
                                                                                                                                                                                        
gi|50753839|ref|XP_414151.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|41054223|ref|NP_956092.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114145497|ref|NP_062636.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|16758054|ref|NP_445790.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|192807327|ref|NP_001122322.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114663054|ref|XP_001143391.1| -------------------------------------------------------------------------------------MIMINVLLTRQPPQQRGPGAGAGAGGGLNRRLWSQSPVRAEKAVAAAAAAAETLESESGLRVGGL    65
gi|114052354|ref|NP_001039378.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73957535|ref|XP_854048.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|24655596|ref|NP_611411.1| MAPFYKRICRSLSKRYKEPSLSLDNT-VETLLIKNEGDFISVEQGKELVARKRNSQQLAHPPAHLHHHTQNHAHNHHTLQQQQHQQQQQQQHKRDENMRQLLDVTNTLTIEELRDFQMRYFVSTPKDTMHMSFGLLAFTVSKDMAGERSE   149
gi|158285214|ref|XP_308189.4| -----MKLRRSVTSASVEPSLSLDYTSVETILLKNEGDFISVGE----------------------------QGTKGELQSTQRKKQQ-----REEHMRQLLDVTNTLTTEEIKDFEMR-------------------------------    81
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                           .:..*  :   .                         .   .  .*  *. *..    *:*   *  .***::*.  
gi|50753839|ref|XP_414151.1| -------------------MTLNRG--------DKLRYLDKRRGSMP-------------FSAH-QHLHRRSMPVDERDLRASLPQDELSGLVRCTSYSP----GEAHRESWASDSSDSVISSGSDSDGSLYKVILLGEHGVGKTSLARI   105
gi|41054223|ref|NP_956092.1| -------------------MTLNKG--------DKLRNMDKRRGSMP-------------FPLHLQTLHRRSMPVDDRELR-SMPAAQPSELPGLMRFN-------ADRNSCVSDSSDSVISSGSDSDGQVYKVVLLGEHGVGKSSLARI   102
gi|114145497|ref|NP_062636.2| -------------------MTLNGG-SGASGSRGAGRERDRRRGSTP-------------WGPA-PPLHRRSMPVDERDLQAALAPGSLATTAAGTRTQ-------GQRLDWPEGSSDSLSSGGSGSEEGVYKVLLLGAPGVGKSALARI   109
gi|16758054|ref|NP_445790.1| ------------------------------------------------------------------------MPVDERDLQAALTPGSLAATAAGTRTQ-------GQRLDWPEGSSDSLSSGDSGSEDGVYKVHAAGAPGVGKSALARI    71
gi|192807327|ref|NP_001122322.1| -------------------MTLNGGGSGAGGSRGGGQERERRRGSTP-------------WGPA-PPLHRRSMPVDERDLQAALTPGALTAAAAGTGTQ-------GPRLDWPEDSEDSLSSGGSDSDESVYKVLLLGAPGVGKSALARI   110
gi|114663054|ref|XP_001143391.1| LIRILVLSVSVCEWTVPDAMTLNGGGSGAGGSRGGGQERERRRGSTP-------------WGPA-PPLHRRSMPVDERDLQAALAPGALAAAAAGTGTQ-------GPRLDWPEDSEDSLSSGGSDSDESVYKVLLLGAPGVGKSALARI   194
gi|114052354|ref|NP_001039378.1| -------------------MTLNGGGSGAGGNRGGGRERDRRRGSTP-------------WGPA-LPLHRRSMPVDERDLQAALSPGALTTAKAGTGAQ-------GPRLDWPEGSSDSLSSGGSDSDESVYKVLLLGAPGVGKSALARI   110
gi|73957535|ref|XP_854048.1| -------------------MTLNGGGGGGG---GGGRERERRRGSSP-------------WGPA-PPLHRRSMPVDERDLQAALAPGAL-AAAAGPRAQ-------GAPLDWPEGSSESLSSGGSDSDDSVYKVLLLGAPGVGKSALARI   106
gi|24655596|ref|NP_611411.1| ATVGGGIGYGSPHHSRSQSVKMPGSRASGRPNQLCLPQQRSRVASMPNTGVEEEYYRLRHFSITGKGVVNRGDSLKSRRSRSNNSVASSNSSTEHLTTQQQLSAP--ASVSARTSLASSRESSTSNPGNGPYRVLMLGGPAVGKSSLVSQ   297
gi|158285214|ref|XP_308189.4| --------YGSPHHSRSQSVKTPGSRASGRPNQLCLPQQRSRVASMPNTGVEEEYYRLRHFSITGKGVVNRGDSLKSRRSKSNNSVASSNSSTEHLTPAAGAVAAGSARTSATCSLASSRESSTSNPASGPYKVLMLGGPAVGKSSLVSQ   223
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  *   *     : :          *: :..**:.: . *            .*:   *  .* ::** :*: :*  *..:   *   ..  : .:***.**:**.*.* *: :** * *  :********..::***  *: *:: ****:
gi|50753839|ref|XP_414151.1| FGGVEDGAEAEEAG----NTYDRSIMVDGEEASLVVFDIWEQDDSQWLQNHCMKMGD--AYVIVYSVTDKVSFEKASELRIQLRRARQTEDIPIILVGNKSDLVRSREVSVDEGRACAVVFDCKFIETSAALHHNVKDLFEGIVRQIRLR   249
gi|41054223|ref|NP_956092.1| FGGVEDSNDCEETG----NTYDRSLVVDDEETSILLYDIWEQDNSQWLQDQCMRMGD--AYIIVYSVTDKSSFEKASELRIQLRRARQSENIPIILVGNKSDLVRSREVSMDEGSACAVVFDCKFIETSASLHHNVRDLFEGIVRQIRLR   246
gi|114145497|ref|NP_062636.2| FGGIEDGPEAEAAG----HTYDRSITVDGEEASLLVYDIWEQDGGCWLPGHCMAMGD--AYVIVYSITDKGSFEKASELRVQLRRARQTDDVPIILVGNKSDLVRSREVSVDEGRACAVVFDCKFIETSAALHHNVQALFEGVVRQIRLR   253
gi|16758054|ref|NP_445790.1| FGGVEDGPEAEAAG----HTYDRSITVDGEEASLMVYDIWEQDGGCWLPGHCMAMGD--AYVIVYSITDKGSFEKASELRVQLR-ARRQTDVPIILVGNKSDLVRSREVSVDEGRACAEVFDCKFIETSAALHHNVQALFEGVVRQIRLR   214
gi|192807327|ref|NP_001122322.1| FGGVEDGPEAEAAG----HTYDRSIVVDGEEASLMVYDIWEQDGGRWLPGHCMAMGD--AYVIVYSVTDKGSFEKASELRVQLRRARQTDDVPIILVGNKSDLVRSREVSVDEGRACAVVFDCKFIETSAALHHNVQALFEGVVRQIRLR   254
gi|114663054|ref|XP_001143391.1| FGGVEDGPEAEAAGE---DTYDRSIVVDGEEASLMVYDIWEQDGGRWLPSHCMAMGD--AYVIVYSVTDKGSFEKASELRVQLRRARQTDDVPIILVGNKSDLVRSREVSVDEGRACAVVFDCKFIETSAALHHNVQALFEGVVRQIRLR   339
gi|114052354|ref|NP_001039378.1| FGGVEDGPEAEAAG----HTYDRSIMVDGEEASLMVYDIWEQDGGRWLPGHCLAMGD--AYVIVYSVTDKGSFEKASELRVQLRRARQTDDVPIILVGNKSDLVRSREVSLDEGRACAVVFDCKFIETSAALHHNVQALFEGVVRQIRLR   254
gi|73957535|ref|XP_854048.1| FGGVEDGPEAEAAG----HTYDRSIVVDGEEASLMVYDIWEQDSSRWLPGHCMAMGD--AYVIVYSVTDKGSFEKASELRVQLRRARQMDDVPIILVGNKSDLVRSREVSLDEGRACAVVFDCKFIETSAALHHNVQALFEGVVRQIRLR   250
gi|24655596|ref|NP_611411.1| FMTSEYLHAYDTSIDDESGEKAVSVLLSGEESELIFIDHG---YTEMTPDECLTNYDPHGYCVIYSAADRSSFSVAEQVLQVLWTNQNIAQKAVILVSNKADLARSRLVTSEEGKAMATAYDCKFIETSVGINHNVDELLVGLLSQIRLK   444
gi|158285214|ref|XP_308189.4| FMTSEYLHAYDTSIDDDSGEKTVSVLLSGEESELTFIDHS---YSEMAPENCMSTYDPHGYCVIYSSTDKETFLIAERILQILWTTENIAQKAVILVANKADLARCRVVTSDEGKAMATQYDCKFIETSVGINHNVDELLVGLLSQIRLK   370
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                   :. * .      *     :** .                                         ...: : *       :: .  .:  :   *****.:* **
gi|50753839|ref|XP_414151.1| KDSKEDN-----ARRMANTKRRES---------------------------------------IGKKAKRFLG-------RIVAKNNKKMAFKAKSKSCHDLSVL   303
gi|41054223|ref|NP_956092.1| KDSKEEN-----ARRMANCKRRES---------------------------------------ISKKAKRFLG-------RMVARKNKKMAFRQKSKSCHDLSVL   300
gi|114145497|ref|NP_062636.2| RDSKEDN-----ARRQAGTRRRES---------------------------------------LGKKAKRFLG-------RIVARNSRKMAFRAKSKSCHDLSVL   307
gi|16758054|ref|NP_445790.1| RDSKEDN-----ARRQAGTRRRES---------------------------------------LGKKAKLFLG-------RIVARNSRKMAFLAKSKSCHDLSVL   268
gi|192807327|ref|NP_001122322.1| RDSKEAN-----ARRQAGTRRRES---------------------------------------LGKKAKRFLG-------RIVARNSRKMAFRAKSKSCHDLSVL   308
gi|114663054|ref|XP_001143391.1| RDSKEAN-----ARRQAGTRRRES---------------------------------------LGKKAKRFLG-------RIVARNSRKMAFRAKSKSCHDLSVL   393
gi|114052354|ref|NP_001039378.1| RDSKEAN-----ARRQAGTRRRES---------------------------------------LGKKAKRFLG-------RIVARNSRKMAMRAKSKSCHDLSVL   308
gi|73957535|ref|XP_854048.1| RDSKEAN-----ARRQAGTRRRES---------------------------------------LGKKAKRFLG-------RIVARNSRKMAFRAKSKSCHDLSVL   304
gi|24655596|ref|NP_611411.1| LENPEKSRDLFRKRSIRKSKRRACSPLN--------AGCLNANTPLG----PLGEAVATPPGSAQSSPRKYRGSRTSTSLKVKGLLGRVWTRDSKSKSCENLHVL   537
gi|158285214|ref|XP_308189.4| LENPEKSRDLFRKRSIRKSKRRACSPLGGAICLAGIGGSTNPSTPVSGPPASGGGFVDTPPGSAHSSPRKYRGSRTSASLKVKGLLGRVWARDSKSKSCENLHVL   475
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.....


