
                                  **:.   *** .:***.   :  : ..                                                                                                                           
gi|41393608|ref|NP_958831.1| MAEPSAATQSHSISSSSFGAEPSAPGGG-GSPGACPALGTKSCSSSCA-------------------EGLSSLCSDEPSSEIMTSSFLSSSEIHNTGLTILHGEKSHVLGSQPILAKEGKDHLDLLDMKKMEKPQGTSNNVSDSSVSLAA   130
gi|114638205|ref|XP_001162095.1| MAEPSAATQSHSISSSSFGAEPSAPGGG-GSPGACPALGTKSCSSSCADSFVSSSSSQPVSLFSTSQEGLSSLCSDEPSSEIMISSFLSSSEIHNTGLTILHGEKSNVLGSQPILAKEGKDHLDLLDMKKLEKPQGTSNNVSDSPVSLAA   149
gi|54607016|ref|NP_001003934.1| MAESSAATQSPSVSSSSSGAEPSALGGGGGSPGACPALGAKSCGSSCADSFVSSSSSQPVSIFSTSQAGLSSLCSDEPPSKSMTSSFLSSSEIHNPDPTTPLGEKSETLGSQ-FVLAKGKDPLVLLDKKKLDSPQGTNKDRVDAPVSLAT   149
gi|57977297|ref|NP_543185.2| MAESSAATQSPSVSSSSSGAEPSTLGGGGGSPGACPALGAKSCGSSCA-------------------VGLSSLCSDEPPSKIMTSSFLSSSEIYNPDPTTPLG--SETLGSH-LVAKDGKDPLVLLDKKTLDSPQGTNKDRVDTPVSLAA   128
gi|32880223|ref|NP_872598.1| MAEPSAATQSPSVSSSSSGAESSAPGGGSGSPGACPALGTKSCGSSCA------------------------------------------------------------------------------------------------------    48
gi|73983309|ref|XP_867301.1| MAEPSAATQSPSVSSSSSGAEPAAPGGG--SPGACPALGAKSCGSSCADSFVSSSSSQPVSLFSTSQEGLSSLCSDEPPSETMTSSLFSSSEMLNTDLTVLHGEKSKVLGSQPILANEGKEYLALLDVKKMEKPQGTSKDIAYSQVS-IA   147
gi|41055100|ref|NP_957366.1| MADP--MTQSSQISSSQGLNDGHSAAS---------------------------------------------------------------------------------------------------------------------------    25
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|41393608|ref|NP_958831.1| GVHCDRPSIPASFPEHPAFLSKKIGQVEEQIDK--ETKNPNGVSSREAKTALDADDRFTLLTAQKPPTEYSKVEGIYTYSLSPSKVSGDDVIEKDSPESPFEVIIDKAAFDKEFKDSYKESTDDFGSWSVHTDKESSEDISETNDKLFPL   278
gi|114638205|ref|XP_001162095.1| GVHCDRPSIPASFPEHPAFLSKKIGQVEEQIDK--DTKNPNGVSSREAKTALDADDRFTLLTAQKPPTEYSKVEGIYTYSLSPSKVSGDDVIEKDSPESPFEVIIDKAAFDKEFKDSYKESTDDFGSWSVHTDKESSEDISETNDKLFPL   297
gi|54607016|ref|NP_001003934.1| GIPCSHPSIPDSFPEQPAFLSKEIGPAEEWVVKDQEPKNPNKVPDGEDRSALDFG--------------QSKAEHICTYSLSPSE-LPVASVEKDSPESPFEVIIDKATFDREFKDLYKENPNDLGGWAAHGDRESPADLLEMNDKLFPL   284
gi|57977297|ref|NP_543185.2| DIPCSHPSIPDSFPEQPTFLSKETDPTEEWVVKNQEPKNPSEVPSGEDRSALDLG--------------QRKAEHICTHSLSPSE-PAVASVEKDSPESPFEVIIDKATFDREFKDLYKESTDDLGGWAAHGDRESPADLLEMNDKVFPL   263
gi|32880223|ref|NP_872598.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    48
gi|73983309|ref|XP_867301.1| EVQCNHPSVPASIPDHPAFFSKEVGLMKQQINKDQESRNPNEVPSTDDKTGLDADDKFTLLTAQKPLTQQPKAEGICTYSLSPSEGSGGGIVEKDSPESPFEVIIDKEAFDKEFKDAYKESTNDFGSWAMHIDRESPADLLESNDKVFPL   297
gi|41055100|ref|NP_957366.1| ---------------------------------------------------------------------------------------------KDS------------------------------------------------------    28
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|41393608|ref|NP_958831.1| RNKEAGRYPMSALLSRQFSHTNAALEEVSRCVNDMHNFTNEILTWDLVPQVKQQTDKSSDCITKTTGLDMSEYNSEIPVVNLKTSTHQKTPVCSIDGSTPITKSTGDWAEASLQQENAITGKPVPDSLNSTKEFSIKGVQGNMQKQDDTL   428
gi|114638205|ref|XP_001162095.1| RNKEAGRYPMSALLSRQFSHTNAALEEVSRCVNDMHNFTNEILTWDLVPQVKQQTDKSSDCITKTIGLDMSEYNSEIPVVNLKTSTHQKTPVCSIDGSTPITKSTGDWAEASLQQENAITGKPVPDSLNSTKEFSIKGVQGNMQKQDDTL   447
gi|54607016|ref|NP_001003934.1| RNKEAGRYPSSVLLGRQFSHTTAALEEVSRCVNDMHNFTNEILTWDLDPQAKQQANKTS-CTTESTGLDRSELRSEIPVINLKTNPQQKMPVCSFNGSTPITKSTGDWTEAFTEGK------PVRDYLSSTKEAGGNGVPGSSQLHSELP   427
gi|57977297|ref|NP_543185.2| RNKEAGRYPSSALLGRQFSHTTAALEEVSRCVNDMHNFTNEILTWDLDPQAKQQADKSP-CTTESTGLDRSEHRSEIPVINLKTSPQQKMPVCSFNGSTPITRSTGDWTETFTEGK------PVKGYLSSTKEAGGKGVPDSSQP-----   401
gi|32880223|ref|NP_872598.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    48
gi|73983309|ref|XP_867301.1| RSKEAGRYPACVLFTRQFSHTTAALEEVSRCVNDMHNFTNEILTWDLVPQVKEESNKSN-CITKTAGLDMSEYNSEIPVVNLKTNTYQKIPVCSINGSTPVIKSAGGWAQASLPQENAIIEIPVPDYLDSTKEISIKGVGGNVQKQDNTL   446
gi|41055100|ref|NP_957366.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    28
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|41393608|ref|NP_958831.1| AELPGSPPEKCDSLGSGVATVKVVLPDDHLKDEMDWQSSALGEITEADSSGESDDTVIEDITADTSFENNKIQAEKPVSIPSAVVKTGEREIKEIPSCEREEKTSKN-FEELVSDSELHQDQPDILGRSPASEAACSKVPDTN------V   571
gi|114638205|ref|XP_001162095.1| AELPGSPPEKCDSLGSGVATVKVVLPDDHLKDEMNWQSPALGEITEADSSGESDDTVIEDITADTSFENNKIQAEKPVSIPSAVVKTGEREIKEIPSCEREEKTSKN-FEELVSDSELHQDQPDILGRSPASEAACSKVPDTN------V   590
gi|54607016|ref|NP_001003934.1| GSMP-----EKWVSGSGAATVEVTLPNLRGA----WPNSVMGEVTEVDSSGESDDTVIEDITEKP------------DSLPSAAAKTSER-------EIKETPSRETVRSEMCENSEQPQAQPETPTQKSLEGEVASQVPNT--------   541
gi|57977297|ref|NP_543185.2| ------------ISGSGAATVEVTLPDLRGT----WPNSVLGEVTEVDSSGESDDTVIEDTTENPSVKNNKVLPEKSDSLPSAAVKTSER-------ENKETTSHETVRSEMYENSEQQQAHAETPTQRSLEGQMSPQVPNM--------   520
gi|32880223|ref|NP_872598.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    48
gi|73983309|ref|XP_867301.1| AELPGSPCEKGVSLGSGVAAVKVVLPDGSLKGEMNWQSSILGEATEADSSGESDDTVIEDITANISFERNKIQAEKSVSIPSAIVKRDEREIEEIFICNRENKTSEDSEGPVKKSSEAAQVQPDILERSPTGEATCSQVPDMNVMSEDVE   596
gi|41055100|ref|NP_957366.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    28
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|41393608|ref|NP_958831.1| SLEDVSEVAPEKPITTENPKLPSTVSPNVFNETEFSLNVTTSAYLESLHGKNVKHIDDSSPEDLIAAFTETRDKGIVDSE-RNAFKAISEKMTDFKTTPPVEVLHENESGGSEIKDIGSKYSEQSKETNGSEPLGVFPTQGTPVASLDLE   720
gi|114638205|ref|XP_001162095.1| SLEDVSEVAPEKPITTENPKLPSTVSPNVFNETEFSLNVTTSAYLESLHGKNVKHIDDSSPEDLIAAFTETRDKGIVDSA-GNAFKAISEKMTDFKTTPPVEVLHENESGGSEIKDIGSKYSEQSKETNGSEPLGVFPTQGTPVASLDLE   739
gi|54607016|ref|NP_001003934.1| ----LNEVTPEKLDMTNNPKVCSAAPPSVLNETGFSLTVPASAKLESLLGKYVEDTDGSSPEDLMAVLTGAEEKGIVDKEEGDVLEAVLEKIADFKNTLPVELLHESELSGSETKNIKSKYSEDSRETT----------GGAPTMSPDLE   677
gi|57977297|ref|NP_543185.2| ----LNEVIPENLAMTDTTRVCSAAPPSVLSETGFSLTVPASAKSESLLGKNVEDTDGSSPEDLMAALTGTEEKGTVDKEKGDVLEAVLEKIANVKNTLPVELLHENKLSSSETKNTKSKYSEHSRETN----------GGAPKVSSDLE   656
gi|32880223|ref|NP_872598.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    48
gi|73983309|ref|XP_867301.1| QSGSMSEVASEKPVAAENPKLPSALSSGVLKETEFSPNATTSACLESLHEKSVKDADDSSPEDLIAAFTETREKGIVEKGTGNAFQATSET-TDFKTTLAVEVLHENESGGSEIKDINSKHTEQSKETNGIAVLDVFPAQGTPTASLDLE   745
gi|41055100|ref|NP_957366.1| ------------------------------------------------------------------------------------------------------------------------------------------------------    28
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                                                                                                                            *:**:.*** **:*.***.:*::****************:*:**
gi|41393608|ref|NP_958831.1| QEQLTIKALKELGERQVEKSTSAQRDAELPSEEVLKQTFTFAP-ESWPQRSYDILERN-VKNGSDLGISQKPITIRETTRVDAVSSLSKTELVKKHVLARLLTDFSVHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL   868
gi|114638205|ref|XP_001162095.1| QEQLTIKALKELGERQVEKSTSAQRDAELPSEEVLKQTFTFAP-ESWPQRSYDILERN-VKNGSDLGISQKPITIRETTRVDAVSSLSKTELVKKHVLARLLTDFSVHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL   887
gi|54607016|ref|NP_001003934.1| QEQLTIRAIKELGER----QAEKVQDEGISSGGKLKQTFAPQ---SGPQSSSDILEHTDVKTGSDLGIPKNPTI-IKNTRIDSISSLTKTEMVNKNVLARLLSDFPVHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL   819
gi|57977297|ref|NP_543185.2| QEQLTIRAIKELG-------AKQVQAERMSPGGKLKRTFDPQ---SGPQNSSDILEHTDITTGSDLGIPKKPTI-IKDTRIDSISSLTKTETVNKHVLARLLSDFPVHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL   795
gi|32880223|ref|NP_872598.1| ----------------------------------------------------------------------------------------------------------VHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL    92
gi|73983309|ref|XP_867301.1| QEQLTIKALKELSERKVEKSASVQDNVESPPEEILKQAFTCDPESSWLQRSYDVLEHTEVNIGSDLEIPKRPAIRETTTRVDIISQLSKTEVINKQVLARLLTDFSVHDLIFWRDVKKTGFVFGTTLIMLLSLAAFSVISVVSYLILALL   895
gi|41055100|ref|NP_957366.1| -------------------------------------------------------------------------------------------------------KFSVNDLVHWRDPKKSGVVFGVSLLLLLSLAAFSVISVVSYLLLSLL    75
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gi|41393608|ref|NP_958831.1| SVTISFRIYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHNYMNAAMVHINRALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLIFSVPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE  1013
gi|114638205|ref|XP_001162095.1| SVTISFRIYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHNYMNAAMVHINRALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLIFSVPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE  1032
gi|54607016|ref|NP_001003934.1| SVTISFRVYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHNYMNAAMVHVNKALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLVFSVPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE   964
gi|57977297|ref|NP_543185.2| SVTISFRVYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHSYMNAAMVHVNKALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLVFSVPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE   940
gi|32880223|ref|NP_872598.1| SVTISFRVYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHNYVNAAMVHINRALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLVFSIPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE   237
gi|73983309|ref|XP_867301.1| SVTISFRVYKSVIQAVQKSEEGHPFKAYLDVDITLSSEAFHNYVNAAMVHINRALKLIIRLFLVEDLVDSLKLAVFMWLMTYVGAVFNGITLLILAELLIFSVPIVYEKYKTQIDHYVGIARDQTKSIVEKIQAKLPGIAKK-KAE  1040
gi|41055100|ref|NP_957366.1| CVTISFRIYKSVIQAVQKSNEGHPFKALMDKDVTVPPETFRKHVDGCLSHVNRALKQMSRLFLVEDLVDSLKLAVVMWLLTYVGAVFNGITILILADILLFSVPPIYEKNKTQIDHYIDIARTQFNTTVAKLQEKLPGAMKRCKAE   221
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......


