
                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| -----------------------------------------------------------GCAGAAGTCTGGGCAGCTGCGGGAGGAGAGGTTTGGGAGGCGCGGGAGATGTCCACCCTGGGCTGGTGGCGCCGCCGGGCGCCGGGCGCCA    91
gi|114679299|ref|XM_001141226.1| -----------ACTTCTAGGGCATTAGACAAGTTGCCCACAGTCCCAAGTTAGCCCAAGTTAGTAGCCGAGCTAACTCCTCGAGTAGGTCTCTGTGAAGCCCAGGGG----TCATGCTTG--TAACTGCTGTGCTGAGGCCAACTTTGTG   133
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|50872144|ref|NM_001002887.1| TTGGAGCAGAGGATCGGACATGTCCACCCTGGCTGCTGGCGCTCCCGAGCGCCTGGGGCCGTGTGGGGGCACTAGAGCTTGCACAGGCTGCGCAGTGGTCGAGCTGTCAGCCCGGGCAGGGCGGTGCCTTGAGGTCCGGTGAGCTCTGCT   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| TGAGGGTGCGCT-AGGCGGCTGTTCGTGCCCGAGGCTGCGCAGCACTGAGGTGAGCTTTGCCTTCTTGATCTTCCGTCCTTCTTGGAGA-CGACTGGCGAGAGGAAGAGGGACTAGGTCCAAACGCTAGGTGGCTGGGTCCAGGTCCCTG   239
gi|114679299|ref|XM_001141226.1| CGGTTGTTTGCC-TATTTACTGGGGACTCCCATATCCCAAAAGCATTGTCGATGCCTCTGGTAAGGTGGCCTCCACTGCTGCCTGGTCTTCAACTTCTG---GGACATGTGTATATCTCCTTACGATC----------TACAGGTCCCTG   269
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|50872144|ref|NM_001002887.1| CTTCTCTTCTCCGAGGTGATCGGCAGGAGGCAGAGGGACTAGGTCCAAACGTCAGGTGTCTGTGTCCAGGTCCCTGGCATTTTGACTGTTCCTGTGGATAGCTACTTGTTCAGAAGTTCCGGAAGGGACCCTGTTCCCACCAGGTCCCTG   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                             *    ** *   * **  *  *    ** *    * *   *  *   * *  ***    
gi|226053125|ref|NM_001146184.1| AGTACTGACGGTCACAGGCTGCCGCGTCTTTCCTGTTGACTCATGTTTGGTTCCTCCAGTGAAAATTTTACTTAGAGAAATGCTGCCTCCAAAGCACTTGTCTGCCACCAAACCTAAGAAGTCCTGGGCCCCAAATCTGTATGAGCTAGA   389
gi|114679299|ref|XM_001141226.1| AGTACTGACGGTCACAGGCTGCCGCGTCTTTCCTGTTGACTCATGTTTGGTTCCTCCAGTGAAAATTTTACTTAGAGAAATGCTGCCTCCAAAGCACTTGTCTGCCACCAAACCTAAGAAGTCCTGGGCCCCAAATCTGTATGAGCTAGA   419
gi|58331165|ref|NM_008817.2| -------------------------------------------------------------------------------------------AGACGCTGGGGAGTCAGGAGTCGCGGGAGGAC--GAGCATCGGA---GGAGAAGCGGAG    54
gi|73947372|ref|XM_533574.2| -------------------------------------------------------------------------------ATGCTGCCTCCAAAGTACTTGTCTGCCACCAAACCCAAGAAGTCTTGGGTTCCAGATGTGTATGAGCTAGA    71
gi|50872144|ref|NM_001002887.1| AGCACTGACTGCC-CCCGCTGCTGCGTCTGCCCTGTTGGCGCATGTTGGGTTCCTCCAGTGAAACTTTTCCTTAGAGACATGCTGCCTCCCAAGTCCTTGTCCGCCACCAAACCCAAGAAGT---GGGCCCCAAACCTGTATGAGCTAGA   446
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                     ** *    **  *    * *  *    *    *     *  *   * *   **  *    *   * *  *   * *       * *  * * *      **  *  *** ** *    **  *  * **   *  * * *  *   *
gi|226053125|ref|NM_001146184.1| CAGTGACTTGACTAAGGAGCCGGATGTCATCATAGGAGAAGGTCCAACTGACTCTGAGTTTTTTCATCAGAGGTTTCGGAACCTAATCTATGTGGAATTTGTTGGGCCTCGGAAGACC---CTGATCAAACTCCGAAACCTCT--GCCTC   534
gi|114679299|ref|XM_001141226.1| CAGTGACTTGACTAAGGAGCCGGATGTCATCATAGGAGAAGGTCCAACTGACTCTGAGTTTTTTCATCAGAGGTTTCGGAACCTAATCTATGTGGAATTTGTTGGGCCTCGGAAGACC---CTGATCAAACTCCGAAACCTCT--GCCTC   564
gi|58331165|ref|NM_008817.2| AGATGTCCACCCTGGG----CTGGTGGCGCCGCCGG---GCGCCCGGTTCAGTGTGGGTGCACTAGACTGCCGACCCTGGTCGGGGTGTGTGCGTAGAGTGCTGTGCTCCGGGAGCCCTACCTTCTTGATCTTCTATCCTTTTTGGAGAC   197
gi|73947372|ref|XM_533574.2| CAGTGACTTGACTAAGGAGCCGGATGCCACCATAAGAGAAGGTGCAACTGACCCTGAATTCTTTCATCAGAGGTTTCGGAATTTCCTCTACGTGGAATTTGTTGGGCCTCGGAAGACG---CTGTTCAAACTCAGAAACCTCT--GCCTC   216
gi|50872144|ref|NM_001002887.1| CAGTGACTTGTCTGAG---CCGGACGCAGTCCCAGGAGAAGGCGCCACTGACTCTGAGTTCTTTCATCAGAGGTTTCGGAACTTCCTCTACGTGGAATTCATTGGCCCTCGGAAGACC---CTTCTCAAACTCCGAAACCTCT--GCCTC   588
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                   * ***    **   **   *   *     **   *** **   *   *   **  ***         *    * * *   *** * ** **** * ******* *******   **** *    * ** * *** ** ** **     *
gi|226053125|ref|NM_001146184.1| GATTGGTTGCAGCCGGA---GACCC----GCACCAAGGAGG--AGATCATCGAGCTCTTGGTCCTTGAGCAGTACCTGACCATCATCCCTGAAAAGCTCAAGCC-TTGGGTGCGAGCAAAAAAGCCGGAGAACTGTGAGAAGCTCGTCAC   674
gi|114679299|ref|XM_001141226.1| GATTGGTTGCAGCCGGA---GACTC----ACACCAAGGAGG--AGATCATCGAGCTCTTGGTCCTTGAGCAGTACCTGACCATCATCCCTGAAAAGCTCAAGCC-TTGGGTGCGAGCAAAAAAGCCGGAGAACTGTGAGAAGCTCGTCAC   704
gi|58331165|ref|NM_008817.2| AACTGGCAAGAGGAAGACTAGGTCCTCCAACAGCTAGGTGGCTGGTCCAGGCAGGCCTTCCCAGCAAGGGGAGATCAGTTGATCATCCCTGAAACGCTCAAGCCCTTGGGTGTGAGCAAAA----CAGACAACTGTGAAAAACTCACCAC   343
gi|73947372|ref|XM_533574.2| GATTGGTTGCAGCCGGA---GACTC----GCACTAAGGAGG--AGATTATTGAGCTCTTGGTCCTTGAGCAATACCTGACCATCCTTCCAGAAAAGATCAAGCC-TTGGGTGCGGGCAAAAAAGCCAGAGAACTGTGAGAAGCTAGTTAC   356
gi|50872144|ref|NM_001002887.1| GATTGGTTGCAGCCGGA---GATTC----GCACCAAGGAGG--AGATTATCGAGGTCTTGGTCCTGGAGCAGTACCTGTCCATCCTTCCGGAAAGGATCAAGCC-TTGGGTGTACGCAAGAAAGCCGGAGACCTGCGAGAAGCTCGTTGC   728
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                  **   ****   ** * **   *****  * *  * ******** ** *** ***     *** ** * *  ***** *** *        **  ** **** ** *   *        * *    * * ** ** **   *   **  *
gi|226053125|ref|NM_001146184.1| TCTGCTGGAGAATTACAAGGAGATGTACCAACCAGAAGACGACAACAACAGTGACGTGACCAGCGACGACGACATGACCCGGAACAGAAGAGAGTCCTCACCACCTCACTCAGTCCATTCTTT---CAGTGACCGGGACTGGGACCGGAG   821
gi|114679299|ref|XM_001141226.1| TCTGCTGGAGAATTACAAGGAGATGTACCAACCAGAAGACGACAACAACAGTGACGTGACCAGCGACGACGACATGACCCGGAACAGAAGAGAGTCCTCACCACCTCACTCAGTCCATTCTTT---CAGTGACCGGGACTGGGACCGGAG   851
gi|58331165|ref|NM_008817.2| TCCGTTGGAGAGTTTCAAG---ATGTACCATCACGAAGACGACACCAACAGTGACATGAACAGTGACGACGACATGAGCCGAAGTGGGAGAGAAACCCCACCCCCTCGACCATCTCATGCTTTTGGCAGTGAGCGAGACCTGGAGCGCAG   490
gi|73947372|ref|XM_533574.2| TCTCCTGGAAAATTACAAGGGGATGTATGAGCCAGGAGACGACAACAACAGTGACCTCCACAGTGAAGACAGCATGAGCCGAAAGGGAGCAGAGTCCCCACCACCACGCTCCGCCTCTTCTTTCTACTGGGACCGGGAGAGGGAGCGGAG   506
gi|50872144|ref|NM_001002887.1| TCTCCTGGAAGATTACGAGGCGATGTATGAGCCGGAAGACGACAACAGCAGCGACACCCACAGCGAAGGCGGCATGAGCCGGAGGGCCGCGGAGTCCCCACCGCCGCGCCCCGCCCTCCCCTGCTGCAGTGAGCGGGA---GCGCCGCCG   875
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900



                                   *** * *** * **  ***** * ** ********* *      * ***  ** ** *****  * *  *  ********  * ****** **  *   * * *            *** *****          **    **      
gi|226053125|ref|NM_001146184.1| GGGCAGAAGCAGAGACATGGAGCCACGAGACCGCTGGTCCCACACCAGGAACCCAAGAAGCAGGATGCCTCCGCGGGATCTTTCCCTTCCTGTGGTGGCGAAAACAAGCTTTGAAATGGACAGAGAGGACGA---CAGGGACTCC---AG   965
gi|114679299|ref|XM_001141226.1| GGGCAGAAGCAGAGACATGGAGCCACGAGACCGCTGGTCCCACACCAGGAACCCAAGAAGCAGGATGCCTCAGCGGGATCTTTCCCTTCCTGTGGTGGCGAAAACAAGCTTTGAAATGGACAGAGATGACGA---CAGGGACTCC---AG   995
gi|58331165|ref|NM_008817.2| GGGCAGAAGCAGAGATGTGGAGCCTCGAGACCGCTGGCCATACACCAGGAATCCCAGAAGCAGGCTGCCTCAACGGGATCTTTCTCTTCCTGTGATGTCAAGACCACATTTTGGACTGGACAGAGATGATGA---CAGACGTTCC---AT   634
gi|73947372|ref|XM_533574.2| AGGCAGAAGCAGAGACCTGGAGTCTCGAGACCGCTGGCCATATACCAGGAATCCCAGAAGCAGACTTCCTCAACGGGATCTTTCCCTTCCTCTGATGGAGAAAACAAGTTTTGCGATGGAAAGAGAGTGCAAACGTAGGGATTCTGTGAT   656
gi|50872144|ref|NM_001002887.1| TGGCCGGAGCCGGGACATGGAGTCACGGGACCGCTGGCCGTCCGTCCGGAGCCCCAGGAGCAGGTTTCACCAGCGGGATCTCGCCCTTCCTCTGGCGGAGAGAGCCAA---------GGAAAGAGAGCACAGACGCAGGGACTCCCTGCT  1016
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  ** **  **  *  ****  **** ** *  *  *****  *  * ***   **    *****    ** ** ** **  * ** ********* **** *****  * ** ******** ** *                         
gi|226053125|ref|NM_001146184.1| GGCTTATGAGTCCCGATCTCAGGATGCTGAATCATACCAAAATGTGGTGGACCTCGCTGAGGACAGGAAACCTCACAACACAATCCAGGACAACATGGAAAACTACAGGAAGCTGCTCTCCCTCG---TGCAGCTTGCTGAAGACGATGG  1112
gi|114679299|ref|XM_001141226.1| GGCTTATGAGTCCCGATCTCAGGATGCTGAATCATACCAAAATGTGGTGGACCTCGCTGAGGACAGGAAACCTCACAACACAATCCAGGACAACATGGAAAACTACAGGAAGCTGCTCTCCCTCG---TGCAGCTTGCTGAAGACGATGG  1142
gi|58331165|ref|NM_008817.2| GGATTATGAGTCTCGATCCCAGGATGCCGAGTCATACCAGAATGTTGTGGAACTCAAAGAGGACAAGAAGCCTCAGAATCCAATTCAGGACAACCTGGAGAACTACAGAAAGCTGCTCTCGCTGGGAGTCCAGCTTGCCGAAGATGACCG   784
gi|73947372|ref|XM_533574.2| GGATTATGAGTCAAGATCCCAGGATGCAGTGTCATACCAGGACGTTGTGAACCTGACTGAGGACAGGAAGCCTCAGAACCCGATTCAGGACAACATGGAGAACTATAGGAAACTGCTCTCTCTTG-------------------------   781
gi|50872144|ref|NM_001002887.1| GGATTTGGATGCCAGATCTGAGGAGGCGGTGTTGTACCAGGATATGGTGGCCCTCACTGAGGATCGCAAGCCCCAGAACCCGATTCAGGACAACATGGAGAACTACCGGAAGCTGCTCTCACTGGGGGTTCAGCTTGCCGAGGACGATGG  1166
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                                      * ** **  *    *****  **** **     ****  **** ** ** ** ** *  ** ** ** ** ** ***** **
gi|226053125|ref|NM_001146184.1| CCACTCCCACATGACGCAGGGCCACTCATCAAGATCCAAGAGAAGTGCCTACCCAAGCACCAGTCGAGGTCTAAAAACTATGCCTGAAGCCAAAAAATCAACCCACCGGCGGGGGATTTGTGAAGATGAATCTTCCCACGGAGTGATAAT  1262
gi|114679299|ref|XM_001141226.1| CCACTCCCACATGACGCAGGGCCACTCATCAAGATCCAAGAGAAGTGCCTACCCAAGCACCAGTCGAGGTCTAAAAACTATGCCTGAAGCCAAAAAATCAACCCACCGGCGGGGGATTTGTGAAGATGAATCTTCCCACGGAGTGATAAT  1292
gi|58331165|ref|NM_008817.2| ACACTCTCACATGACACAAGGCCACTCATCGAGGTCCAAGAGAACTGCCTACCCAAGCACCAGCCGAGGTCTCAAACCCATGCCTGAGGCCAAAAAGCCATCCCACAGGCGTGGGATCTGTGAGGACGAGTCTTCTCATGGAGTGATAAT   934
gi|73947372|ref|XM_533574.2| --------------------------------------------------------------------GGCTGAAAACCACACCTGAAACCAAAAAGTTGGCCCATCGGCGGGGGATTTGTGAAGATGAATCTTCGCACGGGGTGATAAT   863
gi|50872144|ref|NM_001002887.1| CCACTCACACATGACCCAGGGCCACTCGGCAAGGTCAAAGAGAAGTGCCTACCCGAGCACCAGCAGAGGTCTGAAGACGGCGCCTGAGACCAAGAAGTCAGCCCACCGGCGGGGCATCTGCGAGGCCGAGTCCTCCCATGGGGTGATCAT  1316
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                  *** ** *********** **  * ** *   ***  ** **  * **  * **    *  ** **  * *      *  ** ** *   * *        ******* *     ** *  * **  ** *** * *         ** *
gi|226053125|ref|NM_001146184.1| GGAAAAATTCATCAAGGATGTGTCACGCAGTTCCAAATCGGGAAGAGCAAGGGAGTCAAGCGACCGGTCACA---GAGATTCCCCAGAATGTCAGATGATAACTGGAAGGACATTTCATTGAACAAGAGGGAGTCAGTGATCCAGCAGCG  1409
gi|114679299|ref|XM_001141226.1| GGAAAAATTCATCAAGGATGTGTCACGCAGTTCCAAATCGGGAAGAGCAAGGGAGTCAAGCGACCGGTCACA---GAGATTCCCCAGAATGTCAGATGATAACTGGAAGGACATTTCATTGAACAAGAGGGAGTCAGTGATCCAGCAGCG  1439
gi|58331165|ref|NM_008817.2| GGAAAAATTCATCAAGGATGTGGCTCGCAACCCCAAATCCGGAAGAGCAAGGGAGCTGAACGAGCGTCCTCCTCCAAGGTTCCCCAG---GCCTAATGATAACTGGAAGGACAGTTCCTCCAGCAGAAGAGAGTCAGTGATCCAGGAGAG  1081
gi|73947372|ref|XM_533574.2| GGAAAAATTCATCAAGGATGTTTCACGTAACTCCAAATCGGGAAGGGCCAGAGAATCTAACGATCGGTCACA---GAGGTTCCCCAGAAGGCCAGAAAATGACTGGAAAGGAGTTTCATTCAACAAGAGAGAGTCAGTGATTCAGGAGAG  1010
gi|50872144|ref|NM_001002887.1| GGAGAAGTTCATCAAGGACGTGGCCCGCAGCTCCAGGTCCGGGCGGGCACGGGAGTCAAGTGAGCGGCCGCA---CCGGCTCTCCCGGAGGGCGGGCGGCGACTGGAAAGAAGCATCGTTCAGCAGGAGGGAGGCGGGAGCCTCAGAGAG  1463
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500

                                  **     ** ***   ** *** **** **   ***           *    ** * ***** **   * * *** ** ** ** ***** ** ** ** **  * ** * *  ***  *    ** ** *  *    *       ****
gi|226053125|ref|NM_001146184.1| GGTTTATGAAGGGAATGCATTTAGGGGAGG---CTTTAGGTTTAATTCAACCCTTGTTTCCAGAAAGAGAGTTCTTGAAAGAAAGAGGCGCTATCATTTTGACACAGATGGGAAGGGCTCGATTCACGATCAAAAAGGCTGTCCCAGGAA  1556
gi|114679299|ref|XM_001141226.1| GGTTTATGAAGGGAATGCATTTAGGGGAGG---CTTTAGGTTTAATTCAACCCTTGTTTCCAGAAAGAGAGTTCTTGAAAGAAAGAGGCGCTATCATTTTGACACAGATGGGAAGGGCTCGATTCACGATCAAAAAGCCTGTCCCAGGAA  1586
gi|58331165|ref|NM_008817.2| GGGTTATGAAGGGAGCGCATTTAGGGGCGG---CTTCCGGTTCAACGCAGACCTGGCTTCCAGAAGCAGAGCTCTAGAAAGGAAGAGGCGTTACCACTTTGATTCTGATGAGCGGGGTTCGGGCCATGAGCATAAAAGCTGTGTGAGGAA  1228
gi|73947372|ref|XM_533574.2| GGGCTATGAAGGGAATGCCTTTGGGGGAGG---CTTTAATATGAATTCGAGTCTTGTTTCCAAAAAGAGAGTTCTTGAAAGGAAAAGGCGCTATCAGTTTGACACAGATGGGAAGGGTTCAGTTCATGAGCAGAAAGGCTATGCGCGGAA  1157
gi|50872144|ref|NM_001002887.1| GGGCCCAGAGGGGGGCGCCTTTGGGGGAGGAGGCTTCAGCTGTGGCTCAGACCTGGTTTCCAAAAAGCGTGCTCTGGAGAGAAAAAGGCGCTACCACTTCGACGCGGAAGGGCAGGGCCCAGTGCACGATCCCAGGGGCGGGGCAAGGAA  1613
                         ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

                                      ** ** ** **  *    **     *    **    *    *         *     *         *  **    *   *** **  *  * ** ** ***** *  ** ** ** ** ******** ******   ***   **
gi|226053125|ref|NM_001146184.1| GAAGCCCTTTGAATGTGGTAGTGAGATGAGAAAAGCCATGAGCGTGAGCAGCCTGAGCAGCCTCAGCTCCCCCTCCTTTACCGAGTCACAGCCAATTGATTTTGGGGCAATGCCATATGTATGTGATGAGTGTGGGAGGTCGTTCAGTGT  1706
gi|114679299|ref|XM_001141226.1| GAAGCCCTTTGAATGTGGTAGTGAGATGAGAAAAGCCATGAGCATGAGCAGCCTGAGCAGCCTCAGCTCCCCCTCCTTTACCGAGTCACAGCCAATTGATTTTGGGGCAATGCCATATGTATGTGATGAGTGTGGGAGGTCGTTCAGTGT  1736
gi|58331165|ref|NM_008817.2| GAAGCCTTTTGAGTGTGGTGCTGAGATGAGACAGGCTATGAGCATGGGCAACCTGAACAGCC---------CTTCCTTCTCTGAGTCGCAGTCAATCGATTTTGGGGCCAACCCATACGTGTGTGATGAGTGCGGGAGGCAGTTCAGTGT  1369
gi|73947372|ref|XM_533574.2| GAGACCTTTTGAATGTAG---TGAAATGAGAAAAGCCATGAGTATGAGCAGCCTTAGTGCAC---------CCTCCTTCACCGAGTCGCACCCATTTGATTTTGGGGCAATGCCCTATGTGTGTGATGAGTGTGGGAGGTCTTTCAGTGT  1295
gi|50872144|ref|NM_001002887.1| ACGGCCCTTCGAGTGCGGAGGCGAGGCCCGCAGGGCCGCCAAGGCGGCGGGTGCCAGCAGCCTGAGCGCTCCGCCCGCGGCCCCGTCGCAGCCGCTCGACTTCGGGGCCATGCCCTACGTGTGCGATGAGTGCGGGAGGTCCTTCGCGGT  1763
                         ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800



                                   ** ** ** ***** ** ** ****** **** **  * **** *** ** ** ** ** ** ** ** ** ** ** *  ** **** *** *  ** *   * *  *  ** *  *  ** * ***  **  * *            
gi|226053125|ref|NM_001146184.1| CATCTCAGAATTTGTTGAGCACCAGATCATGCATACTAGAGAGAACCTCTATGAGTATGGTGAGTCCTTTATCCACAGTGTGGCTGTCAGTGAAGTTCAGAAAAGTCAGGTTGGAGGGAAACGTTTTGAATGTAAGGACTGTGGAGAGAC  1856
gi|114679299|ref|XM_001141226.1| CATCTCAGAATTTGTTGAGCACCAGATCATGCATACTAGAGAGAACCTCTATGAGTATGGTGAGTCCTTTATTCACAGTGTGGCTGTCAGTGAAGTTCAGAAAAGTCAGGTTGGAGGGAAACGTTTTGAATGTAAGGACTGTGGAGAGAC  1886
gi|58331165|ref|NM_008817.2| CATCTCTGAGTTTGTTGAGCACCAGATCATGCACACTAGGGAGAACCTCTATGAATATGGAGAGTCCTTTATTCATAGCGTGGCTGTCAATGAGGTGCAAAAAGGTCAGGGTGGGGGGAAACGCTTTGAGTGTAAGGAATGTGGAGAAAC  1519
gi|73947372|ref|XM_533574.2| GATTTCAGAATTTGTCGAACATCAGATCATGCATACTAGAGAGAACCTCTATGAGTACGGTGAATCGTTTATTCATAGTGTGGCTGTCAGTGAGGTTCAGAAAAGTCAGGCTGGGGGGAAACGCTTTGAATGTAAGGAGTGTGGGGAAAC  1445
gi|50872144|ref|NM_001002887.1| CATTTCTGAGTTTGTGGAGCACCAGATCGTGCACACCCGGGAGAGCCTGTACGAGTATGGGGAGTCCTTCATCCACAGTGCAGCCGTCAGTGAGGCCCAGAGCAGGCCCGAGGGTGCCAGGCGCTCTGAGGGTGCGCA------------  1901
                         ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

                                           *    * *   * ** ** ** **       ** **   **   * **    *   **    *  ****    ** **  ** ** **** ***** ***** ** ***** ***** ** ** ** ** ** ** *****
gi|226053125|ref|NM_001146184.1| CTTCAATAAGAGTGCCGCCTTGGCTGAACATCGGAAGATTCATGCTAGAGGTTATCTTGTGGAATGTAAGAATCAGGAATGTGAGGAAGCCTTCATGCCTAGCCCCACCTTTAGTGAGCTTCAGAAAATATATGGCAAAGACAAATTCTA  2006
gi|114679299|ref|XM_001141226.1| CTTCAATAAGAGTGCCGCCTTGGCTGAACATCGGAAGATTCATGCTAGAGGTTATCTTGTGGAATGTAAGAATCAGGAATGTGAGGAAGCCTTCATGCCTAGCCCCACCTTTAGCGAGCTTCAGAAAATATATGGCAAAGACAAATTCTA  2036
gi|58331165|ref|NM_008817.2| CTTCAGTAGGAGTGCTGCCCTGGCAGAGCACCGCCAAATCCATGCTAGAGAATATCTTGCAGAATGTAGAGATCAGGAGGATGAGGAGACCATCATGCCTAGCCCGACCTTTAGTGAGCTGCAGAAGATGTATGGCAAAGATAAGTTCTA  1669
gi|73947372|ref|XM_533574.2| CTTCAGTAAGAGTACCGCTCTTGCTGAACATCGGAAAATTCATGCTAGAGAGCATCTTGCAGAATGTAATGATGAGGAGTATGAGGAGCCCTTCATGCCTAGCCCAACCTTTAGTGAGCTTCAGAAAATATATGGAAAAGATAAATTCTA  1595
gi|50872144|ref|NM_001002887.1| ---------GGCCGCTGGCCTGGCCGAGCATCGGGGGGGCCAGGCCCAAGAGCACCTCCGGGGCAGTGGGGACGAGGAGCAGGACGAGCCCTTCCTGCCCAGCCCCACCTTCAGTGAGCTTCAGAAGATGTACGGCAAGGACAAGTTCTA  2042
                         ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

                                   ** ** * ****** ***** *****  * ** ** ** *********** ******** *  **       *         * ****  ** ** ******                                               
gi|226053125|ref|NM_001146184.1| CGAGTGCAGGGTGTGTAAGGAAACCTTCCTTCATAGTTCTGCCCTGATTGAGCACCAGAAAATCCACTTTGGGG---------ATGACAAAGATAATGAGCGTGAACATGAACGTGA---------------------------------  2114
gi|114679299|ref|XM_001141226.1| CGAGTGCAGGGTGTGTAAGGAAACCTTCCTTCATAGTTCTGCCCTGATTGAGCACCAGAAAATCCACTTTGGGG---------ATGACAAAGATAATGAGCGTGAACATGAACGTGA---------------------------------  2144
gi|58331165|ref|NM_008817.2| TGAGTGCAAGGTGTGCAAGGAGACCTTTCTGCACAGTTCCGCCCTGATTGAGCACCAGAAAATCCATGGTAGAGGCAACTCAGATGACAGAGATAATGAGCGTGAACGCGAACGTGATCGTCTACGTGCACGTGCACGAGAGCAGCGTGA  1819
gi|73947372|ref|XM_533574.2| TGAATGTAAGGTGTGTAAGGAAACCTTCCTTCATAGTTCTGCCCTGATTGACCACCAGAAAACACATGGTAGAG---------ATGACAAAGATAATGAGCGTG----------------------------------------------  1690
gi|50872144|ref|NM_001002887.1| CGAGTGCAAGGTGTGCAAGGAGACCTTCTTGCACAGCTCGGCCCTGATTGAGCACCAGAAGATCCACAGCCACG---------AGGACAGGGAGAAGGAGCGTAG---------------------------------------------  2138
                         ......2110......2120......2130......2140......2150......2160......2170......2180......2190......2200......2210......2220......2230......2240......2250

                                                                      **   ** *      *          *    *** * * **     *   * ** ** ***   ** ** ** ** ** ** *******  ** *  **     ** *****  
gi|226053125|ref|NM_001146184.1| ------------------ACGTGAACGTGAGCGCGGGGAAACCTTTAGGCCCAGCCCAGCCCTTAATGAGTTTCAGAAAATGTATGGTAAAGAGAAAATGTACGAATGTAAGGTGTGTGGGGAGACTTTCCTTCATAGCTCATCCCTGAA  2246
gi|114679299|ref|XM_001141226.1| ------------------ACGTGAACGTGAGCGTGGGGAAACCTTTAGGCCCAGCCCAGCCCTTAATGAGTTTCAGAAAATGTATGGTAAAGAGAAAATGTACGAATGTAAGGTGTGTGGGGAGACTTTCCTTCATAGCTCATCCCTGAA  2276
gi|58331165|ref|NM_008817.2| GCGCGAACGTGAACGGGAGCGTGAGCGTGAGCTTGGGGAACCCTTTCTGACCTGTCCAAACTTCAATGAGTTTCGGAAGATGTACAGGAAAGACAAAATCTATGAGTGCAAAGTGTGTGGGGAGAGCTTTCTTCATCTCTCATCCCTGAG  1969
gi|73947372|ref|XM_533574.2| -----------------------------------GGGAAGCCTTTAAACCCAG------CCTTAATGAGCTTCAGAAAATGTATGGTAAAGAGAAAATGTATGAATGTAAGGTGTGCGGGGAGACCTTCCATCACAGCTCATCCCTGAA  1799
gi|50872144|ref|NM_001002887.1| ---------------------------------TACGGGCGCCGTGAGGCGCACCCCCATGCTCGGAGAGTTGCAGAGGGCCTGCGGGAAGGAGAAACGCTACGAGTGCAAAGTCTGTGGGGAGACCTTCCACCACAGTGCAGCCCTGCG  2255
                         ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                                   ** ** ***** * ***     **** * **  * ***    *     *     *  ***** *****  * *** * ***** **      **  *****  * ***      ******** *  ** ****   * *   *******
gi|226053125|ref|NM_001146184.1| AGAACATCAGAAAATCCATACTAGAGGGAACCCATTTGAAAACAAGGGTAAAGTGTGTGAGGAAACCTTTATTCCTGGTCAGTCCCTTAAAAGGCGTCAGAAAACTTACAATAAGGAGAAGCTCTGTGACTTTACAGATGGCCGGGATGC  2396
gi|114679299|ref|XM_001141226.1| AGAACATCAGAAAATCCATACTAGAGGGAACCCATTTGAAAACAAGGGTAAAGTGTGTGAGGAAACCTTTATTCCTGGTCAGTCCCTTAAAAAGCGTCAGAAAACTTACAATAAGGAGAAGCTCTATGACTTTACAGATGGCCGGGATGC  2426
gi|58331165|ref|NM_008817.2| GGAGCATCAGAAAATCCATACTAGAGGAAACCCATTTGAAAATAAGAGCAGGATGTGCGAGGAGACCTTTGTCCCTAGTCAGTCTCTCCGACGGCGCCAGAAAACTTACAG---AGAGAAGCTGTTCGACTTTAACAATGCCAGGGATGC  2116
gi|73947372|ref|XM_533574.2| AGAACATCAGAAGATCCATACTAGAGGAAACCTATTTGAAAATAAAGGTAAAGTGTGCGAGGAGACCTTTATTCCTGGTCAGTCCCTTAAAAGGCATCAGAAATCTTACTCAAAAGAGAAGCTCTATGATTTTAAGGATGGTGGGGATGC  1949
gi|50872144|ref|NM_001002887.1| GGAGCACCAGAAGACCCACGGCCGAGGGAGCCCGTCTGAGGGCAGGGCCAGAGCCTTCGAGGAGACCTTCATTCCTGGCCAGTCCCTGAAGAGGCGCCAGAAGACCTACTCTAAAGAGAAGCTCTACGACTTTAGAGAGGGCGGGGATGC  2405
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                    *   *   * ******   **  ***** *******  * *** ** * ** *   *  **  ** * ** *  *****  *  *  *                   *  ************** ** ** ** ** ** *  **   
gi|226053125|ref|NM_001146184.1| CTTCATGCAAAGCTCAGAGCTCAGTGAGCATCAGAAAATTCATTCTCGAAAGAACCTCTTTGAAGGCAGAGGGTATGAGAAATCTGTCATTCATAGTGGGCCATTCACTGAATCTCAGAAGAGTCATACTATAACAAGACCTCTTGAAAG  2546
gi|114679299|ref|XM_001141226.1| CTTCATGCAAAGCTCAGAGCTCAGTGAGCATCAGAAAATTCATTCTCGAAAGAACCTCTTTGAAGGCAGAGGGTATGAGAAATCTGTCATTCATAGTGGGCCATTCACGGAATCTCAGAAGAGTCATACTATAACAAGACCTCTTGAAAG  2576
gi|58331165|ref|NM_008817.2| ACTGATGGGAAACTCAGACTCCAGCGAGCATCAGAAAAACCGTTCCCGAAGGAACTTCTTTGAGGGCAGAGGATTTGAGAAACCCTTCGTT------------------GAATCTCAGAAGAGTCATACTATAACAAGACCACCTGAAAA  2248
gi|73947372|ref|XM_533574.2| CTTTCGGCAAAGCTCAGACCTCAGTGAGCATCAGAAAATTCATTCTCGAAAGAACCTATATGAAGGCAGGGGGTACGAGAAGTCTGTCATTCATAGCGTGCCATTCACTGAATCTCAGAAGAGTCATACCATAACAAGACCACCTGAAAA  2099
gi|50872144|ref|NM_001002887.1| CTTTGGGCGGAGCTCAGACTTCATGGAGCACCAGAAAATTCATTCTCGGAAGAGCTACTTCGACAGCCGGGGGTATGAGAAGCCGCTGCTCCACAGCATGTCCATGCCCGGCTCTCAGAAGAGTCACACGATCACCAGGCCGCCCGAGGA  2555
                         ......2560......2570......2580......2590......2600......2610......2620......2630......2640......2650......2660......2670......2680......2690......2700



                                    * ** ** ** *** * *****    **    * ***  * **    * * *    *              * **   **   *   * ** ****** *  *  * ** *** * * *          ***      *    *   *
gi|226053125|ref|NM_001146184.1| TGATGAGGACGAAAAGGCGTTCACCATTAGCTCTAACCCCTATGAAAACCAGAAGATTCCCACTAAGGAAAATGTCTATGAGGCAAAATCATATGAGAGGTCTGTTATTCATAGCTTAGCCTCTGTGGAAGCTCAGAAAAGT---CACAG  2693
gi|114679299|ref|XM_001141226.1| TGATGAGGACGAAAAGGCGTTCACCATTAGCTCTAACCCCTATGAAAACCAGAAGATTCCCACTAAGGAAAATGTCTATGAGGCAAAATCATATGAGAGGTCTGTTATTCATAGCTTAGCCTCTGTGGAAGCTCAGAAAAGT---CACAG  2723
gi|58331165|ref|NM_008817.2| CAAAGACGATGACAAGCCGTTCACCATCAGTGTCAACCCTAATGACAAGCTGAAATTCCCCATCATGGAAAATGGCTCCCAGGGCAAATCCTATGAGAGGTCTGTTATTCATAGCTTGGGCTCCGCAGAAGCTCAGAAGAGT---CATGG  2395
gi|73947372|ref|XM_533574.2| TGAGGAGGATGAGAAGGCGTTCACCATTAGCTCTAACCCTGATGACAATCAGAAGATTCCCACTAAAGAAAATGCCTGTGAGAGGAAACCATACGAGAGGTCTGTTATTCATAGCTTAGCCTTTGCTAAAGCTCAGAAAAGTTGTCACAG  2249
gi|50872144|ref|NM_001002887.1| TGAGGACGAAGAGAAGGCATTCACTGCCAGTAGCAGCCCCGAAGATGGCCAGGAGGCCC------------GGGGCTACGAGAGGAGCGCCTACGAGAGGGCCATCCTCCACAGCCTGGCCGCCTTCCGGCCTCCCCGTGGC---CTCAG  2690
                         ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

                                   * *   ***   **    ***       *  ***    *      * *                        *         ******  *              *     *        **  *  ** *   *              
gi|226053125|ref|NM_001146184.1| TGTAGCAGGGCCCAGTAAACCAAAAGTAATGGCAGAGTCTACCATTCAGAGCTTCGATGCTATCAACCATCAGAGAGTTCGTGCTGGAGGGAACACCTCTGAAGGAAGGGAATACAGTAGGTCTGTTATCCATAGCTTAGTGGCTTCCAA  2843
gi|114679299|ref|XM_001141226.1| TGTAGCAGGGCCCAGTAAACCAAAAGTAATGGCAGAGTCTACCATTCAGAGCTTCGATGCTATCAACCATCAGAGAGTTCGTGCTGGAGGGAACACCTCTGAAGGAAGGGAATACAGTAGGTCTGTTATCCATAGCTTAGTGGCTTCCAA  2873
gi|58331165|ref|NM_008817.2| TGGACTGGGGTTCAGTAAACCAAGACCAGTGGCAGAGTCTAGCACCCAGAGCTCAAGCAGCATTTACTACCCCAGAGCACACTCTGGAGGCAACACCTATGAAGGAAAAGAATACAAGGACTCTATCATCCATAGCTTGCCAGCTCCTCG  2545
gi|73947372|ref|XM_533574.2| TGCAGTGGGGCCCAGTAAACCACAAGTGATTGCAGAATCTGCCACTCAGACCTCAGGTGTTATTGAACATCAGAAAGTCCATGCTGGAGAGAA---TTCTGAAGGAAAGAAATATGAAACATCTGTTATCCATACCTTAGCTGCTTTCAA  2396
gi|50872144|ref|NM_001002887.1| GGAAGACGGGG--AGCCCTCCACATACC-TCTCAGGCCTTCGTGACCCGCCACAGAAGACCCCAGCCTGGGAGAGCCCTTATGCTGGAGGCAG---------GCACAGCTTTTTCAGGAGCTCAGTCTTCTACCGCGCATCGCGCCCTGC  2828
                         ......2860......2870......2880......2890......2900......2910......2920......2930......2940......2950......2960......2970......2980......2990......3000

                                   ****              *   * *           *   *       ** *** *****        * ** *           **     ***    * *****   *         ***  *    *          *  * *  *
gi|226053125|ref|NM_001146184.1| ACCTCCAAGAAGTCACAATGGAAATGAATTGGTGGAATCTAATGAGAAGGGAGAATCCTCCATTTATATCTCAGACCTTAATGATAAGCGACAGAAGATTCCTGCCAGAGAGAACCCTTGTGAAGGGGGCAGTAAGAATCGCAACTATGA  2993
gi|114679299|ref|XM_001141226.1| ACCTCCAAGAAGTCACAATGGAAATGAATTGGTGGAATCTAATGAGAAGGGAGAATCCTCCATCTATATCTCAGACCTTAATGATAAGCGACAGAAGATTCCTGCCAGAGAGAACCCTTGTGAAGGGGGCAGTAAGAATCGCAACTATGA  3023
gi|58331165|ref|NM_008817.2| ACCTCTGAAACGTCATAGAGCAAATGACCATATTCAATGTGATGAGGGGGGAGAATCCTCCATTTATATCCCAGATATTATTAATAAGGGAAGGAAGATTCCTGCCAGAGAAGATGCTTATGAAGGAAGTAGCAGCA---GCAACTACCA  2692
gi|73947372|ref|XM_533574.2| ACCTCCCAAAAATTGCAGTGGAAACGAAGTCGTTCAATGTGATGAGAAGGGAGAATCCTCCACTTACCTCTCAAATCTCTGTGATAAGCAACAGAAAACTCCTGCCAGAGAGACCCCTTATGAAGGGGCTAAGAGTA---ACAACCAAAA  2543
gi|50872144|ref|NM_001002887.1| TCCTCTGGACCACCTTGCTGGGGAAGGCCCCAGCGGGTGGCAGAGAGACGGCGAAGCCTCCGGCCCCAGCTCAGAT---GGCCGCCAGCACCAGAAGGCACGTGCCAAGAAGAAGAACATTGAGCGCAAGAATTACGA-CGCCTCCATGA  2974
                         ......3010......3020......3030......3040......3050......3060......3070......3080......3090......3100......3110......3120......3130......3140......3150

                                              **    ** **    *    *  ***    *  *    *  *  **                              *  *   * *  *****     *    *** * *****    *     *  ** **      
gi|226053125|ref|NM_001146184.1| AGACTCTGTCATACAGAGTGTATTCCGTGCCAAACCTCAGAAAAGTGTTCCTGGAGAGGGATCTGGTGAGTTTAAGAAGGATGGCGAATTCTCTGTTCCCAGCTCAAATGTCCGTGAATACCAGAAGGCTCGTGCTAAAAAGAAATACAT  3143
gi|114679299|ref|XM_001141226.1| AGACTCTGTCATACAGAGTGTATCCCGTGCCAAACCTCAGAAAAGTGTTCCTGGAGAGGGATCTGGTGAGTTTAAGAAGGATGGCGAATTCTCTGTTCCCAGCTCAAATGTCCGTGAATACCAGAAGGCTCGTGCTAAAAAGAAATACAT  3173
gi|58331165|ref|NM_008817.2| ---------CACACCAAATGTATCCCGTGCTGAGCCTCC---AAGTCTTTCTGGAGAG---TCCCATGACTCTAAGCAGGATGTCACGTTTTCAGTTCCCAGCTCAAGTGTTCGTGAACACCAGAAAGCTCGTGCCAAAAAGAAGTACAT  2827
gi|73947372|ref|XM_533574.2| GGACTCTGTCATACAAAGTGTATCCCGTATCGAACCTCAGAAAAGTCTTCCCAGTCAG------------------GGGTCCAGTGAATCCTCTATTCCCAGCTCAAATGTCCGAGAACATCAGAAGGCTCGTGCTAAGAAAAAAAACAT  2675
gi|50872144|ref|NM_001002887.1| ---------TGCACTCCCTGCATTT--TGGTGAGTCTCAAACATTTCGCCCGAGAGAGAGATTTTACGAATGTCTAGAATGTGGAGAGTTCTTTGTCCGTAGCTCTGAGCTGGCTGAACACCAGAAGATCCACAACAGGAAGAAGCTTTC  3113
                         ......3160......3170......3180......3190......3200......3210......3220......3230......3240......3250......3260......3270......3280......3290......3300

                                   *     *  * * *       *****  * * *   **    *    ***        *      **   *        *        **         *  *             *    * ** **     ***  ****  * * *
gi|226053125|ref|NM_001146184.1| TGAGCATAGGAGCAATGAGACCTCTGTAATTCACTCTCTGCCTTTTGGTGAACAA---ACATTTCGCCCTCGAGGGATGCTCTATGAATGTCAGGAGTGTGGGGAGTGCTTTGCTCATAGCTCTGACCTCACTGAGCACCAGAAGATTCA  3290
gi|114679299|ref|XM_001141226.1| TGAGCATAGGAGCAATGAGACCTCTGTAATTCACTCTCTGCCTTTTGGTGAACAA---ACATTTCGCCCTCGAGGGATGCTCTATGAATGTCAGGAGTGTGGGGAGTGCTTTGCTCATAGCTCTGACCTCACTGAGCACCAGAAGATTCA  3320
gi|58331165|ref|NM_008817.2| TGAGCCCAGGAACAACGAGACCTCTGTTATCCACTCCCTACCTTTTGGTGAGTTGCTTGCAGGTCACCGTAGGGCAAAGTTCTTTGAGTGTCAGGAATGCGGGGAGGCCTTTGCTCGTAGGTCTGAGCTCATTGAGCACCAGAAGATTCA  2977
gi|73947372|ref|XM_533574.2| CGAGCATAGGAACTATGAGACCTCTGTAATTCACTCCCTACGTTTTGGTGAACCTCAAACATTTCGCCCTAGAGAGAAATTCTATGAATGTCCAGAGTGTGGAGAATCCTTTGTTCGTATCTCCGACCTCACTGAGCATCAGAAGATTCA  2825
gi|50872144|ref|NM_001002887.1| TGGAAGTAAAAACTACCTACGGTCTGTCCTTCGCAGCCTGTCCTCCACTGACCCTCAGACCAGCTACCAAGGCCAGTCAGTGCAGATGAGTTATCCCCAGGAAGCAGCTCAGACCAGTTATGCTGAGCTAGC--AGC-TCAGACCAGTTA  3260
                         ......3310......3320......3330......3340......3350......3360......3370......3380......3390......3400......3410......3420......3430......3440......3450

                                   * *    *    **  **   * *    *    *      * *       ***  *  *  * *   ***  **** ** *****  *  *    *                       *      *  * * **        *  *  
gi|226053125|ref|NM_001146184.1| TGATAGGGAGAAGCCCTCTGGAAGCAGAAACTATGAATGGTCTGTCATTCGCAGCTTGGCCCCTACTGACC--CTCAAACAAGTTACGCCCAAGAGC---------------------AGTATGCTAAAGAGCAAGCGCGGAACAAATGT  3417
gi|114679299|ref|XM_001141226.1| TGATAGAGAGAAGCCCTCTGGAAGCAGAAACTATGAATGGTCTGTCATTCGCAGCTTGGCCCCTACTGACC--CTCAAACAAGTTACGCCCAAGAGC---------------------AGTATGCTAAAGAGCAAGCGTGGAACAAATGT  3447
gi|58331165|ref|NM_008817.2| TGATAGAGAAAGACCTTCTGGAAGCCGACATTATGAGCGCTCTGTCATCCGCAGCCTTGCGCCCAGTGACC--CTCAGACCAGTTATGCCCAAGAAC---------------------GTTTCATCCAAGAACAAGTGCG---TAAATTC  3101
gi|73947372|ref|XM_533574.2| CGATAGAAAGAAGCCCTCTGGAAGCAAAAACTATGAACGATCTGTAATTCGCAGCTTAGCCTCTACTGACC--CTCAAACAAGTTACGCTGAACAGCAAGCACAGACAACACAGACGAGTTTTGCTGAACAGCAAGTGCACAACAAATGT  2973
gi|50872144|ref|NM_001002887.1| TGCT---GAAGAGCCAGCTCAGACCAGTTACGCCGTAGAGCCAGCTCAGACCAG--TTACGCCGAAGAACCAGCTCAGACCAGTTACACTGAGGCAC---------CAGCTGAGGCTAGTTATACTGAGGAACCAGCTCAGACCAGTTGT  3396
                         ......3460......3470......3480......3490......3500......3510......3520......3530......3540......3550......3560......3570......3580......3590......3600



                                  *     *          *   *           * * *       * *  *        *                                                               ** *  *    *      **       
gi|226053125|ref|NM_001146184.1| A---AGGA----CTTCAGACAA----TTTTTTGCTACCAGCGAAGACC--TCA----ACACAAA----------------------------------------------------------CCAGAAAATCTATGACCAAGAG------  3486
gi|114679299|ref|XM_001141226.1| A---AGGA----GTTCAGACAA----TTTTTTGCTACCAGCGAAGACC--TCA----ACACAAA----------------------------------------------------------CCAGAAAATCTATGACCAAGAG------  3516
gi|58331165|ref|NM_008817.2| A---GAGC----GTTTGGACAA----CGCTCAACTACCAGCAACAACC--TCAGTGTACAGAAAATCTATGCCCAAGAGACATTTAATGCCGAG--GAGCCCCATGATAAAGAAACTCATGGTCAAAAAATTCATGACAAAGAGCCATAT  3236
gi|73947372|ref|XM_533574.2| A---AGGA----GTGTGGGGAA----TGCTTTGCTACCCTTGAAGAGC--TTGGTGCACA--------------------------------------------------------------TCAGAAAATCTATGCCCGAGAG------  3042
gi|50872144|ref|NM_001002887.1| ATTGAGGAACCAGCTCAGACCAGTTACACCAACCCAGCAGCTGAGACCAGTTACGCCGAAGAACCAGCTCAGACCAGTTACACTGAGGCACCAGCTGAGGCTAGTTATACTGAGGAACCAGCTCAGACCAGTTGTATTGAGGAACCAGCT  3546
                         ......3610......3620......3630......3640......3650......3660......3670......3680......3690......3700......3710......3720......3730......3740......3750

                                                                                                                                   *    *  *    *   *                                   
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------AAGTCTCATGGCGAGG--AGTCTCAAGGCGAGAA--------------------  3518
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------AAGTCTCATGGCGAGG--AGTCTCAAGGCGAGAA--------------------  3548
gi|58331165|ref|NM_008817.2| GGTAAGGAGCCCAGTGGCAAGGAGCCCCATGGTGATGAGCCCCAGGACAAAGAACCCCTTGATCAGGAGATGCGCAGTGAAGAGCCCCATGATGATAAGCCCCATGGCCAGG--AGCCCCATGATGATAAGCCCCATGGCCAGGAGCCCC  3384
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------GAATTTCATGGTCGGA--AGCTCTTTGGAAACTC--------------------  3074
gi|50872144|ref|NM_001002887.1| CAGACCAGTTACACCAACCCAGCAGCTGAGACCAGTTACACTGAAGAACCAGCTCAGACCAGTTACACTGAGGCACCAGCTGAGGCCAGTGGTATTGAAGAACCAGCTCAGACCAATTACACAGAGGAATCAGCTGAGGTCAGTTATACT  3696
                         ......3760......3770......3780......3790......3800......3810......3820......3830......3840......3850......3860......3870......3880......3890......3900

                                                                                                                                      *                                                *
gi|226053125|ref|NM_001146184.1| ----------------------------------------------------------------------------------------TA--CTGATGGGGAG--------------------------------------------GAG  3534
gi|114679299|ref|XM_001141226.1| ----------------------------------------------------------------------------------------TA--CTGATGGGGAG--------------------------------------------GAG  3564
gi|58331165|ref|NM_008817.2| ATGATGATAAGCCCCATGGCCAGGAGCCCCACGGTGATGAGCCCCATGGCCAGGAGCCCCACGGTGATGAGCCCCATGACAAGGAACCCA--TTGATCAGGAGATGCGCAGTGAAGAGCCCCACAGTGAAGAGTCTCATGGTGA--TGAG  3530
gi|73947372|ref|XM_533574.2| ----------------------------------------------------------------------------------------TG--TTATTCAGGGCGTAGGCCTTG----------------------------------ATG  3100
gi|50872144|ref|NM_001002887.1| GAGGAACCATCTCAGACCAGCTGTATTGAAGAACCAGCTCAGACCAGTTACACTGACCCAGCAGCTGAGACCAGTTACACCGAAGAACCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTGCACCGAAGAGCCAGCTCAG  3846
                         ......3910......3920......3930......3940......3950......3960......3970......3980......3990......4000......4010......4020......4030......4040......4050

                                    *    *     *    *  *  * *   *          **        **         **      **      * **     * *  ***  **   *    * *       * * ** **     ***       **  *    
gi|226053125|ref|NM_001146184.1| ACCCACAGCGAGGAGACCCATGGTCAGGAGACAATTGA---AGACCCTGT-CATTCAAGGCTCAGACATGGAAGACCCTCAGAAGGATGACCCTGATGACAAAATCTATGAATGTGAGGACTGTGGCCTGGGCTTTG-TGGATCTCACAG  3679
gi|114679299|ref|XM_001141226.1| ACCCACAGCGAGGAGACCCATGGTCAGGAGACAATTGA---AGACCCTGT-CATTCAAGGCTCAGACATGGAAGACCCTCAGAAGGATGACCCTGATGACAAAATCTATGAATGTGAGGACTGTGGCCTGGGCTTTG-TGGATCTCACAG  3709
gi|58331165|ref|NM_008817.2| CCCCATGGTGAAGAGTCCCATGGCCAGGAGAAAGTTGA---AGATGCTAC-CATTCAGGCCTCAGTTTCTGAAGAGCATCAGAAAGATGACGCTGGTGATGCAATCTATGAATGCCAGGACTGTGGGCTGGGCTTTA-CTGATCTCAATG  3675
gi|73947372|ref|XM_533574.2| GGCCTCGGCTGGTAGAGTCTCGGCCTGAAGAGCCTCGGC--AGGAAGAGC-CAGATGAA---CAGGAT--GAGCCAGATGAGCAAGATGAGCCTGAAGACACAATCTATGGATGTAAGGACTGTGGGCTAGGCTTTG-CACATCGCGCAG  3241
gi|50872144|ref|NM_001002887.1| ACCAGTTGCACCGAAGAACCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTACACCAA-GGAGCCAGCTGAGGCCAGTTATACTGAGGAACCAGCTCA-GACCAGTTGTATTGAGGAACCAGCTCAGACCAATTACACCA  3994
                         ......4060......4070......4080......4090......4100......4110......4120......4130......4140......4150......4160......4170......4180......4190......4200

                                  *     *         **      * *      **   ***          **     *  **  * **  *   *** *            **  ** * *    *   ** *       *            *** * *  * * *  
gi|226053125|ref|NM_001146184.1| A-----CCTCACAGACCAT-----CAGAAAGTCCACAGCAGGAAGTGC---CTGGTTGA-CAGTCGGGAGTACACACATTCTGTAAT----TCACACCCATTCCATCAGCGAGTATCAGAGAGATTACACTGGAGAGCAGCTGTATGAAT  3811
gi|114679299|ref|XM_001141226.1| A-----CCTCACAGACCAT-----CAGAAAGTCCACAGCAGGAAGTGC---CTGGTTGA-CAGTCGGGAGTACACACATTCTGTAAT----TCACACCCATTCCATCAGCGAGTATCAGAGAGATTACACTGGAGAGCAGCTGTATGAAT  3841
gi|58331165|ref|NM_008817.2| A-----CCTCACAAGCCAC-----CAGGACACCCATAGCAGAAAGGCT---CTGGTTGA-CAGTCGTGAATATGCACATTCTGAAGT----TCATGCCCACTCCGTCAGCGAATTTGAGAAAAAATGCTCTGGAGAGAAACTATATGAAT  3807
gi|73947372|ref|XM_533574.2| A-----CCTTAAGGATCAT-----CAGAAGGTACATGGCAGAGAGTAT---CTCATCGA-TAGTCGTGAGTACACACATTCTGTGAT----CCATACCCATTCTGTCAGTGAATATCAGAAAGATTATATCGGAGAGCAGCTCTATGAAT  3373
gi|50872144|ref|NM_001002887.1| AGGAATCAGCTAAGGCCAGTTATACTGAGGAACCAGCTCAGACCAGTTACACTGACCCAGCAGCTGAGACCAGTTACACTGAAGAACCAGCTCAGACCAATTACACCGTGGAATCCGCTGAAGCCAGTTATACTGAGGAACCATCTCA--  4142
                         ......4210......4220......4230......4240......4250......4260......4270......4280......4290......4300......4310......4320......4330......4340......4350

                                  * **    ***   **         *** * *   *   **     **** * ** *      *  *   *  *                       *        *           *   *   *  *     **        *    
gi|226053125|ref|NM_001146184.1| GTCCAAAGTGTGGGGAATCTTTTATTCATAGCTCAT-TCCTTTTCGAGCATCAGAGAATCCATGAACAAGACCAGTTGTATTCCATGAAGGGGTGTGATGATGGTTTTATTGCCCTCTTGCCCATGAAGCCACGGAGGAATCGTGCTGCA  3960
gi|114679299|ref|XM_001141226.1| GTCCAAAGTGTGGGGAATCTTTTATTCATAGCTCAT-TCCTTTTCGAGCATCAGAGAATCCATGAACAAGACCAGTTGTATTCCATGAAGGGGTGTGATGATGGTTTTATTGCCCTCTTGCCCATGAAGCCACGGAGGAATCGTGCTGCG  3990
gi|58331165|ref|NM_008817.2| GTCCAAAATGTGGGGAGTCTTTCATTCACAGCTCGT-TACTTTTCGAGCACCAGAGAGTTCACGAACAAGACCAGCTGTATTCCGTAAAGGCCTGTGATGACGCTTTCATCGCTCTGTTGCCCGTGAGACCAAGGAGAAATTGCACTGTT  3956
gi|73947372|ref|XM_533574.2| GCCCTGCATGTGGGGAATCTTTTGTTCATAGCTCAT-TCCTTTTTGAGCATCAGAAAATCCATGAGCAAGATCAATTTTATGGCCATAGAAGGTACGATGAGCCTTTTGTGCAACCCTTGGTCATTAACCCACGGAGGCCTCGTGCCCCA  3522
gi|50872144|ref|NM_001002887.1| GACCAGC-TGTATTGAAGAACCAGCTCAGACCAGTTACACTGACTCAGCAGCTGATACCAGTTGCACCGAAGAACCAGCTCAGACCAGTTGCACCGAAGAGCCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTGCACCG  4291
                         ......4360......4370......4380......4390......4400......4410......4420......4430......4440......4450......4460......4470......4480......4490......4500



                                   * *   * *           *   *       *    *        * *   ****       ***       **  *  *   * **  * ***      *      *  *        ** ***           *        *  
gi|226053125|ref|NM_001146184.1| GAGAGGAATCCTGCTCTTGCTGGGTCGGCCATTCGATGCCTTTTG--TGTGGACAAGGCTTCATTCATAGCT-CTGCCCTTAATGAGCATATGAGACTTCATAGGGAAGATGATTTACT-GGAGCAG-------AGCCAGATGGCTGAGG  4099
gi|114679299|ref|XM_001141226.1| GAGAGGAATCCTGCTCTTGCTGGGTCAGCCATTCGATGCCTTTTG--TGTGGACAAGGCTTCATTCATAGCT-CTGCCCTTAATGAGCATATGAGACTTCATAGGGAAGATGATTTACT-GGAGCAG-------AGCCAGATGGCTGAGG  4129
gi|58331165|ref|NM_008817.2| GAAAGGAATCCTGCCGTTTCTGGGTCAGCCATTCGATGCCGTCAG--TGTGGACAAGGCTTCATTCACAGTT-CTGCCCTAAATGAGCACATGAGACAGCACAGAGATAATGAAATAAT-GGAACAG-------AGTGAGCTTTCAGATG  4095
gi|73947372|ref|XM_533574.2| CAGAAGAATCCTCC---TGCAGGAACATCTCTTCAATGCCATGTG--TGTGGACAAGACTTCATTCATGGCT-CTGTCCTTAGTGAACATATGAGAATTCATACTGGAGAGGATTTACC-AGAGCAG-------GGCCAGAGAAGTGAAG  3658
gi|50872144|ref|NM_001002887.1| AAGAACCAGCTCAGACCAGTTGCACCGAAGAACCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTGCACCGAAGAACCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTGCACCGAAGAACCAGCTCAGA  4441
                         ......4510......4520......4530......4540......4550......4560......4570......4580......4590......4600......4610......4620......4630......4640......4650

                                         **    **    *** *  **  * *  **  * **    *    ***       *      *       *  *   * *    *   *          *        *   *           * * *    * *  ** * 
gi|226053125|ref|NM_001146184.1| AAGCTATCATTCCAGGCTTAGCCCTCACTGAGTTTCAGAGAAGTCAGACCGAAGAGAGACTCTTTGAATGTGCAGTCTGTGGAGAATCTTTCGTCA-ACCCAGCAGAACTTGCAGATCACGTAACT---GTTCATAAGAATGAGCCCTAT  4245
gi|114679299|ref|XM_001141226.1| AAGCTATCATTCCAGGCTTAGCCCTCACTGAGTTTCAGAGAAGTCAGACCGAAGAGAGACTCTTTGAATGTGCAGTCTGTGGAGAATCTTTCATCA-ACCCAGCAGAACTTGCAGATCACGTAACT---GTTCATAAGAATGAGCCCTAT  4275
gi|58331165|ref|NM_008817.2| AGATTTTCATTCAAGGCCTAGCCCTCACTGAGTATCAGGGGAGTGAAACAGAAGAGAAGCTTTTCGAGTGCACAATCTGTGGGGAATGCTTCTTCA-CTGCCAAACAGCTCGGGGACCACCACACCAAAGTTCACAAGGATGAGCCCTAT  4244
gi|73947372|ref|XM_533574.2| ATGCAGTCAGTCCAGGCCTAGCCCTCACTGAATTTCAGAGAAGCCAAACCGAAGAGAAACACTATGAATGTAAAACATGTGGAGAATCTTTCCTCA-ATCAGGCAGACCTTAGGGAGCACATGAGAATTCATGAGAAGGATGAGCCCTAT  3807
gi|50872144|ref|NM_001002887.1| CCAGTTACACCGAAGAACCAGCTCAGACC-AGTTACACCGAAGAACCAGCTCAGACCAGTTATACCCAAGAACCAGCTCAGACCAGTTGCACCGAAGAACCAGCTCAGACCAGTTACACCGAAGAACCAGCTCAGACCAGTTACACCGAA  4590
                         ......4660......4670......4680......4690......4700......4710......4720......4730......4740......4750......4760......4770......4780......4790......4800

                                  **    *    * **   *     **     *   **  **         *            *         *   * * **    *   ** **   *      *     * *                 *  *   *  *       
gi|226053125|ref|NM_001146184.1| GAGTACG---GGTCCTCCTATACTCACACCTCATTTCTTACTGAGCCCCTCAAAGGAGCTATACCATTCTATGAATGCAAGGATTGTGGTAAGTCC---TTTATTCATAGCACAGTCCTCACTAAACAT-AAGGAGCTTCATCTGGAAGA  4388
gi|114679299|ref|XM_001141226.1| GAGTACG---GGTCCTCCTATACTCACACCTCATTTCTTACTGAGCCCCTCAAAGGAGCTATACCATTCTATGAATGCAAGGATTGTGGTAAGTCC---TTTATTCATAGCACAGTCCTCACTAAACAT-AAGGAGCTTCATCTGGAAGA  4418
gi|58331165|ref|NM_008817.2| GAGTATG---GGCCCTCCTACACCCATGCCTCCTTTCTCACCGAGCCCCTCAGGAAGCACATCCCACTGTACGAATGCAAAGATTGCGGCCAGTCC---TTCCTAGACGACACTGTCATCGCTGAGCGC-ATGGTGTTTCATCCTGAGCG  4387
gi|73947372|ref|XM_533574.2| GATTATG---GGGCCTCCTTTGTTCACACCTCATTTCTTACTGAGCCTCCCAAAAGAGATTCACCATTTTATGAATGCAAGGACTGTGGGAAGTCC---TTTATTCATAACACAGTTCTCAATAAACAT-CAGAAGCTTCATCTTGAAGA  3950
gi|50872144|ref|NM_001002887.1| GAACCAGCTCAGACCAGTTACACCCAAGAACCAGCTCAGACCAGTTACACCGAGGAACCAGCTCAGACCAGTTACACCGAAGAACCAGCTCAGACCAGTTACGCCCAAGAACCAGCTCAGACCAGTTACGCCGAGGAACCGGCTCAGACC  4740
                         ......4810......4820......4830......4840......4850......4860......4870......4880......4890......4900......4910......4920......4930......4940......4950

                                  **  * *  *                                    *   **   **   * ****   **   *   ** *          * *  * *    *   *     *           **        *   * ** **   
gi|226053125|ref|NM_001146184.1| AG--AAGAAGAAGATGAAGCAGCAGCAGCTGCAGCAGCAGCAGC--CCAGGA--AGTTGAAGCCAATGTCCATGTTCCACAAGTAGTTCTGAGGATTCAG---GGCTTAAACGTAGAGGCTGCTGAGCCAGAAGTGGAGGCTGCCGAGCC  4529
gi|114679299|ref|XM_001141226.1| AG--AAGAAGAAGATGAAGCAGCAGCAGCTGCAGCAGCAGCAGC--CCAGGA--AGTTGAAGCCAATGTCCATGTTCCACAAGTAGTTCTGAGGATTCAG---GGCTCAAACGTAGAGGCTGCTGAGCCAGAAGTGGAGGCTGCCGAGCC  4559
gi|58331165|ref|NM_008817.2| AG--AAGGTGGGTCAGAAATAGTAGCTGCCACTGC-----------CCAAGA--GGTCGAAGCCAATGTCCTCATCCCACAAGAAGTACTGCGAATCCAG---GGGTCAAATGCAGAAGCTGCTGAGCCCGAAGTGGAGGCTGCAGAGCC  4519
gi|73947372|ref|XM_533574.2| AG--AGGAAGAAGAAGGAGC--------------------------CCAAGA--GGTGGAAGCCAATGTCCTTGTTCCACGAGAAGTTTTACGAATCCAG---GGATCAAATGTAGAAGCTGCTGAGCCAGAGGTAGAGGCTGCTGAACC  4067
gi|50872144|ref|NM_001002887.1| AGTTACGCCGAAGAACCGGCTCAGACCAGTTACGCCGAAGAACCGGCTCAGACCAGTTACACCCAAGAACCGGCTCAGACCAATTACACCGAGGAGCCGGCTGAGGCCAGTTACACCGAGGAACCGGCTCAGACCAGTTAC-GCCGAGGA  4889
                         ......4960......4970......4980......4990......5000......5010......5020......5030......5040......5050......5060......5070......5080......5090......5100

                                      *   ** *     * **  *   ***  * **  ** * *     *  *  ***   * *****   *  * ** *  ** **   *    ** *     * **  * * *  ***   ** ***    *  * *   * *     
gi|226053125|ref|NM_001146184.1| AGAAGTGGAGGCTGCTGAGCCAGAAGTGGAGGCTGCTGAGCCAAACGGAGAGGCTGAA--GGGCCAGAT-GGAGAGGCTGCAGAGCCCATTGGAGAGGCTGGACAGCCAAATGGAGAGGCC--GAGCAGCCAAATGGGGATGCTGAT--G  4672
gi|114679299|ref|XM_001141226.1| AGAAGTGGAGGCTGCTGAGCCAGAAGTGGAGGCTGCTGAGCCAAACGGAGAGGCTGAA--GGGCCAGAT-GGAGAGGCTGCAGAGCCCATTGGAGAGGCTGGACAGCCAAATGGAGAGGCC--GAGCAGCCAAATGGGGATGCTGAT--G  4702
gi|58331165|ref|NM_008817.2| CGAGGTGGAGGCTGCAGAGCCTGAGGTGGAGGCTGCAGAGCCTAATGGAGAGGCTGAA--GGGCCAGAT-GGAGAAGCTGCTGAGCCTGATGGCGAGGCTGAGCAGCCCAATGGAGAGGCT--GAACAGCCAAACGGTGATGCTGAC--G  4662
gi|73947372|ref|XM_533574.2| AGAAGTGGAGGCTGCCGAGCCTAATGTGGAGGCTGCTGAGCCCAATGGAGAGGCTGAA--GGGCCAGAT-GGGGAGGCTGCGGAGCCAAATGGAGAGGCCGAACAGCCCAATGGAGAGGCT--GAACAGCCCAATGGAGATGCTGAT--G  4210
gi|50872144|ref|NM_001002887.1| ACCGGCTCAGACCAGTTATCCTGA---GGAACCGGCTCAGACCAGTTACGCCGAGGAACCAGCCCAGACCAGTTACGCCGAGGAACCGGCT---CAGACCAGTTATCCTGAGGAACCGGCTCAGACCAGTTACACCGAGGAACCGGCTCA  5033
                         ......5110......5120......5130......5140......5150......5160......5170......5180......5190......5200......5210......5220......5230......5240......5250

                                    ****      *  * *     * * ****  *   * * *** ** ** *            * *  ** ** ** *   **    *  **** ** ** ** *    *    *  **   ** ** ****   *     *  *   *
gi|226053125|ref|NM_001146184.1| AGCCAGATGGTGCAGGTATTGAAGACCCAGAAGAAAGAGC-TGAAGAGCCAGAGGGAA------AAGCTGAAGAGCCAG---AGG---GAGATGCCGACGAGCCTGAC-GGTGTGGGAAT--TGAAGACCCAGAAGA---AGGTGAAGAT  4803
gi|114679299|ref|XM_001141226.1| AGCCAGATGGTGCAGGTATTGAAGACCCAGAAGAAAGAGC-TGAAGAGCCAGAGGGAA------AAGCTGAAGAGCCAG---AGG---GAGATGCCGACGAGCCTGAC-GGTGTGGGAAT--TGAAGACCCAGAAGA---AGGTGAAGAT  4833
gi|58331165|ref|NM_008817.2| AGCCAGACGGAGCCGGGATCGAAGACCCAGAAGAGAGAGC-TGACGAGCCTGAGGAAG------ACGTCGAAGAGCCAG---AGG---GAGATGCAGATGAGCCCGAT-GGTGCAGACAT--TGAAGACCCAGAAGAGGAAGGAGAAGAT  4796
gi|73947372|ref|XM_533574.2| AACCAGATGGTGCAGGGATTGAAGACCCAGAAGAAAGAGC-TGAAGAGCCAGAGGGAA------AGGCTGAAGAGCCAG---AGG---GAGATGCTGATGAGCCAGAT-GGGGCAGGGAT--CGAAGACCCAGAAGAAGAAGGTGAAGAT  4344
gi|50872144|ref|NM_001002887.1| GACCAGTTACGCCAAGGAACC--GGCTCAGACCAGTTATCCTGAGGAACCGGCTCAGACCAGTTATGCTGAGGAACCGGCTCAGACCAGTTATGCCGAGGAACCGGCTCAGACCAGTTATGCCGAGGAACCAGCTCAGACCAGTTATAGT  5181
                         ......5260......5270......5280......5290......5300......5310......5320......5330......5340......5350......5360......5370......5380......5390......5400



                                   * **      * **     * *  *     *  *             ***   *  ***   * *   ***     **             * **  *   * ***      *  *  *  **  *     ***     **     ** 
gi|226053125|ref|NM_001146184.1| CAAGAG---ATTCAGGTAGAAGAACCATACTATGACT----GCCATGAATGCACAGAAACCTTCACTT-CCAGCACAGCATTCAGTGAACACCTGAAAACTCATGCCAGCATGATCATATTTGAGCCTGCAAATGCCTTTGGGGAGTGCT  4945
gi|114679299|ref|XM_001141226.1| CAAGAG---ATTCAGGTAGAAGAACCATACTATGACT----GCCATGAATGCACAGAAACCTTCACTT-CCAGCACAGCATTCGGTGAACACCTGAAAACTCATGCCAGCATGATCATATTTGAGCCTGCAAATGCCTTTGGGGAGTGCT  4975
gi|58331165|ref|NM_008817.2| CAAGAG---ATTGAGGTTGAAGAACCATACTACAACT----GTCATGAATGCGCAGAAACGTTCGCTT-CCAGCTCAGCCTTTGGCGAGCATCTGAAAAGTCACGCCAGTGTGATCATCTTCGAGCCGGCCAATGCTCCTGGAGAGTGCT  4938
gi|73947372|ref|XM_533574.2| CAAGAG---ATTCAGGTTGAAGAACCGTACTATGACT----GTAGGGAATGTGGAGAAACCTTCACTT-CCAACTCAGCCTATGGTGAGCACCTGAAAACCCATGCCAGGGTGATAATATTTGAGCCTGGAAATGTCTATGGGGAAAGCT  4486
gi|50872144|ref|NM_001002887.1| GAGGAACCAGCTCAGACCAGATACACGGGGAACGAGCTCAGATCAGATATGCGGAAGAACCAGCTCAGACCAGATATGCCGAGGAACCAGCTCAGACCAGTTATGCCGAGG-AACCAGCTCAGA--CCAGATATGCCGA-GGAACCAGCC  5327
                         ......5410......5420......5430......5440......5450......5460......5470......5480......5490......5500......5510......5520......5530......5540......5550

                                  *   * *   *     *    *****  ***  *   *       *     * *    **  ***  ***  * *       *  *  **  * * *   *  * *  **    *  *  *  *    ***    * ** **        
gi|226053125|ref|NM_001146184.1| CAGGCTA--CATCG-AACGTGCCAGCACCAGCACAGGTGGTGCCAATCAAGCTGAT--GAGAAGTACTTCAAATGTGACGTCTGTGGGCAGCTCTTCAATG--ACCGCCTGTCCCTCGCCAGACACCAGAAT--ACCCACACTGGC----  5082
gi|114679299|ref|XM_001141226.1| CAGGCTA--CATCG-AACGTGCCAGCACCAGCACAGGTGGTGCCAATCAAGCTGAT--GAGAAGTACTTCAAATGTGACGTCTGTGGGCAGCTCTTCAATG--ACCGCCTGTCCCTCGCCAGACACCAGAAT--ACCCACACTGGC----  5112
gi|58331165|ref|NM_008817.2| CTGGCTA--CATTG-AACGGGCCAGCACCAGTGCAGGTGGTGCGGAGCAGGCAGAC--GACAAGTACTTCAAATGTGATGTGTGCGGGCAACTCTTCAACG--ACCGCCTCTCCCTTGCCAGACACCAGAAT--TCTCACACTGGT----  5075
gi|73947372|ref|XM_533574.2| CACACTA--CACTG-AACATGCCAGCACCAGCACTAGTGACAATGATAGGGCAGAT--GACAAGTACTTCAAATGTGATGTCTGTGGGCAGCTTTTCAGTG--ATCGCCTGTCCCTTGCTAGACACCAGAAT--ACTCATACTGTTCTGC  4627
gi|50872144|ref|NM_001002887.1| CAGACCAGTTATTCTGAGGAACCAGC-TCAGACCAGAT-ATGCCGAGGAACCAGCCCAGACCAGTTATTCTGAGGAACCAGCTCAGACCAGATATGCTGGGGAACCAGCTCAGACCAGATATGCCAGGGAACCAGCTCAGACCAGA-TAT  5474
                         ......5560......5570......5580......5590......5600......5610......5620......5630......5640......5650......5660......5670......5680......5690......5700

                                        **            *    **                         *            *                       * *    * *             * *           *    *            *    *
gi|226053125|ref|NM_001146184.1| ----TGAGGGCATGGGGTAAAGGTTAGAA-----------AACCTTCA-CCTAGGACTTGACCCTTACCAAACCACA--GAGAAT-CCAAACCA--ATCCATGA-----TAATGTCAGTAGGAGACTTAACCTTAGTGTGTTACA--CAC  5204
gi|114679299|ref|XM_001141226.1| ----TGAGGGCATGGGGTAAAGGTTAGAA-----------AACCTTCA-CCTAGGACTTGACCCTTACCAAACCACA--GAGAAT-TCAAACCA--ATCCATGA-----TAATGTCAGTAGGAGACTTAACCTTAGTGTGTTACA--CAC  5234
gi|58331165|ref|NM_008817.2| ----TGAGTAACCAGGCTGAAGAAAAGAAGAGCAAAGCCAAACCTTCTTCCCAGAACCAGACCCTTAATAAATCACAAAGAGAGC-CTAAACCA--ACCCA--------TAATGTCTATAAGAAA-TTCACCTTCCTGTAT-ACA--TAC  5206
gi|73947372|ref|XM_533574.2| CTTCTCAGAGCCCTGCTCCTACTTCAGAGAAGCTCTCCAAAAAGAAGGGAAGAATACCAGTCAGGTCCCTGCCGGCCTGGAGCAT-GGAACCTGTGATCTTCAG-----GGATGTGGCCATGTACTTCACCCAGAACGAGTGGCAGCTGC  4771
gi|50872144|ref|NM_001002887.1| GCTGAGAGAACCCCCAGCTGAGACTAGTTATGCTGAACTAGTAGCTCAGATTAGTTATGCTGAACTAGTAACTCCGACTAGTTACGCTGAACTAGCAGCTGAGACCGGTTACTTTGAACCACCAGCTCAGACTAGTTATACTGAACCAGC  5624
                         ......5710......5720......5730......5740......5750......5760......5770......5780......5790......5800......5810......5820......5830......5840......5850

                                                                         **   *   *         *                *  **    *           *             **        *    * **   *      **   *   * 
gi|226053125|ref|NM_001146184.1| CTGACTTAACATC-------------TCTAAACTCAGATTGAAAAGAGA-------CCGA--------ATGTGCAGATTCCA-CAGTCTTAAGCTTTCCCCTTCAGATGTCAGTGTCTGCA----TGTGGGAAAGCCATAGCACACATCT  5321
gi|114679299|ref|XM_001141226.1| CTGACTTAACATC-------------TCTAAACTCAGATTGAAAAGAGA-------CCGA--------ATGTGCAGATTCCA-CAGTCTTAAGCTTTCCCCTTCAGATGTCAGTGTCTGCA----TGTGGGAAAGCCATAGCACACATCT  5351
gi|58331165|ref|NM_008817.2| CGGACTTCACATCAAAG-ACTTTCACTCTCATCACAGACTGAAAAAAGAAAAGACATTGA--------ACGCAGGGACTCTTTCAGTTTTAGCTGTTCCCTATGGAACATCAGTGTAT--A----TTTGGGAAAGCTAGAGTGAACATCT  5341
gi|73947372|ref|XM_533574.2| TGGAGCCTGCGCAGAAGGACCTATACAGGGATGTGATGCTGGAGAACTATGGGCACCTGGCATCTTTGGGGCATTGGTTCTTCAAACCCAAGCTGATCACCAGGTTAGAGCAAGGAGACGAGCCCTGTGTCAAGGAGAGAG-GCATCCCT  4920
gi|50872144|ref|NM_001002887.1| TGAGACCAATTATGCTGACCCAGCAGCTCAGGTCAGTTTTGATGAACCACCAG---CTGAGGC--TAGTTATGCTGA-TCTAGCAGCTGAGATCAGTTATGCTGAACTAGCAGCTGAGACAAGC-TATGCTGACCTAGCAGCTCAGATCA  5767
                         ......5860......5870......5880......5890......5900......5910......5920......5930......5940......5950......5960......5970......5980......5990......6000

                                         *          *   *           * **       *           *      *  *          *    *    **           *             *            *          *     *    
gi|226053125|ref|NM_001146184.1| -TACC--TT--------TCCAAGTAA--TCAGATTGAG--AAAACCCTA---TGAGTATTCCAGACTACAGAGTTTGCCCAAATCAACTGTA--AATGACAC---TTGTGTAACGTATATATAGTGTTTCATGAGGTGTATATAAAATA-  5447
gi|114679299|ref|XM_001141226.1| -TACC--TT--------TCCAAGTAA--TCAGATTGAG--AAAACCCTA---TGAGTATTCCAGACTACAAAGTTTGCCCAAATCAACTGTA--AATGACAC---TTGTGTAACGTATATATAGCGTTTCATGAGGTGTATATAAAATA-  5477
gi|58331165|ref|NM_008817.2| ACATC--TTCCATTTCATCTAAGTAA--CTAGATTGAGGGAAAACCTAG---TGACAATTCCAGACCACAGAGGTTGCCCCAGTCGACTGTA--AATGATACCCCTTTCATACCCTATACATAATGATTCCTGCCATGTATATAAATGA-  5481
gi|73947372|ref|XM_533574.2| CCAGC--TCCC----CAGCGAGGCAGTGCTGGAATCAGTGGGAGCCGCA---TCTCCACAGGTGAGCAGGAGGAGCTACCGCTTGTGTTGAA--GACATTTCCA-AAGCCAGGCATCTCTATGAGGCCTTCCCCGGGGAAGGCAAAGGAA  5058
gi|50872144|ref|NM_001002887.1| GCTATGATGAACCACCAGCTGAGACTAGTTATGCTGAGCTAGCAGCTCAGATCAGTTATTCTGAACCAGCAGATCAGACTAGTTATGCTGAGCTAGCAGCTCAGACCAGTTACTCTGAAC-CACTAGCTCAGACCAGCTATGCTGAGCTA  5916
                         ......6010......6020......6030......6040......6050......6060......6070......6080......6090......6100......6110......6120......6130......6140......6150

                                                   *   **           *     * *               *       *       *   *       *   * *   *   **                      * *   *              *    
gi|226053125|ref|NM_001146184.1| GCAAATTATGACAGAA-CAGTGATCACATATATTTGG---ATTTA---TATGATATACAGTT-ACAGTTTACTCTGCAGAGGTAC-CTTACCTGGTAT--TCTTTGAATTTTTTTTTTTTTTGGAGGAGGAAG--------AGAGCAACA  5578
gi|114679299|ref|XM_001141226.1| GCAAATTATGACAGAA-CAGTGATCACATATATTTGG---ATTTAA--TATGATATACAGTT-ACAGTTTACTCTGCAGAGGTAC-CTTACCTGGTAT--TCTTTGA--TTTTTTTTTTTTTGGAGGAGGAAG--------AGAGCAACA  5607
gi|58331165|ref|NM_008817.2| GCAAAT-----------CAGTGAT-ACATATATTTGG---ATTTAG--TGTGCTATAGAATTTACAGTTTACTCTACAGAGCTAC-CTAGCCTGGTAC--TC--TGA------TTTTTTCCCTGAGGAGGAAG--------AGAGCAACA  5595
gi|73947372|ref|XM_533574.2| GTGGTCCAAAGGGGTT-CCAGGACAGAAAGGATTTTGGAAACTGAGGACAGGCCACTGAGGA-GCAGGCAAAAATCTGGCCTCAGGCTGGCCTCAGAC--TCATGCAAAAAAATTCTCCCTAGAAAGAAAAGGCAT-----GAATCTACG  5199
gi|50872144|ref|NM_001002887.1| ACAAGTGAGACTAGTTACTGCGAGCAGCCAGTCCTCAATGAATGTAAGGAGTGTGGGGAATGCTTTGCCACCGTTGAAGACCTTGGCAGACATCAGAAGATCTATGCCCGAGAGAAATTCCATGATGGGAAGCTGTTTGGAGAGCCTGTG  6066
                         ......6160......6170......6180......6190......6200......6210......6220......6230......6240......6250......6260......6270......6280......6290......6300



                                       *          *   *         *           *    * * *       *          ***    *    *    *    * **                               * * *                  
gi|226053125|ref|NM_001146184.1| AATTTGATTATATTTTTAAGTGTCTTAGATCCTGAGAAAGATTTATTGTGCATTATTTGA---------ACCCTGTCAAT--ATCTTTTTGAGTAAT-----TGTTTTGTTTCTTACC-CTTAAATAGTCTTGTGAAGCTGT--AGGCAT  5709
gi|114679299|ref|XM_001141226.1| AATTTGATTATATTTTTAAGTGTCTTAGATCCTGAGAAAGATTTATTGTGCATTATTTGA---------ACCCTGTCAAT--ATCTTTTTGAGTAAT-----TGTTTTGTTTCTTACC-CTTAAATAGTCTTGTGAAGCTGT--AGGCAT  5738
gi|58331165|ref|NM_008817.2| ATTTAGCATATATTTGTAAGTATTGT---CCATGCAGAAGCTTTTCTGTGCATCATTTGA---------ACCCCATTAGT--ATCCTTTCCAGTAATGGA-GTGTTCTGTCCCCTACCTCTTAGATAGTCCTGTGAAGGTGT--GGGTGT  5728
gi|73947372|ref|XM_533574.2| GCCGTGAGGAGATGCCTGAGTTGTCCACCACCGATGACAACATCACAGAGTACCTCTCAAGGAAAGAAGACCCCAAAAAG--AGATATTCATGGAAAAAC-ACAGGCACTAGGCTCTCTGAGACAAGGTCGTCCAAGAATCC--AAAGGG  5344
gi|50872144|ref|NM_001002887.1| ATGCAGGACCTGGGCCTGGATGGGTC--TCCGGAGGAAGAGCTGGAAGAGCAGGA--GGAGCCCGAGGAGCCCGAAGACTCCATCTATGGCTGTAAGGACTGTGGGCTGGGCTTCGCTGACCGCGCGGACCTCCGGGACCACCAGAAGGT  6212
                         ......6310......6320......6330......6340......6350......6360......6370......6380......6390......6400......6410......6420......6430......6440......6450

                                      *            *            *  * *                              **   *                          *     *    *               *     *   *    * *       
gi|226053125|ref|NM_001146184.1| GATAGATAACATGGCTTTTACTCCTTACTGTTTGAAAAGATAAGT----ACTTTAGCTTCTTTCTGCAGCCATTTCATCTGCGCCAACACTT---TGGAACCTAATAC-TGTG-TAAGGCTTTACAATA--TACGGATTGGCTTTTTGTG  5848
gi|114679299|ref|XM_001141226.1| GATAGATAACATGGCTTTTACTCCTTACTGTTTGAAAAGATAAGT----ACTTTAGCTTCTTTCTGCAGCCATTTCATCTGCACCAACACTT---TGGAACCTAATAC-TCTG-TAAGGCTTTACAATA--TACGGATTGGCTTTTTGTG  5877
gi|58331165|ref|NM_008817.2| GAAAGATCGTGTGTCTTTGAATCCTGGCTGTGTGGAA--ACAGGC----ATTTTAGCTTCT----ACAGCCATTTGGTGTGCACCCAGACCCC--TTGAGACTGAT---TGTG-TAACCCTTTACAATA--TATGGATTTG-TCTCTGTG  5859
gi|73947372|ref|XM_533574.2| GGAAG---GCACA-CTTTAAATGTAAAGAATGTGGAAAAACCTTC----AACCAGACCCTCCACCTCATTGAGCATGAGCGGATCCACACAGGAGAGAAACCCCACAGATGTGATGAGTGTGGGAAGCACTTCCGGCACAGCTCCTACTT  5486
gi|50872144|ref|NM_001002887.1| CCACGGCCGGGAGTACCTGGTGGACAGCCGTGAGTACACGCACCCCGCGGTGCACATGCCGCCTGTCAGCGAGTACCAGAAAGATTGCCTCGGAGAGCAGCTCTACGAGTGCCCGGCCTGCGGAGAGTCGTTCGTGCACAGCTCGTTCCT  6362
                         ......6460......6470......6480......6490......6500......6510......6520......6530......6540......6550......6560......6570......6580......6590......6600

                                          *        *           *       *                *                                                           *    * *       **  *      * *  *   *
gi|226053125|ref|NM_001146184.1| ACCCAG--ATTGATTGGTTGCCACATGTTATGTTTGTTGAA---GTGGTTCTCATGCAAAAATATTACACATT----------TGTGTTCTGGGTTTT-----TTTTTTTTTTAACCAACTCAATATGTGTTTGATGATAGTGA-ATTGA  5977
gi|114679299|ref|XM_001141226.1| ACCCAG--ATTGATTGGTTGCCACATGTTATGTTTGTTGAA---GTGGTTCTCAT----------------------------TGTGTTCTGGGGTTT-----TTTTTTTTTTAACCAACTCAATATGTGTTTGATGATAGTGA-ATTGA  5988
gi|58331165|ref|NM_008817.2| ACCCAA--ATCAACCCATCCCTACAT-TTATATACCTTACA---GTGGTTTTCTTGCAAAAAAAAAAAATGTTACATTTGAGGTGTTCTTTAAGGTTTGGGTTTTTGTTTTCTAACCAACTCATCGTGTGTTTGA---TAGTGA-ATTCA  5999
gi|73947372|ref|XM_533574.2| CCTCACGCACTATAGAATTCACACTGGAGAGAGGCCCTACAAGTGTAAAGAGTGTGGGAAAGCCTTCAACAGCAGCTCCACATTGCGCAGCCACCACAGGAC-CCACACAGGGGAGAAGCCCTTCAGATGTGAGGAGTGCGGGA-AAACA  5634
gi|50872144|ref|NM_001002887.1| CTTTGAGCACCAGAAGGTCCACGAGCAGGACCAGTTCTACGGCCACAGGCGGTATG--AGCCCTTCATGCAGCCCCTGATTGTCAGCCCGCGGCGGCCACAGGCCCCGCAGAAGAGCGCCCCGGCCGGGGTGGGCCCGCAGTGCCAGGTA  6510
                         ......6610......6620......6630......6640......6650......6660......6670......6680......6690......6700......6710......6720......6730......6740......6750

                                  *          *   *  * *               *   *                  *           *  * *     *         *  * * *     **                          * **          ***
gi|226053125|ref|NM_001146184.1| T------AAAACCCGAAGCTTTTCCCT---------GTAAATCTTA-----CATCTTTGCCTTTAAAGAATGGGTTACAACCATCA---CTAGATCACAGTAGTGCCTAATGAA-GGTTGAGAAC-----CGTAGGA----------GAG  6088
gi|114679299|ref|XM_001141226.1| T------AAAACCCGAAGCTTTTCCCT---------GTAAATCTTA-----CATCTTTGCCTTTAAAGAATGGGTTACAACCATCA---CTAGATCACAGTAGTGCCTAATGAA-GGTTGAGAAC-----CGTAGGA----------GAG  6099
gi|58331165|ref|NM_008817.2| T------GAAACCTGAAGCTTTTCCCT---------GTAAATCTTAA----TGTCTTTGCCTTTAAAGAGTGGGTGACAACCATCG---CTAGATCACAGTAGTGCCTAATGAAAGGTTGGGAAC-----CACAGGA----------GAG  6112
gi|73947372|ref|XM_533574.2| TTCAAGCAGAGCACGAAGCTTACTCGTCACCGGAGGGTGCACACTGGAGAGAAGCCCTACCAGTGCAGTGAGTGTGAGAA--ATCA---TTTGGCCGCAGTTCTTCCTTAACAGAGCACAAGAGAATCCACACAGGA----------GAG  5769
gi|50872144|ref|NM_001002887.1| TGCGGGCAGGACTTCATCCATGCCTCGGTCCTCAGCGAGCACGCCCGGGGCCATGCCGGCGAGGGGCTACCGGATCAGGGCCAGGGGGGCGCGGGCGCGGCGGGGCCCGGCCCGGCACCCACGGAGCCGCAGCAAGACCCGGGCGAGGAG  6660
                         ......6760......6770......6780......6790......6800......6810......6820......6830......6840......6850......6860......6870......6880......6890......6900

                                    **  *     **  *     *  *                 *       *     * **         *     *  **    *      *       * *    *   *                                      
gi|226053125|ref|NM_001146184.1| --GCTCTCATGCTGTAAATAATGTTGCAGGCTAATAACCTTTCATCACTTCCTTTGTGCGCTTCCTGCCTTAAGTGACAAGTAGCAACATGGC-----TTGGGTCCCCTGTGCAGCATCAGCTT-------ATGCT-GCCACAAGTCAGT  6223
gi|114679299|ref|XM_001141226.1| --GCTCTCATGCTGTAAATAATGTTGCAGGCTAATAACCTTTCATCACTTCCTTTGTGCGCTTCCTGCCTTAAGTGACAAGTAGCAACATGGC-----TTGGGTCCCCTGTGCAGCATCAGCTT-------ATGCT-GCCACAAGTCAGT  6234
gi|58331165|ref|NM_008817.2| --GCTCTTACATTGTAAATAAGGAAGCAAACTGACAACCTTTCATTAGCTGC--TGTGTGCTTCCTGCCTTAAGTGACAAGTGGCAGCGTCGC-----TTGAGTCACCTGTGTGGTGTTGTATT-------GTGCTTGCCACAAGTCAGT  6246
gi|73947372|ref|XM_533574.2| AAGCCATATCATTGCAAAGTGTGTGGGAAAGCCTTTAGATGCAACTCGCATCTTTCTGAGCACCAGAGGATCCACCAGGAGGAAAAATCCTAC-----CGGTGTGAGCAGTGTGGGAA-------------GTACT---TCCGAAACGGC  5898
gi|50872144|ref|NM_001002887.1| CAGCGCTACGAGTGTGAGACCTGCGGCGAGTCCTTCCCCAGCCAGGCCGATCTCCAGGAGCACATGCGTGTGCACGAGAAGGGCGAGCCCTACGACTACGGGGCCGCCTTCGTGCACACGTCTTTCCTCACGGAGCCGCCCAAGAGGGAC  6810
                         ......6910......6920......6930......6940......6950......6960......6970......6980......6990......7000......7010......7020......7030......7040......7050

                                     * *   *  *    **                   *          * *  *                  *       *          *    *                       *                            
gi|226053125|ref|NM_001146184.1| TTGCACCC-TAGGTGCCCAGGAGCTAGTATCCTTAGATC-TTTCTATCGCTA-ACTTAATTCTCTTCGTTATTTAT-CTGACCCTCTAACTCCATGTCTAACTTG-CATTAAAAAAAAAAAAA---------------------------  6341
gi|114679299|ref|XM_001141226.1| TTGCACCC-TAGGTGCCCAGGAGCTAGTATCCTTAGATC-TTTCTATCGCTA-ACTTAATTCTCTTCGTTATTTAT-CTGACCCTCTAACTCCATGTCTAACTTG-CATTAAAAAAAAAAAAAA--------------------------  6353
gi|58331165|ref|NM_008817.2| GTGCTCCC-TGGGTGCCCAGGAGCTAGAATCCTTAGATC-TTTGTGTCTCCAGACTTAATTCCCCT-GTTCTCTAT-GTGTCTGTC-AACCCCAAGTCTATCGCA-TTTTAAGAAAAGCAAACACACACACACACATACACACACACACA  6390
gi|73947372|ref|XM_533574.2| TCCCACCTGTCGGAACACAGAAGGGTGCACCAGCGGGGC-CCCCCAGAGCAATGCCCGGAGTGTGGGAGAGCCTAC-C--GCCGCAGGGCTGCCCTTCTGAAGCA-CCAAAAGAGCCACAGAGA--------------------------  6017
gi|50872144|ref|NM_001002887.1| TGGCCCTTCTATGAGTGCAAGGACTGCGGCAAGTCCTTCATCCACAGCACCATCCTCACCAAGCACCAGAAGCTGCACCTGCAGGAGGAGGGCGCGGCCGCCGCGGCCGCCGCCACGGCCCAGGAGGCAGAGGCCAACGTCCTCGTCCCC  6960
                         ......7060......7070......7080......7090......7100......7110......7120......7130......7140......7150......7160......7170......7180......7190......7200



                                                 *   *     *     *     *   **              * **              *         *              *                * * *                            
gi|226053125|ref|NM_001146184.1| -------TTCTTTACAGTCAA--CCCAAGCTTA----ACATGGACTCAGGTTCCCCAGCAGCCTTAATTTGTTTTGTTAACATCTGTTCCTTCTTTTTCAGCTCTCCTAGAGTATTTCTGAGTGTT-------GTGTTCATCTAATCT-T  6470
gi|114679299|ref|XM_001141226.1| -------TTCTTTACAGTCAA--CCCAAGCTTA----ACATGGACTCAGGTTCCCCAGCAGCCTTAATTTGTTTTGTTAACATCTGTTCCTTCTTTTTCAGCTCTCCTAGAGTATTTCTGAGTGTT-------GTGTTCATCTAATCT-T  6482
gi|58331165|ref|NM_008817.2| CAAAGCTTTCTTTATAGTTAA--TCCTAGCTTACTTAACATGGACTCAGGTTCCCCAGCAGCCTTAAGTTTTTTTGTTACCATC-GTTCTTTCTCATGGAGTCTCCTTA--GTATTTCTGAGCTTTCCATTTAGTGTGCCATCTGTCT-C  6534
gi|73947372|ref|XM_533574.2| --------GAAGCATACTTA-----CCGGTGTGAGGGATGTGGAAAGGCCTTCCGGTGCAGGTCAAGCATTCAGAGACATCAGAGGATGCATGCCGGACAGAAGCCATACATGTGCCCTGAGTGTGGGAAAGCCTTCACCGACAGCTC-C  6153
gi|50872144|ref|NM_001002887.1| CGGGAAGTCCTGCGCATCCAGGGCTCCAACGTG---GAGGCGG-CTGAGCCCGAGGTGGAGGCGGCCGAGCCCGAGGTGGAGGCGGCCGAGCCCGAGGTGGAGGCGGCCGAACCCCTCGGGGAGGCCGAGGGCCCGGAGTGGGAGGCCGC  7106
                         ......7210......7220......7230......7240......7250......7260......7270......7280......7290......7300......7310......7320......7330......7340......7350

                                                   *  *     *     *  **    *                         *          *  * *      **                                                          
gi|226053125|ref|NM_001146184.1| AGTATTCTTTTA-ATTACAAA-TTGACC---TCACAGCTTGAGGTTTCTTGTGTCCTATTCTGTGGACTACCTG-T--GCTCCTTTGCTTCCCCTCCCCTCGCATAATAACTATATTAAGAAATTTTTTTTGGCCTTGAGTTGGCTGGAA  6612
gi|114679299|ref|XM_001141226.1| AGTATTCTTTTA-ATTACAAA-TTGACC---TCACAGCTTGAGGTTTCTTGTGTCCTATTCTGTGGACTACCTG-T--GCTCCTTTGCTTCCCCTCCCCTCGCATAATAACTATATTAAGAAATTTTTTTTGGCCTTGAGTTGGCTGGAA  6624
gi|58331165|ref|NM_008817.2| CATGTCACCTGATGTCACAAA-CTGACT---TCCCAGCTTGAGATTTTCTGCGTCCGATAC-ACGGACTGCGTG-C--GCTCCTTTACTTCCCCTCCC----------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ACCCTTAACAATCACTGCAAAATTCACA---GCACAGAGAAACTGTACCCTTGCCCCAAATGTGAGACGGCCTT-CAGGCACCTCTCGTCCCTGATGCTCCACCAGAAAGCACATGCTGGAAAGGGACAGTGA-----------------  6282
gi|50872144|ref|NM_001002887.1| GGAGCCGAGCGGCGAGGCGGAGCAGCCCCACGCCGAGGCCGAGCAGCCCGACATGGACGCCGACGAGCCGGACGGCGCGGGCATCGAGGACCCGGAGGAGCGCGCCGAAGAACCCGAGGGCGACGACGACGAGCCGGATGGCGCGGGCAT  7256
                         ......7360......7370......7380......7390......7400......7410......7420......7430......7440......7450......7460......7470......7480......7490......7500

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| AAAAAATATAAAATTTAAAAAATTTAAAAAAAAAGATTTGCAAAATGTAAGTGTAGATCATTTGAACAAGCAAAATTAAAGTACCCACTGGGGGAAATGTGTCTGAATCTTACTCTTCTGGATCTGCAGGATTAGGGCTTGGAAGTATGT  6762
gi|114679299|ref|XM_001141226.1| AAAAAATATAAAATTTAAAAAATTAAAAAAAAAAGATTTGCAAAATGTAAGTGTAGATCATTTGAACAAGCAAAATTAAAGTACCCACTGGGGGAAATGTGTCTGAATCTTACTCTTCTGGATCTGCAGGATTAGGGCTTGGAAGTATGT  6774
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CGAGGACCCCGAGGAGGAGGGCGAGGAGCAAGAGATCCAGGTGGAGGAGCCCTACTACGACTGCGGCGAGTGCGGGGAGACCTTCCCCTCGGGCGCCGCCTACGCCGAGCACCTGACGGCGCACGCCAGCCTCGTCATCCTGGAGCCCGC  7406
                         ......7510......7520......7530......7540......7550......7560......7570......7580......7590......7600......7610......7620......7630......7640......7650

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| CAAAGATGCAGGGAGTGTCAAAGTTTAGGAAGATTGTAGAGCTGAGAGCAAGAAGCAGAAATGAGTGAGTCAAAGAAGGGAGTCCTAATATATCACCAGATCTAGGAGGGGAGAGGAGACAGACAGAAGAAAACACCAGAGGCAAGAACT  6912
gi|114679299|ref|XM_001141226.1| CAAAGATGCAGGGAGTGTCAAAGTTTAGGAAGATTGTAGAGCTGAGAGCAAGAAGCAGAAATGAGTGAGTCAAAGAAGGGAGTCCTAATATATCACCAGATCTAGTAGGGGAGAGGAGACAGACAGAAGAAAACACCAGAGGCAAGAACT  6924
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CGGCCTCTACGGCGAGGGCGCCGGTGGCCCAGAGGGCGGCCGGCCCGACGACGAGCTCTTCAAGTGCGACGTGTGCGGGCAGCTCTTCAGCGACCGCCTGTCCCTGGCCAGGCACCAGAACACCCACACCGGCTG--AGGCCCGGGGGCG  7554
                         ......7660......7670......7680......7690......7700......7710......7720......7730......7740......7750......7760......7770......7780......7790......7800

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| GTAGAAGGCCAGGTTTCTGAGAATGAATTGAGCGGGGTGTCCTGAGCAGTTTGGAAAAGGAGTTTTTGATGGTATGGTGTAGGTGAGGGCTGGCTGCATAGGAAGGACTGAGGTTGGAACGGACATCGGGAAAGCTGAGGGGCAGTGAGG  7062
gi|114679299|ref|XM_001141226.1| GTAGAAGGCCAGGTTTCTGAGAATGAATTGAGTGGGGTGTCCTGAGCAGTTTGGAAAAGGAGTTTTTGATGGTATGGTGTAGGTGAGGGCTGGCTGCATAGGAAGGCCTGAGGTTGGAACGGACATCAGGAAAGCTGAGGGGCAGTGAGG  7074
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CCCTGGGACCCGACCCTCCTCACCCACACTCACCAGACCCACTGCGACCGCCCGGACTGCACTCACCCGACCTGGACTTCAGACACCCGGCCCGGACACAGCCCCACGCCAGCTGAGGCTCGGCGGGCCGGGGCCTCCACTGGGACCCGG  7704
                         ......7810......7820......7830......7840......7850......7860......7870......7880......7890......7900......7910......7920......7930......7940......7950

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| TTTACTACATGGGAAAAGGACTCTTGAAACGAGAATCAGTGTTGATGTCGGGGTGAACTTTGTGGGTACATTACTTGGTGTTAACATTGTTGGCAGTGGTAGCCCCTTTTCAGAAAGCAACTTGC-TGTAAGTCAGGGTGTCCGTTCCAA  7211
gi|114679299|ref|XM_001141226.1| TTTACTACATGGGAAAAGGACTCTTGAAACGAGAATCAGTGTTGATGTCGGGGTGAACTTTGTGGGTACATTACTTGGTGTTAACATTGTTGGCAGTGGTAGCCCCTTTTCAGAAAGCAACTTGC-TGTAAGTCAGGGTGTCCGTTCCAA  7223
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CCGGCCCCCTCACCCACACACAACCGGACCCACCGAGCTGGCCTGCACTGCACCCAGCGGCCTGGATTCAGACTCTCGGCCCCAAGGTGCAGATGCTTGCAGCTCCCTTGTCCAGCACAGCAGGTACCTGCGGGACAGCAGGGCACTCGG  7854
                         ......7960......7970......7980......7990......8000......8010......8020......8030......8040......8050......8060......8070......8080......8090......8100



                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| CCTTCAGCTAGTGAAAAGGTAGTAACAAATGGTAAACAAGAGAATGATTGTTTAAACCTATCTGTGGACACTTAATGCAACTGTTTAAAAATGATAATCACGAGTTATGTAGCAACGTGGAAATATATTTACAGAACATTAAGTGGAGAA  7361
gi|114679299|ref|XM_001141226.1| CCTTCAGCTAGTGAAAAGGTAGTAACAAATGGTAAACAAGAGAATGATTGTTTAAACCTATCTGTGGACACTTAATGCAACTGTTTAAAAATGATAATCACGAGTTATGTAGCAACGTGGAAATATATTTACAGAACATTAAGTGGAGAA  7373
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CCGCCCGCCGCCGGGGCCTTCGCGGCTGCAGAGAGCGCCCGTCTGTGACAGCCCGGGACCTCCGCGCACTGCCTCCCGAGCTGTGCACAGAACAGCCCAGCACAGTGAACTGGACTGAGTGTGC-CGCTCACTGGCCGCTTACCTGCAGA  8003
                         ......8110......8120......8130......8140......8150......8160......8170......8180......8190......8200......8210......8220......8230......8240......8250

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| AGCAGGACACGAAAGTATATTTATACTACAGTTATAACTCAACAGTTCATTTATATGCTGTTCATTTAACAGTTCATTTAAACAGTTCATTATAACTGTTTAAAAATATATATGCTTATAGTCAAAAGCTGTTGTGGTGTTGTTGTTGTA  7511
gi|114679299|ref|XM_001141226.1| AGCAGGACACGAAAGTATATTTATACTACAGTTATAACT----------------------------------------------------------GTTTAAAAATATATATGCTTATAGTCAAAAGCTGTTGTGG--TTGTTGTTGTA  7463
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CGCACCTCACCTGGTACTCTGGTTTTGCTTTTTCTTTTTTTTGGAGGAGGAAGAGAGCAACAAATTACAATATATTTGTAAGCATCTTA----GAGCTTTAGAAAGATCTATTGTGAGCTGTTTGAACCCTATCAGTATCTTTTTGACTA  8149
                         ......8260......8270......8280......8290......8300......8310......8320......8330......8340......8350......8360......8370......8380......8390......8400

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| GGCTTATAGTTGAGCATTATTTTCTTAAATTTCTTGAATGTTCTTTATGGTAGTGTTACTAAAAAGTTTATGATCACATTTTCATTGTGAACATAATTTGAACTCATTATCACACACTTGGAAAATACAGAAAAGTGGAGGAAAAAAAAT  7661
gi|114679299|ref|XM_001141226.1| GGCTTATAGTTGAGCATTATTTTCTTAAATTTCTTGAATGTTCTTTATGGTAGTGTTACTAAAAAGTTTATGATCACATTTTCATTGTGAACATAATTTGAACTCATTATCACACACTTGGAAAATACAGAAAAGTGGAGGAAAAAAAAT  7613
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ACGGACTGGTTCCTCACTTTCTACATAACCCCCTCACAGTGTAGGCGTGAAAGGCAGAGCGTCTTGCCCGCTTCGCCGTGTGAAGGGAAGTCCTGTCTGCTCCCCTTTCAGGCGCCTCGTCTACACCGACACTTGTGAAACCTCGTGCTG  8299
                         ......8410......8420......8430......8440......8450......8460......8470......8480......8490......8500......8510......8520......8530......8540......8550

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| CATATCCCCACCATCCAAAGACATATACTCTCCTCTTATCTTGTTCATTCTTGTTTCTGTGCACAGGTTTATGATTATAACTGTGTCAAAATGTATATTCAAAATAGCTGTTACATTACCTTTGTGGAATTATGGTTAAATACTTTCACT  7811
gi|114679299|ref|XM_001141226.1| CATATCCCCACCATCCAAAGACATATACTCTCCTCT-ATCTTGTTCATTCTTGTTTCTGTGCACAGGTTTATGATTATAACTGTGTCAAAATGTATATTCAAAATAGCTGTTACGTTACCTTTGTGGAATTATGGTTAAATACTTTCACT  7762
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| TGTCAGCCTTTCCTGTACGTGGATTGGCCTTTTGTAACCTCTTTGGTTGGTTGCCGTTGGTTGCCACCTTGTAACCTTGCAGTGGGTCTCATGCAAAAAACACTACAAGTTTTTGTTATTTTTATTTT-TTAACCCACCTTGATGTCTCT  8448
                         ......8560......8570......8580......8590......8600......8610......8620......8630......8640......8650......8660......8670......8680......8690......8700

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| TTAATTTTTTCAAATGTTCCCTATAATAATGTCCTGATAACAGTGTATTATGTGTGTCTCCATTGGTGTGCATAATACATACCCAGAGGAAAAATTAGAAAATAAAGTAAATTATTTTAAAAAATTACCTATATTCCCAACACCTAACAA  7961
gi|114679299|ref|XM_001141226.1| TTAATTTTTTCAAATGTTCCCTATAATAATGTCCTGATAACAGTGTATTATGTATGTCTCCATTGGTGTGCATAATACATACCCAGAGGAAAAATTAGAAAATAAAGTAAATTATTTAAAAAAATTACCTATATTCCCAACACCCAACAA  7912
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| TCGATAGTGAATTTTACAAAAGCCGAAGCTTTTCCCTGTGAGTCTTACATCCTTGCCTTTAAAGAGTGGGTTGTAACCATCACTAGATCACGCGTGCCTAATGAAGGTTGAGAACCACGGGGGAGGGGGCCTCTCCTGGTGTAAATACGG  8598
                         ......8710......8720......8730......8740......8750......8760......8770......8780......8790......8800......8810......8820......8830......8840......8850

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| CTACTGCTAACATCTTGATCTGTTTCCTCTATCTTGTTTCAGTGCACACGCTTGTGATAACAGTGTTAAATATGTGTGCATAAAGTCTTAAATGAAAAGATGTGGAAAATAACTAAAATAGTGTTGTCATTGTGGGAATTTGGTTAAATA  8111
gi|114679299|ref|XM_001141226.1| CTACTGCTAACATCTTGATCTGTTTCCTCTATCTTGTTTCAGTGCACACGCTTGTGATAACAGTGTTAAATATGTGTGCATAAAGTCTTAAATGAAAAGATGTGGAAAATAACTAAAATAGTGTTGTCATTGTGGGAATTTGGTTAAATA  8062
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| TTGAGGGCCTACGACTTCATTACTTCCCTTTGCGCGCTTCCTGCCTTAAGTGACCAGTAGCAACGT-GGCTTGGCCCCTCCGTGCCGCCACGTGGCAAGTCTGCACCCTGGGTGCCCAGGAGCTAGCATCCTTAGAGCTTTCCAGCCTGA  8747
                         ......8860......8870......8880......8890......8900......8910......8920......8930......8940......8950......8960......8970......8980......8990......9000



                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| TTTTGTCTCAAATTCCTTAAATAATCTTTGGTGTTTTGGTAATAAATTTTATGTATGTATTTTCCATTACAAATATAATACATACTCATACAAAACTTTGGAAATTCAGTAAAGAAAATTCACACATATTCCCAACACCCAACAACAATT  8261
gi|114679299|ref|XM_001141226.1| TTTTGTCTCAAATTCCTTAAATAATCTTTGGTGTTTTGGTAATAAATTTTATGTATGTATTTTCCATTACAAATATAATACATACTCATACAAAACTTTGGAAATTCAGTAAAGAAAATTCACACATATTCCCAACACCCAACAACAATT  8212
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| GACTTCATCCTCCTCTCCACCTGTCTGACCCTCAACCAACCCCATGTCTAACTTGCATTTAAAAAAAAAATAGAAAAAAGCTTTCTTTACAGCCAACTCGAGCTCGACACGGACTCAGGTTCCCCGGCAGCCTTAATTTGCTTCGTTGCC  8897
                         ......9010......9020......9030......9040......9050......9060......9070......9080......9090......9100......9110......9120......9130......9140......9150

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| AACTGTTAACATCTTGATCTGTGCACTAGTCTGTGATTATTAGGGTGTTAGTGATAAGTATGCATAAATGTCAAAGATGGGAAGAAAGATGAAAAACAAGAAATAGTTGTGTGGTTGTTGTGGGATTATGGTTATTTTGTTTCGGTTTCC  8411
gi|114679299|ref|XM_001141226.1| AACTGTTAACATCTTGATCTGTGCACTAGTCTGTGATTATTAGGGTGTTAGTGATAAGTATGCATAAGTGTCAAAGATGGGAAGAAAGATGGAAAACAAGAAATAGTTGTGTGGTTGTTGTGGGATTATGGTTATTTTGTTTCGGTTTCC  8362
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ATCTGTCCCCCTCTCAGGTCGCGCCTTCCTGACAAGCACCCCCGCTGCCCTCAGAGCGGCCCCTGTCCCGCCGCCCCAGTCTCCTGTGCTGCCGTCCCAAGCTGACCTCGCCGCTCTGGGGTCTCCTGCGTCCTGCCTTGTGCCCTCCCT  9047
                         ......9160......9170......9180......9190......9200......9210......9220......9230......9240......9250......9260......9270......9280......9290......9300

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| TTGAAAGGTCATCATTCTAGTGTTTTGGTAGTCCACCTTTACTACATATATTTCCATTATATATGAAATGTGTTCATTATAGAAACTTTGAAGTTACAGAAATGTAGAAGAGAAACTCACCCATGTTTTCACCATCCAAAGAGTGTGGTT  8561
gi|114679299|ref|XM_001141226.1| TTGAAAGGTCATCATTCTAGTGTTTTGGTAGTCCACCTTTACTACATATATTTCCATTATATATGAAATGTGTTCATTATAGAAACTTTGAAGTTACAGAAATGTAGAAGAGAAACTCACCCATGTTTTCACCATCCAAAGAGTGTGGTT  8512
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| TTGCTTCCCCGCCCCCTCTTCGAATAATGACTATTATGAAATTTCTTGGCTTTGAGTTGGCTGGCAAAAAAATTTAAAAAATTTTTTTTAAAACTTAAAAAAAAAAAGAGGATCTTGTAGCTGCAGTGAGCAGAAGCTAAGAGCAGATTG  9197
                         ......9310......9320......9330......9340......9350......9360......9370......9380......9390......9400......9410......9420......9430......9440......9450

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| AACATCTTGATATATTTTCTTCATCTTGTTTCTGTGCACAGGTTTTTGGTTTGTTAATATGGTTGTGGTCATTCTATCTGTAATAGTGTCAACAATAAAAATAAAGTTAAAAATAAATATTTAAAAAA----------------------  8689
gi|114679299|ref|XM_001141226.1| AACATCTTGATATATTTTCTTCATCTTGTTTCTGTGCACAGGTTTTTGGTTTGTTAATATGGTTGTGGTCATTCTATCTGTAATAGTGTCAACAATAAAAATAAAGTTAAAAATAAATATTT----------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| TTTGGGAGAGCAGAGTGAGATCTGCTCGGGAGCCGCGTCTGGACCCCCCTCTCCTAG-GTCCCTGCCATGAGGGCTGGGGAAAGCGTGTCAGAGCTGGAGGGAACGCCAAAGTCAGGGAGAGCCAAAGAAGGGGGTCCTGACGCCTTACC  9346
                         ......9460......9470......9480......9490......9500......9510......9520......9530......9540......9550......9560......9570......9580......9590......9600

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| AGACCTGGGAGGGCAGGGTCTGACAGAAGGAACATCAGAAGCAGGGACTGGAAGGCCCCAGTGGGGGAGGTTGAATGAATGAGCAGGGTGTCCTGGCAGTTAAGAGAAGGGGCCGCTTGGTGGCCTGGTGTCGATGAGGGCAGCTGCATC  9496
                         ......9610......9620......9630......9640......9650......9660......9670......9680......9690......9700......9710......9720......9730......9740......9750

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ACAAGACCCAACATTGGAGCGGACGCCCCGGAGCCCCGAGGGGCTGCGAGCTGGGAGCCAGCCTGCGTGGCGTAGGGGTGAACCTGGCGTTCATCGCTGTCGGCGGCACCAACTGGTAGAGTGTTTTCAGAGAGCCGCCTGCCCAGCGTC  9646
                         ......9760......9770......9780......9790......9800......9810......9820......9830......9840......9850......9860......9870......9880......9890......9900



                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CGTTCCAACCGTCCTTTGGTCAGTGAGCGATCAGGAACAACTGACAAATGCCAAAAACAGGAGGAAGGTGAAGGGAGTGTGTCCGCGCACTCTGAACGCAGCTGTCTAGAAAGGATAATCATGGAGAGTTACGTAGTGACGTGGAGATAT  9796
                         ......9910......9920......9930......9940......9950......9960......9970......9980......9990.....10000.....10010.....10020.....10030.....10040.....10050

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ATTTACGGAATACCAAGTGGAAAAAGCAGGACACAGAATTATATTTATACTACAATTACAGCTGTTTAAAAATGTATGCTTATAGTCAAAAGCTGTGGTGGTGGTGCTGTGGTAGGCTTATAGTTGAGCATTATTTTCTTAAATTCCTTG  9946
                         .....10060.....10070.....10080.....10090.....10100.....10110.....10120.....10130.....10140.....10150.....10160.....10170.....10180.....10190.....10200

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| AATGTTTATGGTAGTGTTACTCAAAAGCTTATAATCACGTCTCCATTGTGAACATAATTTGAGCTCATTATTCAGGCACTCAGAGAATACAGAAAAGTGGAGGGAAAAAAATCCATATACCCACCATCCAAAGATGACAGATATGCTCCT 10096
                         .....10210.....10220.....10230.....10240.....10250.....10260.....10270.....10280.....10290.....10300.....10310.....10320.....10330.....10340.....10350

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CACTACATTGTTTATTCTTCTTTCTGTGCACAGGCTTATAACTGTGTCCCAAACGTGTACTCAGATTAAGTGTTAGCTTTGTGGAATTATGGTTAAACGCTTTCATCCTAATGTTTTCAGATGGCCCTTAAAATAGTTTCCTGATAACAA 10246
                         .....10360.....10370.....10380.....10390.....10400.....10410.....10420.....10430.....10440.....10450.....10460.....10470.....10480.....10490.....10500

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| AGTTGATTCTGCTTGCTTCAATTAGCAAGCATAATACACACCCAGAGGAATAATTGGAAAATACAAAATAAATGAGAAAAGAACAAAAAAAGTCGCCCATATTCCCAACGCCCAACGACTACTGTTAACATCTTGTTTCCTCCATCTCGT 10396
                         .....10510.....10520.....10530.....10540.....10550.....10560.....10570.....10580.....10590.....10600.....10610.....10620.....10630.....10640.....10650

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ATCAGTGCACAAGCTTGTGATTTATGACCGTGGTGAATATGTGTGCATACAGTCTAAAATGAAAAAAAATCACAGAAAATAATTAAAGTAGTGTTGTCATTGTGGGATTATGGTTAACTATCTTGTCTCAAATTTCTTGAATGATCTTTG 10546
                         .....10660.....10670.....10680.....10690.....10700.....10710.....10720.....10730.....10740.....10750.....10760.....10770.....10780.....10790.....10800



                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| GTGTTTTGAGTATTAAATCTTATGTATGTTTTTCCATTAAAATTCTTAATACATACTCATGGCATACCTTGGGGGAGATTTAGTAAAGCAAAAGAAATTCACGCATATTCCTGACACCCAACAATCATTGCTGTTAAACCTTGATCTGTG 10696
                         .....10810.....10820.....10830.....10840.....10850.....10860.....10870.....10880.....10890.....10900.....10910.....10920.....10930.....10940.....10950

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CACAGTCAGGACGGGGGTGTCTGTGGTGAGAATGCAGAGGGTTGAAGAGGAGAAGAAAGCAGTGAAGGAACGGTCGTGTGGTCTTTGCCGGCGTTAAGGCTGTGGGGTTCGCTTTCCTGGGAGGCCTGTCTCGTTGTGTCCCGGTCACCG 10846
                         .....10960.....10970.....10980.....10990.....11000.....11010.....11020.....11030.....11040.....11050.....11060.....11070.....11080.....11090.....11100

                                                                                                                                                                                        
gi|226053125|ref|NM_001146184.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| ACCTTTTATGACGGGTGCCTCCATTGTAACTGCAGTGTCTGCTCACTGTAGAAACCCGGCACTTACAGAAGTGTGGAAGAGAGGCGTGCCCCTGTCGCCATCACCCAAAGACCACGGTTAACATCTGGACACGTTTTCTTCATCTTGTCT 10996
                         .....11110.....11120.....11130.....11140.....11150.....11160.....11170.....11180.....11190.....11200.....11210.....11220.....11230.....11240.....11250

                                                                                                                  
gi|226053125|ref|NM_001146184.1| --------------------------------------------------------------------------------  8689
gi|114679299|ref|XM_001141226.1| --------------------------------------------------------------------------------  8634
gi|58331165|ref|NM_008817.2| --------------------------------------------------------------------------------  6624
gi|73947372|ref|XM_533574.2| --------------------------------------------------------------------------------  6282
gi|50872144|ref|NM_001002887.1| CTGTGCACAGGTTTTTGGTTTGTTAGTATGGTTGTGGTCGTTCTATCTGTAATCGTGTCACCAATAAAAATAAAGTTGAA 11076
                         .....11260.....11270.....11280.....11290.....11300.....11310.....11320.....11330


