
                                                                                                                                          :.  *     .                                   
gi|17933524|ref|NP_525047.1| ------------------------------------MSSE--SSTEGD----------SDLYDPLAEELHNVQLVKHVTRENIDALNAKFANLQEPPAMYLIEYQELTSKLHELEAKEQELMERLNSQDQQEDSSLVERFKEQPHYQNQT   150
gi|158298052|ref|XP_318144.4| ------------------------------------MSSADAEDTDEE----------LDAFLQLEEDLRNIKSVIHVTRENIDALNEKFADFQQPPALYLEEYQELTSKLHDLEIKEQDLMEKK-------------------------   150
gi|33188459|ref|NP_004324.2| MAALSGGGG-------------------GGAEPGQALFNGDMEPEAGAGAG---AAASSAADPAIPEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESLGNGTDFSVSSSASMDTVTSSSSSSL   150
gi|114616352|ref|XP_001155024.1| MAALSGGGG-------------------GGAEPGQALFNGDMEPEAGAGAG---AAASSAADPAIPEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESLGNGTDFSVSSSASMDTVTSSSSSSL   150
gi|113199767|ref|NP_647455.2| MAALSGGGGRRSGGGGGGGGGGGGGDGGGGAEQGQALFNGDMEPEAGAG-----AAASSAADPAIPEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESL-------------------------   150
gi|109471941|ref|XP_231692.4| MAALSGGGGSSSGGGGGGGGGGGGG-GGGGAEQGQALFNGDMEPEAGAG-----AAASSAADPAIPEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESL-------------------------   150
gi|73978840|ref|XP_532749.2| --------------------------------------------------------------MVTMEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESLGNGTDFSVSSSASTDTVTSSSSSSL   150
gi|45384286|ref|NP_990633.1| MAALSSGSSA----------------------EGASLFNGDMEPEPPPPVLGACYAGSGGGDPAIPEEVWNIKQMIKLTQEHIEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLESMGNGTDFSVSSSASTDTVASSSSSSL   150
gi|119891390|ref|XP_869161.2| ------------------------------------------------------------------------------------------------------AYEEYTSKLDALQQREQQLLESLGNGTDFSVSSSASTDTVTSSSSSSL   150
gi|46849736|ref|NP_991307.2| MAALSSAESPPPVFNG------------DTMNRDPERDPGLDELGAGLEPACPGEAAIPECQQGIPEEIWNIKQMIKLTQEHLEALLDKFGGEHNPPSIYLEAYEEYTSKLDALQQREQQLLEAIGNGTEFCSSPTPTLLDVKGQGIQSA   150
gi|71999519|ref|NP_741430.3| ------------------------------------MSRINFKKSSAS-----------TTPTSPHCPSPRLISLPRCASSSIDRKDQASPMASPSTPLYPKHSDSLHSLSGHHSAGG--------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                         :: ..** .*:: * .  *    *:: * *  * :  : * *    .  .  *     :  :       .:       .        ::*:**:.   *: *.  : : **
gi|17933524|ref|NP_525047.1| QILQQQRQLARVHHGNDLTDSLGSQPGSQCGTLTRQPKILLRAHLPNQQRTSVEVISGVRLCDALMKALKLRQLTPDMCEVSTTHSG-RHIIPWHTDIGTLHVEEIFVRLLDKFPIRTHIK---HQIIRKTFFSLVFCEGCR-RLLFTGF   300
gi|158298052|ref|XP_318144.4| --IQMQN-------------------EHMCGTLSRQSKMLLRAFLPNQQRTSVQVIPGMRLKDALAKALKRRNLTCEFCEVTAGNS--NYPIPWETDVSALNCDEVFVRILDIG-FPTYIS---HQFIRKTFFSLAFCECCR-RLLFTGF   300
gi|33188459|ref|NP_004324.2| SVLPSSLSVFQNP------------TDVARSNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|114616352|ref|XP_001155024.1| SVLPSSLSVFQNP------------TDVARSNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|113199767|ref|NP_647455.2| --------VFQTP------------TDASRNNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|109471941|ref|XP_231692.4| --------VFQTP------------TDVSRNNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|73978840|ref|XP_532749.2| SVLPSSLSVFQNP------------TDISRSNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|45384286|ref|NP_990633.1| SVAPSSLSVYQNP------------TDMSRNNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|119891390|ref|XP_869161.2| SVLPSSLSVFQNP------------TDVSRSNPKSPQKPIVRVFLPNKQRTVVPARCGVTVRDSLKKALMMRGLIPECCAVYRIQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|46849736|ref|NP_991307.2| PTAPNTLAVLQTP------------TDATRGNPRSPQKPIVRVFLPNKQRTVVPARCGMTVRDSLKKALMMRGLIPECCAVYRVQDGEKKPIGWDTDISWLTGEELHVEVLENVPLTTHN------FVRKTFFTLAFCDFCR-KLLFQGF   300
gi|71999519|ref|NP_741430.3| -------------------------AGTSDKEPPKFKYKMIMVHLPFDQHSRVEVRPGETARDAISKLLKKRNITPQLCHVNASSDPKQESIELSLTMEEIASRLPGNELWVHSEYLNTVSSIKHAIVRRTFIPPKSCDVCNNPIWMMGF   300
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gi|17933524|ref|NP_525047.1| YCSQCNFRFHQRCANRVPMLCQPFP--------------MDSYYQLLLAENPDNGVG--FPGRGTAVRFNM-SSRSRSRRCSSSGSSSSSKPPSSSSGNHRQGRPPRISQDDRSNSAPNVCINNIRSVTSEV------------------   450
gi|158298052|ref|XP_318144.4| YCNQCNYRFHQRCVDKVPPICSKRH--------------MDSTFYHVLLANPESTAG--IINPG------------------AGGYSTSLRHPRS------------LNQHDRSNSAPNVCINNVIKPFFGG------------------   450
gi|33188459|ref|NP_004324.2| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPIPQEEASLAETALTSGSSPSAPA-SDSIGPQILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|114616352|ref|XP_001155024.1| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPIPQEEASLAETALTSGSSPSAPA-SDSIGPQILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|113199767|ref|NP_647455.2| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPVPQEEASFPETALPSGSS-SAPP-SDSTGPQILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDEKFPEVELQDQRDLIRDQG   450
gi|109471941|ref|XP_231692.4| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPVPQEEAFSAETTLPSGCS-SAPP-SDSIGPQILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDEKFPEVELQDQRDLIRDQG   450
gi|73978840|ref|XP_532749.2| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPIPQEEASIAETALTSGSSPSAPP-SDSPGPPILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|45384286|ref|NP_990633.1| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPISQEETTLGETTPASGSYPSVPP-SDSVGPPILPSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|119891390|ref|XP_869161.2| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLFVSKFFEHHPIPQEEASLAETTLPCGSSPSAPP-SDSIGPPILTSPSPSKSIPIPQPFRPADEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|46849736|ref|NP_991307.2| RCQTCGYKFHQRCSTEVPLMCVNYDQL--------DLLLASKFLVHHPITQEEVSSEGTTPISEMCPSLPP-SESTGSLCHPTVSPSKSIPIPQSFRPGEEDHRN-QFGQRDRSSSAPNVHINTIEPVNIDD------------LIRDQG   450
gi|71999519|ref|NP_741430.3| RCEFCQFKFHQRCSSFAPLYCDLLQSVPKNEDLVKELFGIASQVEGPDRSVAEIVLANLAPTSGQSPAATPDSSHPDLTSIKRTGGVKRHPMAVSPQNETSQLSPSGPYPRDRSSSAPNINAINDEATVQHNQRILDALEAQRLEEESRD   450
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gi|17933524|ref|NP_525047.1| ------------------------------------------------------------------QRSLIMQARPPLPHPCTDHSNSTQASPTSTLKHN-RPRARSADESNKNLL-LRDAKSSEENWNILAEEILIGPRIGSGSFGTVY   600
gi|158298052|ref|XP_318144.4| ------------------------------------------------------------------ENRHVISNRPLQAQPNQEHSHSTQASPTNTLNHSKRPRARSADESNKNLLSPRDSKQSDENWNIQAEEILIGQRIGSGSFGTVY   600
gi|33188459|ref|NP_004324.2| F---------------------RGDG----------------------------------------GSTTGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSS---SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|114616352|ref|XP_001155024.1| F---------------------RGDG----------------------------------------GSTTGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSS---SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|113199767|ref|NP_647455.2| F---------------------RGDGAPLNQLMRCLRKYQSRTPSPLLHSVPSEIVFDFEPGPVFRGSTTGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSSSSSS-EDRSRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|109471941|ref|XP_231692.4| F---------------------RGDGAPLNQLMRCLRKYQSRTPSPLLHSVPSEIVFDFEPGPVFRGSTTGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSSSSSSTEDRSRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|73978840|ref|XP_532749.2| F---------------------RSDGAPLNHLMRCLRKCQSRTPSPLLHSVPSEIVFDFEPGPVFRGSTTGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSS---SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|45384286|ref|NP_990633.1| V---------------------RGEGAPLNQLMRCLRKYQSRTPSPLLHSVPSEIVFDFEPGPVFRGSTAGLSATPPASLPG-SLTNVKALQKSPGPQRERKSSS---SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|119891390|ref|XP_869161.2| F---------------------RSDG----------------------------------------GSTTGLSATPPASLPG-SLSNVKALQKSPGPQRERKSSS---SSEDRNRMKTLGRRDSSDDWEIPDGQITVGQRIGSGSFGTVY   600
gi|46849736|ref|NP_991307.2| LP--------------------RSDG----------------------------------------GSTTGLSATPPASLPG-SLPNVKVS-KSPCQPRERKPSS---SSEDRNKMKTLGRRDSSDDWEIPEGQITLGQRIGSGSFGTVY   600
gi|71999519|ref|NP_741430.3| KTGSLLSTQARHRPHFQSGHILSGARMNRLHPLVDCTPLGSNSPSSTCSSPPGGLIGQPTLGQSPNVSGSTTSSLVAAHLHTLPLTPPQSAPPQKISPGFFRNRSRSPGERLDAQRPRPPQKPHHEDWEILPNEFIIQYKVGSGSFGTVY   600
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gi|17933524|ref|NP_525047.1| RAHWHGPVAVKTLNVKTPSPAQLQAFKNEVAMLKKTRHCNILLFMGCVSKPSLAIVTQWCEGSSLYKHVHVSET--KFKLNTLIDIGRQVAQGMDYLHAKNIIHRDLKSNNIFLHEDLS-VKIGDFGLATAKTRWSGE--KQANQPTGSI   750
gi|158298052|ref|XP_318144.4| KAHWHGPVAVKTLNVKTPSPAQLQAFKNEVAMLKKTRHCNILLFMGCVSKPSLAIVTQWCEGSSLYKHIHVNET--KFKLNTLIDIARQAAQGMDYLHAKNIIHRDLKSNNIFLHDDFS-VKIGDFGLATAKVRWSGS--QQSNQPTGSI   750
gi|33188459|ref|NP_004324.2| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|114616352|ref|XP_001155024.1| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|113199767|ref|NP_647455.2| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|109471941|ref|XP_231692.4| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|73978840|ref|XP_532749.2| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|45384286|ref|NP_990633.1| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|119891390|ref|XP_869161.2| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYSTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGSI   750
gi|46849736|ref|NP_991307.2| KGKWHGDVAVKMLNVTAPTPQQLQAFKNEVGVLRKTRHVNILLFMGYTTKPQLAIVTQWCEGSSLYHHLHIIET--KFEMIKLIDIARQTAQGMDYLHAKSIIHRDLKSNNIFLHEDLT-VKIGDFGLATVKSRWSGS--HQFEQLSGST   750
gi|71999519|ref|NP_741430.3| RGEFFGTVAIKKLNVVDPTPSQMAAFKNEVAVLKKTRHLNVLLFMGWVREPEIAIITQWCEGSSLYRHIHVQEPRVEFEMGAIIDILKQVSLGMNYLHSKNIIHRDLKTNNIFLMDDMSTVKIGDFGLATVKTKWTVNGGQQQQQPTGSI   750
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gi|17933524|ref|NP_525047.1| LWMAPEVIRMQELNPYSFQSDVYAFGIVMYELLAECLPYGHISNKDQILFMVGRGLLRPDMSQVRSDAPQALKRLAEDCIKYTPKDRPLFRPLLNMLENMLRTLPKIHRSASEPNLTQSQ-----------LQNDEF-LYLPS-PKTPVN   900
gi|158298052|ref|XP_318144.4| LWMAPEVIRMKEQNPYSFQSDVYAFGIVLYEMLTEQLPYNHINNKDQILFMVGCGKLRPDSTKVRTDCPQALKRCVEDCIKFNRDERPLFRLLLNMLENMLRTMPKFHRSASEPNFTQTQ-----------LQNDDF-LYMCSSPKTPVN   900
gi|33188459|ref|NP_004324.2| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|114616352|ref|XP_001155024.1| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|113199767|ref|NP_647455.2| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|109471941|ref|XP_231692.4| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|73978840|ref|XP_532749.2| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|45384286|ref|NP_990633.1| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|119891390|ref|XP_869161.2| LWMAPEVIRMQDKNPYSFQSDVYAFGIVLYELMTGQLPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMAECLKKKRDERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYACASPKTPIQ   900
gi|46849736|ref|NP_991307.2| LWMAPEVIRLQDKNPYSFQSDVYAFGIVLYELMSGALPYSNINNRDQIIFMVGRGYLSPDLSKVRSNCPKAMKRLMADCLKKKREERPLFPQILASIELLARSLPKIHRSASEPSLNRAG-----------FQTEDFSLYTCASPKTPIQ   900
gi|71999519|ref|NP_741430.3| LWMAPEVIRMQDDNPYTPQSDVYSFGICMYEILSSHLPYSNINNRDQILFMVGRGYLRPDRSKIRHDTPKSMLKLYDNCIMFDRNERPVFGEVLERLRDII--LPKLTRSQSAPNVLHLDSQYSVMDAVMRSQMLSWSYIPPATAKTPQS   900
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gi|17933524|ref|NP_525047.1| FNNFQFFGSAGNI------   919
gi|158298052|ref|XP_318144.4| FHNFQFYNGAGNY------   919
gi|33188459|ref|NP_004324.2| AGGYGAFPVH---------   919
gi|114616352|ref|XP_001155024.1| AGGYGEFAAFK--------   919
gi|113199767|ref|NP_647455.2| AGGYGEFAAFK--------   919
gi|109471941|ref|XP_231692.4| AGGYGEFAAFK--------   919
gi|73978840|ref|XP_532749.2| AGGYGEFAAFK--------   919
gi|45384286|ref|NP_990633.1| AGGYGGFPVH---------   919
gi|119891390|ref|XP_869161.2| AGGYGTFPVH---------   919
gi|46849736|ref|NP_991307.2| AGGYGEFTAFK--------   919
gi|71999519|ref|NP_741430.3| AAAAAAANKKAYYNVYGLI   919
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