALAWLAVGTTAAWWGLSREPRGSRPLSSFVQKARHRRT--LFASP-PAKSTANGN----LLEPRTL--LEGPDPAELLLMGSYLGKPGPPQPAPA   139
gi|118100010|ref|XP_415711.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|189524475|ref|XP_696713.3| ----------------------MSPEDKRRLVVFSAVVFSLFILLLVLSYIPAYLYILFICVVSCVVYFHKAEELQLFERLGLNPRRGLSVPPALLRWLPGRTFSGVPAAGRNKIRKSDAR--TSFASPSDRHFVGSYYRREQLSESVFS   126
gi|21356627|ref|NP_650096.1| ---MERRRFNMSSMSPMADSTRIDASLLNNRPAASNFLRGLSPKGSNTSLNGTRTPERSLMNRSATSSSTITRQKLNLSQVDPRTFADVHSSGLSSRIVALSERSGLQRSMSASNLYNPLT--QPRRAPASPLPYKSRAPTLSITQIAPP   145
gi|158298249|ref|XP_554380.3| -------------------SLSLDGSRVITDARSPGLVNRLVRYYDRGQSQAAINRSQSLSSVYNKPGQFPLVQLRKQELRYTNSSTARRNGNFSMVRIAPPERSLFQTNKRSSIFRSGSIGGSGGGGGGDVADAENRVITPCAELDSTP   131
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gi|22507337|ref|NP_683734.1| ---QDPRERPGR-----RPPAR----SPPPASAVQRVHHVYPALPTPLLRPSRRPPHRDCGPLSSRFVITPRRRYPIQQAQYSLLGALPTVCWNGGHKKAVLSPRNSRMVCSPVTVRIAPPDSKLFRSSMSEQILDTTLSSPSSNAPDPC   282
gi|16758424|ref|NP_446074.1| ---QDPRDRPGR-----RPPSR----SPPSSSTAQRVHHVYPALPTPLLRPSRRPPHRDCGPLSSRFVITPRRRYPIQQAQYSLLGALPTVCWNGGHKKAVLSARNSRMVCSPVTVRIAPPDSKLFRSPMPEQILSTTLSSPSSNAPDPC   282
gi|73957770|ref|XP_546930.2| ------------------------------------------------------------------------------------------------------------MVCSPVTVRIAPPDSKWIRSPIPEQTINSTLSSPSSNAPDPC    42
gi|194678652|ref|XP_596969.4| PEARDLRERPGR-----RPPVRTASPAPSAHPQRVQVH---PSLPTSLLRPSRRPSYRDCGTLSHRFVVTPRRRYPIQQAQYSLLGVLPTVCWNGCHKKTVLSARNSRMVCSPVTVRIAPPDSKLARSPVPEQMINSTLSSPSTSAPDPC   281
gi|150378545|ref|NP_001092885.1| ------------------------------------------------------------------------------------------------------------MVCSPVTVRIAPPDRRFSRSAIPEQIISSTLSSPSSNAPDPC    42
gi|26051278|ref|NP_742017.1| ------------------------------------------------------------------------------------------------------------MVCSPVTVRIAPPDRRFSRSAIPEQIISSTLSSPSSNAPDPC    42
gi|114613887|ref|XP_001144107.1| PEGQDLRNRPGR-----RPPARPAPRSPPPSPPAHRVHHVYPSLPTPLLRLSRRPSPRDRGTLPNRFVITPRRRYPIHQAQYSCLGVLPTVCWNGYHKKAVLSPRNSRMVCSPVTVRIAPPDRRFSRSAIPEQIISSTLSSPSSNAPDPC   284
gi|114614075|ref|XP_001154568.1| PEGQDLRNRPGR-----RPPARPAPRSTPPSPPTHRVHHVYPSLPTPLLRPSGRPSPRDRGTLPDRFVITPRRRYPIHQAQYSCLGVLPTVCWNGYHKKAVLSPRNSRMVCSPVTVRIAPPDRRFSRSAIPEQIISSTLSSPSSNAPDPC   284
gi|118100010|ref|XP_415711.2| ------------------------------------------------------------------------------------------------------------------------------------------MGGGAAGAEHSG    12
gi|189524475|ref|XP_696713.3| PRDILMGSYLAKPEESPSAAVRPAGGSGSFMHPREQLRERLARPNHAVHTPNRRLSFGDPAGNASRFTITPQRHYPLQQTGTSPIGVMPPAKWDGYRKKNILTQRNSPTVHSPVTVKIARPDSTRSSFFNHLNSPGAVTSPGIGAQADPC   276
gi|21356627|ref|NP_650096.1| ERSFYSGNTLSSLLRSNSLVGLVPKTTEQEQLSRENRPILHPPHPQHESEPTRSVLEELKEISRKRINTEDTQQAQDYTKRSCQQNVDFVDFVAHHRQQQKLRNLQQQQNQSFKRQRELTVSVPLRHHSTSLSAASPALQHMNSNGTISP   295
gi|158298249|ref|XP_554380.3| TRSVLDALKEISRKRINSEELDADRIKKQCQELSELDAAGSGPPSSTAAVAIGTHGLATKRSREQAMESSPASPSELGPPGLGGVGRAPHSGGEQQTQKKRLCVKNNDILSSLSSSLVAMNTPKRNVVPRNDRRLYMNHSISMSSPAIGT   281
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                                                                            . :    :*.    *     :    .* : :.  ..                 :         *     .     .   .                            
gi|22507337|ref|NP_683734.1| AKETVLNALKE-KKKRTVAEEDQLHLDGQENKRRRHDSGGSGHSAFEPLVANG--VPAAFVPKPGSLKRSLASQSSDDHLNK----RSRTSSVSSLAS-ACTGGIPSSSRNAITSSYSSTRGISQLWKRSGPTSSPFSSPASSRSQTPER   424
gi|16758424|ref|NP_446074.1| AKETVLNALKE-KKKRTVAEEDQLHLDGQENKRRRHDSSGSGHSAFEPLVANG--VPAAFVPKPGSLKRSLASQSSDDHLNK----RSRTSSVSSLTS-TCTGGIPSSSRNAITSSYSSTRGVSQLWKRSGPTSSPFSSPASSRSQTPER   424
gi|73957770|ref|XP_546930.2| AKETVLSALKE-RKKRTVEEEDQIFSDSQENKRRRHDSSGSGHSAFEPLVANG--VPAAFVPKPGSLKRGLNSQSSDDHSNK----RSRTSSMSSLTS-TYTGGIPSSSRNAITSSYSSTRGFSQFWKRSGPSSSPFSSPASSRSQTPER   184
gi|194678652|ref|XP_596969.4| AKETVLNALKE-RKKRTVGEEDQMSADGQENKRRRHDSSGSGHSAFEPLVANG--VPASFVPKPGSLKRGLNSQNSDDHLNK----RSRTSSVSSLTSSTCTGGIPSSSRNAIASSYSSTRGLSQLWKRSGPSSSPFSSPASSRSQTPER   424
gi|150378545|ref|NP_001092885.1| AKETVLSALKEKKKKRTVEEEDQIFLDGQENKRRRHDSSGSGHSAFEPLVASG--VPASFVPKPGSLKRGLNSQSSDDHLNK----RSRSSSMSSLTG-AYTSGIPSSSRNAITSSYSSTRGISQLWKRNGPSSSPFSSPASSRSQTPER   185
gi|26051278|ref|NP_742017.1| AKETVLSALKEKEKKRTVEEEDQIFLDGQENKRRRHDSSGSGHSAFEPLVANG--VPASFVPKPGSLKRGLNSQSSDDHLNK----RSRSSSMSSLTG-AYASGIPSSSRNAITSSYSSTRGISQLWKRNGPSSSPFSSPASSRSQTPER   185
gi|114613887|ref|XP_001144107.1| AKETVLSALKE-EKKRTVEEEDQIFLDGQGNKRRCHDSSGSGHSAFEPLVANG--VPASFVPKPGSLKRGLNSQSSDDHLNK----RSRSSSMSFLTG-AYTSGIPSSSRNAITSSYSSTRGISQLWKRNGPSSSPFSSPASSRSQTPER   426
gi|114614075|ref|XP_001154568.1| AKETVLSALKEKKKKRTVEEEDQIFLDGQENKRRRHDSSGSGHSAFEPLVASG--VPASFVPKPGSLKRGLNSQSSDDHLNK----RSRSSSMSSLTG-AYTSGIPSSSRNAITSSYSSTRGISQLWKRNGPSSSPFSSPASSRSQTPER   427
gi|118100010|ref|XP_415711.2| AAG-------------------------------RHDSSGSGQSAFEPLVANG--APASLIPKPGSLKRGLASQCPDDCSNK----RSRTSSMSSLNN-TYTSGIPSSLRNAIASSYSSSRGLTQSKRAGHPVSITTSCPA---------   115
gi|189524475|ref|XP_696713.3| SREAVLSVLRE-SRKREVDEEDKSASSGQKSKRRRHDSSGSSQSAFEPLLANG--APSQLVPKPGSLKRGMNSSLIEESIMK----RSRTSSVSSISGAPVPSGVPGSVRNPIRSSYSSSQGYPQRRAASSLSLSPFTSPGGSRCQTPER   419
gi|21356627|ref|NP_650096.1| TQSPEQVAKRPNCSYSNDITSSLSSSCRHSNKRKLLDMRERFQHSKNDTLASGGSSPENSPENVAKIQRKVDAEAVSKAMSMPVVTVAAVPASRAISAPAIQKAVPQVTEKPKLTLFNARQSQTIAEQPRPDLSSPEVDAGEYAGIQFVK   445
gi|158298249|ref|XP_554380.3| IPTSSSTLVGLATPENASKEPMEQLLPPHRAPPKITLFNRPYESAAMTGVADKSGSPSARGTQSRHASRLLSSDGEDDEHGE------GSGKVQFVKP---KEKSPNDVTLSGLGSGGFSSSRDPLKKPAPSKLTVMLKCLSGDLDDYEE   422
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                                                                  .              .   :  :         : .   .               .          :  .     :     .           .    .                    
gi|22507337|ref|NP_683734.1| PAKKTREEEPCQQSSSSPPLVTDKESPGEKVTDTTTGKQQSSW----TSPPTPGSSGQRKRKIQLLPSRRGD---------QLTLPPP-ELGYSITAEDLDMERKASLQWFNKVLEDKPDDASASATDGPPSTSPPFTFTLPAVGPAASP   560
gi|16758424|ref|NP_446074.1| PAKKTREEEPCHQSSSSAPLVTDKESPGEKVTDPATGKQQSLW----TSPPTPGSSGQRKRKIQLLPSRRGD---------QLTLPPPPELGYSITAEDLDMERRASLQWFNKVLEDKTDDASTPATDTSPATSPPFTLTLPTVGPAASP   561
gi|73957770|ref|XP_546930.2| PAKKIREDELSHHSSSSTPLAADKEAQGEKAADTTTSKAQNSW----SSPPTPGSSGQRKRKIQLLPSRRGA---------RLTLPPPPQLGYSITAEDLDLEKRASLRWFNKALADGTDTSSNSVTEKPPTTQPSLTFTPPAAGTTTSP   321
gi|194678652|ref|XP_596969.4| PAKKVREEELSHHSSSTTPLVTDKESQGEKIADPTTGKKQNSW----NSPSTPGSSGQRKRKVQLLPSRRGD---------QLTLPPPPQLGYSITAEDLDLEKKASLQWFNKVLEDKTDAASTSVTEAPPAGQSSFTLTLPAAGTASSP   561
gi|150378545|ref|NP_001092885.1| PAKKIREEELCHHSSSSTPLAADKESQGEKAADTTPRKKQNS-----NSQSTPGSSGQRKRKVQLLPSRRGE---------QLTLPPPPQLGYSITAEDLDLEKKASLQWFNQALEDKSDAASNSVTETPPTTQPSFTFTLPAAATASPP   321
gi|26051278|ref|NP_742017.1| PAKKIREEELCHHSSSSTPLAADRESQGEKAADTTPRKKQNS-----NSQSTPGSSGQRKRKVQLLPSRRGE---------QLTLPPPPQLGYSITAEDLDLEKKASLQWFNQALEDKSDAASNSVTETPPITQPSFTFTLPAAAPASPP   321
gi|114613887|ref|XP_001144107.1| PAKKIREEELCHHSSSSTPLAADKESQGEKAADTTPRKKQNS-----NSQSTPGSSGQRKRKVQLLPSRRGE---------QLTLPPPPQLGYSITAEDLDLEKKAALQWFNQALEDKSDAASNSVTETPPITQPSFTFTLPAAATASPP   562
gi|114614075|ref|XP_001154568.1| PAKKIREEELCHHSSSSTPLAADKESQGEKAADTTPRKKQNS-----NSQSTPGSSGQRKRKVQLLPSRRGE---------QLTLPPPPQLGYSITAEDLDLEKKAALQWFNQALEDKSDAASNSVTETPPITQPSFTFTLPAAATASPP   563
gi|118100010|ref|XP_415711.2| ------------------------------VVEMPVRRKRGSL----SPPSASGSSGKRKRKIQLLSSRRGD---------QLALPPPPQLGYSITSEDLDAEKKAALQWFNKVLEDKPDPVPNTTAESTPVSRP-LAFTVTTGTSSTPV   221
gi|189524475|ref|XP_696713.3| AAKKAREEDATSPSSTSFAKTDKVAADPDPSPNTTKLTPKSEAPVATSTSDSGSSGGKRKRKIQLVTTNRGD---------QISLPPPPEVGYTITVKDLDMEKKAALSKIQKVLEEPEPEIPPPASEPAPAPVSAPTLSLFSQPAPIST   560
gi|21356627|ref|NP_650096.1| PKQQNSMLAAKNPSVERTHKTKLAIMLSGLKGELYLGEPDELDAPAPKSAPAPVTLPTPVKPIIIAPVTTSTTTVTSTATISTSAPSKPIILSNQVIKPADVPNTNSTGSVPKLVLGQPAPPAKTEQTPPKPIDKVPAAQADIPPKFELS   595
gi|158298249|ref|XP_554380.3| EQEEQQSRQPSRATATAPQSRNGFSFGSNAPAKDTVDGPKELPASGPSKQPATTTLKDSAASTPVSAASSSTP-------ETVVAVPAAQTSAANEAKTASAPSEAAKTLTFSFGSNSGTTSVSSPPPVATTTTTSTGFSLSAKPLATTS   565
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                                  :    . .      *: .            ..     :       . ..          .                   .           .                                  .         .       :     
gi|22507337|ref|NP_683734.1| ASLPAP-SSNPLLESLKKMQESP-APSSSEPA---EAATVAAPSPPKTPSLLAP--LVSPLAG---PLASTSSDSKPAATFLGLASASSITPLTDS-KSSGVSQAEQSVS----------TPASTASSPTPKPSMLFGMLSPPASSS-SL   688
gi|16758424|ref|NP_446074.1| ASLPAP-SSNPLLESLKKMQESP-APSSSEPP---EAATVAAPSPPKTPSLLAP--LVSPLTG---PLASTSSDSKPTTTFLGLASASSATPLTDT-KAPGVSQAQLCVS----------TPAATAPSPTP-ASTLFGMLSPPASSS-SL   688
gi|73957770|ref|XP_546930.2| ATLPAP-NTNPLLESLKKMQSSASLPSSSESA---GVATTVAPSPPKTPSLLPS--LSSSQSG---ALPGASSDSKSTATFSGLTPAASLTPATDTTKSPLAPQAETSAK----------PAAPPTPSPTPKQSLLLGMLSTPPADPPAS   452
gi|194678652|ref|XP_596969.4| TTLQAP-SANPLLESLKKMQNSPGLPSLPEPA---GVTSTVADSPPKTPSPLAS--LSSSQSG---ALPATSSDSRSTTTVLGLTPASSPGPVTDAAKSPPAPSAETSTK----------SQALSTPPPSPKQSILFGMLSTPAANPPAS   692
gi|150378545|ref|NP_001092885.1| TSLLAP-STNPLLESLKKMQTPPSLPPCPESA---GAATTEALSPPKTPSLLPP--LGLSQSGPPGLLPSPSFDSKPPTTLLGLIPAPSMVPATDT-KAPPTLQAETATK----------PQATSAPSPAPKQSFLFGTQNTSPSSP---   451
gi|26051278|ref|NP_742017.1| TSLLAP-STNPLLESLKKMQTPPSLPPCPESA---GAATTEALSPPKTPSLLPP--LGLSQSGPPGLLPSPSFDSKPPTTLLGLIPAPSMVPATDT-KAPPTLQAETATK----------PQATSAPSPAPKQSFLFGTQNTSPSSP---   451
gi|114613887|ref|XP_001144107.1| TSLLAP-STNPLLESLKKMQTPPSLPPCPESA---GAATTEALSPPKTPSLLPP--LGLSQSGPPGPLPSPSLDSKPLTTLLGLIPAPSTVPATDT-KAPPTLQAETATKPLQAETA-TKPQATSAPSPAPKQSFLFGTQNTSPSSP---   701
gi|114614075|ref|XP_001154568.1| TSLLAP-STNPLLESLKKMQTPPSLPPCPESA---GAATTEAPSPPKTPSLLPP--LGLSQSGPPGPLPSPSFDSKPPTTLLGLIPAPSMVPATDT-KAPPTLQAETATK----------PQATSAPSPAPKQSFLFGTQNTSPSSP---   693
gi|118100010|ref|XP_415711.2| STAHVPESSNLLLDSLKKMQSSQ--PASSVAP---PATTELGPTPSKPPSVLKPNILFGAPSAPPASQPAVTAAAAVPTTTPVFKPIFGALPKSES-TAPGTTVISAVVT----------ASVSSAPSSAPSTTTMFKPIFGSVTTASSP   355
gi|189524475|ref|XP_696713.3| SGTAPATSVVPSLLSLSTPKPETTPAITTTPAPTIDLTITASSTASSAPLTLISSPAITTASLTAATTVSTAPASSISNPLLESLKNMKNNPLLTAPTLMGTTTAAPAVP----------VSSLSAPAASIIPSSGVVKSESGPTALQSS   700
gi|21356627|ref|NP_650096.1| TKPVTPATSSQPLISFGTPKSTAAPSFSFGSATNTTSSTIANITNTTTSKPIFSFGQTPANGPTVGGLSGFKTEAPATTSVSTTNPGTQVTSTTTFGVTPPKTTTTVAPTTTVSLNFGQPMPSFGAADTGVKPMFSFGKSNNLSSGTPTT   745
gi|158298249|ref|XP_554380.3| TAAGQS-STATPTFSFGTPASPKTTGAAQTTSSPIATSLGMSNLIAFSPAPGTLGTGATTSTVTTTQSATPAFSFGANAATASSSTTTTTIPVFGSSSSLFTNATSSAPS----------TAGTNGATMTSGSTFTFGAPKSTPSAPAPS   704
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gi|22507337|ref|NP_683734.1| ATPAPACASPMFKPIFPATPKSESDSPLPSSSS---AATTASSSTAPPTAASTTP-TFKPIFDKMEPFTAMPLSTPFSLKQTTATATTTATSAPLFTGLGTATSTVASGTAAS-----ASKPVFGFGVTTAAS------TASSTMTSTSQ   823
gi|16758424|ref|NP_446074.1| ATPGPACASPMFKPIFPATPKSESDNPLPTSSS---AATTTPASTALPTTATATAHTFKPIFESVEPFAAMPLSPPFSLKQTTAPATTAATSAPLLTGLGTATSTVATGTTAS-----ASKPVFGFGVTTAAS------TAS-TIASTSQ   823
gi|73957770|ref|XP_546930.2| TPPTVSSASPMFN-------------------------------------------------------------------------------------QASATSTVAPVSAASTSIDSASKPTFSFGVS----------TVTSTTTSAAQ   507
gi|194678652|ref|XP_596969.4| VAPAASSASPMFRPIFVAPLKSESGDPLPSSPST--VTAVTSSSSALPTTASSTAPAFKPIFSSVGPPTSVPGLTPF-LKQTAT--LATTTSAPLFTGQATATSTVTSVTTASTSTDSAPKPSFSFGVSSVTST-L--SSVTSTTASASQ   834
gi|150378545|ref|NP_001092885.1| AAPAASSASPMFKPIFTAPPKSEKEGPTPPGPS---VTATAPSSSSLPTTTSTTAPTFQPVFSSMGPPASVPLPAPF-FKQTTTPATAPTTTAPLFTGLASATSAVAPITSASPSTDSASKPAFGFGINSVSSSSV--STTTSTATAASQ   595
gi|26051278|ref|NP_742017.1| AAPAASSAPPMFKPIFTAPPKSEKEGPTPPGPS---VTATAPSSSSLPTTTSTTAPTFQPVFSSMGPPASVPLPAPF-FKQTTTPATAPTTTAPLFTGLASATSAVAPITSASPSTDSASKPAFGFGINSVSSSSV--STTTSTATAASQ   595
gi|114613887|ref|XP_001144107.1| AAPAASSASPMFKPIFTAPPKSEKEGLTPPGPS---VTATAPSSSSLPTTTSTTAPTFQPVFSSMGPPASVPLPAPF-FKQTTTPTTAPTTTAPLFTGLASATSAVAPITSASPSTDSASKPAFGFGINSVSSSSV--STTTSTATAASQ   845
gi|114614075|ref|XP_001154568.1| AAPAASSASPMFKPIFTAPPKSEKEGPTPPGPS---VTATAPSSSSLPTTTSTTAPTFQPVFSSMGPPASMPLPAPF-FKQTTTPTTAPTTTAPLFSGLASATSAVAPITSASPSTDSASKPAFGFGINSVSSSSV--STTTSTATAASQ   837
gi|118100010|ref|XP_415711.2| AKVSPFAFKPLSQP---------------------------ASAAEVPAASTTTLAGFTALPN------------------------------------VIFTTAATTATTLNSSTDATIKPVFSFGLNPPASTSTNLTVTTTASTSVSQ   442
gi|189524475|ref|XP_696713.3| FSAPSSISSPAFKPATSMPSTFAQILAQPLQPP---------STISSLGGGSSLFSLIKPVATPASEPPK--------------------------STVAAPTNTAASVNSISNPLSSGFKPIFSAASTTPAS------TPEVKPTQPTF   809
gi|21356627|ref|NP_650096.1| NGSDAAAAKPAVFSFGGSTTQPAAAAPTPVFGSLSKPLGEGFASPGANKSETTKPSIFGNLDNGLGNAMKSSTN------------------VAATTAAELPKPFGFAATTTAAGGGSTATNLFSFGGTATSK--------AAEPAPASQ   869
gi|158298249|ref|XP_554380.3| FTFGATALAPTAQASSAPAAASTN------------------AFSSSVAPSTTTFPTFGSIAGAGGGAGATTG-------------------TAAATASANPTNPSQPTFTFGGAKPASATTPNLFGAAAPSSN-----STTSASSDAGK   812
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                                    :*.              :                :        .         :                .         .:.:                                                  :         ..  
gi|22507337|ref|NP_683734.1| SVLFGG--APPVTTSSSAPALAS-IFQFGKPLAPAASAAGTSFSQPLASSTQTAASNS---------GFSGFGSTLTTSTSAPATTSQPTLTFSNTVTPTFNIPFSSSAKPALPTYPGANSQPTFGATDG-----ATKPALAPS-FGSSF   955
gi|16758424|ref|NP_446074.1| SILFGG--APPVTASSSAPALAS-IFQFGKPLAPAASVAGTSFSQSLASSAQTAASNSSG-------GFSGFGGTLTTSTSAPATTSQPTLTFSNTVTPTFNIPFSASAKPALPTYPGANSQPTFGATDG-----ATKPALAPS-FGSSF   957
gi|73957770|ref|XP_546930.2| PFLFG---PPPTSGASFSPAIGS-IFQFGKPPVAPVSTTVTTFGQSVPGAVQTATSSSSSSSSSASACFSGFSGSLTT--PAPATSSQPALTFTTTTTPAFHIPFGSSTKPTLPSYPGANPQPTFGATDGQQQG-ATKPGLAPS-FGSSF   649
gi|194678652|ref|XP_596969.4| HFLFG---TPPTSGASFTPAGGS-IFQFGKPPAMPASTSVTTFGQSLPSAPQTAPSSSSSSSTG----FGGFGSSLST--SAPATTGQPTLTFSSTTTPAFNIPFASGAKPPLPSYPGANPQPTFGAAEGQPQG-AAKPALVPS-FGSSF   972
gi|150378545|ref|NP_001092885.1| PFLFG---APQASAASFTPAMGS-IFQFGKPPALPTTTTVTTFSQSLPTAVPTATSSSAA-------DFSGFGSTLAT--SAPATSSQPTLTFSNTSTPTFNIPFGSSAKSPLPSYPGANPQPAFGAAEGQPPG-AAKPALTPS-FGSSF   730
gi|26051278|ref|NP_742017.1| PFLFG---APQASAASFTPAMGS-IFQFGKPPALPTTTTVTTFSQSLHTAVPTATSSSAA-------DFSGFGSTLAT--SAPATSSQPTLTFSNTSTPTFNIPFGSSAKSPLPSYPGANPQPAFGAAEGQPPG-AAKPALAPS-FGSSF   730
gi|114613887|ref|XP_001144107.1| PFLFG---APQASAASFIPAMGS-IFQFGKPPALPTTTTVTTFSQSLPTAVPTATSSGAA-------GFSGFGSTLTT--SAPATSS-------NTSTPTFNIPFGSSAKSLLPSYPGANPQPTFGAAEGQPPG-AAKPALAPS-FGSSF   973
gi|114614075|ref|XP_001154568.1| PFLFG---APQASAASFTPAMGS-IFQFGKPPALPTTTTVTTFSQSLPTAVPTATSSSAA-------DFSGFGSTLAT--YAPATSXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXEGQPPG-TAKPALTPS-FGSSF   972
gi|118100010|ref|XP_415711.2| PFVFG---GLSSSATSTAPTFAAPVFQFGKPAPATVSATASVTGGPAFGQAPANSTAPTTT-----AGFSIFGSTTLTS-SAPATAGQPALTFGSSTS-AFGGTFSTSVKP-LPPYSGAASQPAFSASAADSQLPTSKPAAGPVGFAPPF   581
gi|189524475|ref|XP_696713.3| KPLFGS--TTISGVSAFGQTITPTTSTPAAPASQNSAMLFGGLTSTQPTTVPSSAAPATQTP-----SQSLFGKWSTP--TTSAPATNPTFQFGATSTTTATPALNTNTASVGSANSAFQFGAAKPAAAPQAQNTFTFGQQSTNQNSTTT   950
gi|21356627|ref|NP_650096.1| KNLFGLN-ATTTTPFAFGGAAAGAADKSENKDNKPIAFAFGAGNNSAVANPSGVFSFGGTDKS----APPAFGSGTTS--VTSATATPTNNTFGFSTTQKPATPMFGSGSTQQSSTPAVAATKPFTLGGGAPTTPSASPASGGFSFSAVA  1012
gi|158298249|ref|XP_554380.3| TNLFASATTQQANASNIFGAAAAGSQVAPAAPPTGGTSVFGVANGAVPGAASSPFTFGAAKP--AAAPAPTSGNANSNNNNNSSAATPGMFTFGSAKAPAPGAQGVQNTATSNQQQPQASNPLGGGGVPTFGATATSNTNASPFAFGANK   960
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                                  .                                       .         :  :           .        . :.     :            .:                      .          . . .:  .         .
gi|22507337|ref|NP_683734.1| TFGNSVASAPSAAP------------------APATFGSAAQPAFGGLKAAASTFGAPASTQPAFGSTTSVFSFGSAT----TSGFGAAATAATTTQTTNSGSSSSLFGSSAPSPFTFGGSAAP-AGSGGFGLS-ATPGTSSTSGTFSFG  1081
gi|16758424|ref|NP_446074.1| TFGNSVASAPSAAP------------------APAAFGGAAQPAFGGLKASASTFGTPASTQPAFGSTTSVFSFGSAT----TSGFGAAA---ATTQTTHSGSSSSLFGSSTPSPFTFGGSAAP-AGGGGFGLS-ATPGTGSTSGTFSFG  1080
gi|73957770|ref|XP_546930.2| TFGNTAAAAPAATP--------------APGPAQPTFGSPAQASFGGLKPTAPAFGTPANTQPAFGSTTSVFSFGAAS----TSGFGATT------QTTSSGTGSSMFGSTTLSPFTFGGSAGP-ASSGGFGINVATPGT---SGAFSFG   771
gi|194678652|ref|XP_596969.4| TFGNSAAPAPTATP--------------APTPAQPAFGGAAQPAFGSLKATPSAFGTSATTRPAFGSATAVFSFGAAT----TSGFGATT------QTTSSGTSGSVFGGTTPSPFMFGGPATL-AGSGAFGMSVATPGTGAASGAFGFG  1097
gi|150378545|ref|NP_001092885.1| TFGNSAAPAPATAPTPAPASTIKIVPAHVPTPIQPTFGGATHSAFG-LKATASAFGAPASSQPAFGGSTAVFSFGAAT----SSGFGATT------QTASSGSSSSVFGSTTPSPFTFGGSAAP-AGSGSFGINVATPGSSATTGAFSFG   868
gi|26051278|ref|NP_742017.1| TFGNSAAP--AAAPTPAPPSMIKVVPAYVPTPIHPIFGGATHSAFG-LKATASAFGAPASSQPAFGGSTAVF-FGAAT----SSGFGATT------QTASSGSSSSVFGSTTPSPFTFGGSAAP-AGSGSFGINVATPGSSTTTGAFSFG   865
gi|114613887|ref|XP_001144107.1| TFGNSAAP--AAAPTPALVSMIKVVPAYVPTPIHPIFGGATHSAFG-LKATASAFGAPASSQPAFGGSTAVFPFGAAT----SSGFGATT------QTASSGSSSSVFGSTTPSPFTFGGSAAP-AGSGSFGINVATPGSSTTAGAFSFG  1109
gi|114614075|ref|XP_001154568.1| TFGNSAAPAPATAPTPASASTIKIVPAHVPTPIQPTFGGATHSAFG-LKATASAFGTPASSQPAFGGSTAVFSFGAAT----SSGFGATT------QTASSGSSSSVFGSTTPSPFTFGGSAAP-AGSGSFGINVATPGSSATAGAFSFG  1110
gi|118100010|ref|XP_415711.2| SFG------------------------------APTAQSTAQPVFG--SSAPPTFGTSG-TQVAFGTTTSVFSFGTATST--TASFGSGT------QTTSSSTGTAVFG-TAPSPFTFGAAAQPGPSAGAFGLSTPALSSGSPAVPFSFG   689
gi|189524475|ref|XP_696713.3| PFGGFGVTSNATTS---------------------SEAPTTQTTFGSSTFTTSSNFPASTPQALAAPKPFAFGAAGASSG--ASPFTFGT--AASTSAPAFGTNSQPAFGGVSSGFSFGNTTTPSATPVFGATTQTAAPAPAPAPTFTFG  1075
gi|21356627|ref|NP_650096.1| TKNTTAPTAGTNLFG------------------SPASASKPSFNFGGNTATQAAAAGSPAGGFSFATTTKKEDSASTNMF--GSPNTGVVKPNFSFSSNNPTPAPTFGGFGAPAAAAPTATSTNQSKPFAFGASTPAAAPQPPLGGNLFA  1142
gi|158298249|ref|XP_554380.3| APAGGGIFGGITATN----------------NNNNSTTGNSNTSTPSAVPAFGATMNGANPAPAFGTTGSIFGSANATGASTGSAN----------QSVGSIFGTPQTNGPQNVNNTAASTGQP-GGLFTFGASNTANSAPNNATPTFGS  1083
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200



                                   . :.       :            *  :.    .*     ::       .               . .        :   :.  *     *   .   .    :     *.    :       :       
gi|22507337|ref|NP_683734.1| SGQSG---TPGTTTSFG-SLSQNTLG--APSQGSPFAFSVGSTPESKPVFGG---TSTPTFGQSAPAPG-VGTTGSSLSFGASSTPAQGFVG--VGP-FGSAAPSFSIGAGSKTPGARQRLQARRQHTRKK-  1199
gi|16758424|ref|NP_446074.1| SGQSG---TTGTTTSFGGSLSQNTLG--APSQSSPFAFSVGSTPESKPVFGG---TSTPTFGQSAPAPG-VGTTGSSLSFGAPSTPAQGFVG--VGP-FGSGAPSFSIGAGSKTPGARQRLQARRQHTRKK-  1199
gi|73957770|ref|XP_546930.2| TGQSG---AAASTTPFGGGLSQSTLG--APSQSTPFAFNVASTPESKPVFGG---TSTPSFGQNTPAPG-VGVSGSGLSFGASSTPTQGFVG--VGP-FGSAAPSFSIGAGSKTPGARQRLQARRQHTRKK-   890
gi|194678652|ref|XP_596969.4| AGQSG---ATGSTAPFGGGLSQNSLG--TPSQTTSFAFSVTSTPDSKPVFGG---TSTPTFGQNTPAPG-VGAAGSSLSFGASSTPAQGFVG--VGP-FGSTAPSFSIGAGSKTPGARQRLQARRQHTRKK-  1216
gi|150378545|ref|NP_001092885.1| AGQSG---STATSTPFTGGLGQNALG--TTGQSTPFAFNVGSTTESKPVFGG---TATPTFGQNTPAPG-VGTSGSSLSFGASSAPAQGFVG--VGP-FGSAAPSFSIGAGSKTPGARQRLQARRQHTRKK-   987
gi|26051278|ref|NP_742017.1| AGQSG---STATSTPFAGGLGQNALG--TTGQSTPFAFNVSSTTESKPVFGG---TATPTFGLNTPAPG-VGTSGSSLSFGASSAPAQGFVG--VAP-FGSAALSFSIGAGSKTPGARQRLQARRQHTRKK-   984
gi|114613887|ref|XP_001144107.1| AGQSG---STATSTPFAGGLGQNALG--TTGQSTPFAFNVGSTPESKPVFGG---TATPTFGLNTPAPG-VGTSGSSLSFGASSAPAQGFVG--VAP-FGSAALSFSIGVGSKTLGARQRLQARRQHTRKK-  1228
gi|114614075|ref|XP_001154568.1| AGQSG---STATSTPFAGGLGQNSLG--TTSQSTPFAFNVGSTTESKPVFGG---TATPTFGQNTPAPG-VGTSGSSLSFGASSAPAQGFVG--VAP-FGSAAPSFSIGAGSKTPGARQRLQARRQHTRKK-  1229
gi|118100010|ref|XP_415711.2| AGQSG---AAAAATPFGSSLTPGTLG--APSQSTPFAFTVPSTPDAKPVFGG---TPAPTFGQSTPVPGAVGSGGGSLSFGTPSTPASAFPG--VGTSFGPSTPAFSIGAGSKT-GARQRLQARRQHTRKK-   809
gi|189524475|ref|XP_696713.3| GAPTANQ-NTAPSTPAPPASGGFNFG--ASLSSTPFGTPAPAAQPQGFSFGANNTDSKPAFGTSTPAFG-QASPGMSMPFGSPGTPGFGAMGGLGASPFGASPASFSIGTGTKTSGARR-LQARRQHPRKK-  1201
gi|21356627|ref|NP_650096.1| NAVSATQNQTKPSGVFSFGAAKSTAG--TTAGNAPFSFGGASAGGIASPPSNQGLNTAKPFSFGG-AGG--TPAPNVFGSPAPAPPASNPTG---GFNFGGVSPAQQANAGNMFAPTPESRPIRKATRRLQK  1266
gi|158298249|ref|XP_554380.3| NAGSGSTFGGFNATPAAGTMSNGIGGNTTAPANKPFTFGASSAGPMVPQNNAQ---QQQQQQQQQAAPSQSGAFNFNLGSNAAPKPFN-FTG---GLGNANANVASPPMFGSPVATARPARAAFRRLQV---  1205
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330..


