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gi|74007005|ref|XP_538052.2| MKVDRTKLKKTPT--EAPADCRALIDKLKVCND-EQLLLELQQIK--TWNIGKCELYHWVDLLDRFDGILADAGQTVENMSWMLVCDRPEREQLKMLLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASSDMQVVLAVLNLLYVFSKRS   145
gi|158508566|ref|NP_001103474.1| MKVDRTKLKKTPT--EAPADCRALIDKLKVCND-EQLLLELQQIK--TWNIGKCELYHWVDLLDRFDGILADAGQTVENMSWMLVCDRPEKEQLKMLLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASSDMQVVLAVLNLLYVFSKRS   145
gi|61676188|ref|NP_113584.3| MKVDRTKLKKTPT--EAPADCRALIDKLKVCND-EQLLLELQQIK--TWNIGKCELYHWVDLLDRFDGILADAGQTVENMSWMLVCDRPEREQLKMLLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASSDMQVVLAVLNLLYVFSKRS   145
gi|61676190|ref|NP_067498.3| MKVDRTKLKKTPT--EAPADCRALIDKLKVCND-EQLLLELQQIK--TWNIGKCELYHWVDLLDRFDGILADAGQTVENMSWMLVCDRPEKEQLKMLLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASSDMQVVLAVLNLLYVFSKRS   145
gi|189536055|ref|XP_001923899.1| MKVDRSKLKKTPT--EAPADCRTLIEKLKGCSD-EQLLLELQQIK--TWNIGKCELYHWVDLLDRFDGILCDAGQTVENMSWLLVCDRPENGQLKALLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASCDMQVVLSVLNLLYVFSKRS   145
gi|24642256|ref|NP_573059.1| MKVDTVKLKKGSS--ELTAECRELIDELTKRRTRAELLEFLDTVH--VWIYGKCELYHWIEILDRFDKILEEASRHVNGNEFVLQCDTNFQETDVTLLLHVLNFTTLLIEHSFSRHLYNSIEHLTVLLSSQNMDIVLAVLNLLYMFSKRS   146
gi|25148695|ref|NP_500284.2| MKIDDAEPSSSSSGSDMPPASATLLRNIVATKNDEDFIAAINKGREVHAVMGKTELYKWTEVLNRCDEILEKAVHKNEFGNLQCDHDTVLKN----HAVAIVRFTVLLFECTSSRRIYKSVDRILALLESTDMDLLAEVLRLLQVMGKRS   146
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gi|74007005|ref|XP_538052.2| NYIT-RLGSDKRTPLLTRLQHLAESWGGKENGFGLAECCRDLHMMKYPPSATTLHFEFYADPGAEVKIEKRTTSNTLHYIHIEQLDKISESPSEIMESLTKMYSIP-KDKQMLLFTHIRLAHGFSNHRKRLQAVQARLHAISILVYS---   290
gi|158508566|ref|NP_001103474.1| NYIT-RLGSDKRTPLLTRLQHLAESWGGKENGFGLAECCRDLHMMKYPPSATTLHFEFYADPGAEVKIEKRTSSNTLHYIHIEQLDKISESPSEIMESLTKMYSIP-KDKQMLLFTHIRLAHGFSNHRKRLQAVQARLHAISILVYS---   290
gi|61676188|ref|NP_113584.3| NYIT-RLGSDKRTPLLTRLQHLAESWGGKENGFGLAECCRDLHMMKYPPSATTLHFEFYADPGAEVKIEKRTTSNTLHYIHIEQLDKISESPSEIMESLTKMYSIP-KDKQMLLFTHIRLAHGFSNHRKRLQAVQARLHAISILVYS---   290
gi|61676190|ref|NP_067498.3| NYIT-RLGSDKRTPLLTRLQHLAESWGGKENGFGLAECCRDLQMLKYPPSATTLHFEFYADPGAEVKIEKRTTSNTLHYIHIEQLDKISESPSEIMESLTKMYSIP-KDRQMLLFTHIRLAHGFSNHRKRLQAVQARLHAISILVYS---   290
gi|189536055|ref|XP_001923899.1| NYIT-RLGSDKRSPLLARLQHLAESWGGKENGFGLAECCRDLPMSKYPPSATTLHFEFYAEPSSEVKVEKKSSSNTLHYIHIEQLDKISESPSEIMESLTAMYNIP-KDKQILLFTHIRLAHGFSNHKRRLQAVQARLHAISILVYS---   290
gi|24642256|ref|NP_573059.1| NFIP-RLPFEKKELLIVKLFNIAERWGDPNYGLSLKDCCIGEPKLEFLY---QLCIDYVDEHGHAAQLEIPDMMDLCH----------TASAPEVIKTIAGQISKPSEAIKMRIAHRVRLISGFNNYKLRLQFVQARLQAVSILIYS---   279
gi|25148695|ref|NP_500284.2| KFLSTRIPQKEQHALAQRLTAIAQCWGGKLRTVKMAECLKREPKLPMLFP-----FTYTDAKQRTIIVEQPKKDESVG----ELITRTVAQISPPVSSDSVPSQQFSKEDLYCLLSRVRMLVTFEDWHHRFKCLIVRLLSVSTLVYCRLG   287
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gi|158508566|ref|NP_001103474.1| NALQESANSILYNGLIEELVDVLQ--------ITDKQLMEIKAASLRTLTSIVHLERTP--------KLSSIIDCTGTASYHGFLPVLVRNCIQAMIDP-SMDPYP--HQFATALFSFLYHLASYDAGGEALVSCGMMEALLKVIKFLGD   421
gi|61676188|ref|NP_113584.3| NALQESANSILYNGLIEELVDVLQ--------ITDKQLMEIKAASLRTLTSIVHLERTP--------KLSSIIDCTGTASYHGFLPVLVRNCIQAMIDP-SMDPYP--HQFATALFSFLYHLASYDAGGEALVSCGMMEALLKVIKFLGD   421
gi|61676190|ref|NP_067498.3| NALQESANSILYNGLIEELVDVLQ--------ITDKQLMEIKAASLRTLTSIVHLERTP--------KLSSIIDCTGTASYHGFLPVLVRNCIQAMIDP-SMDPYP--HQFATALFSFLYHLASYDAGGEALVSCGMMEALLKVIKFLGD   421
gi|189536055|ref|XP_001923899.1| NALQESANSILYNGLIEELVDVLQ--------ITDKQLVDIKAASLRTLTSIVHLERTP--------KLSNIIDCTGTASYHGFLPVLVRNCIQAMIDP-LMEPYP--HQFATALFSFLYHLASYDAGGEALVSCGMMEALLKVIKFLGD   421
gi|24642256|ref|NP_573059.1| NALQDNTDKVLYAGFGEELCELID--------KEDVHLVEIRAAVLRTLTSMLHFDRNPNVPSRAGSRLMKIVHYTGAERQGGTLPLLVRDCIDNLTTHGLTERYP--LILATSLFSLLYHLASYEMGGTALVKSGMMQSLLCVISWPGV   419
gi|25148695|ref|NP_500284.2| GTDETTLSSLLYSGFIEEIVEMLKSDREADTQQDHNLHDAIQTEALSTLCSIVTYEKEP--------KITQILEALSAGSYHGFLSVMTRQIVDELKSNNLGKTGKPSVSLATALFSFIYHLASIEPGGDTLVGSGLTQTLLSVIGFHEL   429
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gi|158508566|ref|NP_001103474.1| EQDQITFVTRAVRVVDLITNLDMAAFQSHSGLSIFIYRLEHEVDLCRKECP---FVIKPKIQRPSTAQEG--EEMETDMDG---------------------------------------------------------------------   497
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gi|61676190|ref|NP_067498.3| EQDQITFVTRAVRVVDLITNLDMAAFQSHSGLSIFIYRLEHEVDLCRKECP---FVIKPKIQRPSTTQEG--EEMETDMDG---------------------------------------------------------------------   497
gi|189536055|ref|XP_001923899.1| EQDQITFVTRAVRVVDLITNLDMAAFQSHGGLSIFICRLEHEVDLSRKECP---FVIKPKIQRPSTATET--EDMDTDMDR---------------------------------------------------------------------   497
gi|24642256|ref|NP_573059.1| DLEHITFVTRAVRVIDLITNIDIARFHQNNGLNVFIDRLEKEIKSCCKALADIGITLKESTLRDDHKLDTSLDHVDEDVEDGSGENASVTSGNASPRRDNSSDGATGAGSIVYRAYHEHIGGAGSGAGLLDIGGARSSLSGGSSGTSGMG   569
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gi|189536055|ref|XP_001923899.1| -----------------------------------------------VQCIPQRAALLKSMLNFLKKAIQDPAFSDGIRHVMDGSLPTSLKHIISNAEYYGPSLFLLATEVVTVFVFQEPSLLSSLQDNGLTDVMLHALLIKDVPATREV   600
gi|24642256|ref|NP_573059.1| AGSINRDGSAARPPAIMYPTNSYYARPLAERKAELSSQLPSSLAPKKPSCVTQRAALLKSMLNFLKKSIQDHAHFSNMRNIMETSLTQSLRHIIANAEYYGPSLFLLATDVVTVYVFNEPSLLSSLQDLGITSVMLKALLQKDVPATREV   719
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gi|61676190|ref|NP_067498.3| LGSLPNVFSALCLNARGLQSFVQCQPFERLFKVLLSPDYLPAMRRRRSSDPLGDTASNLGSAVDELMRHQPTLKTDATTAIIKLLEEICNLGRDP----------------KYICQKPSIQKADG------------TATAPP-------   715
gi|189536055|ref|XP_001923899.1| LGSLPNVFSALCLNARGLHSFVQCQPFERLFKVLLSPDYLPAMRRRRSSDPLGDTASNLGSAVDELMRHQPTLKTDATTAIIKLLEEICNLGRSP----------------EYICQKPSIQKADG------------TVTVPP-------   715
gi|24642256|ref|NP_573059.1| LGSLPNVFSALCLNERGLFEFLSYDPFDKVLKVLLSPDYLVAMRRRRSSDPLGDTATNLGNAMDDLIKHHPYLRADATEAIVRLLNELVRLGSDP----------------SFICWRANKESSGSGSGSGSHGGGHHVASTPSPMVMVAG   853
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gi|158508566|ref|NP_001103474.1| -----PRSNHAAEEASSEDEEEEEVQAMQSFNSTQQNETEPNQ---------------------------------QVVGTEERIPIPLMDYILNVMKFVESILSNNTTDDHCQEFVNQKGLLPLVTILGLPNLPIDFPTSAACQAVAGV   827
gi|61676188|ref|NP_113584.3| -----PRSNHAAEEASSEDEEEEEVQAMQSFNSTQQNETEPNQ---------------------------------QVVGTEERIPIPLMDYILNVMKFVESILSNNTTDDHCQEFVNQKGLLPLVTILGLPNLPIDFPTSAACQAVAGV   827
gi|61676190|ref|NP_067498.3| -----PRSNHAAEEASSEDEEEEEVQAMQSFNSAQQNETEPNQ---------------------------------QVVGTEERIPIPLMDYILNVMKFVESILSNNTTDDHCQEFVNQKGLLPLVTILGLPNLPIDFPTSAACQAVAGV   827
gi|189536055|ref|XP_001923899.1| -----ARSNHAAEEASSEDEEEE--EALHTFS-QQQGEPESNR---------------------------------QVVGTEERIPIPLMDYILNVMKFVESILSNNTTDDHCQEFVNQKGLLPLVSILGLPNLPIDFPTSAACQAVAGV   824
gi|24642256|ref|NP_573059.1| TGSASSVLQGAADTNDSSGDDDDDDDEMSSASQQQQQPTTPGQGGGPSTPRTQQAGGVVGSGAGATGTPAAASQAVKVVTPPEREAIPLIDYILNVMKFIEAIFSNSPNGDHCREFVLHGGLKPILQLLSLPNLPVDSPVSTTSQAVANV  1003
gi|25148695|ref|NP_500284.2| GGDVEEEPMEVEDAEDSDVDEEDNEMSMDEMSGEAPAPPAAPSPKPTKPFEYGAG--------------------MMCEDANGKKILPIGDYMLLIARVVETMMTQSPSQKITEEFIDECVMQKIMKLCHLPCITNEATHATYIGSIANI   950
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                   * *:. . :.  :  : .   :  *:. :    . :   ... :        .          . : : :   :. :  :::  :   .      : *:   : *      *:.:   * :*   * **  :: .* .           
gi|74007005|ref|XP_538052.2| CKSILTLSHEP--KVLQEGLLQLDSILSSLEPLHRPIESPGGSVLLRELACAGNVADATLSAQATPLLHALTAAHAYIMMFVHTCRVGQS------EIRSISVNQWGS--QLGLSVLSKLSQLYCSLVWESTVLLSLCTPNSLPSGCEFG   967
gi|158508566|ref|NP_001103474.1| CKSILTLSHEP--KVLQEGLLQLDSILSSLEPLHRPIESPGGSVLLRELACAGNVADATLSAQATPLLHALTAAHAYIMMFVHTCRVGQS------EIRSISINQWGS--QLGLSVLSKLSQLYCSLVWESTVLLSLCTPNSLPSGCEFG   967
gi|61676188|ref|NP_113584.3| CKSILTLSHEP--KVLQEGLLQLDSILSSLEPLHRPIESPGGSVLLRELACAGNVADATLSAQATPLLHALTAAHAYIMMFVHTCRVGQS------EIRSISVNQWGS--QLGLSVLSKLSQLYCSLVWESTVLLSLCTPNSLPSGCEFG   967
gi|61676190|ref|NP_067498.3| CKSILTLSHEP--KVLQEGLLQLDLILSSLEPLHRPIESPGGSVLLRELACAGNVADATLSAQATPLLHALTAAHAYIMMFVHTCRVGQS------EIRSISVNQWGS--QLGLSVLSKLSQLYCSLVWESTVLLSLCTPNSLPSGCEFG   967
gi|189536055|ref|XP_001923899.1| CKSILTLSHEP--KVLQEGLCQLDSILSALEPLHRPIEVPGGSVLLRELANAGHVTDATLSARATPLLHALTAAHAYILMFVHTCRVGQS------EIRAISVNQWGS--QLGLSVLNKLSQLYCSLVWESTVLLSLCTPNSLPPGCEFG   964
gi|24642256|ref|NP_573059.1| CKAILSQAQET--KVLDVALKQLADIVAQLKPLIKHFTFPGGSVLLAELVCCQRLEDGFANAEYTPILHNMSFVHGYVVMLVHLCRNASN------DMRTILLKRWGVNRETGVQLLQQLVQLYISLVWESTILLNLCS-----------  1134
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gi|24642256|ref|NP_573059.1| ----------DEPTQHP-------DLIWDEIAAQMSAAAG--------TADPLTEAELSRKLERAAEFRTKYTP--EEQFRYIKSLLAASSRLGRALAELLGTLVKLSVGSPQTRQRRINDLISNITKVPTPEAREIARILSSILVNGFS  1257
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gi|189536055|ref|XP_001923899.1| LIVTQKAAFSCIRNLWNRKPLKVYGGRMAESMLAILCHILRGEPIIQERLSKEREGTARPEEESSTEEASN-----------------STTARREPQVNQAQLTQLMDMGFSREHAMEALLNTSTMEQATEYLLTHPPPLLSAAVREFTM  1372
gi|24642256|ref|NP_573059.1| LIHIHQLAMQALRRIWARRPIPNYGPSMFETMILILKHLIKSHQTLLDRYHTRMKEIKFENLYIRSTDDG---------------------------LNADHIKTLTDMGFMHYHVIEALRTNASLEEATDYLLNNPEASSLSTTGGQSS  1520
gi|25148695|ref|NP_500284.2| NAYKQFFEKMAQMPDWELKSLKKVCENAFSVFKEVAKNLVEETEATTAATEAVNAAAAPAPADAPAAEWGPGALRIPPVAVEPAPAPVAVNPAAAADPHEDTIVMLMDLGFSRDIVLYALESTRNADEAANYLLAHGNEIP---LQDAAN  1484
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gi|74007005|ref|XP_538052.2| SEEDQMMRAIAMSLGQDIPMDQRAESPEEVACRKEEEERKAREKQEEEEAKCLEKFQDADPLEQDELHTFTDTMLPG-CFHLLDELPDTVYRVCDLIMTAIKRNGADYRDMILKQVVNQVWEAADVLIKAALPLTTSDTKT--VSEWISQ  1516
gi|158508566|ref|NP_001103474.1| SEEDQMMRAIAMSLGQDIPMDQRAESPEEVACRKEEEERKAREKQEEEEAKCLEKFQDADPLEQDELHTFTDTMLPG-CFHLLDELPDTVYRVCDLIMTAIKRNGADYRDMILKQVVNQVWEAADVLIKAALPLTTSDTKT--VSEWISQ  1516
gi|61676188|ref|NP_113584.3| SEEDQMMRAIAMSLGQDIPMDQRAESPEEVACRKEEEERKAREKQEEEEAKCLEKFQDADPLEQDELHTFTDTMLPG-CFHLLDELPDTVYRVCDLIMTAIKRNGADYRDMILKQVVNQVWEAADVLIKAALPLTTSDTKT--VSEWISQ  1516
gi|61676190|ref|NP_067498.3| SEEDQMMRAIAMSLGQDIPMDQRAESPEEVACRKEEEERKAREKQEEEEAKCLEKFQDADPLEQDELHTFTDTMLPG-CFHLLDELPDTVYRVCDLIMTAIKRNGADYRDMILKQVVNQVWEAADVLIKAALPLTTSDTKT--VSEWISQ  1516
gi|189536055|ref|XP_001923899.1| SEEDQMMRAIAMSLGQEVSMEQRSDSPEEAARRREEEERRARERVEEEEARCLERFLEAEPLDTTELHAFTDSMLPG-CFHLLDELPDTVYRLCDLLMTAIKRNGPEYRDLILRQVVNQVWEAADVLIKAAVPLTTSDTKT--VSEWTRQ  1519
gi|24642256|ref|NP_573059.1| SSAPPPPPPPSAST-MDIDVDVPADG-------------ESTQSKSSTSPNSSYDYKHLKLMPSLIFDRFCDEAISR-AFEFMEAIPDTVNSAADLIAVLYRRHNHLNKQVFVTNFVRNIIQWVDFTLQLFEPAKTTGSKASRLEECLTG  1655
gi|25148695|ref|NP_500284.2| PFRDDLLNQVLREAGAEMIAGANTPNADEIELQLNAQFAEHQGYELVRIAQRVLRDAGAEQIGLQIMEAYPDESVDVAAEQLINDVMDRVRNPRSSYEENIAQPLIPPLSQLKIEQDVSLNSACKQLFPLVKRLLLVSNDTIHPCAELIV  1634
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gi|74007005|ref|XP_538052.2| MATLPQASNLATRILLLTLLFEELKLPCAWVVESSGILNVLIKLLEVVQPCLQAAK-----EQKEVQTPKWITPVLLLIDFYEKTAISSKRRAQMTKYLQSNNNNWRWFDDRSGRWCSYSASNNSTIDSAWKSGETSVRFTAGRRRYTVQ  1661
gi|158508566|ref|NP_001103474.1| MATLPQASNLATRILLLTLLFEELKLPCAWVVESSGILNVLIKLLEVVQPCLQAAK-----EQKEVQTPKWITPVLLLIDFYEKTAISSKRRAQMTKYLQSNNNNWRWFDDRSGRWCSYSASNNSTIDSAWKSGETSVRFTAGRRRYTVQ  1661
gi|61676188|ref|NP_113584.3| MATLPQASNLATRILLLTLLFEELKLPCAWVVESSGILNVLIKLLEVVQPCLQAAK-----EQKEVQTPKWITPVLLLIDFYEKTAISSKRRAQMTKYLQSNSNNWRWFDDRSGRWCSYSASNNSTIDSAWKSGETSVRFTAGRRRYTVQ  1661
gi|61676190|ref|NP_067498.3| MATLPQASNLATRILLLTLLFEELKLPCAWVVESSGILNVLIKLLEVVQPCLQAAK-----EQKEVQTPKWITPVLLLIDFYEKTAISSKRRAQMTKYLQSNSNNWRWFDDRSGRWCSYSASNNSTIDSAWKSGETSVRFTAGRRRYTVQ  1661
gi|189536055|ref|XP_001923899.1| MATLPQASNLATRILLLTLLFEELKLSCARVVESSGVLTVLIKLLEVVQPCLQAAK-----EQKDIQTPKWITPVLLLIDFYEKMAVSSKRRAQMNKYLQPNGNNWRWFDDRSGRWCSYSASNNSTIDSAWRAGETSVRFTAGRRRYTVQ  1664
gi|24642256|ref|NP_573059.1| MTATRLFVRLKTSTLLLEENYSDLHRPLVEAITAQDAMVSLVKLLDCMSQWMLEQSTETNTGQQRATVPRWVQNLVDLIDAIDSISHILQRKANMR---AVSSDVWRWYDASTGKWNAYSEANNELIRNAYAAGERWLYINIGRQRCTVS  1802
gi|25148695|ref|NP_500284.2| SIFPAMTEEWRKEHLIAEICGEDLKNMAKSLVEQEVDENGRPKQHDVARTMTNRLH------FAVLIFDKISEEYVQWIDANGMTEVMLTSLEYLVERFKSVDYYQSLITRIICWNDFYAKTHRLIVRRAYLKSLSPSLVWSYQSYEEDA  1778
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gi|74007005|ref|XP_538052.2| FTTMVQVNEETGNRRPVMLTLLRVPRLNKNSKNSNGQELEKTL----------------------------------EESKEMDIKRKENKANDTPLALEN-----TNTEKETSLEETKIGEILIQG------------------LTEDM  1754
gi|158508566|ref|NP_001103474.1| FTTMVQVNEETGNRRPVMLTLLRVPRLNKNSKNSNGQELEKTL----------------------------------EESKEMDIKRKENKTSDTPLALDS-----TNTEKETSLEETKIGEILIQG------------------LTEDM  1754
gi|61676188|ref|NP_113584.3| FTTMVQVNEETGNRRPVMLTLLRVPRLNKNSKNSNGQELEKTL----------------------------------EESKEMDIKRKENKGNDTPLALES-----TNTEKETSLEETKIGEILIQG------------------LTEDM  1754
gi|61676190|ref|NP_067498.3| FTTMVQVNEETGNRRPVMLTLLRVPRLSKNSKSSNGQELEKTL----------------------------------EESKETDIKHKENKGNDIPLALEI-----TNTEKEASLDETKIGEILIQG------------------LTEDM  1754
gi|189536055|ref|XP_001923899.1| FNTMVQVNEETGNRRPVMLTVQRVPRIPKATKSGSVTDTER-------------------------------------EESEQRAKTEETQTDTESELKDS-----TPAAPSVLQDPSGSSGIVVQG------------------LTEDM  1754
gi|24642256|ref|NP_573059.1| LNCMTQVSEASGTHRPVCPALKLSEAITSLNNPVALHKVEHILNRVVRTAPDGSGTVHSDELISLRQLVNFTDGQQPQQSENSANPSEEATSEDGPAAANSGSPPATMTTRSKTRQKSAAAAAAAKNKSQSGGSPPIPKRTQKIILNEEQ  1952
gi|25148695|ref|NP_500284.2| LRRRADYSSGEKKWVPYDAASQKTLNDAFFAGVRGVKCTLKRG---------------------------------VRPNKKVDVDFASMKQGDGTSRENIKAELPPTVEVSIPDLMDAEAKLSWSE--------------------DQN  1875
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gi|74007005|ref|XP_538052.2| VTVLIRACVSMLGVPVDP---------DTLHATLRLCLRLTRDHKYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLLRHIIEDPCTLRHTMEKVVRSAATSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPDIFTEVANCCIRI  1895
gi|158508566|ref|NP_001103474.1| VTVLIRACVSMLGVPVDP---------DTLHATLRLCLRLTRDHKYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLLRHIIEDPCTLRHTMEKVVRSAATSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPDIFTEVANCCIRI  1895
gi|61676188|ref|NP_113584.3| VTVLIRACVSMLGVPVDP---------DTLHATLRLCLRLTRDHKYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLLRHIIEDPCTLRHTMEKVVRSAATSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPDIFTEVANCCIRI  1895
gi|61676190|ref|NP_067498.3| VTVLIRACVSMLGVPVDP---------DTLHATLRLCLRLTRDHKYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLLRHIIEDPCTLRHTMEKVVRSAATSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPDIFTEVANCCIRI  1895
gi|189536055|ref|XP_001923899.1| ITILIRACVSMISVPVDP---------DTLHATLRLCLRLTRTHHYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLFRHIIEDPATLRHTMEKVVRSAVTSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPECFTETAKSCIRI  1895
gi|24642256|ref|NP_573059.1| VGLSKFDCGRIIGSIVDLLQPSHQMLNETKLSLLRLCARLTRNYDNAQVFIRRGGVRMLLHLQQACSFMGFPTYANIILRHVLEAPPVLQEAMERVL--------GMRAAGIVP--VGHRDLIYVLTQVSSAVSRNPQIFVAAAKEMLKG  2092
gi|25148695|ref|NP_500284.2| DRFLDLSTQILRTGALDP---------KCSHSMLSFIARLTRSHRNAVRFMEKDGVEAILRLRARCAIT-YPFLVSIIIRNCIDDDALLGHIYEKTIRGYIAVPTQPPASMSEYAAGKSKDFADTLNFMAPLSTRNPLVFTEAMNKLARM  2015
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gi|74007005|ref|XP_538052.2| ALPAPRGSGTASDDEFENLRIKGPNAVQLVKTTPLKPSPLPVIPDTIKEVIYDMLNALAAYHAPEEAEKSDPKPGGMTQEVGQLLQDMGDDVYQQYRSLTRQSSDFDTQSGFSINSQVFAADGASTETSTSGTSQGE-ASTPEESRDGKK  2044
gi|158508566|ref|NP_001103474.1| ALPAPRGSGTASDDEFENLRIKGPNAVQLVKTTPLKPSPLPVIPDTIKEVIYDMLNALAAYHAPEEADKSDPKPGGMTQEVGQLLQDMGDDVYQQYRSLTRQSSDFDAQTGFSINSQVFAADGSSTETSASGVSQGE-VSTPEESRDGKK  2044
gi|61676188|ref|NP_113584.3| ALPAPRGSGTASDDEFENLRIKGPNAVQLVKTTPLKPSPLPVIPDTIKEVIYDMLNALAAYHAPEEADKSDPKPGVMTQEVGQLLQDMGDDVYQQYRSLTRQSSDFDTQSGFSINSQVFAADGASTETSASGTSQGE-ASTPEESRDGKK  2044
gi|61676190|ref|NP_067498.3| ALPAPRGSGTASDDEFENLRIKGPNAVQLVKTTPLKPSSLPVIPDTIKEVIYDMLNALAAYHAPEEADKSDPKPGGTTQEVGQLLQDMGDDVYQQYRSLTRQSSDFDTQSGFSLNSQVFAADGAPAETSTTGTSQGEGASTPEETREGKK  2045
gi|189536055|ref|XP_001923899.1| ALPAPRGAGTASDDEFENFRIKGPNAVQLVKTTPLKLSPLPSIPETIKEVIYDMLNALAAYHAPEEEERANAVPG--NQDLCQILQDVGDDVYQQYR-LTRQGSDFDSQSAFPINTQVFAADGAVAESSQSGTPQGE-ASTPEEMREEKK  2041
gi|24642256|ref|NP_573059.1| EYLINTNSTTLADDARVMVKSKFGQQPTAAAGGATPHNQTPTPPPAAKDELKDDPQVQSSVAVLKELLHGLVQPCWHYGGTGSLDRGQGAAELLQPDQPPGTAQGCHDD-----------EETPAPVSSKKQSSSGGGAAAAGQTGQATE  2231
gi|25148695|ref|NP_500284.2| NGSLILPMIKEKKPTLSVSSTAGGASTSSSSAPPPPPPLTSSSSHTVVENNSRAEKIVSMMLS----------------------------------------------------------EVLNGEFPTVGQTRMLSQEKILQILAEIV  2107
                         ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                                  .          .      .  :. :    :  :    .         ::     :   . *:    .  *.   ::           :    :.    : :             .*: : :        . .:* : ..           
gi|74007005|ref|XP_538052.2| DKEGDR---TSEEGKQKSKGSKPLMPTSTILRLLAELVRSYVGIAT-LIANYSYTVGQSELIKEDCS-VLAFVLDHLLPHTQNAEDKDTPALARLFLASLAAAGSGTDAQVALVNEVKAALGRALAMAESTEKHARLQAVMCIISTIMES  2189
gi|158508566|ref|NP_001103474.1| DKEGDR---ASEEGKQKGKGSKPLMPTSTILRLLAELVRSYVGIAT-LIANYSYTVGQSELIKEDCS-VLAFVLDHLLPHTQNAEDKDTPALARLFLASLAASGSGTDAQVALVNEVKAALGRALAMAESTEKHARLQAVMCIISTIMES  2189
gi|61676188|ref|NP_113584.3| DKEGDR---ASEEGKQKGKGSKPLMPTSTILRLLAELVRSYVGIAT-LIANYSYTVGQSELIKEDCS-VLAFVLDHLLPHTQNAEDKDTPALARLFLASLAAAGSGTDAQVALVNEVKAALGRALAMAESTEKHARLQAVMCIISTIMES  2189
gi|61676190|ref|NP_067498.3| DKEGDR---TSEEGKQKSKGSKPLMPTSTILRLLAELVRSYVGIAT-LIANYSYTVGQSELIKEDCS-VLAFVLDHLLPHTQNAEDKDTPALARLFLASLAAAGSGTDAQVALVNEVKAALGRALAMAESTEKHARLQAVMCIISTIMES  2190
gi|189536055|ref|XP_001923899.1| EQEGDKGASSEESRAAKAKASKPLMPTSTILRLLAELVRSYVGIAT-LITSYNYTAGQSELIKEDCS-VLAFVLDHLLPHTQNSEDKDTPALARLFLASLAAAGTGTDAQAALVNEVKAALSRALGMAEGTEKHARLQAVMCIISTIMES  2189
gi|24642256|ref|NP_573059.1| KFEPCC--CTWHIPTSGHTHAKPTISRATLLKLLADSTRAYQSLVPRVLLSHVYTPADSPLISAPQQTFLGVLLDRFLPITQRHHVPEVSTMTRVLICSLSDCYQQPGVQVHVAEELHAAVARALAQPDSAEKHTRLQVLMSLFPNLIES  2379
gi|25148695|ref|NP_500284.2| KSYPSLAIIIAETQAEGRSALHSLIDTYIIAPIEKIETTNALKTLIAVISASQNSLKAQELLVLDVKNALASYSEKASELRVDLAKLQLDKESEEREEATTSLKKQETEVLSKISELCSIIIIMCQSCPAHHHHHHSSTDR---------  2248
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gi|74007005|ref|XP_538052.2| CPSTSSFYSSATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMANTVNAALKPLETLSRIVNQPSSL------FGSKSASSKSKS--------------------------------------------EQDAQG--------  2281
gi|158508566|ref|NP_001103474.1| CPSTSSFYSSATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMANTVNAALKPLETLSRIVNQPSSL------FGSKSASSKSKS--------------------------------------------EQDAQG--------  2281
gi|61676188|ref|NP_113584.3| CPSTSSFYSSATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMANTVNAALKPLETLSRIVNQPSSL------FGSKSASSKNKS--------------------------------------------EQDAQG--------  2281
gi|61676190|ref|NP_067498.3| CPSTSSFYSSATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMANTVNAALKPLETLSRIVNQPSSL------FGSKSASSKNKS--------------------------------------------EQDAQG--------  2282
gi|189536055|ref|XP_001923899.1| CPSTSSFYSTATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMANTVNAALKPLETLSRIVNQPSSL------FGGKGGSSKNKT--------------------------------------------EHDTVG--------  2281
gi|24642256|ref|NP_573059.1| P---------MLYDKVHMHRNNMYRVLLRQGVMTYLTKVAQYKDLSNHNTLSTLAAILRPMEILLRFSVSTTTLGSKRILFGSGGPGGPNASGNGNNTAGGSSGNGPGSGNTYGTIINRRLYPRLAARTGFGSAMERSNAMGGEHVLRDI  2520
gi|25148695|ref|NP_500284.2| ------------NNRERSSQNAIMKMFHKKRMCADLVKTIHCLQLSTKVSLDTVNQILKTLDTLLEGSTTTTSAT----ITGPRSLMDIVAG----------------------------------------------------------  2324
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gi|74007005|ref|XP_538052.2| ----------------AAQDSNSNQQDPGEPGE---------------------AEVQEEDHDVTQTEVADGDIMDGEAETDSVVIAGQPEVLSSQEMQVENELEDLIDELLERD-----------GGSGNSTIIVSRSGEDE-------  2376
gi|158508566|ref|NP_001103474.1| ----------------AAQDSNSNQQDPGEPGE---------------------TEVQEEDHDVTQTEVADGDIMDGEAETDSVVIAGQPEVLSSQEMQVENELEDLIDELLERD-----------GGSGNSTIIVSRSGEDE-------  2376
gi|61676188|ref|NP_113584.3| ----------------ASQDSSSNQQDPGEPGE---------------------AEVQEEDHDVTQTEVADGDIMDGEAETDSVVIAGQPEVLSSQEMQVENELEDLIDELLERD-----------GGSGNSTIIVSRSGEDE-------  2376
gi|61676190|ref|NP_067498.3| ----------------ASQDSSSHQQDPGEPGE---------------------AEVQEEDHDVTQTEVADGDIMDGEAETDSVVIAGQPEVLSSQEMQVENELEDLIDELLERD-----------GGSGNSTIIVSRSGEDE-------  2377
gi|189536055|ref|XP_001923899.1| ----------------TVRDSNSNTQDQGEVGE---------------------AEPVE---NRDRGQATDSDLMDGEAEGDTVVIAGQPEVLSTQAMQVENELVDLIDELLERD-----------AQTVNSTIIVGRSGEDE-------  2373
gi|24642256|ref|NP_573059.1| IRNVLSDRRHAFEFIFNSDDMAVDSEDAAAPGSGVGGGGSGAGSVGGGVSGSVSGNSSAAVIDVVEERSNGGDTNDPPANVSSASSGAGQSSTSGGPVRPVVNFDQLWDDFLQSEGLRLASRSGGGAGSGSGSVGASSSGQQNGSNTTAS  2670
gi|25148695|ref|NP_500284.2| --------------------RREQRREAA-AGG-------------------IMNEREIDTIFQRDGLAFDGEMENLLRRLQGDHWRGNSVQRGAGQVAEEEEGSETYEERERSD---------------SPSESSEHAGDEE-------  2412
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gi|74007005|ref|XP_538052.2| ----------------------------------SQEDVLMDEAPS-----------------------NLSQASTLQANREDSMNILDPEDEEEHTQEEDSSGSNEDEDDSQDEEEEEE------------------------EDEEDD  2445
gi|158508566|ref|NP_001103474.1| ----------------------------------SQEDVLMDEAPS-----------------------NLSQASTLQANREDSMNILDPEDEEEHTQEEDSSGSNEDEDDSQDEEEEEE------------------------EDEEDD  2445
gi|61676188|ref|NP_113584.3| ----------------------------------SQEDVLMDEAPS-----------------------NLSQASTLQANREDSMNILDPEDEEEHTQEEDSSGSNEDEDDSQDEEEEEE------------------------EDEEDD  2445
gi|61676190|ref|NP_067498.3| ----------------------------------SQEDVLMDEAPS-----------------------NLSQASTLQANREDSMNILDPEDEEEHTQEEDSSGSNEDEDDSQDEEEEEE------------------------EDEEDD  2446
gi|189536055|ref|XP_001923899.1| ----------------------------------SQEDVLMDEAPS-----------------------NMSQASTLQANREDSMNILEPEDEE-HTQEEDSSGSNEDED-SQDEEEEEE------------------------EEEEED  2440
gi|24642256|ref|NP_573059.1| STNSGNNSGIGNLRLRTNPDVDVGSGNGSGSGSGSNAGVVNDNGISGGGGSDGASTSSDTGAPGGARDLNASLLGDVSTSESDSDPSTENDERNEEDEDEDDDAPDEDVDEHSETDVDEERSRQFIEVFDHIYEPESSETASNDADVDND  2820
gi|25148695|ref|NP_500284.2| ----------------------------------VRDDAVETGDGE----------------------VDMADAQDAPLAAPDAPPGINLVDEIMQQVQRDVEDDEEDEDGDQNEHEAEE------------------------DDHDRE  2482
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gi|74007005|ref|XP_538052.2| QEDDEGEEGDEDDDDDGSEMELDEDYP----------------------------DMNASPLVRFERFDREDDLIIEFDNMFSS------ATDIPPSPG-NIPTTHPLMVRHADHSSLTLGSGSSTTRLTQGIGR-----------SQRT  2549
gi|158508566|ref|NP_001103474.1| QEDDEGEEGDEDDDDDGSEMELDEDYP----------------------------DMNASPLVRFERFDREDDLIIEFDNMFSS------ATDIPPSPG-NIPTTHPLMVRHADHSSLTLGSGSSTTRLTQGIGR-----------SQRT  2549
gi|61676188|ref|NP_113584.3| QEDDEGEEGDEDDDDDGSEMELDEDYP----------------------------DMNASPLVRFERFDREDDLIIEFDNMFSS------ATDIPPSPG-NIPTTHPLMVRHADHSSLTLGSGSSTTRLTQGIGR-----------SQRT  2549
gi|61676190|ref|NP_067498.3| QEDDEGEEGDEDDDDDGSEMELDEDYP----------------------------DMNASPLVRFERFDREDDLIIEFDNMFSS------ATDIPPSPG-NIPTTHPLMVRHADHSSLTLGSGSSTTRLTQGIGR-----------SQRT  2550
gi|189536055|ref|XP_001923899.1| QDD---EEGDEDDDDEGSEMELDEDFP----------------------------DINAAPHIRFERFDRDDDLIIEFDNMFST------SADIPPSPG-NIPSSHPLMVRHADHGSLTLGGSGTSSRLAQGMGR-----------SQRS  2541
gi|24642256|ref|NP_573059.1| DDDDEDDVDDDDDDDEDNDDDVREEVQSVMDAEIENRIDIALALVSSNNRPRRSAAVNASGDGSANRTNPDDEVDDEDDDVDADPD---GDPDVDPISGPSAAQAEAYLYERLGSGLMPTPPVGFRVRMNSSIAQPLDIDVNGGNAGSGS  2967
gi|25148695|ref|NP_500284.2| DEDDEDDDDDEDEEEEAEDDDQDEDDVR---------------------------HVEQNPEPLARRLFEEDDDDEEDDDGDEDGDSMEDDVQRLDLDDDYFDMGGPFDAQRMDDMIFPPSFGRPAVTSFADLFR----DDFDFLPPYRA  2601
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gi|74007005|ref|XP_538052.2| LRQLTANTGHTIHVHYPGNRQPNPPLILQRLLGPS----AAADILQLSSSLPLQSRGRARLLVGND---DVHIIAR------------SDDELLDDFFHDQSTATSQAG------------------------TLSS-------------  2643
gi|158508566|ref|NP_001103474.1| LRQLTANTGHTIHVHYPGNRQPNPPLILQRLLGPS----AAADILQLSSSLPLQSRGRARLLVGND---DVHIIAR------------SDDELLDDFFHDQSTATSQAG------------------------TLSS-------------  2643
gi|61676188|ref|NP_113584.3| LRQLTANTGHTIHVHYPGNRQPNPPLILQRLLGPS----AAADILQLSSSLPLQSRGRARLLVGND---DVHIIAR------------SDDELLDDFFHDQSTATSQAG------------------------TLSS-------------  2643
gi|61676190|ref|NP_067498.3| LRQLTANTGHTIHVHYPGNRQPNPPLILQRLLGPS----AAADILQLSSSLPLQSRGRARLLVGND---DVHIIAR------------SDDELLDDFFHDQSTATSQAG------------------------TLSS-------------  2644
gi|189536055|ref|XP_001923899.1| LRQLTANTGHTIHVHYPGNRQPNPPLILQRLLGPS----AAADILQLSSSLPLQSRGRARLMVGNE---DVHIIAR------------SDDELLDDFFHEQSSTGGQAG------------------------TLSS-------------  2635
gi|24642256|ref|NP_573059.1| NAGATGSSGGSGQRSSTGGTTASIGAIASAALRPSSGSWMAPDFNFIRISGGDSSMGSGPAIGGNANGGDMNVFITPSMSLERAGGAPGSGQTMSELLNEQPTGAGGGGGGGSASGVGGVGANGGTTGQHPNATLCTNGVRRRLLYLDQQ  3117
gi|25148695|ref|NP_500284.2| ERRPLARGSHLGGVISEHPLMTRPPAENDVSRRPNTN--IRAEILQMHTRSSLHRQNAIRRTTTEAR--ELEAISRG----------IRMGELPAGRMLVRGTTTHGDG-----------------------------------------  2696
                         ......3160......3170......3180......3190......3200......3210......3220......3230......3240......3250......3260......3270......3280......3290......3300

                                                                       :   *     . .      .  .  . :.:::    * .      :    .    .    :              :                                     
gi|74007005|ref|XP_538052.2| --------------------IPTALTRWTEECKVLDAESMHD-CVSVVKVPIVNHLEFLRDEELEERREKRRKQLAEEET--KITDKGKEDKENRDQSAQCTASKTNDSAEQNLSDG------------------------TPMPDSYPT  2746
gi|158508566|ref|NP_001103474.1| --------------------IPTALTRWTEECKVLDAESMHD-CVSVVKVPIVNHLEFLRDEELEERREKRRKQLAEEET--KITDKGKEDKENRDQSAQCAASKTNDSTEQNLSDG------------------------TPMPDSYPA  2746
gi|61676188|ref|NP_113584.3| --------------------IPTALTRWTEECKVLDAESMHD-CVSVVKVSIVNHLEFLRDEELEERREKRRKQLAEEET--KITDKGKEDKENRDQSAQCTASKSNDSTEQNLSDG------------------------TPMPDSYPT  2746
gi|61676190|ref|NP_067498.3| --------------------IPTALTRWTEECKVLDAESMHD-CVSVVKVPIVNHLEFLRDEELEERREKRRKQLAEEET--KIIDKGKEDKENRDQSAQCTVTKTNDSTEQNVSDG------------------------TPMPDSYPT  2747
gi|189536055|ref|XP_001923899.1| --------------------IPTALTRWTDECKVLDAESMHD-CVAVVKVPILQHLESLRDEELEERREKRRRQLAEEEETAKQNESSAAGEETREQSLQGSGIGTVNGAAENAAEGE--------------------QAQSGVSSCLDP  2744
gi|24642256|ref|NP_573059.1| YCVCMPTHQNPTEETQMETFTQDALHWWLEEATLLDMESQTDACLYAAHFLLPHLIKELKAAHQQRKQEEAARQSTTPASGSNASATSSSTTSVVGTAAPTATSSIASGLLANAVSAGSGSSSLVVPPVAASATGGTRRSSIPVLISSTL  3267
gi|25148695|ref|NP_500284.2| ------------------------------GVHTSFFDHIFDIRPSNVAFSRSGAYRSYNTGDRDERRDIRASQVPTCLERLESYSLSMEPVSSRFVTVIVNSHLNKIHAAREAQIK------------------------KEAEIKAKA  2792
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                                     :    .:                                                                                                   .   .                 *      . :         
gi|74007005|ref|XP_538052.2| TPSSTDAATSES---------------------------KDTLVTLQPSQQQQTLP--------------------------PPPALGEIPQELQSPAGEGGSSTQLLMPVEPEELGP-----------TRPSGEAETTQMELS------  2826
gi|158508566|ref|NP_001103474.1| TPSSTDVATSEP---------------------------RETLVTLQPSQQQPTLP--------------------------TPPALGEIPQELQSPIGEGGSSTQLLMPVEPEELGP-----------TRPSGEAETTQMELS------  2826
gi|61676188|ref|NP_113584.3| TPSSTDAATSES---------------------------KETLGTLQSSQQQPTLP--------------------------TPPALGEVPQELQSPAGEGGSSTQLLMPVEPEELGP-----------TRPSGEAETTQMELS------  2826
gi|61676190|ref|NP_067498.3| TPSSTDAPTSES---------------------------KETLGTLQPSQQQPALP--------------------------PPPSLGEIPQELQSPAEEVANSTQLLMPIELEELGP-----------TRPSGEAETTQMELS------  2827
gi|189536055|ref|XP_001923899.1| PRTSEGFLTAPP---------------------------SGEVTPTTPAPHEQALVSL---------------------ETAISQQVHQPITELLLADSNPDSHGALAGAGLPQLSAP-----------DRPNCEAEASQMEMS------  2829
gi|24642256|ref|NP_573059.1| GPSSASSATSATGNGATSDATTTTGGPTRNFSSVDSNVSSETQTTTRPPRQRGGLRQQSQLPFNIYAEIDLTNEQDSEGDRSTSTTTGTAADGAESQSQHNSSSTAAQVAVPQHQRHPPVPLLPSSGRPSRPHTRLDETELLLLQLTDRQ  3417
gi|25148695|ref|NP_500284.2| KKDAEAAKKAAE----------------------------------------------------------------------DKKKAAEAPAPAPSAEQSDSPASPDAPAPAPEEIGL-----------ATPAATNTTNTVSES------  2855
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                                                                                         **.  :                                                     .       .     . :         :       . 
gi|74007005|ref|XP_538052.2| ------------------------------------------------------PAPTITSLSP---------------------------------------------ERAEDSDALTAVSSQLEGSPMDTSSLASCTLEEAVGDTSAA  2877
gi|158508566|ref|NP_001103474.1| ------------------------------------------------------PAPTITSLSP---------------------------------------------ERAEDSDALTAVSSQLEGSPMDTSSLASCTLEEAVGDAPAT  2877
gi|61676188|ref|NP_113584.3| ------------------------------------------------------PAPTITSLSP---------------------------------------------ERAEDSDALTAVSSQLEGSPMDTSSLASCTLEEAVGDTSAA  2877
gi|61676190|ref|NP_067498.3| ------------------------------------------------------PAPTITSLSP---------------------------------------------ERAEDSDALTAVSSQLEGSPMDTSSLASCTLEEAVGDTPAA  2878
gi|189536055|ref|XP_001923899.1| ------------------------------------------------------PAPTIASLSP---------------------------------------------DIAESSEPVPVGVSQLEGSPMDTSSPASGTQEEPAASSVPS  2880
gi|24642256|ref|NP_573059.1| IRNRLQGSSGHTNSSRTSGSALINARPNRDLPACLQRHDHPAGSIFPRPSANRTPAPTLVSMPTPMSNAALEQLNVTAPDVVRTDRNFALPSSLEVDVDVLPGIVDLPQQEAQPEDDQLLLPPPPPPPPSDTTPLVHAEDDLWPGTVVSA  3567
gi|25148695|ref|NP_500284.2| ------------------------------------------------------VAPNASTRGD--------------------------------------------------DTLTTPAAAQVEDQASEDQHIEEEPMEVGEDDGAAE  2901
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                                     ..  : :             :                 *                   .: .   *    .              * .  *..: :*:****:******.::* **:::    :   :                   
gi|74007005|ref|XP_538052.2| GSSEQPTAGSSTPGDAPTVVTEVQSRGDGSGEPTQPPEDSSPPASSESSSTRDSAVAISGADSRGILEEPLPST------------SSEEEDPLAGISLPEGVDPSFLAALPDDIRREVLQNQLGIRPPTR-------------------  2996
gi|158508566|ref|NP_001103474.1| GSSEQPTAGSSTPGDAPPVVTEVQGRGDGSGEPTQPPEDSSPPASSESSSTRDSAVAISGADSRGILEEPLPST------------SSEEEDPLAGISLPEGVDPSFLAALPDDIRREVLQNQLGIRPPTR-------------------  2996
gi|61676188|ref|NP_113584.3| GSSEQPRAGSSTPGDAPPAVAEVQGRSDGSGESAQPPEDSSPPASSESSSTRDSAVAISGADSRGILEEPLPST------------SSEEEDPLAGISLPEGVDPSFLAALPDDIRREVLQNQLGIRPPTR-------------------  2996
gi|61676190|ref|NP_067498.3| GSSEQPTAGSSTPGDAPSVVAEVQGRPDVSRESNQPPEDSSPPASSESSSTRDSAVAISGADSRGILEEPLPST------------SSEEEDPLAGISLPEGVDPSFLAALPDDIRREVLQNQLGIRPPTR-------------------  2997
gi|189536055|ref|XP_001923899.1| NHMSQELSGSGDSG-----LTDRQTDAETGSTSVSSPGETMPRSDSADS------------QSQAIQEEPLPST------------SNEEEDPLAGISLPEGVDPSFLAALPEDIRREVLQNQLGIRPPSRPP-----------------  2984
gi|24642256|ref|NP_573059.1| GTREESSAPAVATESTEAVNESNQPEPTPESSESTSPNPQAPSAEPTPLEPGAAVDASVGAQTPATTEEAASTAGASGTTATITDMSPEVRAALGDLEVPEGVDPSFLAALPSEMREEVIQEHLRMQRIRQ-------------------  3698
gi|25148695|ref|NP_500284.2| APQSSAATAASSVAGTEEIEDVERQAVEDHVPEIQDNDDTLPYEG-------------AVEHAPAQAPEENVMP-------------EEFRAILGDIIIPDGVDPAFLAALPEEMRAEVIRDYQRQQRAERASRPVPAAQPVAVNPNAPA  3025
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                                               .       :  :.* ** ***  :*.*** ::.      ::::      .     :* .:.: .** : *  :* :*::: :* :*.::  **   * :    :    .      .                     
gi|74007005|ref|XP_538052.2| ---TAPSANSSAPAVVGN-PGVTEVSPEFLAALPPAIQEEVLAQQR----AEQQRRELAQN-ASSDTPMDPVTFIQTLPSDLRRSVLEDMEDSVLAVMPPDIAAEAQALRREQEARQRQLMHERLFGHSST--SALSAILRSPAFTSRLS  3135
gi|158508566|ref|NP_001103474.1| ---TAPSTNNSAPAVVGN-PGVTEVSPEFLAALPPAIQEEVLAQQR----AEQQRRELAQN-ASSDTPMDPVTFIQTLPSDLRRSVLEDMEDSVLAVMPPDIAAEAQALRREQEARQRQLMHERLFGHSST--SALSAILRSPAFTSRLS  3135
gi|61676188|ref|NP_113584.3| ---TAPSTNSSAPAVVGN-PGVTEVSPEFLAALPPAIQEEVLAQQR----AEQQRRELAQN-ASSDTPMDPVTFIQTLPSDLRRSVLEDMEDSVLAVMPPDIAAEAQALRREQEARQRQLMHERLFGHSST--SALSAILRSPAFTSRLS  3135
gi|61676190|ref|NP_067498.3| ---SAPSSNSSAPAVVGN-PGVTEVSPEFLAALPPAIQEEVLAQQR----AEQQRRELAQN-ASSDTPMDPVTFIQTLPSDLRRSVLEDMEDSVLAVMPPDIAAEAQALRREQEARQRQLMHERLFGHSST--SALSAILRSPAFTSRLS  3136
gi|189536055|ref|XP_001923899.1| ---VASTLTTTASAVLGGGPGVTEVSPEFLAALPPAIQEEVLAQQR----AEQQRRELSQQPTQGDQPLDPVTFIQTLPSELRRSVLEDMEDSVLAVMPPDIAAEAAALRREQEARQRQLMHERLFGHSSS--SALSAILRSPAFTSRLG  3125
gi|24642256|ref|NP_573059.1| --------RAQQNAIQIAHDSLVEVNPEFLAALPLNIQSEVLMQQR----IEQQRQ--AAQTANPEDPVDTAAFFQNLPENLRQAILTDMEESQIASLPPELAAEAQFLRRDWESRNGARMDAHPPSNALSRFQTTLQSLDDTRWHSSIW  3834
gi|25148695|ref|NP_500284.2| GGEAAQGEGQAEQPAAAVVPLVEPIDPVFLNALPPELQEEVLAEHERRLREAEEQQRRQNAPPAPVVEMDGAAVIASLPANERAQVLAEMDDAELAGLPADMQNEARRARAQHVEPNMLRYHRLLFRGGVG-------------------  3156
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                                     .        :     :    :      .             *** :::  * :: :*:: ::   **::*:*. * :  *  ::: .*:::::::.* :                                                
gi|74007005|ref|XP_538052.2| GNRGVQYTRLAVQRGGTFQMGGSSSHNRPSGSNVDTLLRLRGRLLLDHEALSCLLVLLFVDEPKLNTSRLHRVLRNLCYHAQTRHWVIRSLLSILQRSSESELCIETPKLSSSEDK-----------------------GKKSSKSCGSS  3262
gi|158508566|ref|NP_001103474.1| GNRGVQYTRLAVQRGGTFQMGGSSSHNRPSGSNVDTLLRLRGRLLLDHEALSCLLVLLFVDEPKLNTSRLHRVLRNLCYHAQTRHWVIRSLLSILQRSSESELCIETPKLSSSEEK-----------------------GKKSSKSCGSS  3262
gi|61676188|ref|NP_113584.3| GNRGVQYTRLAVQRGGTFQMGGSSSHNRPSGSNVDTLLRLRGRLLLDHEALSCLLVLLFVDEPKLNTSRLHRVLRNLCYHAQTRHWVIRSLLSILQRSSESELCIETPKLTTSEEK-----------------------GKKSSKSCGSS  3262
gi|61676190|ref|NP_067498.3| GNRGVQYTRLAVQRGGTFQMGGSSSHNRPSGSNVDTLLRLRGRLLLDHEALSCLLVLLFVDEPKLNTSRLHRVLRNLCYHAQTRHWVIRSLLSILQRSSESELCIETPKLSTSEER-----------------------GKKSSKSCASS  3263
gi|189536055|ref|XP_001923899.1| GNRGVQYTRLAVQRGGTFQMGGSANHSRPSSSNVDSLLRLRGRLLLDHEALSCLLVLLFVDEPKLNTSRLHRVLRNLCYHSQTRGWVIRSLLSILQRSSESELCLETARLEESRGKRSL--------------------GQGSSTSSSSS  3255
gi|24642256|ref|NP_573059.1| YDASGNAQPQHHQHTTIVHQHPHAHHAPNMGKPLALLMMEDENILLDPDSLATLLLFLFVEDQKVNSMRLHRVIRNLCHHEPTRDWIISALISIIQKTNEDNANFGAGQAGGKPEWLKLRVDAAFGYKSNIFLINRLYEGSARSISINPQ  3984
gi|25148695|ref|NP_500284.2| ---GAPGAIGTVRARTNARAAANAGPSVGQNAGNAIQAPPDQPHLLDRESILTLCLLYLVDNNRVPHTRLQKVLRSACVNQTTCDFIVWCLLALLDKASEANTDDEE-------------------------------------------  3260
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                                                      ..    :.    :        : :                             . .: ::.  .     : *  : :   .    .           :                            :** 
gi|74007005|ref|XP_538052.2| SHENRP---LDLLHKMESKSSNQLSWLSVSMDAALGCRTNIFQIQR----SGGRKHTEKHAS----------SGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRTKETNCESDRERGSKQACSPCSSQSTSS----GICTDFWD  3391
gi|158508566|ref|NP_001103474.1| SHENRP---LDLLHKMESKSSNQLSWLSVSMDAALGCRTNIFQIQR----SGGRKHTEKHAS----------SGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRTKETNCESDRERGSK-ACSPCSSQSTSS----GICTDFWD  3390
gi|61676188|ref|NP_113584.3| SHENRP---LDLLHKMESKSSNQLSWLSVSMDAALGCRTNIFQIQR----SGGRKHTEKHAS----------GGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRTKETNCESDRERGNK-ACSPCSSQSSSS----GICTDFWD  3390
gi|61676190|ref|NP_067498.3| SHENRP---LDLLHKMESKSSNQLSWLSVSMDAALGCRTNIFQIQR----SGGRKHTEKHAS----------SGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRTKETNCESDRERGSKQACSPCSSQSSSS----GICTDFWD  3392
gi|189536055|ref|XP_001923899.1| SSSSSS---LELLNRVESRSSSQLSWLSVSMDAALGCRTNIFQIQR----VSGRKHAERHSAG--------GSGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRCKDPLSSSSSELDTRLCASSTPTMSASCR--SGISTDFWD  3388
gi|24642256|ref|NP_573059.1| AAQMIVRNCLDLLFVLAKHYPSSFVPFNRDVKARR-ILSAVFGMPSPTAGSGGGAGSGSAASGGLTGYDDVPPGGTLDFRSRFCRYQVVNRLRSIFDDHPAPKPSVPLDEAPSTSKAAAAKAAATAKVSTAGSQNKHSVPYQTNAKNFWD  4133
gi|25148695|ref|NP_500284.2| ------------------ILSNVPAWLDSIAVSGVGHNERAIRISEN--------------------------AQKISIHSMLAIPMCKNILDLLANIARAYPGNFLPLILRHGAKPTDTPKQAP------------------SFAQFWT  3348
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                                  :: :  :    :                         .:. .*:**::: *   :: :*  *.: :::: : :   ** :       .                                                              
gi|74007005|ref|XP_538052.2| LLVKLDNMNVSRKG---KNSVKSVPVSAGGEGETSPYSLEASPLGQLMNMLSHPVIRRSSLLTEKLLRLLSLISIALPENKVSEAQANSGSSASSTTVAT--STTSTTTTTAASSTPTPPAATTPVTSAPALVAATAISTIAVAASTTVT  3536
gi|158508566|ref|NP_001103474.1| LLVKLDNMNVSRKG---KNSVKSVPVSAGGEGETSPYSLEASPLGQLMNMLSHPVIRRSSLLTEKLLRLLSLISIALPENKVSEAQANSGSSASSTTVAT--STTSTTTISATSSTSTLPAATTPVTSVPALVAATAISTIAVAASTTVT  3535
gi|61676188|ref|NP_113584.3| LLVKLDNMNVSRKG---KNSVKSVPVSAGGEGETSPYSLEASPLGQLMNMLSHPVIRRSSLLTEKLLRLLSLISIALPENKVSEAQANSGSGASSTTTAT--STTSTTTTTAASTTPTPPTAPTPVTSAPALVAATAISTIVVAASTTVT  3535
gi|61676190|ref|NP_067498.3| LLVKLDNMNVSRKG---KNSVKSVPVSSGGEGETSPHSLEASPLGQLMNMLSHPVIRRSSLLTEKLLRLLSLISIALPENKVSEVQTNSSNSGSSTAATSNTSTTTTTTTTATAPTPTPPAATTPVTSAPALVAATAISTITVAASTTVT  3539
gi|189536055|ref|XP_001923899.1| LLVKLDNMNVSRKG---KASMKTVPLGGVGETEGALFSLEASPLGQLMNMLSHPVIRRSSLLTEKLLRLLSLISIALPDNKATEVPAS-----------------HPVPQTPTATPSAPAPQTTAGSGTISAVAATGTTQGSVGSVGTTP  3518
gi|24642256|ref|NP_573059.1| VVLNIDQQTQVRLANVAQFPLTSQPAWEWQPNTADFLSFSESPFGQLLEMLPYKVICRSPHLTDMLVKLLASLSTELPKEEELLPLSDQMP-----------PLVPIGPVQRAGAAAAAAHPPPPQPPAENTATATEIGDGLAANIEEQA  4272
gi|25148695|ref|NP_500284.2| MVQNTTKVPKSKDWT-----------------ATPEQQLEECPLGQMLNSLRKPIMAKS-PLKEKVLKVASQIMVTLPMDTLKLLGND--------------------------------------------------------------  3418
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                                                                              .:*:: ::*:*  . : *** :  .:: :  :  .  :   . . *  .   *.  :   :  *: *:   : .:      : . : .  .            .  
gi|74007005|ref|XP_538052.2| TPTTATTTVSTSTTTKASKSPAKVGDGGSSS-ADFKMVSSGLTENQLQLSVEVLTSHSCSEEGLEDAANVLLQLSR-GDPATRDTVLKLLLNGARHLGYTLCKQIGTLLAELREYNLEQQ---RRAQCETLSPDGLPEEQPQTTKLKGKM  3681
gi|158508566|ref|NP_001103474.1| TPTTATTTVSTATTTKASKSPAKVGDIGSSSSTDFKMVSSGLTENQLQLSVEVLTSHSCSEEGLEDAANVLLQLSR-GDPGTRDTVLKLLLNGARHLGYTLCKQIGTLLAELREYNLEQQ---RRAQCETLSPDGMPEEQPQTTKLKGKM  3681
gi|61676188|ref|NP_113584.3| TPTTATTTVSISPTTKGSKSPAKVSDGGSSS-TDFKMVSSGLTENQLQLSVEVLTSHSCSEEGLEDAANVLLQLSR-GDSGTRDTVLKLLLNGARHLGYTLCKQIGTLLAELREYNLEQQ---RRAQCETLSPDGLPEEQPQTTKLKGKM  3680
gi|61676190|ref|NP_067498.3| TPTTATTTVSTS-TTKGSKSPAKVGEGGSGI--DFKMVSSGLTENQLQLSVEVLTSHSCSEEGLEDAANVLLQLSR-GDSGTRDTVLKLLLNGARHLGYTLCKQIGTLLAELREYNLEQQ---RRAQCETLSPDGLPEEQPQTTKLKGKM  3682
gi|189536055|ref|XP_001923899.1| SQPAATISVVAGSTTASSIIAGKLKPAVSITDIESKLASTGLTEKQLQLSVEVLTSHSCSEEGLEDAANILLQLSR-GDAPTRDTVLRLLLSGARHLGYTLCKQIGTLLAELREYNLEQQ---RRARADAQSPEASHDDPSITTRLKGKM  3664
gi|24642256|ref|NP_573059.1| SPASGNPASGDSNAGAKRTQLPTLSVALPVTPSKPRRKIYSKNFSQLQLVIEVLTHQCGTTEGLDNVAKLIVNLTQ-CSQASSAIFIQYLTAAILGLAEEVRQAIQMLLNEIRMYNIHQGGAGTTSQAASTSGAAAATASYVPTVSGASL  4421
gi|25148695|ref|NP_500284.2| -------------------------------------ESRKPLAEKLEFVIQVMTTGSCSTEGLADGLTILSEAMRSLSDSTSVDIYEHLFLAVSKLGGELLPQVDRLIVELDEAQKKEE---VSSVAPSDQPTSSKTAQLVVDTSAAGR  3528
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gi|74007005|ref|XP_538052.2| QSRFDMAE---------NVVIVASQKRP----LGGRELQLPSMSMLTSKTSTQKFFLRVLQVIIQLRDDTRRANKKAKQTG-RLGSSGLGSASSIQAAVRQLEAEADAIIQMVREG--QRARRQQQAATSESS-QSEASVRREESPMDVD  3814
gi|158508566|ref|NP_001103474.1| QSRFDVAE---------NVVIVASQKRP----LGGRELQLPSMSMLTSKTSTQKFFLRVLQVIIQLRDDTRRANKKAKQTG-RLGSSGLGSASSIQAAVRQLEAEADAIIQMVREG--QRARRQQQAATSESS-QSEASVRREESPMDVD  3814
gi|61676188|ref|NP_113584.3| QSRFDMAE---------NVVIVASQKRP----LGGRELQLPSMSMLTSKTSTQKFFLRVLQVIIQLRDDTRRANKKAKQTG-RLGSSGLGSASSIQAAVRQLEAEADAIIQMVREG--QRARRQQQAATSESS-QSEASVRREESPMDVD  3813
gi|61676190|ref|NP_067498.3| QSRFDMAE---------NVVIVASQKRP----LGGRELQLPSMSMLTSKTSTQKFFLRVLQVIIQLRDDTRRANKKAKQTG-RLGSSGLGSASSIQAAVRQLEAEADAIIQMVREG--QRARRQQQAATSESSNQSETSVRREESPMDVD  3816
gi|189536055|ref|XP_001923899.1| TSRFDGSE---------SVVIVAAQKRT----LGGRELQLPCMSSLTSKTSTQKFFLRVLQVIIQLREDTRRANKKAKQTGGRLSSTSLGSASSIQAAVRQLEAEADAIIQMVREG--QRARRLQQAPPPSSS-ASSSAAARDDSPMDVD  3798
gi|24642256|ref|NP_573059.1| LPNLAVHEGIMQDRFTAEHVIISAPKNA----KPTCELQLPSMKKLMSNSSAQPYFLRTLKIFMQVRDMYEAQNGLSTGGG----------------VACGAGDNDDDIIDIEGDGGASGGSSSDMAPGSASTISPPPPMETNQIAQDGD  4551
gi|25148695|ref|NP_500284.2| VATGRFDG---------ERLVIDGDQNMRLQMSSCKELQLPAVTVLTDKGGAQYALLSALQTLVKVRNHMKAIRKDK---------------------AKRAKDAEKKLKEKETPSTSAPAAPAAPATAPTAPAAPDAPVENNEVPEPAA  3648
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gi|74007005|ref|XP_538052.2| QPSPSAQDTQSIG-SDGTPQGEKEKEERPPELPLLSEQLSLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATER-ESKPPVRDTRE-------------------SQLAHIKDEPPPLSPAPLTPATP--------------  3929
gi|158508566|ref|NP_001103474.1| QPSPSAQDTQSIG-SDGTPQGEKEKEERPPELPLLSEQLNLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATER-ESKPPVRDTRE-------------------SQLAHIKDEPPPLSPAPLTPATP--------------  3929
gi|61676188|ref|NP_113584.3| QPSPSAQDTQSIA-SDGTPQGEKEKEERPPELPLLSEQLSLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATER-ESKPPVRDTRE-------------------SQLAHIKDEPPPLSPAPLTPATP--------------  3928
gi|61676190|ref|NP_067498.3| QPSPSAQDTQSIVISDGTPQGEKEKEEKPPELPLLSEQLSLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATER-ESKPPVRDTRE-------------------SQLAHIKDEPPPLSPAPLTPATP--------------  3932
gi|189536055|ref|XP_001923899.1| QPSPLEQDQPTLGESGEESSSQQEQEERLPDLPLLSEQLLLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATER-ESKPPVRDTRE-------------------SQLSHIKDEPPPLSPAPLTPATP--------------  3914
gi|24642256|ref|NP_573059.1| DDEEDDDEARSFPGVGNHAVASASKSTK----PTLSQILCLDVLWNTLSECLVALEESKDEFAVLVLQPTVEAFFLIHASHRGASKKSGRSFMPNAAGFGLRAAAGAGAIGGLGAAAPSAQEYSPFMDDVSSANTPSSASFDDEPRMQDA  4697
gi|25148695|ref|NP_500284.2| ELEEVNDEEPRIS----------------------ERLSSLESLWNSLSECLLRLGKASDPHAVLALQPAAEAFFLVHASQQNKLKAKDAEAKR-------------------------KESQAASSSAAAAVAS---------------  3736
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gi|74007005|ref|XP_538052.2| SSLDPFFSREPSSMHISS---SLPPDTQKFLRFAETHRTVLNQILRQSTTHLADG-PFAVLVDYIRVLDFDVKRKYFRQELERLDEGLR---KEDMAVHVRRDHVFEDSYRELHRKSPEEMKNRLYIVFEGEEGQDAGGLLREWYMIISR  4072
gi|158508566|ref|NP_001103474.1| SSLDPFFSREPSSMHISS---SLPPDTQKFLRFAETHRTVLNQILRQSTTHLADG-PFAVLVDYIRVLDFDVKRKYFRQELERLDEGLR---KEDMAVHVRRDHVFEDSYRELHRKSPEEMKNRLYIVFEGEEGQDAGGLLREWYMIISR  4072
gi|61676188|ref|NP_113584.3| SSLDPFFSREPSSMHISS---SLPPDTQKFLRFAETHRTVLNQILRQSTTHLADG-PFAVLVDYIRVLDFDVKRKYFRQELERLDEGLR---KEDMAVHVRRDHVFEDSYRELHRKSPEEMKNRLYIVFEGEEGQDAGGLLREWYMIISR  4071
gi|61676190|ref|NP_067498.3| SSLDPFFSREPSSMHISS---SLPPDTQKFLRFAETHRTVLNQILRQSTTHLADG-PFAVLVDYIRVLDFDVKRKYFRQELERLDEGLR---KEDMAVHVRRDHVFEDSYRELHRKSPEEMKNRLYIVFEGEEGQDAGGLLREWYMIISR  4075
gi|189536055|ref|XP_001923899.1| SSLDPFFSREPSSMHISS---NLPPDTQKFLRFAETHRTVLNQILRQSTTHLADG-PFAVLVDYIRILDFDVKRKYFRQELERLDEGLR---KEDMAVHVRRDHVFEDSYRELHRKSPEDMKNRLYIVFEGEEGQDAGGLLREWYMIISR  4057
gi|24642256|ref|NP_573059.1| STNTPLVTNPSTSTAMSAHEAQLRQDRQKFLQFAEKHRTVLNQILRQSPTHLSDG-PFAVLVDHTRILDFDVKRKYFQTELERLDEGIR---REEHTVSVRRVTVFEDSFRVLYRLGPEEWKNRFYIVFEDEEGQDAGGLLREWYVIISR  4843
gi|25148695|ref|NP_500284.2| ------------SVSHDGLREDLDPDTAKLIEFAEKHRQVLNQALRQNNAVLSAGGPFAILTQFPKLLDFDVKRKYFRKELTKLEPSMPRYRRNDVSVQVSRNRVFSDSFRELFRLRPSEWKNRFYIIFQGEEGQDAGGLLREWFSVITR  3874
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gi|61676188|ref|NP_113584.3| EMFNPMYALFRTSPGDRVTYTINPSSHCNPNHLSYFKFVGRIVAKAVYDNRLLECYFTRSFYKHILGKSVRYTDMESEDYHFYQGLVYLLENDVSTLGYDLTFSTEVQEFGVCEVRDLKPNGANILVTEENKKEYVHLVCQMRMTGAIRK  4221
gi|61676190|ref|NP_067498.3| EMFNPMYALFRTSPGDRVTYTINPSSHCNPNHLSYFKFVGRIVAKAVYDNRLLECYFTRSFYKHILGKSVRYTDMESEDYHFYQGLVYLLENDVSTLGYDLTFSTEVQEFGVCEVRDLKPNGANILVTEENKKEYVHLVCQMRMTGAIRK  4225
gi|189536055|ref|XP_001923899.1| EMFNPMYALFRTSPGDRVTYTINPSSHCNPNHLSYFKFVGRVVAKAVYDNRLLECYFTRSFYKHILGKSVRYTDMESEDYPFFQGLVYLLENDVSTLGYELTFSTEVQEFGVCEVRDLKANGANILVTEENKKEYVHLVCQMKMTGAIRK  4207
gi|24642256|ref|NP_573059.1| EIFNPMYALFCVSPGDRVTYMINPSSHANPNHLSYFKFVGRVIAKAVHDNKLLECYFTRSFYKHILGKQVKHTDMESQDYEFYKGLDYLMKNDISTLGYELTFSTEVQEFGVTQIRDLKPNGRDTAVTEENKFEYVQLVCQLKMSGSIRQ  4993
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gi|74007005|ref|XP_538052.2| QLAAFLEGFYEIIPKRLISIFTEQELELLISGLPTIDIDDLKSNTEYHKYQSNSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGIQKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESFEKLRHMLLLAIQECSEGF  4372
gi|158508566|ref|NP_001103474.1| QLAAFLEGFYEIIPKRLISIFTEQELELLISGLPTIDIDDLKSNTEYHKYQSNSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGIQKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESFEKLRHMLLLAIQECSEGF  4372
gi|61676188|ref|NP_113584.3| QLAAFLEGFYEIIPKRLISIFTEQELELLISGLPTIDIDDLKSNTEYHKYQSNSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGIQKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESFEKLRHMLLLAIQECSEGF  4371
gi|61676190|ref|NP_067498.3| QLAAFLEGFYEIIPKRLISIFTEQELELLISGLPTIDIDDLKSNTEYHKYQSNSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGIQKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESFEKLRHMLLLAIQECSEGF  4375
gi|189536055|ref|XP_001923899.1| QLAAFLEGFYEIIPKRLISIFTEQELELLISGLPTIDIDDLKANTEYHKYQSSSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGIQKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESYEKLRHMLLLAIQECSEGF  4357
gi|24642256|ref|NP_573059.1| QLDAFLEGFYDIIPKHLISIFNEQELELLISGLPDIDIEDLKANTEYHKYTSKSAQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFGSLEGMNGIQKFQIHRDDRSTDRLPCAHTCFNQLDLPMYKSYDKLRSCLLKAIHECSEGF  5143
gi|25148695|ref|NP_500284.2| QLDAFLTGFYEIIPKDLISMFNEQELELLISGLPTVDIDDMAANTDYKGFQKTSTHIQWFWRALRSFEKEDKAKFLQFVTGTSKVPLQGFASLEGMNGVQKFSIHMDSRGGDRLPAAHTCFNQLDLPQYESYEKLRQSLLLAIRECTEGF  4174
                         ......5260......5270......5280......5290......5300......5310......5320......5330......5340......5350......5360......5370......5380......5390......5400

                                  *:*
gi|74007005|ref|XP_538052.2| GLA  4375
gi|158508566|ref|NP_001103474.1| GLA  4375
gi|61676188|ref|NP_113584.3| GLA  4374
gi|61676190|ref|NP_067498.3| GLA  4378
gi|189536055|ref|XP_001923899.1| GLA  4360
gi|24642256|ref|NP_573059.1| GFA  5146
gi|25148695|ref|NP_500284.2| GFA  4177
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