
                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| MECPSCQHVSKEETPKFCSQCGERLPPAAPIADSENNNSTMASASEGEMECGQELKEEGGPCLFPGSDSWQENPEEPCSKASWTVQEGATSEVLVDAAVDLISDEWEAANAIPSKRRKQDAAPLEAASVPSADCEQSKKKKRKKKKKGNK   150
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|118099836|ref|XP_420083.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|292612165|ref|XP_001921030.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|194676304|ref|XP_590465.4| -----------------------------------------------------------RRRRSKRKKRNWKNASTSAELDSLSPSSLEPCSLSSLANPGLQDTAPCQSPAQQCRPTHQSGKPPSVGKIPLEAMGHPLQGEAAGEAEAAM   150
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| SASSELASLPLSPASPCHLTLLSNPWPQDTALPHSQAQQSGPTGQPSQPPGTATTPLEGDGLSAPTEVGDSPLQAQALGEAGVATGSEAQSSPQFQDHTEGEDQDASIPSGGRGLSQEGTGPPTSAGEGHSRTEDAAQELLLPESKGGSS   300
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|118099836|ref|XP_420083.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|292612165|ref|XP_001921030.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|194676304|ref|XP_590465.4| GAESLSSPAPQDQTLAGALPEGNDHHSLSPFKGEDLPTSASEGSPREKDTAQELLLPEPKVDTSKPRKDLQTIRQLARAPASGVNLMPRIGLPCLNTLLCSAVLTTLHCLGRESTGTRFLGGGLWEGLSLYPELLTPVPGLVAEADPYAI   300
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| EPGTELQTTEQQAGASASMAVDAVAEPANAVKGAGKEMKEKTQRMKQPPATTPPFKTHCQEAETKTKDEMAAAEEKVGKNEQGEPEDLKKPEGKNRSAAAVKNEKEQKNQEADVQEVKASTLSPGGGVTVFFHAIISLHFPFNPDLHKVF   450
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|118099836|ref|XP_420083.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|292612165|ref|XP_001921030.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|194676304|ref|XP_590465.4| EFKFPCAFCHFGPDVLGLYFFQASDAAAESAVSVKGVGKDVKDKTEEMKEPPTSVPASRNHRQEIATKDQTALPGGKTGENEKAKPKDLKRPEGNNGNNAAPVKNEKEQRNQSTQRAKESLLSSMEGIMVYFHAIISKHFEFNPHQHKVF   450
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| IRGGEEFGESKWDSNICELHYTRDLGHDRVLVEGIVCISKKHLDKYIPYKYVIY-NGESFEYEFIYKHQQKKGEYVNRCLFIKSSLLGSGDWHQYYDIVYMKPHGRLQKVMNHITDGPRKDLVKGKQIAAALMLDSTFSILQTWDTINLN   600
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|118099836|ref|XP_420083.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|292612165|ref|XP_001921030.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|194676304|ref|XP_590465.4| VRGGKEFGEPAWSHNVCEMHYSKDLHENGSLIEGSTTISKQHVDKPIPYKYIICKGKNSEEYEFIYTSQQKKGEYVNRCLRVKSSLLDSGDWHQYDDIICMKPPGTLKKLMNYITDGTRKDLMKGKQIAAAVMLDSIFSILETWNAINLK   600
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| SFFTQFEQFCFVLQQPMIYEGQAQLWTDLQYREKEVKRYLWQHLKKHVVPLPDGKSTDFLPVDCPVRSKLKTGLIVLFVVEKIELLLEGSLDWLCHLLTSDASSPDEFHRDLSHILGIPQSWRLYLVNLCQRCMDTRTYTWLGALPVLHC   750
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|118099836|ref|XP_420083.2| ---------------------------------------------------------------------------------------------------MEKKTPNERAQETSEKTKKTKATNQTDGPLVRKNNAPSVTDKGKEKHQQNN   750
gi|292612165|ref|XP_001921030.2| -------------------------------------------------------------------------------------------------------MRTQRSEDGSFASRITKLLHLQSLKQCGLN---------LEEFAEKF   750
gi|194676304|ref|XP_590465.4| NFFTQFQQFYSVIHVPMTYEGEEQPWSALRYKEEVR-KHLWECVTKKMAPFLETSGDPLPEDYPVKSKLGMGMIVLFLVEKFDFLLLENDLASLCHLLRLDTNSLGTFPKDLKDILETSQSWRVSLVNLCQMCMDKKVDFWVCALPVLHH   750
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| CMELAPRHKDAWRQPEDTWAALEGLSFSPFREQMLDTSSLLQFMREKQHLLSIDEPLFRSWFSLLPLSHLVMYMENFIEHLGRFPAHILDCLSGIYYRLPGLEQVLNTQDVQDVQNVQNILEMLLRLLDTYRDKIPEEALSPSYLTVCLK   900
gi|114670878|ref|XP_511726.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
gi|118099836|ref|XP_420083.2| QKPVDKEKRSEGVTVYFHAILSKDFKLNPETDKVFVVSGGFYGSAQWEKICEMSCVKRLDVHGYLIEGYAILPIENVDKFIPYKYWISSGEGEYEFIYKKQAVDIVNRCLYVSSNLINNREGAEASQKGVVMKSKLALGLTLLTIVDAFQ   900
gi|292612165|ref|XP_001921030.2| RKAAEG----------------------------------------------------LNFNDWLLMTHLNFALD--KPLLPLQIQRMVG-----WSYQQFIEHMVQ-----------------QQEKGILQEERILRTTTTSAASQPMS   900
gi|194676304|ref|XP_590465.4| CMDLSPPAQGSVTQPEDTWAALEGISFSEFRETRPDQKELLELMRKNRHLLNVDEFLFRSWFSLLPLSNLAPYMEHFIDYLSQSPPHVLDCLLGTWYRLKGLEKISNRNLQN----IKNTFKMLLHLLDIYQEKILEEPLIQPYLIVCLK   900
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| LHEAICSSTKLLKFYELPALSAEIVCRMIRLLSLVDSAG-------QRDETGNNSVQTVFQGTLAATKRWLREVFTKNMLTSSGASFTYVKEIEVWRRLVEIQFPAEHGWKESLLGDMEWRLTKEEPLSQITAYCNSCWDTKGLEDSVAK  1050
gi|114670878|ref|XP_511726.2| -----------------------------------------------------------------------------------------------------------------------------------------MWLDK--------  1050
gi|118099836|ref|XP_420083.2| LPASKEDLAGLCELLCLEKSQKAVVDEFHQTMEVFASSA-------WNEFVKISFPDEQFN----------------------------------------------ARWKSTLLADLERRIQEEDPVNQILAYCCQQHRLRDLDRSIGC  1050
gi|292612165|ref|XP_001921030.2| SPQG------------LTRTQKRRFNKFR------------------------------------------------------------------------------INWR---------------------------------------  1050
gi|194676304|ref|XP_590465.4| LHETTCRISKAHTFYEMPALSAEIVRRIIILKPLVDSAGGPGNETGKKNSVKTVFQGTLAATRSWLRKNFKKSMFQAGYFYFSPVTFAYSEEIEVWRRLVEIRFPVEHGWKESLLRDLEGRFKQEMPFFQICAFCNSNWDATGAEDSVAK  1050
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|109489481|ref|XP_221191.4| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                                                                                     :   .  .       :             .    :                
gi|262231746|ref|NP_065965.4| TFEKCIIEAVSSACQSQTSILQGFSYSDLRKFGIVLSAVITKSWP-----RTADNFNDILKHLLTLADVKHVFRLCGTDEKILANVTEDAKRLIAVADSVLTKVVGDLLSGTILVGQLELIIKHKNQFLDIWQLREKSLSP--QDEQCAV  1200
gi|114670878|ref|XP_511726.2| ---------------SQTSILQGFSYSDLRKFGIVLSAVITKSWP-----RTADNFDDILKHLLTLADVKHVFRLCGTDEKILANVTEDAKRLIAVADSVLTKVVGDLLNGTILVGQLELIIKHKNQFLDIWQLREKSLSP--QDEKCAV  1200
gi|118099836|ref|XP_420083.2| CFETCAIEAVTAACQTQSSLLDMISSYNMDQFSRLISTIIVKSWPRKVE-RSQDDFDEILHHLLTWPDVKHIFTFNGTNTKLQEQLTNEARIVMAKADSVFMSVTNELQEGSILIKHLEEIFQHENQFVFIWELKHKQLLDGQKELLRQL  1200
gi|292612165|ref|XP_001921030.2| -------------------------------FGNLVSTIILKSWPKDDKGTYFEEEEAVLKHLLGWAAAKNIFQLHGADEKLIDQLSDEAKEKFAMATSLFTNVLNQLVTGKIKMKLLNHILEKKSVFLELLTLDCFSEEE-QYKDIDAM  1200
gi|194676304|ref|XP_590465.4| CFEMCAIEAVGLVCQSQTSILEKISYNNSRKCDTIVSAVITKSWPRSGG-EFVDNMGEVLNHLLIWPDIKHLFKLCGTNEKILANITKEGKKLMATADSVFTKVTSDLINGTILVGQLELIVKHMNQFFDLWHLKNKSLSA------QAK  1200
gi|149262526|ref|XP_001477896.1| ---------------------------------------------------------------------MECPQCGHVSSEKAPKFCSECGQKLPSAATVQGDLKNDN---TLVVSSTPEGKTEQGAVLREEEVLLSSTDP---------  1200
gi|109489481|ref|XP_221191.4| -----------------------------------------------------------------------------------------------MRGFLYRVFVYKN---VTLVPSWQN----NALELQQSRVPLHHMAE---------  1200
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                          .*:          .         :              .                                     ..        : .                                         :     :     
gi|262231746|ref|NP_065965.4| EEALDWRREELLLLKKEKRCVDSLLKMCGNVKHLIQVDFGVLAVRHSQDLSSKRLNDTVTVRLS---TSSNSQRATHYHLSSQVQEMAGKIDLLRDSHIFQLFWREAAEPLSEPKEDQEAAELLSEPEEESERHILELEEVYDYLYQPSY  1350
gi|114670878|ref|XP_511726.2| EEALYWRREELLFLKKEKRCVDSLLKMCANVKHLIQVDFGVLAVRHSQDLSSKRLNDAVTVRLS---TSSNSQRTTHYHLSSQVQEMAGKIDLLRDSHIFQIFWREAAEPLSEPKEDQEAAELLSEPEEESERHILELEEVYDYLYQPSY  1350
gi|118099836|ref|XP_420083.2| KEVLQRRREELTHIMAEKKAIGTFLNMCRKVQASVTVYVGEVDRQHSEDLRSEKLNRVVSVGRR---PIQT-----YYKLSQELKECAQKMHAFKDSLIFQQFW--EEAAMKAREKYGSSDEEEVVPG-------VDLNDVFEGLIAPCF  1350
gi|292612165|ref|XP_001921030.2| KALIQTRQEEVKAIYHERALAGALIAMCHNVEEHVKVDYKYLEDLYSNDMNEMDLDLFMDVHELNQIPTEASLEVPYFELQDDVRSMAEILNIFKDSYIFKLRWGNEAALFVERAEDEELDELDELP--------ITLDVLNEEIFLPCH  1350
gi|194676304|ref|XP_590465.4| EDILNLRKKELDTLEKEKTYVDSLLKLCGRVKDLIKVDFGEIAERYSEDLSGKKLNQVVTVSLS--ATSLDSTWATCYNLSPEVQEMARNAYLLKDSHIFPIFWAKAAQELSEPEENLERK-------------IFQPEEVYEYLYCPCF  1350
gi|149262526|ref|XP_001477896.1| -------GKELEKPEESDSNASWTTQMEVDPEVFVDASEDTAGGPEGAQCPPSKRKKEETAGCE--------------VMDTEQNQAQQGGAASQPGHP--------------------------------------LDTENMPME-DGF  1350
gi|109489481|ref|XP_221191.4| -------SREMWEQG-----AGQGTVDTRIPEVLAGSLEDLFVVEDGPGSHNSALP---------------------------QNQAQQGGTANQPGHS--------------------------------------LDTVKMPVEKDGS  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                           *:.        :       .   .   ::  :        :                    .: :     :..    *                      ::   . :  * *:   .:   :   :     :.       
gi|262231746|ref|NP_065965.4| RKFIKLHQDLKSGEVTLAEIDVIFKDFVNKYTDLDSELKIMCTVDHQDQRDWIKDRVEQIKEYHHLHQAVHAAKVILQVKESLGLNGDFSVLNTLLNFTDNFDDFRRETLDQINQELIQA-KKLLQDISEARCKGLQALSLRKEFICWVR  1500
gi|114670878|ref|XP_511726.2| RKFIKLHQDLKSGEVTLAEIDVIFKDFVNKYTDLDSELKIMCTVDHQGQRDWIKDRVEQIEEYHHLHQAVHAAKVILQVKESLGLTGDFSVLNTLLNFTDNFDDFRHETLDQINQELIQA-KKLLQDISEARCKGLQALSLRKEFICWVR  1500
gi|118099836|ref|XP_420083.2| MNYERLYDDLRSGSLTLSAVDRIFQDFTNHPEDIKAELNIICELRPAEGRRWVDRRFQQIQQYHEMHLTFDAVKIIANVKESLNLSGDFSVLENLLYMTEKLESHKTQKLDFISSELIHA-KELLQGITVNRQGCLRELAQQKEFVCWVR  1500
gi|292612165|ref|XP_001921030.2| AAYRNIYTSLKDGSIDFEDIDEIFRAYKGKYEKLAAEVAIMSKQDFNDDQHWVQTRIQQIKQYHELHLAVESAKVVMMVKETLCLQGDFQVLEKLLITTH--SDFKSERLDSIDNELIQA-KNVLVDITEPRRLCLQELGHRKNFVIWVK  1500
gi|194676304|ref|XP_590465.4| KRFTKLYQDLKSGEVTFGEINDIFKDFVNKYSDLTEDLQIMSALDPRDQKDWIKERVQQIKEYHHLHQAVDSAKVILEVKENLGLTGDFSVLHTLLSFTD-LDKICHEKLNRINQHIIHA-KKLLQDVSETRCQCLKELSQRKEFIGWVR  1500
gi|149262526|ref|XP_001477896.1| VHTEGSGSPLQG-----QAAER-TDAQSNLAPSDLAEVKDLNTSKPSVDKGLPLDGGPALSAFKGHPKMTDASQKAPLPESKGETSG---------------QEKKVPPIDAAASPVKTAGKETGEDVRKPKPSPVSPVASKHGDQPSVY  1500
gi|109489481|ref|XP_221191.4| ACVEGSGSSLRG-----PVAEGPEDAQRNPAASDYVEVKDLKTSNPSVDKG---------------PKMTDASQKASLPESKGEQPG---------------HGEKVPPIDTAANPVKRARKETRDDVQKQKPSPVSLATSKDRDQ----  1500
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                                                                                       .  *  **  ..:: :   ..: ..      . . *:: : :     :        :     .               :. 
gi|262231746|ref|NP_065965.4| EALGGINELKVFVDLASISAGENDIDVDRVACFHDAVQGYASLLFKLDPSVDFSAFMKHLKKLWKALDKDQYLPRKLCDSARNLEWLKTVNESHGSVERSSLTLATAINQRGIYVIQAPKGGQKISPDTVLHLILPESPGSHEESREYSL  1650
gi|114670878|ref|XP_511726.2| EALGGINELKVFVDLASISAGENDIDVGRVACFHDAVQGYASLLFKLDPSVDFSAFMKHLKKLWKALDKDQYLPRKLCDSARNLEWLKTVNESHGSVERSSLTLATAINQRGIYVIQAPKGGQKISPDTVLHLILPESPGSHEESREYSL  1650
gi|118099836|ref|XP_420083.2| EALKDINELKVFVDLASISAGENDMDVDRVACFHDTVHGYSSLLYELSQESGFNDFMLCLRKLWRALDTDENLPKKLRASAQHLEWLKTVKESHGSVELSSLSLAATINSRGVYILKAPADGRKVSLDNVLHLTLLESSENHRPSWKYSL  1650
gi|292612165|ref|XP_001921030.2| EALEDINELKVFVDLASISAGENDLDVDRVACFHDAVLGYSSMLYDLKPDAGFSLFNEMLKKLWKALDNDSNLPKKLCDSARHIEWLKTVKDSHGSVELSSLSLASAINSKGIYVINAQNQ-KKLALENILKLHIMEEHDGGCETRVYSL  1650
gi|194676304|ref|XP_590465.4| EALRGITELKVFVDLASISAGENDIDVDRVACFHDAVQGYAPLLYELDTSAGFDEFVQHLKELWKALDNDHNLPTKLRDSARNLEWLKTVKESHGSVELSSLSLATAINSRGIYVIKAPTDGQKISPDTVLHLILPEGQEGHKEKRDYSL  1650
gi|149262526|ref|XP_001477896.1| EDVMCKAEPVSMELPCQREAGRKKFSEETWDQSWEGPGGMLVGVLRGGSSLGFGGW-------------EAELKGKLATPVRKSNEGGNTQPEDQRKPGEGRNFAAAVKTQQAAAPQQAAAPEPTSAFNPRDTVTVYFHAIVSRHFGFNP  1650
gi|109489481|ref|XP_221191.4| ---------------------------------------------------------------------KAELESKLATPVRKSDESRNTQPEDQKKPGGDRNYAAAAKNKNQ---QAAALEATKSTHDPGDRVTVCFHAIVSRDFGFNP  1650
                         ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

                                   . :                           : .:  * .. :::   .      :             :  :*                                      ::: :*                                
gi|262231746|ref|NP_065965.4| EEVKELLNKLMLMSGKKDRNNTEVER-FSEVFCSVQRLSQAFIDLHSAGNMLFRTWIAMAYCSPKQGVSLQMDFGLD-LVTELKEGGDVTELLAALCRQMEHFLDSWKRFVTQKRMEHFYLNFYTAEQLVYLSTELRKQ---PPSDAALT  1800
gi|114670878|ref|XP_511726.2| EEVKELLNKLMLMSGKKDRNNTEVER-FSEVFCSVQRLSQAFIDLHSAGNMLFRTWIAMAYCSPKQGVSLQMDFGLD-LVTELKEGGDVTELLAALCRQMEHFLDSWKRFVTEKRMEHFYLNFYTAEQLVYLSTELRKQ---PPSDAALT  1800
gi|118099836|ref|XP_420083.2| AELRELQNKLMLMSAKGEQG-LEVEK-FSETFSNVQRLAQAFIDLYSAGNMLFRSWLAHVHCSPKSELCVLIDFTLR-LIPELEGQGELADVLPRLCKTMESFLESWQSFMSKKRFQHFYLNFYTAEQLVYLCTELGQG---QPSQKALM  1800
gi|292612165|ref|XP_001921030.2| EDLRDLQNKLMLMSGKGEQGQCEVDQ-FAEVFASVQRLVSAFIDLYVAGNPLFRHWEANINCNSK-EACIIIDFNLGSVVSVVMVEGDVTEQLPEVCKKMESCLRFWQDFMDKQRSQHYYLNYYTAEQLVYLCHQLAHNNMEEIDDQVLM  1800
gi|194676304|ref|XP_590465.4| EELKELLNKLMLMSGKKEHSNAEVVEVFSEVFCNVQRLVQSFINLYSAGNMLFRAWSAEVYCTPLKGASIRLDFCLG-LMGPLVEGGPVVQLLEALCRQLEDFLGRWERFVAEKRAEHFYLNYYTAEQLVYLGLELGRET---PSDAALT  1800
gi|149262526|ref|XP_001477896.1| EEHKVYVRGGEGLGQKGWTDACEMYC--TQDLHDLGSLVEGKMDIPRQSLDKPIPYKYVIHRGGSSKDTVEYEFIYE---------------------------------QAQKKGEHVNR-----------------------------  1800
gi|109489481|ref|XP_221191.4| DKHR-------------------------ADLHDLGSLIEGKMDIPRQSLDKPIPYKYVIHHGSSSKDSVEYEFIYE---------------------------------QPQKKGEHVNR-----------------------------  1800
                         ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                                                                                             *                . : : : *                                     : :*:    .  
gi|262231746|ref|NP_065965.4| MLSFIKSNCTLRDVLRAS-------------------------VGCGSEAARYRMRRVMEELPLMLLSEFSLVDKLRIIMEQSMRCLPAFLPDCLDLETLGHCLAHLAGMGGS------------PVERCLPRGLQVGQPNLVVCGHSEV  1950
gi|114670878|ref|XP_511726.2| MLSFIKSNCTLRDVLRAS-------------------------VGCGSEVARYHMRRVMEELPLMLLSEFSLVDKLRIIMEQSMRCLPAFLPDCLDLETLGHCLAYLAGMGGS------------PVERRLPRGLQVGQPNLVVCGHSEV  1950
gi|118099836|ref|XP_420083.2| MLSFLKSNCTAEDVLR---------------------------ASEGHEPPSSTKAVSDLLALLDEERDLT--TCLEYIWECYMSNMGAFLPNCLDVDTLGAWLKSLAGGERE--------CVTRGFPQDLLH---VGQPNLITCPRSEV  1950
gi|292612165|ref|XP_001921030.2| MLSFIKPSCSTSDLRKAWHILQYDLIRKGPDQNDDLDFQTFVEVSSMTENESTEKSCPTSDDLIQQLGDASGSTKLGVIWNNYMRDMKAFLPDSLDVPSLGYLLEILANSHREDEGDMSQRDKTRTILRELPNGIASGRPNLIICPSEEI  1950
gi|194676304|ref|XP_590465.4| MLSFIKGNCTPRDVSEACR-------------------------GPSGRANTHQERTVVEDLPLLPFSESRLVDKLRVIMKCSMTCMRVFLPHCLDLEALGHCLAHLARMAGP------------PVQRELSHGLQEGQPNLIVCGHSEV  1950
gi|149262526|ref|XP_001477896.1| --------------------------------------------------------------------------CLRVVSTSLGNGDWHQYDDIICMRSTGFFQQAKNRILDS------------------------TRKELLKGKKQ--  1950
gi|109489481|ref|XP_221191.4| --------------------------------------------------------------------------CLQVDSTLLSSGDWHQYDDIIWMRSPGLLQQAKNYITDG------------------------TRKNLVRGKKQ--  1950
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                        : ::   . * .:. : * :  *   :.  .:*  :  .  .    :: :                                      *:    . :.: :  : *         :*                 :.   :   .
gi|262231746|ref|NP_065965.4| LPAALAVYMQTPSQPLPTYDEVLLCTPATTFEEVALLLRRCLTLGSLGHKVYSLLFADQLSYEVARQAEELFHNLCTQQHREDYQLVMVCDGDWEHCYLPSAFSQHKVFVTPQAPLEAIQAYLAGHYRVPKQTLSAAAVFNDRLCVGIVA  2100
gi|114670878|ref|XP_511726.2| LPAALAVYMQTPSQPLPTYDEVLLCTPATTFEEVALLLRRCLTLGSLGHKVYSLLFADQLSYEVARQAEELFHNLCMQQHREDYQLVMVCDGDWEHCYLPSAFSQHKVFVTPQAPLEAIQAYLAGHYRVPEQTLSAAAVFNDRLCVGIVA  2100
gi|118099836|ref|XP_420083.2| LTSALAVYMNSPNQPLPTFDEVLLCTPQTTAEQVGLFLRRCLIPGSEGEKIYTMLFADELSYDVSCRAEELFQHL-QGYNS-TYRLIILCNCEREHCYIPSVFSQYKVHMIPQRPLTEIQQYLQHHYRVAQPSNSAAGVFKGSTCVGIVS  2100
gi|292612165|ref|XP_001921030.2| LISCISIYMNSKNEPLPTYDEVLLCSATTPYEEVELFLRRCLSAGYRGKKIYTMLYVNQLNYEVSYKVEKFFQNQ-NAHTTNDYRLVLICESNKEHAYLPSAFSQFRLHLIPQQPIPSIQQYLHRHFAVPVGISSAAAVFKDRQNVGVVS  2100
gi|194676304|ref|XP_590465.4| LPATLAIYMQTPHQPLPTYDEVLLCTPETTFEEVALLLRRCLTPGSQGLGVYSLLYADQLSYEVACRAEALFRRLCTQPHREHYRLVMVCDCEREHCYLPSAFSQHKVLVTPQAPLKDIQAYLAHHFRVPEETPSAASVFQDHMCVGIVA  2100
gi|149262526|ref|XP_001477896.1| ---AAVVMLDRIFSVLQPWSDINLQSFMTQFLQFYSVVREPMIHDGRARKWTSLQYE-------------------------------------EKEVWTNLWEHVKKQMAP---------FLEG---------------KSGESLPADC  2100
gi|109489481|ref|XP_221191.4| ---AAVIMLDRIFSVLQSWSAINLQTFMTQFRQFYSVVRVPMIHDGHARKWSSLQYE-------------------------------------EREVRLNLWEHVKKLMMP---------FLEG---------------KSGESLPADC  2100
                         ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

                                  . *:    .* :  :    .              *  .  . . :   * ..*  .                                  :   . *                                   :* ::     :.* .  .
gi|262231746|ref|NP_065965.4| SERAGVGKSLYVKRLHDKMKMQLNVKNVPLKTIRLIDPQVDESRVLGALLPFLDAQYQKVPVLFHLDVTSSVQTGIWVFLFKLLILQYLMDINGKMWLRNPCHLYIVEILERRTSVPSRSSSALRTRVPQFSFLDIFPKVTCRPPKEVID  2250
gi|114670878|ref|XP_511726.2| SERAGVGKSLYVKRLHDKMKMQLNVKNVPLKTIRLIDPQVDESRVLGALLPFLDAQYQKVPVLFHLDVTSSVQTGIWVFLFKLLILQYLMDINGKMWLRNPCHLYIVEILERRTSVP---------------FLDIFPKVTCRPPKEVID  2250
gi|118099836|ref|XP_420083.2| SKRAGVGKSLYVKRLHERLEAQQPDCTELLKTIRLIEPAVDEDKVLQSLLPFLESQQPTKPMIFHFDITS----------------SYLTDANGNMWLRQKCHLYVIEILEVSPLPQQTVSVS-----QKYNFLDVFPKVMCKSPKEVLE  2250
gi|292612165|ref|XP_001921030.2| SERSGVGKSLYIKRLYEKLKLN-SKKPSQLKCIRLTEPKVDENVIIQSLISVLKKND---LSVYHFDVTTMVKKGLHEFLFRLLILGYLMDSKGNMWKSSNKHLYVIEILRP----------------VSFNFLDVFPIVYCRSPKEVLE  2250
gi|194676304|ref|XP_590465.4| SERAGVGRSLFVKRLHGQLKMQFNGEIVLLKVIRLIDPQVDENEVLESLLPFLDAQYQRRPVIFHFDVTSSVRTGIWGFLFKLFILQYLMDVNGKMWLRNPRHLYIVEILEGNLALPWRPSKLS-TLVPQFNFLDVFPKVTCRPPKEVIN  2250
gi|149262526|ref|XP_001477896.1| PVRSKLTLGLSILFMVEAAEFTVPKKDLDSLCYLLIPSAGSPEALHSDLSPVLRIRQRWRIYLTNL-------------------CLRCIDERCDRWLG---------------------------------ILPLLHTCMQKSPPKKNS  2250
gi|109489481|ref|XP_221191.4| PVRSKQILGLSILCMVEAADFTVPKKDLDSLCYLLIPSADSPEALHRDLSPVLSIRQ------------------------------RCIEVGCDRWLG---------------------------------ILPLLHYCMQQSPPRKNS  2250
                         ......2110......2120......2130......2140......2150......2160......2170......2180......2190......2200......2210......2220......2230......2240......2250



                                   .                :.      :   *  . * ::       :* : ::   ..    *.:.  :  .     *    * :  : . . :      :.. .:  *.   ** ::  . :   : *          .         .
gi|262231746|ref|NP_065965.4| MEL-----SALRSDTEPGMDLWEFCSETFQR--PYQYLRRFNQNQDLDTFQYQEGSVEGTPEECLQHFLFHCGVINPSWSELRNFARFLNYQLRDCEASLFCNPSFIGDTLRGFKKFVVTFMIFMARDFATPSLHTSDQSPGKHMVTMDG  2400
gi|114670878|ref|XP_511726.2| MEL-----SALRSDTEPGMDLRD---ETFQR--PYQYLRRFNQNQDLDTFQYQEGSVEGTPEECLQHFLFHCGVINPSWSELRNFARFLNYQLRDCEASLFCNPSFIGDTLRGFKKFVVTFMIFMARDFATPSLHTSDQSPGKHMVTMDG  2400
gi|118099836|ref|XP_420083.2| MET-LKRQPRD--ASDPGMDEEEFHSEAFQR--PFQYLRRFDNGHNLDTFWYKAHSVEGSPAECLQVFLLHCGIVDPSWSELRNFTSFLNVQLRDCEASVFCNPEFVQDTLQGFKNFVVTFMILMARDFATPSLHISDQSSGRQSFNLED  2400
gi|292612165|ref|XP_001921030.2| LEMRMEEHPSFGLSDDPLMDDQEFRSEAYQR--PYQYLQRFYNGINLDEFLYQG--VEGSHVECLQMLFEYCGIIDPSWAELRNFAWFLNLQLQDCEKSVFCDFSFVGDTLLGFKNFVVEFMILMAKDFATPSLSISDQSPGRLHEDFSS  2400
gi|194676304|ref|XP_590465.4| MEL-----DPQQSYKEPGMDQRAFHSEIFQR--PYQYLRRFHQKENLDTFQYQKGSVEGSPGECIQHLLIYSGVINPSWSELRNFAQFLNYQLQDCEASVFCHPSLVEDTLVGFKNFVVTFMIFMARDFATPTLHTSDQSPGKYMVTTAD  2400
gi|149262526|ref|XP_001477896.1| KSQ-----PEDTWAGLEGISFSEFRDKAPTRSQPLQFMQSKMALLRVDEYLFRS-WLSVVPLESLSSYLENS-IDYLSDVPVRVLDCLQGISYRLPGLRKISNQNMKKDVENVFKMLMHLVDIYQHRIFGENLLQIYLTECLTLHETVCN  2400
gi|109489481|ref|XP_221191.4| KSQ-----TEDVWAGLEGISFSEFRDKASARSQALQLMQNRMALLHVDEYLFRS-WFSLVPLESLSSYLENS-EEYLSHMPTRVLDCFQGISYRLRGLGKISKQNIE-DVKKVFKILMYLVDMYQDRIFEESLPQIYLTECADLHETVCS  2400
                         ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                                     :                   *::    :  ::   :: .                . : :  . *..*     .::  :    .  :    .  *.         :*        ::: : :  : .    ::*:      ** :  
gi|262231746|ref|NP_065965.4| VREEDLAPFSLRKRWESEPHPYVFFNDDHTTMTFIGFHLQPNINGSVDAISHLTGKVIKRDVMTRDLYQGLLLQRVPFNVDFDKLPRHKKLERLCLTLGIPQATDPDKTYELTTDNMLKILAIEMRFRCGIPVIIMGETGCGKTRLIKFL  2550
gi|114670878|ref|XP_511726.2| VREEDLAPFSLRKRWESEPHPYVFFNDDHTTMTFIGFHLQPNINGSVDAINHLTRKVIKRDVMTRDLYQGLLLQRVPFNVDFDKLPRHKKLERLCLTLGIPQATDPDKTYELTTDNMLKILAIEMRFRCGIPVIIMGETGCGKTRLIKFL  2550
gi|118099836|ref|XP_420083.2| VSEEDLLPFRIRKKWESEHHPYLFFNGDRVSMTFIGFHFQPNGAHGVDAINPLNGKVIKRNIMSSQLYHGLLLQRVPFDVSFDSLSRLEKLDRLCMVLGIPYVTDPDETYELTTDNVLKMLAIEMRFRCNIPVVIMGETGCGKTRLVNFL  2550
gi|292612165|ref|XP_001921030.2| ANEEDLAPFKIRKRWESEPHPYIFFNDDHDSMTFIGFHLQPNAQKGVDAVDPSNNRVIKQNIMTMELYEGLKLQRVPFNIDFDQLPRWEKIERLSRVLGIQWPLDPDETYELTTDNMLKMLAVHMRFRCGIPVIIMGETGCGKTRLIKFL  2550
gi|194676304|ref|XP_590465.4| VEEEDLTPFSLRKRWESEPHPYIFFNSDHTSMTFIGFHFQSNQNGGVDAIDHLSGKVIKKDVMTVQLYQGLLLQRVPFNVDFDQLPRHEKIEKLCLALGIQWAIDPDETYELTTDNMLKILAIEMRFRCGIPVIIMGETGCGKTRLIKFL  2550
gi|149262526|ref|XP_001477896.1| ITAN-----------------HQFFEIPALSAELICKLLELT-------------KLVSLEGLPEKSYEDLVTS--TLQEALATTRNWLRSLFKSRMLSISSAYVR-LTYSEEMAVWRRLVEIGFPEKHGWKGSLLGDMEG---RLKQEP  2550
gi|109489481|ref|XP_221191.4| ITAD-----------------RQFYQTPALSAELVCAVLQLSP------------PEHTEEGLVAKSYEDLVRT--TFQEALNTTRKWLRTVFKSPMLSRNFAAVQ-LSYPDEMAVWRRLVGINFPEKYGWKGPLLGDMEG---RLKQES  2550
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                    :: .    .       *...: .:    :.                                :  :*.   . .  :     :  :     *  :   :   :: ..                                         
gi|262231746|ref|NP_065965.4| SDLRRGGTNADTIKLVKVHGGTTADMIYSRVREAENVAFANKDQHQLDTILFFDEANTTEAISCIKEVLCDHMVDGQPLAEDSGLHIIAACNPYRKHSEEMICRLESAGLGYRVSMEETADRLGSIPLRQLVYRVHALPPSLIPLVWDFG  2700
gi|114670878|ref|XP_511726.2| SDLRRGGTNADTIKLVKVHGGTTADMIYSRVREAENVAFANKDQHQLDTILFFDEANTTEAISCIKEVLCDHMVDGQPLAEDSGLHIIAACNPYRKHSEEMICRLESAGLGYRVSMEETADRLGSIPLRQLVYRVHALPPSLIPLVWDFG  2700
gi|118099836|ref|XP_420083.2| CKLRRSFVEVENMKLVKVHGGTTAEMIYARIKEAEALAIANKKQHGLDTVLFFDEANTTEAVSSIKEVLCDHTVEGKPLVPCSGLQIIAACNPYRKHTPKMIQRLELAGLGYRVKADETKEKLGSIPLRQLVYRVHALPPSMIPLVWDFG  2700
gi|292612165|ref|XP_001921030.2| CEMHRSGVATDNMKLVKVHGGTSSEMIYTKVREAEAMALRNKLDYGFDTVLFFDEANTTEAISSIKEILCDNSAEGQNLTENTGLKIIAACNPYRKHTDVMIKRLESAGLGYRVRAEETDEKLGSIPLRQLVYRVQALPPSMIPLIWDFG  2700
gi|194676304|ref|XP_590465.4| SDLRRGAADAETMKLVKVHGGTTANMIYSKVREAEELARFNKAQYQLDTILFFDEANTTEAISCIKEVLCDHTVGGQPLAKNSGLHIIAACNPYRKHTQEMICRLESAGLGYRVSAEETAERLGSIPLRQLVYRVHALPPSLIPLVWDFG  2700
gi|149262526|ref|XP_001477896.1| PRLQISFFCSSQCRDGGLHDSVSRSFEKCVIEAVSSACQSQTS---------VLEGLSCQDLQKFGTLLSAVITKSWPVHNGEPVFDVDEIFKYLLKWPDVRQLFELCG-----------------------------------------  2700
gi|109489481|ref|XP_221191.4| PRLQISFFCSSHCCDEGPHDSVARSIEKCVIEAK------------------------------FGTLLSAVITKSWPVHNGELVSDVDEIFKYLLKWPDVRQLFKLCADVLIRKNGGTRTGMGILPDEEDKRQDSLSATAHQPPCCLPD  2700
                         ......2560......2570......2580......2590......2600......2610......2620......2630......2640......2650......2660......2670......2680......2690......2700

                                                                          ::  :     : .   :  .*  .: .    ..  :::.:*    .                      * .: :       *  ::   .                : . 
gi|262231746|ref|NP_065965.4| QLSDVAEKLYIQQIVQRLVESISLDENG--TRVITEVLCASQGFMRKTEDECSFVSLRDVERCVKVFRWFHEHSAMLLAQLNAFLSKS------SVSKNHTERDPVLWSLMLAIGVCYHASLEKKDSYRKAIARFFPKPYDDSRLLLDEI  2850
gi|114670878|ref|XP_511726.2| QLSDVAEKLYIQQIVQRLVDSISLDENG--THVITEVLCASQGFMRKTEDECSFVSLRDVERCVKVFRWFHEHSAMLLAQLNAFLSKS------SVSKNHTERDPVLWSLMLAIGVCYHASLEKKDSYRKAIARFFPKPYNDSRLLLDEI  2850
gi|118099836|ref|XP_420083.2| QLNNLTEKMYIQQIVQRVTEHIRVDQAE--VKVIAEVLIVSQQYMRQRDDECSFVSLRDVERCMEVFKWFYKRSDLLLGELEKYLEKR--------ALKSPERNNVIWSLVLAVGVCYHASLEKKEAYRNAISKVLPKPYDTQKKILEEI  2850
gi|292612165|ref|XP_001921030.2| QLNDHTEKMYIKQIVERVAETHSIDSGY--ITVITDVLSASQKYMRTRQDECSFVSLRDVERCMQVFGWFYKKHLMLLSELDKFESIQRTEKTDQHPKDTDERNPILWSLLMAVGVCYHACLEDKEKYRKKICKYFPAAYS-PMKVMQEI  2850
gi|194676304|ref|XP_590465.4| QLNDSAEKLYIHQIVQRLVKSIKVVQSE--THVITEVLSASQGFMRERQNECSFVSLRDVERCVKVFKWFYDHSEMLLSKLASFLSETG------VIQNDFERDPVLWSLVLAIGVCYHASLEKKESYRKAICKFFPAPYNDSRVILDEI  2850
gi|149262526|ref|XP_001477896.1| ----------------------------------------TNEKIIDNITEEGRQLMATAESVFQKVAGELENGTIVVGQLELILEHQ--------------------SQFLDIWNLSERRLPSQEKACDVRS-------------LLKR  2850
gi|109489481|ref|XP_221191.4| SPSEGLRFPMKGYEVQSTDDWLLCTQHYELRLGWGDGSAGTNENITNHITKEGRRLMVTAESVFQKVAGELENGTIVVGQLELILKYK--------------------SQFLGIWDINSQRLQFQEKVYDMKG-------------LLDR  2850
                         ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                                     : :**.     .  ...   : . .  .: :::     : .:  *.*.* ::::        . *.  .  .:  *     .      . :.:::..  **:     : .. :    :.    . *:.*  :   *   * :.    
gi|262231746|ref|NP_065965.4| TRAQDLFLDGVPLRKTIAKNLALKENVFMMVVCIELKIPLFLVGKPGSSKSLAKTIVADAMQGPAAYSDLFRSLKQVHLVSFQCSPHSTPQGIISTFRQCARFQQGKDLQQYVSVVVLDEVGLAEDSPKMPLKTLHPLLEDGCIEDDPAP  3000
gi|114670878|ref|XP_511726.2| TQAQDLFLDGVPLRKTIAKNLALKENFFMMVICIELKIPLFLVGKPGSSKSLAKTIVADAMQGPAAYSDLFRSLKQVHLVSFQCSPHSTPQGIISTFRQCARFQQGKDLQQYVSVVVLDEVGLAEDSPKMPLKTLHPLLEDGCIEDDPAP  3000
gi|118099836|ref|XP_420083.2| SVMQDLFLSGVHLRDTIARNLALKENVFMMVICIELKIPLFLVGKPGSSKSLAKTIVADAMQGQAAHSDLFKDLKQIHLVSFQCSPLSTPEGIIGTFKHCARFQDGKNLEEYVSVVVLDEIGLAEDSPKMPLKTLHPLLEDGCIDDDPLP  3000
gi|292612165|ref|XP_001921030.2| SVIQDIFLEGVPMGENIARNNALKENVFMMVICIELRIPLFLVGKPGSSKSLSKTLVADGMQGQAAHSDLFRKLKQIHLVSFQCSPHSTPEGIINTFKQCARFQEGKNLSEYVSVVVLDEIGLAEDSQKMPLKTLHPLLEEGCIDDQPSP  3000
gi|194676304|ref|XP_590465.4| TRTQDLFLNGISLRKTIAKNFALKENVFMMVICIELKIPLFLVGKPGSSKSLAKTIVADAMQGQAAHSDLFRNLKQVHLVSFQCSPHSTPQGIIGTFKQCARFQQGKDLEQYVSVVVLDEVGLAEDSPKMPLKALHPLLEDGCIEDDPAP  3000
gi|149262526|ref|XP_001477896.1| RRDDLLFLK---QEKRYVESLLRQLGRVKHLVQVDFGNIEIIHSQDLSNKKLNEAVIK------LPNSSSYKRETHYCLS----PDIREMASKLDSLKDSHIFQD--FWQETAESLN--TLDKDPRELKVSLPEVLEYLYNPCYDNFYTL  3000
gi|109489481|ref|XP_221191.4| RKDDLFFLK---REKRYVESLLTQLGRVKHFVQVELGNIERIHSQDLSNKKLNEAVIK------PPNSSFSNRKTHYYLS----PDILEMASKLDSLKDSHVFQD--FWHETAELLSNDTLDQDRRELKLSLPDVVDHLYYPCYEKFYKL  3000
                         ......2860......2870......2880......2890......2900......2910......2920......2930......2940......2950......2960......2970......2980......2990......3000



                                  : ::    *:   :*    :   * .: .    **  . * :*       .           .:      * : :. * :  *  *:..   ::             :    .  :    .      :          :*   :  ::: 
gi|262231746|ref|NP_065965.4| HKKVGFVGISNWALDPAKMNRGIFVSRGSPNETELIESAKGICSSDILVQDRVQGYFASFAKAYETVCKRQDKEFFGLRDYYSLIKMVFAAAKASNRKPSPQDIAQAVLRNFSGKDDIQALDIFLANLP--EAKCSEEVSPMQLIKQNIF  3150
gi|114670878|ref|XP_511726.2| HKKVGFVGISNWALDPAKMNRGIFVSRSSPNETELIESAKGICSSDILVQDRVQGYFASFAKAYETVCKRQDKEFFGLRDYYSLIKMVFAAAKASNRKPSPQDIAQAVLRNFSGKDDIQALDIFLANLP--EAKCSEEVSPMQLIKQNIF  3150
gi|118099836|ref|XP_420083.2| HKKVGFIGISNWALDPAKMNRGIFVSRGDPSKEELIESAKGICCSARGALHKVEQYFHHFANAYEIICKAQDREFFGLRDYYSLIKMFFALVKSSKSEPTPRDIAEVVLRNFSGKDDINALEIFTSQLPEKGEVNAHDISRIELIRQNIY  3150
gi|292612165|ref|XP_001921030.2| HKKVGFIGISNWALDPAKMNRGIFVSRGDPDENELIESAKGICSSDVMILEKVRECFKPFAHAYLRICKKQEKGFFGLRDYYSLIKMMFAVAKACDQKPSAEQIVKAVLRNFSGKDDVDAVTFFTSRLNIKPELET--ISAIELVRENVT  3150
gi|194676304|ref|XP_590465.4| HKKVGFIGISNWALDPAKMNRGIFVSRGSPNKGELIESAKGICASEPLIQERIQGYFTSFAKAYKTVCKSQDKEFFGLRDYYSLIKMVFAAAKASNKKPSPQDIAHAILRNFSGKDDIHALDIFSANLP--EAKYTEEVSTMQLIHQNIY  3150
gi|149262526|ref|XP_001477896.1| YENLKSGKITFAEVDAIFKD---FVDKYD----ELKNDLKFMCTMNPQDQK-----------GWISERVGQIKEYHTLHQAVSSAKVILQVRRALG-----------VTGDFSVLNPLLNF---ADSFEDFGNEKLDQISPQFIKAKQLL  3150
gi|109489481|ref|XP_221191.4| YMNLRSGEITFADVDVIFRD---FKDKYD----ELNVDLKFMCTLDPQDRK-----------GWISQRVRQIKEYHTLYQAVSSAKVIVQVRRALG-----------VTGMANQGQYKLNFTFQADDFEDFRNEKLNQISPQFIKAKELL  3150
                         ......3010......3020......3030......3040......3050......3060......3070......3080......3090......3100......3110......3120......3130......3140......3150

                                     .        :   * *  *: :   :  *::::        ::  :.:. .::  :: :     .     .. :  :. .. :..: : *:: :  * .::::      .::    :    * .:  .              ::   
gi|262231746|ref|NP_065965.4| GPSQKVPGGEQEDAESRYLLVLTKNYVALQILQQTFFEGDQQPEIIFGSGFPKDQEYTQLCRNINRVKICMETGKMVLLLNLQNLYESLYDALNQYYVHLGGQKYVDLGLGTHRVKCRVHPNFRLIVIEEKDVVYKHFPIPLINRLEKHY  3300
gi|114670878|ref|XP_511726.2| GPSQKVPGGEQEDAESRYLLVLTKNYVALQILQQTFFEGDQQPEIIFGSGFPKDQEYTQLCRNINRVKICMETGKMVLLLNLQNLYESLYDALNQYYVHLGGQKYVDLGLGTHRVKCRVHPNFRLIVIEEKDVVYKHFPIPLINRLEKHY  3300
gi|118099836|ref|XP_420083.2| SSSE--------DGDCRYLLVLTENYAALQILQQAFFTARQQPEIIFGSSFPKDQEYTQICRNINRVKVCMETGQMVVLLNLQNLYESLYDALNQYYVYLAGQKYVDLGLGTHRVKCRVHPKFRLIVIEEKDVVYKHFPIPLINRLEKHY  3300
gi|292612165|ref|XP_001921030.2| AIGQ--------DEECRYLLVLTKNYAALRILQQTFFSDQCQPEIIFGSSFPKDQEYTQICRNINRVKICMETGQTIVLLNLQNLYESLYDALNQYYVTLGGQKYVDLGLGTHRVKCRVHKDFRLIVIEEKDIVYKQFPIPLINRLEKHY  3300
gi|194676304|ref|XP_590465.4| GHLQKMHGRELDDSESRYLLVLTRNYVALQILQQAFFITD-QPEIIFGSSFPKDQEYTQICQNINRVKICMETGKMVVLLNLQNLYESLYDALNQYYVYLGGQKYVDLGLGTHRVKCRVHPDFRLIVIEEKDVVYKHFPIPLINRLEKHY  3300
gi|149262526|ref|XP_001477896.1| QDIS--------EPRQRCLEELARQTELVAWLHKALEDINELKVFVDLASISAGENDIDVDRVACFHDAVQGYASLLYKMDERTNFSDFMNHLQELWRALDNDQHLP-----DKLVSLLRTQGRLSVIGTT-----------IADLKG-F  3300
gi|109489481|ref|XP_221191.4| QDIS--------ELRHRCLEELALQTELVHWLHEALKDINELKVFVDLASISAGENDIDVDRVACFHDAVQGYASLLYKLGANTDFNEFMNHLQELWRALDNDQHLP-----DKLKDSARNLEWLKTVKES-----------HGSVELSS  3300
                         ......3160......3170......3180......3190......3200......3210......3220......3230......3240......3250......3260......3270......3280......3290......3300

                                   .  * :                                                                                                                                               
gi|262231746|ref|NP_065965.4| LDINTVLEKWQKSIVEELCAWVEKFINVKAHHFQKR--HKYSPSDVFIGYHSDACASVVLQVIERQGPRALTEELHQKVSEEAKSILLNCATPDAVVRLSAYSLGGFAAEWLSQEYFHRQRHNSFADFLQAHLHTADLERHAIFTEITTF  3450
gi|114670878|ref|XP_511726.2| LDINTVLEKWQKSIVEELRAWVEKFINVKADHFQKR--HKYSPSDVFIGYHSDACASVVLQVIERQGPRALTEELHQKVSGEAKLILLNCATPDAVVRLSAYSLGGFEAESLSQEYFYRQRHNSFADFLQAHLHTADLGRHAIFTEITTF  3450
gi|118099836|ref|XP_420083.2| LDISTVLDKEQRETVKELKKWVRDFVAVNTREHLVN-QQNYSPSDVFVGYHSDTCASVVLQTTERLKAACPPSQLMARVKAEAQLALLNCATPDSVIRL-CNSGGLFRTDSLANVYFKQQQHSSFADFLRAHIRSGSEC-QTVFTEITTF  3450
gi|292612165|ref|XP_001921030.2| LDLNTLLKSEQKDIVKNLEQWVQCFTDVKNKHSVAPSARRYSPADAFIGYHTDTCASVVMQVTEQLKGQE-LSDPRKGILDESKLILLNCATPDAVVRLDCTSLFNVESEHLSRVYFEDQMHNSLAEFILSHIQQEGCS-GAFFTEVTTF  3450
gi|194676304|ref|XP_590465.4| LDINTVLEKWQKNIVEELKVWVEKFIDVKAEQFLAR--PKYSPSDVFIGYHSDTCASVVLQVLEQLGHEALTDELYQKVSEQAKSVLLDCATPDAVVRLKTSALG-LFAESLLQEYCYRQQHNSFGDFLQAHLCTTDSERHAIFTEITTF  3450
gi|149262526|ref|XP_001477896.1| GKAATAIPAS--------------------------------------------------------------------------------------------------------------------------------------------  3450
gi|109489481|ref|XP_221191.4| LSLATAINSRGIYIIQAPKDGQKVSPDTVLHLLLPDDHGYQEAFRKYSTEELKELLNKLMLMSGRKDHSSNVEVETFSEVFSNMQRLVHVFINLHCAGNMLFRTWTAKVYCCPGGGISMDFGSKLLNQLTESGDVIQLLGALCRQMEDFL  3450
                         ......3310......3320......3330......3340......3350......3360......3370......3380......3390......3400......3410......3420......3430......3440......3450

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| SRLLTSHDCEILESEVTGRAPKPTLLWLQQFDTEYSFLKEVRNCLTNTAKCKILIFQTDFEDGIRSAQLIASAKYSVINEINKIR-ENEDRIFVYFITKLSRVGRGTAYVGFHGGLWQSVHIDDLRRSTLMVSDVTRLQHVTISQLFAPG  3600
gi|114670878|ref|XP_511726.2| SRLLTSHDCEILESEVTGRAPKPTLLWLQQFDTEYSFLKEVRNCLTNTAKCKILIFQTDFEDGIRSAQLIASAKYSVINEINKIR-ENEDRIFVYFITKLSRVGRGTAYVGFHGGLWQSVHIDDLRRSTLMVSDVTRLQHVTISQLFQVR  3600
gi|118099836|ref|XP_420083.2| SRLLTSADSACLEREVQGKAQRPQILFLQQFDTEYSFLKGIRDFLEATSGNKVLIIQADFEDGSQNAQLVASAKYTVVNEINKAN-LGEASVFVYFIMKLSRVEGGTSYVGFHGGLWQSVHIDDLRRSKDMISDMSVLQNLTISQMLCD-  3600
gi|292612165|ref|XP_001921030.2| SRLLTASETQQLQNVVQN----IELLSLQQFDTEQSFLKKIKNYLENTTGDKILLIQTDFDEGFQKLNVIASAKYSSINEINKFKKEGSGKIFVYFITKLPRMDGGTSYIGFNGGPWKSIHIDDLRRPKDIVSDIKALQGLTISQLFEEK  3600
gi|194676304|ref|XP_590465.4| SRLLTSHDCELLESEVKDWAVKLTILSLQQFDTKYSFLKEVRNCLVHVARYNILIIQTDFEDKIHSAQLIASAKHLTINEINKIQ-GNKDYILVCFITKLSRMGSGTSYVGFHGGLWHSVHIDDLRGSTVLVLDIPKLQDVAISQLFKPE  3600
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  3600
gi|109489481|ref|XP_221191.4| HEWKTVVAQKRATHFYLNLYTAEQLVYLSSELRKPRPSEAALMMLSFIKGKCTVQELIQATSACENKAARHCLQEAMRKLPQQLLSESTLMGKLRVIMTQSLECMSAFLPSCLDLDTLGRCLAHLARLGGSPVERPLPKGLQVGQPNLIL  3600
                         ......3460......3470......3480......3490......3500......3510......3520......3530......3540......3550......3560......3570......3580......3590......3600

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| DLPELGLEHRAEDGHEEAMETEASTSGEVAEVAEEAMETESSEKVGKETSELGGSDVSILDTTRLLRSCVQSAVGMLRDQNESCTRNMRRVVLLLGLLNEDDACHASFLRVSKMRLSVFLKKQEES-QFHPLEWLAREACNQDALQEAGT  3750
gi|114670878|ref|XP_511726.2| -LP-----------QAEAMETEASTSGEVAEVAEE---------------------VSILDTTRLLRSCVQSAVGMLRDQNESCTRNMRRVVLLLGLLNEDDACHASFLRVSKRRLNVLLKKQEES-QFHPLEWLAREACNQDALQEAGT  3750
gi|118099836|ref|XP_420083.2| -------------DSGNVIPEDAHYEG------DHG---------------------EVLDIVVLLRSCVQSAVGMLRDQNENLSRSRRRIEILLSLLSKEDGLKASFLKTTRARLSSLLKKQEEN-SFQPKNWVLRAASNLSALQEAGT  3750
gi|292612165|ref|XP_001921030.2| AEKV---------DETEAMEVEDMYAGGEDEEDEEK---------------------IVLDTTALVRSCVQSAVGMLRDQTEGGMRSTKRVEILLMLLAEDQTLQAEFLKTLKTRLHSLLVAHDDN-TISAKSWVSREALNVDALHEGGT  3750
gi|194676304|ref|XP_590465.4| DPPK------GESGEKEAMETEAVTSQQVADVEMETESPEKNTKMEG---LLVCQQTQILDTTRLLRSCIQGAVGMLRDQNEYRQRSVRRVSILLSLLDKDGEYRATFLRAAKMRLYDLLKKQEENSVYDVKDWVVREAFNQDALQEAGT  3750
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  3750
gi|109489481|ref|XP_221191.4| CGHS------------------------------------------------------EVLSAALAIYMQDPMQPLPTFDEVLLCTPGTTIEEVELFLRRCLTLDSQEHKVYSLLFADQLSYEVGCQAEELFQSLSTQVHREDYQLVILC  3750
                         ......3610......3620......3630......3640......3650......3660......3670......3680......3690......3700......3710......3720......3730......3740......3750



                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| FRHTLWKRVQGAVTPLLASMISFIDRDGNLELLTRPDTPPWARDLWMFIFSDTMLLNIPLVMNNERHKGEMAYIVVQNHMNLSENASNNVPFSWKIKDYLEELWVQAQYITDAEGLPKKFVDIFQQTPLGRFLAQLHGEPQQELLQCYLK  3900
gi|114670878|ref|XP_511726.2| FRHTLWKRVQGAVTPLLASMISFIDTDGNLELLTRPDTPPWARDLWMFIFSDTMLLNIPLVMNNERHKGEMAYIVVQNYMNLSENASNNVPFSWRIKDYLEELWAQAQYITDAEGLPKKFVDIFQQTSLGRFLAQLHGEPQQELLQCYLK  3900
gi|118099836|ref|XP_420083.2| FRHTLWKRVQKAITQFLALLIAVIDRNGNLELLA-RPASEWVTNLWMFIFSDTKLLTVPSGVGK--NSSQTEIILVQNSMMVSADAGNKMPFSWRIKEYLDEMWLKAQYIQSTEDQAENFVDIFQKTALGEFISALTEGERQELFQCYVI  3900
gi|292612165|ref|XP_001921030.2| FRHALWRRVQAVVTPFLAQLVSVVDRDCNLDLLLDRNSGEPLKKLWLEIFRDDKFLSVSPYTRTE-NNSATKTILVQNYMSVDRNKGCTMPFSWRIKDYLEDLWKHA--LQQEGHTVKQFEEFFWKTPLGRYISEATNEMQMEFFYRYLQ  3900
gi|194676304|ref|XP_590465.4| FRQTLWKRVQGAVTPLLASVISCVDRDGNLELLVSPHSPSWARDLWMFIFSDIKLLNIPLVTMDTRSKGKMSYTMVQNNMNISEKTSNSVPFSWRINDYLEDLWVHTQYITGNEGLAEKLLELFQKTSLGSFLAQFTVDQQQELLQCYLK  3900
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  3900
gi|109489481|ref|XP_221191.4| DAAREHCYIPSTFSQHKVPLVPQAPLPDIQAYLENHYQVPKQIQSAATVFRDGLCVGIVTSERAGVGKSLYVNTLHKKLKTKLQDETVPLKIIRLTEPHIDENHVLSALLPFLEKNYQKTPVIFHIDVSTSNARAPLFKFLDIFPKVTCR  3900
                         ......3760......3770......3780......3790......3800......3810......3820......3830......3840......3850......3860......3870......3880......3890......3900

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| DFILLTMRVSTEEELKFLQMALWSCTRKLKAASEAPE-EEVSLPWVHLAYQRFRSRLQNFSRILTIYPQVLHSLMEARWNHELAGCEMTLDAFAAMACTEMLTRNTLKPSPQ--AWLQLVKNLSMPLELICSDEHMQGSGSLAQAVIREV  4050
gi|114670878|ref|XP_511726.2| DFILLTMRVSTEEELKFLQMALWSCTRKLKAASEAPE-EEVSLPWVHLAYQRFRSHLQNFSRILTIYPQVLHSLMEARWNHELAGCEMTLDAFAAMACTEMLTRNTLKPSPQ--AWLQLVKNLSMPLELICSDEHVQGSGSLAQAVIREV  4050
gi|118099836|ref|XP_420083.2| DFIVLTIGVSSTKELQCLQLAFLSCIEEWKAASPRRQEAMPCLPWVHLGYNQFKSRLQNFSRILAVHPSVVDPLLNVKE-DGVPHSKMVADILAAIVCAEELEN----------------------------------------------  4050
gi|292612165|ref|XP_001921030.2| DFISMTMNVTSEVDFEVLRGAFTSSVNEVRIAHEAHESEALSLVWIHVAYHHFKNRIQNLHRMMSLEPQISQMLLENR--YASEGKELVLDVLAAVACIEYLEPQNLDGDDQSLAWLRRVKKLQVPVELVCSLESLHNRGDRCRQMVTNI  4050
gi|194676304|ref|XP_590465.4| DFLLLTMRVSTWEQLNVLQMALWSCVNQLNAGRPEEE---VSLLSVHLAYHHFRSRLQNFSRILTIHSPILLSLTKGTQNHSWALREMSLDVLAAVACAEMLTENLLKPSPQ--AWLQTVKNLSMPLELLCSEGYMQDCGMMTRTLIRDI  4050
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4050
gi|109489481|ref|XP_221191.4| PPKEVINMELTPKRSHIEPGMDPAEFCSEAFQRPYQYLRRFHQGQNLDAFRYEKDSVEGSPEECLQHFLIYCGLTNPSWSELRNFAWFLNCQLKDCEASVFCNSAFTGDTLRG------------------FKNFVVTFMVLMARDFATP  4050
                         ......3910......3920......3930......3940......3950......3960......3970......3980......3990......4000......4010......4020......4030......4040......4050

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| RAQWSRIFSTALFVEHVLLGTESRVPELQGLVTEHVFLLDKCLRENSDVKTHGPFEAVMRTLCECKETASKTLSRFGIQPCSICLGDAKDPVCLPCDHVHCLRCLRAWFASEQMICPYCLTALPDEFSPAVSQAHREAIEKHARFRQMCN  4200
gi|114670878|ref|XP_511726.2| RAQWSRIFSTALFVEHVLLGTESHVPELQGLVTEHVFLLDKCLRENSDVKTHGPFEAVMHTLCECKEIASKTLSRFGVRPCPICLGDAKDPVCLPCDHVHCLRCLRAWFASEQMICPYCLTALPDEFSPAVSQAHREAIEKHARFRQMCN  4200
gi|118099836|ref|XP_420083.2| ---------------HMQAAP-------------PEVWLQKCFEENSDMKTRPTFVAVMKVLCKCKEDVSSRLY-------------------------------------------------------------SAAIAKNALFRQRCN  4200
gi|292612165|ref|XP_001921030.2| QHGWRRIYSLVLFVEHMLLGVGDLQQKLKPVVLEHTQLLAQVLEQDSNLKKKKPFEAVITVLKTCKDKASQRIIRFGLQLCPVCMGDPRDPLSLPCDHIYCLTCIRQWLVPGQMHCPLCVQEVPDNFELKPSDELRRLISQNASFRMRCN  4200
gi|194676304|ref|XP_590465.4| RTHWNRIFSISLFVEHVLLETESQIPELLELVTEYVSLLNKCLLEDSDTKTHRPFIAVMTTLRECKDQVTKSLSRFVVQPCPICLGDAQDPVCLPCDHIFCLRCIEVHLTRGQMRCPHCLTNLPNTFSPTVSQEHREVIEKHARFRQMCN  4200
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4200
gi|109489481|ref|XP_221191.4| TLQTSDQSPGKHSATIDGVAEEDLAPFSLRKRWESEPHPYVFFNGDRMTMTFIGFHLKTNSNGYVDAINPSSGNIIKKDVMTKELFDGLKLQRVPFNINFDSLPRHEKLERLCLALGIEWPSDPDETYELTTDNMLKILAIEMRFRCGIP  4200
                         ......4060......4070......4080......4090......4100......4110......4120......4130......4140......4150......4160......4170......4180......4190......4200

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| SFFVDLVSTICFKDNAPPEKEVIESLLSLLFVQKGRLRDAAQRHCEHTKSLSPFNDVVDKTPVIRSVILKLLLKYSFHDVKDYIQEYLTLLKKKAFITE-DKTELYMLFINCLEDSILEKTSAYSRNDELNHLEEEGRFLKAYSPASRGR  4350
gi|114670878|ref|XP_511726.2| SFFVDLVSTICFKDNAPPEKEVIESLLSLLFVQKERLRDAPQRHREHTKSLSPFNDVVDKTPVIRSVILKLLLKYSFHDVKDYIQEYLTLLRKKAFIIE-DKTELYMLFINCLEDSILEKTSAYSRNDELNHLEEEGRFLKAYSPASRGR  4350
gi|118099836|ref|XP_420083.2| NFFIDVVTTMCFKDNEPPDTAVIQELLSLLFVYRGLLGDSD-RPAAYTKLLSPFDEEVDETPVIRSVMLKLLLKYSFSEVKNDVQDYLCRVEHSCILDKRDKKELYLLFVNCLEDSTRDKSEGSLGCERVNSLPGDRGFPENYLPKSNQG  4350
gi|292612165|ref|XP_001921030.2| AFFIDLVSTMCFKDNTPPSKDIILHLLSLLMVEASSLPPFKGICRFLTKALSPFDDSVDKNPVVRSVVLKLLLNYSFDHVKDYLQQHLTEVEQSKILEETDKAELYCLYMNCLEDSMYDRTQWHTVAEQQNCFLEETRFLLEFLQ-SDSV  4350
gi|194676304|ref|XP_590465.4| SFFVDLVSTMCFKDNSPPQKEVVKDLLSLLFVEKELLQEAPQRCCEHTKSLSPFDDVVDKTPVIRSVVLKLLLKYSFHDVKEYIQAYLSQLENKLFLAE-DKTELYMFFTNCLEDSIYEKNNAFFIRDELKYLREEGQFLTTYQPVGCSQ  4350
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4350
gi|109489481|ref|XP_221191.4| VIIMGETGCGKTRLIKFLSDLRRGSIEAETMKLVKVHGGTTPSMIYSRVKDAERTAFFNKAQHNLETILFFDEANTTDAVSCIKEVLCDRTVGGEHLNEDSGLHVIAACNPYRKHSQEMIHRLESAGLGYRVGAEETADRLGSIPLRQLV  4350
                         ......4210......4220......4230......4240......4250......4260......4270......4280......4290......4300......4310......4320......4330......4340......4350

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| EPANEASVEYLQEVARIRLCLDRAADFLSEPEGGPE--MAKEKQCYLQQVKQFCIRVENDWHRVYLVRKLSSQRGMEFVQGLSKPGRPHQWVFPKDVVKQQGLRQDHPGQMDRYLVYGDEYKALRDAVAKAVLECKPLGIKTALKACKTP  4500
gi|114670878|ref|XP_511726.2| EPANEASVEYLQEVARIRLCLDRAADFLSEPEGGPE--MAKEKQCYLQQVKQFCIRVENDWHRVYLVRKLSSQRGMEFVQGLSKPGRPHQWVFPKDVVKQQ----DHPGQMDRYLVYGDEYKALRDAVAKAVLECKPLGIKTALKACKTP  4500
gi|118099836|ref|XP_420083.2| APQ-ESSVEYLQAVAKVRLYLTKAAELLYDLHELPEQDQVEEKKRYLENVKVFCDLTRNDWHRVYLVRKIAHLYGMEFAQKLVMEAR-FNWVFPVEILRQVRHS--QSNHIDRYLVCGKNYKALRDAVGKVMIECKPQGLLEAEKASGST  4500
gi|292612165|ref|XP_001921030.2| SAH-TATVEHLQRLARVRLCLDMAADLLVANAGIHD-DPSAFIQAFWNNVVNLCRQSRNDWYRVYLIRKLCSLQGVECVKNLLLQET-YRWLFPQEILEMNQD----DSQIDQYLACGADYKTIRDAVAKFMLDLHINGIQKAIEDCNCT  4500
gi|194676304|ref|XP_590465.4| WPAGEASVEHMQKMARIRLCLDKASEILAKLQDGSE--VAEEKHRYLQQVERFCARVQNDWYRVYLVRKLTSQQGMEFVQSLSKEGHPAHWVFPKEVIAQQVRRRDHPGQMDPYLVHGKDYKAVRDAVGKAILESKPLAIETALEACRSS  4500
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4500
gi|109489481|ref|XP_221191.4| YRVHALPPSLIPLVWDFGQLNDSAERLYIQQIVQRLVDSVTVDQRETFVIANVLSASQEFMRKRENECGFVSLRDVERCVKVFQWFHDHSNMLLNKLADFLRECCDSTPAFERDPVLWSLVMAIGVCYHASLEEKAPYRAAIARCLPKPY  4500
                         ......4360......4370......4380......4390......4400......4410......4420......4430......4440......4450......4460......4470......4480......4490......4500



                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| QSQQSAYFLLTLFREVAILYRSHNASLHPTPEQCEAVSKFIGECKILSPPDISRFATSLVDNSVPLLRAGPSDSNLDGTVTEMAIHAAAVLLCGQNELLEPLKNLAFSPATMAHAFLPTMPEDLLAQARRWKGLERVHWYTCPNGHPCSV  4650
gi|114670878|ref|XP_511726.2| QSQQSAYFLLTLFREVAILYRSHNASLHPTPEQREAVSKFIGECKILSPPDISRFATSLVDNSLPLLRAGPSDSNLDGTVTEMAIHAAAVLLCGQNELLGPLKNLAFSPATMAHAFLPTMPEDLLAQARRWKGLERVHWYTCPNGHPCSV  4650
gi|118099836|ref|XP_420083.2| TAVRSVHLLLAVFREVTALYGFSDSSFHPKQ-----------------------------------------------------------------------------------------------------------------------  4650
gi|292612165|ref|XP_001921030.2| PMKKAVYVLMAFFREVTSLHRTGNPNMHPKPEHCAGLEHFIKNSAIFVNNEMKAFAEKLVRNQLGALRVRPHMPSRDLSLVEVTIHMAAVLLCGNLLLLQPLQKLALSPNNMMASFIPTMPDDMLAVAQ--QAMGHLQWYFCPNGHPCTV  4650
gi|194676304|ref|XP_590465.4| TTQKAVYLLLALFREVTTLYRSQNADLHPKPQQCEAMKKFIEKSNTLSP-DISAFAISLVNNELPLLRTGPGVSNLEGTVIEMAVHAATVLLCGQSQVLGPLKNSAFFPHLMVNAFLPTMPEDLLAQARNWKGLEEVTWYTCPNGHVCSV  4650
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4650
gi|109489481|ref|XP_221191.4| NSPKVILNEITHVQDLFLRDAPIRSNIARNLALKENVFMMVICIELKIPLFLVGKPGSSKSLAKIIVADAMQGQAASSDLFRCLKQVHLVSFQCSPHSTPQGIISTFKQCARFQQGKDLQQYVSVVVLDEVGLAEDSPKMPLKTLHPLLE  4650
                         ......4510......4520......4530......4540......4550......4560......4570......4580......4590......4600......4610......4620......4630......4640......4650

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| GECGRPMEQSICIDCHAPIGGIDHKPRDGFHLVKDKADRTQTGHVLGNPQRRDVVTCDRG--LPPVVFLLIRLLTHLALLLGASQSSQALINIIKPPVRDPKGFLQQHILKDLEQLAKMLGHSADETIGVVHLVLRRLLQEQHQLSSRRL  4800
gi|114670878|ref|XP_511726.2| GECGRPMEQSICIDCHAPIGGIDHKPRDGFHLVKDKADRTQTGHVLGNPQRRDVVTCDRG--LPPVVFLLIRLLTHLALLLGASQSPQALINIIKPPARDPKGFLQQHILKDLEQLAKMLGHSADETIGVVHLVLRRLLQEQHQLSSRRL  4800
gi|118099836|ref|XP_420083.2| ---------------------------------------------------------------------------------------QSLRNIIKPPVRNPVTFLQQHIQEDLAQLTRILGKSVDETINILHLVLGSLLKDPHQHPRQWP  4800
gi|292612165|ref|XP_001921030.2| GECGQPMEVSRCPDCDAEIGGSNHRPVDGFRAMQIQADRTQSGHILGDAQRRDLPDMQDTKNMSPAPFALLRLLTHMSMLIGTQNNPQSIMQIIKPAVVHPDAFLMQHLLKDMEQLSKALGKGVDDTVSTIHLAIHSLLEP--HQTSQWP  4800
gi|194676304|ref|XP_590465.4| GECGKPMEQSFCIDCRAPIGGINHKPEEGFRVIDDTTDRTQTGHVLGNPPPRGAPVVSDRQ-MSPVVFLLIRLLTHLAMLLGATQSPQDLMNIIKPPVSDPKRFLQQHIQRDLEQLTNTLGRSADETASVVHLVLCRLLQEQSHSSS---  4800
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4800
gi|109489481|ref|XP_221191.4| DGCIEDDPAPYKQVGFVGISNWALDPAKMNRGIFVSRGSPNEKELIESAEGICSSDRLVQD----------------RIRGYFAPFAKAYETVCQKQDKEFFGLRDYYSLIKMVFAKAKASKKGLSPRDIAHAVLRNFSGKDDIQALSIF  4800
                         ......4660......4670......4680......4690......4700......4710......4720......4730......4740......4750......4760......4770......4780......4790......4800

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| LNFDTELSTKEMRNNWEKEIA-AVISPELEHLDKTLPTMNNLISQDKRISSNPVAKIIYGDPVTFLPHLPRKSVVHCSKIWSCRKRITVEYLQHIVEQKNGKERVPILWHFLQKEAELRLVKFLPEILALQRDLVKQFQNVQQVEYSSIR  4950
gi|114670878|ref|XP_511726.2| LNFDTELSTKEMRNNWEKEIA-AVISPELEHLDKTLPIMNNLISQDKRISSNPVAKIIYGDPVTFLPHLPRKSVVHCSKIWSCRKRITVEYLQHIVEQKNGKERVPILWHFLQKEAELRLVKFLPEILALQRDLVKQFQNVQQVEYSSIR  4950
gi|118099836|ref|XP_420083.2| VEFDGVLSTKQKRNKWEEIVANTVIIPELEGLDKKLVMLNKQIQEDERISSNPIVKVVYGDPVTFLSQLPKDSHIHHSKMWSSRKRISVENLGHVVQQMNAKDTVPLLWKFLQKEPELRLVKYLPEILALQRDLVRLFQNSSDVKRCTIR  4950
gi|292612165|ref|XP_001921030.2| DPYDPNLSTKDARNGWENAMNNDVITHHLKVLEHQLKEVNAFIREDERVSSNPVMKLTFGEPGRFLRSLPQNSLIHNSSIWSCRNKVSLMSLTHIVEQNNGRDTLPVLWRFLQREAELRLVRFLPDILVLQRDLVKKFQNITDLTYKTIR  4950
gi|194676304|ref|XP_590465.4| -DFDAELSTREERNRWEKLVE-TIILHELEYLDKTLLAVNAQISQDERISSNPVAKIVYGDPATFLPHLPKNSMVHCSKMWSCRKRITIEYLQHIVEQKNGKESVPILWKFLQKEAELRLVKFLPEVLELQRNLVKRFQNVSEVEYKSIR  4950
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  4950
gi|109489481|ref|XP_221191.4| TASLPETLYKEEVSTVELIKQNIHPDLQGSSRGLDSADSRYLLVLTRNYVALQILQQTFFEGQQPEIIFGSSFPQDQEYTQICRNINRVKVCMETGKMVVLLNLQNLYESLYDALNQYYVYLGGQKYVDLGLGTHRVKCRVHTDFRLIVI  4950
                         ......4810......4820......4830......4840......4850......4860......4870......4880......4890......4900......4910......4920......4930......4940......4950

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| GFLSKHSSDGLRQLLHNRITVFLSTWNKLRRSLETNGEINLPKDYCSTDLDLDTEFEILLPRRRGLGLCATALVSYLIRLHNEIVYAVEKLSKENNSYSVDAAEVTELHVISYEVERDLTPLILSNCQYQVEEGRETVQEFDLEKIQRQI  5100
gi|114670878|ref|XP_511726.2| GFLSKHSSDGLRQLLHNRITVFLSTWNKLRRSLETNGEIKLPKNYCSTDLDLDTEFEILLPRRQGLGLCATALVSYLIRLHNEIVYAVEKLSEENNSYSVDAAEVTDLHVISYEVERDLTPLILSNCQYQVEEGRETVQEFDLEKIQRQI  5100
gi|118099836|ref|XP_420083.2| EFLSEPLSDVMWVLLERRVDVFLSVWNKLRSSLDTNGEVKLPKGYCDADLTLDSKLEVLLPRRQGLGLCSTALVSYLIGLQNDFIHLVNKHIKEDARYLISPSEVADLHLISYEVERDLIPLILSNCQYSMEKGGETLQHFDLERIQQQV  5100
gi|292612165|ref|XP_001921030.2| EFLQDQKAASLTAWYEKRIKIFLTTWNQIRVSLANTGEIKLPADYTEKDLGLDADLQVLLPQRRGLGLCSTALVSYLITIHNDLMYTVEKHTGDDSDYKISPAELTELHVIRYEYDRDLLPLVLANCQYSMECGQETLLEYDLPKIQQQI  5100
gi|194676304|ref|XP_590465.4| SFISSHHSDGLKKLALSRITIFLSTWNKLRRSLETNGEIKLPKDYCSSDLDLDTDLEVILPRRKGRGLCSTALVSYLINLHNEIVYAVEKFSKEDNSYSVDASEIADLHVISYEVERDLIPLILSNCQYQVEQGGETLQEFDLEKIQRQI  5100
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5100
gi|109489481|ref|XP_221191.4| EEKDVVYKQFPVPLINRLEKHYLDMNTVLQGWQKGIVQELQRWAHEFADVKADQFIARHKYSPADVFIGYHSHACASVVLQAVERQGCRNLTEELYRKVFEEAKFILLDCATPDAVVRLSGSSLGSFAANRLSQEYYYKQQHNSFVDFLL  5100
                         ......4960......4970......4980......4990......5000......5010......5020......5030......5040......5050......5060......5070......5080......5090......5100

                                                                                                                                                                                        
gi|262231746|ref|NP_065965.4| VSRFLQGKPRLSLKGIPTLVYRHDWNYEHLFMDIKNKMAQDSLPSSVISAISGQLQSYSDACEVLSVVEVTLGFLSTAGGDPNMQLNVYTQDILQMGDQT-IHVLKALNRCQLKHTIALWQFLSAHKSEQLLRLHKEPFGEISSRYKADL  5250
gi|114670878|ref|XP_511726.2| VSRFLQGKPQLSLKGIPTLVYRHDWNYEHLFMDIKNKMAQDSLPSSVISAISGQLQSYSDACEVLSVVEVTLGFLSTAGGDPNMQLNVYTQDILQMGDQT-IHVLKALNRCQLKHTIALWQFLSAHKSEQLLRLHKEPFGEISSRYKADL  5250
gi|118099836|ref|XP_420083.2| ISKFLQGKPLITLT--------------------------SALPSSVMNAISGELQSYSDVCDALFVTEIALEFLAMAGENTEMLLTDYIENVLQMGDQTNPHVL------------------------------QDPFEDISTEYKADL  5250
gi|292612165|ref|XP_001921030.2| LTRFLQGKPLITINGIPTLVNRQDRNYEIIFKDVKGKVQQELLQPLTQYDLVKELQSYSDVCEALSTVELAVGFLAMTGGEPNMQLGVYLKDVLQMTDHMATHVFKALSRCSLKHCVALWQLLSSLKSETMLRLKRDPFVGISKEYKQPL  5250
gi|194676304|ref|XP_590465.4| ISRFLQGKPRLTLKGLPTLVYRRDWNYEHLFMDIKNKMPQSPLPNAAITAIRGQLQSYSDACEALSATEVTLGFLSAAGGDPDMHLNVYIQDMLKMGDPT-SLVSKAFNRCQLKHIVALWRILSAHKSELMLRQEKEPFGEIDSRYKADL  5250
gi|149262526|ref|XP_001477896.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  5250
gi|109489481|ref|XP_221191.4| AHLRMDHHECWAVFTEITTFSRLLTSHDCDVLESELRGLAPKPIVLSLQQFDTEYSFLKDVRSCLRNPARRKILVIQTDFDDGIHSAQLVASAKSTVMASDVTKLQNVTISQLFEPVDKPEQDDPEEEMETESSKSGEVAEEQMEVEEEG  5250
                         ......5110......5120......5130......5140......5150......5160......5170......5180......5190......5200......5210......5220......5230......5240......5250



                                                                                                                                    
gi|262231746|ref|NP_065965.4| SPENAKLLSTFLNQTGLDAFLLELHEMIILKLKNPQTQTEERFRPQWSLRDTLVSYMQTKESEILPEMASQFPEEILLASCVSVWKTAAVLKWNREMR  5348
gi|114670878|ref|XP_511726.2| SPENAKLLSTFLNQIGLDAFLLELHEMIILKLKNPQTQTEERFRPQWSLRDTLVSYMQTKESEILPEMASQFPEEILLASCVSVWKTAAVLKWNREMR  5348
gi|118099836|ref|XP_420083.2| SPEMAKLLHTYLVHSRLETFLQELHKMIILKLKRV--RSVDEFRPAWGLKESLIPLLDEKDFELAEELQDAFPDEIHLSHTAATWKAAAAFKRERREN  5348
gi|292612165|ref|XP_001921030.2| QEEHKRLLTSFFTKSSADAFLLEMHEFLLLVLKSP--KATDTYRPDWRLKHTVVSYMERKDLDVPPEVEEFFPKEILLSEYTSTWNFSVNLRQKRSQS  5348
gi|194676304|ref|XP_590465.4| NPENAKLLNTFLNHIGLEAFLLDLHDMMILKLKNP--KATENFNPEWSLRDTLVSYMETTDSEIPPEMESQFPEEILLSNCVAVWKMAAELKRNRQMR  5348
gi|149262526|ref|XP_001477896.1| --------------------------------------------------------------------------------------------------  5348
gi|109489481|ref|XP_221191.4| SEEMKRACDLRGCDVLDTTRLVRSCVQGAVGMLRDQSESCARNMRRVTILLDLLNEESTLNGEHCAPGAESYT-------------------------  5348
                         ......5260......5270......5280......5290......5300......5310......5320......5330......5340........


