
                                                                                                                                     .   :           .     .                           :
gi|4507271|ref|NP_000446.1| --------------------------------------------------------------------------------------------------MEV-VDPQQ-------LGMFTEGELMS---------------------VGMD    23
gi|114674399|ref|XP_524028.2| --------------------------------------------------------------------------------------------------MEV-VDPQQ-------LGMFTEGELMS---------------------VGMD    23
gi|73987574|ref|XP_542206.2| --------------------------------------------------------------------------------------------------MDV-ADPQQ-------LGMFTEGELMS---------------------VGMD    23
gi|194668554|ref|XP_593229.4| --------------------------------------------------------------------------------------------------MEV-ADPQQ-------LGMFTEGELMS---------------------VGMD    23
gi|7106425|ref|NP_035622.1| --------------------------------------------------------------------------------------------------MDV-ADPEP-------LGLFSEGELMS---------------------VGMD    23
gi|109480249|ref|XP_234900.3| --------------------------------------------------------------------------------------------------MDV-ADPQP-------LGLFPEGELMS---------------------VGMD    23
gi|113951717|ref|NP_001039298.1| --------------------------------------------------------------------------------------------------MDM-QESQQ-------LGMFGESELMS---------------------VGMD    23
gi|62955651|ref|NP_001017839.1| --------------------------------------------------------------------------------------------------MSVGADLQH-------LDYLTENELM-----------------------GMD    22
gi|24646650|ref|NP_731844.1| -------MQCSSSRPVGGKAAGGAEAGGAGATGQMTVTTMEAQVKAAHHHHLHHPTGGGAQHKVEEEEPDPVEDEMTVLLANKNFHYDVASDLDDDAFVELKEDTAQADDAGAGVGFYNPDELLLDDQPHPQVTWLDDDEIETLDRVTLD   143
gi|17566086|ref|NP_507533.1| MDAPSTSSGAQSKLLMPGDDEADEDHQNRGDPNLQQKQKIQLNVDPDYDDDEDDDCFIDGCEASAPITRELVDGAIERRSKDRNVKMSIGVYDEYDDDDDDEEETEEDQRRRFVEGIRNIRHKQQES----------FDLEEHPIPVESE   140
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                      *:::  .  ::::               ::*  *::  *: *. :* ******** ::  .* * ****:.  ***:*.**  *:  *: :*:::.*::*::*::::    * *:*:*:***: .:*:::*  * :*:.: ::*. 
gi|4507271|ref|NP_000446.1| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHKNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|114674399|ref|XP_524028.2| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHKNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|73987574|ref|XP_542206.2| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHKNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|194668554|ref|XP_593229.4| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHRNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|7106425|ref|NP_035622.1| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHRNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|109480249|ref|XP_234900.3| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEVLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHRNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVCQAHGY   156
gi|113951717|ref|NP_001039298.1| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEMLDSETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLRHKNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPEKRFPVFQAHGY   156
gi|62955651|ref|NP_001017839.1| T---FIHRIDSTEVIYQP--------------RRKRAKLIGKYLMGDLLGEGSYGKVKEMLDPETLCRRAVKILKKKKLRRIPNGEANVKKEIQLLRRLQHKNVIQLVDVLYNEEKQKMYMVMEYCVCGMQEMLDSVPGKRFPVFQAHGY   155
gi|24646650|ref|NP_731844.1| MGNMFFNRVDSQDIIYQQ--------------KKKSIKMVGKYIMGDVLGEGSYGKVKEAMNSENLCRLAVKILTKRKLRRIPNGEQNVTREIALLKQLKHRHVVELVDVLYNEEKQKMYLVMEYCVGGLQEMIDYQPDKRMPLFQAHGY   279
gi|17566086|ref|NP_507533.1| AMRQFINQQVNNAMMFNQDNSEFQHIEFEPIVKQKGPKIIEGYMWGGQIGTGSYGKVKECIDMYTLTRRAVKIMKYDKLRKITNGWENIRSEMSILRRMNHRNVIKLIEIFNIPAKGKVYMVFEYCIGSVQQLLDMEPARRLTIGESHAI   290
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  * :* :**:****  : **********:: . ::**.*:**** :. *  *. * . :*:* *****   *  : * *:*.*:**:******:.:                   :*         *                        
gi|4507271|ref|NP_000446.1| FCQLIDGLEYLHSQGIVHKDIKPGNLLLTTGGTLKISDLGVAEALHPFAADDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---KGSYAIPG---------------DCG-----   279
gi|114674399|ref|XP_524028.2| FCQLIDGLEYLHSQGIVHKDIKPGNLLLTTGGTLKISDLGVAEALHPFAADDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---KGSYAIPG---------------DCG-----   279
gi|73987574|ref|XP_542206.2| FCQLVDGLEYLHSQGIVHKDIKPGNLLLTTSGTLKISDLGVAEALHPFAEDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---KGDYTIPG---------------DCG-----   279
gi|194668554|ref|XP_593229.4| FCQLVDGLEYLHSQGIVHKDIKPGNLLLTTGGTLKISDLGVAEALHPFAEDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTXXXXXXXXXACTTAPPPPTMGGQPSKTYGLPCPFCMSGFQAKAFTQAGAGPLPAL   305
gi|7106425|ref|NP_035622.1| FRQLIDGLEYLHSQGIVHKDIKPGNLLLTTNGTLKISDLGVAEALHPFAVDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---RGDFTIPC---------------DCG-----   279
gi|109480249|ref|XP_234900.3| FRQLIDGLEYLHSQGIVHKDIKPGNLLLTTNGTLKISDLGVAEALHPFAVDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---RGDFTIPC---------------DCA-----   279
gi|113951717|ref|NP_001039298.1| FCQLIDGLEYLHSQGIVHKDIKPGNLLLTTNGTLKISDLGVAEALHPFAEDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTGLYPFEGD---NIYKLFENIG---KGDFTIPE---------------DCG-----   279
gi|62955651|ref|NP_001017839.1| FCQLLDGLEYLHSQGIVHKDIKPGNLLLTTDGALKISDLGVAEALHPFAKDDTCRTSQGSPAFQPPEIANG-LDTFSGFKVDIWSAGVTLYNITTSLYPFEGD---NIYKLFENIG---KGDYSIPE---------------ECG-----   278
gi|24646650|ref|NP_731844.1| FKQLVDGLEYLHSCRVIHKDIKPGNLLLSLDQTLKISDFGVAEQLDLFAPDDTCTTGQGSPAFQPPEIANG-HETFAGFKVDIWSSGVTLYNLATGQYPFEGD---NIYRLLENIG---RGQWEAPAWLY------------EMD-----   405
gi|17566086|ref|NP_507533.1| FIELCQGLNYLHSKRVSHKDIKPGNLLVSIDFTVKICDFGVAEQINLFQRDGRCTKVNGTPKFQPPECIYGNHDFFDGYKADMWSAGVTLYNLVSGKYPFEKP---VLLKLYECIG---TEPLQMPTN-------------VQLT-----   416
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                       .*:  :*: :  .* :  .   . *. .          *       *:    * :. :   :        ::    *..:           . *                                     :             
gi|4507271|ref|NP_000446.1| -PPLSDLLKGMLEYEPAKRFSIRQIRQHSWFRKKHPPAEAPVPIPPSPDTKDRWRSMTVVPYLEDLHGADED---EDLFDIEDDIIYTQDFTVPGQVPE-------------------------------------EEASHNGQRRG--L   386
gi|114674399|ref|XP_524028.2| -PPLSDLLKGMLEYEPAKRFSIRQIRQHSWFRKKHPPAEAPVPIPPSPDTKDRWRSMTVVPYLEDLHGAGEH---EDLFDIEDDIIYTQDFTVPGQVPE-------------------------------------EEASQNGQRRG--L   386
gi|73987574|ref|XP_542206.2| -PPLSDLLRGMLEYEPARRFSIQQIRQHSWFRKKHPPAEELVPIPPSTDCKDRWRGMTVVPYLEDLHGCADDNGEEDLFDIEDDIIYTQDFTVPGQVPE-------------------------------------EEAGQNGQSRG--P   389
gi|194668554|ref|XP_593229.4| TPPPAGLLAGMLEYEPAKRFSIQQIRQHSWFRKKHPPAEQPVPIPPSADCKDRWRGMTVMPYLEDLHGCADD-VDDELFDIEDDVIYTQDFTVPGQVLE-------------------------------------EEAGRSAQNRV--L   415
gi|7106425|ref|NP_035622.1| -PPLSDLLRGMLEYEPAKRFSIRQIRQHSWFRKKHPLAEALVPIPPSPDTKDRWRSMTVVPYLEDLHGRAEEEEEEDLFDIEDGIIYTQDFTVPGQVLE-------------------------------------EEVGQNGQSHS--L   389
gi|109480249|ref|XP_234900.3| -PPLSDLLRGMLEYEPAKRFSIRQIRQHSWFRKKHPLAEALVPIPPSPDTKDRWRSMTVVPYLEDLHGRAEEEEDEDLFDIEDGIIYTQDFTVPGQVLE-------------------------------------EEVGQNGQSHS--L   389
gi|113951717|ref|NP_001039298.1| -PPLSDLLRGMLEYDPAKRFSIQQIRQHNWFRKKHAQAETLVPIPPSPETKDKWRSMTAVPYLEDLHGYNED-EDDDLYDIEDDIIYTQDFTVPGQVPE-------------------------------------EEAGQNGQSRGRGL   390
gi|62955651|ref|NP_001017839.1| -PLLSDLLRGMLEYDPVKRFSIQRIRQHNWVRKKHASSERPVPIPPSAETRDRWRSMTVVPYLEDLHGYGDEEDEEELFDGEDDIIYTQDFTVPGQVAED-----------------------------------EEEDEECAPERTCAV   392
gi|24646650|ref|NP_731844.1| -ADFANLILGMLQADPSKRLSLQEIRHDTWFRSAPVKTGPPIPIPPLK--GDKYRNSTVIPYLEAYHYGTQE---EDVYFTEHDVNQELARQAAAAASEIRA---------------------------------KQSAAALAACHTYEP   516
gi|17566086|ref|NP_507533.1| -KDLQDLLTKLLEKDFNERPTCLETMIHPWFLSTFPEDQGLGRIMERMRTGDRP--LTMLSSMTALYDGITP---EDELIIEDNLGIIQQILPINLTSEAVLERGSFPGFKFLEAKPGDGPDGVEGSEDSAAPLGPQRRPSSRSMPTCAP   560
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600



                                  .   .  . :.                .        .     *.:  *         
gi|4507271|ref|NP_000446.1| PKAVCMNGTEAAQLSTKSRAEGR---APNPAR-KACSASSKIRRLSACKQQ------   433
gi|114674399|ref|XP_524028.2| PKAVCMNGTEAAQLSTKSRAEGR---APNPAR-KACSASSKIRRLSACKQQ------   433
gi|73987574|ref|XP_542206.2| PKVVCMNGTESAQLSTKSKVERRASAASNPAR-KACSASSKIRRLSACKQQ------   439
gi|194668554|ref|XP_593229.4| PKAVCVNGTDTTQLNTRSRAERRASAASNPAR-KACSASSKIRRLSACKQQ------   465
gi|7106425|ref|NP_035622.1| PKAVCVNGTEP-QLSSKVKPEGR-PGTANPAR-KVCS-SNKIRRLSACKQQ------   436
gi|109480249|ref|XP_234900.3| PKAVCVNGTEP-QLSSKVKPEGR-PGAANPAR-KVCS-SNKIRRLSACKQQ------   436
gi|113951717|ref|NP_001039298.1| PKAICMNGTEPGQLSTKSKAERRASASSNPSR-KACSASSKIRKLSTCKQQ------   440
gi|62955651|ref|NP_001017839.1| AKAVCVNGTESAALKP--KCERRSSSSSNPSR-KGLSAASKIRKLSTCKQQ------   440
gi|24646650|ref|NP_731844.1| PSTSAAAASNSLGNGSREEAPVKKKGSALKRRAKKLTSCISVRKLSHCRTS------   567
gi|17566086|ref|NP_507533.1| PGPAAGNAQNSTAENGAETDGVASASDPPPTAAPGAPPRRRKRNFFSCIFRSRTDSA   617
                         .......610.......620.......630.......640.......650.......


