
                                                                                                                                                                          * **.  *     *
gi|6755438|ref|NP_035649.1| ----------------------------------------------------------------------------------------------------------------------------------------MRRAALWLWLCALA   150
gi|6981518|ref|NP_037158.1| ----------------------------------------------------------------------------------------------------------------------------------------MRRAALWLWLCALA   150
gi|29568086|ref|NP_002988.3| ----------------------------------------------------------------------------------------------------------------------------------------MRRAALWLWLCALA   150
gi|114576379|ref|XP_001140545.1| ----------------------------------------------------------------------------------------------------------------------------------------MRRAALWLWLCALA   150
gi|73980589|ref|XP_540099.2| MGEEDAIFGLQVQERRSPGTISTAYQIAGRAWQVPPFSLKAICATPIGLRRLFAQRCLIGAGNTEVQGLLGNHQGASAQASGGRERTAASGSRSLAGDRRARGIARGCGGSDPAARPEPRAVRPRSPRAPAAGPGSMRRAALWLWLCALA   150
gi|115495491|ref|NP_001069392.1| ----------------------------------------------------------------------------------------------------------------------------------------MRRAALWLWLCALA   150
gi|118089042|ref|XP_419972.2| ----------------------------------------------------------------------------------------------------------------------------------------MLRAVAVLLA---A   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  * ::.*: : .  *:**** *.****.*.*****:*                                                             :                        * *:  *.   .. :  . * *     :
gi|6755438|ref|NP_035649.1| LRLQPALPQIVAVNVPPEDQDGSGDDSDNFSGSGTGALPD-TLSRQTPSTWKDVWLLTATPTAPE---PTSSNTETAFTSVLPAGEKPEEGEPVLHVEAEPGFTARDKEKEVTTRPRETVQLPITQRAST-VRVTTAQAAVTSHPHGGMQ   300
gi|6981518|ref|NP_037158.1| LRLQPALPQIVTANVPPEDQDGSGDDSDNFSGSGTGALPDMTLSRQTPSTWKDVWLLTATPTAPE---PTSRDTEATLTSILPAGEKPEEGEPVAHVEAEPDFTARDKEKEATTRPRETTQLPVTQQASTAARATTAQASVTSHPHGDVQ   300
gi|29568086|ref|NP_002988.3| LSLQPALPQIVATNLPPEDQDGSGDDSDNFSGSGAGALQDITLSQQTPSTWKDTQLLTAIPTSPE---PTGLEATAASTSTLPAGEGPKEGEAVVLPEVEPGLTA--REQEATPRPRETTQLPTTHQAST-TTATTAQEPATSHPHRDMQ   300
gi|114576379|ref|XP_001140545.1| LSLQPALPQIVATNLPPEDQDGSGDDSDNFSGSGAG-------------------------------------------------------------EVVMG----------APRPK---TLPTTHQAST-TTATTAQEPATSHPHRDMQ   300
gi|73980589|ref|XP_540099.2| LRLQPALPQIVATNVPPEDQDGSGDDSDNFSGSGAGALQDITLSQQTPSTWKDMALLTAMPTAQE---PTGADDIDSSTSILLTREGPEGGEAVLVAEAEPGFTD--REKETAHPPSETTPHPTTHRAST-ARATTAQGPATLHPHRDAQ   300
gi|115495491|ref|NP_001069392.1| LRLQPALLHSVAVNMPPEDQDGSGDDSDNFSGSGAGALPDIT-SSHTPSTWKDLGPVTTTATAPE---PTSPDAIAASTTILPTGEQPEGGRAVLLAEVEPGLT---AQKEATHPPSETTLHPTTHSVST-ARATMAPGPATSHPHRDVQ   300
gi|118089042|ref|XP_419972.2| LCFHAAVPQTTNLNLPPEDLDSSGDDDDGFSGSGAGPLPDQSLTWRMPAEPTNSSLLATAVVFNEQLFPRIESRTEKKVTTPPATSRVVTEEPVVAVKDETPLLGSPDEKPTDDAVVTTARSPTTHFPSV-LHVVPSEASGTVH---ELE   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  *           .  : : .    *. ..   ..  :  ..:  ..* ***:  ** :  . :        *  ..  * *    . :..:..::*****************:*** **.****************:****:*** ****
gi|6755438|ref|NP_035649.1| PGLHETSAPTAPGQPDHQPPRVEGGGTSVIKEVVE-DGTANQLPAGE-GSGEQ-DFTFETSGENTAVAAVEPGLRNQPPVDE---GATGASQSLLDRKEVLGGVIAGGLVGLIFAVCLVAFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|6981518|ref|NP_037158.1| PGLHETLAPTAPGQPDHQPPSVEDGGTSVIKEVVE-DETTNQLPAGE-GSGEQ-DFTFETSGENTAVAGVEPDLRNQSPVDE---GATGASQGLLDRKEVLGGVIAGGLVGLIFAVCLVAFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|29568086|ref|NP_002988.3| PGHHETSTPAGPSQADLHTPHTEDGGPSATERAAE-DGASSQLPAAE-GSGEQ-DFTFETSGENTAVVAVEPDRRNQSPVDQ---GATGASQGLLDRKEVLGGVIAGGLVGLIFAVCLVGFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|114576379|ref|XP_001140545.1| PGHHETSTPAGPSQADLHTPHTEDGGPSATERAAE-DGASSQLPAAE-GSGEQ-DFTFETSGENTAVVAVEPDHRNQSPVDQ---GATGASQGLLDRKEVLGGVIAGGLVGLIFAVCLVGFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|73980589|ref|XP_540099.2| PDHHQISVLAEPSQLDPHTPRVEDGGPSATERAAE-DGVSTQLPAGE-GSGEQ-DFTFDVSGENTAGTAVEPDQRNQPPVDR---GATGASQGLLDRKEVLGGVIAGGLVGLIFAVCLVGFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|115495491|ref|NP_001069392.1| PDHHETSAPTGRGRMEPHRPHVEEGGPPATEKAAE-EDPSTQIPVGE-GSGEQ-DFTFDLSGENAAGAAGEPGSRNGAPEDPEATGATGASQGLLDRKEVLGGVIAGGLVGLIFAVCLVGFMLYRMKKKDEGSYSLEEPKQANGGAYQKP   450
gi|118089042|ref|XP_419972.2| PKTPGSEMPDTKGVPETNSTTHPEGDIAAAPTTAPGDVAPTHEEVSEDGSGDPGDFILVKDED------LVPTQNSEVPADSGRNAKAAGASGIMDRKEVLGGVIAGGLVGLVFAVFLVAFMLYRMKKKDEGSYSLDEPKQSNGG-YQKP   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                   *******
gi|6755438|ref|NP_035649.1| TKQEEFYA   458
gi|6981518|ref|NP_037158.1| TKQEEFYA   458
gi|29568086|ref|NP_002988.3| TKQEEFYA   458
gi|114576379|ref|XP_001140545.1| TKQEEFYA   458
gi|73980589|ref|XP_540099.2| SKQEEFYA   458
gi|115495491|ref|NP_001069392.1| TKQEEFYA   458
gi|118089042|ref|XP_419972.2| HKQEEFYA   458
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