
                                                 :*     ....      .*     .    :.   :     :     :   .:.  :   :    * :       :  .   *  *. : *.  **       *::*    :      *  . .  :: * .*: *
gi|110347431|ref|NP_001036009.1| MPRPGTSGRRPLLLVLLLPLFAAATSAASPSPSP--SQVVEVPGVPSRPASVAVCRCCPGQTSRRSRCIRAFCRVRSCQPKKCAGPQRCLNPVP-AVPSPSPS-VRKRQVSLNWQPLTLQEARALLKRRRPRGPGGRGLLRRRPPQRAPA   150
gi|73948320|ref|XP_533664.2| MRRPGPSGRRPLLLVLLLPLFAAAASAASPSPSPGPSEAVEVAGIPGRRAGLAVCRCCPGRSPRRSRCFRASCRVESCPPEKCAGPQQCLTSVPLVVPSPSPS-VRKRQVSLNWQPLTLQEARALLRRRRPRGPGGRALLRRRPPQRAPA   150
gi|32189330|ref|NP_783572.1| MRRPGLGGPCPLLLLLLLP---AATSASGSSPSPSPS-PIEKAVVPSHQAGVAACHCCLDQTPKSSRCTRASCRVRNCPPAKCTGLEGCLTPTP-SVPSPSRSPVEKSQVSLNWQPLTLQEARALLRQRRPRGPWARALLKRRPPHRAPA   150
gi|109458418|ref|XP_238093.4| MRRPGLGCHCPLLLLLLLP---AATSASGPSSSPSPIQAVEDAVVPGHQAGAAACRCCLAQTPRSSHCTRASCRVRSCPPGRCTDQQGCLTPTP-SVPSPSRSPVEKRQVSLNWQPLTLQEARALLRQRRPRGPWARALLKRRPPHRAPA   150
gi|292629992|ref|XP_002667678.1| ---------------MLCKNGGVCVQKDQCHCPPNFTGKFCHIPVSTTTSTNDIEKPESGAADSANQAMTSEYILPLQTPEQINTDVSPMVKVR--VQHPPEASVKIHQVLKVGYGPTVHEHSETVTWS--AGLSG-ARSHQLPGERSEA   150
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gi|110347431|ref|NP_001036009.1| GKAPVLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAVPGLTRSVYTMPLANHRDDEHGVASMVSVHVEHPQEASVVVHQVERVSGPWEEADAEAVARAEAAARAEAAAPYTVLAQSAPREDGYSDASGFGYCFRELRGG   300
gi|73948320|ref|XP_533664.2| GQTRVLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAMPGLTRSVYTMPLANHRDDEHGIS-------------------------------------------------------------------------------   300
gi|32189330|ref|NP_783572.1| GQARVLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAMPGLTRSVYTMPLANHRDDEHGVASMVSVHVEHPQEASVVVHQVERVSGPWEEANPEALARAEAAARAEAAAPYTVLAQSAPREDGYSDASGFGYCFRELRGS   300
gi|109458418|ref|XP_238093.4| GQARVLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAMPGLTRSVYTMPLANHRDDEHGVASMVSVHVEHPQEASVVVHQVERVSGPWEEANSEALARAEAAARAEAAAPYTVLAQSAPREDGYSDASGFGYCFRELRGS   300
gi|292629992|ref|XP_002667678.1| PPPRIIQAQTIRGDSVYTE------SSGFKYCFREVRNGQCSSPLPGLRSQEMCCRGVGKAWGIN-ECTLCPAIS---------------------------------------------------------------------------   300
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gi|110347431|ref|NP_001036009.1| ECASPLPGLRTQEVCCRGAGLAWGVHDCQLCSERLGNSERVSAPDGPCPTGFERVNG-SCEDVDECATGGRCQHGECANTRGGYTCVCPDGFLLDSSRSSCISQHVISEAKGPCFRVLRDGGCSLPILRNITKQICCCSRVGKAWGRGCQ   450
gi|73948320|ref|XP_533664.2| --------------------------------------DRVGTPDGPCPTGFERVNG-SCQDVDECATGGRCQHGECANTHGGYTCVCPDGFLHDSSRSSCISQHVISEAKGPCFRVLRDGGCSLPILRNITKQICCCSRVGKAWGRGCQ   450
gi|32189330|ref|NP_783572.1| ECASPLPGLRTQEVCCRGEGLAWGVHDCHPCAEHLRNSNQVSGPNGPCPPGFERVNG-SCVDVDECATGGRCQHGECANTRGGYTCVCPDGFLLDSSRSSCISQHVISEAKGPCYRVLHDGGCSLPILRNITKQICCCSRVGKAWGRGCQ   450
gi|109458418|ref|XP_238093.4| ECASPLPGLRTQEVCCRGEGLAWGVHDCHPCAEHLGNSNRVSGPNGLCPTGFERVNG-SCVDVDECATGGRCQHGECANTRGGYTCVCPDGFLLDSSRSSCISQHVISEAKGPCYRVLQDGGCSLPILRNITKQICCCSRVGKAWGRGCQ   450
gi|292629992|ref|XP_002667678.1| -------------------------------------GNSVNG-QASCPKGFDRVNGTQCVDINECLQPGFCENGNCVNTRGSYSCVCNEGFLLDASHGICISQKVISEEKDQCFRILNQGACSLPILRNITKQICCCSRVGKAWGKKCE   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450
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gi|110347431|ref|NP_001036009.1| LCPPFGSEGFREICPAGPGYHYSASDLRYNTRPLGQEPPRVSLSQPRTLPATSRPSAGFLPTHRLEPRPEPRP--------DPRPGPE------------------------------------LPLPSIPAWTGPEIPESGPSSGMCQR   600
gi|73948320|ref|XP_533664.2| LCPPFGSEGFREICPAGPGYHYSASDLRYNTRPLGQEPPRVSLSH-RAPPSTPRPPTGFLPTH----RPEPPP--------EPRPGPE------------------------------------LPLPSIPAWSGPEISESGPSAGVCQR   600
gi|32189330|ref|NP_783572.1| LCPPYGSEGFREICPAGPGYHYSASDLRYNTRPLNQDPPRVTFNQPRVPPATPRPPTGFLPTRRPEPRPDPGPQPEPRPRPEPRPRPESRPRPEPRPRPEPRPQPESQPRPESRPRPESQPWPEFPLPSIPAWTGPEIPESGPSSSMCQR   600
gi|109458418|ref|XP_238093.4| LCPPYGSEGFREICPAGPGYHYSASDLRYNTRPLNPDPPRVTFNQPRAPPVTLRPPTGFLPTRRPEPRPDPGPQPELRPRPEPQPRPE------------------------------------FPLPSIPAWTGPEIPESGTSSSMCQR   600
gi|292629992|ref|XP_002667678.1| LCPFFGSAAFKEICPAGPGYHYSASAVKINQRVADIVDSSGTNVRTSTQDKQTQPESSRTNSQSTRTQQTSNT---------HTIRVQ--------------------------------------QPSISQSSRPQQPDTGSVIIITQP   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600
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gi|110347431|ref|NP_001036009.1| NPQVCGPGRCISRPSGYTCACDSGFRLSPQGTRCIDVDECRRVPPPCAPGRCENSPGSFRCVCGPGFRAGPRAAECLDVDECHRVPPPCDLGRCENTPG-SFLCVCPAGYQAAPHGASCQDVDECTQSPGLCGRGACKNLPGSFRCVCPA   750
gi|73948320|ref|XP_533664.2| SPQVCGSGRCIPRPSGYTCACDSGFRLSPQGTHCIDVDECRRVPPPCAPGRCENTPGSFRCVCGQGFRAGLRASECLDVDECHRVPPPCDRGRCENTPG-SFLCVCPAGYQAAPHGAGCQDVDECTQSPGLCGRGVCENLSGSFRCVCPA   750
gi|32189330|ref|NP_783572.1| NPQVCGPGRCVPRPSGYTCACDPGFRLGPQDTRCIDIDECRRVPTPCAPGRCENTPGSFRCVCGTGFQAGPRATECLDVDECRRVPPPCDRGRCENTPG-SFLCVCPAGYQAAPHGASCQDVDECTQSPGLCGRGVCENLPGSFRCVCPA   750
gi|109458418|ref|XP_238093.4| NPQVCGPGRCVSRPGGYTCACDPGFRLGPQGTRCIDVDECRRVPTPCAPGRCENTPGSFRCVCGTGFRAGPRATECLDVDECRRVPPPCDRGRCENTPG-SFLCVCPAGYQAAPHGASCQDVDECTQSPGLCGRGACENLPGSFRCVCPA   750
gi|292629992|ref|XP_002667678.1| KLNQPTAGRTTNIHAGNSPSSTS--QPARVNTPVIRTQTSRPSVNRQPVSPVRPPPVTPR-----------PPPTRQDVRVCESRPQVCGPGRCIDLPGGRHTCVCNTGFILNPQQGHCQDKNECVLTP---------------------   750
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gi|110347431|ref|NP_001036009.1| GFRGSACEEDVDECAQEPPPCGPGRCDNTAGSFHCACPAGFRSRGPGAPCQDVDECARSPPPCTYGRCENTEGSFQCVCPMGFQPNTAGSECEDVDECENHLACPGQECVNSPGSFQCRTCPSGHHLHRGRCTDVDECSSGAPPCGPHGH   900
gi|73948320|ref|XP_533664.2| GFRGSACEEDVDECAQEPPPCGPGRCDNTAGSFHCACPAGFRSRGPGAPCQDVDECARTPPPCAYGRCENTEGGFQCVCPTGFQPNAAGSECEDVDECENHLACPGQECVNSPGSFQCRACPAGHHLQHGRCTDVDECSSGAS-CGPHGH   900
gi|32189330|ref|NP_783572.1| GFRGSACEEDVDECAQQPPPCGPGRCDNTAGSFHCACPAGFRSRGPGAPCQDVDECSRSPSPCAYGRCENTEGSFKCVCPTGFQPNAAGSECEDVDECENRLACPGQECVNSPGSFQCRACPVGHHLHRGRCTDVDECSSGTP-CGLHGQ   900
gi|109458418|ref|XP_238093.4| GFLGSACEEDVDECAQQPPPCGPGRCDNTLGSFHCACPAGFRSRGPGAPCQDVDECARSPSPCAYGRCENTEGSFKCVCPTGFQPNAAGSECEDVDECENHLACPGQECVNSPGSFQCRACPVGYHLHRGRCTDVDECNSGTP-CGLHGQ   900
gi|292629992|ref|XP_002667678.1| ------------------RPCSVGECVNTPGSFRCVCPAGYQTNSQQTLCVDLDECRQVPNPCINGRCENTLGSFRCVCRTGYKLQDN--SCIDIDECVDPLRCPGKECVNSQGSYRCVSCRPGFDLLNGQCSDVNECEDPSQ--CPGQE   900
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gi|110347431|ref|NP_001036009.1| CTNTEGSFRCS-CAPGYRAPSGRPGPCADVNECLEGDFCFPHGECLNTDGSFACTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECICPPGHRAGPDLASCLDVDECRERGPALCGSQRCENSPGSYRCVRDCDPGYHAGP  1050
gi|73948320|ref|XP_533664.2| CINTEGSFRCS-CAPGYRAPAGRPGPCADVNECLEGDFCFPHGECLNTDGSFACTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECVCPPGHRAGPDLASCLDVDECRERGPALCGSQRCENSPGSYRCVRDCEPGYHAGP  1050
gi|32189330|ref|NP_783572.1| CTNTKGSFHCS-CSTGYRAPSGQPGPCADINECLEGDFCFPHGECLNTDGSFTCTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECICPPGHRAGPDLASCLDIDECRERGPALCGSQRCENSPGSYRCVRDCDPGYHPGP  1050
gi|109458418|ref|XP_238093.4| CTNAQGSFHCS-CSTGYRAPSGRPGPCADINECLEGDFCFPHGECLNTDGSFTCTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECICPPGHRAGPDLASCLDIDECRERGPALCGSQRCENSPGSYRCVRDCDPGYHPGP  1050
gi|292629992|ref|XP_002667678.1| CLNSQGSYRCVSCRPGFGLRNG------------------------------ACSGNSSFQPTSHEQCLLILMSAVRHLLHVRTACVKTHSAALGVCA-GLDTDFRVAPCTDVNECED--PSQCPGQECLNSQGSYRCVS-CRPGFGLR-  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050
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gi|110347431|ref|NP_001036009.1| EGTCDDVDECQEYGPEICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAVCQNLPGSFQCLCDQGYEGARDGRHCVDVNECETLQGVCGAALCENVEGSFLCVCPNSPEEFDPMTGRCVPPRTSAGTFPGSQPQA  1200
gi|73948320|ref|XP_533664.2| EGTCDDVDECQEYGSAICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAVCQNLPGSFQCLCDQGYEGARDGRHCVDVNECETLQGVCGAALCENVEGSFLCVCPTSPEEFDPMTGRCVPPRTSPGTFPGSQPQA  1200
gi|32189330|ref|NP_783572.1| EGTCDDIDECREYGSAICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAMCQNLPGSFQCVCDQGYEGARDGRHCVDVNECETLQGVCGSALCENVEGSFLCVCPNSPEEFDPMTGRCVPPRAPAGTFPGSQPQA  1200
gi|109458418|ref|XP_238093.4| EGTCDDVDECREYGSAICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAMCQNLPGSFQCVCDQGYEGARDGRHCVDVNECETLQGVCGSALCENVEGSFLCVCPTSPEEFDPMTGRCVPPRTPAGTFPGSQPQA  1200
gi|292629992|ref|XP_002667678.1| NGACSDIDECRQT-PDLCVNGRCENTMGSYSCS--CRPGFRLEEN-ICKDVNECENELQCPG-MECVNSVGSFKCVSCKPGFQLLDG-QCQDVDECSRTPRRCTNGQCKNTPGSFRCVCDVG---FHLQDGVCTDMDECVDPLQCPGQQC  1200
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gi|110347431|ref|NP_001036009.1| PASPVLPARPPPPPLPRRPSTPRQGPVGSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPGTETAEYQSLCPHGRGYLAPSGDLSLRRDVDECQLFRDQVCKSG-VCVNTAPGYSCYCSNGYYYHTQRLECIDND  1350
gi|73948320|ref|XP_533664.2| PASPGLPARPPPPSPPRRPSPPRQGPVGSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPSTETAEYQSLCPHGRGYLAPSGDLSLRRDVDECQLFRDQVCKSG-VCVNTAPGYSCYCSNGYYYHAQRLECVDND  1350
gi|32189330|ref|NP_783572.1| PASPSLPARPPAPPPPRRPSPPRQGPVSSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPGTETAEYQSLCPHGRGYLVPSGDLSARRDVDECQLFQDQVCKSG-VCVNTAPGYSCYCSNGFYYHAHRLECVDND  1350
gi|109458418|ref|XP_238093.4| PASPSLPARPPAPPPPRRPSPPRQGPVSSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPGTETAEYQSLCPHGRGYLVPSGDLSARRDVDECQLFQDQVCKSG-VCVNTAPGYSCYCNNGFYYHAHRLECVDND  1350
gi|292629992|ref|XP_002667678.1| INSPGSYKCVP-----------------------------------------------CRDGHSMQSGR----CTGQTSLPVVLHCEK-LDYSDPVQHDDIISNIDEC--VSDQVCGAQSVCVNTDGSYRCDCAPGYRAAGAGRQCRDIN  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350
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gi|110347431|ref|NP_001036009.1| ECADEEPACEGGRCVNTVGSYHCTCEPPLVLDGSQRRCVSNESQSLDDNLGVCWQEVGADLVCSHPRLDRQATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYSPPRPGGFGLPYEYGPDLGPPYQGLPYGPELYPPPALP  1500
gi|73948320|ref|XP_533664.2| ECADEEPACEGGSCVNTVGSYHCTCEPPLVLDGSRRRCVSNESQSLDDNLGVCWQEVGADLVCSRPRLDRQATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYGPPRPGGFGLPYEYGPDLGPPYQGLPYGPELYPPPVLP  1500
gi|32189330|ref|NP_783572.1| ECADEEPACEGGRCVNTVGSYHCTCEPPLVLDGSRRRCVSNESQSLDDNLGVCWQEVGPDLVCSRPRLDRQATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYGPPRPGGFGIPYEYGPDIGPPYQSLPYGPDLYPPPVLP  1500
gi|109458418|ref|XP_238093.4| ECADEEPACEGGRCVNTVGSYHCTCEPPLVLDGSRRRCVSNESQSLDDNLGVCWQEVGPDLVCSRPRLDRQATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYGPPRPGGFGLPYEYGPDIGPPYQSLPYGPDLYPPPVLP  1500
gi|292629992|ref|XP_002667678.1| ECLEGDFCFPRGECVNTDGSYKCVCS----------------------------------------------------------------------------------------------------------------------------  1500
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500
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gi|110347431|ref|NP_001036009.1| YDPYPPPPGPFARREAPYGAPRFDMPDFEDDGGPYGESEAPAPPGPGTRWPYRSRDTRRSFPEPEEPPEGGSYAGSLAEPYEELEAEECGILDGCTNGRCVRVPEGFTCRCFDGYRLDMTRMACVDINECDEAEAASPLCVNARCLNTDG  1650
gi|73948320|ref|XP_533664.2| YDPYPPPPGPFARREAPYGAPPYDMPDFEDDGGPYGESEAAAPPGPGTRWRYRSRDTRGSFPEPEESPEGGSYPGTLSGPYEGLEAEECGILDGCAHGRCVRVPEGFTCDCFTGYRLDMTRMACVDINECDEAEAASPLCVNARCVNTDG  1650
gi|32189330|ref|NP_783572.1| YDPYPPPPGPFARREAPYGAPPFDMPDFEDDGGPYGESETPDPPSRGTGWPYRSRDTRGSFPEPEESSERGSYTGALSEPYEGLEAEECGILDGCPHGRCVRVPEGFTCDCFDGYRLDITRMSCVDVNECDEAEATSPLCINARCVNTDG  1650
gi|109458418|ref|XP_238093.4| YDPYPPPPGPFARREAPYGAPPFEMPDFEDDGDPYGETEAPDPPSRGTGWPYRSRDTRGSFPEPEESSERGSYTGALSEPYEGLEAEECGILDGCAHGRCVRVPEGFTCDCFDGYRLDITRMSCVDINECDEAEATSPLCVNARCVNTDG  1650
gi|292629992|ref|XP_002667678.1| ----------------------------------------------------------------------------------------------------------------QGYKSVANGTSCQDVNECQDSTG--LICGSQRCENTIG  1650
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gi|110347431|ref|NP_001036009.1| SFRCICRPGFAPTHQPHHCAPARPRA  1676
gi|73948320|ref|XP_533664.2| SFRCVCRPGFAPSHQPHHCTPARPRA  1676
gi|32189330|ref|NP_783572.1| SFRCICRPGFAPTHQPHHCAPARPRA  1676
gi|109458418|ref|XP_238093.4| SFRCICRPGFAPTHQPHHCAPARPRA  1676
gi|292629992|ref|XP_002667678.1| SFHCVAS--CEPGYQITSTA------  1676
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