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gi|37537522|ref|NP_659097.2| -MNG-QAPPHDVVVANGTEKFIVPKIKKNQLGASTPSRP--QAEAALPTTARSIAGVYVEASGQTQSIYAAIKQGLLPTGLGLTLLEAQAATGGLVDLAQGQLLPVSEALRRGLVGLELKEKLLAAERAVTGYPDPYGGEKLSLFQAIKK   150
gi|109480932|ref|XP_001059215.1| -MNG-QAPPHDVVVANGTEKLIVPKIMKNQSEASTPSRP--QAKAALPTTARSIAGVYVEASGQTLSIYDAMKQGLLPTGLGVTLLEAQAATGGLMDLAQGQLLPVSEALRRGLVGLELKEKLLAAERAVTGYPDPYGGEKLSLFQAIRK   150
gi|207452735|ref|NP_112598.2| -MSGHTLPPLPVPGTNSTEQASVPRAMAATLGAGTPPRP----------QARSIAGVYVEASGQAQSVYAAMEQGLLPAGLGQALLEAQAATGGLVDLARGQLLPVSKALQQGLVGLELKEKLLAAERATTGYPDPYGGEKLALFQAIGK   150
gi|114622142|ref|XP_520007.2| --------------------------MAATLGAGTPPRP----------QARSIAGVYVEASGQAQSVYTAMEQGLLPAGLGLALLEAQAATGGLVDPAQGQLLPVSKALQQGLVGLELKEKLLAAERATTGYPDPYGGEKLALFQAIGK   150
gi|73974852|ref|XP_532347.2| MMNGHASPPPDALAASSTALTG-PKTMKAMAGTSTPSRPRPQPQAALSAQSKSIAGVYVEASSQAQSLYATMKQGLLSEELGLALLEAQAATGGLVDPTQSQVLSVSEAVQQGLVGLELKGKLLAAERAVTGYPDPYGGGRLSLFQAIRK   150
gi|292624226|ref|XP_001922664.2| ------MPALNNFQGP-------------------------------------VAGVFLENSNETITIYQAYKKRLLNPGSCLALLEAQAATGGIIDPVKNRTCSVEDAVKEGIVGCELKEKLQLAERAIVGYTDPYTNQKISLFQAMQK   150
gi|292624221|ref|XP_002665585.1| ------MPALNNFQGP-------------------------------------VAGVFLENSNETITIYQAYKKRLLNPGSCLALLEAQAATGGIIDPVKNRTCSVEDAVKEGIVGCELKEKLQLAERAIVGYTDPYTNQKISLFQAMQK   150
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gi|37537522|ref|NP_659097.2| EVVDRTLGWRLLEAQLATGGLVDPTQGVQVAPELACQQGLLDKETWLSLVESEPSMGTPGFSDPNTLEQLPYSVLLGRCVQDPSSGLPLLPLKTTFHTLAGAASASMLLEAGVLNEEMVRDLQEGMLVVSDVGTRPEVRRYLEGTGGLAG   300
gi|109480932|ref|XP_001059215.1| EVVDKTLGWRLLEAQLATGGLVDPTQGVQVAPELACQQGLLDKETWLSLMESEPSMGTLGFSDPNTLEQLPYSVLLGRCVLDPSSGLPLLPLKTTFHTLAGAASAAMLLEAGVLNEETVRGLQEGTLVVSDVGTRPEVQRYLEGTGGLAG   300
gi|207452735|ref|NP_112598.2| EVVDRALGQSWLEVQLATGGLVDPAQGVLVAPEPACHQGLLDRETWHKLSELEPGTGDLRFLNPNTLERLTYHQLLERCVRAPGSGLALLPLKITFRSMGGAVSAAELLEVGILDEQAVQGLREGRLAAVDVSARAEVRRYLEGTGSVAG   300
gi|114622142|ref|XP_520007.2| EVVDRALGQSWLEVQLATGGLVDPAQGVLVAPEPACHQGLLDRETWHKLSELEPGTGNLRFLDPNTLERLTYHQLLERCVRAPGSGLALLPLKITFRSMGGAVSAAELLEVGILDEQAVQGLREGRLAAADVSARAEVRRYLEGTGSVAG   300
gi|73974852|ref|XP_532347.2| EVVDRAQGWRWLEAQLATGGLADPIRGVRVAPELACQQGLLDQETWHVLLECKPGSGAPGFQDPNTLEWLSYRELLGRCVRAPTTGLALLPLKITFHTLSGAVSLAELLEVGILDEETARGLQEGKLAVPDVSARADVKHYLQGTGGIAG   300
gi|292624226|ref|XP_001922664.2| DVIPKEYGIRLLEAQISAKGIYDPIEKCYLTEEQAYRRGHYDENLFRGQKD-----ALKVFYDPNSQENLTYPTLIKKCTVAPETGLLLFPIYITFKGLRRGVTSAELLASKIIDQQTFENLHKGKTTTQDVMLMETVKEYLEGKKSIGG   300
gi|292624221|ref|XP_002665585.1| DVIPKEYGIRLLEAQISAKGIYDPIEKCYLTEEQAYRRGHYDENLFRGQKD-----ALKVFYDPNSQENLTYPTLIKKCTVAPETGLLLFPIYITFKGLRRGVTSAELLASKIIDQQTFENLHKGKTTTQDVMLMETVKEYLEGKKSIGG   300
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gi|37537522|ref|NP_659097.2| VVLLPGGHKKSFFQATVEHLVSKGIALQLLEAQAATRTLVHPTTGQRLWVEEAVKAGLVGPELHEQLLVAEQAVTGYYDPFSSSRIPVFQAMKKGLVDQPLALRLLDAQLATGGLICPARRFRLPLEAALRFGCLDEETRQRLSQA----   450
gi|109480932|ref|XP_001059215.1| VVLLPGGHKKSFFQATVEHSLSKGIALQLLEAQAATRTLVHPSTGQRLWVEEAVKTGLVGPDLHEQLLVAEQAVTGYYDPFSSSRIPLFQAMKKGLVDQPLALRLLDAQVATGGLICPARRFRLPLEAALRFGCLDEETRQRLSQT----   450
gi|207452735|ref|NP_112598.2| VVLLPEGHKKSFFQAATEHLLPMGTALPLLEAQAATHTLVDPITGQRLWVDEAVRAGLVSPELHEQLLVAEQAVTGHHDPFSGSQIPLFQAMKKGLVDRPLALRLLDAQLATGGLVCPARRLRLPLEAALRCGCLDEDTQRQLSQA----   450
gi|114622142|ref|XP_520007.2| VVLLPEGHKKSFFQAATEHLLPMGTALPLLEAQAATHTLVDPITGQRLWVDEAVRAGLVSPELHEQLLVAEQAVTGHHDPFSGSQIPLFQAMKKGLVDRPLALRLLDAQLATGGLVCPARRLRLPLEAALHCGCLDEDTQRQLSQA----   450
gi|73974852|ref|XP_532347.2| VVQLPAGHKKSIFQAITEHLLPMGTGLLLLEAQAATCTLVDPATGQWLSVDEAVRSGLLGPELHRKLLVAEQAVTGYHDPFSGTQVPLFQAMKKELVDRTLALRLLDAQLATGGLVCPARRLRLPLEAALRLGCLDEETQQCLSQA----   450
gi|292624226|ref|XP_001922664.2| VALLSTNKKMSIYQAMRQGIIMPGTGLILLEAQAATGFMIDPVENKTYSVHEAIKQKIVGPEYHAKLLAAERAVTGYKDPYTGETISLFQALKKELIVKEHGIRLLEAQIATGGIIDPINSHRVPVDVAYKRGFFNEEMNAILEDTGDDT   450
gi|292624221|ref|XP_002665585.1| VALLSTNKKMSIYQAMRQGIIMPGTGLILLEAQAATGFMIDPVENKTYSVHEAIKQKIVGPEYHAKLLAAERAVTGYKDPYTGETISLFQALKKELIVKEHGIRLLEAQIATGGIIDPINSHRVPVDVAYKRGFFNEEMNAILEDTGDDT   450
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gi|37537522|ref|NP_659097.2| MGFSDPTTHDRLGYEQLLALSVTDPETGLAFLPLPGMSHANEPQGPTFIDHCTRQALSKATTSISVGRYQGRPVSLWELLFSESVPVKKRAMLAQRHQEGALSVEELAAELKNIVEQAAATAKVTFAGLRDTVTPGELLKAEIINQDLFE   600
gi|109480932|ref|XP_001059215.1| MGFSDPTTHDRLHYEQLLALSVTDPETGLAFLPLLGMSHANEPQGLPFIDHCTRHVLSKATTSVSVGRYQGRPVSLWELLFSEAVPVKQRAMLAQKHQNGALSVEALAAELKSIVQQAAATAKVTFAGLRDTVTPGELLKAEIINQDLFE   600
gi|207452735|ref|NP_112598.2| GSFSDG-THGGLRYEQLLALCVTDPETGLAFLPLSGGPRGGEPQGPPFIKYSTRQALSTATATVSVGKFRGRPVSLWELLFSEAISSEQRAMLAQQYQEGTLSVEKLAAELSATLEQAAATARVTFSGLRDTVTPGELLKAEIIDQDLYE   600
gi|114622142|ref|XP_520007.2| GSFSDG-THSSLRYEQLLALCVTDPETGLAFLPLSGGPRGGEPQGPPFIKYSTRQALSTATATVSVGKFRGQPVSLWELLFSEAISSEQRAMLAQQYQEGTLSVEKLAAELSATLEQAAATARVTFSGLRDTVTPGELLKAEIIDQDLYE   600
gi|73974852|ref|XP_532347.2| AGFSDPSTQESLGYGQLLARCVTDPETGLAFLPLSHGPPGDEPQGSPFIDHSTRQALSEATATVSVGKFQGRPVSLWELLFSGPVPAEQRAALAQQYRDSAISVEEMAAVLTAALEQATAVARTTFAGLRVPVTPDELLKAEIIEQDVYE   600
gi|292624226|ref|XP_001922664.2| KGFFDPNTKENLTYLQLLDHCVIDPATGLTLLPIQD-PSGN--RNHTFIDYDIKKIFKGVKVKVTCGKYMGMTVSLWELLMSEYFTEQQRQDFIQQYKSRTLTIEILITKVLEIIEYSVKTAKVVFEGIREKVSATQLVEADIITENDLK   600
gi|292624221|ref|XP_002665585.1| KGFFDPNTKENLTYLQLLDHCVIDPATGLTLLPIQD-PSGN--RNHTFIDYDIKKIFKGVKVKVTCGKYMGMTVSLWELLMSEYFTEQQRQDFIQQYKSRTLTIEILITKVLEIIEYSVKTAKVVFEGIREKVSATQLVEADIITENDLK   600
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gi|37537522|ref|NP_659097.2| QLERGQTSAQDVGSLDSVQRYLQGTGSIAGLLLPDSQERLSIYEARSKGLLRPGTALILLEAQAATGFIIDPKENKRYSVEEALRAGVIGPDVYAKLLSAEHAVTGYTDPYSGEQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVH   750
gi|109480932|ref|XP_001059215.1| QLERGQTSARDVGSLDSVQRYLQGTGCIAGLLLPDSQERLRIYEARSKGLLRPGTALILLEAQAATGFIIDPKENKRYSVEEALRAGVIGLDVYAKLLSAERAVTGYTDPYSGEQISLFQAMQRELIVRDHGIRLLEAQIATGGVIDPVH   750
gi|207452735|ref|NP_112598.2| RLEHGQATAKDVGSLASAQRYLQGTGCIAGLLLPGSQERLSIYEARCKGLLRPGTALILLEAQAATGFIIDPKANKGHSVEEALRAAVIGPDVFAKLLSAERAVTGYTDPYTGQQISLFQAMQKGLIVREHGIRLLEAQIATGGVIDPVH   750
gi|114622142|ref|XP_520007.2| RLEHGQATAKDVGSLASVQRYLQGTGCIAGLLLPGSQERLSIYEARCKGLLRPGTALILLEAQAATGFIIDPKANKGHSVEEALRAAVIGPDVFAKLLSAERAVTGYTDPYTGQQISLFQAMQKGLIIREHGIRLLEAQIATGGVIDPVH   750
gi|73974852|ref|XP_532347.2| RLKQGQTTAQEVGRLASVQKYLRGTGCIAGVLVPGSQERLSIYEAREKGLLRPGTALILLEAQAATGFILNPKENKSSSVEAALRAGLIGPDVFAKLLSAERAVTGYTDPYTGEQISLFQAMQKELIVRDHGIRLLEAQVATGGIIDPVH   750
gi|292624226|ref|XP_001922664.2| DLREGKKTVKDVTEDESVQTYLQGKPGIAGVLLPDSQ-VMSIYQARQKGILRPGTSLVLLEAQAATGFIIDPIANRKFSVDDAVKARVVGVDVHAKLCSAEKAVTGYQDPYTGKKISLFQAMQKDLIVKDHGIRLLEAQIATGGIIDPVN   750
gi|292624221|ref|XP_002665585.1| DLREGKKTVKDVTEDESVQTYLQGKPGIAGVLLPDSQ-VMSIYQARQKGILRPGTSLVLLEAQAATGFIIDPIANRKFSVDDAVKARVVGVDVHAKLCSAEKAVTGYQDPYTGKKISLFQAMQKDLIVKDHGIRLLEAQIATGGIIDPVN   750
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gi|37537522|ref|NP_659097.2| SHRVPVDVAYQRGYFDQILNSILLDPSDDTKGFFDPNTHENLTYLQLLERCVHDSETGLHLLPLS-STRPQLVDSSTRQAFQKLLLSVKYGRFRGQRVSAWELVNSEYFTEDRRRQLLQRYRQRKITLEQVTQLL-----EKEMRRWTDI   900
gi|109480932|ref|XP_001059215.1| SHRVPVDVAYQRGYFDQMLNSILLDPSDDTKGFFDPNTHENLTYLQLLERCIHDSETGLHLLPLS-GTRPQLVDSSTRQAFQNLLISVKYGRFRGQRVSAWELINSEYFKEDWRRQLLRRCQQRKITLEQVTQLL-----EKEMRRWADV   900
gi|207452735|ref|NP_112598.2| SHRVPVDVAYRRGYFDQMLNLILLDPSDDTKGFFDPNTHENLTYLQLLERCVRDPETGLYLLPLS-STQSPLVDSATQQAFQNLLLSVKYGRFQGQRVSAWELINSEYFSEGRRRQLLRRYRQREVTLGQVAKLL-----EAETQRQADI   900
gi|114622142|ref|XP_520007.2| SHRVPVDVAYRRGYFDQMLNLILLDPSDDTKGFFDPNTHENLTYLQLLERCVRDPETGLYLLPLS-STQSPLVDSATQQAFQNLLLSVKYGRFQGQRVSAWELINSEYFSEGRRRQLLRRYRRREVTLGQVAKLL-----EAETQRQADI   900
gi|73974852|ref|XP_532347.2| SHRLPVDVAYQRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYLQLLERCVLDPDTGLYMLPLG-NAQTQLVDGATQQAFQSLLLSVKYGRFRGQTVSAWELINSECFSEDQRRRVLQDYRRHRVSLEQVAQLL-----EREIGRGLDV   900
gi|292624226|ref|XP_001922664.2| SHRIPVHIAYKRGYFDTEMNQILNDPTDDTKGFFDPNTHENLTYMQLMSRCVTDQSTGLCLLKIKGNDKRVKIGDSIKETFQTTYVSVRYGRFSNKKVTLWDLLNSEYLFEEKRQELLKSYKSKIITTEEIIAIILKIIESKEVQRNADL   900
gi|292624221|ref|XP_002665585.1| SHRIPVHIAYKRGYFDTEMNQILNDPTDDTKGFFDPNTHENLTYMQLMSRCVTDQSTGLCLLKIKGNDKRVKIGDSIKETFQTTYVSVRYGRFSNKKVTLWDLLNSEYLFEEKRQELLKSYKSKIITTEEIIAIILKIIESKEVQRNADL   900
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gi|37537522|ref|NP_659097.2| TLPALQGQVTAYQLLEAHIINQELLDQVLTGTISPDALLQVGDVHRYLRGSGTVGGVLLKPSNQRISLYQAMKQKLLPPSTALALLEAQAATGTITDPCSMETLSVDEAVCRGVVGAEVYGKLKRAEHSITGYRDPFSGKKVSLFRAMKK  1050
gi|109480932|ref|XP_001059215.1| TLPALQGQVTAYQLLEAHIINQELLDQVLTGTVSPDALLHMSDVRRYLQGSGTVGGVLLQPSNQRISLYQAMKQKLLAPSVALALLEAQAATGAITDPCSMQTLSVDEAVCRGVVGAEVYHKLKQAEHSITGYRDPFSGKTVSLFGAMKK  1050
gi|207452735|ref|NP_112598.2| MLPALRSRVTVHQLLEAGIIDQQLLDQVLAGTISPEALLLMDGVRRYLCGLGAVGGVRLLPSGQRLSLYQAMRQKLLGPRVALALLEAQAATGTIMDPHSPESLSVDEAVRRGVVGPELYGRLKRAEGAIAGFRDPFSGKQVSVFQAMKK  1050
gi|114622142|ref|XP_520007.2| TLPALRSRVTVHQLLEAGIIDQQLLDQVLAGTISPEALLLMDSVRRYLCGLGAVGGVRLLPSGQRLSLYQAMRQKLLGPRVALALLEAQAATGTIMDPHSPERLSVDEAVRRGVVGPELYGRLKRAEGAIAGFRDPFSGKQVSVFQAMKK  1050
gi|73974852|ref|XP_532347.2| TLPTLRGRVPAHRLLEARIIDQELLDRVLEGVVSPEAVLHMDHVQRYLRGSGAVGGVLLRPSGQRLSLYEAMKQKLLGPGVALALLEAQAATGGISDPQGLETLSVDEAVRRRLVGPELYGRLRQAEDAVTGVHDPFSGKLVSLFQAMKK  1050
gi|292624226|ref|XP_001922664.2| SVEGLRGKVSILELQNLGIIDETTYKNVLEGKLTIKDLTEMGTVMNFLRGTSCIAGVLLQKSNRKMSIYQAKKENHLTPGTALCLLEAQAATGFIIDPIQAKKLTVEEALKQNVIVPELYEKLLAAEKAVTGYKDPYTGKKISLFEAIKK  1050
gi|292624221|ref|XP_002665585.1| SVEGLRGKVSILELQNLGIIDETTYKNVLEGKLTIKDLTEMGTVMNFLRGTSCIAGVLLQKSNRKMSIYQAKKENHLTPGTALCLLEAQAATGFIIDPIQAKKLTVEEALKQNVIVPELYEKLLAAEKAVTGYKDPYTGKKISLFEAIKK  1050
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gi|37537522|ref|NP_659097.2| GLVPVEQATRLLEAQVSTGGVVDPTTHLHLPMPVAVQRGCIDREMEAALSRSPE---TFPTPDGRGHTSYAQLLEHCLQDKASGLHLLPLTEDAPNVPTDTQIQETLQASAGTEDG-------------LSLWDLLTSCHFTEEQRRGYL  1200
gi|109480932|ref|XP_001059215.1| GLVPVEQATRLLEAQVSTGGVVDPTTHLHLPMSVAVQRGCIDQEMEVALSRSPE---TFPTPDGRGHASYAQLLEQCLQDEPSGLHLLPLTEDAPSVPTDTQIQESLQALAGTEDG-------------LSLWDSLTSCHFTEEQRNGFL  1200
gi|207452735|ref|NP_112598.2| GLIPWEQAARLLEAQVATGGIIDPTSHHHLPMPVAIQRGYVDQEMETALSSSSE---TFPTPDGQGRTSYAQLLEECPRDETSGLHLLPLPESAPALPTEEQVQRSLQAVPGAKDG-------------TSLWDLLSSCHFTEEQRRGLL  1200
gi|114622142|ref|XP_520007.2| GLIPWEQAARLLEAQVATGGIIDPTSHHHLPMPVAIQRGYVDQEMETALFSSSE---TFPTPDGQGRTSYAQLLEECPRDETSGLHLLPLPESAPALPTEEQVQRSLQAVPGAEDG-------------TSLWDLLSSCHFTEEQRRGLL  1200
gi|73974852|ref|XP_532347.2| GLVPLEQAARLLDAQVATGGVIDPTGHYHLPLPVATQRGYIDQEMEMALSSSSE---TFPTPDGQGHTSYARLLEQCLRDEASGLSFLPLPENAPAVPTDEQVQETLQ---GAEDG-------------MSLWELLGSCHFTDEQRKSFL  1200
gi|292624226|ref|XP_001922664.2| DLIVKQHGIRLLEAQIATGGIIDPITCLHLPLDVAFRKGYFDADLNQILSDKSDDTKGFFYPTTQENLTYMDMMARCIKDADTGLLFLPVTEKEKTQEKSQKFLSDFEIKEDFEKHKVVIPVGRFSGKSMSLWEILHSVYFTDEQRQQYF  1200
gi|292624221|ref|XP_002665585.1| DLIVKQHGIRLLEAQIATGGIIDPITCLHLPLDVAFRKGYFDADLNQILSDKSDDTKGFFYPTTQENLTYMDMMARCIKDADTGLLFLPVTEKEKTQEKSQKFLSDFEIKEDFEKHKVVIPVGRFSGKSMSLWEILHSVYFTDEQRQQYF  1200
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gi|37537522|ref|NP_659097.2| EDVKVGKISVPQLQNTVRSWVHSAKLLARARITVPGPRGEVPATWLRDAGIITQETLEALAQGMQSPDEVAKQPTVKVCLWGTGCVAGVLLQPSGTKLSIAQAVRDGLLPTGLGQQLLEAQVASGFLVNPLTNQRLSVEGAVKAGLVGME  1350
gi|109480932|ref|XP_001059215.1| EDVRVGKTSVSQLQDIVRSWVQTAKLLARARITVPGPQGEVPAVWLRDAGIITQETLEALAQGVQSPDEVAEQPAVKACLWGTGCVAGVLLQPSGTKLSIAQAVRDGLLPAGLGQQLLEAQVASGFLVNPLTNQRLSVHDAVKAGLVGVE  1350
gi|207452735|ref|NP_112598.2| EDVQEGRTTVPQLLASVQRWVQETKLLAQARVMVPGPRGEVPAVWLLDAGIITQETLEALAQGTQSPAQVAEQPAVKACLWGTGCVAGVLLQPSGAKASIAQAVRDGLLPTGLGQRLLEAQVASGFLVDPLNNQRLSVEDAVKVGLVGRE  1350
gi|114622142|ref|XP_520007.2| EDVQEGRTTVPQLLASVQRWVQETKLLAQARVMVPGPRGEVPAVWLLDAGIITQETLEALAQGTQSPAQVAEQPAVKACLWGTGCVAGVLLQPSGAKASIAQAVRDGLLPTGLGQRLLEAQVASGFLVDPLNNQRLSVADAVKVGLVGRE  1350
gi|73974852|ref|XP_532347.2| EDLRVGKTTVQQLHGAVQKRVQEAELLARARVTVPGPRGEVPAVWLLDAGIITQETLTALAQGTQSPAEVAEQPTVKRHLWGTGCVAGVLLRPSGIKVSISQAVRDGLLPEGLGQRLLEAQVASGSLIDPLTNQRLSVEGAVQAGLVAGA  1350
gi|292624226|ref|XP_001922664.2| EKYRLAKINIQDVVTIVTTTIETLEQKEANSQTTMGLRKPVSVKQLHESGIIDTTTYKQLQNGKETLENMLKLESVQKYLKGTRSIAGVKLHPSGKVLSVYKAKNDGLLTADVALSLLEAQAATGYVIDPIKNTHHSVLEAVKAQLIGPE  1350
gi|292624221|ref|XP_002665585.1| EKYRLAKINIQDVVTIVTTTIETLEQKEANSQTTMGLRKPVSVKQLHESGIIDTTTYKQLQNGKETLENMLKLESVQKYLKGTRSIAGVKLHPSGKVLSVYKAKNDGLLTADVALSLLEAQAATGYVIDPIKNTHHSVLEAVKAQLIGPE  1350
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gi|37537522|ref|NP_659097.2| QSEHLRQVEKAVTGYSDPFSGGSLSLWQAMEKGLVTQSEAFPLLQVQLATGGVVDPVHGVHLPQEVAYKLGLLDEQTSRVLTATGKENKLFFDPNSREKVTYQQLRELCVLDADTGLWLLPLPQG---TVLEVDDHTAVALRAMKVPINM  1500
gi|109480932|ref|XP_001059215.1| LSEQLRQVERAVTGYSDPFSGGLLSLWQAKEKGLVSQSEAFPLLQVQLATGGVVDPVHRVHLPQAVAYKLGLLDEQTSQALTATGEENKLFFDPNSREKVTYQQLKELCVLDADTGLWLLPLPQD---TVLEVDDHTAVALRAMKVPINM  1500
gi|207452735|ref|NP_112598.2| LSEQLGQAERAAAGYPDPYSRASLSLWQAMEKGLVPQNEGLPLLQVQLATGGVVDPVHGVHLPQAAACRLGLLDTQTSQVLTAVDKDNKFFFDPSARDQVTYQQLRERCVCDSETGLLLLPLPSD---TVLEVDDHTAVALRAMKVPVST  1500
gi|114622142|ref|XP_520007.2| LSEQLGQAERAAAGYPDPYSGASLSLWQAMEKGLVPQNEGLPLLQVQLATGGVVDPVHGVHLPQAAACRLGLLDTQTSQVLTAVDKDNKFFFDPSVQDQVTYQQLRERCVCDSETGLLLLPLPSD---TVLEVDDHTAVALRAMKVPVST  1500
gi|73974852|ref|XP_532347.2| LSEQLRQAEKAMAGYTDPYSGGCLALWQAMEKGLVPRGEGLRLLQVQLATGGAVDPGHGVHLPEAVACRLGLLDKQVSRVLTSTDEDSKFFFDPSTKDKVTYSQLKERCVLDADTGLWLLPLAQD---MVLEVDEHTLLALRAMKVPVST  1500
gi|292624226|ref|XP_001922664.2| ILEHLLLAERAVTGFTDPYTNEQICLFEAMKKGLIPQKQGQNLLHAQLATGGIVDPIGSHRVPVQIAIKQGFLSKETNDLLANIGKSENGFSDPQTKEPLNYSQLMSKCERDSTTSLLLLPVTENNAESSAYNEEQILNVFKEKSVITNA  1500
gi|292624221|ref|XP_002665585.1| ILEHLLLAERAVTGFTDPYTNEQICLFEAMKKGLIPQKQGQNLLHAQLATGGIVDPIGSHRVPVQIAIKQGFLSKETNDLLANIGKSENGFSDPQTKEPLNYSQLMSKCERDSTTSLLLLPVTENNAESSAYNEEQILNVFKEKSVITNA  1500
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                  *:* .  ***** * ***:.::**:**:    ..   ::.::   :*:::     :  : :*:***: *** :**.:::* :: :.:* :.    ::: :* *::: * . * ****:::.*:: *** ** .: :* ***:********
gi|37537522|ref|NP_659097.2| GRFQGHSVSLWDLLHSEYVGAEKRRELVALCCSGRAAALRQVIGMLTTLVEAAEKQPSQATFKGLRKQVSAGDLFRSQLITKQTLDELNQGKRTVQEVTEMDSVRRSLEGGNFIAGVLIQDTKEKMSIPEALRRHILRPGTALVLLEAQA  1650
gi|109480932|ref|XP_001059215.1| GRFQGHSVSLWDLLHSEYVGAEKRRELVALCCSGRAAALRQVISMVTTLVEAAEKQPPQATFKGLRKQVSAGDLFRSQLITKQTLDELNQGKRTVEEVTEMDSVRRSLEGGNFIAGVLIRDTKEKMSIPEALRRHILRPGTALVLLEAQA  1650
gi|207452735|ref|NP_112598.2| GRFKGCSVSLWDLLLSEYVGADKRRELVALCRSGRAAALRQVVSAVTALVEAAERQPLQATFRGLRKQVSARDLFRAQLISRKTLDELSQGTTTVKEVAEMDSVKRSLEGGNFIAGVLIQGTQERMSIPEALRRHILRPGTALVLLEAQA  1650
gi|114622142|ref|XP_520007.2| GRFKGCSVSLWDLLLSEYVGADKRRELVALCRSGRAAALRQVVSAVTALVEAAERQPLQATFRGLRKQVSARDLFRAQLISRKTLDELSQGTTTVKEVAEMDSVRRSLEGGNFIAGVLIQGTQERMSIPEALRRHILRPGTALVLLEAQA  1650
gi|73974852|ref|XP_532347.2| GRFKGLSVSLWDLLHSEYVGSNKRRELVALCQSGRATALRQVATAVTALVVASETQPSQATFRGLRKLVSASDLFRSRLIDKETLDELNQGKKTVQEVTEMGSVRRYLEGGNFIAGVLVQGTKEKMSISEALRRHILRPGTALVLLEAQA  1650
gi|292624226|ref|XP_001922664.2| GKFADKRVSLWDALNSEYISAEKRKELLDQYKQN-KLSIEEITQIVTAIIIEVTTK--RHSFKGLRRQVSASELFEAKIISKEMIGKLINNEVDDEDINNMESIQKYLGATNCIAGVFVQSTKQTMSIFEAKNKGLLTPGTSLVLLEAQA  1650
gi|292624221|ref|XP_002665585.1| GKFADKRVSLWDALNSEYISAEKRKELLDQYKQN-KLSIEEITQIVTAIIIEVTTK--RHSFKGLRRQVSASELFEAKIISKEMIGKLINNEVDDEDINNMESIQKYLGATNCIAGVFVQSTKQTMSIFEAKNKGLLTPGTSLVLLEAQA  1650
                         ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

                                  ****:***..*::*:**:*.  *:.* *   ******************: ******::::***::*********:********:****:**:***: ***:****::*:**.***********:********::*** **:* * :* *
gi|37537522|ref|NP_659097.2| ATGFIIDPVENRKLTVEQAFQAGMFGKETYMKLLSAERAVTGYTDPYTGEQISLFQAMQRDLIVRDHGIRLLEAQIATGGIIDPVHSHRVPVDVAYQRGYFNEEMNRILSDPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLYMLEI  1800
gi|109480932|ref|XP_001059215.1| ATGFIIDPVENRKLTVEQAFQAGMFGKETYTKLLSAERAVTGYTDPYTGEQISLFQAMQRDLIVRDHGIRLLEAQIATGGIIDPVHSHRVPVDVAYQRGYFNEEMNRVLADPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLYMLEI  1800
gi|207452735|ref|NP_112598.2| ATGFIIDPAENRKLTVEEAFKAGMFGKETYVKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGIIDPVHSHRVPVDVAYRCGYFDEEMNRILADPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLYLLQI  1800
gi|114622142|ref|XP_520007.2| ATGFIIDPVENRKLTVEEAFKAGMFGKETYVKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGIIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYLQLLERCVEDPETGLYLLQI  1800
gi|73974852|ref|XP_532347.2| ATGFLIDPVRNQRLTVEEAFAAGMFGQETYRKLLSAERAVTGYTDPYTGEQISLFQAMQKELIVRDHGIRLLEAQVATGGIIDPVHSHRLPVDVAYQRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYLQLLERCVLDPDTGLYMLQI  1800
gi|292624226|ref|XP_001922664.2| ATGFVIDPVKNKKLSVEQAVAEGIVGMEWKSKLLSAERAVTGYTDPYTGKTISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPIHSHRVPVEVAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVDRCVRDPNTCLSLLVI  1800
gi|292624221|ref|XP_002665585.1| ATGFVIDPVKNKKLSVEQAVAEGIVGMEWKSKLLSAERAVTGYTDPYTGKTISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPIHSHRVPVEVAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVDRCVRDPNTCLSLLVI  1800
                         ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                  :**** * : :: *:: * * * :   *:*  * ::.**** * *::* ::*:*:::  : .  :*::**:: :             *   *    :  :. .*  :*:* :*::* :::::  . *       : :  :  :: **:* 
gi|37537522|ref|NP_659097.2| VKKGETYTYIDEATRQALTSRTVKMYVGKFAGQTVSVWDLLSSQYFTEGRRRKLLREYRAQNIGLENLLEVITS-------------TVEETEKQSQIFKVPGIHGDVTAAELFNSGILNKKTLDALRSGDRGFQDLRWLEDVRVYLEGS  1950
gi|109480932|ref|XP_001059215.1| VKKGEIYVYIDEATRQVLRSRTMKMHIGKFAGQTVSVWDLLSSQYFTEGRKRKLLREYRAQNIGLEKLLEVITS-------------TVEDTEKQSQIFKVPGIHGDVTAVELFNSGILDKRTLDALHSGERGRQDLCQLEHIKIYLEGT  1950
gi|207452735|ref|NP_112598.2| IKKGENYVYINEATRHVLQSRTAKMRVGRFADQVVSFWDLLSSPYFTEDRKRELIQEYGAQSGGLEKLLEIITT-------------TIEETETQNQGIKVAAIRGEVTAADLFNSRVIDQKTLHTLRVGRTGGQALSTLECVKPYLEGS  1950
gi|114622142|ref|XP_520007.2| IKKGETYVYINEATRHVLQSRTAKMRVGRFADQVVSFWDLLSSPYFTEDRKRELIQEYGAQSGGLEKLLEIITT-------------TIEETEMQNQGIKVAAIRGEVTAADLFNSRVIDQKTLHTLCAGRTGGQALSTLECVKPYLEGR  1950
gi|73974852|ref|XP_532347.2| VKKGETYIYTDEATRQVLQSQTTEMHVGRFAHQKISFWDLLSSEYFTEERKRELVQEVRAQNVPLEQLLEIITA-------------TVEETEEQYRGMKVAAIGGEVTAAELFNSGIIDKRTLDALSREKSGAQDLSRMAHVRTYLEGR  1950
gi|292624226|ref|XP_001922664.2| VKKGEYYFFIDDHTKNILKSTTTKKAGGKFQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVLQKSVTSTHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGT  1950
gi|292624221|ref|XP_002665585.1| VKKGEYYFFIDDHTKNILKSTTTKKAGGKFQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVLQKSVTSTHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGT  1950
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                  . **** .  *::.**:..*..: *:. . :  :********:::**  .::*.*::*:  .:*. : : :*:.** *. ** ** **  :.*:**:::.:: : ..:****.*:****:*** : **:*::.* :** : .:   :::*
gi|37537522|ref|NP_659097.2| NYIAGVIAPLTQKVMSFYEASREELIPAGFAAQMLEAQAATGYLMDPCTNQRLCVDEAIAAGLVGEDLRERLVNAEMAAKGYKDPATGETIPLYQAMERKLVGREEALRLLEVQVATGGVIDPRHHHRVPLDTACQRGCMCDDSLVLIAD  2100
gi|109480932|ref|XP_001059215.1| NCIAGVTAPLTQKVMSFYKASKEELIPAGFAAQLLEAQAATGYLMDPCSRRRLCVDEAIAAGLVGEDLRERLVSAEKAAKGYEDPATGETLPLFQAMEKKLVGREEALRLLEVQVATGGVIDPLHRHRIPLDVACQRGCLCEDIIVLIAD  2100
gi|207452735|ref|NP_112598.2| DCIAGVTVPSTREVMSLHEASRKELIPAAFATWLLEAQAATGFLLDPCTRQKLSVDEAVDVGLVNEELRERLLKAERAATGYRDPATGDTIPLFQAMQKQLIEKAEALRLLEVQVATGGVIDPQHHHRLPLETAYRRGCLHKDIYALISD  2100
gi|114622142|ref|XP_520007.2| GCIAGVTVPSTREVMSLHEASRKELIPAAFATWLLEAQAATGFLLDPCTRQKLSVDEAVDVGLVNEELRERLLKAERAATGYRDPATGDTIPLFQAMQKQLVEKAEALRLLEVQVATGGVIDPQHHHRLPLETAYRRGCLHKDIYALISD  2100
gi|73974852|ref|XP_532347.2| GCIAGVTVPLTQEVMSLYDASRKGLIPMGFAVQMLEAQAATGFVLDPCGQRKLSVQQAVAESLVGEEWQARLLEAEKAARGYTDPATGYTLSLFQAMQRKMVRREDALRLLEVQMATGGVIDPLHHHRLPLDVAYRRGCLHQDTYPLVSD  2100
gi|292624226|ref|XP_001922664.2| NSIAGVFVQSTKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSD  2100
gi|292624221|ref|XP_002665585.1| NSIAGVFVQSTKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSD  2100
                         ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

                                    .                                                                                                                                                   
gi|37537522|ref|NP_659097.2| QKH---------------------------------------------------------------------------------------------------------------------------------------------------  2250
gi|109480932|ref|XP_001059215.1| QKH---------------------------------------------------------------------------------------------------------------------------------------------------  2250
gi|207452735|ref|NP_112598.2| QKH---------------------------------------------------------------------------------------------------------------------------------------------------  2250
gi|114622142|ref|XP_520007.2| QKH---------------------------------------------------------------------------------------------------------------------------------------------------  2250
gi|73974852|ref|XP_532347.2| QRH---------------------------------------------------------------------------------------------------------------------------------------------------  2250
gi|292624226|ref|XP_001922664.2| PDDDTKCFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVSQKSVTSTHTITTTTTTETTQNTNFQGIRKDVSAD  2250
gi|292624221|ref|XP_002665585.1| PDD---------------------------------------------------------------------------------------------------------------------------------------------------  2250
                         ......2110......2120......2130......2140......2150......2160......2170......2180......2190......2200......2210......2220......2230......2240......2250



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
gi|292624226|ref|XP_001922664.2| ELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQSTKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLL  2400
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  2400
                         ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                                                                              : *.***.**.::* :* :*.  : .:*  *: :    .   . *: *:. *::  .:   *:::.*  ::* :: *.*.:.::: :**: ::  .  .::   ::
gi|37537522|ref|NP_659097.2| ------------------------------------------MRKRFVDPNTQEKVTYQELQDRCQREEKSGWALFPVVKDKKDIEYVDEATKRALEAEQVEVTVGRYRGQRRSVWELLNSEYVSEEKKMELVRLYKEDTTRALQKVVEL  2550
gi|109480932|ref|XP_001059215.1| ------------------------------------------MRRRFVDPNTQEKVTYQELQDRCRKEEKSGWALFPVVKDKKDMDYVDEATKRALEAEQVEVTVGRYRGQKPSVWELLNSEYFSEEKKIELVRIYKEDTARALQKVVKL  2550
gi|207452735|ref|NP_112598.2| ------------------------------------------MRKRFVDPNTQEKVSYRELQERCRPQEDTGWVLFPVNKAARDSEHIDDETRRALEAEQVEITVGRFRGQKPTLWALLNSEYVTEEKKLQLVRMYRTHTRRALQTVAQL  2550
gi|114622142|ref|XP_520007.2| ------------------------------------------MRKRFVDPNTQEKVSYRELQERCRPQEDTGWVLFPVNKDARDSEHIDDETRRALEAEQVEITVGRFRGQKPTLWALLNSEYVTEEKKLQLVRMYRTDTRRALQTVAQL  2550
gi|73974852|ref|XP_532347.2| ------------------------------------------MRKRFVDPNNQERVTYQQLQERSQKEAETGWALFMVTGDTQRSNYDDEATRRALEAEKVQVQVGRYKDQTLSVWEMMNSEYVTHKRKLELVREYKEHVNQVLEEAGNV  2550
gi|292624226|ref|XP_001922664.2| EAQIATGGIIDPIYSHRVPVEVAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGT-ITIEQFLEI  2550
gi|292624221|ref|XP_002665585.1| ------------------------------------------DTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGT-ITIEQFLEI  2550
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                  :* :: .:                .::  * *:* :::* **: : :: .:  .:*  *  * :.: . : *::**.**..***::*        ::.**:::*  **:* ***:************:****.* :*:**:.*. *:** 
gi|37537522|ref|NP_659097.2| ILQMIADK-------------ERRSRQLWFRGLRTQVTAEELLRSEVITKQTLEDLEEGRTTVDQIERKEDVKRYLKGTSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGG  2700
gi|109480932|ref|XP_001059215.1| ILKIIADK-------------EGRSRQLWFRGLRTQVTAEELLRAAVITRKTLEDLEEGRATVDQIEETEDVKRYLKGTSCIAGILVPVQGEPGRQEKMSIYQAMWKGLLRPGTALVLLEAQAATGFIIDPVHNRRLSVEEAVAAGVVGG  2700
gi|207452735|ref|NP_112598.2| ILELIEKQ-------------ETSNKHLWFQGIRRQITASELLSSAIITEEMLQDLETGRSTTQELMEDDRVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPVRNLRLSVEEPVPAGVVGS  2700
gi|114622142|ref|XP_520007.2| ILELIEKQ-------------ENSNKHLWFQGIRRQITASELLSSAIITEEMLQDLETGRSTTQELMEDDRVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPVRNLRLSVEEAVAAGVVGG  2700
gi|73974852|ref|XP_532347.2| ILQIIEEQ-------------EKSKKQLWFPGIRKQITAVELFKAAIVSKELLDNLAQGTKTPQEVTEMDSVKRYLRGTSCIAGVLVPAKDEPGRQEKMSVYQAMWKGVLRPGTALVLLEAQAATGFLIDPVRNQRLTVEEAVAAGLVGG  2700
gi|292624226|ref|XP_001922664.2| VLTLVSQKSVTSTHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGV  2700
gi|292624221|ref|XP_002665585.1| VLTLVSQKSVTSTHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGV  2700
                         ......2560......2570......2580......2590......2600......2610......2620......2630......2640......2650......2660......2670......2680......2690......2700

                                  * ::***:*********** **. ******::::***::*********:****:****:***:**:***::                                                                               
gi|37537522|ref|NP_659097.2| EIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGT  2850
gi|109480932|ref|XP_001059215.1| EIQEKLLAAERAVTGYTDPYTGEQISLFQAMQRDLIVKDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYKQX------------------------------------------------------------------------------  2850
gi|207452735|ref|NP_112598.2| EIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVPDPDTGLYMLQLAGRGSAVHQLSEELRCALRDARVTPGS  2850
gi|114622142|ref|XP_520007.2| EIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRILADPSDDTKGFFDPNTHENLTYLQLLQRATLDPETGLLFLSLSLQ------------------------  2850
gi|73974852|ref|XP_532347.2| EIQDKLLSAERAVTGYTDPYTGEQISLFQAMQKELIVRDHGIRLLEAQVATGGIIDPVHSHRLPVDVAYQRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVLDPDTGLYMLQLAGGGSAVHQLSEELRGALRDARVAPGP  2850
gi|292624226|ref|XP_001922664.2| EWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSDPDDDTKCFFDPNTQENLTYLQLVERCVRDPNTG---------------------------------  2850
gi|292624221|ref|XP_002665585.1| EWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSDPDDDTKCFFDPNTQENLTYLQLVERCVRDPNTG---------------------------------  2850
                         ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| GDFQGQSISVWELLFYREVPESLRQDLLRCYQAGGLTVHDVTTTLTSLLAR--------AKDGSPRGDPQGALGKATMEVKRGHLRGHEVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLK  3000
gi|109480932|ref|XP_001059215.1| ------------------XPESLRQDLLRRYQAGGLSVQDVSTTLTSLLAR--------TKEGSPRADPQGTLGKATMEVKRGHLRGHEVPVWDVLTSNYVSRDTRKELLAQFSSGALTLPMLKRRLTTIIEETEETQESQAGHSVTSLK  3000
gi|207452735|ref|NP_112598.2| GALQGQSVSVWELLFYREVSEDRRQDLLSRYRAGTLTVEELGATLTSLLAQAQAQARAEAEAGSPRPDPREALRAATMEVKVGRLRGRAVPVWDVLASGYVSRAAREELLAEFGSGTLDLPALTRRLTAIIEEAEEAPGARPQLQDARRG  3000
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3000
gi|73974852|ref|XP_532347.2| GVAQGQSVSVWELLFYREVPEGERQDLLRRYRAGSLTAHEVGAALTALLAR-----RDPASPGARPPDPRGALRAATMEVKLGRLRGPAVPVWDVLASSYVSGATREQLLAGFGSGTLGLAALTRRLTTIIEEVEAAGGPERAPGDAAGV  3000
gi|292624226|ref|XP_001922664.2| ------------------------LSLLVIVKKGEYYFFIDEHTKN-------------------------ILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVSQKSVT-------------  3000
gi|292624221|ref|XP_002665585.1| ------------------------LSLLVIVKKGEYYFFIDEHTKN-------------------------ILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVSQKSVT-------------  3000
                         ......2860......2870......2880......2890......2900......2910......2920......2930......2940......2950......2960......2970......2980......2990......3000



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| QQDTGARGS-----------GTSPDEGDAQDSSESARQQQEQTLRATTMQVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEV  3150
gi|109480932|ref|XP_001059215.1| QQESAAGSS-----------GAYADKGEAGDSTDSARQQQEQTLRAATMQVRRGQFRDQPVSVWKVLFSSYLSETRREELLSQHLAGRLGVNELISILVQVIEETEERLSRVSLPGLRRQVTVSELGNTGILDPDTMRELAQGTRTIDEV  3150
gi|207452735|ref|NP_112598.2| PREPGPAGRGDGDSGRSQREGQGEGETQEAAAAAAAARRQEQTLRDATMEVQRGQFQGRPVSVWDVLFSSYLSEARRDELLAQHAAGALGLPDLVAVLTRVIEETEERLSKVSFRGLRRQVSASELHTSGILGPETLRDLAQGTKTLQEV  3150
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3150
gi|73974852|ref|XP_532347.2| QQEPRPAGPGGDG-------GRGAGPSPGEAATEPAGGPQEQALRAATMEVQAGPLRGQRPSVWDVLFSSYLSRARRDELLAQHAAGALALPGLVAVLTRAVEEAEERLSKVTFRGLRRQVSASELRSSGILGPETLRDLAQGTKTPQEV  3150
gi|292624226|ref|XP_001922664.2| -----------------------------------------------------------------------------------------------STHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHV  3150
gi|292624221|ref|XP_002665585.1| -----------------------------------------------------------------------------------------------STHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHV  3150
                         ......3010......3020......3030......3040......3050......3060......3070......3080......3090......3100......3110......3120......3130......3140......3150

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| TEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVD  3300
gi|109480932|ref|XP_001059215.1| TEMDSVKRYLKGTSCIAGILVPVQGEPGRQEKMSIYQAMWKGLLRPGTALVLLEAQAATGFIIDPVHNRRLSVEEAVAAGVVGGEIQEKLLAAERAVTGYTDPYTGEQISLFQAMQRDLIVKDHGIRLLEAQIATGGVIDPVHSHRVPVD  3300
gi|207452735|ref|NP_112598.2| TEMDSVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPVRNLRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVD  3300
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3300
gi|73974852|ref|XP_532347.2| TEMDSVKRYLRGTSCIAGVLVPAKDEPGRQEKMSVYQAMWKGVLRPGTALVLLEAQAATGFLIDPVRNQRLTVEEAVAAGLVGGEIQDKLLSAERAVTGYTDPYTGEQISLFQAMQKELIVRDHGIRLLEAQVATGGIIDPVHSHRLPVD  3300
gi|292624226|ref|XP_001922664.2| SKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPIYSHRVPVE  3300
gi|292624221|ref|XP_002665585.1| SKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPIYSHRVPVE  3300
                         ......3160......3170......3180......3190......3200......3210......3220......3230......3240......3250......3260......3270......3280......3290......3300

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| VAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSLLARAKD--------GSPR  3450
gi|109480932|ref|XP_001059215.1| VAYKRGYFDEEMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVYHVSEDLRRALREARVSPGTVDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLSVQDVSTTLTSLLARTKE--------GSPR  3450
gi|207452735|ref|NP_112598.2| VAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVPDPDTGLYMLQLAGRGSAVHQLSEELRCALRDARVTPGSGALQGQSVSVWELLFYREVSEDRRQDLLSRYRAGTLTVEELGATLTSLLAQAQAQARAEAEAGSPR  3450
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3450
gi|73974852|ref|XP_532347.2| VAYQRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLQRAILDSETGLLFLSLE--------------------------------------------------------------------------------------------  3450
gi|292624226|ref|XP_001922664.2| VAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKFQGQLVTLWDLLYSSYISEEKKRELVQQFKSGTITIKQFLEIVLTLVS----------------  3450
gi|292624221|ref|XP_002665585.1| VAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKFQGQLVTLWDLLYSSYISEEKKRELVQQFKSGTITIKQFLEIVLTLVS----------------  3450
                         ......3310......3320......3330......3340......3350......3360......3370......3380......3390......3400......3410......3420......3430......3440......3450

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| XDPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLKQQDTGARGSGTSPDEGDAQDSSESAR-----------QQQEQTLRATTMQVHRGQFRDQQVSVWKV  3600
gi|109480932|ref|XP_001059215.1| ADPQGTLGKATMEVKRGHLRGHEVPVWDVLTSNYVSRDTRKELLAQFSSGALTLPMLKRRLTTIIEETEETQESQAGHSVTSLKQQESAAGSSGAYADKGEAGDSTDSAR-----------QQQEQTLRAATMQVRRGQFRDQPVSVWKV  3600
gi|207452735|ref|NP_112598.2| PDPREALRAATMEVKVGRLRGRAVPVWDVLASGYVSGAAREELLAEFGSGTLDLPALTRRLTAIIEEAEEAPGARPQLQDAWRGPREPGPAGRGDGDSGRSQREGQGEGETQEAAAAAAAARRQEQTLRDATMEVQRGQFQGRPVSVWDV  3600
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3600
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3600
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3600
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  3600
                         ......3460......3470......3480......3490......3500......3510......3520......3530......3540......3550......3560......3570......3580......3590......3600

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| LFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPV  3750
gi|109480932|ref|XP_001059215.1| LFSSYLSETRREELLSQHLAGRLGVNELISILVQVIEETEERLSRVSFPGLRRQVTASELSITGILDPDTMRELAQGTRTIDEVTEMDSVKRYLKGTSCIAGILVPVQGEPGRQEKMSIYQAMWKGLLRPGTALVLLEAQAATGFIIDPV  3750
gi|207452735|ref|NP_112598.2| LFSSYLSEARRDELLAQHAAGALGLPDLVAVLTRVIEETEERLSKVSFRGLRRQVSASELHTSGILGPETLRDLAQGTKTLQEVTEMDSVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPV  3750
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3750
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3750
gi|292624226|ref|XP_001922664.2| ------------------------QKSVTSTHTITSTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPV  3750
gi|292624221|ref|XP_002665585.1| ------------------------QKSVTSTHTITSTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPV  3750
                         ......3610......3620......3630......3640......3650......3660......3670......3680......3690......3700......3710......3720......3730......3740......3750



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| NNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHH  3900
gi|109480932|ref|XP_001059215.1| HNRRLSVEEAVAEGVVGGEIREKLLSAERAVTGYTDPYTGEQISLFQAMQRDLIVKNHGIRLLEAQIATGGVIDPVHSHRVPVDVAYKRGYFDEEMNSILADPGDDTKGFFDPNTHENLTYLQLLQRATVEPETGLLFLSLLKG------  3900
gi|207452735|ref|NP_112598.2| RNLRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVPDPDTGLYMLQLAGRGSAVHQ  3900
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3900
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  3900
gi|292624226|ref|XP_001922664.2| KNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRSYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFF  3900
gi|292624221|ref|XP_002665585.1| KNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRSYFDEEMNKILSDPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFF  3900
                         ......3760......3770......3780......3790......3800......3810......3820......3830......3840......3850......3860......3870......3880......3890......3900

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| LSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSLLARAKDGSPRX--------DPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIE  4050
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4050
gi|207452735|ref|NP_112598.2| LSEELRCALRDARVTPGSGALQGQSVSVWELLFYREVSEDRRQDLLSRYRAGTLTVEELGATLTSLLAQAQAQARAEAEAGSPRPDPREALRAATMEVKVGRLRGRAVPVWDVLASGYVSGAAREELLAEFGSGTLDLPALTRRLTAIIE  4050
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4050
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4050
gi|292624226|ref|XP_001922664.2| IDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVSQ---------------------------------------------------------------------------------  4050
gi|292624221|ref|XP_002665585.1| IDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTLVSQ---------------------------------------------------------------------------------  4050
                         ......3910......3920......3930......3940......3950......3960......3970......3980......3990......4000......4010......4020......4030......4040......4050

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| EAEETQESKPKPRDASLKQQDTG-----------ARGSGTSPDEGDAQDSSESARQQQEQTLRATTMQVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGIL  4200
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4200
gi|207452735|ref|NP_112598.2| EAEEAPGARPQLQDAWRGPREPGPAGRGDGDSGRSQREGQGEGETQEAAAAAAAARRQEQTLRDATMEVQRGQFQGRPVSVWDVLFSSYLSEARRDELLAQHAAGALGLPDLVAVLTRVIEETEERLSKVSFRGLRRQVSASELHTSGIL  4200
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4200
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4200
gi|292624226|ref|XP_001922664.2| -------------------------------------------------------------------------------------------------------------KSVTSTHTITSTTTTETTQNTNFQGIRKDVSADELLQSKVI  4200
gi|292624221|ref|XP_002665585.1| -------------------------------------------------------------------------------------------------------------KSVTSTHTITSTTTTETTQNTNFQGIRKDVSADELLQSKVI  4200
                         ......4060......4070......4080......4090......4100......4110......4120......4130......4140......4150......4160......4170......4180......4190......4200

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| DRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQ  4350
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4350
gi|207452735|ref|NP_112598.2| GPETLRDLAQGTKTLQEVTEMDSVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPVRNLRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQ  4350
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4350
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4350
gi|292624226|ref|XP_001922664.2| DEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQ  4350
gi|292624221|ref|XP_002665585.1| DEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGTSLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQ  4350
                         ......4210......4220......4230......4240......4250......4260......4270......4280......4290......4300......4310......4320......4330......4340......4350

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| IATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSL  4500
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4500
gi|207452735|ref|NP_112598.2| IATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVPDPDTGLYMLQLAGRGSAVHQLSEELRCALRDARVTPGSGALQGQSVSVWELLFYREVSEDRRQDLLSRYRASTLTVEELGATLTSL  4500
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4500
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4500
gi|292624226|ref|XP_001922664.2| IATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSDPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKYQGQLVTLWDLLYSSYISEEKRRELVQQFKSGTITIEQFLEIVLTL  4500
gi|292624221|ref|XP_002665585.1| IATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILADPDDDTKGFFDPNTQENLTYLQLVERCVRDPNTGLSLLVIVKKGEYYFFIDEHTKNILKSTTTKKAGGKFQGQLVTLWDLLYSSYISEEKKRELVQQFKSGTITIKQFLEIVLTL  4500
                         ......4360......4370......4380......4390......4400......4410......4420......4430......4440......4450......4460......4470......4480......4490......4500



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| LARAKDGSPRX--------DPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLKQQDTG-----------ARGSGTSPDEGDAQDSSESARQQQEQTLRATT  4650
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4650
gi|207452735|ref|NP_112598.2| LAQAQAQARAEAEAGSPRPDPREALRAATMEVKVGRLRGRAVPVWDVLASGYVSRAAREELLAEFGSGTLDLPALTRRLTAIIEEAEEAPGARPQLQDAWRGPREPGPAGRGDGDSGRSQREGQGEGETQEAAAATAAARRQEQTLRDAT  4650
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4650
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4650
gi|292624226|ref|XP_001922664.2| VSQ---------------------------------------------------------------------------------------------------------------------------------------------------  4650
gi|292624221|ref|XP_002665585.1| VSQ---------------------------------------------------------------------------------------------------------------------------------------------------  4650
                         ......4510......4520......4530......4540......4550......4560......4570......4580......4590......4600......4610......4620......4630......4640......4650

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| MQVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGT  4800
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4800
gi|207452735|ref|NP_112598.2| MEVQRGQFQGRPVSVWDVLFSSYLSEARRDELLAQHAAGALGLPDLVAVLTRVIEETEERLSKVSFRGLRRQVSASELHTSGILGPETLRDLAQGTKTLQEVTEMDSVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGT  4800
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4800
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4800
gi|292624226|ref|XP_001922664.2| -------------------------------------------KSVTSTHTITTTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGT  4800
gi|292624221|ref|XP_002665585.1| -------------------------------------------KSVTSTHTITSTTTTETTQNTNFQGIRKDVSADELLQSKVIDEKIYKDLTSGKVTVDHVSKMDSVRKYLKGTNSIAGVFVQS-----TKQTMSIFEAKNKGLLTPGT  4800
                         ......4660......4670......4680......4690......4700......4710......4720......4730......4740......4750......4760......4770......4780......4790......4800

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| ALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDP  4950
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4950
gi|207452735|ref|NP_112598.2| ALVLLEAQAATGFVIDPVRNLRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGQQISLFQAMQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYVQLLRRCVPDP  4950
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4950
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  4950
gi|292624226|ref|XP_001922664.2| SLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSDPDDDTKGFFDPNTQENLTYLLLVERCVKDP  4950
gi|292624221|ref|XP_002665585.1| SLVLLEAQAATGFVIDPVKNKKLSVEQAVSEGIVGVEWKNKLLSAERAVTGYTDPNTGKIISLFQALKKDLIVKEHGIRLLEAQIATGGIIDPVYSHRVPVEVAYQRGYFDEEMNKILSDPDDDTKGFFDPNTQENLTYLLLVERCVKDP  4950
                         ......4810......4820......4830......4840......4850......4860......4870......4880......4890......4900......4910......4920......4930......4940......4950

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| ETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSLLARAKDGSPRX--------DPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFS  5100
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5100
gi|207452735|ref|NP_112598.2| DTGLYMLQLAGRGSAVHQLSEELRCALRDARVTPGSGALQGQSVSVWELLFYREVSEDRRQDLLSRYRAGTLTVEELGATLTSLLAQAQAQARAEAEAGSPRPDPREALRAATMEVKVGRLRGRAVPVWDVLASGYVSGAAREELLAEFG  5100
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5100
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5100
gi|292624226|ref|XP_001922664.2| KTGLSLLVLKK-------------------------------------------------------------------------------------------------------------------------------------------  5100
gi|292624221|ref|XP_002665585.1| KTGLSLLVLKK-------------------------------------------------------------------------------------------------------------------------------------------  5100
                         ......4960......4970......4980......4990......5000......5010......5020......5030......5040......5050......5060......5070......5080......5090......5100

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| SGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLKQQDTG-----------ARGSGTSPDEGDAQDSSESARQQQEQTLRATTMQVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSF  5250
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
gi|207452735|ref|NP_112598.2| SGTLDLPALTRRLTAIIEEAEEAPGARPQLQDAWRGPREPGPAGRGDGDSGRSQREGQGEGETQEAAAAAAAARRQEQTLRDATMEVQRGQFQGRPVSVWDVLFSSYLSEARRDELLAQHAAGALGLPDLVAVLTRVIEETEERLSKVSF  5250
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
                         ......5110......5120......5130......5140......5150......5160......5170......5180......5190......5200......5210......5220......5230......5240......5250



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| PGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQA  5400
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5400
gi|207452735|ref|NP_112598.2| RGLRRQVSASELHTSGILGPETLRDLAQGTKTLQEVTEMDSVKRYLEGTSCIAGVLVPAKDQPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFVIDPVRNLRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGQQISLFQA  5400
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5400
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5400
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5400
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5400
                         ......5260......5270......5280......5290......5300......5310......5320......5330......5340......5350......5360......5370......5380......5390......5400

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| MQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRR  5550
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5550
gi|207452735|ref|NP_112598.2| MQKDLIVREHGIRLLEAQIATGGVIDPVHSHRVPVDVAYRRGYFDEEMNRVLADPSDDTKGFFDPNTHENLTYLQLLQRATLDPETGLLFLSLSLQ------------------------------------------------------  5550
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5550
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5550
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5550
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5550
                         ......5410......5420......5430......5440......5450......5460......5470......5480......5490......5500......5510......5520......5530......5540......5550

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| YQAGGLTVHDVTTTLTSLLARAKDGSPRXDPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLKQQDTGARGSGTSPDEGDAQDSSESARQQQEQTLRATTM  5700
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5700
                         ......5560......5570......5580......5590......5600......5610......5620......5630......5640......5650......5660......5670......5680......5690......5700

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| QVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTA  5850
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5850
                         ......5710......5720......5730......5740......5750......5760......5770......5780......5790......5800......5810......5820......5830......5840......5850

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| LVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPE  6000
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6000
                         ......5860......5870......5880......5890......5900......5910......5920......5930......5940......5950......5960......5970......5980......5990......6000



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| TGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSLLARAKDGSPRXDPQGALGKATMEVKRGHLRGHXVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPML  6150
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6150
                         ......6010......6020......6030......6040......6050......6060......6070......6080......6090......6100......6110......6120......6130......6140......6150

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| KRRLTTIIEEAEETQESKPKPRDASLKQQDTGARGSGTSPDEGDAQDSSESARQQQEQTLRATTMQVHRGQFRDQQVSVWKVLFSSYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDR  6300
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6300
                         ......6160......6170......6180......6190......6200......6210......6220......6230......6240......6250......6260......6270......6280......6290......6300

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| DTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNRRLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVRDHGIRLLEAQIA  6450
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6450
                         ......6310......6320......6330......6340......6350......6360......6370......6380......6390......6400......6410......6420......6430......6440......6450

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| TGGVIDPVHSHRVPVDVAYQRGYFDEDMNSILADPGDDTKGFFDPNTHENLTYLQLLRRCVRDPETGFYMLQLAGKGSSVHHLSEELRRALREARVTPGTGDFQGQSISVWELLFYREVPESLRQDLLRRYQAGGLTVHDVTTTLTSLLA  6600
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6600
                         ......6460......6470......6480......6490......6500......6510......6520......6530......6540......6550......6560......6570......6580......6590......6600

                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| RAKDGSPREDPQGALGKATMEVKRGHLRGHVVPVWDILTSNYVSRDTRKELLAQFSSGSLTLPMLKRRLTTIIEEAEETQESKPKPRDASLKQQDTGARGSGTSPDEGDAQDSSESARQQQEQTLRATTMQVHRGQFRDQQVSVWKVLFS  6750
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6750
                         ......6610......6620......6630......6640......6650......6660......6670......6680......6690......6700......6710......6720......6730......6740......6750



                                                                                                                                                                                        
gi|37537522|ref|NP_659097.2| SYLSETRREELLAQHLAGKLGVMELVSLLTQIIEETEERLSKVSFPGLRRQVSASELCTSGILDRDTMRELAQGTKTIHEVTEMDSVKRYLGGSSCIAGVLVPVQGEPGRQEKMSIYQAMWKGVLRPGTALVLLEAQAATGFIIDPVNNR  6900
gi|109480932|ref|XP_001059215.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
gi|207452735|ref|NP_112598.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
gi|114622142|ref|XP_520007.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
gi|73974852|ref|XP_532347.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
gi|292624226|ref|XP_001922664.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
gi|292624221|ref|XP_002665585.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  6900
                         ......6760......6770......6780......6790......6800......6810......6820......6830......6840......6850......6860......6870......6880......6890......6900

                                                                                                                                                                               
gi|37537522|ref|NP_659097.2| RLSVEEAVAAGVVGGEIQEKLLSAERAVTGYTDPYTGDQISLFQAMQRDLIVKNHGIRLLEAQIATGGVIDPVHSHRVPVDVAYQRGYFDQEMNSILADPGDDTKGFFDPNTHENLTYLQLLQRATIDPETGLLFLSLSKG  7041
gi|109480932|ref|XP_001059215.1| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
gi|207452735|ref|NP_112598.2| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
gi|114622142|ref|XP_520007.2| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
gi|73974852|ref|XP_532347.2| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
gi|292624226|ref|XP_001922664.2| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
gi|292624221|ref|XP_002665585.1| ---------------------------------------------------------------------------------------------------------------------------------------------  7041
                         ......6910......6920......6930......6940......6950......6960......6970......6980......6990......7000......7010......7020......7030......7040.


