
                                                                                                                              :  .:* :         ..        *                           
gi|51100966|ref|NP_766012.2| -------------------------------------------------------------------MTAAANWVANGASLEDCHSNLFS---LAELTGIKWRRYNFGGHGDCGPIISAPAQD---------------------------   150
gi|109496031|ref|XP_341091.3| ---------------------------MASHRQRQNLGDAPGLDHVITTQGMS-------VQKCEGQNPGAHHPVLAEVSLASSNNAQKG---VLESQAVKQKIQKTCIPCTCALCSAQQAPDPASCTHAHRRRLWTLYLMPTSHLVFCA   150
gi|44771211|ref|NP_056150.1| -------------------------------------------------------------------MTAAANWVANGASLEDCHSNLFS---LAELTGIKWRRYNFGGHGDCGPIISAPAQD---------------------------   150
gi|73995266|ref|XP_534693.2| MNKHTQRLGVRAQKAFLDSLRSARCTESAKRQPRSSLGEARDTQCESSDARCSGAGVRAPPPLLPRRATSATAACLSGLPAPESRKAIAPSRRKAELTGIKWRRYNFGGHGDCGPIISAPAQD---------------------------   150
gi|119909346|ref|XP_595505.3| -------------------------------------------------------------------MTAAANWVANGASLEDCHSNLFS---LAELTGIKWRRYNFGGHGDCGPIISAPAQD---------------------------   150
gi|118098868|ref|XP_415317.2| ----------------------------------------------------------------------------------------MG---EAELTGIKWRRYNFEGHGDCGPIISAPAQD---------------------------   150
gi|161085371|ref|NP_730591.2| --------------------------------------------------------------------MTHQNHQTNGASLEDCHTNFYA---LTDLCGIKWRKFVNGERPNASSDPLA---D---------------------------   150
                      1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                  *    : : : .:                 * ::        :                         .: : :: :  .  :             .                  .   :. . :*.::* 
gi|51100966|ref|NP_766012.2| ------------------DPILLSFIRCLQAN----------------LLCVWR------RDVKPD---------------------CKELWIFWWGDEPNLVGVIHHELQVVEEGLWEN--------------GLSYECRTLLFKAIHN   300
gi|109496031|ref|XP_341091.3| LCSRLLILHPAPLLHPQQAPWTHHYIQTLAGEPRRMRTDTKAPSQESGRLRIFTTDRYTGKNVNDP---------------------ARGIKMLGWKPSWCIKRCAPHPDPACAIGPHEAGTFPTVEGTVRGKGGRRIKSVNTFFTTFHP   300
gi|44771211|ref|NP_056150.1| ------------------DPILLSFIRCLQAN----------------LLCVWR------RDVKPD---------------------CKELWIFWWGDEPNLVGVIHHELQVVEEGLWEN--------------GLSYECRTLLFKAIHN   300
gi|73995266|ref|XP_534693.2| ------------------DPILLSFIRCLQAN----------------LLCVWR------RDVKPD---------------------CKELWIFWWGDEPNLVGVIHHELQVVEEGLWEN--------------GLSYECRTLLFKAIHN   300
gi|119909346|ref|XP_595505.3| ------------------DPILLSFIRCLQAN----------------LLCVWR------RDVKPD---------------------CKELWIFWWGDEPNLVGVIHHELQVVEEGLWEN--------------GLSYECRTLLFKAIHN   300
gi|118098868|ref|XP_415317.2| ------------------DPILLSFIRCLQAN----------------LLCVWR------RDVKPD---------------------CKELWIFWWGDEPNLVDVIHRELHMVEEGLWEN--------------GLSYECRTLLFKAIHN   300
gi|161085371|ref|NP_730591.2| -------------------PILRSYSRCIQAD----------------MLCVWRRVQSTKTDHADPNALTFEMTTSTKVHPPLSLAAAKELWIFWYGEEPDLSELVDAELLRVAANQALWNG--------TWKGALTYECRSLLFKALHN   300
                      .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                         *:*                                       ::.: *  *: .  ..:   . :.                     : : :: * :                                           
gi|51100966|ref|NP_766012.2| ----------LLER------CLMDK---------------------------NFVRIGKWFVRPYDKDEKPVNKSEHLS-----------------CAFTFFLHGESNVCTS--------------------------------------   450
gi|109496031|ref|XP_341091.3| PSVGGLATVALVESPQGT-DRLMVKGWRLRGGHRRELEDPLKATWQTGAPIWNFTKCGGPFMSSGSSKEPGGNPASTMDGLGLRTSIHPSLRKEGGCSCSQLVSGCSEIMHCGRSRGLAKGISDWYRTPLLPQFGTLNHSCSKWCPQSGS   450
gi|44771211|ref|NP_056150.1| ----------LLER------CLMDK---------------------------NFVRIGKWFVRPYEKDEKPVNKSEHLS-----------------CAFTFFLHGESNVCTS--------------------------------------   450
gi|73995266|ref|XP_534693.2| ----------LLER------CLMDK---------------------------NFVRIGKWFVRPYEKDEKPVNKSEHLS-----------------CAFTFFLHGESNVCTS--------------------------------------   450
gi|119909346|ref|XP_595505.3| ----------LLER------CLMDK---------------------------NFVRIGKWFVRPYEKDEKPVNKSEHLS-----------------CAFTFFLHGESNVCTS--------------------------------------   450
gi|118098868|ref|XP_415317.2| ----------LLER------CLMDK---------------------------NFVRIGKWFIRPYDKDEKPVNKSEHLS-----------------CAFTFFLHGESNVCTS--------------------------------------   450
gi|161085371|ref|NP_730591.2| ----------LMERFVLTK---------------------------------DIVRFGKWFVQPCTSSDRLFGRSSQHLS----------------FSFTFFVHGDTVCAS---------------------------------------   450
                      .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                    :  .*                        :.:    :*                   * *                                                :*:::*:*: * ***::** *
gi|51100966|ref|NP_766012.2| --------------------VEIAQHQP-------------------IYLINEEHLHMA----------------QSSPAP-----------------------------------------------FQVLVSPYGLNGTLTGHAYKMS   600
gi|109496031|ref|XP_341091.3| YRAAVQACCVHTYKAGWTPSAECESHRLNMPPLSGAVLSATPLWDLEVFMLSDHQTHFASKVILKLPGGLRMPTRQFGPAPDFKAVGKIDWLTSLDQTGLMGNRLARQNRELAGEPPGLPSAHLPQLPSHVLVSPYGLNGTLTGHAYKMS   600
gi|44771211|ref|NP_056150.1| --------------------VEIAQHQP-------------------IYLINEEHIHMA----------------QSSPAP-----------------------------------------------FQVLVSPYGLNGTLTGQAYKMS   600
gi|73995266|ref|XP_534693.2| --------------------VEIAQHQP-------------------IYLINEEHIHMA----------------QSSPAP-----------------------------------------------FQVLVSPYGLNGTLTGQAYKMS   600
gi|119909346|ref|XP_595505.3| --------------------VEIAQHQP-------------------IYLINEEHIHMA----------------QSSPAP-----------------------------------------------FQVLVSPYGLNGTLTGQAYKMS   600
gi|118098868|ref|XP_415317.2| --------------------VEIAQHQP-------------------IYLINEEHIHMA----------------QSSPSP-----------------------------------------------FQVLVSPYGLNGTLTGQSYKMS   600
gi|161085371|ref|NP_730591.2| --------------------IDLREHPAVR--------------PLTKEHLTEAAAAFAAASSPPGSNGSAASAGGAVPNPGQDPNGASMDG--------------------LDGGEGAAKAAPPPHARKVMLAPFGIAGILTGNSYKAS   600
                      .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                               ** :.*::*:*  *:*:  :.            : *.* .***: ** :: :*: :**::: *      :   *.     .     .  *.* . *.  .. * :  ::*. . :  .    .: :      *   :  : : * * .*:
gi|51100966|ref|NP_766012.2| DPAARKLIEEWHCFYPMVLRKREEPREEAELGYDDDFPVAVEVIVGGVRMVYPSAFVLVSQND------IPVPQS-----GHGTVAQQGLGSVKDPS-NCGMPLTPPTSPEQVVIGESGGVQSAASHLGSQDGGMSTMHSPKRSRKTPPK   750
gi|109496031|ref|XP_341091.3| DPAARKLIEEWQCFYPMVLRKKEEPREEAELEYDDDFPVAVEVIVGGVRMVYPSAFVLISQND------IPVPQSGTSAGGHVTIAQQGLGSVKDPS-NCGMPLTPPTSPEQVVIGESG-VQSAASHLGSHDGGMIATHSPKRSKKIPPK   750
gi|44771211|ref|NP_056150.1| DPATRKLIEEWQYFYPMVLKKKEESKEEDELGYDDDFPVAVEVIVGGVRMVYPSAFVLISQND------IPVPQSVASAGGHIAVGQQGLGSVKDPS-NCGMPLTPPTSPEQAILGESGGMQSAASHLVSQDGGMITMHSPKRSGKIPPK   750
gi|73995266|ref|XP_534693.2| DPATRKLIEEWQYFYPMVLKKKEELKEEEELGYDDDFPVAVEVIVGGVRLVYPSAFVLISQND------IPVPQSVAGAGGHITVGQQGLGSGKDPS-NCGMPLTPPTSPEQAVIGESGGTQSAVSHLGSQDGGMITMHSPKRSGKIPPK   750
gi|119909346|ref|XP_595505.3| DPATRKLIEEWQYFYPMVLKKKEEMKEEEELGYDDDFPVAVEVIVGGVRMVYPSAFVLISQND------IPVPQSVASTGGHITVGQQGLGSVKDPS-NCGMPLTPPTSPEQAIMGESGGAQSAVSHLGAQDGGMLTMHSPKRSGKIPPK   750
gi|118098868|ref|XP_415317.2| DPATRKLMEEWQYFYPMVLKKKEGMKEEEALGYDNDFPVAVEVIVGGVRMVYPSAFVLISQSD------IPMSQNAASTGGHINVGQQGLGSVKDPSSTCGMPLTPPTSPEQAVMGESGCSQSSISHSAVQEG-TVSVHSPKKSSKITPK   750
gi|161085371|ref|NP_730591.2| DPIAEKILEDWASFFPLCNKD------------NTDVPPVVEVVSGGHKMYHPTNYVLVTDLDDMEHMEFVEMQKMQSSVAGAAAESAVLASLSCPPGAASAPSSMGAAPSATAVPLGPASLNAPALAGAGVGATASSAAKEISRKAAPQ   750
                      .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                 .                                  .* .*.*::*::.  : . :  ::.  ..  . ..                                    *:**** *:..* *:. :                       :
gi|51100966|ref|NP_766012.2| LHS----------------------------------HMVRRVWRECILSRAQSKRSQMSTPTREEEAAHSP----------------------------------AAWDFVDPTQRVSCSCSRHK------------------LLKRCA   900
gi|109496031|ref|XP_341091.3| LHS----------------------------------HMVHRVWKECILNRAQSKRSQMSAPAGEEEPAHSP----------------------------------AAWDFVDPTQRVSCSCSRHK------------------LLKRCA   900
gi|44771211|ref|NP_056150.1| LHN----------------------------------HMVHRVWKECILNRTQSKRSQMSTPTLEEEPASNP----------------------------------ATWDFVDPTQRVSCSCSRHK------------------LLKRCA   900
gi|73995266|ref|XP_534693.2| LHN----------------------------------HMVHRVWKECILNRAQSKRSQMSTPTLEEEPANNP----------------------------------ATWDFVDPTQRVSCSCSRHK------------------LLKRCA   900
gi|119909346|ref|XP_595505.3| LHN----------------------------------HMVHRVWKECILNRTQSKRSQMSTPTLEEEPANNP----------------------------------ATWDFVDPTQRVSCSCSRHK------------------LLKR-T   900
gi|118098868|ref|XP_415317.2| FHN----------------------------------HMVHRVWKECILNRSQSKRTQITTANLEEEVPNNT----------------------------------VSWDFVDPVQRVSCSCSRHKV-----------------FKQRCA   900
gi|161085371|ref|NP_730591.2| AVSALERLAFQPYYDQRPTSGFTFNTNNTHIPASAAVEMPERTWQDCVMNTLHVDAAAAAAAVASSTPASGTGSLSADGDENEQNKPPQDSKQLVQQQIQQQQQRQKLWNFVDPMQKAPCICTNAQCNSSSSISNISNNKRPQQPLGSPA   900
                      .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                 .  .   .: . * . ...** ...:* :::  .: .  :: *:**           . ** .*:::  . :....  :          *   .  .*  ... *  ::  : .  * .** .:.                       
gi|51100966|ref|NP_766012.2| VGPSRPPAISQPGFSAGLPSSSSLPPPASSKHKTTERQEKGDKLQKRP---------LVPFHHRPSVAEELCVEQDAPGQK----------LGLAGIDASLEVSNTRKYDKQMAVPSRNTSKQMNLN-----------------------  1050
gi|109496031|ref|XP_341091.3| VGPSRPPTLSQPGFSAGPPPPSSLPPPASSKHKTTERQEKGDKLQKRP---------LVPFHHRPSVAEELCMEQDAPGQK----------LGLAGIDSSLEVSSSRKYDKQMAVPSRNTSKQMDLN-----------------------  1050
gi|44771211|ref|NP_056150.1| VGPNRPPTVSQPGFSAGPSSSSSLPPPASSKHKTAERQEKGDKLQKRP---------LIPFHHRPSVAEELCMEQDTPGQK----------LGLAGIDSSLEVSSSRKYDKQMAVPSRNTSKQMNLN-----------------------  1050
gi|73995266|ref|XP_534693.2| VGPNRPPAISQPGFSAGPSSSSSLPPPAS-KHKTTERPEKGDKLQKRP---------LIPFHHRPSVADEFCMEQDTPGQK----------LGLAGIDSSLEVSSSRKYDKQMAVPSRNTSKQMNLN-----------------------  1050
gi|119909346|ref|XP_595505.3| VGPSRPPTISQPGFSAGPSSSSSLPPPASSKHKTTERQDKGDKLQKRP---------LIPFHHRPSVAEELCMEQDPPGQK----------LGLAGIDSSLEVASSRKYDKQMAVPSRNTSKQMNLN-----------------------  1050
gi|118098868|ref|XP_415317.2| AGSSRPPMINQPGFSVGTSSSSSLPPPASSKHKATERQDKGEKLQKRP---------MMPFHHRPSVTEELCVEQDTSGQK----------LGLAGMEPSLEVPNSRKYEKPLSIPARNPSKQINMN-----------------------  1050
gi|161085371|ref|NP_730591.2| LRAAVTGGSGNKSSSSSSSSSSSSSSSSSYQQQHYHQQHLQQQQQQRPGTPVLPATAATSSHHSSSLSNTSASNSSAATPRRHNVPFHKRLLHSLASTASSTASTFRAKNHSNTTTDTNIPKQRHLGNTPHGTPHGGASTYSRNSLGGDS  1050
                      .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                 *: * .** :* *.. . ..:.*                   ....*: *..*::  *  .          :.::: ..  :   ....                             :.*   .        *    .:    .   
gi|51100966|ref|NP_766012.2| --PMDSPHSPISPLPPTLSPQPRGQ-------------------EAESLDPPSVPVNPALYGNGLDLQQLSTIEDRTVLVGQRLPLMAEAS-----------------------------ETALYSGLRPSYTESSDRWWQSFRLPSSED  1200
gi|109496031|ref|XP_341091.3| --PMDSPHSPISPLPPTLSPQPRGQ-------------------ETESLDPPSVPVNPALYGNGLDLQQLSALEDRTVLVGQRLPLMAEAS-----------------------------ETALYSGLRPSYTESSDRWWQSFRLPPSED  1200
gi|44771211|ref|NP_056150.1| --PMDSPHSPISPLPPTLSPQPRGQ-------------------ETESLDPPSVPVNPALYGNGLELQQLSTLDDRTVLVGQRLPLMAEVS-----------------------------ETALYCGIRPSNPESSEKWWHSYRLPPSDD  1200
gi|73995266|ref|XP_534693.2| --PMDSPHSPISPLPPTLSPQPRGQ-------------------ETESLDPPSVPVNPALYGNGLELQQLSTLDDRTVLVGQRLPLMAEVS-----------------------------ETALYCGVRPSNPESSDKWWHSYRLPPIDD  1200
gi|119909346|ref|XP_595505.3| --PMDSPHSPISPLPPTLSPQPRGQ-------------------EAESLDPPSVPVNPALYGNGLELQQLSALDDRTVLVGQRVPLTAEVS-----------------------------ETALYCGIRPSNPESSDKWWHSYHLPSVDD  1200
gi|118098868|ref|XP_415317.2| --PMDSPHSPSSPLPPTLSPQPRGQ-------------------EAENLDPPSVPVNPALYGSGLELQPLPSLDERTVLVGQRLPLMAEVS-----------------------------ETALYCGIIQNN--ESLDMWRTYSVPSSDD  1200
gi|161085371|ref|NP_730591.2| SMPVASVESPATPAPSPHPNSAHSQPTSVPPAEQLLNMSPHAPTSVSNLQQPPTPIDHLLDKNTPAPTPTDQHDSKSITASPYVHQTPSVEPPSYTDHAAGGGPAGGQGLGTGPGSVPAQQPATPTAATSAGGAGSGGPSNAIGANAVGT  1200
                      ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                ..:   :  :   :   :. :. *  * :.  ..  :  :: :   :.       .      : * :    : :::                                          *.    :  . .       .    ..* .*:
gi|51100966|ref|NP_766012.2| AEFRPPELQGERFDTALDLNPESTALQRLLAQPNKRFKIWQDEQPQVQPLPFLDPSPLSQQPGDTLGEVNDPYTFED------------------------------------------GDIKYIFTANKKCKQGTEKDSLKKNKSEDGF  1350
gi|109496031|ref|XP_341091.3| AEFRPPELQGEGFHTVLDVSPESTALQRLLAQPNKRFKIWQDEQPQVQPLPFLDPSPLSQQPGDTLGEVNDPYTFED------------------------------------------GDIKYIFTANKKCKQGTEKDSLKKNKSEDGF  1350
gi|44771211|ref|NP_056150.1| AEFRPPELQGERCDAKMEVNSESTALQRLLAQPNKRFKIWQDKQPQLQPLHFLDPLPLSQQPGDSLGEVNDPYTFED------------------------------------------GDIKYIFTANKKCKQGTEKDSLKKNKSEDGF  1350
gi|73995266|ref|XP_534693.2| AEFRPPELQGDRCDAKMEVNSESTALQRLLAQPNKRFKIWQEKQPQMQPLHFLDPLPLSQQPGDSLGEINDPYTFED------------------------------------------GDIKYIFTANKKCKQGTEKDSLKKNKSEDGF  1350
gi|119909346|ref|XP_595505.3| AEFRPPELQGERCDAKTEVTSESTALQRLLAQPNKRFKVWQDKQPQMQPLHFLDPLPLSQQPGDSLGEVNDPYTFED------------------------------------------GDIKYIFTANKKCKQGTEKDSLKKNKSEDGF  1350
gi|118098868|ref|XP_415317.2| PEFRPPALPCERDDAKMEVNPDSTALKRLLAQPNKRFKILEEQKP-VQTLSYLDPLSLIQQPGEGLGDASDPYTFED------------------------------------------GDIKYSFTGNKKCKLVAEKDLLKKNKSEDGI  1350
gi|161085371|ref|NP_730591.2| ISVKKLEMQQQTPSAAMAIKQEPGAQGRGVGGVTSTTEALNNFKRLYNPPKLTLKDPDSFYDEEWLKEVIYDFQYQEYWDYSTVKRPKMEKQRRPRYAKNLYEGQNHVKPVMPSPGSVYGSQLLSLDESASQAGGRGGGGQAAGSSGGGL  1350
                      ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                    .:.. *   .:*.. :.               . :.*:.  :....*  ....*  . .* ***:**:::*:.*.:** .:*.    ..                    : .:*.:   . .  . :: .    . ** :*****
gi|51100966|ref|NP_766012.2| GTKDVTTPGHSTPVPDGKNAMS-------------IFSSATKTDVRQDSAAGRAGSGSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS--------------------KMPTVGTEERPPGKDGRAAGPYPPTVADLQRMFPTP  1500
gi|109496031|ref|XP_341091.3| GTKDVTTPGHSTPVPDGKNAMS-------------IFSSATKTDVRQDNAAGRAGSGSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS--------------------KMPTVGTEERPPGKDGRAAGPYPPTVADLQRMFPTP  1500
gi|44771211|ref|NP_056150.1| GTKDVTTPGHSTPVPDGKNAMS-------------IFSSATKTDVRQDNAAGRAGSSSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS--------------------KMPAVGTEDRPLGKDGRAAVPYPPTVADLQRMFPTP  1500
gi|73995266|ref|XP_534693.2| GTKDVTTPGHSTPVPDGKNAMS-------------IFSSATKTDVRQDNAAGRAGSSSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS--------------------KMPAVGAEDRPLGKDGRAAVPYPPTVADLQRMFPTP  1500
gi|119909346|ref|XP_595505.3| GTKDVTTPGHSTPVPEGKNAMS-------------LFS-STKTDVRQDNAAGRAGSSSLTQVTDLAPSLHDLDNIFDNSDDDELGAVSPALRSS--------------------KMPAVGTEDRPLGKDGRAAVPYPPTVADLQRMFPTP  1500
gi|118098868|ref|XP_415317.2| GTKEIPAAGHSTPVPDGKDAMS-------------IFSSAPKADTRQDNAAGRVGSGSLTQVTDLAPSLHDLDNIFDNSDEDELGAVSPALRSS--------------------KMPAVGSEERPVGKDGRTAVPYPPTVADLQRMFPTP  1500
gi|161085371|ref|NP_730591.2| VGIANSTASGSDVEADGSSFFQGLNIKTEPGLHSPSCKETSKSSGGNSSGGGSGSGGNLFTAEGLNPSLNDLEQLFETSSNDECSSVQIHTPPDSNNPSNGGCSAVTNTIEDLKRSTAVASAAVAAAAAAAASGAGNIQAEDLTKMFPTP  1500
                      ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                               ** **: . *.                        . . :  ::*.  *:    ..*              *  : *    .: * :  ****  * ::*:.**:: *  : :***: :***. ***:   **. * .*:::*:*:    
gi|51100966|ref|NP_766012.2| PSLEQHPAFSP------------------------VMNYKDGVSSETVTALGMMESP-------------VVSMVPTHLTEFRMEVEDGLGSPKPEEIKDFSYVHKVPQFQPFVGSSMFAPLKTLPSHCLLPLKTPDACLFRPSWAVPP-  1650
gi|109496031|ref|XP_341091.3| PSLEQHPAFSP------------------------VMNYKDGVSSETVTALGMLESP-------------VVSMVPTHLTEFRMEVEDGLGSPKPEDIKDFSYVHRVPQFQPFVGSSMFAPLKTLPSHCLLPLKTPDACLFRPSWAVPP-  1650
gi|44771211|ref|NP_056150.1| PSLEQHPAFSP------------------------VMNYKDGISSETVTALGMMESP-------------MVSMVSTQLTEFKMEVEDGLGSPKPEEIKDFSYVHKVPSFQPFVGSSMFAPLKMLPSHCLLPLKIPDACLFRPSWAIPP-  1650
gi|73995266|ref|XP_534693.2| PSLEQHPAFSP------------------------VMNYKDGISSETVTALGMMESP-------------MVSMVSTQLTEFKMEVEDGLGSPKPEEVKDFSYVHKVPTFQPLVGSSMFAPLKMLPSQCLLPLKIPDACLFRPSWAIPP-  1650
gi|119909346|ref|XP_595505.3| PSLEQHPAFSP------------------------VMNYKDGISSETVTALGMMESP-------------MVSMVSTQLTEFKMEVEDGLGSPKPEEIKDFSYVHKVPTFQPFVGSSMFAPLKMLPSQCLLPLKIPDACLFRPSWAIPP-  1650
gi|118098868|ref|XP_415317.2| PSLEQHPAFSP------------------------VMSYKDGISSETVTTLGMMESP-------------MVSMVPTQLAEFKMEVEDGLGSPKPEEIKDFSYVHKVPSFQPFVGSSVFAPLKILPSQCLLPLKIPDACIFRPSWAVPP-  1650
gi|161085371|ref|NP_730591.2| PSHEQQHPNSSPCQTDVVMTDLSVDTTTTIITSSITTTCNTTITSSINTTTTACSNPSNSIMLAAAQAPVTVVAIQTVSKMVKQEYNLELGSPMEEPINDWDYVYRPPQQEKFVGSTRYAPLTNLPSQTQPPLTLPTGCFYQPTWSSHKS  1650
                      ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

                               :   *. .. *   :.  ::. .     . : :     * :      ::*.*: **.    .    ::    . :**** **     . ..*. :*  .: ..* :.*                                          
gi|51100966|ref|NP_766012.2| KMEQLPMPPAASSIRDGYNNVPSVGSLADPDYV--NTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|109496031|ref|XP_341091.3| KMEQLPMPPAASSIRDGYNNVPSVGSLADADYL--NTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|44771211|ref|NP_056150.1| KIEQLPMPPAATFIRDGYNNVPSVGSLADPDYL--NTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|73995266|ref|XP_534693.2| KIEQLPMPPAAIFNRDGYNNVPSVGSLADPDYL--NTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|119909346|ref|XP_595505.3| KIEQLPMPPAATFIRDGYNNVPSVGSLADPDYL--NTPQMNTPVTLNSAAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|118098868|ref|XP_415317.2| KIEQLPLPP-ATFIRDGYNNVPSVGSLADQDYLQMNTPQMNTPVTLNSTAPASNSGAGVLPSPATPRFSVPTPRTPRTPRTPRGGGTASGQGSVKYDSTDQGSPASTP------------------------------------------  1800
gi|161085371|ref|NP_730591.2| RAATLAKAAAAQQQQHQKHQALQQRIQLHQQKLQQLQLQNQQQQQAAAAAAAAASGGVGHQKHQHQHLHDLLSAAPRTPLTPSTVPQPLSSGGSQYLLNQLNCPQAPPGASMQQLMHRAGMSPISPGPGMGPYAARSSPMSRATPTHPPP  1800
                      ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                                  .***:* *                                                : :* :**.:*: *.::* *:.:*:*:*:****..:*.** :      ::*** *:*:* .              
gi|51100966|ref|NP_766012.2| -----------------STTRPLNSVEP-----------------------------------------------ATMQPIPEAHSLYVTLILSDSVMNVFKDRNFDSCCICACNMN------IKGADVGLYIPDS--------------  1950
gi|109496031|ref|XP_341091.3| -----------------STTRPLNSVEP-----------------------------------------------ATMQPIPEAHSLYVTLILSDSVMNVFKDRNFDSCCICACNMN------VKGADVGLYIPDS--------------  1950
gi|44771211|ref|NP_056150.1| -----------------STTRPLNSVEP-----------------------------------------------ATMQPIPEAHSLYVTLILSDSVMNIFKDRNFDSCCICACNMN------IKGADVGLYIPDS--------------  1950
gi|73995266|ref|XP_534693.2| -----------------STTRPLNSVEP-----------------------------------------------ATMQPIPEAHSLYVTLILSDSVMNIFKDRNFDSCCICACNMN------IKGADVGLYIPDS--------------  1950
gi|119909346|ref|XP_595505.3| -----------------STTRPLNSVEP-----------------------------------------------ATMQPIPEAHSLYVTLILSDSVMNIFKDRNFDSCCICACNMN------IKGADVGLYIPDS--------------  1950
gi|118098868|ref|XP_415317.2| -----------------STTRPLNSVEP-----------------------------------------------ATVQPIPEAHSLYVTLILSDSVLNIFKDRNFDSCCICACNMN------IKGADVGLYIPDS--------------  1950
gi|161085371|ref|NP_730591.2| PYPYDLAVASPATSTSSYLNRPLHSQEHPHMHGLGGGATGVVGHGTGGGGHMGMVAYTGDAGIVSGGTAMAAGSSSLLQELPEVNSVLVNILLYDTALNVFRDHNFDSSSVCVCNADTQKIGNIRGADSGVYVPLPGVSFNPFPSGAGGA  1950
                      ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                                                                                 .:*  .*******::**:*.:.:*** ***::* *  .* *:  :  *:        .   :   *   .    :.   * :.*
gi|51100966|ref|NP_766012.2| -----------------------------------------------------------------SKEDQYRCTCGFSAIVNRKLGYNSGLFLEDELDIFGKNSDIGQAAERRLMMCQSSGQSTLLPQV-EGARKAPEPPVSLLLLLQNQ  2100
gi|109496031|ref|XP_341091.3| -----------------------------------------------------------------SKEDQYRCTCGFSAIVNRRLGYNSGLFLEDELDIFGKNSDIGQAAERRLMMCQTSCQSTLLPQV-EGARKAPEPPVSLLLLLQNQ  2100
gi|44771211|ref|NP_056150.1| -----------------------------------------------------------------SNEDQYRCTCGFSAIMNRKLGYNSGLFLEDELDIFGKNSDIGQAAERRLMMCQS----TFLPQV-EGTKKPQEPPISLLLLLQNQ  2100
gi|73995266|ref|XP_534693.2| -----------------------------------------------------------------SNEDQYRCTCGFSAIMNRKLGYNSGLFLEDELDIFGKNSDIGQAAERRLMMCQT----TFLPQM-EGARKSQEPPISLLLLLQNQ  2100
gi|119909346|ref|XP_595505.3| -----------------------------------------------------------------SNEDQYRCTCGFSAIMNRKLGYNSGLFLEDELDIFGKNSDIGQAAERRLMMCQT----TFLPQM-EGARKPQEPPISLLLLLQNQ  2100
gi|118098868|ref|XP_415317.2| -----------------------------------------------------------------SNEDQYRCTCGFSAIMNRKLGYNSGLFIEDELDIFGKTSDIGQAAERRLMICQS----NLISQMGEGARRTQEPPMSLLLLLQNQ  2100
gi|161085371|ref|NP_730591.2| LAGQRMLNGPSSAGFGGMRMISAFGGSPASASMPGAGSGHGHGPNGGSNSSSCTPPSSNPHITGYVDDDPVECTCGFSAVVNRRLSHRAGLFYEDEVEITGIADDPGRNKQPTLLSIIQSLSRKNQNKQGPGETSSALDKIGAGGLPNGQ  2100
                      ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

                                 *         : . . ::  **  :::* .     .*                                                   * :.   .. :  :*   :   *.. : . * : :. :     . :      *.:::** 
gi|51100966|ref|NP_766012.2| HTQP--------FASLSFLDYISSANRHALPCVSWTYDR------------------------------------------------VQADNNDYWTECFNALEQGRQYVDNPTGGKVDEALVRSATVHCWPHSNVLDTSMLSSQDVVRM  2250
gi|109496031|ref|XP_341091.3| HTQP--------FASLSFLDYISSSSRHALPCVSWTYDR------------------------------------------------VQADNNDYWTECVNALEQGRQYVDNPTGGKVDEALVRSATVHCWPHSNVLDTSMLSSQDVVRM  2250
gi|44771211|ref|NP_056150.1| HTQP--------FASLNFLDYISSNNRQTLPCVSWSYDR------------------------------------------------VQADNNDYWTECFNALEQGRQYVDNPTGGKVDEALVRSATVHSWPHSNVLDISMLSSQDVVRM  2250
gi|73995266|ref|XP_534693.2| HTQP--------FASLSFLDYISSNSRQTLPCVSWSYDR------------------------------------------------VQADNNDYWTECFNALEQGRQYVDNPTGGKVDEALVRSATVHSWPHSNVLDISMLSSQDVVRM  2250
gi|119909346|ref|XP_595505.3| HTQP--------FASLSFLDYISSSSRQTLPCVSWSYDR------------------------------------------------VQADNNDYWTECFNALEQGRQYVDNPTGGKVDEALVRSATVHSWPHSNVLDISMLSSQDVVRT  2250
gi|118098868|ref|XP_415317.2| HTQP--------FTSLSCLDYMSSNNRQTLPCMNWSYDR------------------------------------------------LQADSNDSWIECFNALEQGRQYVDNPTGGKVDEALVRSATVHSWPHSNVLDISMLSSQDVVRM  2250
gi|161085371|ref|NP_730591.2| LEQLGHAVFDLLLDQCSIIQTSSSSVHRALQSHRRRMSRQRRIFGNNGAPTASLASIANVLEFMDAHDVISLALEQSRLAFENQRMDNMMDFHGNGSSSSHQQQQLTAFHAPPPALRHKLAGIGAGRLTVHKWPYLPVGFTRSNKEIVRT  2250
                      ......2110......2120......2130......2140......2150......2160......2170......2180......2190......2200......2210......2220......2230......2240......2250



                               : ::**:**:*:: *  *    :  .. : *.*****:***::***    :. . ** ***:::***:*::::::*.*: :*:::**:**.  ***.*:****:** ::: ::::**:**:.****:**:*.**     **:::** :  
gi|51100966|ref|NP_766012.2| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKEFLTISPFSLPFWERLLLEPYGGHRDVAYIVVCPENEALLEGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVA  2400
gi|109496031|ref|XP_341091.3| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKEFLTISPFSLPFWERLLLEPYGGHRDVAYIVVCPENEALLEGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVA  2400
gi|44771211|ref|NP_056150.1| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKDFLTISPFSLPFWERLLLDPYGGHRDVAYIVVCPENEALLEGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVA  2400
gi|73995266|ref|XP_534693.2| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKDFLTISPFSLPFWERLLLDPYGGHRDVAYIVVCPENEALLEGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVA  2400
gi|119909346|ref|XP_595505.3| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKDFLTISPFSLPFWERLLLDPYGGHRDVAYIVVCPENEALLEGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGRTVA  2400
gi|118098868|ref|XP_415317.2| LLSLQPFLQDAIQKKRTG----RTWENIQHVQGPLTWQQFHKMAGRGTYGSEESPEPLPIPTLLVGYDKDFLTISPFSLPFWERLLLDPYGGHRDVAYIVVCPENEALLDGAKTFFRDLSAVYEMCRLGQHKPICKVLRDGIMRVGKTVA  2400
gi|161085371|ref|NP_730591.2| MNAIQPMLQNAFHCKSRGGSGSKDASSYNTVSGPLTWRQFHRLAGR----ASGQCEPQPIPSVVVGYEKDWISVAPHSIHYWDKFLLEPYSYARDVVYVVVCPDNEHVVNCTRSYFRELSSTYEMCKLGKHTPIR--GWDGFLQVGAARN  2400
                      ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                               :  ::. .:   .     *.    .::: ** .  *:*****: :  *. ** **. .  .     .  ...:.  .                                         *  .    .    *:..  :  :         
gi|51100966|ref|NP_766012.2| QKLTEELVSEWFNQPWSSEESDNHSRLKLYAQVCRHHLAPYLATLQLDSGLLMPPKHQSPPAEAQGQATPGNAGSLPSNSG----SGAPPAGSAFNPTSS-SSANPTTSSSSAS--SGPPGSSAASAPGITQMNTTSSSGFGGGVG-GQN  2550
gi|109496031|ref|XP_341091.3| QKLTEELVSEWFNQPWSSEESDNHSRLKLYAQVCRHHLAPYLATLQLDSGLLMPPKHQSPPAEAQGQATPGNAG--SSSSG----SGAPPAGSAFNPTSS-SSA---ASSSSSC--SGPPGSSATSAPGITQMSTTSSSGFSGGVG-GQN  2550
gi|44771211|ref|NP_056150.1| QKLTDELVSEWFNQPWSGEENDNHSRLKLYAQVCRHHLAPYLATLQLDSSLLIPPKYQTPPAAAQGQATPGNAGPLAPNG-----SAAPPAGSAFNPTSN-SSSTNPAASSSASGSSVPPVSSSASAPGISQISTTSSSGFSGSVG-GQN  2550
gi|73995266|ref|XP_534693.2| QKLTDELVSEWFNQPWSSEENDNHSRLKLYAQVCRHHLAPYLATLQLDSSLLIPPKYQSPPAAAPGQATPGNAGPLASNAG----STVSSAGSAFNPTSS-SSSGNPAASSSASGSSVPPVSSSAPAPVINQISTTSSSGFSASVV-GQN  2550
gi|119909346|ref|XP_595505.3| QKLTEELVSEWFSQPWGSEESDNHSRLKLYAQVCRHHLAPYLATLQLDSSLLIPPKYQTPPAAAQAQVPPGSAGPLASNPG----SAAPSAGSAFNPTSN-GSSLNPAASSSASGSTGPPVSTSASAPIINQISTTSSSGFSGSVG-GQN  2550
gi|118098868|ref|XP_415317.2| QKLTDELVSEWFNQPWGTEECDNHSRLKLYAQVCRHHLAPYLATLQLDSSLLLPPKYQTPAPASQTQTIPGNTGPVPSNSTCLSTSGAPPTGSSFNSTPNGGTTSLPAGSSSSSGSSVPQLSASSATPGVNQMSATPTPGFSGNIGSGQN  2550
gi|161085371|ref|NP_730591.2| NVPADRETTPLDDWLRTLEHAALAEQIRRYAVAFIHQLAPYLSRVPNDKTLLNPPDGSGNSHSKGGSSCSSNSSSVSGLPG----------------------------------GDLPTDNIKLEPGTEPQVQPMETNEIKQEPG----  2550
                      ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                . *. ::  :  .         .:.  :                             *.*:*:*:*:***::::. .   .: *::*:***:*:*. :*: :*..: :**:. : :::     ::  : : ::.:*:.::.**** *  
gi|51100966|ref|NP_766012.2| PSAGGSSTDRTPGNVACG-DTEPGQSCTQSSQDGQDSVTERERIGIPTEPDSADSHAYPPAVVIYMVDPFTYTAEEDSSSGNFWLLSLMRCYTEMLDHLPEHMRSSFILQIVPCQYMLQTMKD-EHVFYIQYLKSMAFSVYCQCRRPLPT  2700
gi|109496031|ref|XP_341091.3| PSAGGSSTDGTPGNVACG-DAEHAQSCAQPSQDGQDSVTERERIGIPTEPDSADSHAYPPAVVIYMVDPFTYTAEEDSSSGNFWLLSLMRCYTEMLDHIPEHMRSSFILQIVPCQYMLQTVKD-EHVFYIQYLKSMAFSVYCQCRRPLPT  2700
gi|44771211|ref|NP_056150.1| PSTGGISADRTQGNIGCGGDTDPGQSSSQPSQDGQESVTERERIGIPTEPDSADSHAHPPAVVIYMVDPFTYAAEEDSTSGNFWLLSLMRCYTEMLDNLPEHMRNSFILQIVPCQYMLQTMKD-EQVFYIQYLKSMAFSVYCQCRRPLPT  2700
gi|73995266|ref|XP_534693.2| PGTGASSADRTQGNLGCVGDPEPGQSSSQSLQDGQESVTERERIGIPTEPDSADSQAYPPAVVIYMVDPFTYTADEDSTSGNFWLLSLMRCYTEMLDNLPEHMRNSFILQIVPCQYMLQTMKD-EQVFYIQYLKSMAFSVYCQCRRPLPT  2700
gi|119909346|ref|XP_595505.3| PSTGASTAERTQGSLGCAGDTEPGQSSSQPSQDGQESVTERERIGIPTEPDSADSQAYPPAVVIYMVDPFTYTAEEDSTSGNFWLLSLMRCYTEMLDNLPEHMRNSFILQIVPCQYMLQTMKD-EQVFYIQYLKSMAFSVYCQCRRPLPT  2700
gi|118098868|ref|XP_415317.2| TSTGGNAADRSQGSTGPGGDTEAGQNLSQQQQEGQEGVTERERIGIPTEPESADSNAYPPAVVIYMVDPFTYTADEESASTNFWLLSLMRCYTEMLDNLPENMRNSFILQIVPCQYMLQTMKD-EQVFYIQHLKSLAFSVYCQCRRPLPT  2700
gi|161085371|ref|NP_730591.2| VGKGGTAAGETKPTLILGDPLGMGETLEDIN---------------------------PSAIVLYVVNPFTFASDS-CELERLALIALLRCYAELLKAVPDSVRSQMNIQIISLESVMELGPCGNRKRFSDEIRCLALNIFSQCRRHLVH  2700
                      ......2560......2570......2580......2590......2600......2610......2620......2630......2640......2650......2660......2670......2680......2690......2700

                                  :*******.**.:*  **. :.*.  . ::*:.**:***:::::       . *.  *: .::*.*:: .****.** ****:.** :**:**.  :** :*.*:*: * .** :.*:** :: :**:. **  **:****:**:**
gi|51100966|ref|NP_766012.2| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TEPGETFGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCVVNIALPSRSRKSKVSARKVGLQKLWEWCLGIVQMTSLPWRVVIGRLGRLGH  2850
gi|109496031|ref|XP_341091.3| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TEPGEAFGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCVVNIALPSRSRKSKVSARKIGLQKLWEWCLGIVQMTSLPWRVVIGRLGRLGH  2850
gi|44771211|ref|NP_056150.1| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TELGETFGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCVVNIALPNRSRRSKVSARKIGLQKLWEWCIGIVQMTSLPWRVVIGRLGRLGH  2850
gi|73995266|ref|XP_534693.2| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TELGETFGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCIVNIALPNRSRRSKVSARKIGLQKLWEWCIGIVQMTSLPWRVVIGRLGRLGH  2850
gi|119909346|ref|XP_595505.3| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TEPGETLGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCIVNIALPNRSRRSKVSARKIGLQKLWEWCVGIVQMTSLPWRVVIGRLGRLGH  2850
gi|118098868|ref|XP_415317.2| QIHIKSLTGFGPAASIEMTLKNPERPS--PIQLYSPPFILAPIKDKQ------TELGETFGEASQKYNVLFVGYCLSHDQRWLLASCTDLHGELLETCIVNIDLPNRSRRSKLSARKIGLQKLWEWCIGIVQMTSLPWRVVIGRLGRLGH  2850
gi|161085371|ref|NP_730591.2| AQSVKSLTGFGTAANMEAFLKTKDEPNRRAYKMYTAPFVLAPMHERNDKTDFSRSAGSMHGQNEHRYSVMYCNYCLSEDQAWLLATATDERGEMLEKICINIDVPNRARRRKAPARYVALKKLMDFIMGIISQTSQMWRLVIGRIGRIGH  2850
                      ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                               .***.**:**.: .**. **::*::*: * :  .  *:*******::**:..: **** .* .. *.: :  *     * ****.:**********:.    . :: **  ..         *.* :: ::*:     *:*. ..: . *
gi|51100966|ref|NP_766012.2| GELKDWSILLGECSLQTISKQLKDVCRMCGISAADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNNDDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPV  3000
gi|109496031|ref|XP_341091.3| GELKDWSILLGECSLQTISKQLKDVCRMCGISAADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNNDDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPV  3000
gi|44771211|ref|NP_056150.1| GELKDWSILLGECSLQTISKKLKDVCRMCGISAADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNNDDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPV  3000
gi|73995266|ref|XP_534693.2| GELKDWSILLGECSLQTISKRLKDVCRMCGISAADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNNDDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPV  3000
gi|119909346|ref|XP_595505.3| GELKDWSILLGECSLQTISKRLKDVCRMCGISAADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNMQSSQLNTPQDASCTHILVFPTSSTIQVAPANYPNEDGFSPNNDDMFVDLPFPDDMDNDIGILMTGNLHSSPNSSPV  3000
gi|118098868|ref|XP_415317.2| GELKDWSILLGECSLQTISKQLKEVCRMCGISSADSPSILSACLVAMEPQGSFVVMPDAVTMGSVFGRSTALNLQSSQLNTPQDASCTHILVFPTSATIQVAPANYPNEDGFSPTNDDMF-DLPFPDDMDNDIRILITGNLHSSPNSSPV  3000
gi|161085371|ref|NP_730591.2| SELKSWSFLLSKQQLQKASKQFKDMCKQCTLMYP--PTILSACLVTLEPDAKLRVMPDQFTPDERFSQISMQNP----LATPQDVTCTHILVFPTSAVCAPFTRQFQNEPQVDDD------FLTFEEEGNEDFSDADIGDLFWDTHMDRV  3000
                      ......2860......2870......2880......2890......2900......2910......2920......2930......2940......2950......2960......2970......2980......2990......3000



                               .. ***. :. .  :* : .:. :  . :  **:    ***:::**:**** : .:* ****:**: .: **:***::** *:. : .:*::*   .:::    *****: *:****:  .  ..    . .   :   :.**    .  
gi|51100966|ref|NP_766012.2| PSPGSPSGIGVGSHFQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQARNQCPLFLKASLHHHIS-VAQTDELLPARTSQRAP--HPLDSKTTSDVLRLCWSSTTPY---PGSRAIQPPRTALPAFPSTSW  3150
gi|109496031|ref|XP_341091.3| PSPGSPSGIGVGSHFQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQARNQCPLFLKASLHHHIS-VAQTDELLPVRNSQRAP--HPLDSKTTSDVLRFVLEQYNALSWLTCNPATQDRTSCLPVHFVVLT  3150
gi|44771211|ref|NP_056150.1| PSPGSPSGIGVGSHFQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQAQNQCPLFLKASLHHHIS-VAQTDELLPARNSQRVP--HPLDSKTTSDVLRFVLEQYNALSWLTCNPATQDRTSCLPVHFVVLT  3150
gi|73995266|ref|XP_534693.2| PSPGSPSGIGVGSHFQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQAQNQCPLFLKASLHHHIS-VAQTDELLPARNSQRVP--HPLDSKTTSDVLRFVLEQYNALSWLTCNPATQDRTSCLPVHFVVLT  3150
gi|119909346|ref|XP_595505.3| PSPGSPSGIGVGSHFQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQAQNQCPLFLKASLHHHIS-VAQTDELLPARNSQRVP--HPLDSKTTSDVLRFVLEQYNALSWLTCNPATQDRTSCLPVHFVVLT  3150
gi|118098868|ref|XP_415317.2| PSPGSPSGIGVGSHYQHSRSQGERLLSREAPEELK---QQPLALGYFVSTAKAENLPQWFWSSCPQAQNQCPLFLKASLHHHIS-IAQTDELLPARNSQRVP--HPLDSKTTSDVLRFVLEQYNALSWLTCNPATQDRSSCLPVHFVVLT  3150
gi|161085371|ref|NP_730591.2| SNHGSPGRMDDNRSWQSAGGNNFKCTPPQEVEEVGSLNQQPISVGYMVSTAPTGRMPAWFWSACPHLEDVCPVFLKTALHLHVPSIQSADDILNSTNAHQSGNDHPLDSNLTADVLRFVLEGYNALSWLALDSNTHDRLSCLPINVQTLM  3150
                      ......3010......3020......3030......3040......3050......3060......3070......3080......3090......3100......3110......3120......3130......3140......3150

                                         
gi|51100966|ref|NP_766012.2| CSRSCTMPS-  3160
gi|109496031|ref|XP_341091.3| QLYNAIMNML  3160
gi|44771211|ref|NP_056150.1| QLYNAIMNIL  3160
gi|73995266|ref|XP_534693.2| QLYNAIMNIL  3160
gi|119909346|ref|XP_595505.3| QLYNAIMNIL  3160
gi|118098868|ref|XP_415317.2| QLYNAIMNIL  3160
gi|161085371|ref|NP_730591.2| DLYYLTAAIA  3160
                      ......3160


