
                                                                                                                                                                                        
gi|17511255|ref|NP_006442.2| ----------------------------------------------------------------------------------------------MSDGFDRAPGAGRGRSRGLGRGGGGPEGGGFPNGAGPAERARHQPP-QPKAPGFLQ    55
gi|157279853|ref|NP_001098441.1| ----------------------------------------------------------------------------------------------MSDGFDRAP-----------------------------------------------     9
gi|57085297|ref|XP_536482.1| ----------------------------------------------------------------------------------------------MSDGFDRAP-----------------------------------------------     9
gi|21703908|ref|NP_663432.1| ----------------------------------------------------------------------------------------------MSDSFDRAP-----------------------------------------------     9
gi|109464360|ref|XP_345161.3| ----------------------------------------------------------------------------------------------MSDSFDRAPGAGRGRSRGLGRGGGGPEGGGFPNGAGPAERSQHQPPPQPKAPGFLQ    56
gi|51011097|ref|NP_001003504.1| ---------------------------------------------------------------------------------------------MYNNNNSSAPSSSSSSEAG--------------------------------------    19
gi|19922420|ref|NP_611180.1| MSCRAPFQPDDQYEQLRRPNVGGAGGVAMPGLDQQAHLFGEYAGAQAYGQVVGNFPVQAMQPQAQTLSDASNLSATATIFIPRGAAPPQQQSRHQQYQQAGGAGGGAPYGQQQPRYVNGFKHHHQQHHQQPHYNHHHNHQQKFNNDMQKL   150
gi|58394672|ref|XP_320878.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|17511255|ref|NP_006442.2| PPPLRQPRTTPPPGAQCEVPASPQRPSRPGALPEQTRPLRAPPSSQ-------------DKIPQQNSESAMAKPQVVVAPVLMSKLSVNAPEFYPSGYSSSYTESYEDGCEDY---PTLSEYVQDFLNHLTEQPGSFETEIEQFAETLNG   189
gi|157279853|ref|NP_001098441.1| ---------------------------------EQTRPLRAPSSSP-------------DNIPQQNSESAMAKPQVVVAPVLMSKLSVNAPEFYPSSYSSNYTESYEDGCEDY---PTLSEYVQDFLNHLTEQPGSFETEIGQFAETLNG   110
gi|57085297|ref|XP_536482.1| ---------------------------------EPTRPQRAPPSSQ-------------DNIPPQNSESAMAKPQVVVAPVLMSKLSANAPEFYPSGYSSNYTDSYEDGCEDY---PTLPEYVQDFLNHLTEQPGSFETEIEQFAETLNG   110
gi|21703908|ref|NP_663432.1| ---------------------------------EQTKPQRAPPSSQ-------------DKIPQQNSESAMAKPQVVVAPVLMSKLSANAPEFYPSGYSSNYTESYEDGCEDY---PTLSEYVQDFLNHLTEQPGSFETEIEQFAETLNG   110
gi|109464360|ref|XP_345161.3| PPPLRQPRTAPPPGAQSEAPAGSARPPRPGALPEQTRPQRAPPSSQ-------------DKIPQQNSESAMAKPQVVVAPVLMSKLSANAPEFYPSGYSSNYTESYEDGCEDY---PTLSEYVQDFLNHLTEQPGSFETEIEQFAETLNG   190
gi|51011097|ref|NP_001003504.1| --------------------------DARSSAFNPCEPLRQPRTSPPVSD--------CGSGSPVSSNSGHNSSSVADALVKNSKLSAAAAEFIPGGYSSVQDDSYSDGSEGYYAEPSLADFVQDFVSHLNSSPGSFESEIEYITDTLNE   135
gi|19922420|ref|NP_611180.1| TNSVQNRLHLNSQQGSAGNYYQQQQVHQNTHHHQQHQQQHQPHNQHAKFQRHFHLNNSFQQIVQQTQHNQPQQPHHQQHNQQQQQYIQNQNQQPQPSTSTAAASSSSSNSSQPDMATIALEYLDTVIHCLNQNPGQFDSIASRFLTIFDG   300
gi|58394672|ref|XP_320878.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                              **:* : *      .    :     * : : ::.  : .       : :.:  .***.***::*.           . :   :   :. *.:     *: *  : *** *  *         
gi|17511255|ref|NP_006442.2| CVTTDDALQELVELIYQQATSIPNFSYMGARLCNYLSHHLTISPQSGNFRQLLLQRCRTEYEVKDQAAKGDEVTRKRFHAFVLFLGELYLNLEIKGTNGQVTRADILQVGLRELLNALFSNPMDDNLICAVKLLKLTGSVLEDAWKEKGK   339
gi|157279853|ref|NP_001098441.1| WVTTDDALQELMELIYQQATSIPNFSYMGARLCNYLSHHLTISPQSGNFRQLLLQRCRTEYEVKDQAAKGDEVTRKRFHAFVLFLGELYLNLEIKGTNGQVTRADILQTGLRELLNALFSNPMDDNLICAVKLLKLTGSVLEDAWKEKGK   260
gi|57085297|ref|XP_536482.1| WVTTDDALQELVELIYQQATSIPNFSYMGARLCNYLSHHLTISPQSGNFRQLLLQRCRTEYEVKDQAAKGDEVTRKRFHAFVLFLGELYLNLEIKGTNGQVTRADILQVGLRELLNALFSNPMDDNLICAVKLLKLTGSVLEDAWKEKGK   260
gi|21703908|ref|NP_663432.1| WVTTDDALQELVELIYQQATSIPNFSYMGARLCNYLSHHLTISPQSGNFRQLLLQRCRTEYEAKDQAAKGDEVTRKRFHAFVLFLGELYLNLEIKGTNGQVTRADILQVGLRELLNALFSNPMDDNLICAVKLLKLTGSVLEDTWKEKGK   260
gi|109464360|ref|XP_345161.3| WVTTDDALQELVELIYQQATSIPNFSYMGARLCNYLSHHLTISPQSGNFRQLLLQRCRTEYEAKDQAAKGDEVTRKRFHAFVLFLGELYLNLEIKGTNGQVTRADILQVGLRELLNALFSNPMDDNLICAVKLLKLTGSVLEDTWKEKGK   340
gi|51011097|ref|NP_001003504.1| WVTTEEILQELVELIYVQSTSIPNFAYTGARLCNHLSRHIRLSPANRNFRNLLLQRCQTEYNQRNQAVQGDPETKKKFHSYVLFLGELYLNLELKSRKGTPGRADVLLGALKELLNTLFSHPDDPNLMCAVKLLKLSGSILDDAWKENGQ   285
gi|19922420|ref|NP_611180.1| MENNQFVLSIAMEDIFEKSIEQPNFRYMGAKLYNLLHMLNSKP----DSLFHTLLKCKLDYHQEEVTKYMRSNEQQKVRETALFLAELYMQLRGDDD----SRIQLIAVNIVYSLSKLLASESNENVRCLCQTLKLAGYDLTADCP----   438
gi|58394672|ref|XP_320878.2| ---------------------------MGARLCQLLDSINKAP----NLMLRELLQLKMDHQNSELPEFMK-QEQVKVRGATLFLAELYMQLRQPEE----PFGKTISEYIVSAIEILVAKKGPENLKCVCQCLKLCGFELDQDCP----   110
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gi|17511255|ref|NP_006442.2| MDMEEIIQRIENVVLDANCSRDVKQMLLKLVELRSSNWGRVHATSTYREATPENDPNY-------------FMNEPTFYTSDGVPFTAADPDYQEKYQELLEREDFFPD-YEENGTDLSGAGDPYLDDIDDEMDPEIEEAYEKFCLESER   475
gi|157279853|ref|NP_001098441.1| TDMEEIIQRIENVVLDANCSRDVKQMLLKLVELRSSNWGRVHAASTYREATPENDPNY-------------FMNEPTFYTSDGVPFTAADPDYQEKYQELLEREDFFPD-YEENGTDLSGGGDPYLDDIDDEMDPEIEEAYEKFCLESER   396
gi|57085297|ref|XP_536482.1| NDMEEIIQRIENVVLDANCSRDVKQMLLKLVELRSSNWGRVHATSTYREATPENDPNY-------------FMNEPTFYTSDGVPFTAADPDYQEKYQELLEREDFFPD-YEENGTDLSGAGDPYLDDIDDEMDPEIEEAYEKFCLESER   396
gi|21703908|ref|NP_663432.1| TDMEEIIQRIENVVLDANCSRDVKQMLLKLVELRSSNWGRVHATSTYREATPENDPNY-------------FMNEPTFYTSDGVPFTAADPDYQEKYQELLEREDFFPD-YEENGTDLSGAGDPYLDDIDDEMDPEIEEAYEKFCLESER   396
gi|109464360|ref|XP_345161.3| TDMEEIIQRIENVVLDANCSRVVESSILSMVSL--INFGRLHXXXXYREATPENDPNY-------------FMNEPTFYTSDGVPFTAADPDYQEKYQELLEREDFFPD-YEENGTDLSGAGDPYLDDIDDEMDPEIEEAYEKFCLESER   474
gi|51011097|ref|NP_001003504.1| SDMDELVKKIEEILLDAKCSRDVRQMLLKLVELRSSNWGRVHTAAVSSDATPDNDPNY-------------FMNEPTFYTVDGTPFTAADPEYSEKYQEILDREDYFPDAYEENGNE-SLCGD------EDEMDPEIKEAFEKFCMESDA   415
gi|19922420|ref|NP_611180.1| KDIQEIITALQAIELKSP---GKYPMAASVIALQQNNWGR-----KVSNALGDDEDTVKEPP--------RLSDEPVFYGPDGRELTAEETDFLAG------GDNDGDDDFDGDGAD---------LEIDAEMDEETERAYKEFCKQGKQ   557
gi|58394672|ref|XP_320878.2| DKVDQIMKNLDQARSSVPS--AAEKIIGSVIELRKIAWGRSEEISTPSAALPPMPVSVGAMGPGGPIGAGEYQNNPVFYGPDGQVLTEEESSFLETNVKNKAQAQQAFSGYDDDDEY---------GLVDPDDDPEVQQAFVEFLQSNPQ   249
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  .           
gi|17511255|ref|NP_006442.2| KRKQ--------   479
gi|157279853|ref|NP_001098441.1| KRKQ--------   400
gi|57085297|ref|XP_536482.1| KRKQ--------   400
gi|21703908|ref|NP_663432.1| KRKQ--------   400
gi|109464360|ref|XP_345161.3| KRKQ--------   478
gi|51011097|ref|NP_001003504.1| RRKK--------   419
gi|19922420|ref|NP_611180.1| KT----------   559
gi|58394672|ref|XP_320878.2| NRQPQHPYRPDV   261
                         .......610..


